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Supplementary Figure S1 Protein with 9 TM domains (cytochrome d ubiquinol oxidase subunit 1, CydA) 
identified from E.coli cells using the PTS protocol. The E. coli proteins were digested with chymotrypsin in the 
presence of the PTS. The sequence coverage was visualized with TOPO2 transmembrane proteins graphics 
program (http://www.sacs.ucsf.edu/TOPO-run/wtopo.pl). Identified chymotryptic peptides are in red. Chymotryptic 
cleavage sites inside the TM domains are indicated with arrows.



Supplementary Figure S2    Comparison of the emPAI-based copy numbers per cell for 26 proteins with the 
protein concentrations obtained by other methods. 
emPAI-based copy numbers per cell for proteins identified in this study were estimated from the calibration line 
between emPAI values and absolute amounts of proteins measured by the isotope dilution method with stable 
isotope-labeled E.coli BW25113 lysate containing known protein amounts (32). The copy numbers per cell for 26 
proteins were obtained from the literature survey by Taoka et al. (38).



Soluble protein

Membrane protein

Supplementary Figure S3 Comparison of protein abundance measured by the isotope dilution method 
with emPAI. Total 11 proteins containing 6 TM proteins and 5 soluble proteins commonly quantified in both 
experiments were used for the comparison. Protein abundances of these proteins were quantified by the isotope-
based method and the injected amount (amol) onto the LC-MS/MS was employed as protein abundance. Proteins 
with minimum 2 peptides were accepted for emPAI-based protein quantification.
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Supplementary Figure S4 Correlation between iTRAQ-based and emPAI-based quantitation. 
Total 349 proteins commonly identified in both the experiments were used for the comparison. Proteins were 
classified based on the Log2 absolute emPAI ratios (bin = 2). The emPAI ratio was calculated by emPAI (relA KO) 
divided by emPAI (WT), while iTRAQ ratio was obtained by the relA KO peak intensity divided by the WT peak 
intensity in MSMS spectra.  

emPAI ratio = 4

iTRAQ ratio = 1.5

Log 2( |emPAI ratio|)



Supplementary Table S1 Peak‐picking parameters used in Mass Navigator v1.2. 

    

Parameters     LTQ‐Orbitrap    

Precursor   charge   state     auto    

Survey   scan   centroid   height   percentage     50％    

Survey   scan,   centroid   merge   distance     0.1    

MSMS   scan,   centroid   height   percentage     50％    

50％    

MSMS   scan,   centroid   merge   distance     0.1    

Minimum   peak   with   intensity     0.1   %   of   the   highest   peak

   or   10   absolute   intensity   

Minimum   peak   number   in   MSMS   spectra

    

10    

Precursor   mass   tolerance   for   grouping     0.1    

Max   number   cycles   between   groups     10    

Max   number   cycles   between   groups     1    

 

    

    
 



Supplementary Table S2 Number of proteins identifed using the PTS protocol.

Means ±S.D.

120 mM SDC 113.3 ± 1.5 136.0 ± 1.0

12 mM SDC, 12 mM SLS 124.0 ± 6.6 153.0 ± 10.2

Membrane proteins Other proteins

Means ±S.D.
Additives

Membrane-enriched fractions (15 μg) were extracted with the PTS. Proteins were digested with
trypsin and resultant peptides were analyzed by nanoLC/MS/MS using Qstar-XL. The results of
t i li t l i dtriplicate analysis were averaged.



Supplementary Table S3-A Proteins identified from whole cell lysate based on the rapid PTS protocol.

Protein #
Accession

number
ECK Gene Protein name

emPAI
Value

mRNA
expression level

Copy number
per cell

Sequence
coverage (%)

Number of
unique peptides

Mascot
protein score

Number of
TMDs

GRAVY
score

GO cellular component

1 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 27.41 3.87 1170.18 75.86 88 4999 0 -0.394 GO:0005737 cytoplasm

2 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 28.29 3.95 1206.59 74.13 97 4850 0 -0.240 GO:0005737 cytoplasm

3 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 47.33 6.60 3842.58 78.24 72 3966 0 -0.437 0

4 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 30.62 1.36 1302.81 67.29 71 3749 0 -0.162 0

5 JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 185.32 14.00 7463.64 89.05 55 3466 0 -0.300 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

6 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 15.47 1.80 672.06 71.80 57 3053 0 -0.533 GO:0005737 cytoplasm

7 JW2573 ECK2590 clpB protein disaggregation chaperone 12.53 4.39 547.85 69.31 56 3047 0 -0.358 GO:0005737 cytoplasm

8 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 33.55 9.64 739.77 73.53 56 2995 0 -0.117 0

9 JW3302 ECK3327 fusA protein chain elongation factor EF-G 48.03 12.97 2015.70 74.72 43 2995 0 -0.286 GO:0005737 cytoplasm

10 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 21.68 4.93 932.20 70.69 51 2751 0 -0.097 GO:0005737 cytoplasm

11 JW0886 ECK0894 pflB pyruvate formate lyase I 19.59 12.47 641.14 73.68 48 2739 0 -0.380 GO:0005737 cytoplasm

12 JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 42.75 10.49 1800.50 76.18 48 2708 0 -0.409 GO:0005737 cytoplasm

13 JW2667 ECK2692 alaS alanyl-tRNA synthetase 6.16 7.74 275.23 61.99 45 2641 0 -0.303 GO:0005737 cytoplasm

14 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 14.44 8.01 628.64 66.13 47 2519 0 -0.441 0

15 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 10.31 1.57 453.48 67.16 51 2490 0 -0.263 GO:0005737 cytoplasm

16 JW0637 ECK0635 leuS leucyl-tRNA synthetase 14.40 1.81 626.95 60.23 49 2487 0 -0.368 GO:0005737 cytoplasm

17 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 24.88 1.40 1065.31 78.96 52 2433 0 -0.219 GO:0005737 cytoplasm

18 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 8.57 7.82 379.07 52.64 41 2424 0 -0.318 GO:0005737 cytoplasm

19 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 5.74 4.08 257.02 47.95 48 2389 0 -0.131 GO:0005737 cytoplasm

20 JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 67.13 7.03 2788.66 77.08 42 2385 0 -0.428 GO:0005737 cytoplasm

21 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 92.26 5.37 3795.60 86.13 40 2380 0 -0.009 GO:0005737 cytoplasm

22 JW5689 ECK3404 malP maltodextrin phosphorylase 8.26 2.73 365.77 60.73 44 2325 0 -0.348 0

23 JW1692 ECK1700 pps phosphoenolpyruvate synthase 8.52 2.42 376.93 52.02 38 2296 0 -0.243 0

24 JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 17.84 5.35 2785.78 66.19 42 2279 0 0.004 0

25 JW1709 ECK1717 thrS threonyl-tRNA synthetase 11.07 18.32 485.85 74.61 45 2209 0 -0.494 GO:0005737 cytoplasm

26 JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 78.43 3.24 1366.35 86.54 39 2198 0 -0.200 0

27 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 28.29 6.20 1206.59 68.23 34 2198 0 -0.045 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

28 JW0462 ECK0467 htpG molecular chaperone HSP90 family 20.13 9.48 867.51 72.92 42 2182 0 -0.524 0

29 JW0190 ECK0194 proS prolyl-tRNA synthetase 17.96 2.59 776.69 76.92 38 2164 0 -0.243 GO:0005737 cytoplasm

30 JW3897 ECK3918 glpK glycerol kinase 46.71 0.17 1961.97 76.10 36 2162 0 -0.292 0

31 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 43.17 - 1817.64 80.25 36 2150 0 -0.216 0

32 JW3138 ECK3158 nusA transcription termination/antitermination L factor 29.39 1.54 1252.04 75.76 35 2140 0 -0.278 GO:0005737 cytoplasm

33 JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 64.29 2.60 2674.21 91.74 32 2120 0 -0.118 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

34 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 11.16 14.52 47.83 67.45 42 2103 0 -0.066 0

35 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 31.82 2.25 1352.28 82.10 39 2094 0 -0.096 GO:0005737 cytoplasm

36 JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 10.84 1.00 476.06 57.22 35 2026 0 -0.169 GO:0005737 cytoplasm

37 JW5625 ECK3691 gyrB DNA gyrase, subunit B 12.34 5.12 539.80 64.80 41 2002 0 -0.454 GO:0005737 cytoplasm

38 JW2294 ECK2291 pta phosphate acetyltransferase 11.92 0.71 225.17 57.56 34 1979 0 -0.080 0

39 JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 17.05 5.89 354.66 76.46 35 1979 0 -0.368 0

40 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 13.96 6.87 334.59 74.49 33 1970 0 -0.324 GO:0005737 cytoplasm

41 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 49.55 22.38 2077.52 66.24 32 1970 0 -0.011 GO:0005737 cytoplasm

42 JW4215 ECK4251 valS valyl-tRNA synthetase 5.90 1.40 263.96 47.84 44 1966 0 -0.380 GO:0005737 cytoplasm

43 JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 109.07 8.91 20789.62 90.33 34 1959 0 -0.133 GO:0005737 cytoplasm

44 JW0007 ECK0008 talB transaldolase B 53.84 1.60 1636.47 85.80 30 1935 0 -0.210 GO:0005737 cytoplasm

45 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 4.57 3.84 206.06 47.64 35 1916 0 -0.346 GO:0005737 cytoplasm

46 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 49.12 5.75 2060.04 72.22 34 1908 0 -0.315 0

47 JW2101 ECK2107 metG methionyl-tRNA synthetase 9.00 1.12 397.50 64.84 36 1899 0 -0.303 GO:0005737 cytoplasm

48 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 16.48 24.33 627.12 71.30 32 1889 0 -0.120 0

49 JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 11.74 2.24 514.33 74.23 34 1889 0 -0.478 GO:0005737 cytoplasm

50 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 12.77 - 558.02 79.44 33 1856 0 -0.384 GO:0005737 cytoplasm

51 JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 10.10 2.74 444.52 62.95 37 1839 0 -0.372 0

52 JW3756 ECK3775 rho transcription termination factor 33.33 0.78 1414.45 77.33 33 1828 0 -0.298 GO:0005737 cytoplasm

53 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 13.53 6.62 590.19 71.67 35 1826 0 -0.307 GO:0005737 cytoplasm

54 JW3841 ECK3863 glnA glutamine synthetase 90.52 4.78 3726.18 83.58 33 1820 0 -0.292 GO:0005737 cytoplasm

55 JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 5.17 1.48 232.24 53.83 39 1820 0 -0.467 GO:0005737 cytoplasm

56 JW2750 ECK2773 eno enolase 45.42 4.91 5949.64 81.02 29 1814 0 -0.158 GO:0005737 cytoplasm

57 JW0172 ECK0176 yaeT conserved protein 4.36 2.46 196.87 47.41 33 1804 0 -0.483 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

58 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 4.96 2.26 223.08 53.81 33 1797 0 -0.066 0

59 JW4135 ECK4173 purA adenylosuccinate synthetase 17.59 11.90 761.18 74.77 27 1783 0 -0.200 GO:0005737 cytoplasm

60 JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 5.63 2.14 252.24 51.89 40 1776 0 -0.240 GO:0005737 cytoplasm

61 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 17.74 2.14 767.47 67.00 32 1772 0 -0.101 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

62 JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 21.64 0.81 930.53 70.89 32 1759 0 -0.396 GO:0005737 cytoplasm

63 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 117.60 11.71 4802.42 90.10 30 1741 0 -0.196 GO:0005737 cytoplasm

64 JW2893 ECK2922 pgk phosphoglycerate kinase 64.79 3.56 1285.46 82.95 28 1738 0 0.072 GO:0005737 cytoplasm

65 JW2395 ECK2394 gltX glutamyl-tRNA synthetase 15.82 2.12 686.80 72.40 32 1708 0 -0.528 GO:0005737 cytoplasm

66 JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 86.99 7.98 582.65 79.49 23 1705 0 0.194 0

67 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 5.71 1.03 255.72 44.58 35 1697 0 -0.645 GO:0005737 cytoplasm

68 JW2751 ECK2774 pyrG CTP synthetase 13.03 1.31 569.03 61.65 33 1696 1 -0.139 0

69 JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 14.62 4.63 636.23 73.81 31 1675 0 -0.180 0

70 JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 9.96 2.17 438.54 61.86 40 1673 0 -0.312 GO:0005737 cytoplasm

71 JW5478 ECK2930 tktA transketolase 1, thiamin-binding 20.10 1.65 656.74 70.29 36 1671 0 -0.228 0

72 JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 6.50 3.07 289.95 64.84 26 1655 0 -0.126 GO:0005737 cytoplasm

73 JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 11.12 13.15 487.98 80.29 31 1650 1 -0.436 GO:0009274 cell wall (sensu Bacteria) -!- GO:0042597 periplasmic space

74 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 10.72 9.48 2324.65 67.27 24 1647 0 0.024 0

75 JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 17.12 2.41 741.45 62.57 32 1638 0 -0.399 GO:0005737 cytoplasm

76 JW1666 ECK1672 pykF pyruvate kinase I 20.54 2.07 1113.95 69.15 31 1631 0 -0.082 0

77 JW5401 ECK2504 guaB IMP dehydrogenase 13.87 2.37 604.57 72.54 24 1616 0 -0.098 GO:0005737 cytoplasm

78 JW2203 ECK2207 ompC outer membrane porin protein C 77.48 24.26 3204.57 86.10 25 1583 0 -0.533 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

79 JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 18.57 12.30 802.26 65.84 25 1575 0 -0.273 0

80 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 2.11 6.07 97.41 37.05 31 1564 0 -0.512 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

81 JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 69.79 5.18 2895.73 82.69 29 1562 0 -0.118 GO:0005737 cytoplasm

82 JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 77.14 11.81 3190.93 71.15 34 1553 0 -0.154 0

83 JW1855 ECK1867 aspS aspartyl-tRNA synthetase 9.00 3.07 397.50 66.95 34 1538 0 -0.265 GO:0005737 cytoplasm

84 JW0666 ECK0668 glnS glutamyl-tRNA synthetase 7.41 1.41 329.22 63.18 32 1534 0 -0.518 GO:0005737 cytoplasm

85 JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 6.15 0.67 274.80 47.70 36 1525 0 -0.337 0

86 JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 5.38 1.01 241.38 60.51 29 1516 1 -0.405 0

87 JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 10.72 4.37 470.95 56.43 29 1509 0 -0.363 GO:0005737 cytoplasm

88 JW0913 ECK0921 asnS asparaginyl tRNA synthetase 8.26 3.57 365.77 56.65 25 1509 0 -0.257 GO:0005737 cytoplasm

89 JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 2.86 1.71 130.81 41.96 26 1495 0 -0.657 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

90 JW5531 ECK3150 deaD ATP-dependent RNA helicase 6.90 0.21 307.23 61.69 30 1481 0 -0.586 GO:0005737 cytoplasm

91 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 13.68 1.70 596.53 71.97 23 1479 0 0.037 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

92 JW0710 ECK0709 gltA citrate synthase 24.12 11.49 1577.84 77.52 26 1453 0 -0.231 0

93 JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 70.97 10.58 2943.18 79.64 27 1437 0 -0.228 GO:0005737 cytoplasm

94 JW4198 ECK4234 treC trehalose-6-P hydrolase 16.43 2.90 712.46 52.81 28 1434 0 -0.560 GO:0005737 cytoplasm

95 JW1865 ECK1877 argS arginyl-tRNA synthetase 4.80 0.97 216.10 59.27 27 1427 0 -0.258 GO:0005737 cytoplasm

96 JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 13.25 2.71 578.35 73.82 24 1411 0 -0.238 GO:0005737 cytoplasm

97 JW5571 ECK3864 bipA GTP-binding protein 11.50 0.74 504.13 45.80 25 1406 0 -0.298 0

98 JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 25.49 2.64 1090.63 75.00 28 1397 0 -0.202 GO:0005737 cytoplasm

99 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 12.46 1.96 544.88 67.71 29 1387 0 -0.173 GO:0005737 cytoplasm

100 JW2507 ECK2520 pepB aminopeptidase B 18.05 2.26 780.47 75.41 25 1384 0 -0.214 0

101 JW3985 ECK4017 pgi glucosephosphate isomerase 11.50 7.97 506.43 66.67 28 1373 0 -0.268 GO:0005737 cytoplasm

102 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 5.21 5.19 233.98 54.70 20 1373 0 -0.056 0

103 JW1279 ECK1281 rnb ribonuclease II 5.38 0.42 241.38 57.14 30 1368 0 -0.277 0

104 JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 137.95 2.84 3043.33 58.77 19 1363 0 -0.224 0

105 JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 56.80 5.13 2371.60 89.07 27 1358 0 -0.105 GO:0005737 cytoplasm

106 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 8.47 10.06 374.79 58.37 30 1348 0 0.054 0

107 JW3975 ECK4007 aceA isocitrate lyase 19.15 2.55 1522.03 72.81 23 1336 0 -0.224 GO:0005737 cytoplasm

108 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 7.89 2.12 349.88 56.83 31 1325 2 -0.263 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

109 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 5.47 4.29 245.29 53.99 26 1324 0 -0.365 GO:0005737 cytoplasm

110 JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 30.62 8.52 2411.74 55.80 24 1318 0 -0.217 0

111 JW2535 ECK2548 glyA serine hydroxymethyltransferase 19.81 4.49 854.14 60.43 24 1306 0 -0.233 GO:0005737 cytoplasm

112 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 13.25 4.25 578.35 76.61 22 1306 0 -0.227 GO:0005737 cytoplasm

113 JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 2.29 1.02 57.65 38.28 27 1303 0 -0.277 GO:0005737 cytoplasm

114 JW5503 ECK3026 tolC transport channel 12.04 3.03 527.07 63.08 22 1303 0 -0.427 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

115 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 340.45 12.55 13459.40 83.40 22 1280 0 -0.268 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

116 JW2553 ECK2567 lepA GTP binding membrane protein 8.28 1.56 366.63 48.91 25 1275 0 -0.200 0

117 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 43.67 18.75 1838.05 74.29 22 1271 0 -0.121 0

118 JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 9.83 1.89 432.99 64.98 25 1260 0 -0.378 GO:0005737 cytoplasm

119 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 26.38 2.52 1127.52 60.32 17 1259 0 0.096 0

120 JW4099 ECK4133 aspA aspartate ammonia-lyase 9.00 8.80 397.50 54.60 23 1259 0 -0.066 GO:0005737 cytoplasm

121 JW1843 ECK1855 pykA pyruvate kinase II 13.07 1.76 404.41 65.63 25 1241 0 -0.025 0

122 JW0675 ECK0676 pgm phosphoglucomutase 9.86 1.34 253.16 54.03 24 1229 0 -0.168 GO:0005737 cytoplasm

123 JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 8.12 1.19 359.76 59.31 21 1229 0 -0.137 GO:0019866 inner membrane

124 JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 3.06 1.83 139.67 42.88 25 1224 0 -0.298 GO:0005737 cytoplasm

125 JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 9.80 - 431.71 61.04 26 1220 0 -0.123 0

126 JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 198.53 9.77 7978.89 75.64 18 1219 1 -0.213 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

127 JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 36.93 4.66 1562.34 89.55 26 1213 0 -0.227 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

128 JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 5.49 3.95 246.16 47.96 21 1213 0 -0.589 GO:0005737 cytoplasm

129 JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 6.74 0.60 300.32 58.44 20 1188 0 -0.160 GO:0005737 cytoplasm

130 JW1117 ECK1117 purB adenylosuccinate lyase 14.32 3.51 623.57 61.84 26 1187 0 -0.243 GO:0005737 cytoplasm

131 JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 141.51 15.63 5746.30 95.19 18 1179 0 -0.278 0

132 JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 1.92 0.47 88.89 39.57 26 1177 0 -0.355 0

133 JW0101 ECK0104 guaC GMP reductase 28.76 1.73 1226.02 72.05 22 1173 0 -0.068 GO:0005737 cytoplasm

134 JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 10.10 2.02 444.52 69.42 21 1172 0 -0.324 GO:0005737 cytoplasm

135 JW3465 ECK3483 prlC oligopeptidase A 3.56 1.36 161.74 44.71 23 1166 0 -0.416 0

136 JW3143 ECK3165 glmM phosphoglucosamine mutase 9.00 - 397.50 61.35 24 1166 0 0.013 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

137 JW0915 ECK0923 pepN aminopeptidase N 3.12 1.52 142.33 35.86 25 1164 0 -0.325 0

138 JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 411.46 7.76 16173.00 82.68 20 1162 0 -0.282 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

139 JW5873 ECK4366 prfC peptide chain release factor RF-3 9.00 0.40 397.50 47.83 22 1149 0 -0.326 GO:0005737 cytoplasm

140 JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 37.75 10.57 1595.96 78.45 21 1144 0 -0.398 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

141 JW3592 ECK3607 kbl glycine C-acetyltransferase 24.12 - 1033.75 59.05 20 1143 0 -0.049 0

142 JW0907 ECK0915 mukB fused chromosome partitioning proteins 0.82 0.70 38.96 21.60 25 1140 0 -0.599 0

143 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 14.51 8.31 5090.85 73.75 19 1134 0 -0.047 GO:0005737 cytoplasm

144 JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 11.33 1.14 496.91 57.34 21 1131 0 -0.449 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

145 JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 30.62 9.43 1302.81 79.83 21 1129 0 -0.422 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

146 JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 2.59 1.73 118.82 32.87 22 1128 0 -0.264 GO:0005737 cytoplasm

147 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 17.33 47.67 750.27 61.56 19 1102 0 -0.339 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)
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148 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 49.80 2.60 2087.68 89.12 18 1090 0 0.070 0

149 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 6.94 0.36 308.96 45.44 23 1088 0 -0.296 GO:0042597 periplasmic space

150 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 18.95 7.62 9524.82 75.63 19 1087 0 -0.299 GO:0005737 cytoplasm

151 JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 7.48 0.84 332.24 56.73 22 1083 0 -0.243 0

152 JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 21.91 3.93 941.79 55.46 26 1081 0 -0.146 GO:0005737 cytoplasm

153 JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 53.12 6.20 2222.48 84.62 19 1077 0 -0.109 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

154 JW1194 ECK1191 ychF predicted GTP-binding protein 15.24 1.41 662.37 65.56 19 1069 0 -0.163 0

155 JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 162.79 13.54 6582.23 78.21 19 1068 0 -0.460 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

156 JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 12.04 0.43 527.07 59.53 23 1068 0 -0.447 GO:0005737 cytoplasm

157 JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 47.70 0.66 2002.27 80.37 19 1067 0 -0.199 0

158 JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 14.85 - 645.93 74.29 21 1067 0 -0.233 GO:0005737 cytoplasm

159 JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 5.42 6.57 243.12 57.53 19 1066 1 -0.273 GO:0042597 periplasmic space

160 JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 6.50 1.45 289.95 45.12 20 1058 0 -0.415 GO:0005737 cytoplasm

161 JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 11.33 2.87 496.91 72.89 19 1057 0 -0.028 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0030113 capsule (sensu Bacteria) -!- GO:0005737 cytoplasm

162 JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 6.02 1.41 269.17 42.86 18 1054 0 -0.335 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

163 JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 17.23 3.49 746.07 74.15 20 1053 0 -0.005 GO:0005737 cytoplasm

164 JW3370 ECK3394 yhgF predicted transcriptional accessory protein 1.73 1.35 80.35 35.96 23 1044 0 -0.334 0

165 JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 12.18 3.63 533.01 73.74 24 1031 0 -0.251 GO:0042597 periplasmic space

166 JW0738 ECK0744 gpmA phosphoglyceromutase 1 70.97 12.60 2570.12 78.40 18 1025 0 -0.568 0

167 JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 12.69 13.08 554.63 65.02 20 1023 0 -0.058 GO:0005737 cytoplasm

168 JW3974 ECK4006 aceB malate synthase A 2.38 1.71 227.60 44.28 17 1021 0 -0.316 GO:0005737 cytoplasm

169 JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 17.96 1.91 776.69 73.87 20 1020 0 -0.284 0

170 JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 45.42 2.68 1909.42 59.49 19 1017 0 -0.054 GO:0005737 cytoplasm

171 JW2483 ECK2494 upp uracil phosphoribosyltransferase 176.83 4.32 7131.90 87.50 15 1016 0 0.073 0

172 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 4.23 - 119.92 52.34 22 1010 0 -0.374 GO:0005737 cytoplasm

173 JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 99.00 1.54 4064.14 63.74 18 1009 0 0.163 GO:0005737 cytoplasm

174 JW2909 ECK2937 metK methionine adenosyltransferase 1 12.69 0.36 554.63 60.68 20 1009 0 -0.189 GO:0005737 cytoplasm

175 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 28.55 2.31 1217.34 61.96 18 1003 0 0.057 0

176 JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 11.74 3.62 514.33 56.37 18 1000 0 -0.334 GO:0005737 cytoplasm

177 JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 32.60 17.01 1384.41 70.44 18 992 0 0.008 GO:0005737 cytoplasm

178 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 14.85 5.84 645.93 54.46 17 988 0 0.202 0

179 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 2.95 - 134.80 46.34 26 978 0 -0.179 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

180 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 12.69 2.63 554.63 66.45 20 972 0 -0.129 GO:0005737 cytoplasm

181 JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 2.69 2.70 123.27 46.05 19 970 0 -0.155 GO:0005737 cytoplasm

182 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 10.22 4.90 449.64 56.37 17 967 0 -0.175 GO:0005737 cytoplasm

183 JW2943 ECK2970 glcB malate synthase G 2.07 8.77 95.62 30.29 19 965 0 -0.327 0

184 JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 26.83 8.20 778.03 80.62 18 961 0 0.162 0

185 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 0.79 1.53 37.58 20.69 17 959 0 -0.235 GO:0005737 cytoplasm

186 JW2517 ECK2530 suhB inositol monophosphatase 21.54 0.33 926.36 61.80 20 953 0 -0.171 GO:0005737 cytoplasm

187 JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 33.15 4.00 1407.05 80.69 16 944 0 -0.193 GO:0005737 cytoplasm

188 JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 14.01 0.96 610.48 62.59 15 932 0 -0.118 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

189 JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 9999.00 11.05 356580.75 69.09 14 903 0 -0.349 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

190 JW1178 ECK1177 dadA D-amino acid dehydrogenase 4.88 2.64 219.60 57.41 17 890 0 -0.216 0

191 JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 9.96 0.53 438.54 67.86 22 884 0 -0.110 GO:0005737 cytoplasm

192 JW5403 ECK2507 der predicted GTP-binding protein 5.04 0.45 226.57 50.41 20 882 0 -0.334 0

193 JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 1332.52 7.51 50532.55 80.28 18 880 0 -0.540 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

194 JW3194 ECK3214 nanA N-acetylneuraminate lyase 16.19 0.51 702.37 73.06 15 880 0 -0.031 0

195 JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 12.34 7.28 539.80 68.73 15 879 0 -0.078 GO:0005737 cytoplasm

196 JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 24.81 6.68 1062.41 74.64 19 878 0 -0.235 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

197 JW3823 ECK3839 pepQ proline dipeptidase 5.19 3.47 233.11 56.88 17 871 0 -0.241 0

198 JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 2.16 1.07 99.64 34.75 19 871 0 -0.482 GO:0009274 cell wall (sensu Bacteria)

199 JW4346 ECK4375 deoB phosphopentomutase 8.09 2.17 358.47 61.92 18 870 0 -0.271 0

200 JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 7.80 4.38 346.01 54.73 13 870 0 -0.031 GO:0042597 periplasmic space

201 JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 28.76 10.90 1226.02 67.77 19 868 0 -0.699 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

202 JW0463 ECK0468 adk adenylate kinase 17.96 6.43 402.59 74.77 17 863 0 -0.383 GO:0005737 cytoplasm

203 JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 83.83 7.54 3458.88 68.45 18 861 0 -0.664 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

204 JW3890 ECK3911 tpiA triosephosphate isomerase 45.42 7.29 1906.06 63.14 16 854 0 0.010 0

205 JW1049 ECK1047 pyrC dihydro-orotase 20.54 0.68 884.64 72.99 18 854 0 -0.123 GO:0005737 cytoplasm

206 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 45.42 26.98 1909.42 71.48 19 852 0 -0.091 0

207 JW2560 ECK2574 srmB ATP-dependent RNA helicase 5.42 1.44 243.12 46.40 16 852 0 -0.557 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

208 JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 3.42 0.74 155.57 45.29 18 852 0 -0.028 GO:0005737 cytoplasm

209 JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 42.29 8.24 1781.71 87.01 15 847 0 -0.227 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

210 JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 17.74 9.55 767.47 87.92 14 846 0 0.091 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

211 JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 10.29 2.05 452.62 68.26 18 844 0 -0.193 GO:0005737 cytoplasm

212 JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 9.00 2.02 397.50 66.83 15 837 0 0.002 GO:0005737 cytoplasm

213 JW1606 ECK1609 ydgA conserved protein 4.62 1.08 208.24 55.18 18 832 1 -0.299 0

214 JW2594 ECK2610 grpE heat shock protein 157.49 0.69 6374.36 63.45 15 829 0 -0.372 GO:0005737 cytoplasm

215 JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 5.95 2.73 266.13 60.43 16 821 0 -0.247 0

216 JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 150.99 6.20 6119.14 93.46 18 816 0 -0.273 GO:0005737 cytoplasm

217 JW5100 ECK0729 tolB periplasmic protein 6.85 2.19 305.07 52.56 15 812 0 -0.215 GO:0042597 periplasmic space

218 JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 40.25 11.95 1698.32 79.04 13 803 0 -0.101 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

219 JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 4.62 2.59 208.24 39.24 13 803 0 -0.067 GO:0042597 periplasmic space

220 JW2363 ECK2362 dsdA D-serine ammonia-lyase 7.91 - 350.74 58.37 17 803 0 -0.087 GO:0005737 cytoplasm

221 JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 1.18 0.82 55.45 32.02 19 801 0 -0.609 GO:0005737 cytoplasm

222 JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 2.73 1.11 125.04 33.50 18 800 6 0.116 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

223 JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 176.83 12.28 7131.90 87.79 13 799 0 -0.745 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

224 JW3619 ECK3634 yicC conserved protein 3.96 1.13 179.34 49.48 15 795 0 -0.442 0

225 JW1268 ECK1271 acnA aconitate hydratase 1 0.95 1.40 44.94 26.04 15 793 0 -0.234 0

226 JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 12.59 3.68 550.40 66.89 15 792 0 0.031 GO:0030113 capsule (sensu Bacteria)

227 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 7.91 1.00 350.74 30.40 16 789 10 0.584 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

228 JW2768 ECK2792 sdaB L-serine deaminase II 15.68 9.92 680.91 39.34 19 788 0 0.052 0

229 JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 5.31 5.75 238.33 63.71 15 787 0 -0.370 GO:0005737 cytoplasm

230 JW0405 ECK0409 ribE riboflavin synthase beta chain 315.23 2.84 12491.64 66.67 10 784 0 0.294 0

231 JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 4.74 1.06 213.48 55.99 19 783 0 -0.129 GO:0005737 cytoplasm

232 JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 1466.80 20.34 55462.14 76.92 14 779 0 -0.381 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

233 JW5526 ECK3113 garR tartronate semialdehyde reductase 5.16 12.19 231.80 81.76 15 773 0 0.264 0

234 JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 4.18 12.92 188.99 49.42 17 770 0 -0.195 GO:0005737 cytoplasm

235 JW0167 ECK0171 frr ribosome recycling factor 33.55 5.20 1423.50 73.51 16 769 0 -0.534 GO:0005737 cytoplasm

236 JW3879 ECK3901 sodA superoxide dismutase, Mn 22.10 4.03 949.70 68.45 13 768 0 -0.429 GO:0005737 cytoplasm

237 JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 4.84 1.64 217.85 41.68 20 761 0 -0.541 GO:0042597 periplasmic space

238 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 4.38 7.13 197.75 52.13 17 761 0 -0.318 GO:0005737 cytoplasm

239 JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 2.43 1.12 111.70 43.93 14 760 0 -0.382 GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

240 JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 1.74 2.52 80.80 44.63 14 758 1 -0.632 0

241 JW2174 ECK2180 yejK nucleotide associated protein 5.95 - 266.13 59.10 15 758 0 -0.364 GO:0005737 cytoplasm

242 JW5058 ECK0420 yajQ predicted nucleotide binding protein 22.10 - 949.70 73.62 12 756 0 -0.454 0

243 JW5300 ECK1830 proQ predicted structural transport element 10.45 0.98 459.44 64.66 14 755 0 -0.776 0

244 JW3775 ECK3797 hemX uroporphyrinogen III methylase 2.98 1.20 136.13 51.15 15 750 1 -0.435 0

245 JW3887 ECK3908 pfkA 6-phosphofructokinase I 4.78 2.88 38.51 64.06 15 748 0 0.000 GO:0005737 cytoplasm

246 JW2563 ECK2577 yfiD pyruvate formate lyase subunit 78.43 12.04 3242.65 81.89 13 746 0 -0.332 0

247 JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 7.73 1.21 343.00 65.12 14 745 0 -0.029 0

248 JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 2.98 0.59 136.13 40.50 17 745 0 -0.452 0

249 JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 5.45 1.77 244.42 62.57 14 738 1 -0.365 0

250 JW0451 ECK0456 acrB multidrug efflux system protein 1.20 0.95 56.36 18.49 14 735 11 0.266 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

251 JW2462 ECK2473 nlpB lipoprotein 4.01 3.08 181.53 54.36 14 730 0 -0.265 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

252 JW0797 ECK0801 dps Fe-binding and storage protein 30.62 13.68 1302.81 81.44 15 729 0 -0.214 GO:0005737 cytoplasm

253 JW4185 ECK4222 ppa inorganic pyrophosphatase 37.31 8.83 1577.92 69.89 15 728 0 -0.272 GO:0005737 cytoplasm

254 JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 16.01 14.12 694.80 66.39 11 725 0 0.100 GO:0005737 cytoplasm

255 JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 22.71 1.11 975.11 62.35 15 724 0 -0.222 GO:0005737 cytoplasm

256 JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 4.38 1.77 197.75 62.12 16 714 0 -0.370 0

257 JW2876 ECK2903 pepP proline aminopeptidase P II 7.19 1.28 319.74 46.71 15 713 0 -0.308 0

258 JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 3.52 1.00 159.98 45.91 16 713 0 -0.004 0

259 JW2914 ECK2942 gshB glutathione synthetase 4.46 0.31 201.25 57.28 12 709 0 -0.261 0

260 JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 13.25 19.14 578.35 65.69 11 708 0 -0.751 GO:0019861 flagellum -!- GO:0005737 cytoplasm

261 JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 5.45 0.70 244.42 42.23 16 707 0 -0.051 GO:0009274 cell wall (sensu Bacteria)

262 JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 137.95 11.13 5606.09 67.80 13 705 0 -0.424 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

263 JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 1.97 0.33 91.13 36.64 15 695 0 -0.534 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

264 JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 14.40 1.47 626.95 56.75 17 693 2 -0.265 0

265 JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 25.10 1.61 1074.44 73.03 16 690 0 -0.069 GO:0005737 cytoplasm

266 JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 12.89 7.77 563.11 57.28 12 684 0 0.154 GO:0005737 cytoplasm

267 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 2.56 0.92 117.49 34.39 14 683 0 -0.217 GO:0005737 cytoplasm

268 JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 2.46 1.88 113.03 44.89 14 682 0 -0.157 0

269 JW2978 ECK3003 yqhD alcohol dehydrogenase, NAD(P)-dependent 3.28 0.46 149.40 43.15 11 681 0 -0.129 0

270 JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 2.29 0.62 105.45 36.03 13 677 0 -0.246 GO:0005737 cytoplasm

271 JW0396 ECK0400 tgt tRNA-guanine transglycosylase 3.64 3.66 165.27 38.13 11 673 0 -0.412 GO:0005737 cytoplasm

272 JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 2.65 0.22 121.49 48.34 17 673 0 -0.222 0

273 JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 64.79 - 2694.37 60.20 11 673 0 -0.235 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

274 JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 2.43 5.13 111.70 47.41 15 672 0 -0.545 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria)

275 JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 3.08 0.87 140.56 50.77 11 669 0 0.009 0

276 JW0328 ECK0334 codA cytosine deaminase 9.00 2.90 397.50 42.62 13 668 0 -0.222 GO:0005737 cytoplasm

277 JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 1.82 0.24 84.40 25.84 14 668 0 -0.517 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

278 JW1753 ECK1762 selD selenophosphate synthase 11.74 2.19 514.33 62.82 16 667 0 0.068 GO:0005737 cytoplasm

279 JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 3.83 1.71 173.62 41.06 12 666 4 -0.122 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

280 JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 3.12 0.55 142.33 45.18 15 660 0 -0.133 0

281 JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 9999.00 15.03 356580.75 87.60 13 659 0 0.295 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

282 JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 11.12 5.84 487.98 60.94 11 658 0 -0.062 GO:0005737 cytoplasm

283 JW3737 ECK3757 yifE conserved protein 73.99 3.39 3064.53 83.93 13 657 0 -1.069 0

284 JW0452 ECK0457 acrA multidrug efflux system 3.81 1.04 172.75 49.12 13 656 0 -0.256 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

285 JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 3.79 1.06 171.87 35.75 14 656 0 -0.176 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

286 JW5741 ECK4175 rnr exoribonuclease R, RNase R 1.09 0.93 51.34 25.71 16 656 0 -0.551 0

287 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 19.31 12.93 833.23 70.91 12 652 0 0.045 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

288 JW2498 ECK2510 hisS histidyl tRNA synthetase 3.05 - 139.23 47.64 16 651 0 -0.272 GO:0005737 cytoplasm

289 JW0163 ECK0166 map methionine aminopeptidase 6.63 0.85 295.57 59.85 12 650 0 -0.162 0

290 JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 4.82 7.77 216.98 62.50 12 648 0 -0.233 GO:0042597 periplasmic space

291 JW0458 ECK0463 apt adenine phosphoribosyltransferase 24.12 1.76 1033.75 70.49 10 643 0 0.023 GO:0005737 cytoplasm

292 JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 7.66 1.61 339.99 49.53 10 641 0 0.143 GO:0005737 cytoplasm

293 JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 10.79 3.07 473.93 52.99 11 639 0 -0.168 0

294 JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 3.81 0.42 172.75 46.69 13 637 0 -0.113 GO:0005737 cytoplasm

295 JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 4.48 3.33 202.12 51.60 15 636 0 -0.275 0

296 JW4312 ECK4339 hsdM DNA methylase M 1.88 0.46 87.10 39.89 16 634 0 -0.528 GO:0005737 cytoplasm

297 JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 13.68 - 596.53 66.20 12 632 0 0.021 GO:0030113 capsule (sensu Bacteria) -!- GO:0005737 cytoplasm

2



298 JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 5.31 1.43 238.33 76.99 14 629 0 -0.346 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

299 JW3148 ECK3170 greA transcription elongation factor 16.01 0.61 694.80 78.48 14 626 0 -0.366 GO:0005737 cytoplasm

300 JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 12.59 0.38 550.40 51.68 13 626 0 -0.487 GO:0005737 cytoplasm

301 JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 5.16 2.80 231.80 49.45 13 626 0 -0.159 0

302 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 16.78 3.52 727.17 69.05 15 625 0 -0.225 GO:0005737 cytoplasm

303 JW5829 ECK1716 infC protein chain initiation factor IF-3 16.78 17.31 727.17 60.56 10 624 0 -0.671 GO:0005737 cytoplasm

304 JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 6.63 2.27 295.57 41.76 14 624 0 -0.634 GO:0005737 cytoplasm

305 JW0232 ECK0243 proB gamma-glutamate kinase 2.63 0.77 120.60 48.23 13 622 0 0.007 GO:0005737 cytoplasm

306 JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 58.95 7.22 2458.58 81.55 12 621 0 -0.352 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

307 JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 27.94 3.63 1192.11 61.72 14 621 0 -0.392 GO:0005737 cytoplasm

308 JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 2.55 0.30 117.04 45.77 10 619 0 -0.111 GO:0005737 cytoplasm

309 JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 36.28 6.61 1535.67 75.00 8 617 0 0.256 GO:0042597 periplasmic space

310 JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 17.74 3.01 767.47 55.44 10 617 0 -0.512 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

311 JW3249 ECK3274 fmt 10-formyltetrahydrofolate:L-methionyl-tRNA(fMet) N-formyltransferase 3.64 0.43 165.27 49.52 10 614 0 -0.060 GO:0005737 cytoplasm

312 JW0799 ECK0803 ompX outer membrane protein 25.83 2.73 1104.73 53.80 9 613 1 -0.320 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

313 JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 24.12 9.82 1033.75 63.19 11 613 0 -0.250 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

314 JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 9.00 1.02 397.50 48.52 13 613 0 -0.458 GO:0042597 periplasmic space

315 JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 6.50 1.52 289.95 48.08 13 612 0 0.016 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

316 JW2027 ECK2036 galF predicted subunit with GalU 6.63 1.57 295.57 55.89 12 610 0 -0.092 GO:0005737 cytoplasm

317 JW2577 ECK2593 yfiO predicted lipoprotein 3.64 0.84 165.27 53.47 11 609 0 -0.484 0

318 JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 55.23 1.96 2308.02 67.74 15 607 0 -0.211 0

319 JW3945 ECK3973 nusG transcription termination factor 11.12 1.32 487.98 69.61 9 607 0 -0.391 GO:0005737 cytoplasm

320 JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 2.16 0.86 99.64 35.70 15 605 0 -0.429 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

321 JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 9.00 1.40 397.50 40.12 10 604 0 0.005 GO:0005737 cytoplasm

322 JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 34.94 5.03 1480.65 64.97 10 602 0 0.063 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

323 JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 2.05 0.29 94.72 25.55 12 600 0 -0.331 0

324 JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 7.86 1.39 348.59 56.29 13 598 0 -0.320 GO:0005737 cytoplasm

325 JW3467 ECK3485 gor glutathione oxidoreductase 2.67 1.30 122.38 38.89 12 598 0 -0.112 GO:0005737 cytoplasm

326 JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 3.22 1.37 146.75 51.13 9 596 0 -0.185 0

327 JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 99.00 8.55 4064.14 57.58 11 592 0 -0.568 GO:0005737 cytoplasm

328 JW1738 ECK1747 xthA exonuclease III 2.98 0.81 136.13 52.61 11 591 0 -0.555 0

329 JW0835 ECK0842 nfsA nitroreductase A, NADPH-dependent, FMN-dependent 9.00 0.67 397.50 58.75 11 590 0 -0.155 0

330 JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 0.87 2.60 41.26 22.08 14 589 0 -0.211 GO:0005737 cytoplasm

331 JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 3.92 1.32 177.58 42.59 15 587 0 -0.037 0

332 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 1.68 - 78.10 46.24 12 585 0 0.002 0

333 JW1596 ECK1599 ydgH predicted protein 3.81 2.85 172.75 58.60 14 584 0 -0.324 0

334 JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 4.41 5.90 199.06 59.55 11 581 0 -0.320 GO:0005737 cytoplasm

335 JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 0.85 0.46 40.34 27.53 12 580 0 -0.454 0

336 JW1853 ECK1865 yebC conserved protein 6.02 1.50 269.17 50.00 11 577 0 -0.384 0

337 JW0674 ECK0675 seqA regulatory protein for replication initiation 11.59 1.86 507.96 79.01 11 576 0 -0.286 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

338 JW0623 ECK0621 lipA lipoate synthase 6.94 1.10 308.96 55.76 15 575 0 -0.330 GO:0005737 cytoplasm

339 JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 2.55 1.66 117.04 51.92 10 575 0 -0.025 GO:0005737 cytoplasm

340 JW3808 ECK3825 udp uridine phosphorylase 6.02 1.59 269.17 62.85 10 573 0 0.022 0

341 JW1769 ECK1778 yeaD conserved protein 7.48 1.16 332.24 52.72 12 571 0 -0.249 0

342 JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 132.35 4.40 5385.32 87.23 12 570 0 -0.468 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

343 JW0116 ECK0119 speD S-adenosylmethionine decarboxylase 4.82 0.92 216.98 70.08 11 570 0 -0.313 0

344 JW2889 ECK2918 yggE conserved protein 34.11 0.98 1446.53 48.37 13 569 0 -0.252 0

345 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 2.31 5.53 106.35 33.86 11 569 0 -0.516 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

346 JW0811 ECK0817 moeA molybdopterin biosynthesis protein 5.81 0.70 260.06 46.23 11 568 0 0.027 0

347 JW2551 ECK2565 rnc RNase III 7.48 0.58 332.24 55.75 12 567 0 -0.449 0

348 JW2463 ECK2474 dapA dihydrodipicolinate synthase 5.49 5.04 246.16 53.08 11 567 0 0.067 GO:0005737 cytoplasm

349 JW5746 ECK4203 fklB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 14.85 0.79 645.93 57.77 10 565 0 -0.081 0

350 JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 7.58 5.57 336.54 30.40 12 561 10 0.618 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

351 JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 14.85 3.39 645.93 54.34 11 560 0 0.230 0

352 JW0166 ECK0170 pyrH uridylate kinase 7.58 3.77 336.54 64.32 11 560 0 0.133 GO:0005737 cytoplasm

353 JW3097 ECK3116 garD (D)-galactarate dehydrogenase 1.47 7.63 68.61 32.89 11 560 0 -0.014 0

354 JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 9.00 - 397.50 41.27 9 560 3 -0.009 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

355 JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 236.14 8.31 9440.35 24.95 11 559 10 0.648 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

356 JW1615 ECK1618 add adenosine deaminase 4.27 0.71 192.93 54.65 11 552 0 -0.024 0

357 JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 6.36 0.19 283.89 58.37 12 551 0 0.057 0

358 JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 9.00 3.05 397.50 53.08 11 550 0 0.051 0

359 JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 6.50 2.67 289.95 43.51 11 550 0 -0.340 0

360 JW0361 ECK0366 hemB porphobilinogen synthase 5.49 6.50 246.16 45.37 11 546 0 -0.125 0

361 JW3722 ECK3738 asnA asparagine synthetase A 2.16 0.26 99.64 51.21 11 544 0 -0.289 GO:0005737 cytoplasm

362 JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 2.78 0.28 127.26 35.56 13 543 0 0.070 GO:0009274 cell wall (sensu Bacteria)

363 JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 30.62 9.88 1302.81 73.50 10 540 0 -0.395 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

364 JW0122 ECK0125 can carbonic anhydrase 16.78 1.74 727.17 59.55 11 539 0 -0.231 0

365 JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 6.08 0.28 271.77 44.33 15 538 0 -0.585 0

366 JW0600 ECK0601 uspG universal stress protein UP12 55.23 0.56 2308.02 87.32 8 532 0 -0.053 0

367 JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 9.00 - 397.50 56.47 7 531 0 0.306 0

368 JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 41.17 1.60 1735.95 91.61 9 528 0 -0.082 GO:0042597 periplasmic space

369 JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 50.79 9.48 2127.90 69.92 9 526 0 -0.128 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

370 JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 1.85 0.34 85.75 55.60 10 524 0 -0.014 GO:0005737 cytoplasm

371 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 1.82 4.44 84.40 35.00 8 524 0 -0.025 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

372 JW0233 ECK0244 proA gamma-glutamylphosphate reductase 1.89 - 87.54 31.65 11 523 0 -0.005 GO:0005737 cytoplasm

373 JW1839 ECK1851 eda multifunctional 2-keto-3-deoxygluconate 6-phosphate aldolase -!- 2-keto-4-hydroxyglutarate aldolase -!- oxaloacetate decarboxylase 9.00 0.96 2108.45 61.03 9 522 0 0.322 GO:0005737 cytoplasm

374 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 3.22 1.91 146.75 38.62 13 521 0 -0.041 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

375 JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 0.60 0.36 28.78 18.05 10 521 0 0.035 GO:0005737 cytoplasm

376 JW5932 ECK3799 hemC hydroxymethylbilane synthase 5.16 - 231.80 61.66 13 520 0 -0.066 0

377 JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 1.15 0.63 54.08 27.87 11 515 0 -0.467 GO:0005737 cytoplasm

378 JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 3.49 1.45 158.66 43.30 13 513 0 -0.553 GO:0042597 periplasmic space

379 JW4285 ECK4313 uxuA mannonate hydrolase 2.59 - 118.82 44.16 12 513 0 -0.402 0

380 JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 0.78 1.22 37.12 25.74 11 509 0 -0.445 GO:0005737 cytoplasm

381 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 6.20 9.81 276.96 77.78 11 508 0 -0.327 GO:0005737 cytoplasm

382 JW0129 ECK0132 panC pantothenate synthetase 3.47 - 157.78 41.70 11 506 0 -0.108 GO:0005737 cytoplasm

383 JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 3.64 3.72 165.27 21.07 10 505 9 0.397 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

384 JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 3.33 3.41 151.60 34.50 12 504 0 -0.030 GO:0005737 cytoplasm

385 JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 1.61 1.49 74.94 29.00 9 504 0 -0.078 GO:0042597 periplasmic space

386 JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 18.31 6.68 791.36 60.14 7 498 1 0.064 0

387 JW5930 ECK3857 yihA GTP-binding protein 9.00 - 397.50 44.44 9 498 0 -0.437 0

388 JW0888 ECK0896 ycaO conserved protein 2.51 0.58 115.26 29.86 11 497 0 -0.196 0

389 JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 2.16 0.89 99.64 34.83 10 497 0 0.004 0

390 JW2766 ECK2790 ygdH conserved protein 1.51 2.42 70.42 25.77 9 496 0 -0.107 0

391 JW3731 ECK3746 rbsK ribokinase 4.41 2.34 199.06 41.75 8 495 0 0.046 GO:0005737 cytoplasm

392 JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 11.59 16.21 507.96 48.31 10 493 0 -0.336 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

393 JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 3.08 1.13 140.56 54.13 10 492 0 -0.621 0

394 JW3684 ECK3699 trmE GTPase 1.81 0.90 83.95 38.11 12 492 0 -0.095 0

395 JW5898 ECK0958 yccW predicted methyltransferase 3.22 - 146.75 41.14 12 492 0 -0.190 0

396 JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 7.25 5.01 322.33 44.35 9 490 0 -0.175 0

397 JW3144 ECK3166 folP 7,8-dihydropteroate synthase 2.41 0.28 110.81 29.79 8 489 0 -0.022 0

398 JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 7.25 2.54 322.33 42.74 9 488 0 -0.402 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

399 JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 2.41 7.48 110.81 23.99 8 486 0 0.139 0

400 JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 4.34 7.00 196.00 81.65 8 484 0 -0.472 GO:0005737 cytoplasm

401 JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 3.92 0.75 177.58 48.42 9 484 2 -0.156 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

402 JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 2.03 1.83 93.82 40.35 13 484 0 -0.310 0

403 JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 1.42 1.29 66.35 30.79 9 483 0 -0.064 0

404 JW0384 ECK0388 rdgC DNA-binding protein, non-specific 2.16 0.43 99.64 43.56 10 481 0 -0.222 GO:0005737 cytoplasm

405 JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 1.85 0.65 85.75 29.22 8 481 0 0.009 GO:0005737 cytoplasm

406 JW0822 ECK0828 yliJ predicted glutathione S-transferase 16.01 0.92 694.80 61.06 11 480 0 -0.198 0

407 JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 2.87 1.97 131.26 57.30 9 480 0 -0.100 0

408 JW2140 ECK2146 folE GTP cyclohydrolase I 7.58 - 336.54 58.11 10 480 0 -0.121 0

409 JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 11.92 1.88 521.98 59.15 10 479 0 -0.420 GO:0005737 cytoplasm

410 JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 1.11 0.39 52.26 29.81 11 479 0 -0.381 GO:0005737 cytoplasm

411 JW5692 ECK3388 hslO heat shock protein Hsp33 3.92 0.87 177.58 43.15 9 478 0 -0.313 0

412 JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 16.78 11.32 727.17 73.85 10 477 0 -0.100 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

413 JW2410 ECK2412 crr glucose-specific enzyme IIA component of PTS 9.00 22.37 397.50 66.86 9 477 0 0.057 GO:0005737 cytoplasm

414 JW0173 ECK0177 hlpA periplasmic chaperone 7.38 5.15 327.93 53.42 8 477 0 -0.473 GO:0009274 cell wall (sensu Bacteria) -!- GO:0042597 periplasmic space

415 JW2100 ECK2106 mrp antiporter inner membrane protein 6.50 1.30 289.95 33.88 11 474 0 -0.002 0

416 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 2.87 4.10 131.26 38.33 9 474 0 -0.361 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

417 JW2497 ECK2509 yfgM conserved protein 1.58 3.02 73.59 52.43 7 473 1 -0.222 0

418 JW3674 ECK3689 yidA predicted hydrolase 2.98 - 136.13 39.63 8 473 0 -0.002 0

419 JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 1.99 1.30 92.03 40.47 9 471 0 -0.240 GO:0005737 cytoplasm

420 JW2019 ECK2028 wbbI conserved protein 1.99 2.09 92.03 29.09 9 471 0 -0.197 0

421 JW0159 ECK0162 yaeH conserved protein 9.00 1.93 397.50 80.47 12 469 0 -0.811 0

422 JW1816 ECK1826 kdgR predicted DNA-binding transcriptional regulator 1.85 1.27 85.75 35.74 9 468 0 -0.278 GO:0005737 cytoplasm

423 JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 3.12 1.20 142.33 29.48 8 467 0 -0.101 0

424 JW2565 ECK2579 yfiF predicted methyltransferase 1.87 1.82 86.65 38.84 10 467 0 -0.682 GO:0005737 cytoplasm

425 JW0424 ECK0428 yajG predicted lipoprotein 6.74 - 300.32 54.69 6 467 0 -0.090 0

426 JW2465 ECK2476 bcp thiol peroxidase, thioredoxin-dependent 9.00 1.86 397.50 78.21 9 466 0 -0.431 GO:0005737 cytoplasm

427 JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 397.11 10.63 15625.86 70.65 8 465 0 -0.620 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

428 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 1.21 0.96 56.81 22.29 10 465 8 0.329 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

429 JW2662 ECK2681 luxS S-ribosylhomocysteinase 13.68 1.13 596.53 78.36 10 464 0 -0.323 0

430 JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 1.47 0.35 68.61 34.01 11 463 0 -0.280 0

431 JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 15.68 3.38 680.91 55.81 10 462 0 -0.012 0

432 JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 5.31 6.10 238.33 51.01 7 462 0 -0.082 GO:0005737 cytoplasm

433 JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 38.81 2.77 1639.38 66.92 13 460 0 -0.687 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

434 JW3862 ECK3884 fdhE formate dehydrogenase formation protein 4.27 1.45 192.93 40.13 10 460 0 -0.289 0

435 JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 3.08 2.42 140.56 30.66 9 459 0 -0.183 0

436 JW0406 ECK0410 nusB transcription antitermination protein 9.00 0.97 397.50 67.63 9 457 0 -0.219 GO:0005737 cytoplasm

437 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 1.41 1.39 65.90 24.41 11 456 0 -0.477 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

438 JW1803 ECK1812 sdaA L-serine deaminase I 2.55 0.35 117.04 28.19 10 455 0 -0.051 0

439 JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 1.74 0.59 80.80 25.00 7 455 0 -0.300 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

440 JW0460 ECK0465 ybaB conserved protein 9.00 34.76 397.50 83.49 7 453 0 -0.473 0

441 JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 6.02 1.61 269.17 49.83 10 453 0 -0.093 GO:0005737 cytoplasm

442 JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 4.41 9.73 199.06 54.45 10 451 0 -0.083 0

443 JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 2.48 1.28 113.93 35.11 11 451 0 -0.461 GO:0005737 cytoplasm

444 JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 315.23 2.49 12491.64 51.72 8 449 0 -0.705 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

445 JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 4.08 1.87 184.60 65.45 12 449 0 -0.370 0

446 JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 99.00 8.18 4064.14 75.65 13 448 0 -0.527 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

447 JW3213 ECK3233 tldD predicted peptidase 1.37 1.01 64.08 28.48 8 448 0 -0.123 0
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448 JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 2.59 0.84 118.82 49.65 9 447 0 -0.316 0

449 JW5243 ECK1492 ydeN conserved protein 0.75 0.91 35.73 21.61 8 447 0 -0.575 0

450 JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 1.85 0.22 85.75 34.62 9 445 0 -0.452 0

451 JW1195 ECK1192 pth peptidyl-tRNA hydrolase 5.11 0.35 229.62 57.73 10 444 0 -0.124 GO:0005737 cytoplasm

452 JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 0.54 0.32 25.99 12.22 9 444 0 -0.101 0

453 JW5129 ECK0954 mgsA methylglyoxal synthase 12.89 1.56 563.11 60.53 6 443 0 0.038 GO:0005737 cytoplasm

454 JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 9.00 0.53 397.50 35.01 10 443 0 0.061 0

455 JW2296 ECK2293 yfcD predicted NUDIX hydrolase 16.78 1.17 727.17 45.56 7 442 0 -0.427 0

456 JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 2.87 1.34 131.26 52.02 9 438 0 -0.145 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0030113 capsule (sensu Bacteria) -!- GO:0005737 cytoplasm

457 JW0003 ECK0004 thrC threonine synthase 1.75 1.16 81.25 42.29 10 438 0 -0.097 GO:0005737 cytoplasm

458 JW3179 ECK3202 gltB glutamate synthase, large subunit 0.31 0.21 15.17 10.28 11 435 0 -0.224 0

459 JW5856 ECK3773 trxA thioredoxin 1 45.42 2.04 1909.42 77.98 7 433 0 0.025 0

460 JW2513 ECK2526 iscU scaffold protein 11.92 10.56 521.98 84.38 8 433 0 -0.355 0

461 JW5413 ECK2605 rimM 16S rRNA processing protein 5.58 7.37 250.07 56.59 8 433 0 -0.290 0

462 JW3574 ECK3589 mtlD mannitol-1-phosphate dehydrogenase, NAD(P)-binding 1.85 1.59 85.75 30.63 10 433 0 -0.040 0

463 JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 2.36 1.11 108.58 30.36 9 431 0 -0.016 GO:0005737 cytoplasm

464 JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 25.83 2.98 1104.73 92.31 7 430 0 -0.524 GO:0005737 cytoplasm

465 JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 20.54 7.81 884.64 61.24 8 430 0 -0.446 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

466 JW3719 ECK3734 gidA glucose-inhibited cell-division protein 0.86 0.27 40.80 23.05 10 429 0 -0.308 0

467 JW1327 ECK1329 uspE stress-induced protein 3.87 - 175.38 51.27 11 428 0 -0.207 0

468 JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 5.31 1.93 238.33 67.16 8 426 0 -0.794 GO:0005737 cytoplasm

469 JW4121 ECK4156 psd phosphatidylserine decarboxylase 1.15 1.92 54.08 28.88 6 426 0 -0.093 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

470 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 2.01 1.52 92.93 28.33 10 424 0 -0.297 GO:0005737 cytoplasm

471 JW1648 ECK1652 sodB superoxide dismutase, Fe 11.92 21.05 521.98 44.56 7 423 0 -0.169 GO:0005737 cytoplasm

472 JW2536 ECK2549 hmp fused nitric oxide dioxygenase -!- dihydropteridine reductase 2 1.98 0.49 91.58 26.26 9 423 0 -0.290 0

473 JW5790 ECK4342 yjiA predicted GTPase 2.41 1.67 110.81 34.91 8 421 0 -0.085 0

474 JW0514 ECK0518 ppiB peptidyl-prolyl cis-trans isomerase B (rotamase B) 45.42 6.14 1909.42 62.80 9 418 0 -0.312 GO:0005737 cytoplasm

475 JW0175 ECK0179 fabZ (3R)-hydroxymyristol acyl carrier protein dehydratase 50.79 4.34 2127.90 62.91 9 416 0 0.054 GO:0005737 cytoplasm

476 JW5791 ECK4344 yjiY predicted inner membrane protein 2.59 - 118.82 18.44 9 416 16 0.725 0

477 JW3119 ECK3138 yraP predicted protein 3.64 1.72 165.27 47.64 7 415 1 0.045 GO:0042597 periplasmic space

478 JW2929 ECK2957 yggX protein that protects iron-sulfur proteins against oxidative damage 30.62 1.27 1302.81 96.70 11 414 0 -0.857 0

479 JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 2.16 1.65 99.64 29.32 7 414 0 -0.004 0

480 JW3753 ECK3772 rhlB ATP-dependent RNA helicase 1.21 1.39 56.81 29.93 10 414 0 -0.346 0

481 JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 3.22 0.31 146.75 40.25 9 413 0 -0.124 GO:0005737 cytoplasm

482 JW1656 ECK1660 ydhQ conserved protein 1.96 0.97 90.69 24.88 8 413 0 0.025 0

483 JW3203 ECK3223 degQ serine endoprotease, periplasmic 1.02 0.27 48.14 25.71 6 413 1 0.055 0

484 JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 25.83 2.02 1104.73 46.59 7 412 0 0.138 GO:0005737 cytoplasm

485 JW1264 ECK1266 sohB predicted inner membrane peptidase 2.16 2.79 99.64 42.12 9 412 2 -0.354 0

486 JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 1.64 1.31 76.29 38.00 8 412 0 -0.148 0

487 JW2891 ECK2920 mscS mechanosensitive channel 1.89 0.77 87.54 28.67 6 411 3 0.494 0

488 JW0466 ECK0471 gsk inosine/guanosine kinase 1.61 0.62 74.94 26.96 9 411 0 -0.346 0

489 JW3997 ECK4029 malM maltose regulon periplasmic protein 6.94 1.30 308.96 28.43 9 410 0 -0.021 GO:0042597 periplasmic space

490 JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 4.34 8.69 196.00 50.87 6 410 0 -0.454 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

491 JW3379 ECK3403 malQ 4-alpha-glucanotransferase (amylomaltase) 0.78 0.54 37.12 16.28 9 410 0 -0.393 GO:0005737 cytoplasm

492 JW5947 ECK3377 aroK shikimate kinase I 11.59 - 507.96 46.82 9 409 0 -0.621 0

493 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 16.78 14.40 727.17 53.23 7 408 0 -0.623 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

494 JW2703 ECK2728 mutS methyl-directed mismatch repair protein 0.45 0.39 21.78 14.07 8 408 0 -0.238 GO:0005737 cytoplasm

495 JW5841 ECK2324 prmB N5-glutamine methyltransferase 7.25 - 322.33 24.19 8 408 0 -0.153 0

496 JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 99.00 22.49 4064.14 71.11 7 407 0 -0.228 GO:0005737 cytoplasm

497 JW3262 ECK3287 secY preprotein translocase membrane subunit 4.88 9.13 219.60 15.12 8 407 10 0.602 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

498 JW3352 ECK3376 aroB 3-dehydroquinate synthase 1.64 1.95 76.29 31.22 6 406 0 0.168 0

499 JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 1.45 7.37 67.71 21.37 7 405 0 -0.403 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

500 JW2120 ECK2125 bglX beta-D-glucoside glucohydrolase, periplasmic 0.49 - 23.65 12.55 8 404 0 -0.260 GO:0042597 periplasmic space

501 JW1642 ECK1646 nemA N-ethylmaleimide reductase, FMN-linked 2.51 0.85 115.26 36.99 10 403 0 -0.311 0

502 JW0893 ECK0901 cmk cytidylate kinase 6.20 0.33 276.96 66.08 10 400 0 0.000 GO:0005737 cytoplasm

503 JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 2.16 1.06 99.64 31.58 8 399 0 -0.204 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

504 JW5682 ECK3456 dcrB periplasmic protein 6.94 2.83 308.96 52.43 7 398 0 -0.229 0

505 JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 0.86 1.00 40.80 23.81 7 398 0 -0.338 GO:0005737 cytoplasm

506 JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 1.51 - 70.42 27.60 6 398 0 -0.274 GO:0005737 cytoplasm

507 JW0671 ECK0672 fldA flavodoxin 1 18.31 1.71 791.36 65.91 7 397 0 -0.285 0

508 JW0740 ECK0746 galK galactokinase 3.64 1.90 165.27 38.48 8 397 0 -0.105 GO:0030113 capsule (sensu Bacteria) -!- GO:0005737 cytoplasm

509 JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 2.16 9.44 99.64 30.60 9 397 0 -0.645 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

510 JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 0.58 0.09 27.85 17.12 7 396 1 -0.342 0

511 JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 6.50 - 289.95 40.18 6 395 3 -0.073 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

512 JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 0.87 0.33 41.26 19.68 8 394 0 -0.345 GO:0005737 cytoplasm

513 JW0931 ECK0939 ycbY predicted methyltransferase 0.60 0.40 28.78 13.25 9 393 0 -0.359 0

514 JW5950 ECK4041 yjbN tRNA-dihydrouridine synthase A 1.15 - 54.08 30.72 7 392 0 -0.291 0

515 JW2962 ECK2988 hybC hydrogenase 2, large subunit 0.81 0.51 38.50 23.63 9 391 0 -0.140 GO:0019866 inner membrane

516 JW5539 ECK3222 yhcB conserved protein 12.34 - 539.80 71.97 8 390 1 -0.552 0

517 JW5505 ECK3033 yqiC conserved protein 11.92 - 521.98 63.54 9 389 0 -0.818 0

518 JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 3.87 - 175.38 40.68 9 389 0 0.046 0

519 JW2715 ECK2740 truD pseudoruidine synthase 1.40 - 65.44 33.52 8 389 0 -0.269 0

520 JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 30.62 7.18 1302.81 82.14 10 388 0 0.067 0

521 JW1163 ECK1162 minE cell division topological specificity factor 25.83 1.69 1104.73 85.23 8 386 0 -0.294 GO:0005737 cytoplasm

522 JW4020 ECK4051 ssb Single-stranded DNA-binding protein 6.74 3.08 300.32 29.78 7 386 0 -0.708 GO:0005737 cytoplasm

523 JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 99.00 12.56 4064.14 88.66 9 385 0 -0.004 GO:0005737 cytoplasm

524 JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 0.53 0.35 25.52 12.48 7 385 0 -0.498 GO:0005737 cytoplasm

525 JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 15.68 7.49 680.91 53.54 8 384 0 -0.565 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

526 JW3462 ECK3480 uspA universal stress global response regulator 30.62 2.56 1302.81 70.14 6 380 0 -0.056 GO:0005737 cytoplasm

527 JW1075 ECK1075 rpmF 50S ribosomal subunit protein L32 463.16 5.19 18139.54 54.39 5 378 0 -0.974 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

528 JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 1.45 - 67.71 25.68 7 378 0 -0.133 GO:0005737 cytoplasm

529 JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 0.78 0.23 37.12 18.88 10 377 0 -0.369 GO:0005737 cytoplasm

530 JW3136 ECK3156 rbfA 30s ribosome binding factor 3.64 0.50 165.27 70.68 8 376 0 -0.398 GO:0005737 cytoplasm

531 JW0739 ECK0745 galM galactose-1-epimerase (mutarotase) 2.38 5.47 109.47 31.50 7 376 0 -0.466 GO:0042597 periplasmic space

532 JW2578 ECK2594 yfiA cold shock protein associated with 30S ribosomal subunit 67.13 16.89 2788.66 84.96 9 375 0 -0.535 GO:0009281 cytosolic ribosome (sensu Bacteria)

533 JW0228 ECK0239 gpt guanine-hypoxanthine phosphoribosyltransferase 25.83 0.49 1104.73 56.58 8 374 0 -0.048 GO:0005737 cytoplasm

534 JW0737 ECK0743 aroG 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, phenylalanine repressible 1.68 0.72 78.10 34.29 8 373 0 -0.182 0

535 JW0750 ECK0756 ybhE 6-phosphogluconolactonase 2.73 2.00 125.04 35.95 8 372 0 -0.224 0

536 JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 22.71 2.75 975.11 75.76 9 370 0 -0.874 GO:0005737 cytoplasm

537 JW0655 ECK0650 ybeX predicteed ion transport 2.59 1.74 118.82 44.86 10 370 0 -0.372 GO:0009274 cell wall (sensu Bacteria)

538 JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 1.37 0.43 64.08 22.42 7 370 0 0.041 0

539 JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 25.83 7.03 1104.73 66.67 9 369 0 -0.650 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

540 JW0669 ECK0671 fur DNA-binding transcriptional dual regulator 11.92 1.49 521.98 77.70 8 368 0 -0.559 GO:0005737 cytoplasm

541 JW5655 ECK3541 yiaF conserved protein 12.34 - 539.80 38.14 7 367 1 -0.151 0

542 JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 55.23 2.68 2308.02 66.96 11 365 0 0.009 GO:0005737 cytoplasm

543 JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 12.34 4.39 539.80 65.97 8 365 0 0.022 0

544 JW3691 ECK3706 yieF chromate reductase, Class I, flavoprotein 4.62 0.95 208.24 44.68 6 365 0 0.060 0

545 JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 0.66 1.13 31.57 14.40 9 365 2 -0.251 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

546 JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 12.89 7.83 563.11 60.00 6 364 0 -0.042 GO:0005737 cytoplasm

547 JW3454 ECK3472 yhiI predicted HlyD family secretion protein 1.29 0.90 60.45 26.20 9 361 1 -0.161 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

548 JW3900 ECK3921 rraA ribonuclease E (RNase E) inhibitor protein 18.31 3.52 791.36 59.01 7 360 0 0.054 0

549 JW5146 ECK1019 ycdW 2-ketoacid reductase 1.15 - 54.08 41.03 7 360 0 -0.258 0

550 JW0803 ECK0809 ybiS conserved protein 1.78 0.51 82.60 40.85 6 359 1 -0.116 0

551 JW5755 ECK4238 yjgF ketoacid-binding protein 12.34 2.44 539.80 77.34 6 358 0 0.086 0

552 JW1633 ECK1637 slyB outer membrane lipoprotein 3.64 4.84 165.27 38.71 4 358 0 0.114 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

553 JW0861 ECK0868 ybjX conserved protein 3.33 1.79 151.60 38.18 10 358 0 -0.345 0

554 JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 18.31 2.94 791.36 69.66 8 357 0 -0.673 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

555 JW3820 ECK3836 fre flavin reductase 2.98 3.27 136.13 48.50 8 357 0 -0.123 0

556 JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 2.46 8.90 113.03 29.72 7 357 2 0.407 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

557 JW3198 ECK3218 sspA stringent starvation protein A 3.92 2.80 177.58 35.38 7 356 0 -0.265 GO:0005737 cytoplasm

558 JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 1.23 0.15 57.72 31.97 8 356 0 -0.322 GO:0005737 cytoplasm

559 JW5854 ECK3820 yigL predicted hydrolase 1.58 - 73.59 37.22 7 356 0 -0.185 0

560 JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 12.89 5.43 563.11 44.85 5 355 0 -0.384 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

561 JW2515 ECK2528 iscR DNA-binding transcriptional activator 4.34 1.72 196.00 58.64 7 355 0 -0.256 0

562 JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 3.92 0.60 177.58 51.25 7 355 0 -0.138 GO:0005737 cytoplasm

563 JW1100 ECK1100 mfd transcription-repair coupling factor 0.58 0.36 27.85 13.85 12 355 0 -0.292 GO:0005737 cytoplasm

564 JW1269 ECK1272 ribA GTP cyclohydrolase II 7.25 0.89 322.33 46.43 9 354 0 -0.181 0

565 JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 157.49 7.55 6374.36 76.27 8 352 0 -0.137 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

566 JW0141 ECK0144 dksA transcriptional regulator of rRNA transcription, DnaK suppressor protein 9.00 11.17 397.50 62.25 7 352 0 -0.866 GO:0005737 cytoplasm

567 JW0906 ECK0914 mukE protein involved in chromosome partitioning 1.68 0.97 78.10 34.67 6 351 0 -0.495 0

568 JW0661 ECK0663 nagD UMP phosphatase 2.51 0.25 115.26 37.60 5 350 0 0.109 0

569 JW1913 ECK1927 yedD predicted protein 2.16 0.25 99.64 46.72 5 350 0 -0.195 0

570 JW3563 ECK3579 selB selenocysteinyl-tRNA-specific translation factor 0.68 - 32.50 18.89 9 350 0 -0.354 GO:0005737 cytoplasm

571 JW2287 ECK2284 yfbQ predicted aminotransferase 1.02 0.49 48.14 19.26 6 349 0 -0.163 0

572 JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 0.63 0.66 30.18 20.05 7 349 0 -0.330 0

573 JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 0.93 1.10 44.02 20.09 10 348 0 -0.291 0

574 JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 3.64 0.41 165.27 31.80 8 347 0 -0.088 GO:0005737 cytoplasm

575 JW2921 ECK2949 yggV dITP/XTP pyrophosphatase 3.33 0.52 151.60 48.22 6 347 0 -0.122 0

576 JW2385 ECK2384 glk glucokinase 1.58 2.39 73.59 30.84 7 347 0 0.154 GO:0005737 cytoplasm

577 JW4131 ECK4169 hflX predicted GTPase 0.98 1.24 46.31 21.36 7 347 0 -0.332 0

578 JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 0.47 - 22.71 14.39 6 347 0 -0.134 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

579 JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 6.02 0.40 269.17 15.04 8 346 12 0.493 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

580 JW1220 ECK1227 purU formyltetrahydrofolate hydrolase 1.74 0.98 80.80 28.93 6 346 0 -0.166 GO:0005737 cytoplasm

581 JW5756 ECK4245 yjgK conserved protein 6.94 - 308.96 76.00 7 346 0 -0.249 0

582 JW3116 ECK3135 yraM conserved protein 1.01 0.91 47.69 23.16 9 345 0 -0.272 0

583 JW1605 ECK1608 manA mannose-6-phosphate isomerase 1.00 0.96 47.23 24.04 6 345 0 -0.126 GO:0030113 capsule (sensu Bacteria) -!- GO:0005737 cytoplasm

584 JW5158 ECK1094 ycfP conserved protein 7.38 3.02 327.93 68.89 10 344 0 -0.591 0

585 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 1.82 3.76 84.40 34.42 9 342 0 -0.009 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

586 JW2904 ECK2932 speB agmatinase 5.11 0.80 229.62 53.27 9 340 0 -0.105 0

587 JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 3.39 1.64 154.25 40.66 8 340 0 -0.101 GO:0005737 cytoplasm

588 JW1812 ECK1821 cspC stress protein, member of the CspA-family 99.00 6.80 4064.14 89.86 6 337 0 -0.190 0

589 JW1119 ECK1119 trmU tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase 1.78 1.75 82.60 27.99 6 336 0 -0.285 GO:0005737 cytoplasm

590 JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 1.68 4.17 78.10 40.09 8 336 0 -0.722 GO:0005737 cytoplasm

591 JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 14.85 - 645.93 66.35 5 336 0 -0.025 0

592 JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 1.23 0.62 57.72 22.36 8 335 2 -0.362 0

593 JW0618 ECK0616 cspE DNA-binding transcriptional repressor 62.10 5.23 2585.84 78.26 7 334 0 -0.213 GO:0005737 cytoplasm

594 JW2590 ECK2606 rpsP 30S ribosomal subunit protein S16 67.13 11.84 2788.66 58.54 7 333 0 -0.329 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

595 JW2795 ECK2823 thyA thymidylate synthetase 4.88 0.28 219.60 34.85 8 333 0 -0.382 GO:0005737 cytoplasm

596 JW0742 ECK0748 galE UDP-galactose-4-epimerase 2.65 1.71 121.49 29.59 7 332 0 -0.311 GO:0030113 capsule (sensu Bacteria) -!- GO:0005737 cytoplasm

597 JW2343 ECK2340 vacJ predicted lipoprotein 2.46 0.24 113.03 45.02 7 331 0 -0.291 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane
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598 JW0765 ECK0771 moaB molybdopterin biosynthesis protein B 4.01 - 181.53 47.65 7 331 0 -0.225 0

599 JW4114 ECK4149 frdB fumarate reductase (anaerobic), Fe-S subunit 4.88 1.57 219.60 45.90 8 330 0 -0.224 GO:0005737 cytoplasm

600 JW3403 ECK3425 yhhX predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 1.51 0.43 70.42 26.67 7 329 0 -0.346 0

601 JW2291 ECK2288 yfbU conserved protein 7.38 1.36 327.93 68.29 10 328 0 -0.579 0

602 JW0646 ECK0644 rihA ribonucleoside hydrolase 1 6.74 3.29 300.32 26.69 6 328 0 0.105 0

603 JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 1.93 0.44 89.34 44.44 7 328 0 -0.091 GO:0005737 cytoplasm

604 JW4345 ECK4374 deoA thymidine phosphorylase 1.33 0.85 62.27 30.91 9 328 0 0.011 0

605 JW5185 ECK1186 dhaH fused predicted dihydroxyacetone-specific PTS enzyme HPr component -!- EI component 1.23 0.23 57.72 23.31 6 327 0 -0.017 0

606 JW4171 ECK4209 cpdB 2':3'-cyclic-nucleotide 2'-phosphodiesterase 0.40 0.42 19.43 13.60 6 327 0 -0.285 GO:0005737 cytoplasm

607 JW3377 ECK3401 gntY predicted gluconate transport associated protein 9.00 1.43 397.50 47.64 6 326 0 -0.256 0

608 JW5067 ECK0486 ybbN predicted thioredoxin domain-containing protein 9.00 3.83 397.50 37.68 8 325 0 -0.242 0

609 JW2181 ECK2185 narP DNA-binding response regulator in two-component regulatory system with NarQ or NarX 2.51 1.31 115.26 33.49 5 325 0 -0.014 GO:0005737 cytoplasm

610 JW2601 ECK2616 smpB trans-translation protein 4.99 1.04 224.39 21.25 6 324 0 -0.581 0

611 JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 2.38 1.84 109.47 46.86 8 324 0 -0.283 GO:0005737 cytoplasm

612 JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 1.15 0.79 54.08 22.04 8 324 0 -0.267 GO:0005737 cytoplasm

613 JW2300 ECK2297 folX D-erythro-7,8-dihydroneopterin triphosphate 2'-epimerase and dihydroneopterin aldolase 3.33 2.38 151.60 60.00 6 323 0 -0.426 0

614 JW2903 ECK2931 yggG predicted peptidase 1.51 1.88 70.42 34.13 6 323 0 -0.204 0

615 JW3026 ECK3044 ygiF predicted adenylate cyclase 1.42 1.15 66.35 25.40 8 322 0 -0.260 0

616 JW3069 ECK3089 yqjD conserved protein 12.89 3.84 563.11 69.31 7 321 1 -0.545 0

617 JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 2.46 2.47 113.03 38.57 7 321 0 -0.257 GO:0005737 cytoplasm

618 JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 16.78 6.28 727.17 49.21 3 320 0 -0.657 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

619 JW3176 ECK3198 elbB isoprenoid biosynthesis protein with amidotransferase-like domain 2.59 0.93 118.82 36.87 5 320 0 0.267 0

620 JW1654 ECK1658 ribC riboflavin synthase, alpha subunit 3.64 0.79 165.27 37.56 6 318 0 -0.100 0

621 JW1964 ECK1978 yeeN conserved protein 2.46 1.44 113.03 34.03 6 314 0 -0.258 0

622 JW2066 ECK2077 yegQ predicted peptidase 1.65 0.75 76.75 30.46 10 314 0 -0.410 0

623 JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 0.86 3.37 40.80 18.32 6 313 0 -0.313 0

624 JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 18.31 6.88 791.36 69.90 7 311 0 -0.369 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

625 JW2309 ECK2306 purF amidophosphoribosyltransferase 0.86 5.63 40.80 18.42 6 311 0 -0.243 GO:0005737 cytoplasm

626 JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 0.36 - 17.54 12.80 7 311 0 -0.438 GO:0042597 periplasmic space

627 JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 11.92 1.57 521.98 55.09 10 310 0 -0.153 GO:0005737 cytoplasm

628 JW2516 ECK2529 yfhQ predicted methyltransferase 2.83 4.20 129.48 30.89 6 310 0 -0.133 0

629 JW2484 ECK2495 purM phosphoribosylaminoimidazole synthetase 1.89 2.74 87.54 26.96 5 310 0 0.034 GO:0005737 cytoplasm

630 JW3907 ECK3928 rpmE 50S ribosomal subunit protein L31 45.42 18.13 1909.42 72.86 6 308 0 -0.649 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

631 JW3351 ECK3375 damX predicted protein 1.68 1.13 78.10 25.93 9 306 1 -0.935 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

632 JW2512 ECK2525 iscA FeS cluster assembly protein 9.00 5.90 397.50 80.37 7 305 0 -0.103 0

633 JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 25.83 8.45 1104.73 73.40 7 304 0 -0.784 GO:0005737 cytoplasm

634 JW3311 ECK3336 slyD FKBP-type peptidyl prolyl cis-trans isomerase (rotamase) 16.78 3.43 727.17 35.71 4 304 0 -0.383 0

635 JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 0.46 0.26 22.25 17.07 9 304 0 -0.337 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

636 JW1818 ECK1828 htpX predicted endopeptidase 2.51 0.63 115.26 27.65 6 303 4 0.344 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

637 JW2424 ECK2426 yfeX conserved protein 1.40 - 65.44 35.45 7 302 0 -0.322 0

638 JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 1.22 0.41 57.27 23.23 8 301 0 -0.051 GO:0009274 cell wall (sensu Bacteria)

639 JW2408 ECK2410 ptsH phosphohistidinoprotein-hexose phosphotransferase component of PTS system (Hpr) 55.23 22.92 2308.02 78.82 5 300 0 -0.166 0

640 JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 0.91 0.45 43.10 20.62 9 300 5 0.113 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

641 JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 0.33 3.32 16.12 11.21 6 300 0 -0.273 GO:0005737 cytoplasm

642 JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 50.79 15.83 2127.90 47.52 8 299 0 -0.795 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

643 JW2501 ECK2513 yfgB predicted enzyme 1.15 0.47 54.08 21.09 8 299 0 -0.291 0

644 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 0.56 0.94 26.92 22.89 10 299 0 -0.481 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

645 JW2660 ECK2679 emrA multidrug efflux system 0.86 1.13 40.80 23.85 7 297 1 -0.129 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

646 JW5362 ECK2165 yeiP predicted elongtion factor 4.01 1.78 181.53 34.21 6 296 0 -0.379 0

647 JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 1.35 8.84 63.18 33.20 9 296 0 -0.071 0

648 JW1646 ECK1650 ydhD conserved protein 5.31 2.24 238.33 46.09 4 295 0 -0.272 0

649 JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 2.65 1.82 121.49 47.44 8 294 0 -0.264 0

650 JW0849 ECK0856 ybjP predicted lipoprotein 1.85 3.63 85.75 36.84 4 294 0 -0.459 0

651 JW2051 ECK2060 udk uridine/cytidine kinase 2.73 1.34 125.04 31.92 7 293 0 -0.258 0

652 JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 7.11 0.59 316.29 57.38 7 292 1 -0.068 0

653 JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 2.16 0.22 99.64 37.08 6 289 0 -0.226 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

654 JW5522 ECK3103 tdcE pyruvate formate-lyase 4/2-ketobutyrate formate-lyase 0.40 0.17 19.43 14.01 7 287 0 -0.294 GO:0005737 cytoplasm

655 JW3584 ECK3599 secB protein export chaperone 62.10 9.85 2585.84 64.52 6 286 0 -0.188 GO:0005737 cytoplasm

656 JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 38.81 9.98 1639.38 59.00 7 286 0 -0.373 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

657 JW3963 ECK3991 yjaG conserved protein 3.33 1.74 151.60 42.35 6 286 0 -0.241 0

658 JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 0.48 2.49 23.18 17.13 6 286 0 -0.364 GO:0005737 cytoplasm

659 JW2403 ECK2406 ligA DNA ligase, NAD(+)-dependent 0.28 0.57 13.75 8.64 5 286 0 -0.137 GO:0005737 cytoplasm

660 JW0162 ECK0165 glnD uridylyltransferase 0.26 0.45 12.79 9.21 6 286 0 -0.294 GO:0005737 cytoplasm

661 JW3525 ECK3543 cspA major cold shock protein 9.00 0.67 397.50 81.43 5 284 0 -0.251 GO:0005737 cytoplasm

662 JW0230 ECK0241 crl DNA-binding transcriptional regulator 4.01 1.44 181.53 49.62 7 284 0 -0.511 GO:0009289 fimbria -!- GO:0005737 cytoplasm

663 JW2924 ECK2952 ansB periplasmic L-asparaginase II 1.24 6.61 58.18 27.87 7 284 1 -0.114 GO:0042597 periplasmic space

664 JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 1.96 0.60 90.69 32.23 7 282 0 -0.192 0

665 JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 214.44 4.59 8598.07 48.24 6 281 0 -0.638 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

666 JW1018 ECK1021 ycdY conserved protein 4.99 0.25 224.39 35.33 5 281 0 -0.166 0

667 JW3009 ECK3032 ribB 3,4 dihydroxy-2-butanone-4-phosphate synthase 4.01 0.54 181.53 52.53 7 281 0 -0.147 0

668 JW3623 ECK3638 gmk guanylate kinase 2.83 1.36 129.48 32.37 7 280 0 -0.430 GO:0005737 cytoplasm

669 JW0755 ECK0761 ybhC predicted pectinesterase 1.51 2.15 70.42 17.10 6 280 0 -0.358 GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

670 JW3006 ECK3029 ygiC predicted enzyme 1.46 1.14 68.16 21.76 8 280 0 -0.389 0

671 JW1074 ECK1074 yceD conserved protein 20.54 5.11 884.64 36.42 7 279 0 -0.192 0

672 JW0885 ECK0893 pflA pyruvate formate lyase activating enzyme 1 1.57 1.29 73.13 32.52 7 279 0 -0.361 GO:0005737 cytoplasm

673 JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 0.32 0.86 15.65 10.66 6 279 1 -0.419 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

674 JW3349 ECK3373 rpe D-ribulose-5-phosphate 3-epimerase 4.88 1.36 219.60 47.11 7 277 0 0.066 0

675 JW2171 ECK2177 rsuA 16S rRNA pseudouridylate 516 synthase 2.51 - 115.26 39.39 5 277 0 -0.363 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

676 JW0732 ECK0731 ybgF predicted protein 1.15 1.51 54.08 24.71 4 276 0 -0.468 GO:0042597 periplasmic space

677 JW0028 ECK0031 rihC ribonucleoside hydrolase 3 2.59 1.59 118.82 29.28 5 275 0 0.289 0

678 JW4291 ECK4319 iadA isoaspartyl dipeptidase 1.98 0.55 91.58 26.15 7 275 0 0.127 0

679 JW1667 ECK1673 lpp murein lipoprotein 9.00 17.76 397.50 57.69 4 274 0 -0.314 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

680 JW5280 ECK1721 pfkB 6-phosphofructokinase II 1.05 3.08 49.52 18.77 5 274 0 0.012 GO:0005737 cytoplasm

681 JW4286 ECK4314 uxuB D-mannonate oxidoreductase, NAD-binding 0.91 0.31 43.10 19.96 6 274 0 -0.141 0

682 JW0005 ECK0006 yaaA conserved protein 1.25 0.69 58.63 39.15 6 273 0 -0.403 0

683 JW3702 ECK3717 phoU DNA-binding transcriptional regulator 1.15 0.43 54.08 29.46 6 273 0 -0.272 0

684 JW1728 ECK1737 osmE DNA-binding transcriptional regulator 16.78 3.11 727.17 37.50 4 272 1 -0.265 GO:0005737 cytoplasm

685 JW3709 ECK3724 atpC F1 sector of membrane-bound ATP synthase, epsilon subunit 9.00 3.67 397.50 58.99 5 271 0 -0.095 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

686 JW2918 ECK2946 yggS predicted enzyme 3.39 0.31 154.25 44.87 7 271 0 -0.200 0

687 JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 12.89 9.83 563.11 42.77 6 270 0 -0.392 GO:0005737 cytoplasm

688 JW2659 ECK2678 mprA DNA-binding transcriptional regulator 4.34 1.29 196.00 37.50 6 270 0 -0.638 GO:0005737 cytoplasm

689 JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 0.74 0.63 35.27 18.75 6 269 0 -0.298 GO:0042597 periplasmic space

690 JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 0.71 1.02 33.88 18.82 7 269 0 -0.346 0

691 JW4359 ECK4388 rob DNA-binding transcriptional activator 4.41 0.81 199.06 34.26 9 268 0 -0.355 GO:0005737 cytoplasm

692 JW1754 ECK1763 ydjA predicted oxidoreductase 2.51 0.56 115.26 35.52 6 268 0 -0.168 0

693 JW5740 ECK4158 orn oligoribonuclease 2.83 - 129.48 35.36 7 268 0 -0.372 0

694 JW1716 ECK1725 yniC predicted hydrolase 1.93 0.41 89.34 35.14 6 267 0 0.102 0

695 JW0250 ECK0261 insH CP4-6 prophage; IS5 transposase and trans-activator 1.24 1.50 58.18 16.86 5 267 0 -0.534 0

696 JW5377 ECK2294 yfcE predicted phosphatase 13.68 1.61 596.53 54.89 6 266 0 0.024 0

697 JW5090 ECK0630 ybeB predicted protein 9.00 0.65 397.50 78.10 5 266 0 0.034 0

698 JW1200 ECK1197 lolB chaperone for lipoproteins 1.05 1.52 49.52 38.65 5 266 0 -0.644 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

699 JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 1.08 0.32 50.89 23.77 6 265 0 -0.077 GO:0005737 cytoplasm

700 JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 1.02 4.94 48.14 28.57 7 265 0 -0.325 GO:0042597 periplasmic space

701 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 0.58 2.07 27.85 14.44 9 265 0 -0.529 0

702 JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 13.68 24.44 596.53 62.26 4 264 0 -0.056 0

703 JW5060 ECK0429 bolA regulator of penicillin binding proteins and beta lactamase transcription (morphogene) 9.00 0.75 397.50 57.14 4 264 0 -0.190 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

704 JW3585 ECK3600 grxC glutaredoxin 3 9.00 5.67 397.50 85.54 6 264 0 -0.314 0

705 JW2500 ECK2512 yfgA conserved protein 4.01 2.61 181.53 23.15 7 263 1 -0.391 0

706 JW5668 ECK3511 kdgK ketodeoxygluconokinase 1.68 - 78.10 25.24 5 263 0 -0.195 0

707 JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 0.42 0.08 20.37 9.22 4 261 1 -0.111 0

708 JW2674 ECK2700 srlD sorbitol-6-phosphate dehydrogenase 1.15 - 54.08 20.85 4 261 0 0.130 0

709 JW2322 ECK2319 yfcL predicted protein 16.78 0.62 727.17 66.30 4 259 0 -0.148 0

710 JW1767 ECK1776 yeaA methionine sulfoxide reductase B 12.34 2.97 539.80 61.31 7 259 0 -0.738 0

711 JW3883 ECK3905 cpxR DNA-binding response regulator in two-component regulatory system with CpxA 7.11 0.59 316.29 34.91 7 258 0 -0.344 GO:0005737 cytoplasm

712 JW0411 ECK0415 ispA geranyltranstransferase 2.16 0.31 99.64 24.08 5 258 0 -0.121 GO:0005737 cytoplasm

713 JW0628 ECK0626 rlpA minor lipoprotein 0.93 0.64 44.02 17.68 4 258 0 -0.245 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

714 JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 1.78 2.35 82.60 10.05 4 257 8 0.872 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

715 JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 0.23 0.80 11.36 10.00 5 257 0 -0.289 GO:0005737 cytoplasm

716 JW5130 ECK0956 yccU predicted CoA-binding protein with NAD(P)-binding Rossmann-fold domain 3.64 1.38 165.27 58.39 5 256 0 0.096 0

717 JW3903 ECK3924 hslV peptidase component of the HslUV protease 3.22 2.43 146.75 28.41 4 256 0 -0.034 GO:0005737 cytoplasm

718 JW0047 ECK0049 folA dihydrofolate reductase 4.62 0.85 208.24 54.72 6 255 0 -0.294 0

719 JW3164 ECK3186 kdsD D-arabinose 5-phosphate isomerase 1.25 0.37 58.63 31.10 6 255 0 0.223 GO:0030113 capsule (sensu Bacteria)

720 JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 1.25 0.49 58.63 35.55 6 254 0 -0.416 GO:0005737 cytoplasm

721 JW3192 ECK3212 nanE predicted N-acetylmannosamine-6-P epimerase 3.33 0.59 151.60 44.98 7 253 0 0.162 GO:0005737 cytoplasm

722 JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 0.96 0.11 45.40 18.13 6 252 0 -0.168 GO:0005737 cytoplasm

723 JW2243 ECK2242 yfaY conserved protein 0.52 0.20 25.05 17.00 4 252 0 -0.055 0

724 JW0099 ECK0102 yacF conserved protein 1.68 - 78.10 34.82 6 252 0 -0.155 0

725 JW5253 ECK1544 gnsB Qin prophage; predicted protein 9.00 0.82 397.50 71.93 5 251 0 -0.481 0

726 JW3140 ECK3161 argG argininosuccinate synthetase 0.65 0.29 31.10 19.69 7 251 0 -0.371 GO:0005737 cytoplasm

727 JW1627 ECK1631 gst glutathionine S-transferase 2.83 0.89 129.48 54.23 6 250 0 -0.220 0

728 JW0029 ECK0032 dapB dihydrodipicolinate reductase 0.67 1.11 32.03 18.68 4 250 0 0.019 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

729 JW2156 ECK2162 fruB fused fructose-specific PTS enzyme IIA component -!- HPr component 0.62 1.10 29.71 15.69 4 249 0 -0.029 GO:0005737 cytoplasm

730 JW2197 ECK2201 eco ecotin, a serine protease inhibitor 2.59 - 118.82 31.48 5 249 0 -0.257 GO:0042597 periplasmic space

731 JW5427 ECK2653 ygaT predicted protein 1.07 - 50.43 23.38 5 249 0 -0.375 0

732 JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 3.92 5.12 177.58 12.22 7 246 14 0.658 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

733 JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 1.24 1.92 58.18 29.80 7 246 0 0.030 GO:0005737 cytoplasm

734 JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 1.07 0.49 50.43 24.37 6 246 0 -0.173 GO:0005737 cytoplasm

735 JW5063 ECK0452 ylaC predicted inner membrane protein 2.98 0.51 136.13 37.18 5 245 2 0.103 0

736 JW3611 ECK3626 rpmG 50S ribosomal subunit protein L33 176.83 5.67 7131.90 61.82 6 244 0 -0.804 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

737 JW0867 ECK0875 infA translation initiation factor IF-1 55.23 1.90 2308.02 87.50 5 243 0 -0.354 GO:0005737 cytoplasm

738 JW1089 ECK1089 hinT purine nucleoside phosphoramidase 9.00 4.03 397.50 66.39 5 243 0 -0.062 0

739 JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 1.85 0.86 85.75 30.00 5 243 3 0.226 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

740 JW1963 ECK1977 amn AMP nucleosidase 0.58 0.39 27.85 18.60 5 243 0 -0.295 GO:0042597 periplasmic space

741 JW3564 ECK3580 selA selenocysteine synthase 0.47 - 22.71 20.73 5 243 0 -0.055 GO:0005737 cytoplasm

742 JW1431 ECK1429 ydcP predicted peptidase 0.32 - 15.65 12.56 5 243 0 -0.311 0

743 JW4107 ECK4141 efp Elongation factor EF-P 4.62 2.74 208.24 32.98 6 242 0 -0.221 GO:0005737 cytoplasm

744 JW0347 ECK0353 frmA alcohol dehydrogenase class III/glutathione-dependent formaldehyde dehydrogenase 1.58 0.87 73.59 30.35 7 242 0 -0.012 GO:0005737 cytoplasm

745 JW0152 ECK0155 yadR conserved protein 5.31 2.68 238.33 42.98 4 241 0 -0.089 0

746 JW5186 ECK1187 dhaL dihydroxyacetone kinase, C-terminal domain 0.93 0.23 44.02 33.81 4 241 0 -0.106 0

747 JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 0.64 - 30.64 14.78 6 240 0 -0.255 0
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748 JW1338 ECK1341 ydaO predicted C32 tRNA thiolase 0.87 0.41 41.26 18.97 5 239 0 -0.455 0

749 JW2996 ECK3019 mdaB NADPH quinone reductase 2.51 - 115.26 31.61 6 239 0 -0.356 0

750 JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 0.69 0.51 32.96 13.65 5 238 0 -0.161 GO:0009274 cell wall (sensu Bacteria)

751 JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 18.31 3.10 791.36 36.23 6 237 0 -0.154 GO:0005737 cytoplasm

752 JW5808 ECK0142 pcnB poly(A) polymerase I 0.39 1.20 18.96 13.98 5 237 0 -0.531 GO:0005737 cytoplasm

753 JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 55.23 6.38 2308.02 50.67 5 236 0 -0.775 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

754 JW0660 ECK0662 asnB asparagine synthetase B 0.41 0.42 19.90 16.43 6 236 0 -0.356 GO:0005737 cytoplasm

755 JW5538 ECK3211 nanK predicted N-acetylmannosamine kinase 1.03 - 48.60 21.65 4 235 0 0.272 GO:0005737 cytoplasm

756 JW4193 ECK4229 yjgA conserved protein 2.16 1.34 99.64 27.87 5 234 0 -0.905 0

757 JW0785 ECK0789 ybiB predicted transferase/phosphorylase 1.07 1.99 50.43 24.38 6 234 0 -0.165 0

758 JW1054 ECK1052 yceH conserved protein 1.15 1.18 54.08 27.44 4 233 0 -0.424 0

759 JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 0.71 2.35 33.88 21.93 6 233 0 -0.248 0

760 JW2926 ECK2954 yggL predicted protein 4.18 4.52 188.99 42.59 4 232 0 -0.678 0

761 JW0403 ECK0407 ybaD conserved protein 3.33 1.18 151.60 53.02 6 232 0 -0.395 0

762 JW2748 ECK2771 ygcF conserved protein 2.16 0.11 99.64 22.42 5 232 0 -0.260 0

763 JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 1.37 0.14 64.08 16.39 3 232 3 0.265 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

764 JW2878 ECK2905 zapA protein that localizes to the cytokinetic ring 2.73 0.61 125.04 44.95 4 231 0 -0.733 0

765 JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 1.64 0.93 76.29 37.69 8 231 0 0.144 GO:0030113 capsule (sensu Bacteria)

766 JW0700 ECK0699 ybgI conserved metal-binding protein 2.16 2.32 99.64 25.51 4 230 0 -0.125 0

767 JW3065 ECK3085 exuR DNA-binding transcriptional repressor 1.24 0.58 58.18 19.77 6 230 0 -0.524 GO:0005737 cytoplasm

768 JW1611 ECK1614 hdhA 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 1.61 1.04 74.94 23.53 5 229 0 0.139 GO:0005737 cytoplasm

769 JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 0.82 - 38.96 15.15 5 229 0 -0.394 GO:0005737 cytoplasm

770 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 99.00 36.48 4064.14 71.28 4 228 0 0.306 GO:0005737 cytoplasm

771 JW3899 ECK3920 yiiU conserved protein 18.31 4.30 791.36 77.78 6 228 0 -0.980 0

772 JW3618 ECK3633 rph ribonuclease PH (pseudogene) 1.61 0.62 74.94 39.04 5 228 0 -0.146 0

773 JW1796 ECK1805 yeaZ predicted peptidase 1.15 0.29 54.08 25.11 3 228 0 -0.071 0

774 JW3386 ECK3409 glpR DNA-binding transcriptional repressor 2.83 0.26 129.48 30.56 6 226 0 -0.213 GO:0005737 cytoplasm

775 JW0448 ECK0453 maa maltose O-acetyltransferase 2.59 - 118.82 50.82 5 226 0 -0.056 GO:0005737 cytoplasm

776 JW0494 ECK0499 allR DNA-binding transcriptional regulator 1.74 1.20 80.80 16.61 6 225 0 0.073 GO:0005737 cytoplasm

777 JW0008 ECK0009 mog predicted molybdochelatase 1.51 0.60 70.42 24.62 4 225 0 -0.013 GO:0005737 cytoplasm

778 JW0080 ECK0083 mraW S-adenosyl-dependent methyltransferase activity on membrane-located substrates 0.39 0.89 18.96 15.34 3 224 0 -0.397 0

779 JW3765 ECK3783 rffA TDP-4-oxo-6-deoxy-D-glucose transaminase 0.78 0.35 37.12 15.16 5 223 0 -0.067 0

780 JW0638 ECK0636 ybeL conserved protein 0.78 2.37 37.12 18.13 3 223 0 -0.604 0

781 JW5473 ECK2904 ygfB predicted protein 9.00 2.93 397.50 32.81 4 222 0 -0.362 0

782 JW3577 ECK3592 yibL conserved protein 3.22 0.92 146.75 54.17 5 221 0 -0.628 0

783 JW0636 ECK0634 rlpB minor lipoprotein 2.16 0.96 99.64 30.05 6 221 0 -0.252 GO:0019866 inner membrane

784 JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 0.53 0.64 25.52 11.94 5 221 0 -0.081 0

785 JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 2.59 12.75 118.82 6.87 4 220 11 0.824 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

786 JW3578 ECK3593 lldP L-lactate permease 1.00 0.08 47.23 9.44 3 220 12 0.910 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

787 JW5608 ECK3749 yieP predicted transcriptional regulator 2.16 0.84 99.64 29.13 4 217 0 -0.079 0

788 JW5057 ECK0418 yajL conserved protein 1.51 - 70.42 37.24 4 217 0 0.323 0

789 JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 99.00 1.31 4064.14 70.24 6 216 0 -0.293 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

790 JW5187 ECK1188 dhaK dihydroxyacetone kinase, N-terminal domain 1.58 1.32 73.59 25.84 5 216 0 -0.113 0

791 JW4012 ECK4044 dnaB replicative DNA helicase 0.47 2.54 22.71 11.46 5 216 0 -0.415 GO:0005737 cytoplasm

792 JW0988 ECK0994 yccJ predicted protein 9.00 6.79 397.50 69.33 4 215 0 -0.649 0

793 JW2673 ECK2699 srlB glucitol/sorbitol-specific enzyme IIA component of PTS 4.62 0.17 208.24 65.85 5 215 0 0.002 0

794 JW1639 ECK1643 ydhF predicted oxidoreductase 1.37 0.64 64.08 31.21 5 215 0 -0.120 0

795 JW2306 ECK2303 hisJ histidine/lysine/arginine/ornithine transporter subunit -!- periplasmic-binding component of ABC superfamily 1.15 5.20 54.08 29.23 5 215 1 -0.299 GO:0042597 periplasmic space

796 JW3748 ECK3767 ppiC peptidyl-prolyl cis-trans isomerase C (rotamase C) 12.89 0.63 563.11 70.97 7 214 0 -0.105 0

797 JW2716 ECK2741 ispF 2C-methyl-D-erythritol 2,4-cyclodiphosphate synthase 2.16 1.20 99.64 41.51 3 214 0 0.089 GO:0005737 cytoplasm

798 JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 30.62 1.51 1302.81 27.27 5 213 1 0.395 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

799 JW3615 ECK3630 dut deoxyuridinetriphosphatase 2.16 0.90 99.64 44.37 3 213 0 0.005 0

800 JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 1.03 0.34 48.60 20.96 4 213 0 0.088 0

801 JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 1.51 5.53 70.42 17.84 4 212 0 0.318 GO:0005737 cytoplasm

802 JW3395 ECK3418 glgB 1,4-alpha-glucan branching enzyme 0.44 0.53 21.31 10.85 6 212 0 -0.509 GO:0005737 cytoplasm

803 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 0.60 0.57 28.78 15.58 8 210 6 -0.046 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

804 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 4.62 0.67 208.24 54.48 4 209 0 -0.190 GO:0030113 capsule (sensu Bacteria)

805 JW0744 ECK0750 modE DNA-binding transcriptional dual regulator 1.51 0.53 70.42 24.43 4 209 0 -0.021 GO:0005737 cytoplasm

806 JW1109 ECK1109 potD polyamine transporter subunit -!- periplasmic-binding component of ABC superfamily 1.15 1.89 54.08 18.97 5 209 0 -0.445 GO:0042597 periplasmic space

807 JW3582 ECK3597 cysE serine acetyltransferase 0.93 1.07 44.02 17.95 4 209 0 0.002 GO:0005737 cytoplasm

808 JW3348 ECK3372 gph phosphoglycolate phosphatase 1.51 1.63 70.42 31.35 4 208 0 -0.133 0

809 JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 1.07 0.46 50.43 25.75 5 207 0 -0.409 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

810 JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 1.28 0.79 60.00 19.76 5 206 0 0.046 0

811 JW1210 ECK1213 ychN conserved protein 9.00 1.05 397.50 57.26 4 203 0 0.190 0

812 JW2340 ECK2337 yfcZ conserved protein 1.51 0.58 70.42 27.66 2 203 0 -0.094 0

813 JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 0.55 0.17 26.45 12.87 7 203 0 -0.463 GO:0005737 cytoplasm

814 JW0663 ECK0665 nagA N-acetylglucosamine-6-phosphate deacetylase 0.78 1.32 37.12 16.23 4 202 0 0.080 0

815 JW2880 ECK2909 serA D-3-phosphoglycerate dehydrogenase 1.64 1.07 76.29 18.78 6 201 0 0.025 GO:0005737 cytoplasm

816 JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 0.28 0.30 13.75 12.97 4 200 0 -0.088 GO:0005737 cytoplasm

817 JW1080 ECK1080 acpP acyl carrier protein (ACP) 999.00 20.31 38218.95 42.31 4 199 0 -0.346 0

818 JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 11.59 6.82 507.96 43.66 7 199 0 -0.061 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

819 JW2023 ECK2032 rfbC dTDP-4-deoxyrhamnose-3,5-epimerase 0.70 1.05 33.42 20.00 3 199 0 -0.204 GO:0005737 cytoplasm -!- GO:0005737 cytoplasm

820 JW0090 ECK0093 ddlB D-Alanine:D-alanine ligase 0.67 2.76 32.03 15.03 4 199 0 0.077 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

821 JW1896 ECK1907 yecA conserved metal-binding protein 1.31 1.27 61.36 21.72 3 198 0 -0.392 0

822 JW1113 ECK1113 pepT peptidase T 0.58 8.81 27.85 14.22 5 198 0 -0.215 0

823 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 0.25 1.28 12.32 9.54 6 198 0 -0.191 0

824 JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 2153.43 3.66 80476.72 43.66 6 197 0 -1.090 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

825 JW3206 ECK3226 argR DNA-binding transcriptional dual regulator, L-arginine-binding 13.68 1.05 596.53 64.10 6 197 0 -0.007 GO:0005737 cytoplasm

826 JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 0.33 0.33 16.12 10.28 6 197 0 -0.458 GO:0005737 cytoplasm

827 JW0749 ECK0755 ybhA predicted hydrolase 13.68 0.50 596.53 20.22 5 196 0 -0.126 0

828 JW3720 ECK3736 mioC FMN-binding protein MioC 5.81 2.01 260.06 51.02 4 196 0 -0.159 0

829 JW2872 ECK2899 gcvH glycine cleavage complex lipoylprotein 3161.28 5.50 116766.20 32.56 4 195 0 -0.139 0

830 JW1915 ECK1929 yedF conserved protein 14.85 2.73 645.93 90.91 4 194 0 -0.271 0

831 JW2915 ECK2943 yqgE predicted protein 1.15 0.85 54.08 27.27 3 194 0 -0.072 0

832 JW2970 ECK2995 yghZ aldo-keto reductase 0.73 0.89 34.81 27.17 5 194 0 -0.389 0

833 JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 0.58 0.96 27.85 9.80 4 194 5 0.273 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

834 JW3830 ECK3850 yihD conserved protein 9.00 1.13 397.50 64.04 4 193 0 -0.424 0

835 JW0518 ECK0522 folD bifunctional 5,10-methylene-tetrahydrofolate dehydrogenase -!- 5,10-methylene-tetrahydrofolate cyclohydrolase 5.58 2.86 250.07 29.86 7 193 0 0.048 0

836 JW0741 ECK0747 galT galactose-1-phosphate uridylyltransferase 0.47 0.57 22.71 9.48 3 193 0 -0.524 GO:0030113 capsule (sensu Bacteria) -!- GO:0005737 cytoplasm

837 JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 9.00 3.33 397.50 22.88 5 192 5 0.807 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

838 JW1265 ECK1267 yciN predicted protein 5.81 1.31 260.06 74.70 5 192 0 -0.380 0

839 JW3664 ECK3679 ibpA heat shock chaperone 3.22 0.59 146.75 40.15 5 192 0 -0.525 0

840 JW2640 ECK2659 ygaU predicted protein 1.15 2.73 54.08 29.53 4 192 0 -0.458 0

841 JW0938 ECK0946 ycbZ predicted peptidase 0.53 1.04 25.52 10.24 4 192 0 -0.162 0

842 JW3125 ECK3144 yhbS predicted acyltransferase with acyl-CoA N-acyltransferase domain 9.00 0.45 397.50 29.34 5 189 0 -0.075 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

843 JW3909 ECK3930 metJ DNA-binding transcriptional repressor, S-adenosylmethionine-binding 9.00 2.04 397.50 50.48 6 189 0 -0.748 GO:0005737 cytoplasm

844 JW0442 ECK0446 tesB acyl-CoA thioesterase II 1.37 2.04 64.08 18.53 5 189 0 -0.253 0

845 JW3135 ECK3155 truB tRNA pseudouridine synthase 1.24 0.60 58.18 24.52 6 189 0 -0.368 GO:0005737 cytoplasm

846 JW0407 ECK0411 thiL thiamin-monophosphate kinase 0.58 0.36 27.85 13.23 3 189 0 0.075 0

847 JW1086 ECK1086 ycfH predicted metallodependent hydrolase 0.83 0.73 39.42 26.04 5 188 0 -0.212 0

848 JW1693 ECK1701 ydiA conserved protein 0.93 1.70 44.02 22.38 4 187 0 -0.093 0

849 JW2767 ECK2791 sdaC predicted serine transporter 1.78 5.46 82.60 9.09 4 186 11 0.807 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

850 JW0176 ECK0180 lpxA UDP-N-acetylglucosamine acetyltransferase 1.51 2.04 70.42 16.41 4 185 0 0.002 GO:0005737 cytoplasm

851 JW2448 ECK2459 talA transaldolase A 0.56 1.58 26.92 16.14 4 185 0 -0.315 0

852 JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 1.15 - 54.08 16.72 4 185 0 0.017 0

853 JW2509 ECK2522 fdx [2Fe-2S] ferredoxin 2.16 4.72 99.64 48.65 3 184 0 -0.357 0

854 JW3794 ECK3815 pldA outer membrane phospholipase A 0.64 0.59 30.64 12.11 3 184 0 -0.446 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

855 JW5070 ECK0521 ybcJ predicted RNA-binding protein 2.98 0.53 136.13 45.71 3 183 0 0.101 0

856 JW1821 ECK1831 yebR conserved protein 0.78 0.68 37.12 18.58 3 183 0 0.168 0

857 JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 1.15 0.51 54.08 21.56 6 182 0 -0.346 GO:0005737 cytoplasm

858 JW3466 ECK3484 yhiR predicted DNA (exogenous) processing protein 1.07 0.41 50.43 23.57 5 182 0 -0.361 0

859 JW3154 ECK3176 ispB octaprenyl diphosphate synthase 0.93 0.33 44.02 14.55 3 182 0 -0.095 0

860 JW3171 ECK3193 ptsN sugar-specific enzyme IIA component of PTS 2.73 1.52 125.04 36.81 4 180 0 -0.167 0

861 JW2647 ECK2666 ygaM predicted protein 1.37 4.32 64.08 32.74 2 179 1 -0.501 0

862 JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 0.50 1.69 24.12 13.44 3 179 0 0.131 GO:0005737 cytoplasm

863 JW3837 ECK3859 yihI conserved protein 2.16 - 99.64 40.83 5 179 0 -1.377 0

864 JW0197 ECK0207 dkgB 2,5-diketo-D-gluconate reductase B 1.05 - 49.52 21.72 4 179 0 -0.114 GO:0005737 cytoplasm

865 JW2131 ECK2136 cdd cytidine/deoxycytidine deaminase 0.72 - 34.35 16.67 3 179 0 0.001 0

866 JW2735 ECK2760 ygcM 6-pyruvoyl tetrahydrobiopterin synthase (PTPS) 3.64 0.16 165.27 66.12 5 178 0 -0.174 0

867 JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 0.14 1.13 7.02 5.38 3 178 0 -0.341 0

868 JW1776 ECK1785 yeaK conserved protein 2.83 0.49 129.48 53.29 6 177 0 0.165 0

869 JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 0.43 0.64 20.84 11.17 4 176 1 -0.152 GO:0009274 cell wall (sensu Bacteria)

870 JW0434 ECK0438 ybaX predicted aluminum resistance protein 1.89 - 87.54 26.41 4 175 0 -0.095 0

871 JW3981 ECK4013 pepE (alpha)-aspartyl dipeptidase 2.16 0.33 99.64 24.89 4 174 0 0.124 0

872 JW3595 ECK3610 rfaF ADP-heptose:LPS heptosyltransferase II 0.72 0.77 34.35 15.80 4 173 0 -0.185 0

873 JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 0.54 0.66 25.99 12.19 3 173 0 -0.331 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

874 JW3813 ECK3830 tatA TatABCE protein translocation system subunit 9.00 7.19 397.50 56.18 4 172 1 -0.470 0

875 JW1989 ECK2001 yeeX conserved protein 3.22 12.28 146.75 49.62 4 172 0 -0.694 0

876 JW3927 ECK3946 yijP conserved inner membrane protein 0.53 0.34 25.52 9.53 5 172 5 -0.323 GO:0009274 cell wall (sensu Bacteria)

877 JW3474 ECK3490 slp outer membrane lipoprotein 2.59 2.67 118.82 40.43 4 170 0 -0.140 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

878 JW4218 ECK4254 yjgP conserved inner membrane protein 1.31 0.18 61.36 11.48 3 170 6 0.465 GO:0009274 cell wall (sensu Bacteria)

879 JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 0.97 0.95 45.85 24.87 5 170 0 -0.376 0

880 JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 0.33 0.59 16.12 7.55 5 170 0 -0.332 GO:0005737 cytoplasm

881 JW0900 ECK0908 ycaR conserved protein 5.81 1.34 260.06 46.67 4 169 0 -0.127 0

882 JW0470 ECK0475 ybaK conserved protein 1.51 1.13 70.42 38.36 4 169 0 -0.083 0

883 JW2277 ECK2276 nuoH NADH:ubiquinone oxidoreductase, membrane subunit H 1.31 6.26 61.36 12.62 4 169 8 0.810 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

884 JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 1.68 2.43 78.10 52.58 3 168 0 0.205 0

885 JW3785 ECK3807 yigB predicted hydrolase 1.31 0.40 61.36 34.03 4 168 0 -0.329 0

886 JW0469 ECK0474 ushA bifunctional UDP-sugar hydrolase -!- 5'-nucleotidase 0.45 1.95 21.78 14.36 5 168 0 -0.411 GO:0005737 cytoplasm

887 JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 1.78 0.34 82.60 12.69 4 167 6 0.401 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

888 JW5641 ECK3631 ttk division inhibitor 1.61 0.55 74.94 29.29 4 167 0 -0.306 0

889 JW3895 ECK3916 fpr ferredoxin-NADP reductase 0.87 0.32 41.26 12.90 3 167 0 -0.194 0

890 JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 0.72 0.79 34.35 12.04 3 167 0 -0.404 0

891 JW5857 ECK3742 rbsD predicted cytoplasmic sugar-binding protein 2.16 4.96 99.64 30.22 3 166 0 -0.101 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

892 JW3243 ECK3269 yrdC dsRNA-binding protein 0.58 0.32 27.85 15.79 3 166 0 -0.057 0

893 JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 0.54 5.42 25.99 15.74 3 166 0 -0.050 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

894 JW1046 ECK1044 solA N-methyltryptophan oxidase, FAD-binding 0.52 0.12 25.05 13.98 3 166 0 -0.234 0

895 JW3216 ECK3235 rng ribonuclease G 0.36 1.40 17.54 11.66 4 166 0 -0.279 GO:0005737 cytoplasm

896 JW1017 ECK1020 ycdX predicted zinc-binding hydrolase 1.05 0.98 49.52 24.49 5 165 0 -0.118 0

897 JW3606 ECK3621 rfaG glucosyltransferase I 0.30 0.33 14.70 9.63 3 165 0 -0.341 GO:0019866 inner membrane
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898 JW3223 ECK3242 accB acetyl CoA carboxylase, BCCP subunit 5.81 4.62 260.06 38.46 4 163 0 0.010 0

899 JW5196 ECK1261 yciO conserved protein 2.59 1.37 118.82 24.76 4 163 0 -0.311 0

900 JW5703 ECK3333 yheO predicted DNA-binding transcriptional regulator 0.85 0.92 40.34 23.33 4 163 0 -0.163 0

901 JW3197 ECK3217 sspB ClpXP protease specificity-enhancing factor 2.73 1.03 125.04 29.09 4 162 0 -0.432 0

902 JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 2.16 0.16 99.64 10.82 5 162 9 0.602 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

903 JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 0.43 0.53 20.84 13.11 5 162 5 0.282 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

904 JW2997 ECK3020 ygiN quinol monooxygenase 2.98 0.71 136.13 25.96 3 161 0 0.015 0

905 JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 0.58 3.94 27.85 15.70 5 161 0 -0.463 GO:0042597 periplasmic space

906 JW5295 ECK1807 yoaB conserved protein 3.64 6.99 165.27 40.35 3 160 0 0.024 0

907 JW3645 ECK3661 ilvN acetolactate synthase I, small subunit 2.73 0.91 125.04 45.83 3 160 0 -0.201 0

908 JW3063 ECK3083 uxaC uronate isomerase 0.38 0.18 18.48 9.79 4 160 0 -0.429 0

909 JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 5.81 0.26 260.06 52.48 5 159 1 0.013 0

910 JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 3.64 6.62 165.27 17.69 2 159 3 0.565 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

911 JW1700 ECK1708 btuE predicted glutathione peroxidase 1.15 1.36 54.08 22.40 4 159 0 -0.131 GO:0042597 periplasmic space

912 JW1276 ECK1279 yciT predicted DNA-binding transcriptional regulator 0.67 - 32.03 16.87 4 157 0 -0.092 0

913 JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 0.22 0.51 10.88 11.14 3 156 0 -0.375 0

914 JW1576 ECK1579 speG spermidine N1-acetyltransferase 1.03 0.71 48.60 35.48 4 155 0 -0.439 0

915 JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 0.90 0.69 42.64 19.60 4 155 4 0.192 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

916 JW3747 ECK3766 ilvC ketol-acid reductoisomerase, NAD(P)-binding 0.32 0.56 15.65 10.59 4 155 0 -0.205 GO:0005737 cytoplasm

917 JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 1.03 0.41 48.60 24.27 3 154 1 -0.430 GO:0009274 cell wall (sensu Bacteria)

918 JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 0.93 0.41 44.02 16.26 5 153 0 -0.416 GO:0005737 cytoplasm

919 JW3165 ECK3187 kdsC 3-deoxy-D-manno-octulosonate 8-phosphate phosphatase 0.78 0.24 37.12 26.06 3 153 0 0.239 0

920 JW0626 ECK0624 ybeD conserved protein 14.85 1.35 645.93 55.17 3 152 0 -0.166 0

921 JW5380 ECK2318 trmC fused 5-methylaminomethyl-2-thiouridine forming enzyme methyltransferase -!- FAD-dependent demodification enzyme 0.17 1.42 8.47 5.84 2 151 0 -0.280 0

922 JW4201 ECK4237 mgtA magnesium transporter 0.18 0.11 8.96 5.68 3 150 7 0.159 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

923 JW5714 ECK4038 zur DNA-binding transcriptional activator, Zn(II)-binding 1.15 - 54.08 26.32 3 150 0 -0.250 GO:0005737 cytoplasm

924 JW1084 ECK1084 tmk thymidylate kinase 0.85 0.36 40.34 24.88 4 149 0 -0.202 0

925 JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 0.54 2.60 25.99 16.67 3 149 2 0.079 0

926 JW0412 ECK0416 xseB exonuclease VII small subunit 14.85 0.55 645.93 76.25 4 148 0 -0.735 GO:0005737 cytoplasm

927 JW3095 ECK3114 garL alpha-dehydro-beta-deoxy-D-glucarate aldolase 0.47 7.87 22.71 9.38 2 148 0 0.071 0

928 JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 0.35 0.80 17.07 9.50 3 148 1 -0.610 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

929 JW1891 ECK1901 yecJ predicted protein 5.31 - 238.33 54.22 3 147 0 0.082 GO:0005737 cytoplasm

930 JW5226 ECK1416 ydcI predicted DNA-binding transcriptional regulator 0.47 - 22.71 21.17 3 147 0 -0.022 0

931 JW1274 ECK1277 yciH conserved protein 0.58 0.19 27.85 24.07 2 146 0 -0.419 0

932 JW0026 ECK0029 fkpB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 2.16 1.04 99.64 35.57 3 145 0 -0.095 GO:0005737 cytoplasm

933 JW5550 ECK3959 murI glutamate racemase 0.58 0.59 27.85 12.63 3 145 0 0.187 GO:0009274 cell wall (sensu Bacteria)

934 JW0202 ECK0212 gloB predicted hydroxyacylglutathione hydrolase 0.52 1.39 25.05 15.54 2 145 0 -0.227 0

935 JW2504 ECK2516 yfhM conserved protein 0.13 1.45 6.53 4.54 5 145 0 -0.321 0

936 JW2161 ECK2167 yeiR predicted enzyme 0.73 - 34.81 19.82 4 145 0 -0.229 0

937 JW2001 ECK2014 hisG ATP phosphoribosyltransferase 0.37 - 18.01 10.37 2 145 0 -0.145 GO:0005737 cytoplasm

938 JW3129 ECK3148 yhbW predicted enzyme 0.39 0.46 18.96 5.97 2 144 0 -0.166 0

939 JW4212 ECK4248 yjgD conserved protein 30.62 2.69 1302.81 39.13 3 143 0 -0.605 0

940 JW5499 ECK3004 dkgA 2,5-diketo-D-gluconate reductase A 0.58 0.63 27.85 15.27 4 143 0 -0.375 GO:0005737 cytoplasm

941 JW1226 ECK1233 tdk thymidine kinase/deoxyuridine kinase 0.39 1.86 18.96 17.56 2 143 0 -0.320 0

942 JW0117 ECK0120 speE spermidine synthase (putrescine aminopropyltransferase) 1.51 1.58 70.42 10.76 3 142 0 -0.170 0

943 JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 0.78 0.41 37.12 14.37 4 142 2 -0.354 GO:0019866 inner membrane

944 JW0854 ECK0861 ltaE L-allo-threonine aldolase, PLP-dependent 0.62 0.74 29.71 17.42 4 142 0 -0.128 GO:0005737 cytoplasm

945 JW3961 ECK3989 hemE uroporphyrinogen decarboxylase 0.47 3.30 22.71 17.80 3 142 0 -0.156 0

946 JW2508 ECK2521 yfhJ conserved protein 3.64 4.43 165.27 60.61 2 141 0 -0.520 0

947 JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 2.98 1.40 136.13 5.66 3 141 9 0.800 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

948 JW1001 ECK1006 putP proline:sodium symporter 1.78 2.74 82.60 5.78 2 141 12 0.785 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

949 JW5600 ECK3778 rffE UDP-N-acetyl glucosamine-2-epimerase 0.82 0.27 38.96 16.76 5 141 0 -0.151 GO:0005737 cytoplasm

950 JW0673 ECK0674 ybfF conserved protein 0.58 1.02 27.85 13.78 2 141 0 -0.213 0

951 JW3042 ECK3061 yqjI predicted transcriptional regulator 0.93 0.32 44.02 12.56 3 138 0 -0.760 0

952 JW1093 ECK1093 nagZ beta N-acetyl-glucosaminidase 0.62 3.14 29.71 12.32 4 138 0 -0.293 0

953 JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 315.23 3.87 12491.64 17.39 3 137 3 1.369 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

954 JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 1.68 1.15 78.10 22.54 3 137 0 -0.215 0

955 JW5127 ECK0943 ymbA conserved protein 0.93 0.24 44.02 19.23 2 137 0 -0.158 0

956 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 0.35 2.06 17.07 9.66 3 137 0 -0.278 GO:0005737 cytoplasm

957 JW3115 ECK3134 yraL predicted methyltransferase 0.27 0.25 13.27 10.49 2 137 0 -0.168 0

958 JW0127 ECK0130 panD aspartate 1-decarboxylase 16.78 0.99 727.17 21.43 3 136 0 -0.063 GO:0005737 cytoplasm

959 JW3147 ECK3169 yhbY predicted RNA-binding protein 5.31 0.31 238.33 40.21 4 136 0 -0.182 0

960 JW4122 ECK4157 rsgA ribosome small subunit-dependent GTPase A 0.83 0.95 39.42 17.43 4 136 0 -0.405 0

961 JW3478 ECK3494 hdeA stress response protein acid-resistance protein 2.16 - 99.64 54.55 2 136 1 -0.208 0

962 JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 0.50 0.83 24.12 7.59 3 135 8 0.290 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

963 JW5713 ECK4031 ubiC chorismate pyruvate lyase 0.87 0.50 41.26 25.45 3 134 0 -0.155 GO:0005737 cytoplasm

964 JW1427 ECK1424 ydcL predicted lipoprotein 0.72 1.50 34.35 26.58 4 134 0 -0.268 0

965 JW4011 ECK4043 qor quinone oxidoreductase, NADPH-dependent 0.55 0.53 26.45 12.84 3 134 0 -0.059 0

966 JW3229 ECK3248 fis global DNA-binding transcriptional dual regulator 9.00 1.31 397.50 32.65 2 133 0 -0.531 GO:0005737 cytoplasm

967 JW5733 ECK4129 yjdC predicted transcriptional regulator 0.93 0.33 44.02 30.89 4 132 0 -0.305 0

968 JW2782 ECK2807 ygdK predicted Fe-S metabolism protein 0.87 0.55 41.26 25.17 3 132 0 -0.086 0

969 JW0048 ECK0050 apaH diadenosine tetraphosphatase 0.70 0.84 33.42 16.43 3 132 0 -0.246 GO:0005737 cytoplasm

970 JW2802 ECK2830 tas predicted oxidoreductase, NADP(H)-dependent aldo-keto reductase 0.31 0.57 15.17 6.36 2 132 0 -0.323 0

971 JW0622 ECK0620 tatE TatABCE protein translocation system subunit 2.98 0.72 136.13 32.84 2 131 1 0.122 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

972 JW5567 ECK3877 yihW predicted DNA-binding transcriptional regulator 0.54 1.27 25.99 15.33 3 131 0 -0.054 0

973 JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 0.72 0.80 34.35 12.35 4 130 2 -0.156 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

974 JW5604 ECK3770 rep DNA helicase and single-stranded DNA-dependent ATPase 0.28 0.34 13.75 8.77 5 130 0 -0.408 GO:0005737 cytoplasm

975 JW1489 ECK1488 pqqL predicted peptidase 0.07 - 3.59 4.19 2 130 1 -0.397 GO:0005737 cytoplasm

976 JW5588 ECK3814 yigI conserved protein 1.37 - 64.08 19.35 3 129 0 -0.008 0

977 JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 1.03 0.20 48.60 10.20 3 128 1 0.073 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

978 JW3142 ECK3164 secG preprotein translocase membrane subunit 9.00 0.92 397.50 27.27 2 127 2 0.375 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

979 JW2894 ECK2923 epd D-erythrose 4-phosphate dehydrogenase 0.39 2.31 18.96 9.73 3 127 0 -0.041 GO:0005737 cytoplasm

980 JW4360 ECK4389 creA conserved protein 0.87 0.48 41.26 18.47 3 126 0 -0.032 0

981 JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 0.67 2.52 32.03 18.53 4 124 0 -0.067 GO:0005737 cytoplasm

982 JW3942 ECK3966 coaA pantothenate kinase 0.44 0.36 21.31 11.39 3 124 0 -0.247 0

983 JW2944 ECK2971 glcG conserved protein 1.51 32.51 70.42 26.87 2 123 0 0.158 0

984 JW5165 ECK1118 hflD predicted lysogenization regulator 1.15 1.40 54.08 20.19 4 123 0 0.127 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

985 JW3088 ECK3106 tdcB catabolic threonine dehydratase, PLP-dependent 0.50 0.66 24.12 10.64 3 123 0 0.043 0

986 JW2175 ECK2181 yejL conserved protein 2.98 - 136.13 28.00 2 123 0 -0.184 0

987 JW2861 ECK2888 dsbC protein disulfide isomerase II 0.47 0.35 22.71 9.32 2 121 0 -0.103 GO:0042597 periplasmic space

988 JW0395 ECK0399 queA S-adenosylmethionine:tRNA ribosyltransferase-isomerase 0.31 0.59 15.17 8.99 2 121 0 -0.129 GO:0005737 cytoplasm

989 JW5794 ECK4349 mdoB phosphoglycerol transferase I 0.28 1.71 13.75 5.64 4 121 4 -0.236 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

990 JW2752 ECK2775 mazG nucleoside triphosphate pyrophosphohydrolase 0.50 0.18 24.12 17.87 3 120 0 -0.515 0

991 JW5865 ECK3386 yrfG predicted hydrolase 1.78 0.34 82.60 20.72 3 119 0 -0.309 0

992 JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 5.31 3.29 238.33 32.63 3 118 0 0.176 0

993 JW4220 ECK4256 yjgR predicted ATPase 0.30 0.41 14.70 13.40 4 118 0 -0.150 0

994 JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 0.28 0.49 13.75 8.67 3 118 5 0.162 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

995 JW0864 ECK0871 cspD cold shock protein homolog 20.54 11.08 884.64 78.38 3 117 0 -0.197 GO:0005737 cytoplasm

996 JW1202 ECK1199 prfA peptide chain release factor RF-1 0.53 0.25 25.52 12.50 4 117 0 -0.660 GO:0005737 cytoplasm

997 JW4349 ECK4378 lplA lipoate-protein ligase A 0.33 0.39 16.12 12.72 3 117 0 -0.328 GO:0005737 cytoplasm

998 JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 0.16 2.11 7.99 6.22 3 117 0 -0.258 GO:0005737 cytoplasm

999 JW0602 ECK0603 rnk regulator of nucleoside diphosphate kinase 2.16 0.25 99.64 34.56 2 116 0 -0.029 0

1000 JW4013 ECK4045 alr alanine racemase 1, PLP-binding, biosynthetic 0.35 0.34 17.07 13.65 3 116 0 -0.106 0

1001 JW5330 ECK2008 yeeF predicted amino-acid transporter 1.68 - 78.10 5.75 3 116 12 0.730 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1002 JW0766 ECK0772 moaC molybdopterin biosynthesis, protein C 1.00 0.95 47.23 19.25 3 115 0 -0.037 0

1003 JW1842 ECK1854 yebK predicted DNA-binding transcriptional regulator 0.72 1.32 34.35 12.80 3 115 0 -0.129 0

1004 JW1801 ECK1810 pabB aminodeoxychorismate synthase, subunit I 0.23 0.12 11.36 6.84 2 115 0 -0.289 0

1005 JW3969 ECK3997 purD phosphoribosylglycinamide synthetase phosphoribosylamine-glycine ligase 0.78 4.00 37.12 20.05 5 114 0 -0.071 GO:0005737 cytoplasm

1006 JW1814 ECK1823 yebO predicted protein 2.98 0.64 136.13 31.58 3 113 1 -0.044 0

1007 JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 1.28 0.69 60.00 26.58 4 113 0 -0.077 GO:0005737 cytoplasm

1008 JW2366 ECK2365 evgA DNA-binding response regulator in two-component regulatory system with EvgS 0.54 0.51 25.99 20.59 3 113 0 -0.094 GO:0005737 cytoplasm

1009 JW3506 ECK3523 bcsG predicted inner membrane protein 0.33 0.66 16.12 6.98 2 113 4 0.022 0

1010 JW2511 ECK2524 hscB DnaJ-like molecular chaperone specific for IscU 0.70 - 33.42 25.15 3 113 0 -0.598 0

1011 JW2421 ECK2423 yfeU predicted PTS component 0.26 - 12.79 10.74 2 113 0 0.134 0

1012 JW2050 ECK2059 dcd 2'-deoxycytidine 5'-triphosphate deaminase 1.78 2.11 82.60 17.62 3 112 0 -0.162 0

1013 JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 0.36 0.62 17.54 16.06 2 112 0 -0.056 0

1014 JW1950 ECK1963 hchA Hsp31 molecular chaperone 1.00 - 47.23 9.89 3 112 0 -0.224 0

1015 JW2480 ECK2491 yfgD predicted oxidoreductase 4.18 0.87 188.99 46.22 4 111 0 -0.361 0

1016 JW4130 ECK4168 hfq HF-I, host factor for RNA phage Q beta replication 2.16 25.05 99.64 23.53 2 111 0 -0.505 0

1017 JW0174 ECK0178 lpxD UDP-3-O-(3-hydroxymyristoyl)-glucosamine N-acyltransferase 0.70 1.76 33.42 13.78 3 111 0 0.125 0

1018 JW2284 ECK2283 lrhA DNA-binding transcriptional repressor 0.36 0.88 17.54 9.62 2 111 0 -0.011 GO:0005737 cytoplasm

1019 JW1759 ECK1768 ydjF predicted DNA-binding transcriptional regulator 0.33 0.37 16.12 11.90 2 111 0 -0.189 0

1020 JW0934 ECK0942 pqiB paraquat-inducible protein B 0.23 0.45 11.36 7.69 3 111 1 -0.280 0

1021 JW3675 ECK3690 yidB conserved protein 2.16 0.43 99.64 34.85 2 110 0 -0.006 0

1022 JW2261 ECK2260 elaB conserved protein 0.78 4.30 37.12 27.72 2 110 1 -0.520 0

1023 JW0985 ECK0991 cbpA curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 0.58 2.23 27.85 10.46 2 110 0 -0.592 GO:0005737 cytoplasm

1024 JW5831 ECK1858 znuA zinc transporter subunit -!- periplasmic-binding component of ABC superfamily 0.36 0.86 17.54 13.87 2 110 0 -0.211 GO:0042597 periplasmic space

1025 JW2992 ECK3015 ygiW conserved protein 2.73 2.38 125.04 26.15 4 109 0 -0.272 0

1026 JW2455 ECK2466 yffB conserved protein 0.93 2.24 44.02 22.03 2 108 0 -0.338 0

1027 JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 0.67 12.88 32.03 8.54 2 108 1 -0.606 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1028 JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 0.52 0.28 25.05 12.93 4 108 0 -0.315 0

1029 JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 0.47 0.33 22.71 11.50 4 108 0 -0.208 GO:0005737 cytoplasm

1030 JW1042 ECK1040 yceA conserved protein 0.23 0.11 11.36 7.71 2 108 0 -0.427 0

1031 JW3979 ECK4011 metH homocysteine-N5-methyltetrahydrofolate transmethylase, B12-dependent 0.09 0.09 4.57 2.93 2 108 0 -0.249 0

1032 JW5408 ECK2558 yfhB conserved protein 0.52 0.25 25.05 10.43 2 107 1 -0.040 0

1033 JW2133 ECK2139 yeiT predicted oxidoreductase 0.43 1.30 20.84 11.65 3 107 0 -0.089 0

1034 JW5847 ECK2886 prfB peptide chain release factor RF-2 0.20 2.05 9.92 4.64 2 107 0 -1.008 GO:0005737 cytoplasm

1035 JW5535 ECK3180 yrbB predicted protein 2.98 - 136.13 18.56 2 107 0 0.032 0

1036 JW2927 ECK2955 yggH tRNA (m7G46) methyltransferase, SAM-dependent 1.37 0.82 64.08 10.04 3 106 0 -0.397 0

1037 JW2665 ECK2685 yqaB predicted hydrolase 1.00 0.66 47.23 23.94 3 106 0 -0.027 0

1038 JW0385 ECK0389 mak manno(fructo)kinase 0.58 0.43 27.85 12.25 3 106 0 -0.202 0

1039 JW0185 ECK0189 yaeP conserved protein 9.00 0.88 397.50 80.30 3 105 0 0.026 0

1040 JW1575 ECK1578 ynfB predicted protein 1.15 4.35 54.08 27.43 2 105 0 -0.746 0

1041 JW5155 ECK1072 yceF predicted protein 1.00 1.82 47.23 22.68 3 105 0 -0.302 0

1042 JW3460 ECK3478 pitA phosphate transporter, low-affinity 2.98 0.83 136.13 9.62 5 104 10 0.523 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1043 JW1756 ECK1765 ansA cytoplasmic L-asparaginase I 0.58 0.36 27.85 8.28 2 104 0 -0.187 GO:0005737 cytoplasm

1044 JW0461 ECK0466 recR gap repair protein 0.67 13.57 32.03 10.95 2 102 0 -0.184 GO:0005737 cytoplasm

1045 JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 2.73 3.28 125.04 13.40 3 100 6 0.767 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1046 JW0801 ECK0807 mntR transcriptional regulator of mntH 0.78 0.21 37.12 22.58 3 100 0 -0.377 0

1047 JW3941 ECK3965 birA bifunctional biotin-[acetylCoA carboxylase] holoenzyme synthetase -!- DNA-binding transcriptional repressor, bio-5'-AMP-binding 0.27 0.39 13.27 7.48 2 100 0 -0.031 GO:0005737 cytoplasm
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1048 JW4181 ECK4218 ytfP conserved protein 1.51 0.65 70.42 31.86 2 99 0 -0.514 0

1049 JW1409 ECK1405 azoR NADH-azoreductase, FMN-dependent 0.78 0.63 37.12 25.87 3 99 0 0.067 0

1050 JW5548 ECK3988 nudC NADH pyrophosphatase 0.33 1.79 16.12 7.78 2 99 0 -0.337 0

1051 JW5927 ECK3028 ygiB conserved outer membrane protein 0.47 - 22.71 13.61 2 99 0 -0.601 0

1052 JW2004 ECK2017 hisB fused histidinol-phosphatase -!- imidazoleglycerol-phosphate dehydratase 0.41 - 19.90 8.45 3 99 0 -0.365 0

1053 JW3248 ECK3273 def peptide deformylase 1.37 1.03 64.08 19.53 3 98 0 -0.290 0

1054 JW0196 ECK0200 gmhB D,D-heptose 1,7-bisphosphate phosphatase 1.00 1.23 47.23 25.13 3 98 0 -0.251 0

1055 JW0109 ECK0112 pdhR DNA-binding transcriptional dual regulator 0.52 0.31 25.05 14.57 2 98 0 -0.551 GO:0005737 cytoplasm

1056 JW3391 ECK3414 glgP glycogen phosphorylase 0.16 1.59 7.99 5.77 3 98 0 -0.339 GO:0005737 cytoplasm

1057 JW2773 ECK2797 fucI L-fucose isomerase 0.19 0.18 9.44 5.08 2 97 0 -0.260 0

1058 JW3783 ECK3805 yigA conserved protein 0.31 0.30 15.17 14.47 2 96 0 -0.149 0

1059 JW5492 ECK2983 yghU predicted S-transferase 0.54 - 25.99 13.19 3 96 1 -0.403 0

1060 JW0904 ECK0912 smtA S-adenosylmethionine-dependent methyltransferase 1.03 1.19 48.60 16.86 4 94 0 -0.402 0

1061 JW0768 ECK0774 moaE molybdopterin synthase, large subunit 0.78 0.16 37.12 29.33 3 94 0 -0.497 0

1062 JW1859 ECK1871 yecO predicted methyltransferase 0.72 0.35 34.35 21.86 3 94 0 -0.145 0

1063 JW2018 ECK2027 wbbJ predicted acyl transferase 0.70 1.54 33.42 18.37 3 94 0 0.103 0

1064 JW1217 ECK1220 narJ molybdenum-cofactor-assembly chaperone subunit (delta subunit) of nitrate reductase 1 0.64 1.75 30.64 16.53 3 94 0 -0.259 0

1065 JW3929 ECK3948 argE acetylornithine deacetylase 0.36 0.27 17.54 8.88 2 94 0 -0.181 GO:0005737 cytoplasm

1066 JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 0.29 1.86 14.22 7.69 3 94 0 0.008 GO:0005737 cytoplasm

1067 JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 0.27 0.80 13.27 12.79 2 94 0 -0.060 0

1068 JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 0.19 0.88 9.44 6.31 3 94 0 -0.094 0

1069 JW0105 ECK0108 nadC quinolinate phosphoribosyltransferase 0.44 0.86 21.31 10.10 3 93 0 -0.234 0

1070 JW3904 ECK3925 ftsN essential cell division protein 0.25 0.48 12.32 6.58 2 93 1 -1.024 GO:0019866 inner membrane

1071 JW2487 ECK2498 ppx exopolyphosphatase 0.22 0.47 10.88 8.19 3 93 0 -0.239 0

1072 JW5952 ECK4284 yjhU KpLE2 phage-like element; predicted DNA-binding transcriptional regulator 0.44 - 21.31 8.84 3 93 0 -0.025 0

1073 JW2666 ECK2691 csrA pleiotropic regulatory protein for carbon source metabolism 1.51 11.23 70.42 31.15 2 92 0 -0.257 GO:0005737 cytoplasm

1074 JW3546 ECK3563 yiaJ predicted DNA-binding transcriptional repressor 0.50 0.20 24.12 13.83 3 92 0 -0.162 0

1075 JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 1.15 1.09 54.08 12.81 3 91 0 -0.134 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

1076 JW0512 ECK0516 purE N5-carboxyaminoimidazole ribonucleotide mutase 0.67 3.85 32.03 31.36 2 91 0 0.086 GO:0005737 cytoplasm

1077 JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 0.33 0.77 16.12 9.07 2 91 0 0.165 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

1078 JW5453 ECK2842 yqeF predicted acyltransferase 0.25 0.06 12.32 8.65 2 91 0 0.109 0

1079 JW2988 ECK3011 ygiS predicted transporter subunit -!- periplasmic-binding component of ABC superfamily 0.17 0.27 8.47 8.04 2 91 0 -0.374 GO:0042597 periplasmic space

1080 JW5533 ECK3159 yhbC conserved protein 2.16 0.96 99.64 16.67 3 90 0 0.047 0

1081 JW4126 ECK4164 yjeE ATPase with strong ADP affinity 1.68 0.46 78.10 18.95 2 90 0 -0.086 0

1082 JW2870 ECK2897 ygfF predicted NAD(P)-binding oxidoreductase with NAD(P)-binding Rossmann-fold domain 0.67 0.30 32.03 15.38 2 90 0 0.118 0

1083 JW5599 ECK3779 rffD UDP-N-acetyl-D-mannosaminuronic acid dehydrogenase 0.41 0.23 19.90 6.90 2 90 0 0.065 GO:0009274 cell wall (sensu Bacteria)

1084 JW1905 ECK1919 fliY cystine transporter subunit -!- periplasmic-binding component of ABC superfamily 0.35 2.72 17.07 11.28 3 90 0 -0.302 GO:0042597 periplasmic space

1085 JW0847 ECK0854 artI arginine transporter subunit -!- periplasmic-binding component of ABC superfamily 0.33 7.04 16.12 15.23 2 90 0 -0.329 GO:0042597 periplasmic space

1086 JW1179 ECK1178 dadX alanine racemase 2, PLP-binding 0.55 0.80 26.45 12.08 3 89 0 -0.026 0

1087 JW0939 ECK0947 ycbG conserved protein 0.78 0.82 37.12 18.67 2 88 0 -0.779 0

1088 JW1714 ECK1723 yniA predicted phosphotransferase/kinase 0.64 1.67 30.64 15.03 3 88 0 -0.314 0

1089 JW5598 ECK3780 rffG dTDP-glucose 4,6-dehydratase 0.25 - 12.32 7.89 2 88 0 -0.270 0

1090 JW3781 ECK3803 yifL predicted lipoprotein 9.00 1.52 397.50 50.75 2 87 1 -0.437 GO:00016020 membrane

1091 JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 1.05 3.23 49.52 10.00 3 87 0 0.026 GO:0042597 periplasmic space

1092 JW3227 ECK3246 prmA methylase for 50S ribosomal subunit protein L11 0.70 0.37 33.42 15.02 3 87 0 -0.065 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

1093 JW3132 ECK3151 nlpI conserved protein 0.36 - 17.54 11.90 2 87 0 -0.321 0

1094 JW2965 ECK2991 hybO hydrogenase 2, small subunit 1.15 2.28 54.08 6.72 3 86 1 -0.194 GO:0019866 inner membrane

1095 JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 0.93 0.34 44.02 24.86 4 86 0 -0.214 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

1096 JW4015 ECK4047 aphA acid phosphatase/phosphotransferase, class B, non-specific 0.67 1.76 32.03 17.72 2 86 0 -0.283 GO:0005737 cytoplasm

1097 JW3204 ECK3224 degS serine endoprotease, periplasmic 0.43 0.38 20.84 9.30 2 86 1 0.115 GO:0042597 periplasmic space

1098 JW3832 ECK3852 dsbA periplasmic protein disulfide isomerase I 0.39 5.24 18.96 9.62 2 86 0 -0.131 GO:0042597 periplasmic space

1099 JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 0.32 0.55 15.65 4.89 2 86 6 0.244 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1100 JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 0.26 0.14 12.79 6.64 2 86 6 0.273 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1101 JW0088 ECK0091 murG N-acetylglucosaminyl transferase 0.26 1.46 12.79 9.86 2 86 0 0.040 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1102 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 0.17 0.54 8.47 6.76 3 86 2 0.006 0

1103 JW0786 ECK0790 ybiC predicted dehydrogenase 0.39 0.24 18.96 11.36 2 85 0 -0.084 0

1104 JW5946 ECK3423 gntR DNA-binding transcriptional repressor 0.67 - 32.03 10.57 3 85 0 -0.104 GO:0005737 cytoplasm

1105 JW1707 ECK1715 rpmI 50S ribosomal subunit protein L35 3.64 23.05 165.27 30.77 2 84 0 -0.617 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

1106 JW5041 ECK0305 ykgE predicted oxidoreductase 0.36 2.53 17.54 9.62 2 84 0 0.037 0

1107 JW2770 ECK2794 fucO L-1,2-propanediol oxidoreductase 0.29 0.37 14.22 8.62 2 84 0 0.086 0

1108 JW0086 ECK0089 murD UDP-N-acetylmuramoyl-L-alanine:D-glutamate ligase 0.22 1.11 10.88 10.05 2 84 1 0.005 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

1109 JW1420 ECK1418 mdoD glucan biosynthesis protein, periplasmic 0.15 0.36 7.51 8.32 2 84 0 -0.414 GO:0042597 periplasmic space

1110 JW5566 ECK3878 yihX predicted hydrolase 0.67 - 32.03 11.56 2 84 0 -0.158 0

1111 JW5008 ECK0101 yacG conserved protein 2.16 0.76 99.64 44.62 2 83 0 -0.615 0

1112 JW5309 ECK1876 yecM predicted metal-binding enzyme 0.58 0.44 27.85 18.09 2 83 0 -0.380 0

1113 JW0119 ECK0122 cueO multicopper oxidase (laccase) 0.58 0.47 27.85 7.95 3 83 0 -0.165 0

1114 JW3146 ECK3168 rrmJ 23S rRNA methyltransferase 0.43 0.87 20.84 13.40 2 83 0 -0.244 0

1115 JW3784 ECK3806 xerC site-specific tyrosine recombinase 0.31 0.50 15.17 8.39 2 83 0 -0.379 0

1116 JW3982 ECK4014 yjbC 23S rRNA pseudouridine synthase 0.26 1.71 12.79 8.28 2 83 0 -0.522 0

1117 JW3157 ECK3179 yrbA predicted DNA-binding transcriptional regulator 9.00 0.78 397.50 38.10 3 82 0 -0.265 0

1118 JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 0.58 0.44 27.85 9.13 2 82 3 0.877 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1119 JW2543 ECK2557 tadA tRNA-specific adenosine deaminase 0.52 - 25.05 14.61 2 82 0 -0.135 0

1120 JW3811 ECK3828 yigP conserved protein 0.78 0.73 37.12 13.43 2 81 0 0.021 0

1121 JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 0.45 0.77 21.78 12.30 3 81 0 -0.007 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

1122 JW1643 ECK1647 gloA glyoxalase I, Ni-dependent 0.67 9.54 32.03 10.37 2 80 0 -0.346 0

1123 JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 0.35 0.52 17.07 9.70 3 80 0 -0.261 GO:0005737 cytoplasm

1124 JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 0.18 1.05 8.96 5.65 3 80 0 -0.358 GO:0005737 cytoplasm

1125 JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 0.78 - 37.12 9.28 2 80 5 0.444 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1126 JW0345 ECK0351 yaiL nucleoprotein/polynucleotide-associated enzyme 0.47 - 22.71 15.64 2 80 0 -0.473 GO:0005737 cytoplasm

1127 JW1441 ECK1440 ydcY predicted protein 1.15 0.78 54.08 51.95 2 79 0 -0.636 0

1128 JW1447 ECK1446 yncE conserved protein 0.37 0.50 18.01 19.26 3 79 0 -0.269 0

1129 JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 0.44 0.78 21.31 10.03 2 78 0 -0.174 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1130 JW5895 ECK0261 insH IS5 element protein 0.27 - 13.27 6.44 2 78 0 -0.585 0

1131 JW3640 ECK3656 ade cryptic adenine deaminase 0.17 - 8.47 4.08 2 78 0 -0.035 0

1132 JW2765 ECK2789 yqcD conserved protein 0.41 0.67 19.90 13.48 3 77 0 -0.530 0

1133 JW2308 ECK2305 ubiX 3-octaprenyl-4-hydroxybenzoate carboxy-lyase 0.52 - 25.05 12.70 2 77 0 0.244 0

1134 JW1298 ECK1300 pspB transcriptional regulator of psp operon 3.64 1.88 165.27 35.14 2 76 1 -0.223 GO:0005737 cytoplasm

1135 JW3002 ECK3025 nudF ADP-ribose pyrophosphatase 0.39 0.45 18.96 15.31 2 76 0 -0.216 0

1136 JW0404 ECK0408 ribD fused diaminohydroxyphosphoribosylaminopyrimidine deaminase -!- 5-amino-6-(5-phosphoribosylamino) uracil reductase 0.21 0.36 10.40 6.54 2 76 0 -0.229 0

1137 JW5107 ECK0796 ybiN predicted SAM-dependent methyltransferase 0.36 - 17.54 6.17 2 76 0 -0.382 0

1138 JW0952 ECK0960 yccK predicted sulfite reductase subunit 0.93 0.83 44.02 37.61 2 75 0 -0.304 0

1139 JW5769 ECK4270 yjhC KpLE2 phage-like element; predicted oxidoreductase 0.33 0.70 16.12 9.95 2 75 0 -0.266 0

1140 JW2146 ECK2152 nfo endonuclease IV with intrinsic 3'-5' exonuclease activity 0.31 0.61 15.17 11.58 2 75 0 -0.204 0

1141 JW2777 ECK2801 ygdE predicted methyltransferase 0.23 0.19 11.36 5.19 2 75 0 -0.292 0

1142 JW5126 ECK0938 ycbX predicted 2Fe-2S cluster-containing protein 0.18 0.48 8.96 8.40 2 75 0 -0.180 0

1143 JW2919 ECK2947 yggT predicted inner membrane protein 2.16 0.47 99.64 16.49 2 74 4 1.191 0

1144 JW2713 ECK2738 pcm L-isoaspartate protein carboxylmethyltransferase type II 0.87 1.39 41.26 10.58 3 74 0 -0.158 0

1145 JW1247 ECK1249 yciC predicted inner membrane protein 0.93 0.60 44.02 6.88 2 73 6 1.068 GO:0009274 cell wall (sensu Bacteria)

1146 JW4336 ECK4365 yjjG predicted hydrolase 0.78 0.65 37.12 25.78 2 73 0 -0.157 0

1147 JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 0.47 0.30 22.71 18.68 2 73 0 -0.270 GO:0005737 cytoplasm

1148 JW2456 ECK2467 dapE N-succinyl-diaminopimelate deacylase 0.27 - 13.27 7.73 2 73 0 -0.066 0

1149 JW3680 ECK3695 rpmH 50S ribosomal subunit protein L34 99.00 4.12 4064.14 21.74 3 72 0 -1.111 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

1150 JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 0.17 0.72 8.47 4.93 2 72 0 -0.006 GO:0005737 cytoplasm

1151 JW5267 ECK1638 slyA DNA-binding transcriptional activator 1.37 4.87 64.08 24.31 2 71 0 -0.277 GO:0005737 cytoplasm

1152 JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 0.47 0.38 22.71 5.88 2 71 0 0.027 0

1153 JW5592 ECK3804 dapF diaminopimelate epimerase 0.47 0.94 22.71 7.30 2 70 0 -0.090 GO:0005737 cytoplasm

1154 JW0336 ECK0342 lacI DNA-binding transcriptional repressor 0.29 0.36 14.22 5.00 2 70 0 0.032 GO:0005737 cytoplasm

1155 JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 3.64 2.91 165.27 7.65 3 69 8 0.658 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1156 JW0880 ECK0888 ycaC predicted hydrolase 1.51 5.76 70.42 27.88 3 69 0 -0.127 0

1157 JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 0.33 0.27 16.12 9.91 2 69 1 -0.450 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1158 JW2564 ECK2578 ung uracil-DNA-glycosylase 0.64 2.58 30.64 11.79 2 68 0 -0.283 GO:0005737 cytoplasm

1159 JW2860 ECK2887 recJ ssDNA exonuclease, 5' --> 3'-specific 0.23 0.22 11.36 9.53 3 68 0 -0.069 0

1160 JW4313 ECK4340 hsdR endonuclease R 0.08 1.52 4.08 2.61 3 68 0 -0.489 GO:0005737 cytoplasm

1161 JW3944 ECK3972 secE preprotein translocase membrane subunit 0.93 0.49 44.02 11.02 2 67 3 0.876 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1162 JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 0.11 0.29 5.56 3.32 2 67 0 -0.436 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1163 JW5760 ECK4255 yjgQ conserved inner membrane protein 0.44 0.10 21.31 12.22 3 66 6 0.320 GO:0009274 cell wall (sensu Bacteria)

1164 JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 0.35 0.50 17.07 6.78 3 66 0 -0.020 0

1165 JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 0.47 0.43 22.71 11.59 2 65 0 -0.182 GO:0005737 cytoplasm

1166 JW5800 ECK4382 nadR bifunctional DNA-binding transcriptional repressor -!- NMN adenylyltransferase 0.27 0.51 13.27 9.02 3 65 0 -0.361 0

1167 JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 0.23 0.60 11.36 6.12 2 65 0 0.056 GO:0005737 cytoplasm

1168 JW0910 ECK0918 ycbL predicted metal-binding enzyme 0.78 0.57 37.12 12.09 2 64 0 -0.145 0

1169 JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 0.12 0.42 6.05 4.14 2 64 0 -0.094 0

1170 JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 0.78 0.37 37.12 26.02 3 63 0 0.133 GO:0005737 cytoplasm

1171 JW3392 ECK3415 glgA glycogen synthase 0.72 1.31 34.35 13.42 4 63 0 0.003 GO:0005737 cytoplasm

1172 JW1263 ECK1265 yciK predicted oxoacyl-(acyl carrier protein) reductase, EmrKY-TolC system 0.58 0.29 27.85 17.06 3 63 0 -0.321 0

1173 JW4358 ECK4387 ytjC phosphoglyceromutase 2, co-factor independent 0.47 0.12 22.71 10.23 2 63 1 -0.371 GO:0005737 cytoplasm

1174 JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 0.39 0.62 18.96 9.79 2 63 0 0.047 0

1175 JW5404 ECK2519 sseB rhodanase-like enzyme, sulfur transfer from thiosulfate 1.78 2.34 82.60 13.95 3 62 0 -0.176 0

1176 JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 0.10 - 5.07 3.37 2 62 1 -0.234 0

1177 JW1711 ECK1720 ydiY conserved protein 0.67 0.53 32.03 7.54 2 61 0 -0.501 0

1178 JW0205 ECK0215 dnaQ DNA polymerase III epsilon subunit 0.47 0.43 22.71 9.47 2 61 0 -0.162 GO:0005737 cytoplasm

1179 JW0908 ECK0916 ycbB predicted carboxypeptidase 0.16 0.56 7.99 4.72 2 61 0 -0.276 0

1180 JW1243 ECK1245 yciI predicted enzyme 2.16 - 99.64 19.39 2 61 0 -0.031 0

1181 JW3715 ECK3730 atpE F0 sector of membrane-bound ATP synthase, subunit c 9.00 3.68 397.50 20.25 2 60 2 1.267 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1182 JW2714 ECK2739 surE broad specificity 5'(3')-nucleotidase and polyphosphatase 1.37 2.06 64.08 19.76 3 59 0 -0.075 0

1183 JW3167 ECK3189 yhbN predicted transporter subunit -!- periplasmic-binding component of ABC superfamily 1.15 1.28 54.08 13.51 2 59 0 -0.444 0

1184 JW4092 ECK4125 cadA lysine decarboxylase 1 0.18 0.18 8.96 4.06 3 59 0 -0.260 GO:0005737 cytoplasm

1185 JW2263 ECK2262 elaC binuclear zinc phosphodiesterase 0.54 - 25.99 13.77 3 59 0 -0.061 0

1186 JW1106 ECK1106 cobB deacetylase of acetyl-CoA synthetase, NAD-dependent 1.15 2.12 54.08 10.39 2 58 0 -0.354 0

1187 JW3149 ECK3171 dacB D-alanyl-D-alanine carboxypeptidase 0.20 0.12 9.92 7.76 2 58 0 -0.051 GO:0009274 cell wall (sensu Bacteria) -!- GO:0042597 periplasmic space

1188 JW0824 ECK0830 deoR DNA-binding transcriptional repressor 0.58 - 27.85 7.14 2 58 0 -0.182 GO:0005737 cytoplasm

1189 JW2326 ECK2323 aroC chorismate synthase 0.33 1.10 16.12 12.74 3 57 0 -0.267 0

1190 JW4177 ECK4214 ytfL predicted inner membrane protein 0.31 0.10 15.17 8.28 2 57 4 0.238 0

1191 JW0454 ECK0459 kefA fused mechanosensitive channel proteins 0.08 0.41 4.08 1.88 2 57 12 -0.031 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1192 JW2566 ECK2580 trxC thioredoxin 2 0.67 - 32.03 23.02 2 57 0 -0.200 0

1193 JW2411 ECK2413 pdxK pyridoxal-pyridoxamine kinase/hydroxymethylpyrimidine kinase 1.15 1.58 54.08 15.55 3 56 0 0.090 0

1194 JW4003 ECK4035 lexA DNA-binding transcriptional repressor 0.70 1.12 33.42 15.84 2 56 0 -0.241 GO:0005737 cytoplasm

1195 JW5606 ECK3762 ilvE branched-chain amino-acid aminotransferase 0.29 - 14.22 9.71 2 55 0 -0.165 0

1196 JW3193 ECK3213 nanT sialic acid transporter 1.15 0.30 54.08 6.45 3 54 12 0.689 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1197 JW3319 ECK3344 yhfA conserved protein 0.67 0.48 32.03 17.91 2 54 0 0.069 0
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1198 JW5312 ECK1895 otsA trehalose-6-phosphate synthase 0.19 0.90 9.44 4.01 2 54 0 -0.281 0

1199 JW5313 ECK1918 yedO D-cysteine desulfhydrase, PLP-dependent 0.43 - 20.84 8.54 2 54 0 0.123 0

1200 JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 0.58 1.71 27.85 4.64 2 53 6 0.675 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1201 JW4208 ECK4244 yjgJ predicted transcriptional regulator 0.52 0.18 25.05 15.23 2 53 0 -0.167 0

1202 JW5189 ECK1194 ychM predicted transporter 0.43 - 20.84 4.65 2 53 11 0.831 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1203 JW4069 ECK4101 phnA predicted phosphonate metabolizing protein 2.16 1.29 99.64 17.12 2 52 0 -0.532 0

1204 JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 1.37 2.11 64.08 13.21 3 52 0 -0.574 0

1205 JW3252 ECK3277 mscL mechanosensitive channel 1.15 1.54 54.08 11.76 2 52 2 0.499 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1206 JW2599 ECK2614 yfjF predicted protein 0.78 0.45 37.12 19.79 2 52 0 -0.584 0

1207 JW1600 ECK1603 rstA DNA-bindng response regulator in two-component regulatory system with RstB 0.47 0.32 22.71 10.33 2 52 0 -0.064 GO:0005737 cytoplasm

1208 JW1477 ECK1476 osmC osmotically inducible, stress-inducible membrane protein 0.78 1.52 37.12 20.28 2 51 0 -0.122 0

1209 JW4072 ECK4104 proP proline/glycine betaine transporter 0.52 0.40 25.05 3.20 2 51 12 0.558 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1210 JW2318 ECK2315 flk predicted flagella assembly protein 0.26 0.71 12.79 9.97 2 51 1 -0.308 0

1211 JW5287 ECK1755 ynjE predicted thiosulfate sulfur transferase 0.20 2.43 9.92 4.14 2 51 0 -0.455 0

1212 JW4352 ECK4381 radA predicted repair protein 0.19 0.46 9.44 4.57 2 50 0 0.038 0

1213 JW2482 ECK2493 uraA uracil transporter 1.15 0.72 54.08 2.56 2 48 12 1.045 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1214 JW1245 ECK1247 yciA predicted hydrolase 0.93 0.46 44.02 13.64 2 48 0 0.118 0

1215 JW3598 ECK3613 rfaK lipopolysaccharide core biosynthesis 0.17 0.64 8.47 5.32 2 48 0 -0.176 GO:0019866 inner membrane

1216 JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 0.19 0.42 9.44 4.47 2 47 0 -0.158 GO:0005737 cytoplasm

1217 JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 0.67 - 32.03 13.51 2 46 3 0.435 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1218 JW1272 ECK1275 yciM conserved protein 0.30 0.24 14.70 11.05 3 45 0 -0.365 0

1219 JW0719 ECK0718 mngR DNA-binding transcriptional dual regulator, fatty-acyl-binding 0.58 0.28 27.85 8.75 3 43 0 -0.563 GO:0005737 cytoplasm

1220 JW0566 ECK0569 ybdG predicted mechanosensitive channel 0.41 0.40 19.90 4.34 2 43 5 0.301 GO:0042597 periplasmic space

1221 JW0015 ECK0016 insL IS186/IS421 transposase 0.37 0.59 18.01 4.32 2 43 0 -0.222 0

1222 JW5652 ECK3561 avtA valine-pyruvate aminotransferase 0.29 0.27 14.22 3.60 2 43 0 -0.065 0

1223 JW2761 ECK2784 yqcA predicted flavoprotein 1.15 0.33 54.08 18.79 2 42 0 -0.117 0

1224 JW1860 ECK1872 yecP predicted methyltransferase 0.22 0.36 10.88 8.05 2 42 0 -0.241 0

1225 JW1794 ECK1803 fadD acyl-CoA synthetase (long-chain-fatty-acid--CoA ligase) 0.19 - 9.44 7.84 2 42 0 -0.098 GO:0009274 cell wall (sensu Bacteria)

1226 JW1050 ECK1048 yceB predicted lipoprotein 0.58 0.42 27.85 20.43 2 41 0 -0.142 0

1227 JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 0.23 0.67 11.36 3.77 2 41 0 -0.275 GO:0019866 inner membrane

1228 JW3984 ECK4016 lysC aspartokinase III 0.35 0.19 17.07 6.24 2 40 0 0.210 GO:0005737 cytoplasm

1229 JW2214 ECK2213 atoC fused response regulator of ato opeon, in two-component system with AtoS 0.15 - 7.51 7.16 2 40 0 -0.168 GO:0005737 cytoplasm

1230 JW3036 ECK3054 ygjD predicted peptidase 0.50 0.29 24.12 11.28 2 39 0 0.015 0

1231 JW1811 ECK1820 rrmA 23S rRNA m1G745 methyltransferase 0.33 0.22 16.12 10.41 2 39 0 -0.284 GO:0005737 cytoplasm

1232 JW4355 ECK4384 slt lytic murein transglycosylase, soluble 0.10 0.50 5.07 3.88 2 38 0 -0.503 GO:0009274 cell wall (sensu Bacteria) -!- GO:0042597 periplasmic space

1233 JW2060 ECK2071 mdtB multidrug efflux system, subunit B 0.23 - 11.36 1.63 3 37 11 0.376 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

1234 JW4351 ECK4380 serB 3-phosphoserine phosphatase 0.27 0.59 13.27 6.52 2 35 0 0.091 GO:0005737 cytoplasm

1235 JW3028 ECK3046 cca fused tRNA nucleotidyl transferase -!- 2'3'-cyclic phosphodiesterase/2'nucleotidase/phosphatase 0.19 0.19 9.44 6.55 2 35 0 -0.313 GO:0005737 cytoplasm

1236 JW5402 ECK2506 yfgJ predicted protein 2.16 - 99.64 36.62 2 35 0 -0.179 0

1237 JW2432 ECK2434 eutL predicted carboxysome structural protein with predicted role in ethanolamine utilization 0.67 0.20 32.03 6.85 2 34 0 0.191 0

1238 JW1628 ECK1632 pdxY pyridoxal kinase 2/pyridoxine kinase 0.43 0.70 20.84 10.10 2 34 0 0.108 0

1239 JW5355 ECK2127 pbpG D-alanyl-D-alanine endopeptidase 0.25 0.42 12.32 9.68 2 33 0 -0.056 GO:0009274 cell wall (sensu Bacteria) -!- GO:0042597 periplasmic space

1240 JW2037 ECK2046 fcl bifunctional GDP-fucose synthetase: GDP-4-dehydro-6-deoxy-D-mannose epimerase and GDP-4-dehydro-6-L-deoxygalactose reductase 0.36 - 17.54 7.48 2 33 0 -0.267 GO:0030113 capsule (sensu Bacteria) -!- GO:0005737 cytoplasm

1241 JW0790 ECK0794 fiu predicted iron outer membrane transporter 0.13 - 6.53 2.50 2 33 1 -0.499 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

1242 JW5871 ECK4336 mcrB 5-methylcytosine-specific restriction enzyme McrBC, subunit McrB 0.19 0.43 9.44 5.66 2 32 0 -0.456 GO:0005737 cytoplasm

1243 JW1676 ECK1683 ydiI conserved protein 0.93 1.18 44.02 24.26 2 31 0 -0.064 0

1244 JW2479 ECK2490 yfgC predicted peptidase 0.19 0.65 9.44 3.70 2 31 0 -0.383 0

1245 JW4083 ECK4115 fumB anaerobic class I fumarate hydratase (fumarase B) 0.13 0.17 6.53 6.39 2 31 0 -0.316 0

1246 JW5823 ECK1419 ydcH predicted protein 0.67 1.73 32.03 22.97 2 30 0 -1.024 0

1247 JW2699 ECK2724 hypD protein required for maturation of hydrogenases 0.31 0.41 15.17 5.90 2 30 0 -0.092 0

1248 JW0304 ECK0310 betB betaine aldehyde dehydrogenase, NAD-dependent 0.19 - 9.44 4.90 2 30 0 -0.079 0

1249 JW2691 ECK2716 hycE hydrogenase 3, large subunit 0.13 - 6.53 2.81 2 30 0 -0.354 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1250 JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 0.13 5.46 6.53 3.74 2 29 1 -0.150 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1251 JW5892 ECK0143 yadB glutamyl-Q tRNA(Asp) synthetase 0.29 - 14.22 12.01 2 29 0 -0.272 0

1252 JW2701 ECK2726 fhlA DNA-binding transcriptional activator 0.12 - 6.05 6.94 2 29 0 -0.244 GO:0005737 cytoplasm

1253 JW3725 ECK3740 yieN fused predicted transcriptional regulators 0.15 1.45 7.51 3.21 2 28 0 -0.219 0

1254 JW5099 ECK0707 ybgQ predicted outer membrane protein 0.16 - 7.99 3.07 2 28 0 -0.412 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

1255 JW5795 ECK4350 yjjA conserved protein 0.93 0.65 44.02 15.85 2 27 0 -0.210 0

1256 JW3251 ECK3276 trkA NAD-binding component of TrK potassium transporter 0.32 0.21 15.65 5.68 2 26 0 -0.015 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1257 JW0831 ECK0838 ybjL predicted transporter 0.44 - 21.31 5.88 2 26 9 0.554 0

1258 JW2030 ECK2039 wcaK predicted pyruvyl transferase 0.21 - 10.40 4.69 2 26 0 -0.018 0

1259 JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 0.11 0.79 5.56 2.01 2 25 4 -0.090 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1260 JW1668 ECK1674 ynhG conserved protein 0.47 0.76 22.71 6.29 2 24 0 -0.235 0

1261 JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 0.33 1.15 16.12 7.73 2 24 4 0.411 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1262 JW3038 ECK3056 dnaG DNA primase 0.14 0.55 7.02 4.30 2 24 0 -0.389 GO:0005737 cytoplasm

1263 JW0059 ECK0061 polB DNA polymerase II 0.10 0.32 5.07 2.04 2 24 0 -0.451 GO:0005737 cytoplasm

1264 JW4111 ECK4146 ampC beta-lactamase/D-alanine carboxypeptidase 0.21 0.15 10.40 5.04 2 23 0 -0.184 GO:0009274 cell wall (sensu Bacteria) -!- GO:0042597 periplasmic space

1265 JW1389 ECK1391 paaG acyl-CoA hydratase 0.33 0.09 16.12 12.60 2 22 0 -0.094 0

1266 JW1486 ECK1485 yddW predicted liprotein 0.17 0.77 8.47 5.47 2 22 0 -0.464 0

1267 JW5385 ECK2351 yfdN CPS-53 (KpLE1) prophage; predicted protein 0.47 - 22.71 20.73 2 22 0 -0.815 0

1268 JW3536 ECK3553 xylB xylulokinase 0.22 0.11 10.88 7.64 2 21 0 -0.092 0

1269 JW2441 ECK2452 cchA predicted carboxysome structural protein, ethanolamine utilization protein 1.15 - 54.08 56.70 2 21 0 0.405 0

1270 JW0231 ECK0242 phoE outer membrane phosphoporin protein E 0.26 - 12.79 7.98 2 21 0 -0.574 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

9



Supplementary Table S3-B Peptides identified from whole cell lysate based on the PTS protocol.

Peptide # Peptide sequence Modification site
Accession

number
ECK

number
Gene Protein name

Mascot
peptide score

Observed
m/z

Charge
Observed
mass (Da)

Mass error
(Da)

Retention
time (min)

Forward
residue

Backword
residue

Other proteins

1 AAAAPVTGPLADDPIQETITFDDFAK JW2101 ECK2107 metG methionyl-tRNA synthetase 33 1337.6653 2 2673.3160 -0.0013 61.52 K V 0
2 AAADLISR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 53 408.7326 2 815.4506 0.0007 25.07 K D 0
3 AAADVQLR JW3832 ECK3852 dsbA periplasmic protein disulfide isomerase I 27 422.2373 2 842.4600 -0.0009 21.87 K G 0
4 AAAEADDIFGELSSGK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 34 790.8763 2 1579.7380 0.0016 49.84 K N 0
5 AAAEGEMK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 15 403.6895 2 805.3644 0.0004 16.09 K G 0
6 AAAESSIQVK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 72 502.2747 2 1002.5348 0.0003 21.16 R N 0
7 AAAFEGELIPASQIDR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 98 844.4373 2 1686.8600 0.0025 44.43 K L 0
8 AAAICAER 57.021465@C:5 JW2294 ECK2291 pta phosphate acetyltransferase 42 431.2157 2 860.4168 -0.0006 18.78 K G 0
9 AAALAAADAR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 77 450.7486 2 899.4826 0.0002 20.77 R I 0
10 AAAQLQQGLADTSDENLK JW2497 ECK2509 yfgM conserved protein 123 936.9685 2 1871.9224 -0.0001 34.60 K A 0
11 AAASHLVR JW1611 ECK1614 hdhA 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 58 412.7405 2 823.4664 0.0001 17.13 K N 0
12 AAASLAHHYPGGYK JW5355 ECK2127 pbpG D-alanyl-D-alanine endopeptidase 16 481.5770 3 1441.7092 -0.0010 20.61 R A 0
13 AAATQEMTLVDTPNAK JW0190 ECK0194 proS prolyl-tRNA synthetase 108 830.9134 2 1659.8122 -0.0014 32.89 R T 0
14 AADAHGIPFTLSTVSVCPIEEVAPAIK 57.021465@C:17 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 58 931.8212 3 2792.4418 0.0000 57.84 K R 0
15 AADALRLPDWDAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 41 481.2531 3 1440.7375 0.0013 42.23 R I 0
16 AADEGLEVK JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 81 466.2399 2 930.4652 -0.0006 22.24 K G 0
17 AADGSTVAQTALSYDDYR JW3674 ECK3689 yidA predicted hydrolase 101 952.4372 2 1902.8598 0.0003 42.77 K F 0
18 AADIVLQAAIAAGAPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 123 740.4302 2 1478.8458 0.0002 49.12 K D 0
19 AADLVDALGQENNPEWK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 80 935.4525 2 1868.8904 0.0000 48.93 R T 0
20 AADMTGADIEAMTR 15.994915@M:12 JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 16 367.9152 4 1467.6317 -0.0017 16.75 K S 0
21 AADVHLCVK 57.021465@C:7 JW3164 ECK3186 kdsD D-arabinose 5-phosphate isomerase 18 338.1797 3 1011.5173 0.0003 22.73 R V 0
22 AAEALKER JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 59 444.2508 2 886.4870 -0.0001 16.02 K G 0
23 AAEAVIIDTIR JW2517 ECK2530 suhB inositol monophosphatase 55 586.3382 2 1170.6618 0.0010 41.05 K K 0
24 AAEAVIIDTIRK JW2517 ECK2530 suhB inositol monophosphatase 50 650.3846 2 1298.7546 -0.0012 34.20 K S 0
25 AAEELNKR JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 55 465.7540 2 929.4934 0.0004 15.21 R D 0
26 AAEGIAPKPLDANQMAALVELLK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 23 788.4391 3 2362.2955 0.0026 65.56 R N 0
27 AAEIIHIGQAIMEQK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 91 826.4451 2 1650.8756 -0.0007 46.66 R G 0
28 AAELAGNDTIPVEITR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 13 835.4414 2 1668.8682 0.0000 43.03 R V 0
29 AAENNPELAAFIDECR 57.021465@C:15 JW0637 ECK0635 leuS leucyl-tRNA synthetase 119 910.4174 2 1818.8202 -0.0004 48.19 K N 0
30 AAEQLEKEGINCNLTLLFSFAQAR 57.021465@C:12 JW0007 ECK0008 talB transaldolase B 57 908.4655 3 2722.3747 -0.0001 63.77 R A 0
31 AAEQLIR JW0636 ECK0634 rlpB minor lipoprotein 34 400.7349 2 799.4552 0.0001 24.14 R K JW2200
32 AAEVDDADYCATVAAVVSEQMQGR 57.021465@C:10 JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 49 852.7169 3 2555.1289 0.0021 58.14 K N 0
33 AAFAFPAPVANVESDVGCLELFHGPTLAFK 57.021465@C:18 JW0003 ECK0004 thrC threonine synthase 17 794.6533 4 3174.5841 -0.0007 70.56 R D 0
34 AAFDDAIAAR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 76 510.7589 2 1019.5032 -0.0004 32.69 K E 0
35 AAFDFAVEHQSVER JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 78 803.3857 2 1604.7568 -0.0014 37.74 K W 0
36 AAFDITQLD JW3042 ECK3061 yqjI predicted transcriptional regulator 46 497.2481 2 992.4816 0.0001 49.97 R - 0
37 AAFDQWVAK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 60 518.2666 2 1034.5186 0.0001 39.35 R A 0
38 AAFISDFQLGDFDR JW2674 ECK2700 srlD sorbitol-6-phosphate dehydrogenase 86 801.3835 2 1600.7524 0.0003 57.17 K S 0
39 AAFQPVFLEVVDESYR JW5060 ECK0429 bolA regulator of penicillin binding proteins and beta lactamase transcription (morphogene) 99 935.4725 2 1868.9304 -0.0004 63.33 R H 0
40 AAFSDFSK JW2577 ECK2593 yfiO predicted lipoprotein 29 436.7109 2 871.4072 -0.0004 28.40 R L 0
41 AAFSNDMVYMEK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 72 703.3098 2 1404.6050 -0.0002 41.58 K Y 0
42 AAGAELVGMEDLADQIK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 106 865.9353 2 1729.8560 0.0004 53.55 K K 0
43 AAGAELVGMEDLADQIKK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 13 620.3248 3 1857.9526 0.0019 50.71 K G 0
44 AAGATTANITQAIEQMR JW2573 ECK2590 clpB protein disaggregation chaperone 108 873.9430 2 1745.8714 -0.0015 47.90 K G 0
45 AAGCSTLVFTVDMPTPGAR 57.021465@C:4 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 73 975.9740 2 1949.9334 -0.0004 50.89 K Y 0
46 AAGEAPAAPQVTAEDASASLAELLNAGLGGSDNE JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 88 1056.5045 3 3166.4917 0.0016 74.54 R - 0
47 AAGEKPENGVFWESAGEGEYTVADITKEDR JW0462 ECK0467 htpG molecular chaperone HSP90 family 17 814.6320 4 3254.4989 -0.0015 48.40 R G 0
48 AAGEPLPAVVPAGPDNPMGLYALYIGR JW0803 ECK0809 ybiS conserved protein 77 1355.2058 2 2708.3970 -0.0025 66.66 R L 0
49 AAGLGIAYHAKPK JW4351 ECK4380 serB 3-phosphoserine phosphatase 17 432.9189 3 1295.7349 -0.0001 22.26 K V 0
50 AAGLHLQESIAEQGALR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 55 588.6511 3 1762.9315 -0.0010 36.96 R D 0
51 AAGLLPLGVEGENSADWIVVDLGDVIVHVMQEESR JW5090 ECK0630 ybeB predicted protein 80 1239.9647 3 3716.8723 0.0004 80.49 R R 0
52 AAGLSQYEHLIDDAIAWGK JW2448 ECK2459 talA transaldolase A 49 686.6814 3 2057.0224 0.0007 63.99 K K 0
53 AAGYDKPFK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 54 498.7600 2 995.5054 -0.0022 20.68 R T 0
54 AAGYELGK JW2750 ECK2773 eno enolase 25 404.7138 2 807.4130 0.0005 22.23 K D 0
55 AAGYELGKDITLAMDCAASEFYK 57.021465@C:16 JW2750 ECK2773 eno enolase 53 842.0626 3 2523.1660 0.0000 70.28 K D 0
56 AAGYELGKDITLAMDCAASEFYKDGK 57.021465@C:16 JW2750 ECK2773 eno enolase 80 942.1108 3 2823.3106 0.0013 66.02 K Y 0
57 AAHSFNLLDAR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 48 607.8168 2 1213.6190 -0.0013 35.14 K K 0
58 AAIAAAQANPNAK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 81 605.8305 2 1209.6464 -0.0001 19.80 R I 0
59 AAIADGAKPSDLNRPGHVFPLR JW3009 ECK3032 ribB 3,4 dihydroxy-2-butanone-4-phosphate synthase 11 576.3152 4 2301.2317 -0.0024 34.41 R A 0
60 AAIADYK JW2513 ECK2526 iscU scaffold protein 36 376.2028 2 750.3910 -0.0001 21.59 K S 0
61 AAIDNAIHQAQELANGFHR JW2889 ECK2918 yggE conserved protein 60 692.6837 3 2075.0293 -0.0004 54.86 K K 0
62 AAIEAAGGK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 41 394.2189 2 786.4232 -0.0003 17.94 R I 0
63 AAIEAAGGKIEE JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 63 579.8037 2 1157.5928 0.0000 27.37 R - 0
64 AAIELAQR JW4193 ECK4229 yjgA conserved protein 49 436.2535 2 870.4924 0.0001 26.22 R I 0
65 AAIERDFGSVDNFKAEFEK JW3879 ECK3901 sodA superoxide dismutase, Mn 67 725.0236 3 2172.0490 0.0002 44.59 K A 0
66 AAIEYAIANDR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 64 603.8082 2 1205.6018 -0.0021 34.72 R D 0
67 AAIEYAIANDRDSVTLVHK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 15 522.2786 4 2085.0853 -0.0002 38.21 R G 0
68 AAILNTAR JW5689 ECK3404 malP maltodextrin phosphorylase 40 415.2481 2 828.4816 -0.0001 23.15 R C 0
69 AAISQASDVAALDNVR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 124 800.9186 2 1599.8226 0.0011 37.50 K V 0
70 AAISQASDVAALDNVRVEYLGK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 45 764.0728 3 2289.1966 0.0003 48.55 K K 0
71 AAITAAYR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 41 418.7350 2 835.4554 0.0003 23.43 R R 0
72 AAITAEIR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 57 422.7479 2 843.4812 -0.0001 26.14 K L 0
73 AAKEGFAFKHDR JW1100 ECK1100 mfd transcription-repair coupling factor 10 688.8569 2 1375.6992 -0.0004 64.94 R E 0
74 AAKKMVER 15.994915@M:5 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 10 316.8489 3 947.5249 0.0026 23.75 K E 0
75 AALAAGGEAAK JW1596 ECK1599 ydgH predicted protein 45 465.2559 2 928.4972 -0.0004 19.03 R K 0
76 AALADFIVDNR JW2019 ECK2028 wbbI conserved protein 73 602.8195 2 1203.6244 -0.0003 45.74 K I 0
77 AALANLFSELPSK JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 93 680.8770 2 1359.7394 -0.0004 53.07 R E 0
78 AALANLFSELPSKEK JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 12 539.9666 3 1616.8780 0.0007 46.69 R Q 0
79 AALASALGEYFER JW0888 ECK0896 ycaO conserved protein 88 699.3567 2 1396.6988 0.0002 52.60 K L 0
80 AALELAEQR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 56 500.7744 2 999.5342 -0.0005 26.44 K E 0
81 AALESTLAAITESLK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 78 759.4248 2 1516.8350 0.0002 62.97 K E 0
82 AALESTLAAITESLKEGDAVQLVGFGTFK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 12 989.5283 3 2965.5631 -0.0017 77.11 K V 0
83 AALGVLR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 47 350.2295 2 698.4444 0.0006 27.68 R I 0
84 AALIDCLAPDR 57.021465@C:6 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 34 607.8138 2 1213.6130 0.0005 40.52 R R 0
85 AALIDCLAPDRR 57.021465@C:6 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 48 457.5780 3 1369.7122 -0.0016 35.22 R V 0
86 AALISALQTLYPECSIYDR 57.021465@C:14 JW5898 ECK0958 yccW predicted methyltransferase 31 1092.5535 2 2183.0924 -0.0007 61.08 R S 0
87 AALLFPLADANVVSEDVLR JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 37 671.7056 3 2012.0950 0.0008 67.29 R E 0
88 AALMMGINR JW3229 ECK3248 fis global DNA-binding transcriptional dual regulator 60 488.7567 2 975.4988 -0.0005 33.13 R G 0
89 AALQISQSGQTCALLSK 57.021465@C:12 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 108 888.4689 2 1774.9232 -0.0015 39.66 R V 0
90 AALQNTILK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 48 486.2975 2 970.5804 -0.0007 31.34 K G 0
91 AALVNADQTLSETWSYQLPANE JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 18 1211.0818 2 2420.1490 -0.0004 57.78 R - 0
92 AAMEDVLK JW2662 ECK2681 luxS S-ribosylhomocysteinase 52 438.7282 2 875.4418 -0.0003 30.05 K V 0
93 AAMSGMLSPELK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 54 617.8122 2 1233.6098 0.0001 41.26 K Q 0
94 AAMVTVAK 15.994915@M:3 JW2594 ECK2610 grpE heat shock protein 51 403.7253 2 805.4360 -0.0006 18.49 R A 0
95 AANDDLLNSFWLLDSEK JW2563 ECK2577 yfiD pyruvate formate lyase subunit 99 975.9757 2 1949.9368 -0.0001 66.88 K G 0
96 AANDDLLNSFWLLDSEKGEAR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 76 788.7207 3 2363.1403 0.0011 61.10 K C 0
97 AANIIGIQIEFAK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 61 463.2696 3 1386.7870 0.0000 53.15 K V 0
98 AANIILHCEGK 57.021465@C:8 JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 34 409.2163 3 1224.6271 -0.0014 23.44 R V 0
99 AANKFPAIIYGGK JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 56 675.3819 2 1348.7492 -0.0011 36.17 R E 0

100 AANYPFIADDMDNLVLPASLKPLQHK JW1693 ECK1701 ydiA conserved protein 47 721.1286 4 2880.4853 0.0010 57.80 R L 0
101 AAPAPAAAAPK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 27 468.2692 2 934.5238 0.0004 18.34 K A 0
102 AAPCIIFIDEIDAVGR 57.021465@C:4 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 70 880.4568 2 1758.8990 0.0016 63.46 K Q 0
103 AAPEITR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 22 379.2136 2 756.4126 -0.0004 19.17 K E 0
104 AAPENAVANAYDMVINGYEVGGGSVR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 127 1312.6239 2 2623.2332 -0.0004 61.70 K I 0
105 AAPGYYLAK JW5689 ECK3404 malP maltodextrin phosphorylase 39 477.2585 2 952.5024 0.0006 29.27 K N 0
106 AAPSYEELSNSQELLETGIK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 100 1090.0422 2 2178.0698 0.0007 50.34 R V 0
107 AAPTPAKPMGPNDYMVIGLAR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 39 724.0431 3 2169.1075 0.0000 44.54 K I 0
108 AAPVIRPNKK JW0406 ECK0410 nusB transcription antitermination protein 33 547.3453 2 1092.6760 -0.0007 16.32 K - 0
109 AAQEDILK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 30 444.2453 2 886.4760 0.0002 23.77 K A 0
110 AAQEEEFSLELR JW0141 ECK0144 dksA transcriptional regulator of rRNA transcription, DnaK suppressor protein 79 711.3493 2 1420.6840 0.0007 43.27 R N 0
111 AAQEIVNSGK JW5280 ECK1721 pfkB 6-phosphofructokinase II 37 508.7722 2 1015.5298 0.0000 18.71 K A 0
112 AAQSDEELYQIITDTEGTPDEA JW3171 ECK3193 ptsN sugar-specific enzyme IIA component of PTS 11 799.3593 3 2395.0561 0.0009 61.21 R - 0
113 AAQSDPNCFFIDDENSR 57.021465@C:8 JW2363 ECK2362 dsdA D-serine ammonia-lyase 84 993.4188 2 1984.8230 0.0010 40.77 K T 0
114 AAQVLHEK JW3731 ECK3746 rbsK ribokinase 46 448.2535 2 894.4924 0.0002 16.15 K G 0
115 AAQVPVVVAVNK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 71 597.8636 2 1193.7126 -0.0004 33.11 K I 0
116 AAQYVASHPGEVCPAK 57.021465@C:13 JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 79 842.9096 2 1683.8046 0.0008 22.71 K W 0
117 AARPDIQISSDFIVGFPGETTEDFEK JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 64 957.1346 3 2868.3820 0.0004 57.93 R T 0
118 AASAAGLSIHVPFAPGR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 54 541.2984 3 1620.8734 -0.0002 44.13 K V 0
119 AASDLIFLGVK JW2943 ECK2970 glcB malate synthase G 58 567.3320 2 1132.6494 0.0003 51.30 K Q 0
120 AASEAVKDAALSCDQFFVNHR 57.021465@C:13 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 56 779.3742 3 2335.1008 -0.0008 40.95 R W 0
121 AASEEYNWDLNYGEIAK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 91 986.9499 2 1971.8852 0.0003 48.12 R I 0
122 AASHLNDELK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 22 366.5243 3 1096.5511 -0.0003 20.14 R G 0
123 AASIEALK JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 59 401.7372 2 801.4598 0.0004 24.40 R I 0
124 AATAGNGNEAAIEAQAAGVEQR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 58 700.3420 3 2098.0042 0.0003 34.85 R L 0
125 AATALQLEQVLR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 62 656.8830 2 1311.7514 0.0003 46.64 K E 0
126 AATDNGGSLIK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 39 523.7773 2 1045.5400 -0.0003 23.30 K E 0
127 AATEGTIPLIPGISTVSELMLGMDYGLK JW1839 ECK1851 eda multifunctional 2-keto-3-deoxygluconate 6-phosphate aldolase -!- 2-keto-4-hydroxyglutarate aldolase -!- oxaloacetate decarboxylase 18 959.8379 3 2876.4919 0.0004 79.92 K E 0
128 AATEPAHRPAFFR JW5404 ECK2519 sseB rhodanase-like enzyme, sulfur transfer from thiosulfate 19 490.9249 3 1469.7529 0.0000 25.47 K T 0
129 AATFAASLGLK JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 63 525.3033 2 1048.5920 0.0004 42.58 K V 0
130 AATGVDALTHAIEGYITR JW2770 ECK2794 fucO L-1,2-propanediol oxidoreductase 32 620.3271 3 1857.9595 0.0010 60.94 K G 0
131 AATHDVLAGLTAR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 75 648.3566 2 1294.6986 -0.0008 34.24 R E 0
132 AATILAEQLEAFVDLR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 63 587.3250 3 1758.9532 0.0016 67.86 R D 0
133 AATKEEAIR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 11 494.7745 2 987.5344 -0.0003 13.67 K F 0
134 AATLFNDAQR JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 66 553.7830 2 1105.5514 -0.0001 28.29 K Q 0
135 AATVWMAAFRESHSQPERNNFLAR 15.994915@M:6 JW5385 ECK2351 yfdN CPS-53 (KpLE1) prophage; predicted protein 11 935.7904 3 2804.3494 -0.0071 55.77 R R 0
136 AATYEQIK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 38 462.2448 2 922.4750 -0.0009 21.50 K A 0
137 AAVADCLAATDKR 57.021465@C:6 JW5599 ECK3779 rffD UDP-N-acetyl-D-mannosaminuronic acid dehydrogenase 43 454.5659 3 1360.6759 -0.0010 24.05 K A 0
138 AAVAFAPGKPLEIVEIDVAPPK JW0347 ECK0353 frmA alcohol dehydrogenase class III/glutathione-dependent formaldehyde dehydrogenase 34 744.7597 3 2231.2573 0.0008 53.40 R K 0
139 AAVAGIAMGLVK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 66 550.8285 2 1099.6424 0.0001 44.07 K E 0
140 AAVDKALSNNMTRDTLNR 15.994915@M:11 JW1853 ECK1865 yebC conserved protein 10 669.3427 3 2005.0063 0.0052 76.39 R A 0
141 AAVEAFK JW4212 ECK4248 yjgD conserved protein 37 368.2052 2 734.3958 -0.0004 23.31 K L 0
142 AAVEEGVVAGGGVALIR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 113 784.4435 2 1566.8724 -0.0004 42.95 R V 0
143 AAVELAVK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 48 400.7474 2 799.4802 -0.0001 26.89 R Y 0
144 AAVLCFAAESVATDCQR 57.021465@C:5,57.021465@C:15 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 83 934.9351 2 1867.8556 0.0000 45.43 R E 0
145 AAVLLADSFK JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 32 517.7977 2 1033.5808 0.0001 38.95 R A 0
146 AAVLPANLIQAQR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 83 682.9039 2 1363.7932 -0.0002 41.26 R D 0
147 AAVLWHQVGGGR JW5165 ECK1118 hflD predicted lysogenization regulator 22 417.5634 3 1249.6684 0.0004 29.60 R L 0
148 AAVTMPSSK JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 45 446.2337 2 890.4528 -0.0002 21.82 K L 0
149 AAVVVPDNVLFEGGK JW4312 ECK4339 hsdM DNA methylase M 11 757.9145 2 1513.8144 0.0005 48.02 R G 0
150 AAYAAANLLVSDYVNE JW0185 ECK0189 yaeP conserved protein 11 842.4146 2 1682.8146 -0.0005 56.89 K - 0
151 AAYAVVDDGKR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 70 582.8043 2 1163.5940 0.0006 20.81 K T 0
152 AAYSSGKPAIGVGAGNTPVVIDETADIKR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 30 715.1317 4 2856.4977 -0.0003 39.35 K A 0
153 ACAEAGVFLISPFVGR 57.021465@C:2 JW0007 ECK0008 talB transaldolase B 90 847.4400 2 1692.8654 -0.0002 58.99 R I JW2448
154 ACAQLVKPGGDVFFSTLNR 57.021465@C:2 JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 39 694.0276 3 2079.0610 0.0038 46.29 R N 0
155 ACEEAAEGQVVSPVNFNSPGQVVIAGHK 57.021465@C:2 JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 137 965.4748 3 2893.4026 -0.0001 44.57 K E 0
156 ACFKPVEELL 57.021465@C:2 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 22 603.3149 2 1204.6152 -0.0010 47.89 R - 0
157 ACGAVDYFCQHGHGLISK 57.021465@C:2,57.021465@C:9 JW5402 ECK2506 yfgJ predicted protein 15 673.9768 3 2018.9086 -0.0004 37.07 K K 0
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158 ACGKPVNYHFAPR 57.021465@C:2 JW0742 ECK0748 galE UDP-galactose-4-epimerase 34 506.2536 3 1515.7390 -0.0014 22.52 K R 0
159 ACHGLFPK 57.021465@C:2 JW0861 ECK0868 ybjX conserved protein 19 310.4937 3 928.4593 0.0004 22.69 K R 0
160 ACIGIITNPVNTTVAIAAEVLK 57.021465@C:2 JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 109 1134.6349 2 2267.2552 -0.0006 75.26 K K 0
161 ACIGIITNPVNTTVAIAAEVLKK 57.021465@C:2 JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 42 799.4578 3 2395.3516 0.0007 67.49 K A 0
162 ACLNDAVELAPGDTTLVPTGLAIHIADPSLAAMMLPR 57.021465@C:2 JW3615 ECK3630 dut deoxyuridinetriphosphatase 44 1272.3225 3 3813.9457 -0.0008 69.37 R S 0
163 ACVDIGYR 57.021465@C:2 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 42 477.2293 2 952.4440 0.0004 26.67 K G 0
164 ADAALLDEMINNIQFIPGDFTR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 63 1232.6116 2 2463.2086 -0.0016 76.24 K A 0
165 ADAFAVIVK JW3890 ECK3911 tpiA triosephosphate isomerase 31 467.2740 2 932.5334 0.0004 37.87 K A 0
166 ADAIFIEELR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 42 588.8167 2 1175.6188 0.0002 48.90 R K 0
167 ADALAGWVNHFLLGLGVTQPK JW5473 ECK2904 ygfB predicted protein 38 736.4046 3 2206.1920 0.0023 72.88 R L 0
168 ADAPLIQWDATSATLK JW2131 ECK2136 cdd cytidine/deoxycytidine deaminase 35 850.9467 2 1699.8788 0.0009 50.99 K A 0
169 ADAVLHDTPNILYFIK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 47 610.6650 3 1828.9732 0.0010 57.38 R T 0
170 ADAVVVLENDLHR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 60 725.8858 2 1449.7570 -0.0006 42.51 R H 0
171 ADCLGIIGVAR 57.021465@C:3 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 105 572.8110 2 1143.6074 0.0005 41.11 R D 0
172 ADCLLYANGR 57.021465@C:3 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 45 576.7773 2 1151.5400 0.0007 30.60 K T 0
173 ADDAISEQLAQLK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 24 701.3645 2 1400.7144 -0.0002 44.40 K A 0
174 ADDFIEALFAR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 74 634.3198 2 1266.6250 0.0006 65.93 K E 0
175 ADDFIEALFARED JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 48 756.3546 2 1510.6946 0.0008 65.34 K - 0
176 ADDIQIR JW0129 ECK0132 panC pantothenate synthetase 45 415.7221 2 829.4296 0.0002 23.45 R D 0
177 ADDKLIAAAEACIAELNLNAVR 57.021465@C:12 JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 116 1171.1126 2 2340.2106 0.0000 66.87 K G 0
178 ADEEENNLHEEKDEERK JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 54 705.3139 3 2112.9199 0.0005 17.26 R - 0
179 ADEIQIYK JW3841 ECK3863 glnA glutamine synthetase 60 490.2585 2 978.5024 0.0002 30.50 K Y 0
180 ADEQILDIGDASAQELAEILK JW2893 ECK2922 pgk phosphoglycerate kinase 128 1121.5762 2 2241.1378 0.0003 72.90 K N 0
181 ADFREEANK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 26 540.2590 2 1078.5034 -0.0008 18.46 R Q 0
182 ADFTDAVIDNAFEGGYMAGR JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 65 1060.4737 2 2118.9328 0.0012 61.49 K Y 0
183 ADGAILVDFWAEWCGPCK 57.021465@C:14,57.021465@C:17 JW5856 ECK3773 trxA thioredoxin 1 53 1047.9744 2 2093.9342 0.0004 70.83 K M 0
184 ADGAMDAGNMLKPALAR JW2573 ECK2590 clpB protein disaggregation chaperone 75 851.4235 2 1700.8324 -0.0013 38.60 K G 0
185 ADGAYLYDVDGK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 78 643.7985 2 1285.5824 -0.0001 35.28 K A 0
186 ADGFQQLK JW3466 ECK3484 yhiR predicted DNA (exogenous) processing protein 38 453.7372 2 905.4598 -0.0008 26.26 K A 0
187 ADGIGSLLPAAR JW3823 ECK3839 pepQ proline dipeptidase 48 570.8218 2 1139.6290 -0.0008 42.90 K G 0
188 ADGINPEELLGNSSAAAPR JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 132 941.4682 2 1880.9218 -0.0009 48.08 K A 0
189 ADGLGTADHSALACYYEK 57.021465@C:14 JW5526 ECK3113 garR tartronate semialdehyde reductase 61 647.9597 3 1940.8573 -0.0001 35.56 R L 0
190 ADGVIFQTAV JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 57 510.7719 2 1019.5292 0.0005 46.76 K - 0
191 ADHDTFWFDTTR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 29 504.5568 3 1510.6486 0.0008 42.76 R L 0
192 ADHFGLAQLHQLR JW1100 ECK1100 mfd transcription-repair coupling factor 33 377.2044 4 1504.7885 -0.0014 35.50 R G 0
193 ADHPLTTPPPK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 42 587.3165 2 1172.6184 -0.0005 19.69 K E 0
194 ADIAIIATAQNGNK JW0424 ECK0428 yajG predicted lipoprotein 92 700.3807 2 1398.7468 0.0002 35.34 K M 0
195 ADIAVHSMK JW5932 ECK3799 hemC hydroxymethylbilane synthase 43 486.2523 2 970.4900 -0.0005 20.16 R D 0
196 ADIDYNTSEAHTTYGVIGVK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 110 1077.5219 2 2153.0292 0.0016 37.62 R V 0
197 ADIEVSTCGVISPLK 57.021465@C:8 JW0116 ECK0119 speD S-adenosylmethionine decarboxylase 44 794.9158 2 1587.8170 -0.0008 44.58 R A 0
198 ADILTFHTPLFK JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 43 701.8900 2 1401.7654 -0.0001 52.29 R D 0
199 ADISSDQIAAIGITNQR JW3897 ECK3918 glpK glycerol kinase 46 886.9603 2 1771.9060 -0.0003 42.38 K E 0
200 ADITLISGSTLGGAEYVAEHLAEK JW3720 ECK3736 mioC FMN-binding protein MioC 37 815.7547 3 2444.2423 -0.0010 62.33 M L 0
201 ADKPLVGTGMER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 47 637.3322 2 1272.6498 0.0003 23.20 R A 0
202 ADKRPVNSDLR JW4012 ECK4044 dnaB replicative DNA helicase 16 424.2334 3 1269.6784 -0.0004 17.50 R E 0
203 ADLGIAFDGDGDR JW3143 ECK3165 glmM phosphoglucosamine mutase 58 661.3065 2 1320.5984 0.0039 40.84 K V 0
204 ADLIVDTSEMSVHELAEMLR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 84 753.7050 3 2258.0932 0.0010 69.23 R T 0
205 ADLLTLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 45 401.2451 2 800.4756 0.0000 36.31 K A 0
206 ADLNVPVK JW2893 ECK2922 pgk phosphoglycerate kinase 66 428.2503 2 854.4860 -0.0001 26.50 R D 0
207 ADLNVPVKDGK JW2893 ECK2922 pgk phosphoglycerate kinase 40 578.3217 2 1154.6288 -0.0007 24.61 R V 0
208 ADLPLLSHNLPADFAALR JW0003 ECK0004 thrC threonine synthase 58 645.3549 3 1933.0429 0.0008 58.98 R K 0
209 ADLPVEPVK JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 47 484.2768 2 966.5390 0.0004 28.75 R - 0
210 ADLRNEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 13 423.2276 2 844.4406 0.0004 14.43 K I 0
211 ADLVFGSNSVLR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 57 639.3460 2 1276.6774 0.0000 46.26 R A 0
212 ADLYDKVSQAFTVFLPVR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 12 690.3748 3 2068.1026 0.0032 70.71 K S 0
213 ADMDAETAPK JW1853 ECK1865 yebC conserved protein 87 524.7344 2 1047.4542 0.0000 19.57 K L 0
214 ADMHYIIR JW1113 ECK1113 pepT peptidase T 29 509.7601 2 1017.5056 -0.0008 28.44 R D 0
215 ADMVAHVFHSVASK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 76 749.8771 2 1497.7396 -0.0001 34.40 K Y 0
216 ADNDLVDMIK JW4285 ECK4313 uxuA mannonate hydrolase 37 567.2787 2 1132.5428 -0.0005 43.83 R Q 0
217 ADNSMFIGNDPVTDETMITALNALTEGK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 70 990.1353 3 2967.3841 -0.0002 73.70 K K 0
218 ADNSMFIGNDPVTDETMITALNALTEGKK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 17 1032.8332 3 3095.4778 -0.0011 67.36 K D 0
219 ADQINEAYER JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 61 604.7808 2 1207.5470 0.0002 24.25 R M 0
220 ADQIQWSAGIEPGDPR JW3975 ECK4007 aceA isocitrate lyase 62 870.4206 2 1738.8266 -0.0008 42.15 R Y 0
221 ADQVLQDK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 75 458.7404 2 915.4662 0.0000 18.93 K L 0
222 ADRELNWR JW0742 ECK0748 galE UDP-galactose-4-epimerase 21 530.2708 2 1058.5270 0.0014 21.17 K V 0
223 ADSAEVSMIPSTK JW1853 ECK1865 yebC conserved protein 48 668.3264 2 1334.6382 -0.0004 32.14 K A 0
224 ADSVASALITQGVDASR JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 64 554.2885 3 1659.8437 0.0008 46.81 R I 0
225 ADVAPSNLAIVGR JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 102 641.8590 2 1281.7034 -0.0006 38.23 K Y 0
226 ADVDKLPIPDPEDELGYVMNAVR JW3961 ECK3989 hemE uroporphyrinogen decarboxylase 49 852.7597 3 2555.2573 -0.0003 66.82 K T 0
227 ADVLAKPAVEAVENGDIQFVPK JW4215 ECK4251 valS valyl-tRNA synthetase 13 770.7497 3 2309.2273 0.0005 49.85 R Q 0
228 ADVLPLDSNHVNTEEAR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 47 627.3090 3 1878.9052 -0.0018 33.38 R L 0
229 ADVQGSVEAISDSLLK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 121 816.4277 2 1630.8408 -0.0005 56.07 K L 0
230 ADYADSLTENGTHGSDSVESAAR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 104 785.0108 3 2352.0106 0.0004 32.81 R E 0
231 ADYLNWLR JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 35 525.7720 2 1049.5294 0.0001 51.91 K E 0
232 AEAAEINLR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 63 493.7677 2 985.5208 0.0015 26.51 R S 0
233 AEAAELEVDELKSQLADYQQALDVQQTR JW0907 ECK0915 mukB fused chromosome partitioning proteins 57 791.1450 4 3160.5509 -0.0015 61.45 R A 0
234 AEAAPAATGGGIPGMLPWPK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 70 631.3296 3 1890.9670 0.0009 52.99 R V 0
235 AEAEQTLAALTEK JW2340 ECK2337 yfcZ conserved protein 108 687.8591 2 1373.7036 -0.0002 38.97 R A 0
236 AEAFLNTELTWDGIQQPLLGHK JW2101 ECK2107 metG methionyl-tRNA synthetase 45 827.7639 3 2480.2699 0.0000 59.00 R V 0
237 AEAGDVANAILDGTDAVMLSGESAK JW1666 ECK1672 pykF pyruvate kinase I 137 1203.0780 2 2404.1414 -0.0012 64.57 R G 0
238 AEAIHYIGDLVQR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 66 742.8968 2 1483.7790 0.0007 40.93 K T 0
239 AEANPALHPGQSAAIYLK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 38 617.6635 3 1849.9687 0.0002 34.02 R G 0
240 AEAPAAAPAAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 42 484.2641 2 966.5136 0.0003 17.17 K A 0
241 AEAQVIIEQANK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 108 657.3562 2 1312.6978 -0.0008 29.64 K R 0
242 AEAQVIIEQANKR JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 49 490.6072 3 1468.7998 -0.0001 27.33 K R 0
243 AEAVCSQDAMDDIILASDVVMVAR 57.021465@C:5 JW1843 ECK1855 pykA pyruvate kinase II 64 860.4101 3 2578.2085 0.0008 70.18 R G 0
244 AEAVTCAVMQAK 57.021465@C:6 JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 35 639.8123 2 1277.6100 -0.0008 28.67 R E 0
245 AEEAAEMAISSPLLEDIDLSGAR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 25 796.7260 3 2387.1562 0.0037 62.33 R G 0
246 AEEAGVDLVEISPNAEPPVCR 57.021465@C:20 JW5829 ECK1716 infC protein chain initiation factor IF-3 57 1126.5474 2 2251.0802 0.0012 47.42 K I 0
247 AEEHISSSHGDVDYAQASAELAK JW3709 ECK3724 atpC F1 sector of membrane-bound ATP synthase, epsilon subunit 35 604.5319 4 2414.0985 -0.0001 30.01 K A 0
248 AEEIVASNPEK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 84 593.8010 2 1185.5874 -0.0002 22.75 K Y 0
249 AEELAEER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 16 473.7275 2 945.4404 0.0002 19.70 R I 0
250 AEETIFSK JW1089 ECK1089 hinT purine nucleoside phosphoramidase 36 462.7374 2 923.4602 0.0004 27.42 M I 0
251 AEEYDDEFLSLDLNVK JW0233 ECK0244 proA gamma-glutamylphosphate reductase 27 950.4469 2 1898.8792 0.0008 57.96 K I 0
252 AEFEKAAASR JW3879 ECK3901 sodA superoxide dismutase, Mn 11 360.5199 3 1078.5379 -0.0028 25.41 K F 0
253 AEFETTFADLGLK JW5531 ECK3150 deaD ATP-dependent RNA helicase 92 721.3635 2 1440.7124 -0.0012 53.60 M A 0
254 AEFGEVDILVNNAGITR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 100 909.4734 2 1816.9322 0.0005 55.53 R D 0
255 AEFGVDELQPWDIAYYSEK JW3465 ECK3483 prlC oligopeptidase A 100 1130.5263 2 2259.0380 0.0010 63.06 K Q 0
256 AEFVRDDVFK JW5898 ECK0958 yccW predicted methyltransferase 18 409.2117 3 1224.6133 -0.0005 33.49 K L 0
257 AEFYSEVLTIVVDGK JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 77 835.4374 2 1668.8602 -0.0007 64.10 K E 0
258 AEGALLINAVGVDDVK JW5427 ECK2653 ygaT predicted protein 54 792.4354 2 1582.8562 -0.0004 48.54 R Q 0
259 AEGDGEGFIVIDDLVDTGGTAVAIR JW0228 ECK0239 gpt guanine-hypoxanthine phosphoribosyltransferase 113 1245.6206 2 2489.2266 -0.0018 67.23 R E 0
260 AEGEILLDGDNILTNSQDIALLR JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 27 828.4387 3 2482.2943 0.0027 65.24 R A 0
261 AEGGTGDAISGFEGSVPNPYVK JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 73 1076.5105 2 2151.0064 -0.0054 47.66 K A 0
262 AEGILGTIAGDDTIFTTPANGFTVK JW3206 ECK3226 argR DNA-binding transcriptional dual regulator, L-arginine-binding 47 837.0991 3 2508.2755 0.0008 64.68 K D 0
263 AEGISSYYDELIEMTSYWHLLGEGTHTVNGK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 25 875.9127 4 3499.6217 -0.0024 73.11 R T 0
264 AEGKDYIVK JW1194 ECK1191 ychF predicted GTP-binding protein 27 341.5222 3 1021.5448 0.0003 19.99 R D 0
265 AEGKSEFAENDAYVHATPLIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 65 773.3852 3 2317.1338 0.0001 37.59 K R 0
266 AEGLFKEER JW3592 ECK3607 kbl glycine C-acetyltransferase 62 539.7800 2 1077.5454 0.0000 22.80 R I 0
267 AEGPTAFVSIMEGCNK 57.021465@C:14 JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 61 855.8950 2 1709.7754 0.0003 53.90 R Y 0
268 AEGQPDAAMEDGDALIFMNFR JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 51 766.6777 3 2297.0113 0.0021 63.10 R A 0
269 AEIDQVK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 42 401.7189 2 801.4232 0.0000 19.46 R A 0
270 AEIEGEIGDSHMGLAAR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 56 585.9483 3 1754.8231 -0.0025 35.27 K M 0
271 AEIGHVSAER JW2385 ECK2384 glk glucokinase 11 356.8524 3 1067.5354 -0.0004 18.85 R V 0
272 AEILHGISAEELEQLITLIAK JW5267 ECK1638 slyA DNA-binding transcriptional activator 48 764.4336 3 2290.2790 0.0007 76.46 R L 0
273 AEITASLVK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 56 466.2763 2 930.5380 -0.0005 31.69 M E 0
274 AEITPANADTVTR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 75 679.8488 2 1357.6830 -0.0008 27.20 R E 0
275 AEIVASFER JW4185 ECK4222 ppa inorganic pyrophosphatase 63 511.2692 2 1020.5238 -0.0001 33.15 K A 0
276 AEKLLER JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 13 429.7548 2 857.4950 -0.0020 19.76 R L 0
277 AEKLPQVASPLTFATEEEIR JW0190 ECK0194 proS prolyl-tRNA synthetase 33 743.7303 3 2228.1691 0.0002 48.68 K A 0
278 AELALLK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 31 379.2445 2 756.4744 0.0000 36.15 K E 0
279 AELAVLEK JW1194 ECK1191 ychF predicted GTP-binding protein 56 436.7583 2 871.5020 0.0006 30.03 K C 0
280 AELDALQAEIR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 75 614.8302 2 1227.6458 -0.0001 41.55 K D 0
281 AELDEYREELVSHFAR JW5539 ECK3222 yhcB conserved protein 44 655.3217 3 1962.9433 -0.0001 50.25 K S 0
282 AELDGKPVIVCSTGIGGPSTSIAVEELAQLGIR 57.021465@C:11 JW3808 ECK3825 udp uridine phosphorylase 45 835.1976 4 3336.7613 0.0014 63.54 R T 0
283 AELEGIIK JW3775 ECK3797 hemX uroporphyrinogen III methylase 33 436.7580 2 871.5014 0.0001 34.37 K Q 0
284 AELEQAK JW2573 ECK2590 clpB protein disaggregation chaperone 15 394.7114 2 787.4082 0.0007 17.43 K I 0
285 AELGLDAAGMEAK JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 65 638.3156 2 1274.6166 -0.0010 36.58 R I 0
286 AELLLGVNIDHIATLR JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 14 583.3404 3 1746.9994 0.0003 55.29 M N 0
287 AELLYGVIDNSDFYR JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 93 887.9366 2 1773.8586 0.0014 56.90 K N 0
288 AELMAVLAHAGMTR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 61 490.9236 3 1469.7490 0.0007 46.77 K S 0
289 AEMENLR JW2594 ECK2610 grpE heat shock protein 37 431.7085 2 861.4024 0.0011 22.50 K R 0
290 AEMNIAPGKPLELLLR JW4215 ECK4251 valS valyl-tRNA synthetase 36 883.0061 2 1763.9976 0.0009 53.50 R G 0
291 AEMSEYLFDK JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 60 616.7786 2 1231.5426 -0.0004 43.14 K L 0
292 AENISVAQYCQMANYLAENAPLQES 57.021465@C:10 JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 38 938.7614 3 2813.2624 -0.0012 63.57 R - 0
293 AENITAQPFDAVIFHGDSDQLR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 60 815.3994 3 2443.1764 -0.0005 50.82 K A 0
294 AENMLWHK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 33 514.7528 2 1027.4910 0.0002 25.65 R L 0
295 AENQYYGTGR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 68 579.7621 2 1157.5096 -0.0005 21.25 M R 0
296 AENTVVTGAGWLK JW1656 ECK1660 ydhQ conserved protein 81 673.3596 2 1344.7046 0.0009 40.27 R V 0
297 AEPLFGDEPWWVR JW3563 ECK3579 selB selenocysteinyl-tRNA-specific translation factor 48 801.3905 2 1600.7664 -0.0009 59.49 K D 0
298 AEPLISEMEAVINK JW5267 ECK1638 slyA DNA-binding transcriptional activator 23 772.4055 2 1542.7964 0.0001 61.32 K T 0
299 AEQAALQADKR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 29 400.8820 3 1199.6242 -0.0016 17.45 R I 0
300 AEQGKLDPVIGR JW2573 ECK2590 clpB protein disaggregation chaperone 74 641.8584 2 1281.7022 -0.0018 24.86 R D 0
301 AEQISMIFQDPMTSLNPYMR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 69 1186.5566 2 2371.0986 -0.0024 64.80 R V 0
302 AEQQGINAEK JW5689 ECK3404 malP maltodextrin phosphorylase 20 544.2728 2 1086.5310 0.0006 17.65 R L 0
303 AEQQLDKDSAIVPVYYYVNAR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 33 814.7479 3 2441.2219 -0.0006 49.52 K L 0
304 AEQWATGLK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 62 502.2640 2 1002.5134 0.0000 31.31 K Y 0
305 AESCDDCDTYLK 57.021465@C:4,57.021465@C:7 JW3862 ECK3884 fdhE formate dehydrogenase formation protein 84 738.7841 2 1475.5536 -0.0009 25.64 K I 0
306 AESFQAVADATLAYHKK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 15 617.3199 3 1848.9379 0.0009 39.99 R G 0
307 AESFTTTNR JW3737 ECK3757 yifE conserved protein 55 513.7464 2 1025.4782 0.0005 20.09 M Y 0
308 AESFYGGGAEGYTDYPTL JW1642 ECK1646 nemA N-ethylmaleimide reductase, FMN-linked 25 949.4099 2 1896.8052 -0.0002 53.45 R - 0
309 AESIGDAMK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 35 461.2210 2 920.4274 0.0002 25.06 K K 0
310 AETAEKYGDEQVK JW0738 ECK0744 gpmA phosphoglyceromutase 1 75 734.3518 2 1466.6890 0.0002 20.52 K Q 0
311 AETLYYIVK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 22 550.3069 2 1098.5992 0.0033 38.12 K G 0
312 AETNIQYEGR JW1178 ECK1177 dadA D-amino acid dehydrogenase 69 590.7832 2 1179.5518 -0.0001 22.23 R Q 0
313 AETYTGGLK JW2203 ECK2207 ompC outer membrane porin protein C 44 470.2428 2 938.4710 0.0002 21.42 R Y 0
314 AEVEVDAK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 35 430.7216 2 859.4286 0.0001 19.49 R T 0
315 AEVMDAVAPGGLGGTYAGNPIACVAALEVLK 57.021465@C:23 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 22 1005.5158 3 3013.5256 0.0003 67.60 R V 0
316 AEVVAHGR JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 49 419.7301 2 837.4456 0.0000 14.22 K G 0
317 AEWHQLVADLQR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 65 733.3803 2 1464.7460 -0.0012 42.91 R E 0
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318 AEWSGEYISPYAEHGKK JW3909 ECK3930 metJ DNA-binding transcriptional repressor, S-adenosylmethionine-binding 24 651.3108 3 1950.9106 -0.0007 32.12 M S 0
319 AEYLESPTIDER JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 76 711.8409 2 1421.6672 -0.0002 35.70 K E 0
320 AEYLESPTIDEREQEVLVR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 40 759.3848 3 2275.1326 -0.0005 42.45 K T 0
321 AEYLLSLHGFDLASEQHTVR JW2511 ECK2524 hscB DnaJ-like molecular chaperone specific for IscU 31 762.7224 3 2285.1454 0.0015 50.19 R D 0
322 AEYTPHVDTGDYIIVLNADK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 111 1117.5517 2 2233.0888 -0.0013 48.06 K V 0
323 AEYTPHVDTGDYIIVLNADKVAVTGNK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 25 726.6254 4 2902.4725 0.0014 50.27 K R 0
324 AFAAMHK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 44 388.1997 2 774.3848 0.0001 18.44 R E 0
325 AFADIVK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 18 382.2210 2 762.4274 -0.0001 30.85 R I 0
326 AFAENWLGK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 50 518.2663 2 1034.5180 -0.0004 41.92 R R 0
327 AFAENWLGKR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 89 596.3166 2 1190.6186 -0.0008 34.82 R L 0
328 AFASDNATVVIGTSLDPDMNDELR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 63 1276.1028 2 2550.1910 0.0003 55.71 R V 0
329 AFAYGLKPIVVINK JW5571 ECK3864 bipA GTP-binding protein 52 766.9628 2 1531.9110 -0.0014 43.68 K V 0
330 AFDDVMAGK JW2861 ECK2888 dsbC protein disulfide isomerase II 53 477.2231 2 952.4316 -0.0006 33.16 K S 0
331 AFDFACLPNEGVGLAR 57.021465@C:6 JW1692 ECK1700 pps phosphoenolpyruvate synthase 56 868.9249 2 1735.8352 0.0001 53.87 R L 0
332 AFDGYWGTKPQIDTLVFSITPDASVR JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 17 962.1564 3 2883.4474 0.0030 63.01 K Y 0
333 AFDQIDNAPEEK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 60 688.8210 2 1375.6274 0.0018 27.81 R A JW3943
334 AFDVLSDDDALPLNSLLAAISR JW0744 ECK0750 modE DNA-binding transcriptional dual regulator 45 772.7411 3 2315.2015 0.0007 79.78 K F 0
335 AFEDAVVDTLMIK JW3036 ECK3054 ygjD predicted peptidase 17 726.3763 2 1450.7380 0.0003 58.61 R C 0
336 AFFANPVLTGAVDK JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 69 725.3895 2 1448.7644 -0.0018 47.82 R A 0
337 AFGGGADFVMLGGMLAGHEESGGR JW0101 ECK0104 guaC GMP reductase 83 775.0244 3 2322.0514 -0.0007 57.84 K I 0
338 AFIEVGQK JW3223 ECK3242 accB acetyl CoA carboxylase, BCCP subunit 37 446.2503 2 890.4860 -0.0001 28.88 K V 0
339 AFIGIDGWQPETGFTGR JW1276 ECK1279 yciT predicted DNA-binding transcriptional regulator 60 926.4551 2 1850.8956 0.0005 56.73 K D 0
340 AFIGLELVPGTR JW4312 ECK4339 hsdM DNA methylase M 24 636.8698 2 1271.7250 0.0013 53.94 R R 0
341 AFITPLSLQAVSGYPVSDSLLDPAAEAAMGHIELGK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 30 917.9773 4 3667.8801 -0.0006 70.56 K W 0
342 AFLDAGHYQPLR JW1811 ECK1820 rrmA 23S rRNA m1G745 methyltransferase 11 463.2421 3 1386.7045 0.0000 38.11 R D 0
343 AFLEFAAEDLGADYIATGHYVR JW1119 ECK1119 trmU tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase 79 810.3972 3 2428.1698 -0.0002 61.43 K R 0
344 AFLGLPVGGIR JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 18 550.3351 2 1098.6556 0.0008 50.45 R Q 0
345 AFLIDDAKDIQEEWVK JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 45 640.6635 3 1918.9687 0.0010 56.97 R E 0
346 AFLNDKLDLAQAEAIADLIDASSEQAAR JW3684 ECK3699 trmE GTPase 45 987.1715 3 2958.4927 -0.0007 68.65 R S 0
347 AFLPGSLVDVRPVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 42 509.3001 3 1524.8785 0.0008 46.52 R D 0
348 AFLQELQEASDR JW1756 ECK1765 ansA cytoplasmic L-asparaginase I 72 703.8488 2 1405.6830 -0.0007 45.23 K G 0
349 AFLYALATAGQAGVANLLNLIEK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 50 787.7777 3 2360.3113 0.0010 80.19 R E 0
350 AFLYALATAGQAGVANLLNLIEKEMK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 71 917.1703 3 2748.4891 0.0007 80.23 R V 0
351 AFNEALPLTGVVLTK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 77 786.9538 2 1571.8930 0.0009 53.84 K V 0
352 AFNEMQPIVDR 15.994915@M:5 JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 56 668.3219 2 1334.6292 0.0005 28.12 K Q 0
353 AFNPWPMSWLEIEGQPVK JW3249 ECK3274 fmt 10-formyltetrahydrofolate:L-methionyl-tRNA(fMet) N-formyltransferase 56 1065.0303 2 2128.0460 0.0009 69.06 R V 0
354 AFNVEGILCLPIQDSDK 57.021465@C:9 JW3645 ECK3661 ilvN acetolactate synthase I, small subunit 44 959.9825 2 1917.9504 -0.0001 62.62 R S 0
355 AFPETAATGGIIESELVAIPAMQK JW2363 ECK2362 dsdA D-serine ammonia-lyase 28 815.4297 3 2443.2673 0.0004 62.60 K R 0
356 AFPGLNGMDLAK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 65 617.3187 2 1232.6228 0.0006 45.58 R E 0
357 AFQELNAIDVL JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 80 616.8299 2 1231.6452 0.0005 59.70 K - 0
358 AFQMMTSLGSLK JW3154 ECK3176 ispB octaprenyl diphosphate synthase 73 657.3331 2 1312.6516 -0.0003 48.64 R V 0
359 AFSILLK JW4099 ECK4133 aspA aspartate ammonia-lyase 39 396.2549 2 790.4952 -0.0001 43.93 R E 0
360 AFSILLKEEVK JW4099 ECK4133 aspA aspartate ammonia-lyase 42 426.2551 3 1275.7435 -0.0003 39.40 R N 0
361 AFSQFLNLANTAEQYHSISPK JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 54 789.3972 3 2365.1698 -0.0005 52.36 R G 0
362 AFTDFFAR JW0176 ECK0180 lpxA UDP-N-acetylglucosamine acetyltransferase 30 487.7402 2 973.4658 0.0002 49.63 K S 0
363 AFTGVGGTPLFIEK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 69 718.8927 2 1435.7708 -0.0002 48.18 R A 0
364 AFTNYLPGFNIPMLPR JW1279 ECK1281 rnb ribonuclease II 19 925.9855 2 1849.9564 0.0016 65.60 R E 0
365 AFTSEEFTHFLEELTK JW2750 ECK2773 eno enolase 37 964.9679 2 1927.9212 0.0010 68.53 K Q 0
366 AFTTQLTVLLMLVAKLSR 15.994915@M:11 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 27 674.3994 3 2020.1764 0.0009 79.71 K L 0
367 AFVEYLNK JW5625 ECK3691 gyrB DNA gyrase, subunit B 46 492.2634 2 982.5122 0.0000 36.42 K N 0
368 AFVNADFDGFAR JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 79 665.3147 2 1328.6148 0.0000 47.09 R K 0
369 AGAANAALLAAQILATHDKELHQR JW0512 ECK0516 purE N5-carboxyaminoimidazole ribonucleotide mutase 45 621.5922 4 2482.3397 -0.0008 47.36 K L 0
370 AGAGTDAAIDSLKPYLDK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 38 602.6475 3 1804.9207 0.0001 45.43 K G 0
371 AGAGTDAAIDSLKPYLDKGDIIIDGGNTFFQDTIR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 10 917.9663 4 3667.8361 -0.0009 65.86 K R 0
372 AGAGTDAAIDSLKPYLDKGDIIIDGGNTFFQDTIRR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 50 956.9911 4 3823.9353 -0.0028 64.89 K N 0
373 AGALIAPIQIVEER JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 25 740.4299 2 1478.8452 -0.0003 52.24 R T 0
374 AGALIMAAR JW3138 ECK3158 nusA transcription termination/antitermination L factor 44 437.2529 2 872.4912 0.0010 30.66 K N 0
375 AGAPFGPGANPMHGR JW0886 ECK0894 pflB pyruvate formate lyase I 78 718.8470 2 1435.6794 0.0016 28.42 R D 0
376 AGAPLLACEVVPSQEETLAQTAHWITER 57.021465@C:8 JW2243 ECK2242 yfaY conserved protein 40 1026.5157 3 3076.5253 -0.0034 61.73 R R 0
377 AGAWYSYK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 52 473.2268 2 944.4390 -0.0002 31.58 K G 0
378 AGAWYSYKGEK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 48 630.3059 2 1258.5972 -0.0009 26.79 K I 0
379 AGCPVSQVLK 57.021465@C:3 JW1477 ECK1476 osmC osmotically inducible, stress-inducible membrane protein 20 529.7871 2 1057.5596 0.0007 29.36 K A 0
380 AGDDAARPEWLEPEFGVR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 58 672.3252 3 2013.9538 -0.0005 47.53 R D 0
381 AGDEGKLFGSIGTR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 68 704.3649 2 1406.7152 0.0000 33.80 K D 0
382 AGDIAAAIGLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 88 500.2953 2 998.5760 0.0001 42.28 R D 0
383 AGDIAAAIGLKDVTTGDTLCDPDAPIILER 57.021465@C:20 JW3302 ECK3327 fusA protein chain elongation factor EF-G 29 1027.8638 3 3080.5696 -0.0004 58.53 R M 0
384 AGDIHPVYK JW4171 ECK4209 cpdB 2':3'-cyclic-nucleotide 2'-phosphodiesterase 21 333.8467 3 998.5183 -0.0002 20.22 K A 0
385 AGDKEEAIR JW2156 ECK2162 fruB fused fructose-specific PTS enzyme IIA component -!- HPr component 16 330.1732 3 987.4978 -0.0008 16.05 K Q 0
386 AGDMVIDGSVR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 95 560.2764 2 1118.5382 -0.0007 28.82 R G 0
387 AGDNAPMAYIELVDR 15.994915@M:7 JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 81 825.8929 2 1649.7712 -0.0007 46.23 R S 0
388 AGDQIQSGVDAAIKPGNTLPMR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 72 747.0545 3 2238.1417 -0.0008 40.93 K N 0
389 AGDVITSLNGKPISSFAALR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 34 673.0390 3 2016.0952 -0.0052 48.39 K A 0
390 AGEEFTIDVTFPEEYHAENLK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 53 813.7164 3 2438.1274 -0.0003 52.29 K G 0
391 AGEFAEPICELELELLSGDTR 57.021465@C:9 JW3026 ECK3044 ygiF predicted adenylate cyclase 40 783.7143 3 2348.1211 0.0005 73.14 K A 0
392 AGEFDPEKWIASLGITSQK JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 49 693.0250 3 2076.0532 0.0006 65.37 K S 0
393 AGEHIGICSVCSAHPLVIEAALAFDR 57.021465@C:8,57.021465@C:11 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 83 931.7979 3 2792.3719 -0.0019 54.18 K N 0
394 AGEIHPAADNNWR JW4171 ECK4209 cpdB 2':3'-cyclic-nucleotide 2'-phosphodiesterase 64 484.2319 3 1449.6739 -0.0011 24.55 R L 0
395 AGEITAMAHTR JW2876 ECK2903 pepP proline aminopeptidase P II 69 386.5291 3 1156.5655 -0.0003 22.19 R A 0
396 AGELIGMVAQQVGGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 86 729.3927 2 1456.7708 0.0001 48.21 K G 0
397 AGELLLGVGIPVEQHYGPMSEVAPGWK JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 55 945.4893 3 2833.4461 -0.0012 59.22 R L 0
398 AGENVGVLLR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 78 514.2982 2 1026.5818 -0.0003 33.88 R G JW3943
399 AGETLGIVGESGSGK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 97 681.3484 2 1360.6822 -0.0010 30.33 R S 0
400 AGETYNIGGHNEK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 106 695.3233 2 1388.6320 0.0001 20.08 K K 0
401 AGEWTASIGPDWYGTDVHHK JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 34 743.0111 3 2226.0115 -0.0015 43.08 K T 0
402 AGFAQVFVLK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 78 540.3163 2 1078.6180 0.0007 47.87 K E 0
403 AGFLAAIAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 66 431.2632 2 860.5118 -0.0001 39.45 K G 0
404 AGFLAAIAKGEAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 91 623.8606 2 1245.7066 -0.0014 36.60 K S 0
405 AGFTITDVNPDFVIVGETR JW0661 ECK0663 nagD UMP phosphatase 83 1026.0251 2 2050.0356 -0.0014 60.72 K S 0
406 AGGAGALLVSRPLDIDLPQLIVK JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 53 772.7934 3 2315.3584 0.0007 61.26 K D 0
407 AGGAPTLAVGIAHVFHK JW5791 ECK4344 yjiY predicted inner membrane protein 27 412.2347 4 1644.9097 -0.0004 42.11 R V 0
408 AGGGSATLSMGQAAAR 15.994915@M:10 JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 81 711.3434 2 1420.6722 -0.0005 20.35 K F 0
409 AGGMGLILGR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 26 472.7709 2 943.5272 -0.0001 39.62 R K 0
410 AGGPLYLYR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 53 505.2770 2 1008.5394 0.0003 38.51 K L 0
411 AGGRIPLIIGR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 37 374.9081 3 1121.7025 -0.0009 34.50 R G 0
412 AGGVFTDEAIDAYIALR JW3841 ECK3863 glnA glutamine synthetase 118 891.4566 2 1780.8986 -0.0009 60.13 K R 0
413 AGGYLTDGTELHDTNFAR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 13 646.6390 3 1936.8952 0.0037 37.93 K I 0
414 AGHGSRREIESIIEAGR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 19 613.3271 3 1836.9595 0.0040 50.58 R V 0
415 AGIAEIMTALAVLQQK JW1113 ECK1113 pepT peptidase T 26 552.9833 3 1655.9281 0.0002 68.85 K K 0
416 AGIALNDNFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 43 581.3165 2 1160.6184 -0.0005 39.40 K L 0
417 AGIEAANFPFCTIEPNTGVVPMPDPR 57.021465@C:11 JW1194 ECK1191 ychF predicted GTP-binding protein 13 934.1187 3 2799.3343 -0.0015 59.55 K L 0
418 AGIEHGLLYNQEQR JW2498 ECK2510 hisS histidyl tRNA synthetase 45 543.2771 3 1626.8095 -0.0018 29.21 R L 0
419 AGIELTLFHGR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 35 405.2275 3 1212.6607 -0.0008 42.15 K G 0
420 AGIGINAGR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 13 414.7378 2 827.4610 -0.0003 24.15 R I 0
421 AGILAQVPAGR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 65 526.8140 2 1051.6134 -0.0002 33.69 R L 0
422 AGIVEFAQALSAR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 80 666.8672 2 1331.7198 0.0002 53.05 K G 0
423 AGKPLLIIAEDVEGEALATLVVNTMR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 63 908.5057 3 2722.4953 0.0014 79.85 K G 0
424 AGLADAICDLVSTGATLEANGLR 57.021465@C:8 JW2001 ECK2014 hisG ATP phosphoribosyltransferase 90 763.3903 3 2287.1491 0.0013 78.93 R E 0
425 AGLENQLPHHFKDTLR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 64 625.9985 3 1874.9737 -0.0014 31.36 R I 0
426 AGLGHEHKPVGSFLFAGPTGVGK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 82 1132.1037 2 2262.1928 0.0021 36.15 R T 0
427 AGLGMMDGVLENVPSAR JW2483 ECK2494 upp uracil phosphoribosyltransferase 85 858.9257 2 1715.8368 0.0034 52.25 R I 0
428 AGLGYVHNSLSNMQPQVAMWR JW0172 ECK0176 yaeT conserved protein 96 1180.0751 2 2358.1356 -0.0003 47.22 R Y 0
429 AGLHQAGVDGK JW3149 ECK3171 dacB D-alanyl-D-alanine carboxypeptidase 14 526.7774 2 1051.5402 -0.0007 19.77 R V 0
430 AGLIGFSK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 44 396.7342 2 791.4538 -0.0002 35.15 K S 0
431 AGLINSGGAAGGETDLSDAVR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 114 965.9760 2 1929.9374 -0.0016 41.05 R T 0
432 AGLNEINLPELQAGSSIMPAK JW4099 ECK4133 aspA aspartate ammonia-lyase 78 1077.0671 2 2152.1196 0.0000 54.75 R V 0
433 AGLNEIR JW2889 ECK2918 yggE conserved protein 55 386.7193 2 771.4240 0.0002 22.13 K S 0
434 AGLPAQVMIDFSHANSSK JW0737 ECK0743 aroG 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, phenylalanine repressible 16 624.9806 3 1871.9200 0.0000 47.49 K Q 0
435 AGLSVDGVFNLTNIDR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 77 845.9414 2 1689.8682 -0.0003 57.81 R W 0
436 AGLTFLVDLIK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 39 595.3637 2 1188.7128 0.0012 66.71 K N 0
437 AGLTLGVDPLGGSGIEYWK JW0675 ECK0676 pgm phosphoglucomutase 104 967.0073 2 1932.0000 0.0009 59.10 K R 0
438 AGLVDFAELLLR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 15 658.8833 2 1315.7520 0.0021 76.23 R A 0
439 AGLVDILGASGAENVQGEVQQK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 116 1092.0688 2 2182.1230 0.0001 52.96 K L 0
440 AGLVELVEINHVHR JW1576 ECK1579 speG spermidine N1-acetyltransferase 40 529.2986 3 1584.8740 0.0003 39.18 K R 0
441 AGLVGFSVSNLR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 53 610.3444 2 1218.6742 0.0023 46.28 K I 0
442 AGLVTSK JW0345 ECK0351 yaiL nucleoprotein/polynucleotide-associated enzyme 15 338.2053 2 674.3960 -0.0001 19.10 K K 0
443 AGMAVGLAGLFIEAHPDPEHAK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 79 558.5377 4 2230.1217 0.0013 51.47 R C 0
444 AGMDSHGFGMASVR JW3592 ECK3607 kbl glycine C-acetyltransferase 71 711.8157 2 1421.6168 -0.0012 31.59 K F 0
445 AGMNPVDYTVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 68 597.7947 2 1193.5748 -0.0002 33.66 K S 0
446 AGMVAGVIVNR JW3808 ECK3825 udp uridine phosphorylase 66 543.8078 2 1085.6010 -0.0004 32.20 R T 0
447 AGNDANRQELLTTLQNLSNDELLPVAR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 60 989.1830 3 2964.5272 0.0009 62.78 R A 0
448 AGNKGAEAALTALEMINVLK JW0405 ECK0409 ribE riboflavin synthase beta chain 76 672.0385 3 2013.0937 0.0009 63.13 K A 0
449 AGNLIAK JW2517 ECK2530 suhB inositol monophosphatase 37 343.7130 2 685.4114 -0.0008 19.39 K N 0
450 AGNTNVIHMHGELLK JW1106 ECK1106 cobB deacetylase of acetyl-CoA synthetase, NAD-dependent 25 409.2170 4 1632.8389 -0.0017 29.08 R V 0
451 AGNVAADGVIK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 74 507.7827 2 1013.5508 0.0004 23.73 K T 0
452 AGPGSLGPVNMPIPVVIDR JW0190 ECK0194 proS prolyl-tRNA synthetase 70 945.0194 2 1888.0242 0.0003 56.07 K T 0
453 AGPLAGYPVVDMGIR JW3302 ECK3327 fusA protein chain elongation factor EF-G 68 505.9376 3 1514.7910 -0.0006 51.05 K L 0
454 AGQEHLVAK JW0637 ECK0635 leuS leucyl-tRNA synthetase 50 476.7640 2 951.5134 -0.0002 17.57 R Y 0
455 AGQGDEQAQQLIHR JW5538 ECK3211 nanK predicted N-acetylmannosamine kinase 62 517.5938 3 1549.7596 -0.0001 24.46 R S 0
456 AGQLNPDTR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 29 486.2488 2 970.4830 -0.0001 19.13 K I 0
457 AGQNAMDATVLEITK JW5300 ECK1830 proQ predicted structural transport element 132 781.3983 2 1560.7820 0.0004 44.33 K D 0
458 AGQSVQFDVHQGPK JW0864 ECK0871 cspD cold shock protein homolog 25 499.9199 3 1496.7379 0.0008 25.48 K G 0
459 AGQTFTFTTDK JW1666 ECK1672 pykF pyruvate kinase I 54 608.7958 2 1215.5770 0.0000 31.82 K S 0
460 AGQTSMIAR JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 97 467.7422 2 933.4698 -0.0004 20.35 R L 0
461 AGQWQQVQLESWK JW5413 ECK2605 rimM 16S rRNA processing protein 67 794.3994 2 1586.7842 0.0001 44.47 K H 0
462 AGQYAYR JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 38 414.7035 2 827.3924 -0.0001 19.08 K D 0
463 AGQYLMVVMDER JW3820 ECK3836 fre flavin reductase 25 706.3388 2 1410.6630 -0.0005 46.95 R D 0
464 AGSGALTLGQPNSPGVPADFAK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 84 1028.0285 2 2054.0424 -0.0007 43.18 K Y 0
465 AGTGCGGCIPLVTQVLNAELAK 57.021465@C:5,57.021465@C:8 JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 74 743.7172 3 2228.1298 0.0006 62.89 K Q 0
466 AGTGGDEAALFAGDLFR JW1202 ECK1199 prfA peptide chain release factor RF-1 46 834.4057 2 1666.7968 0.0018 57.32 R M 0
467 AGTGIDELLDAILLQAEVLELK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 61 775.4373 3 2323.2901 0.0015 80.45 K A 0
468 AGTHDSHGAPLGDAEIALTR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 75 663.6642 3 1987.9708 -0.0002 33.68 K E 0
469 AGVDFEIVNNESDPR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 90 831.3920 2 1660.7694 0.0002 42.37 K F 0
470 AGVDVLGISTDKPEK JW2465 ECK2476 bcp thiol peroxidase, thioredoxin-dependent 80 764.9142 2 1527.8138 -0.0005 35.03 K L 0
471 AGVEAGR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 44 330.1777 2 658.3408 0.0010 14.08 K G 0
472 AGVEVDDR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 62 430.7088 2 859.4030 -0.0004 19.12 K G 0
473 AGVEVDDRGFIR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 31 445.2333 3 1332.6781 -0.0005 33.14 K V 0
474 AGVHFGHQTR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 19 370.5242 3 1108.5508 -0.0019 17.97 K Y 0
475 AGVLAEVR JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 46 407.7428 2 813.4710 0.0003 25.56 K R 0
476 AGVLNEQQAQELIDHFIMK JW5522 ECK3103 tdcE pyruvate formate-lyase 4/2-ketobutyrate formate-lyase 43 728.7089 3 2183.1049 0.0005 63.82 K I 0
477 AGVNPDLVYQAIR JW5526 ECK3113 garR tartronate semialdehyde reductase 86 708.3857 2 1414.7568 0.0000 46.28 K G 0
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478 AGVPAGVFNVVTGSAGAVGNELTSNPLVR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 15 918.4908 3 2752.4506 -0.0001 66.76 R K 0
479 AGVPCVPGSDGPLGDDMDKNR 57.021465@C:5 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 52 719.6611 3 2155.9615 -0.0010 37.34 K A 0
480 AGVPVQDMEMWQFHPTGIAGAGVLVTEGCR 57.021465@C:29 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 86 1071.8471 3 3212.5195 -0.0010 59.18 R G 0
481 AGVSNLLDILSAVTGQSIPELEK JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 77 785.4324 3 2353.2754 0.0015 79.95 K Q 0
482 AGVSYVDYHIQFHQR JW3823 ECK3839 pepQ proline dipeptidase 84 910.4480 2 1818.8814 0.0014 35.67 K I 0
483 AGVWPLEDNPLVNAPHIQSELVAEWAHPYSR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 31 874.6912 4 3494.7357 -0.0014 68.36 K E 0
484 AGWCADYNEPTSFLNTMLSNSSMNTAHYK 57.021465@C:4 JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 106 1104.1458 3 3309.4156 -0.0008 62.45 R S 0
485 AGWYNHYGR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 42 562.2568 2 1122.4990 -0.0004 25.07 R V 0
486 AGYAEDEVVAVSK JW2563 ECK2577 yfiD pyruvate formate lyase subunit 107 669.3330 2 1336.6514 0.0004 31.79 K L 0
487 AGYNLVASATEGQMR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 86 784.3799 2 1566.7452 -0.0006 40.18 K L 0
488 AGYSLVVADRNPEAIADVIAAGAETASTAK JW5526 ECK3113 garR tartronate semialdehyde reductase 38 977.8402 3 2930.4988 0.0003 59.01 K A 0
489 AHALFTR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 26 408.2294 2 814.4442 -0.0006 21.60 R D 0
490 AHEFLHEMNR JW4198 ECK4234 treC trehalose-6-P hydrolase 34 428.5373 3 1282.5901 0.0024 23.79 R D 0
491 AHEFTFQQLR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 43 638.8251 2 1275.6356 -0.0004 33.72 R R 0
492 AHEGSTGFIPAGMDGNAEVIGAYAWAHEMSSGK JW4346 ECK4375 deoB phosphopentomutase 15 837.8816 4 3347.4973 -0.0002 57.14 K D 0
493 AHFGFNMPILYNAR JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 61 825.9135 2 1649.8124 -0.0011 49.05 R R 0
494 AHGGENIHIISK JW1666 ECK1672 pykF pyruvate kinase I 29 425.8979 3 1274.6719 -0.0011 20.06 K I 0
495 AHGTIAEVVNHFK JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 49 474.9210 3 1421.7412 -0.0004 33.48 K K 0
496 AHGTIAEVVNHFKK JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 31 517.6191 3 1549.8355 -0.0011 30.79 K R 0
497 AHHLDAHYITR JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 21 445.2299 3 1332.6679 -0.0007 20.00 K L 0
498 AHHVGEWASLR JW0988 ECK0994 yccJ predicted protein 42 421.5513 3 1261.6321 0.0005 25.16 K N 0
499 AHHYPSELSGGQQQR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 64 565.6053 3 1693.7941 0.0021 18.80 R V 0
500 AHIEEMKK JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 11 329.1757 3 984.5053 -0.0008 16.22 R A 0
501 AHIVATNPPFGSAAGTNITR JW4312 ECK4339 hsdM DNA methylase M 64 665.6849 3 1994.0329 -0.0005 33.61 K T 0
502 AHIVELVR JW0232 ECK0243 proB gamma-glutamate kinase 42 468.7850 2 935.5554 0.0002 26.07 R Q 0
503 AHKDLDLAK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 43 505.7852 2 1009.5558 0.0003 10.99 R A 0
504 AHKPGSATIALNK JW2601 ECK2616 smpB trans-translation protein 50 436.5853 3 1306.7341 -0.0015 18.49 K R 0
505 AHKPGSATIALNKR JW2601 ECK2616 smpB trans-translation protein 77 732.4263 2 1462.8380 0.0013 17.74 K A 0
506 AHLAPFVPGHSVVQIEGMLTR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 61 753.7402 3 2258.1988 -0.0005 50.28 K Q 0
507 AHLKPWQSVGTR JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 31 460.5906 3 1378.7500 0.0031 23.91 R A 0
508 AHLLKPYLTSR JW0566 ECK0569 ybdG predicted mechanosensitive channel 31 433.5900 3 1297.7482 -0.0024 25.80 K H 0
509 AHLQHMDGVMVGR JW5950 ECK4041 yjbN tRNA-dihydrouridine synthase A 54 484.2394 3 1449.6964 -0.0005 25.51 K E 0
510 AHPDVELYTASIDQGLNEHGYIIPGLGDAGDK JW2483 ECK2494 upp uracil phosphoribosyltransferase 76 842.1621 4 3364.6193 -0.0019 56.09 K I 0
511 AHPDVFNILLQVLDDGR JW2573 ECK2590 clpB protein disaggregation chaperone 57 641.3427 3 1921.0063 0.0007 74.04 K L 0
512 AHPDVFNILLQVLDDGRLTDGQGR JW2573 ECK2590 clpB protein disaggregation chaperone 73 663.0987 4 2648.3657 -0.0014 70.69 K T 0
513 AHPHLLAER JW3725 ECK3740 yieN fused predicted transcriptional regulators 16 522.2917 2 1042.5688 0.0016 18.64 M I 0
514 AHPLSLGMLGMHGVR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 64 525.9463 3 1574.8171 -0.0004 38.19 K S 0
515 AHPSLTLHQDPVYVTR JW5187 ECK1188 dhaK dihydroxyacetone kinase, N-terminal domain 38 611.9909 3 1832.9509 -0.0024 30.98 K A 0
516 AHRPIIDELQER JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 60 492.9352 3 1475.7838 -0.0008 28.73 R M 0
517 AHTQQFHHWQVLSR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 59 592.3006 3 1773.8800 -0.0012 25.77 R Q 0
518 AHVKGESTEALLPNMVATSLAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 66 756.4070 3 2266.1992 0.0001 41.94 R L 0
519 AHVTAETPK JW5756 ECK4245 yjgK conserved protein 33 477.2561 2 952.4976 -0.0002 16.75 K G 0
520 AHYDGVLGINIGK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 62 678.8669 2 1355.7192 -0.0005 40.45 K N 0
521 AHYVDIIFGPQTLHR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 53 589.6489 3 1765.9249 -0.0015 43.77 R L 0
522 AHYVLMNVEAPQEVIDELETTFR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 31 902.1148 3 2703.3226 0.0011 72.26 K F 0
523 AIAAGASAVMVGSMLAGTEESPGEIELYQGR 15.994915@M:14 JW5401 ECK2504 guaB IMP dehydrogenase 42 1027.8340 3 3080.4802 0.0009 56.54 K S 0
524 AIAAIPEMHELNIGHAIIGR JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 24 709.3888 3 2125.1446 -0.0021 48.00 K A 0
525 AIAEALGWEDKYYLISAASGLGVK JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 52 842.4479 3 2524.3219 0.0006 60.92 K D 0
526 AIAEHTDLPQILYNVPSR JW2463 ECK2474 dapA dihydrodipicolinate synthase 69 1019.0422 2 2036.0698 0.0009 47.13 K T 0
527 AIAEQCDVIITMLPNSPHVK 57.021465@C:6 JW5526 ECK3113 garR tartronate semialdehyde reductase 48 746.0531 3 2235.1375 -0.0016 47.25 K E 0
528 AIAEQLK JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 25 386.7318 2 771.4490 0.0000 21.95 K Y 0
529 AIAESIGIHVEK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 78 633.8564 2 1265.6982 0.0003 30.63 K S 0
530 AIAETLAAR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 69 458.2668 2 914.5190 0.0005 25.37 R G 0
531 AIAFAVGK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 53 388.7368 2 775.4590 0.0000 32.50 R M 0
532 AIAGDSVSGLGTGGMSTK JW0232 ECK0243 proB gamma-glutamate kinase 85 804.8985 2 1607.7824 0.0000 33.52 R L 0
533 AIAKLLNDTDMAIIDK 15.994915@M:11 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 11 587.6554 3 1759.9444 0.0053 67.54 R R 0
534 AIALEPDLIMFDEPFVGQDPITMGVLVK JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 22 1020.2026 3 3057.5860 0.0053 78.72 R L 0
535 AIALIELK JW1891 ECK1901 yecJ predicted protein 32 435.7865 2 869.5584 -0.0001 43.63 K F 0
536 AIAQVGTISANSDETVGK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 108 880.9551 2 1759.8956 0.0005 32.60 K L 0
537 AIASDCADGMTK 15.994915@M:10,57.021465@C:6 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 78 628.2684 2 1254.5222 0.0002 18.32 R L 0
538 AIATPDR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 18 372.2059 2 742.3972 -0.0002 19.04 K A 0
539 AIDACITR 57.021465@C:5 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 42 460.2370 2 918.4594 0.0001 25.04 K L 0
540 AIDDAAAGKPFDTSLLETLEGLAHR JW2066 ECK2077 yegQ predicted peptidase 66 871.1171 3 2610.3295 0.0007 64.78 K G 0
541 AIDDHTLEVTLSEPVPYFYK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 78 1169.0861 2 2336.1576 0.0001 58.02 K L 0
542 AIDDLVK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 39 387.2237 2 772.4328 -0.0002 29.07 K G 0
543 AIDFSDGYYK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 64 589.7719 2 1177.5292 0.0002 38.91 K S 0
544 AIDGTLSVMVGGDK JW5526 ECK3113 garR tartronate semialdehyde reductase 95 681.8503 2 1361.6860 0.0000 44.01 K A 0
545 AIDKPFLLPIEDVFSISGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 66 1059.0858 2 2116.1570 0.0002 67.14 R G JW3943
546 AIDLIDEAASSIR JW2573 ECK2590 clpB protein disaggregation chaperone 96 687.3669 2 1372.7192 -0.0006 51.86 K M 0
547 AIDMHISNLR JW3883 ECK3905 cpxR DNA-binding response regulator in two-component regulatory system with CpxA 43 390.5414 3 1168.6024 0.0002 32.62 R R 0
548 AIDQAELMADCQISSVYLALSGK 57.021465@C:11 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 75 828.4103 3 2482.2091 0.0007 67.96 R H 0
549 AIDTAQIYDNEAAVGQAIAESGVPR JW0197 ECK0207 dkgB 2,5-diketo-D-gluconate reductase B 58 853.7614 3 2558.2624 0.0011 57.51 R H 0
550 AIDVIDEAGAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 43 565.2956 2 1128.5766 -0.0008 34.64 K A 0
551 AIDVNGVK JW2667 ECK2692 alaS alanyl-tRNA synthetase 39 408.2345 2 814.4544 -0.0004 23.72 K L 0
552 AIEALTEAIK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 58 529.8085 2 1057.6024 0.0005 40.49 K M 0
553 AIEIKVPDIGADEVEITEILVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 61 798.7845 3 2393.3317 0.0011 67.28 M V 0
554 AIELLGTMQGGYNIHPLIDALDDAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 61 890.1272 3 2667.3598 0.0019 64.33 K L 0
555 AIENFYISNNK JW4099 ECK4133 aspA aspartate ammonia-lyase 62 656.8300 2 1311.6454 -0.0003 35.66 R I 0
556 AIFDELDIDIDPR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 58 766.3862 2 1530.7578 0.0013 59.23 K A 0
557 AIFDKYYDLMK JW5526 ECK3113 garR tartronate semialdehyde reductase 19 703.8543 2 1405.6940 -0.0011 48.65 K A 0
558 AIFPNPDHTLLPGMFVR JW0452 ECK0457 acrA multidrug efflux system 25 642.3418 3 1924.0036 0.0006 54.49 R A 0
559 AIGAGELSPR JW2322 ECK2319 yfcL predicted protein 55 485.7692 2 969.5238 -0.0004 27.10 K D 0
560 AIGATGSAVGEVVFNTSMTGYQEILTDPSYSR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 23 1107.8694 3 3320.5864 -0.0005 66.39 R Q 0
561 AIGDAIAAGLGEGA JW2156 ECK2162 fruB fused fructose-specific PTS enzyme IIA component -!- HPr component 88 593.3093 2 1184.6040 0.0004 49.91 K - 0
562 AIGDNAK JW4107 ECK4141 efp Elongation factor EF-P 22 344.6849 2 687.3552 0.0002 19.23 K W 0
563 AIGEVTDVVEK JW2498 ECK2510 hisS histidyl tRNA synthetase 38 580.3136 2 1158.6126 -0.0005 32.82 R E 0
564 AIGEVTDVVEKEMYTFEDR JW2498 ECK2510 hisS histidyl tRNA synthetase 29 744.3563 3 2230.0471 0.0007 59.85 R N 0
565 AIGIDIDPQAIQASR JW3227 ECK3246 prmA methylase for 50S ribosomal subunit protein L11 59 784.4260 2 1566.8374 0.0010 46.19 K D 0
566 AIGINFIDTYIR JW4011 ECK4043 qor quinone oxidoreductase, NADPH-dependent 33 698.3852 2 1394.7558 0.0000 58.85 K S 0
567 AIGVLLPSLTNQVFAEVLR JW5946 ECK3423 gntR DNA-binding transcriptional repressor 49 680.7322 3 2039.1748 -0.0031 74.32 R G 0
568 AIHTLWNVLDELDQAWLPVEK JW0738 ECK0744 gpmA phosphoglyceromutase 1 119 1245.6551 2 2489.2956 0.0002 74.50 R S 0
569 AIIDSADGLPMVVYNIPALSGVK JW3194 ECK3214 nanA N-acetylneuraminate lyase 47 1172.1350 2 2342.2554 0.0000 67.95 R L 0
570 AIIDTPPVLVR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 56 597.3662 2 1192.7178 0.0000 44.47 R D 0
571 AIIEDAGLVWSVVESVPIHEDIK JW4285 ECK4313 uxuA mannonate hydrolase 82 840.4515 3 2518.3327 0.0009 71.58 K T 0
572 AIIFANTK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 21 439.2608 2 876.5070 0.0003 30.65 R H 0
573 AIIGLVK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 13 357.2498 2 712.4850 0.0004 33.00 R A 0
574 AIINDILAGMLDAGHAK JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 51 574.9794 3 1721.9164 0.0029 67.17 R V 0
575 AIISDVNASDEDR JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 109 702.8334 2 1403.6522 -0.0006 28.88 K W 0
576 AIISDVNASDEDRWNAVLK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 32 706.0269 3 2115.0589 -0.0008 45.69 K L 0
577 AILAAAGIAEDVK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 96 621.3587 2 1240.7028 0.0002 42.03 K I 0
578 AILAAAGIAEDVKISELSEGQIDTLRDEVAK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 20 807.1857 4 3224.7137 -0.0001 59.02 K F 0
579 AILGSMER JW1709 ECK1717 thrS threonyl-tRNA synthetase 27 438.7343 2 875.4540 0.0007 27.06 R F 0
580 AILVESGQPVEFDEPLVVIE JW3223 ECK3242 accB acetyl CoA carboxylase, BCCP subunit 35 1092.0782 2 2182.1418 0.0009 66.01 K - 0
581 AILWMIVPK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 52 535.8251 2 1069.6356 -0.0002 54.37 R G 0
582 AILYGDK JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 12 390.2185 2 778.4224 0.0001 23.68 K I 0
583 AIMASDLGLNPNSAGSDIR JW0167 ECK0171 frr ribosome recycling factor 143 951.4727 2 1900.9308 -0.0003 42.78 K V 0
584 AIMASDLGLNPNSAGSDIRVPLPPLTEER JW0167 ECK0171 frr ribosome recycling factor 26 1011.8610 3 3032.5612 0.0012 56.93 K R 0
585 AIMVCDEPSTMELK 57.021465@C:5 JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 48 812.3746 2 1622.7346 -0.0006 39.35 K V 0
586 AIMVNGR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 36 380.7103 2 759.4060 0.0000 20.99 K V 0
587 AINALANPTTNSYK JW3841 ECK3863 glnA glutamine synthetase 64 739.3852 2 1476.7558 -0.0013 30.49 K R 0
588 AINALANPTTNSYKR JW3841 ECK3863 glnA glutamine synthetase 72 817.4361 2 1632.8576 -0.0006 27.53 K L 0
589 AINASLQR JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 48 436.7506 2 871.4866 -0.0010 21.64 K S 0
590 AINEDAAGNYIHYGVR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 21 588.2890 3 1761.8452 0.0019 36.67 K E 0
591 AINEEIVSLLPLGLLVHDQESNR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 48 853.7978 3 2558.3716 0.0011 71.19 R T 0
592 AIPAFGLGTFR JW0197 ECK0207 dkgB 2,5-diketo-D-gluconate reductase B 38 575.3252 2 1148.6358 0.0017 49.09 M L 0
593 AIPNYNVMGLAK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 42 645.8472 2 1289.6798 -0.0002 42.91 R A 0
594 AIPTVYLFQNGQPVDGFQGPQPEEAIR JW5067 ECK0486 ybbN predicted thioredoxin domain-containing protein 53 743.6293 4 2970.4881 0.0007 57.92 R A 0
595 AIPWIFAWTQNR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 57 751.8984 2 1501.7822 -0.0008 64.78 R L 0
596 AIQAALDELQK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 31 600.3349 2 1198.6552 -0.0005 37.95 R N 0
597 AIQELGTGEALISFLDAK JW4220 ECK4256 yjgR predicted ATPase 20 626.0063 3 1874.9971 -0.0018 64.98 K G 0
598 AIQHGLAIAAGIK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 47 421.5907 3 1261.7503 -0.0004 31.30 R A 0
599 AIQHIFNR JW3095 ECK3114 garL alpha-dehydro-beta-deoxy-D-glucarate aldolase 43 499.7797 2 997.5448 -0.0008 24.96 K A 0
600 AIQQQIENPLAQQILSGELVPGK JW2573 ECK2590 clpB protein disaggregation chaperone 76 1237.6843 2 2473.3540 0.0001 61.72 R V 0
601 AIQVLCR 57.021465@C:6 JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 33 430.2444 2 858.4742 -0.0002 27.60 R R 0
602 AIQVTTGAK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 37 444.7610 2 887.5074 -0.0001 20.72 R K 0
603 AISDVADQQSHLSFDEFLAVAAK JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 43 1231.6133 2 2461.2120 -0.0004 58.60 R Q 0
604 AISHYQEQQQPR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 59 495.5793 3 1483.7161 -0.0007 18.09 R N 0
605 AISIAPDFDYALVQIDGQAVILAK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 29 844.4636 3 2530.3690 0.0007 69.11 R D 0
606 AISLSGEAQSGR JW1606 ECK1609 ydgA conserved protein 74 588.3053 2 1174.5960 0.0019 24.86 K I 0
607 AISLSVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 40 373.2319 2 744.4492 -0.0001 28.02 R A 0
608 AISLVEETRPLLPGVR JW1716 ECK1725 yniC predicted hydrolase 18 875.5138 2 1749.0130 -0.0017 48.18 R E 0
609 AISVTER JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 32 388.2191 2 774.4236 0.0001 20.54 K Q 0
610 AITDDIASLSAVSQVDYDGIILK JW3775 ECK3797 hemX uroporphyrinogen III methylase 61 1204.1342 2 2406.2538 0.0009 65.83 R L 0
611 AITDVVNIGIGGSDLGPYMVTEALRPYK JW3985 ECK4017 pgi glucosephosphate isomerase 50 983.8516 3 2948.5330 0.0013 66.14 K N 0
612 AITGIFFGSDTGNTENIAK JW0671 ECK0672 fldA flavodoxin 1 122 978.4888 2 1954.9630 -0.0004 52.04 M M 0
613 AITGSNKRPLK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 33 592.8590 2 1183.7034 -0.0003 16.36 R S 0
614 AITMVDELK JW1117 ECK1117 purB adenylosuccinate lyase 21 510.2750 2 1018.5354 -0.0014 37.62 R - 0
615 AITSSAGNQTPEK JW0646 ECK0644 rihA ribonucleoside hydrolase 1 73 652.3279 2 1302.6412 -0.0003 18.27 K T 0
616 AIVEAAGLK JW5755 ECK4238 yjgF ketoacid-binding protein 45 436.2657 2 870.5168 -0.0005 27.02 K V 0
617 AIVEAAHEFGR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 89 600.3119 2 1198.6092 -0.0001 27.86 R F 0
618 AIVEEEHRR JW4285 ECK4313 uxuA mannonate hydrolase 27 380.2033 3 1137.5881 -0.0008 16.66 K K 0
619 AIVGGIAR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 39 378.7394 2 755.4642 -0.0011 24.95 K L 0
620 AIVMPNLAPPVTTVEAAVAYR JW1049 ECK1047 pyrC dihydro-orotase 48 728.4015 3 2182.1827 0.0007 61.91 R Q 0
621 AIVQLEDGVQISSGDTLAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 56 986.5204 2 1971.0262 -0.0010 47.63 K I 0
622 AIWEQELTDMR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 77 696.3352 2 1390.6558 0.0008 50.35 R Q 0
623 AKAEAQVIIEQANK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 111 756.9222 2 1511.8298 -0.0008 27.83 K R 0
624 AKAEAQVIIEQANKR JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 46 556.9843 3 1667.9311 -0.0008 25.68 K R 0
625 AKDAAGHELVYTGMSK JW0637 ECK0635 leuS leucyl-tRNA synthetase 41 559.9472 3 1676.8198 0.0006 24.38 K M 0
626 AKDEADEKDAIATVNK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 53 573.2918 3 1716.8536 0.0005 21.73 R Q 0
627 AKDFEDAVEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 37 576.2828 2 1150.5510 0.0005 22.87 R A 0
628 AKDVEGIGDVDLVNYFEVGATYYFNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 35 976.1437 3 2925.4093 0.0023 79.25 K N 0
629 AKEDNIEMQGTVLETLPNTMFR JW0867 ECK0875 infA translation initiation factor IF-1 43 846.4177 3 2536.2313 0.0012 55.46 M V 0
630 AKEFGRPQR JW3136 ECK3156 rbfA 30s ribosome binding factor 27 544.8014 2 1087.5882 -0.0003 16.43 M V 0
631 AKEFIAK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 28 403.7418 2 805.4690 -0.0007 18.31 K L 0
632 AKEIGYPLVVRPSYVLGGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 36 692.0644 3 2073.1714 -0.0019 43.11 K A 0
633 AKEPALFR JW5741 ECK4175 rnr exoribonuclease R, RNase R 16 466.2716 2 930.5286 0.0001 20.94 K I 0
634 AKGQSLQDPFLNALR JW4130 ECK4168 hfq HF-I, host factor for RNA phage Q beta replication 68 553.3055 3 1656.8947 0.0001 43.71 M R 0
635 AKHPLFVTNVDDTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 82 806.9258 2 1611.8370 0.0002 27.21 R L 0
636 AKHPLFVTNVDDTRLDDIAAWTYR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 55 705.1144 4 2816.4285 0.0041 50.32 R A 0
637 AKIDMASPFIVMR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 23 493.6006 3 1477.7800 0.0014 45.52 R D 0
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638 AKIELSSAQQTDVNLPYITADATGPK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 76 911.1432 3 2730.4078 0.0002 47.22 K H 0
639 AKIKGQVK JW1812 ECK1821 cspC stress protein, member of the CspA-family 19 436.2898 2 870.5650 0.0000 13.64 M W 0
640 AKITVPVDATEEQVR JW0637 ECK0635 leuS leucyl-tRNA synthetase 40 552.6365 3 1654.8877 -0.0014 31.17 R E 0
641 AKLESLVEDLVNR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 74 743.4169 2 1484.8192 -0.0006 50.97 R S 0
642 AKLHDYYKDEVVK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 24 402.7166 4 1606.8373 0.0018 23.41 M K 0
643 AKLYYLR JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 34 309.5202 3 925.5388 0.0004 27.00 K E 0
644 AKPAVHFGGK JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 29 337.8627 3 1010.5663 0.0000 18.15 R F 0
645 AKPEIIK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 10 399.7578 2 797.5010 -0.0001 18.32 R G 0
646 AKPGQDFFPLTVNYQER JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 42 670.6739 3 2008.9999 -0.0008 45.88 K T 0
647 AKPVLLEPIMK JW3302 ECK3327 fusA protein chain elongation factor EF-G 26 619.8808 2 1237.7470 0.0003 36.93 K V 0
648 AKQAAEAK JW0904 ECK0912 smtA S-adenosylmethionine-dependent methyltransferase 36 408.7321 2 815.4496 -0.0004 16.22 R G 0
649 AKQDLEMEALTFKPEEWGMK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 72 794.3889 3 2380.1449 0.0008 52.47 K R 0
650 AKQDYYEILGVSK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 36 757.3999 2 1512.7852 0.0028 39.20 M T 0
651 AKQPGLDFQSAK JW3262 ECK3287 secY preprotein translocase membrane subunit 56 645.3462 2 1288.6778 0.0004 24.35 M G 0
652 AKVTEKETTFNELMNQQA JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 31 694.6767 3 2081.0083 -0.0016 35.95 K - 0
653 AKYPDLQIIGGNVATAAGAR JW5401 ECK2504 guaB IMP dehydrogenase 101 993.5419 2 1985.0692 -0.0001 44.72 R A 0
654 ALAAALGQIEK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 89 542.8214 2 1083.6282 -0.0005 38.85 K Q 0
655 ALAALQK JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 31 357.7288 2 713.4430 -0.0004 22.02 K G 0
656 ALADGATDYLER JW2703 ECK2728 mutS methyl-directed mismatch repair protein 50 647.8175 2 1293.6204 0.0003 37.67 R L 0
657 ALADITDPATGAVIVK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 76 777.9402 2 1553.8658 -0.0005 45.38 K K 0
658 ALADSCTDCR 57.021465@C:6,57.021465@C:9 JW2385 ECK2384 glk glucokinase 53 584.7400 2 1167.4654 0.0007 18.73 R R 0
659 ALAEAGCSAVK 57.021465@C:7 JW5401 ECK2504 guaB IMP dehydrogenase 64 538.7739 2 1075.5332 0.0002 21.22 R V 0
660 ALAEHGIVFGEPK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 19 456.5822 3 1366.7248 0.0004 32.77 K T 0
661 ALAESIGITVEK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 57 615.8507 2 1229.6868 0.0001 38.27 K S 0
662 ALAGAGLTCTTFENGAEVLEALASK 57.021465@C:9 JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 120 1247.6287 2 2493.2428 0.0009 68.10 R T 0
663 ALAINLVDPAAAGTVIEK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 94 883.5060 2 1764.9974 -0.0011 53.16 K A 0
664 ALALLEQAVEIEQLFR JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 54 615.0162 3 1842.0268 0.0018 78.37 R E 0
665 ALALLSDEGLSLPGISVK JW5309 ECK1876 yecM predicted metal-binding enzyme 29 892.0149 2 1782.0152 0.0015 61.73 R T 0
666 ALALWMK JW2296 ECK2293 yfcD predicted NUDIX hydrolase 20 416.7411 2 831.4676 0.0001 42.69 K R 0
667 ALANFMFDSDEAMVR JW2573 ECK2590 clpB protein disaggregation chaperone 48 858.8921 2 1715.7696 0.0050 53.94 K I 0
668 ALAPLGNLIAFDVHSTDYCGDFSNPEGVAETVR 57.021465@C:19 JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 30 1179.2318 3 3534.6736 0.0013 63.36 R S 0
669 ALAQQLMQER JW3194 ECK3214 nanA N-acetylneuraminate lyase 74 594.3136 2 1186.6126 -0.0002 34.25 K G 0
670 ALCDEFGALLIIDEVMTGFR 57.021465@C:3 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 26 757.3794 3 2269.1164 0.0041 80.42 R V 0
671 ALCEAVAAR 57.021465@C:3 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 57 480.7501 2 959.4856 -0.0001 23.63 R D 0
672 ALDAIIASVTESLK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 61 715.9088 2 1429.8030 0.0002 65.42 R E 0
673 ALDAIIASVTESLKEGDDVALVGFGTFAVK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 63 1012.8766 3 3035.6080 0.0014 79.96 R E 0
674 ALDALLDYQDYPIPAAK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 81 938.9887 2 1875.9628 0.0011 58.62 R R 0
675 ALDAYYALQQK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 76 642.3347 2 1282.6548 -0.0009 38.35 K V 0
676 ALDFIAER JW2395 ECK2394 gltX glutamyl-tRNA synthetase 52 467.7534 2 933.4922 0.0004 40.21 K E 0
677 ALDFIAERENQQ JW2395 ECK2394 gltX glutamyl-tRNA synthetase 60 717.3542 2 1432.6938 -0.0008 37.17 K - 0
678 ALDIIVTCQGGDYTNEIYPK 57.021465@C:8 JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 34 757.3722 3 2269.0948 0.0011 50.80 K L 0
679 ALDILTATPPDVFNHNLENVPR JW0623 ECK0621 lipA lipoate synthase 40 816.0959 3 2445.2659 0.0006 55.91 R I 0
680 ALDIRPPAQPLALVSGAR JW2462 ECK2473 nlpB lipoprotein 55 615.6957 3 1844.0653 0.0021 48.46 K T 0
681 ALDLSAEEK JW1194 ECK1191 ychF predicted GTP-binding protein 75 488.2536 2 974.4926 0.0007 26.73 R A 0
682 ALEAAGVPVIGTSPDAIDR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 72 926.4943 2 1850.9740 0.0003 46.09 R A 0
683 ALEAAGVPVIGTSPDAIDRAEDR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 47 775.0679 3 2322.1819 0.0005 44.00 R E 0
684 ALEAAGVPVIGTSPDAIDRAEDRER JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 15 652.8384 4 2607.3245 -0.0009 41.42 R F 0
685 ALEDMGFYCVDNLPVVLLPDLAR 57.021465@C:9 JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 57 1310.6607 2 2619.3068 -0.0007 75.37 R T 0
686 ALEEAGAEVEVK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 93 622.8210 2 1243.6274 -0.0021 28.16 K - 0
687 ALEEVGLTEAQAQEMYR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 45 969.4676 2 1936.9206 0.0007 43.78 R Y 0
688 ALEGDAEWEAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 68 609.7854 2 1217.5562 -0.0001 28.96 K I JW3943
689 ALEIEEMQLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 91 602.3179 2 1202.6212 -0.0003 43.14 R Q 0
690 ALEIISELAAK JW3171 ECK3193 ptsN sugar-specific enzyme IIA component of PTS 94 579.3429 2 1156.6712 0.0011 52.33 R Q 0
691 ALELEEIPGIVNDFR JW1642 ECK1646 nemA N-ethylmaleimide reductase, FMN-linked 22 857.9546 2 1713.8946 0.0010 61.98 R Q 0
692 ALELLKPLLEDEK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 44 504.2957 3 1509.8653 -0.0002 51.19 R A 0
693 ALEMIDMHGGDLFSEE JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 69 897.3894 2 1792.7642 -0.0004 56.22 K - 0
694 ALENALLEFPGCAMVISHDR 57.021465@C:12 JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 46 748.3699 3 2242.0879 0.0006 56.34 R W 0
695 ALENGEQVK JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 25 494.2589 2 986.5032 0.0001 18.18 R L 0
696 ALESFQGTGR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 74 533.2698 2 1064.5250 0.0000 26.12 R R 0
697 ALEVADK JW2594 ECK2610 grpE heat shock protein 38 373.2080 2 744.4014 -0.0003 20.79 R A 0
698 ALEVADKANPDMSAMVEGIELTLK JW2594 ECK2610 grpE heat shock protein 109 1273.1472 2 2544.2798 -0.0015 62.23 R S 0
699 ALFATGNFEDVR JW0172 ECK0176 yaeT conserved protein 82 670.3358 2 1338.6570 0.0003 46.37 R V 0
700 ALFQLDPER JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 45 544.7907 2 1087.5668 0.0006 42.71 K A 0
701 ALFSGGEETKPTEQPAPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 70 629.6543 3 1885.9411 -0.0010 26.84 K A 0
702 ALGADEVVNSR JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 73 565.7937 2 1129.5728 0.0002 27.53 K N 0
703 ALGAKPQINAEEEIRR JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 57 598.9993 3 1793.9761 0.0013 26.52 K S 0
704 ALGANIER JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 38 422.2377 2 842.4608 -0.0001 23.18 R V 0
705 ALGANLVLTEGAK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 65 628.8643 2 1255.7140 0.0005 39.65 K G 0
706 ALGEFTITLDCDVLQADGGTR 57.021465@C:11 JW3618 ECK3633 rph ribonuclease PH (pseudogene) 67 1126.5470 2 2251.0794 0.0005 59.34 K T 0
707 ALGEYLEKR JW5930 ECK3857 yihA GTP-binding protein 37 539.7982 2 1077.5818 0.0001 27.08 R Q 0
708 ALGGASGGYTAAR JW3592 ECK3607 kbl glycine C-acetyltransferase 89 576.2936 2 1150.5726 -0.0004 21.61 K K 0
709 ALGGGFPVGALLATEECAR 57.021465@C:17 JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 48 944.9824 2 1887.9502 -0.0008 57.58 K V 0
710 ALGIDAR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 44 358.2086 2 714.4026 0.0003 25.11 K V 0
711 ALGIELLR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 50 442.7820 2 883.5494 0.0004 46.00 K F 0
712 ALGLNDELAHSSIR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 74 748.3972 2 1494.7798 0.0009 35.61 R F 0
713 ALGMLAVDNQAR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 65 629.8323 2 1257.6500 0.0001 36.83 R V 0
714 ALGSPIR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 26 357.2188 2 712.4230 0.0000 22.59 R G 0
715 ALGVGEVK JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 52 386.7319 2 771.4492 0.0003 23.72 R F 0
716 ALGVTFFLPEGDAISASR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 47 925.9864 2 1849.9582 0.0010 61.47 R Q 0
717 ALGWKPQETFESGIR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 44 573.6338 3 1717.8796 0.0010 41.72 R K 0
718 ALGWKPQETFESGIRK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 49 616.3312 3 1845.9718 -0.0020 35.97 R T 0
719 ALHAQNQPTETANAGQR JW3563 ECK3579 selB selenocysteinyl-tRNA-specific translation factor 42 602.9664 3 1805.8774 0.0004 18.36 R I 0
720 ALHFGAGNIGR JW3574 ECK3589 mtlD mannitol-1-phosphate dehydrogenase, NAD(P)-binding 64 556.8005 2 1111.5864 -0.0022 29.23 K G 0
721 ALHPFGGINMIK JW5522 ECK3103 tdcE pyruvate formate-lyase 4/2-ketobutyrate formate-lyase 24 649.3578 2 1296.7010 -0.0002 39.47 R S 0
722 ALHQAAAGEMVLSEALTPVLAASLR JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 12 840.4599 3 2518.3579 0.0002 64.45 K A 0
723 ALHSDPVEAWASIIEDADK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 23 689.6731 3 2065.9975 0.0018 63.06 K A 0
724 ALHSDPVEAWASIIEDADKAK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 26 567.2891 4 2265.1273 -0.0005 58.99 K S 0
725 ALIDAAR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 32 365.2160 2 728.4174 -0.0006 23.68 R N 0
726 ALIGFAGPR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 42 451.2661 2 900.5176 -0.0004 37.09 K V 0
727 ALIHDVPEEYAIHK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 66 545.6225 3 1633.8457 -0.0005 34.08 K E 0
728 ALILEPK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 35 392.2524 2 782.4902 0.0001 29.77 R L 0
729 ALIPFGGIK JW0886 ECK0894 pflB pyruvate formate lyase I 16 458.2867 2 914.5588 -0.0001 46.30 R M 0
730 ALISNPTVIGAIMVQR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 35 561.6594 3 1681.9564 0.0017 55.34 R G 0
731 ALIVTDR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 28 394.2370 2 786.4594 -0.0006 25.33 R F 0
732 ALKAPVPVYAHVSMINGDDGKK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 57 578.3116 4 2309.2173 -0.0026 34.34 K L 0
733 ALKDAVK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 41 372.7342 2 743.4538 -0.0003 17.00 K - 0
734 ALKDAVN JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 45 365.7083 2 729.4020 -0.0001 18.28 K - 0
735 ALKEGDIQTAQK JW3194 ECK3214 nanA N-acetylneuraminate lyase 68 651.3552 2 1300.6958 -0.0028 20.49 K L 0
736 ALKEPARPMVAIVGGSK JW2893 ECK2922 pgk phosphoglycerate kinase 30 862.4973 2 1722.9800 -0.0013 29.97 K V 0
737 ALKEPENYDVR JW2978 ECK3003 yqhD alcohol dehydrogenase, NAD(P)-dependent 52 445.2296 3 1332.6670 -0.0005 23.23 K A 0
738 ALLAAFDFPFR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 62 634.3452 2 1266.6758 -0.0003 64.56 R K 0
739 ALLAAFDFPFRK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 34 465.9309 3 1394.7709 0.0000 54.08 R - 0
740 ALLAGQSGISLIDHFDTSAYATK JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 39 793.7463 3 2378.2171 0.0054 55.48 K F 0
741 ALLDFFLSR JW1163 ECK1162 minE cell division topological specificity factor 54 541.3056 2 1080.5966 -0.0002 63.97 M K 0
742 ALLDNNIVPVINENDAVATAEIK JW0232 ECK0243 proB gamma-glutamate kinase 105 1218.6527 2 2435.2908 0.0002 56.54 R V 0
743 ALLDTLLR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 62 457.7872 2 913.5598 0.0001 51.19 K R 0
744 ALLEFDDQEPQLQNEIR JW1692 ECK1700 pps phosphoenolpyruvate synthase 99 1029.5111 2 2057.0076 0.0012 51.37 R E 0
745 ALLENTELSAR JW3903 ECK3924 hslV peptidase component of the HslUV protease 80 608.8298 2 1215.6450 -0.0009 34.26 R E 0
746 ALLFGAMMGAR 15.994915@M:8 JW0831 ECK0838 ybjL predicted transporter 16 577.2951 2 1152.5756 -0.0027 73.72 R T 0
747 ALLFVENR JW5531 ECK3150 deaD ATP-dependent RNA helicase 32 481.2770 2 960.5394 0.0001 38.61 R E 0
748 ALLHVAK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 54 376.2450 2 750.4754 0.0002 20.14 K V 0
749 ALLLKEDEIVIDR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 73 763.9428 2 1525.8710 -0.0004 43.67 K K 0
750 ALLLKEDEIVIDRK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 43 552.3295 3 1653.9667 0.0002 38.25 K K 0
751 ALLMHGTEGEVYANPQR JW0785 ECK0789 ybiB predicted transferase/phosphorylase 19 629.3120 3 1884.9142 -0.0011 32.22 R C 0
752 ALLNPCSLLLLDEPAASLDAHSEQR 57.021465@C:6 JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 59 911.8005 3 2732.3797 -0.0006 61.40 R V 0
753 ALLNSMVIGVTEGFTK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 112 840.4548 2 1678.8950 -0.0012 59.93 R K 0
754 ALLNSMVIGVTEGFTKK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 25 603.3381 3 1806.9925 0.0013 55.13 R L 0
755 ALLPDATDVWVIEPK JW3395 ECK3418 glgB 1,4-alpha-glucan branching enzyme 72 833.9561 2 1665.8976 0.0000 58.76 R T 0
756 ALLQISEPGLSAAPHQR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 12 596.6635 3 1786.9687 -0.0001 38.67 M R 0
757 ALLSMAIR JW1692 ECK1700 pps phosphoenolpyruvate synthase 68 437.7628 2 873.5110 0.0005 40.61 K A 0
758 ALLSVSDK JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 48 416.7425 2 831.4704 0.0004 27.20 R A 0
759 ALLTESQPWWPADWGSYAGLFIR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 92 1332.6663 2 2663.3180 0.0008 76.64 K M 0
760 ALLTHDDVK JW0328 ECK0334 codA cytosine deaminase 20 337.8539 3 1010.5399 0.0003 20.91 K Q 0
761 ALLTPGK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 44 350.2243 2 698.4340 0.0014 23.16 K L JW4083
762 ALMAEGDKAIEGTDR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 43 526.2594 3 1575.7564 0.0000 28.44 R S 0
763 ALMAGNEQVGFDLVK JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 98 796.4111 2 1590.8076 0.0001 48.81 R A 0
764 ALMEYDESLR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 49 613.7893 2 1225.5640 -0.0008 36.66 R S 0
765 ALMEYDESLRSELR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 14 571.2834 3 1710.8284 0.0038 40.17 R K 0
766 ALMEYDESLRSELRK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 15 613.9808 3 1838.9206 0.0009 36.30 R A 0
767 ALMGANMQR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 67 496.2441 2 990.4736 -0.0002 25.64 R Q 0
768 ALMQEALLAVVR JW0637 ECK0635 leuS leucyl-tRNA synthetase 87 657.3840 2 1312.7534 -0.0001 56.24 R M 0
769 ALMSAVPIPDPDLEK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 30 798.4209 2 1594.8272 -0.0004 51.65 R N 0
770 ALNAAGFR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 37 410.2270 2 818.4394 -0.0003 25.91 R I 0
771 ALNADDGKEIWSVSLAEK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 52 649.3331 3 1944.9775 -0.0018 44.30 K D 0
772 ALNAYLQR JW1709 ECK1717 thrS threonyl-tRNA synthetase 57 474.7670 2 947.5194 0.0006 30.12 K L 0
773 ALNFLTPHQK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 60 584.8268 2 1167.6390 -0.0010 31.18 K W JW1463
774 ALNFLVR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 41 416.7557 2 831.4968 0.0003 40.04 R K 0
775 ALNHAVSLGMAK JW0434 ECK0438 ybaX predicted aluminum resistance protein 20 606.3314 2 1210.6482 -0.0010 25.62 K D 0
776 ALNLQDK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 48 401.2269 2 800.4392 0.0001 21.59 M Q 0
777 ALNTLDYTVGTLGNHEFNYGLDYLK JW4171 ECK4209 cpdB 2':3'-cyclic-nucleotide 2'-phosphodiesterase 52 944.4674 3 2830.3804 -0.0008 59.39 K N 0
778 ALNVEEQSVQETEQEER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 114 1009.4683 2 2016.9220 -0.0015 33.25 K V 0
779 ALNVMLK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 40 394.7385 2 787.4624 -0.0001 30.66 R N 0
780 ALNYLIHQLESDIVTIDYR JW0116 ECK0119 speD S-adenosylmethionine decarboxylase 45 759.4022 3 2275.1848 -0.0001 66.65 K V 0
781 ALNYTTEQILDLFFEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 78 649.0035 3 1943.9887 0.0008 73.04 R V 0
782 ALPAIADAVK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 16 484.7925 2 967.5704 0.0003 36.07 R G 0
783 ALPAIADAVKGDIAILADSGIR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 31 717.4107 3 2149.2103 -0.0003 67.68 R N 0
784 ALPDDKLQLIVAIADPTAWIAEGSK JW1279 ECK1281 rnb ribonuclease II 68 879.1496 3 2634.4270 0.0001 73.06 K L 0
785 ALPFIGDGLKPVQR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 17 504.2951 3 1509.8635 -0.0032 45.22 R R 0
786 ALPLPVSVPSHCALMKPAADK 57.021465@C:12 JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 25 734.7302 3 2201.1688 -0.0012 40.16 R L 0
787 ALPSAVSER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 31 465.2562 2 928.4978 0.0000 24.11 K I 0
788 ALPVGTLLVELIYVVEAQAPK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 28 741.7720 3 2222.2942 0.0017 80.61 K Q 0
789 ALPVLEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 12 385.2445 2 768.4744 -0.0001 30.72 R I 0
790 ALQAIAGPFSQVR JW1839 ECK1851 eda multifunctional 2-keto-3-deoxygluconate 6-phosphate aldolase -!- 2-keto-4-hydroxyglutarate aldolase -!- oxaloacetate decarboxylase 44 679.3829 2 1356.7512 -0.0001 43.62 K F 0
791 ALQAMEANK 15.994915@M:5 JW2479 ECK2490 yfgC predicted peptidase 12 496.2476 2 990.4806 0.0002 21.42 R Y 0
792 ALQDFVIDKIDDLKGQDIIALDVQGK JW5090 ECK0630 ybeB predicted protein 47 957.5218 3 2869.5436 0.0000 65.40 K S 0
793 ALQEASGFIR JW3136 ECK3156 rbfA 30s ribosome binding factor 72 546.2957 2 1090.5768 -0.0002 35.44 K S 0
794 ALQECMQHNFSVFR 57.021465@C:5 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 31 589.6080 3 1765.8022 -0.0007 40.83 K E 0
795 ALQEYCAK 57.021465@C:6 JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 23 491.7364 2 981.4582 -0.0007 20.78 K H 0
796 ALQGEQGVVECAYVEGDGQYAR 57.021465@C:11 JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 128 1200.0503 2 2398.0860 0.0001 40.49 R F 0
797 ALQLGIEASNINPK JW3823 ECK3839 pepQ proline dipeptidase 101 734.4120 2 1466.8094 0.0002 40.75 R G 0
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798 ALQSMWETWQEMHEPGTR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 36 739.6665 3 2215.9777 -0.0001 50.60 R R 0
799 ALQSSINEDKAH JW2175 ECK2181 yejL conserved protein 67 656.8281 2 1311.6416 -0.0003 20.25 R - 0
800 ALRDQLNPGEYGLFLGTAHPAK JW0003 ECK0004 thrC threonine synthase 43 592.8158 4 2367.2341 0.0007 47.36 R F 0
801 ALREEGYR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 38 331.8417 3 992.5033 -0.0005 18.19 K V 0
802 ALREELVTLTGGQK JW0835 ECK0842 nfsA nitroreductase A, NADPH-dependent, FMN-dependent 77 757.9301 2 1513.8456 -0.0008 39.44 K H 0
803 ALREIHER JW5746 ECK4203 fklB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 22 512.2880 2 1022.5614 -0.0006 17.14 R A 0
804 ALRPDEDR JW3722 ECK3738 asnA asparagine synthetase A 37 486.2486 2 970.4826 -0.0005 17.18 K L 0
805 ALRPLPDKFHGLQDQEAR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 58 1046.0576 2 2090.1006 -0.0014 30.36 K Y 0
806 ALRPLPDKFHGLQDQEVR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 48 1060.0734 2 2118.1322 -0.0011 32.06 K Y 0
807 ALSDDQR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 24 402.6960 2 803.3774 0.0002 15.40 R A 0
808 ALSELEQIVTR JW0412 ECK0416 xseB exonuclease VII small subunit 65 629.8534 2 1257.6922 -0.0005 48.54 K L 0
809 ALSGGVGAEELKDFPGYGK JW2424 ECK2426 yfeX conserved protein 26 632.3223 3 1893.9451 -0.0020 41.46 R G 0
810 ALSHTLLMFDNFYDVEEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 55 724.6825 3 2171.0257 0.0013 57.16 K A 0
811 ALSMDAVQK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 16 481.7519 2 961.4892 -0.0011 25.15 R A JW2449
812 ALSNHENDNQQQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 40 777.3562 2 1552.6978 0.0001 14.09 R I 0
813 ALSNNMTR JW1853 ECK1865 yebC conserved protein 40 453.7265 2 905.4384 -0.0005 19.42 K D 0
814 ALSNPDLYEGDGELR JW0462 ECK0467 htpG molecular chaperone HSP90 family 89 824.8937 2 1647.7728 -0.0012 39.04 R V 0
815 ALSVPCSDSK 57.021465@C:6 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 40 532.2583 2 1062.5020 0.0004 23.18 K A 0
816 ALSYNNIADTDAALECVKEFAEPACVIVK 57.021465@C:16,57.021465@C:25 JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 64 1071.1924 3 3210.5554 -0.0021 63.18 K H 0
817 ALTDFKR JW4092 ECK4125 cadA lysine decarboxylase 1 16 425.7431 2 849.4716 0.0008 22.35 R A 0
818 ALTDFMVEFER JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 60 679.3268 2 1356.6390 0.0007 59.72 K R 0
819 ALTDVGAVK JW5107 ECK0796 ybiN predicted SAM-dependent methyltransferase 42 437.2558 2 872.4970 0.0003 25.38 R V 0
820 ALTEANGDIELAIENMR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 98 930.4634 2 1858.9122 0.0029 55.15 K K 0
821 ALTEETGTTIEIEDDGTVK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 104 1011.4921 2 2020.9696 0.0008 40.12 R I 0
822 ALTGLSPDEIVNQVK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 55 792.4354 2 1582.8562 -0.0004 48.63 K D 0
823 ALTICTVSDHIR 57.021465@C:5 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 72 693.3635 2 1384.7124 -0.0009 34.49 K T 0
824 ALTLQEK JW5503 ECK3026 tolC transport channel 24 401.7372 2 801.4598 0.0003 21.78 R A 0
825 ALTNLVGNGVATIVVAK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 94 820.4914 2 1638.9682 0.0015 52.04 R W 0
826 ALTPFIDR JW0462 ECK0467 htpG molecular chaperone HSP90 family 23 466.7637 2 931.5128 0.0002 38.01 K V 0
827 ALVAGGVR JW1839 ECK1851 eda multifunctional 2-keto-3-deoxygluconate 6-phosphate aldolase -!- 2-keto-4-hydroxyglutarate aldolase -!- oxaloacetate decarboxylase 57 371.7320 2 741.4494 -0.0002 20.85 K V 0
828 ALVAVNLASEEPYHNALNEK JW1327 ECK1329 uspE stress-induced protein 57 728.0425 3 2181.1057 -0.0007 43.70 K L 0
829 ALVDAELAR JW3900 ECK3921 rraA ribonuclease E (RNase E) inhibitor protein 23 479.2720 2 956.5294 0.0005 31.55 R L 0
830 ALVEAGVKPCGLGAR 57.021465@C:10 JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 21 499.9443 3 1496.8111 -0.0020 29.08 R D 0
831 ALVEMHK JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 38 414.2254 2 826.4362 -0.0008 19.73 K A 0
832 ALVGAPDGSQIIR JW5932 ECK3799 hemC hydroxymethylbilane synthase 13 648.8667 2 1295.7188 -0.0009 38.60 R G 0
833 ALVIVESPAK JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 27 513.8133 2 1025.6120 -0.0001 31.20 K A 0
834 ALVQHNK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 22 405.2347 2 808.4548 -0.0006 14.02 K A 0
835 ALVQHNKAEQQAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 17 488.9358 3 1463.7856 0.0013 15.30 K V 0
836 ALVSEMLR JW0233 ECK0244 proA gamma-glutamylphosphate reductase 15 459.7577 2 917.5008 0.0005 36.41 R M 0
837 ALVSHPR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 42 390.2297 2 778.4448 0.0000 16.27 K E 0
838 ALVSPEAIGSLIVTK JW1913 ECK1927 yedD predicted protein 92 749.4481 2 1496.8816 0.0003 55.61 R E 0
839 ALVVGEPTFGK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 18 559.3165 2 1116.6184 0.0005 37.23 R G 0
840 ALWLLAGSASR JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 31 572.8274 2 1143.6402 0.0003 49.10 R L 0
841 ALYDMVDVNVYQENIFHTK JW0116 ECK0119 speD S-adenosylmethionine decarboxylase 23 767.0405 3 2298.0997 0.0007 57.33 K M 0
842 ALYTVVTEGK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 65 540.7998 2 1079.5850 -0.0012 33.61 R A 0
843 AMAGSVVHTGEIGAGNVTK JW5526 ECK3113 garR tartronate semialdehyde reductase 61 600.3090 3 1797.9052 0.0010 29.11 K L 0
844 AMASGVSACLATPFK 57.021465@C:9 JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 53 755.8730 2 1509.7314 -0.0005 41.57 K I 0
845 AMAVIDPVK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 44 472.2677 2 942.5208 0.0000 32.89 R L 0
846 AMAWEEHDE JW3897 ECK3918 glpK glycerol kinase 26 559.2163 2 1116.4180 -0.0002 28.09 R - 0
847 AMDVYCHR 57.021465@C:6 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 11 351.1534 3 1050.4384 0.0010 20.60 R L 0
848 AMEAPLR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 31 394.2104 2 786.4062 0.0004 23.15 R Q 0
849 AMEIVYDEADLR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 27 712.8401 2 1423.6656 0.0003 43.48 R R 0
850 AMEIVYDEADLRR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 45 527.5974 3 1579.7704 0.0038 37.72 R Y 0
851 AMEMVAASK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 60 469.2274 2 936.4402 -0.0006 22.94 K M 0
852 AMGCNTTGVR 57.021465@C:4 JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 40 533.7421 2 1065.4696 0.0000 19.11 R G 0
853 AMGIPSSMFTVIFAMAR JW0710 ECK0709 gltA citrate synthase 73 915.4595 2 1828.9044 0.0006 74.58 K T 0
854 AMGLPLLAVSGVEADDVIGTLAR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 117 1134.6170 2 2267.2194 0.0000 73.32 K E 0
855 AMHELDFDPYGFEWLVVDDKER JW3395 ECK3418 glgB 1,4-alpha-glucan branching enzyme 15 678.5672 4 2710.2397 0.0025 63.23 K S 0
856 AMIEAGAAAVHFEDQLASVK JW3975 ECK4007 aceA isocitrate lyase 63 686.6822 3 2057.0248 -0.0002 51.22 K K 0
857 AMIEAGAAAVHFEDQLASVKK JW3975 ECK4007 aceA isocitrate lyase 32 729.3812 3 2185.1218 0.0016 48.04 K C 0
858 AMLANMR JW2517 ECK2530 suhB inositol monophosphatase 31 403.7040 2 805.3934 -0.0003 22.34 K D 0
859 AMLANMRDELSDALKR JW2517 ECK2530 suhB inositol monophosphatase 42 611.9808 3 1832.9206 -0.0030 46.12 K - 0
860 AMLGDVAAQVLLLQSR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 57 842.9744 2 1683.9342 0.0002 62.61 K D 0
861 AMLHFCENPGK 57.021465@C:6 JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 38 652.2992 2 1302.5838 -0.0011 28.90 R I 0
862 AMLQDIATLTGGTVISEEIGMELEK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 114 1325.1707 2 2648.3268 -0.0019 76.84 K A 0
863 AMMDNLQTETVINR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 81 818.3973 2 1634.7800 0.0044 39.28 K D 0
864 AMMDNLQTETVINRDGQEEK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 47 774.6949 3 2321.0629 0.0003 36.54 K Q 0
865 AMQEVLQQFAHVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 67 764.9003 2 1527.7860 -0.0006 45.13 K D 0
866 AMSAQDLLNSR JW3249 ECK3274 fmt 10-formyltetrahydrofolate:L-methionyl-tRNA(fMet) N-formyltransferase 12 603.3007 2 1204.5868 -0.0002 37.32 K R 0
867 AMTDVTGFGLLGHLSEMCQGAGVQAR 57.021465@C:18 JW1753 ECK1762 selD selenophosphate synthase 79 902.7647 3 2705.2723 0.0000 58.88 K V 0
868 AMTPANYIGR JW1117 ECK1117 purB adenylosuccinate lyase 30 547.2764 2 1092.5382 -0.0003 30.96 K A 0
869 AMTPGCTVQACGLR 57.021465@C:6,57.021465@C:11 JW2465 ECK2476 bcp thiol peroxidase, thioredoxin-dependent 80 761.3508 2 1520.6870 -0.0026 30.55 K D 0
870 AMTPVRALSGGERNR 15.994915@M:2 JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 16 544.2868 3 1629.8386 0.0018 56.80 R L 0
871 AMTYHLDVVSAEQQMFSGLVEK JW3709 ECK3724 atpC F1 sector of membrane-bound ATP synthase, epsilon subunit 62 828.4026 3 2482.1860 -0.0011 60.47 M I 0
872 AMVAGTLANFQHPTLK JW2100 ECK2106 mrp antiporter inner membrane protein 39 566.9714 3 1697.8924 0.0002 40.12 R H 0
873 AMVEVFLER JW2535 ECK2548 glyA serine hydroxymethyltransferase 69 547.2891 2 1092.5636 -0.0001 48.07 K G 0
874 AMVQGITQNNAQIVFEALMSNLRK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 23 892.8032 3 2675.3878 -0.0008 66.57 K E 0
875 AMVVDQFR JW3138 ECK3158 nusA transcription termination/antitermination L factor 44 483.2473 2 964.4800 0.0000 34.25 R E 0
876 AMVVDQFREHEGEIITGVVK JW3138 ECK3158 nusA transcription termination/antitermination L factor 56 753.0596 3 2256.1570 -0.0002 47.47 R K 0
877 AMYSIAK 15.994915@M:2 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 26 400.2044 2 798.3942 -0.0003 21.02 K K 0
878 ANALLADGLK JW0675 ECK0676 pgm phosphoglucomutase 40 493.2875 2 984.5604 0.0001 32.70 R G 0
879 ANATAWLK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 40 437.7424 2 873.4702 -0.0005 32.95 K D 0
880 ANATAWLKDNPETAK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 33 543.9457 3 1628.8153 -0.0005 30.87 K E 0
881 ANAVLLHSCEVTSGTPGCYR 57.021465@C:9,57.021465@C:18 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 54 731.3454 3 2191.0144 -0.0005 32.81 K Q 0
882 ANAVVMATGGAGR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 57 587.8031 2 1173.5916 -0.0008 25.70 R V 0
883 ANAYGHGLLETAR JW4013 ECK4045 alr alanine racemase 1, PLP-binding, biosynthetic 17 458.2367 3 1371.6883 -0.0011 27.56 K T 0
884 ANDAAGDGTTTATVLAQAIITEGLK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 121 1201.6253 2 2401.2360 0.0025 67.17 K A 0
885 ANDIALK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 71 372.7160 2 743.4174 -0.0003 21.55 R C 0
886 ANDIDVPAALIDSEIDVLR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 91 1020.0368 2 2038.0590 0.0008 67.04 K R 0
887 ANDIDVPAALIDSEIDVLRR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 38 732.3942 3 2194.1608 0.0015 62.98 K Q 0
888 ANDIVVALLQEK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 83 656.8775 2 1311.7404 0.0007 53.75 K G 0
889 ANDVLKK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 39 394.2372 2 786.4598 -0.0001 15.88 K L 0
890 ANEAYLQGQLGNPK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 92 751.8830 2 1501.7514 -0.0010 31.81 K G 0
891 ANEAYLQGQLGNPKGEDQPNKK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 33 600.5535 4 2398.1849 -0.0026 26.04 K Y 0
892 ANEGTLLLDEIGEMPLVLQAK JW2214 ECK2213 atoC fused response regulator of ato opeon, in two-component system with AtoS 29 752.0712 3 2253.1918 -0.0009 71.52 R L 0
893 ANEIKHPVGR JW2748 ECK2771 ygcF conserved protein 34 374.2119 3 1119.6139 -0.0009 16.58 R V 0
894 ANELMEEFHIEHLR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 19 589.9548 3 1766.8426 0.0015 45.00 R D 0
895 ANENGESFVAMVDR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 68 769.8484 2 1537.6822 -0.0008 42.77 R M 0
896 ANEVNLLLQK JW2894 ECK2923 epd D-erythrose 4-phosphate dehydrogenase 25 571.3334 2 1140.6522 0.0021 38.84 K A 0
897 ANEVRPVLACR 57.021465@C:10 JW1279 ECK1281 rnb ribonuclease II 40 428.8996 3 1283.6770 0.0002 22.58 R M 0
898 ANGAEIDDGAINGIK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 92 729.3650 2 1456.7154 -0.0002 33.68 R V 0
899 ANGLSEAMLDR JW0233 ECK0244 proA gamma-glutamylphosphate reductase 22 588.7876 2 1175.5606 0.0003 36.43 R L 0
900 ANGLVDSLGDFDDAVAK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 68 853.9154 2 1705.8162 0.0005 52.67 K A 0
901 ANHRPSELSGGER JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 28 705.3474 2 1408.6802 -0.0004 17.32 R Q 0
902 ANHVGDWGTQFGMLIAWLEK JW1865 ECK1877 argS arginyl-tRNA synthetase 19 758.3777 3 2272.1113 0.0014 74.33 R Q 0
903 ANISDSYVLLR JW2601 ECK2616 smpB trans-translation protein 58 625.8410 2 1249.6674 0.0009 41.55 K D 0
904 ANISVHEPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 43 511.7726 2 1021.5306 0.0003 20.23 R Q 0
905 ANITVNK JW2535 ECK2548 glyA serine hydroxymethyltransferase 57 380.2215 2 758.4284 -0.0001 18.81 R N 0
906 ANKPSAEELKK JW1767 ECK1776 yeaA methionine sulfoxide reductase B 48 405.5628 3 1213.6666 0.0001 16.51 M N 0
907 ANLDLASVVPELDMYDR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 25 960.9725 2 1919.9304 0.0006 64.21 K N 0
908 ANLPGYLGNCHSSGTVILDQLGEEHMK 57.021465@C:10 JW4346 ECK4375 deoB phosphopentomutase 72 980.8038 3 2939.3896 -0.0010 46.81 R T 0
909 ANLQPVLITGMEK JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 36 471.9305 3 1412.7697 0.0000 43.57 R G 0
910 ANLTAQINK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 65 486.7775 2 971.5404 0.0004 23.97 K L 0
911 ANLVPHF JW5533 ECK3159 yhbC conserved protein 34 399.2187 2 796.4228 -0.0003 41.52 K - 0
912 ANMFGTVADYFAQSNK JW3095 ECK3114 garL alpha-dehydro-beta-deoxy-D-glucarate aldolase 105 882.4069 2 1762.7992 0.0009 58.14 R N 0
913 ANNVGELEK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 48 487.2512 2 972.4878 0.0002 20.54 K H 0
914 ANPDDTFEAQLFYGDLK JW3403 ECK3425 yhhX predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 25 972.4558 2 1942.8970 0.0022 57.71 K A 0
915 ANPDMSAMVEGIELTLK JW2594 ECK2610 grpE heat shock protein 93 606.9709 3 1817.8909 0.0005 64.42 K S 0
916 ANPEDFVVVEDLGFEPDGEGEHILVR JW2715 ECK2740 truD pseudoruidine synthase 77 961.4659 3 2881.3759 -0.0011 59.88 K I 0
917 ANPEQLEEQREETR JW4212 ECK4248 yjgD conserved protein 11 576.9427 3 1727.8063 -0.0012 22.02 M L 0
918 ANPLYQK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 40 417.2289 2 832.4432 -0.0009 20.82 M H 0
919 ANPQPELLK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 36 505.2871 2 1008.5596 -0.0006 26.61 K H 0
920 ANPWQQFAETHNK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 79 785.8730 2 1569.7314 -0.0010 36.72 K G 0
921 ANPWQQFAETHNKGDR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 58 949.9471 2 1897.8796 -0.0023 32.31 K V 0
922 ANPWQQFAETHNKGDRVEGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 37 771.3766 3 2311.1080 -0.0013 31.29 K I 0
923 ANQFLGMEPLPTFIANDVIK JW2996 ECK3019 mdaB NADPH quinone reductase 49 1109.5818 2 2217.1490 -0.0013 68.48 K M 0
924 ANQGIMEFVEMFK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 53 772.3671 2 1542.7196 -0.0013 66.99 R A 0
925 ANSHAPEAVVEGASR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 48 498.9149 3 1493.7229 0.0006 21.41 R A 0
926 ANSSTTTAAEPLK JW2294 ECK2291 pta phosphate acetyltransferase 75 645.8305 2 1289.6464 0.0002 21.03 R M 0
927 ANVEIYTK JW3585 ECK3600 grxC glutaredoxin 3 45 469.2531 2 936.4916 0.0000 24.51 M E 0
928 ANVSQVMHIIGDVAGR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 87 833.9375 2 1665.8604 -0.0016 51.12 R D 0
929 ANYSNPPAHGASVVATILSNDALR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 64 813.4192 3 2437.2358 0.0009 51.62 R A 0
930 APAATSTPAPK JW3351 ECK3375 damX predicted protein 15 506.2771 2 1010.5396 0.0000 18.36 K E 0
931 APAIVMDDADLELAVK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 103 835.9368 2 1669.8590 -0.0006 51.30 K A 0
932 APAKESAPAAAAPAAQPALAAR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 54 667.7012 3 2000.0818 0.0015 25.22 K S 0
933 APAPEYVPEAPR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 67 648.8322 2 1295.6498 -0.0011 31.06 R H 0
934 APDYQITDIDLTFDLDAQK JW0915 ECK0923 pepN aminopeptidase N 36 1091.5314 2 2181.0482 0.0005 60.05 R T 0
935 APEAVIAK JW4215 ECK4251 valS valyl-tRNA synthetase 54 399.7395 2 797.4644 -0.0001 21.52 R E 0
936 APECFYIEQK 57.021465@C:4 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 58 642.8004 2 1283.5862 0.0006 33.30 K L 0
937 APECIEFANK 57.021465@C:4 JW3009 ECK3032 ribB 3,4 dihydroxy-2-butanone-4-phosphate synthase 38 589.7793 2 1177.5440 0.0003 30.24 R H 0
938 APEGFFYLRPR JW0906 ECK0914 mukE protein involved in chromosome partitioning 54 451.5754 3 1351.7044 0.0006 41.30 R S 0
939 APEVVEEQR JW2501 ECK2513 yfgB predicted enzyme 23 528.7694 2 1055.5242 -0.0004 20.42 R S 0
940 APFDSWLNESL JW2566 ECK2580 trxC thioredoxin 2 39 639.8041 2 1277.5936 0.0009 63.64 K - 0
941 APGDETPEKADHGGISGK JW2565 ECK2579 yfiF predicted methyltransferase 32 589.2829 3 1764.8269 -0.0008 18.90 R S 0
942 APGFGDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 42 360.1774 2 718.3402 0.0004 20.15 K R 0
943 APGFGDRR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 22 438.2275 2 874.4404 -0.0005 18.00 K K 0
944 APGLAVVLVGSNPASQIYVASK JW0518 ECK0522 folD bifunctional 5,10-methylene-tetrahydrofolate dehydrogenase -!- 5,10-methylene-tetrahydrofolate cyclohydrolase 35 1071.1016 2 2140.1886 -0.0004 56.83 R R 0
945 APGSDKWQQISWEEAFDR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 57 717.3359 3 2148.9859 -0.0005 49.15 R I 0
946 APHPSPLSAHR JW2564 ECK2578 ung uracil-DNA-glycosylase 32 585.3120 2 1168.6094 -0.0007 18.22 K G 0
947 APHQGAPIVIEQPSSFLAISDLVVR JW3506 ECK3523 bcsG predicted inner membrane protein 33 882.1520 3 2643.4342 -0.0043 61.22 K V 0
948 APHVSEK JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 42 384.2060 2 766.3974 0.0002 13.73 R A 0
949 APLDALRK JW1100 ECK1100 mfd transcription-repair coupling factor 22 442.2717 2 882.5288 0.0002 22.99 K F 0
950 APLFAGR JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 36 366.2138 2 730.4130 0.0004 25.20 R H 0
951 APLIITVVAK JW1754 ECK1763 ydjA predicted oxidoreductase 15 512.8421 2 1023.6696 0.0004 43.86 R C 0
952 APLVEELYR JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 40 545.3006 2 1088.5866 0.0001 39.07 R F 0
953 APLVMVVDHQR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 73 632.8448 2 1263.6750 -0.0008 29.86 K T 0
954 APMILALANPEPEILPPLAK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 23 700.0709 3 2097.1909 0.0001 63.90 R E 0
955 APMVMDR JW5526 ECK3113 garR tartronate semialdehyde reductase 38 410.1963 2 818.3780 0.0002 21.80 K N 0
956 APQILVLAPTR JW5531 ECK3150 deaD ATP-dependent RNA helicase 66 589.8662 2 1177.7178 -0.0004 41.98 K E 0
957 APRPVDEPR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 38 346.1892 3 1035.5458 -0.0004 17.43 K T 0
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958 APTPLWMK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 49 472.2570 2 942.4994 -0.0003 35.50 K E 0
959 APVALLDFAASAR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 99 651.3646 2 1300.7146 0.0008 52.89 R L 0
960 APVFQSR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 38 402.7217 2 803.4288 0.0000 21.08 R M 0
961 APVIFANEVATGLFGHLVGAIAGGSVYR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 84 929.5047 3 2785.4923 0.0008 77.33 K K 0
962 APVIFANEVATGLFGHLVGAIAGGSVYRK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 69 729.4041 4 2913.5873 0.0011 70.17 K S 0
963 APVILAVNK JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 48 462.7970 2 923.5794 -0.0010 29.78 K V 0
964 APVILAVNKVDNVQEK JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 15 579.6677 3 1735.9813 -0.0019 32.74 K A 0
965 APVIVQFSNGGASFIAGK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 112 881.9778 2 1761.9410 -0.0002 51.01 K G 0
966 APVPVYAHVSMINGDDGKK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 25 500.2580 4 1997.0029 -0.0011 32.98 K L 0
967 APVVTIMGHVDHGK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 43 487.5938 3 1459.7596 -0.0011 27.90 R T 0
968 APVVVPAGVDVK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 47 575.8446 2 1149.6746 -0.0009 33.02 K I 0
969 APWFHHQEGK JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 29 412.8685 3 1235.5837 0.0000 21.12 K D 0
970 AQAAANIAQLTVNR JW0452 ECK0457 acrA multidrug efflux system 109 720.8988 2 1439.7830 -0.0013 34.36 K Y 0
971 AQAAHQMATCAMNNILAQMNGKPLK 57.021465@C:10 JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 71 904.7781 3 2711.3125 -0.0001 47.94 R N 0
972 AQAFEQDR JW0173 ECK0177 hlpA periplasmic chaperone 45 482.7277 2 963.4408 0.0000 19.13 K A 0
973 AQAGDFMSLCK 57.021465@C:10 JW3961 ECK3989 hemE uroporphyrinogen decarboxylase 51 614.2780 2 1226.5414 -0.0009 36.73 R N 0
974 AQAGGVLTR JW3009 ECK3032 ribB 3,4 dihydroxy-2-butanone-4-phosphate synthase 40 436.7509 2 871.4872 -0.0003 20.85 R G 0
975 AQALWTR JW0462 ECK0467 htpG molecular chaperone HSP90 family 38 423.2354 2 844.4562 0.0007 27.20 K N 0
976 AQASTHGIGK JW2893 ECK2922 pgk phosphoglycerate kinase 23 485.2593 2 968.5040 0.0002 16.34 R F 0
977 AQCLAHDLPDPLEPLEIDGTLLPR 57.021465@C:3 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 60 895.1302 3 2682.3688 0.0002 61.82 R Y 0
978 AQCVTDFMSTVMSGLSAK 57.021465@C:3 JW4208 ECK4244 yjgJ predicted transcriptional regulator 33 644.9670 3 1931.8792 0.0000 66.67 R A 0
979 AQEVLLDR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 55 472.2640 2 942.5134 0.0000 28.70 R S 0
980 AQEYTVEQLNHGR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 38 515.5860 3 1543.7362 -0.0017 25.76 M K 0
981 AQFEEER JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 30 454.7103 2 907.4060 0.0026 19.08 K V 0
982 AQFEEERVALVAK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 15 497.2717 3 1488.7933 -0.0002 32.62 K I 0
983 AQFGGQR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 18 382.1958 2 762.3770 -0.0002 17.26 K F 0
984 AQFTDAAIK JW1648 ECK1652 sodB superoxide dismutase, Fe 63 482.7584 2 963.5022 -0.0003 27.12 K N 0
985 AQFVYTMHR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 45 576.7842 2 1151.5538 -0.0008 27.63 M V 0
986 AQFYQNLQNYLETELKR JW1738 ECK1747 xthA exonuclease III 27 720.0352 3 2157.0838 -0.0016 57.82 K D 0
987 AQGEVVFKK JW4360 ECK4389 creA conserved protein 13 503.2898 2 1004.5650 -0.0003 47.79 K R 0
988 AQGHIVAGQTPLYEIK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 70 862.9700 2 1723.9254 -0.0002 34.37 K K 0
989 AQGIEVLLDDR JW0190 ECK0194 proS prolyl-tRNA synthetase 43 614.8303 2 1227.6460 0.0002 46.67 R K 0
990 AQGIEVLLDDRK JW0190 ECK0194 proS prolyl-tRNA synthetase 71 678.8772 2 1355.7398 -0.0009 38.32 R E 0
991 AQGNMPAYGYTPPYTDGAK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 68 1001.4542 2 2000.8938 0.0000 37.92 K L 0
992 AQGTLYIVSAPSGAGK JW3623 ECK3638 gmk guanylate kinase 78 760.4092 2 1518.8038 -0.0002 35.60 M S 0
993 AQGVQLTAK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 47 458.2659 2 914.5172 -0.0013 21.53 K L 0
994 AQIAHFFEHYK JW4185 ECK4222 ppa inorganic pyrophosphatase 49 695.8482 2 1389.6818 -0.0010 32.06 K D 0
995 AQIAHFFEHYKDLEK JW4185 ECK4222 ppa inorganic pyrophosphatase 52 938.4730 2 1874.9314 -0.0001 38.15 K G 0
996 AQIEPLHAMVK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 35 618.8416 2 1235.6686 -0.0009 30.51 R A 0
997 AQIFNFSSGPAMLPAEVLK JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 70 1010.5323 2 2019.0500 0.0003 61.34 M Q 0
998 AQIHVEDTER JW0646 ECK0644 rihA ribonucleoside hydrolase 1 58 599.2966 2 1196.5786 0.0002 19.89 K F 0
999 AQILLGEFEPAEIVLEELNENAR JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 78 1299.1759 2 2596.3372 -0.0011 76.93 R S 0
1000 AQIVGMNVGTLK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 68 615.8476 2 1229.6806 0.0005 38.70 R I 0
1001 AQLGSNSTMK 15.994915@M:9 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 19 526.7557 2 1051.4968 0.0001 15.01 K K 0
1002 AQLLADLADLDVLSTEDLK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 134 1022.0470 2 2042.0794 0.0011 69.12 K N 0
1003 AQLLDSDGLLR JW2343 ECK2340 vacJ predicted lipoprotein 70 600.8330 2 1199.6514 0.0005 43.73 R Q 0
1004 AQLPTTMTLMALGMLPK JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 72 908.9896 2 1815.9646 -0.0014 69.62 K A 0
1005 AQLQEIAQTK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 13 565.3136 2 1128.6126 -0.0012 25.16 R A 0
1006 AQLSASR JW2782 ECK2807 ygdK predicted Fe-S metabolism protein 13 366.7031 2 731.3916 -0.0009 17.15 R S 0
1007 AQLYAFDPALEGLR JW1042 ECK1040 yceA conserved protein 82 782.4121 2 1562.8096 0.0004 52.60 R L 0
1008 AQNAQVAAGQLGGTPPVK JW0451 ECK0456 acrB multidrug efflux system protein 109 853.9623 2 1705.9100 -0.0010 28.46 K G 0
1009 AQNFEAVAQYQFDFGLRPSLAYLQSK JW2203 ECK2207 ompC outer membrane porin protein C 109 997.8383 3 2990.4931 0.0006 62.28 K G 0
1010 AQNLNVHLIGR JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 32 412.2387 3 1233.6943 0.0002 30.95 R A 0
1011 AQNVIVFK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 14 459.7740 2 917.5334 0.0001 32.23 K R 0
1012 AQPAAIIR JW2300 ECK2297 folX D-erythro-7,8-dihydroneopterin triphosphate 2'-epimerase and dihydroneopterin aldolase 32 420.2586 2 838.5026 0.0001 24.52 M I 0
1013 AQPEWEALPAIER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 55 755.3869 2 1508.7592 -0.0031 46.13 R A 0
1014 AQQATLLGFPHYAAWK JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 39 601.3175 3 1800.9307 -0.0003 47.91 R I 0
1015 AQQIVDATDK JW0007 ECK0008 talB transaldolase B 60 544.7829 2 1087.5512 0.0003 20.50 R L 0
1016 AQQIVDATDKLAVNIGLEILK JW0007 ECK0008 talB transaldolase B 61 751.4336 3 2251.2790 0.0004 63.93 R L 0
1017 AQQLTLTAPEMTALVGGMR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 77 994.5185 2 1987.0224 -0.0005 58.14 K V 0
1018 AQQNAIALMEEIAANFSYEMIR 15.994915@M:20 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 12 843.7416 3 2528.2030 -0.0008 77.28 K L 0
1019 AQQPPIR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 23 405.2349 2 808.4552 -0.0003 18.30 K I 0
1020 AQQTPLYEQHTLCGAR 57.021465@C:13 JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 25 624.9727 3 1871.8963 0.0014 28.25 M M 0
1021 AQSDKTR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 12 403.2115 2 804.4084 -0.0006 27.22 R V 0
1022 AQSPAGFAEEYIIESIWNNR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 41 765.7066 3 2294.0980 0.0012 73.24 K F 0
1023 AQSVTLDYK JW2553 ECK2567 lepA GTP binding membrane protein 39 512.7690 2 1023.5234 -0.0002 26.66 K A 0
1024 AQSVVDYLISK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 29 611.8375 2 1221.6604 0.0000 49.09 R G 0
1025 AQTFTLVAK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 48 489.7844 2 977.5542 -0.0004 32.55 K D 0
1026 AQTILEAQGEVAR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 109 693.3726 2 1384.7306 -0.0003 30.65 K F 0
1027 AQTISFEDFITYK JW1194 ECK1191 ychF predicted GTP-binding protein 27 781.8906 2 1561.7666 0.0003 58.62 R G 0
1028 AQTISFEDFITYKGEQGAK JW1194 ECK1191 ychF predicted GTP-binding protein 37 711.6880 3 2132.0422 -0.0004 51.15 R E 0
1029 AQTTAENIINTLVIQ JW5682 ECK3456 dcrB periplasmic protein 87 814.9465 2 1627.8784 0.0004 61.28 K - 0
1030 AQVAELAR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 36 429.2451 2 856.4756 -0.0010 22.41 R A 0
1031 AQVAINDGNPDEAER JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 57 799.8732 2 1597.7318 -0.0014 24.81 R L 0
1032 AQVAQIAGKPSSEVSMIHAR JW1728 ECK1737 osmE DNA-binding transcriptional regulator 100 694.0366 3 2079.0880 -0.0015 30.43 R G 0
1033 AQVFTDSLNPAPLEALAGR JW4349 ECK4378 lplA lipoate-protein ligase A 22 985.5201 2 1969.0256 -0.0012 58.07 R L 0
1034 AQVGTMPVGSK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 52 537.7846 2 1073.5546 0.0007 23.45 R L 0
1035 AQVRPLAVGVHNDR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 55 511.2862 3 1530.8368 -0.0010 22.01 R Q 0
1036 AQYDTVLANEVTAR JW5503 ECK3026 tolC transport channel 120 775.8940 2 1549.7734 -0.0001 39.92 R N 0
1037 AQYLIDQLLAEAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 97 752.4126 2 1502.8106 0.0015 59.73 R K 0
1038 AQYSIAGMTSGVVVGTDHAAEAITGFFTK JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 22 977.1509 3 2928.4309 -0.0017 72.80 K Y 0
1039 AQYTSMAK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 12 450.2180 2 898.4214 -0.0004 19.55 K M 0
1040 AQYVLAEQVTR JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 86 639.3456 2 1276.6766 -0.0008 33.50 R L 0
1041 ARAEVEVDAK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 49 544.2907 2 1086.5668 0.0000 18.06 R T 0
1042 ARDEAIAYLSK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 49 618.8324 2 1235.6502 -0.0007 28.32 K R 0
1043 AREVPAAIQK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 23 541.8189 2 1081.6232 -0.0012 20.62 K A 0
1044 ARGEDIEPLR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 15 385.8757 3 1154.6053 0.0009 32.42 K L 0
1045 ARGEDIEPLRLEVNK JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 32 580.3190 3 1737.9352 -0.0022 32.39 K L 0
1046 ARLEEGLNPNAILVPQQGVTR JW0452 ECK0457 acrA multidrug efflux system 66 759.0891 3 2274.2455 0.0012 43.61 R T 0
1047 ARNEQDGGDLVYFQGHISPGVYAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 78 883.7647 3 2648.2723 -0.0009 42.57 R A 0
1048 ARPAEQPAPVK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 62 582.3300 2 1162.6454 -0.0003 17.05 K - 0
1049 ARPESQELNILR JW2516 ECK2529 yfhQ predicted methyltransferase 51 475.9318 3 1424.7736 0.0002 31.29 R G 0
1050 ARPHQLEAIVEK JW1738 ECK1747 xthA exonuclease III 65 464.2650 3 1389.7732 0.0004 23.14 R H 0
1051 ARPQGEKELAQLR JW3465 ECK3483 prlC oligopeptidase A 40 499.2829 3 1494.8269 0.0001 22.27 R A 0
1052 ARPYSGYENFDFEIPVGGGVSDCYTR 57.021465@C:23 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 105 986.1120 3 2955.3142 0.0010 53.01 K V 0
1053 ARQGVSALMALKPETATR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 10 475.7655 4 1899.0329 -0.0031 31.55 R L 0
1054 ARVEDALHATR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 36 413.5578 3 1237.6516 -0.0011 21.02 K A 0
1055 ASAIVTNR JW1692 ECK1700 pps phosphoenolpyruvate synthase 46 416.2377 2 830.4608 -0.0001 18.47 K G 0
1056 ASAQLETIK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 82 480.7718 2 959.5290 0.0002 23.51 K T 0
1057 ASATDQLKK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 71 481.2692 2 960.5238 -0.0001 16.69 K A 0
1058 ASDELASIQAVIDK JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 77 730.3855 2 1458.7564 0.0000 51.86 R Q 0
1059 ASDESELESLLDATAYEALLEDE JW2872 ECK2899 gcvH glycine cleavage complex lipoylprotein 22 838.3816 3 2512.1230 0.0002 79.23 K - 0
1060 ASDFVLAMGQGR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 71 626.3106 2 1250.6066 -0.0010 40.57 K M 0
1061 ASDWGWQIDPVGLR JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 38 800.4001 2 1598.7856 0.0015 56.21 K Y 0
1062 ASEGELLAQVEPEDLIK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 81 920.9797 2 1839.9448 -0.0017 54.36 K F 0
1063 ASEISALIVEEGGK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 114 701.8752 2 1401.7358 0.0008 43.38 R I 0
1064 ASEISIK JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 10 374.2159 2 746.4172 0.0000 25.71 K A 0
1065 ASELLGGVR JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 53 451.2584 2 900.5022 -0.0006 28.69 R G 0
1066 ASENMTPQDYIGHHLNNLQLDLR JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 38 893.7694 3 2678.2864 -0.0005 51.29 M T 0
1067 ASEQAVEEQPQAHTEAEAETFAADVVEVTEQVAESEK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 115 1329.6131 3 3985.8175 -0.0014 72.37 K A 0
1068 ASFGGQIITVK JW3900 ECK3921 rraA ribonuclease E (RNase E) inhibitor protein 78 560.8215 2 1119.6284 -0.0004 36.64 R C 0
1069 ASFVTLQDVGGR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 77 625.3308 2 1248.6470 0.0009 40.43 K I JW4090
1070 ASFVTLQDVGGR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 69 625.3304 2 1248.6462 0.0001 41.80 K I JW4090
1071 ASGFVGRAMER 15.994915@M:9 JW2363 ECK2362 dsdA D-serine ammonia-lyase 13 399.5326 3 1195.5760 -0.0006 19.87 R L 0
1072 ASGMDTLYAR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 20 542.7571 2 1083.4996 -0.0023 28.65 K C 0
1073 ASGTDEAVVLVPPIR JW5571 ECK3864 bipA GTP-binding protein 64 762.4250 2 1522.8354 0.0001 46.37 R M 0
1074 ASGTEHHGGVCFLIK 57.021465@C:11 JW2565 ECK2579 yfiF predicted methyltransferase 45 538.2682 3 1611.7828 0.0001 28.95 K K 0
1075 ASGTEHHGGVCFLIKK 57.021465@C:11 JW2565 ECK2579 yfiF predicted methyltransferase 12 870.9482 2 1739.8818 0.0043 76.14 K R 0
1076 ASIFHIEGDPDHPVNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 21 451.7248 4 1802.8701 0.0002 32.44 K G 0
1077 ASINTDDPGVQGVDIIHEYTVAAPAAGLSR JW1615 ECK1618 add adenosine deaminase 57 1013.1787 3 3036.5143 -0.0010 53.09 R E 0
1078 ASIPEGVWTK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 26 544.2930 2 1086.5714 0.0006 36.48 K C 0
1079 ASIWALGPLVAR JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 14 627.3723 2 1252.7300 0.0010 56.20 R F 0
1080 ASIYNAMPLEGVK JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 25 696.8630 2 1391.7114 -0.0004 45.08 R A 0
1081 ASLADIIVLAGVVGVEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 68 827.4938 2 1652.9730 0.0019 72.81 K A 0
1082 ASLASPAEVDELTGCVFGAIPPFSFHPK 57.021465@C:15 JW1776 ECK1785 yeaK conserved protein 22 982.1559 3 2943.4459 -0.0018 68.49 R L 0
1083 ASLATESFISAASFQETTR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 88 673.0011 3 2015.9815 0.0016 51.78 K V 0
1084 ASLEANVR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 61 430.2353 2 858.4560 0.0002 22.11 K Y 0
1085 ASLGVDKDVYLTIPR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 97 823.9590 2 1645.9034 -0.0005 42.64 R G 0
1086 ASLPTIELALK JW2893 ECK2922 pgk phosphoglycerate kinase 22 578.3526 2 1154.6906 -0.0003 48.68 R Q 0
1087 ASLSAFDYLIR JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 55 628.3376 2 1254.6606 -0.0001 57.01 K T 0
1088 ASLSGTQTIK JW2573 ECK2590 clpB protein disaggregation chaperone 59 503.2823 2 1004.5500 -0.0002 22.28 K A 0
1089 ASNIDPAR JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 13 422.2196 2 842.4246 0.0001 23.84 R V 0
1090 ASNQGEPVILDINADAGK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 106 906.4600 2 1810.9054 -0.0006 42.72 R A 0
1091 ASPSLLDGIVVEYYGTPTPLR JW0167 ECK0171 frr ribosome recycling factor 78 1124.5973 2 2247.1800 0.0014 63.93 R Q 0
1092 ASQNAIEAFGPLLPEFLGGSADLAPSNLTLWSGSK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 23 890.4586 4 3557.8053 0.0014 78.32 K A 0
1093 ASQVAILNANYIASR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 105 795.9336 2 1589.8526 0.0003 42.18 K L 0
1094 ASSDHLVR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 59 442.7327 2 883.4508 -0.0002 16.84 K A JW5598
1095 ASSGLNEDEIQK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 74 645.8122 2 1289.6098 0.0000 24.31 K M 0
1096 ASSNLIK JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 23 366.7161 2 731.4176 -0.0001 19.29 M Q 0
1097 ASTISNVVR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 61 473.7695 2 945.5244 0.0001 24.58 K K 0
1098 ASTPLGVGGFGAAR JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 68 630.8383 2 1259.6620 -0.0002 37.45 K A 0
1099 ASTSINVPDPTPFVTYF JW1754 ECK1763 ydjA predicted oxidoreductase 51 928.4591 2 1854.9036 -0.0003 66.41 K - 0
1100 ASTWLNHFDADSLR JW2101 ECK2107 metG methionyl-tRNA synthetase 27 544.9303 3 1631.7691 -0.0001 44.25 K Y 0
1101 ASVDAILK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 59 408.7452 2 815.4758 0.0005 30.17 K A 0
1102 ASVEDWETMIDTNNK JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 107 876.8900 2 1751.7654 -0.0017 49.70 K G 0
1103 ASVEIDR JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 53 395.2086 2 788.4026 -0.0001 21.01 K K 0
1104 ASVEIDRK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 40 459.2562 2 916.4978 0.0000 17.83 K I 0
1105 ASVESNFALR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 68 547.2855 2 1092.5564 0.0001 33.20 R E 0
1106 ASVIDTATNAAPGTILEANK JW3249 ECK3274 fmt 10-formyltetrahydrofolate:L-methionyl-tRNA(fMet) N-formyltransferase 116 979.0147 2 1956.0148 -0.0014 44.33 K Q 0
1107 ASVQLQNVTK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 62 544.3086 2 1086.6026 -0.0006 25.61 M A 0
1108 ASWLAEVEEMR JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 65 660.8165 2 1319.6184 0.0005 54.40 K T 0
1109 ASYNVEGAFQASNK JW0424 ECK0428 yajG predicted lipoprotein 104 743.3518 2 1484.6890 -0.0004 34.37 R N 0
1110 ASYTMEFLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 50 545.2680 2 1088.5214 0.0003 42.43 R Y 0
1111 ASYTMEFLKYDEAPSNVAQAVIEAR JW3302 ECK3327 fusA protein chain elongation factor EF-G 123 1402.1847 2 2802.3548 0.0014 58.36 R G 0
1112 ASYVLNSSELHAPLQK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 52 586.3124 3 1755.9154 0.0000 37.10 K N 0
1113 ATAAEVFGLPLETVTSEQR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 89 1010.0239 2 2018.0332 0.0012 58.31 R R 0
1114 ATAAMMVPFDSIK JW1596 ECK1599 ydgH predicted protein 21 691.3457 2 1380.6768 -0.0012 49.12 K F 0
1115 ATADYEVTR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 79 513.2486 2 1024.4826 0.0002 21.62 R T 0
1116 ATANAAFGNAASVLVGDFIYTR JW3154 ECK3176 ispB octaprenyl diphosphate synthase 57 743.7152 3 2228.1238 0.0013 67.38 K A 0
1117 ATDESKELFEGR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 44 461.2245 3 1380.6517 -0.0004 27.52 K D 0
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1118 ATDGHVAWLGK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 37 577.8016 2 1153.5886 0.0006 28.69 K E 0
1119 ATDIAHNCGLQQVNR 57.021465@C:8 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 64 566.2774 3 1695.8104 -0.0007 24.68 K L 0
1120 ATDLFLK JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 35 404.2341 2 806.4536 -0.0002 35.77 K D 0
1121 ATDLVLAFLPFEK JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 32 732.4117 2 1462.8088 0.0017 67.94 R A 0
1122 ATEAAVSEEFGLAPFLPDQIHFVHSQELLSR JW3722 ECK3738 asnA asparagine synthetase A 31 860.4383 4 3437.7241 -0.0014 62.04 K Y 0
1123 ATEALAGELDGVVITVPAYFDDAQR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 27 874.4412 3 2620.3018 -0.0001 65.37 R Q 0
1124 ATEALFK JW1245 ECK1247 yciA predicted hydrolase 20 390.2191 2 778.4236 0.0011 26.37 K Y 0
1125 ATEFSPFELTK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 60 635.3215 2 1268.6284 -0.0004 46.14 R A 0
1126 ATFDLAK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 56 383.2108 2 764.4070 0.0002 29.71 K N 0
1127 ATFIGHSMGGK JW0673 ECK0674 ybfF conserved protein 30 369.1865 3 1104.5377 -0.0009 24.47 K A 0
1128 ATFPNELSLSELK JW3143 ECK3165 glmM phosphoglucosamine mutase 65 724.8849 2 1447.7552 -0.0005 50.61 K I 0
1129 ATFVVDPQGIIQAIEVTAEGIGR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 121 1192.6444 2 2383.2742 -0.0004 80.11 R D 0
1130 ATGDGPSQVNY JW3781 ECK3803 yifL predicted lipoprotein 28 554.7488 2 1107.4830 -0.0002 26.18 R - 0
1131 ATGEREVPSKMIGNLVMEQLK 15.994915@M:11,15.994915@M:17 JW0403 ECK0407 ybaD conserved protein 16 788.0759 3 2361.2059 0.0027 59.76 R K 0
1132 ATGFPIAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 32 402.7343 2 803.4540 0.0000 28.12 K V 0
1133 ATGIDFDVR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 64 497.2537 2 992.4928 0.0002 35.50 R K 0
1134 ATGLDALFDATIK JW4346 ECK4375 deoB phosphopentomutase 53 668.3614 2 1334.7082 0.0001 59.36 K E 0
1135 ATGMNVNAMLSGPMGGDQQVGALISEGK JW5129 ECK0954 mgsA methylglyoxal synthase 103 1367.1522 2 2732.2898 -0.0032 57.31 R I 0
1136 ATGTSEMAPALVAAFGGK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 66 560.2871 3 1677.8395 -0.0001 52.06 K E 0
1137 ATGVPLAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 41 378.7340 2 755.4534 -0.0007 22.20 K V 0
1138 ATIAPANSEYAK JW2903 ECK2931 yggG predicted peptidase 12 618.3173 2 1234.6200 0.0008 23.36 K R 0
1139 ATIDAYIPPQSLEEMWDIPGLQER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 46 1386.6801 2 2771.3456 -0.0019 69.41 K L 0
1140 ATIDGLENMNSPEMVAAK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 92 945.9504 2 1889.8862 -0.0001 42.17 R R 0
1141 ATIPLLVETGPK JW2536 ECK2549 hmp fused nitric oxide dioxygenase -!- dihydropteridine reductase 2 34 619.8714 2 1237.7282 0.0000 44.83 K L 0
1142 ATIVNAGSSDFLEGEQVEYSR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 138 1136.5399 2 2271.0652 -0.0001 46.31 K V 0
1143 ATKEPIKNEANNGLK JW0514 ECK0518 ppiB peptidyl-prolyl cis-trans isomerase B (rotamase B) 72 813.9438 2 1625.8730 -0.0006 18.04 K N 0
1144 ATLAANGVEGEVFASNVFSEVK JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 126 1120.0646 2 2238.1146 -0.0020 59.05 R G 0
1145 ATLEAEIAR JW3577 ECK3592 yibL conserved protein 47 487.2690 2 972.5234 -0.0006 30.30 K L 0
1146 ATLEDLGQAK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 73 523.2800 2 1044.5454 0.0003 28.42 K R 0
1147 ATLESIAYQTR JW3897 ECK3918 glpK glycerol kinase 72 626.8302 2 1251.6458 0.0000 35.57 R D 0
1148 ATLGEVGNAEHMLR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 103 749.3774 2 1496.7402 -0.0003 35.07 R V 0
1149 ATLKPEGQAALDQLYSQLSNLDPK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 75 1300.6830 2 2599.3514 0.0022 60.51 K D 0
1150 ATLLGLGLR JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 69 457.2950 2 912.5754 -0.0001 45.64 K R 0
1151 ATMGLDPGLR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 49 515.7714 2 1029.5282 0.0005 34.32 R T 0
1152 ATNAKPVYK JW0166 ECK0170 pyrH uridylate kinase 38 496.2813 2 990.5480 -0.0017 15.76 M R 0
1153 ATNAKPVYKR JW0166 ECK0170 pyrH uridylate kinase 33 574.3327 2 1146.6508 -0.0001 15.19 M I 0
1154 ATNELHLMYLHATDK JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 22 586.2948 3 1755.8626 0.0013 36.03 K V 0
1155 ATNLLYTR JW0797 ECK0801 dps Fe-binding and storage protein 18 476.2665 2 950.5184 0.0000 28.11 K N 0
1156 ATPAVGFAMGLER JW2498 ECK2510 hisS histidyl tRNA synthetase 54 660.3436 2 1318.6726 0.0023 44.64 R L 0
1157 ATPAVINNDGLNYVPTNR JW5791 ECK4344 yjiY predicted inner membrane protein 63 964.9951 2 1927.9756 0.0005 40.81 R Y 0
1158 ATPHINAEMGDFADVVLMPGDPLR 15.994915@M:18 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 52 861.4176 3 2581.2310 0.0006 57.19 M A 0
1159 ATPQWFVSMDQK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 73 719.3452 2 1436.6758 0.0001 45.86 R G 0
1160 ATPVELDFSQVEKA JW3945 ECK3973 nusG transcription termination factor 101 767.3935 2 1532.7724 0.0002 46.94 R - 0
1161 ATQTGWFSK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 35 513.2563 2 1024.4980 0.0003 32.57 K D 0
1162 ATSGVPGKFQTAIELVIGFVNGSVK JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 37 840.4678 3 2518.3816 0.0021 77.71 K D 0
1163 ATSGVPGKFQTAIELVIGFVNGSVKDMYHGK JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 50 813.4291 4 3249.6873 0.0018 78.81 K S 0
1164 ATSSSSFLQCSSIIR 57.021465@C:10 JW0835 ECK0842 nfsA nitroreductase A, NADPH-dependent, FMN-dependent 59 822.4067 2 1642.7988 0.0004 43.88 R I 0
1165 ATSTISVGYDNFDVDALTAR JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 93 1058.5141 2 2115.0136 0.0017 53.65 R K 0
1166 ATSTSGDTLFQK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 56 628.3117 2 1254.6088 -0.0003 27.66 K H 0
1167 ATVAFAR JW3944 ECK3972 secE preprotein translocase membrane subunit 36 368.2113 2 734.4080 0.0005 22.51 K E 0
1168 ATVAYIPK JW2140 ECK2146 folE GTP cyclohydrolase I 48 431.7552 2 861.4958 -0.0002 27.23 K D 0
1169 ATVELLNR JW0797 ECK0801 dps Fe-binding and storage protein 48 458.2653 2 914.5160 -0.0025 30.77 K Q 0
1170 ATVFEDPELSDWLPYQDK JW2761 ECK2784 yqcA predicted flavoprotein 15 1077.0089 2 2152.0032 0.0031 62.88 K Y 0
1171 ATVFIFPDLNTGNTTYK JW2294 ECK2291 pta phosphate acetyltransferase 73 951.4862 2 1900.9578 0.0008 55.44 R A 0
1172 ATVILAHTIK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 67 533.8339 2 1065.6532 -0.0013 27.24 K G 0
1173 ATVLATGGAGR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 106 487.2745 2 972.5344 -0.0008 21.28 R I 0
1174 ATVLGHIQR JW3887 ECK3908 pfkA 6-phosphofructokinase I 45 497.7931 2 993.5716 -0.0004 22.33 R G 0
1175 ATVNQLVR JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 69 450.7661 2 899.5176 -0.0011 25.01 M K 0
1176 ATVSRPVSHQR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 14 619.3412 2 1236.6678 -0.0009 14.18 R M 0
1177 ATVTGDGLSQEAK JW2640 ECK2659 ygaU predicted protein 66 638.8222 2 1275.6298 -0.0009 22.73 K E 0
1178 ATYIVVHDGMGK JW2296 ECK2293 yfcD predicted NUDIX hydrolase 29 430.8888 3 1289.6446 0.0007 27.49 R I 0
1179 ATYSINNDGITLHLNGADDLGLIQR JW2507 ECK2520 pepB aminopeptidase B 69 895.4596 3 2683.3570 0.0004 54.59 K A 0
1180 ATYTQTHMDFIIEAFK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 44 639.3139 3 1914.9199 0.0013 55.62 R H 0
1181 ATYTQTHMDFIIEAFKHVKENAANIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 34 755.8877 4 3019.5217 -0.0007 54.18 R G 0
1182 ATYYSNDFR JW4107 ECK4141 efp Elongation factor EF-P 46 568.7542 2 1135.4938 0.0005 27.90 M A 0
1183 AVAAALEQMPR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 106 578.8107 2 1155.6068 -0.0002 35.75 K F 0
1184 AVAAGMNPMDLK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 73 609.3042 2 1216.5938 -0.0005 36.57 K R 0
1185 AVAAGMNPMDLKR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 79 687.3542 2 1372.6938 -0.0016 31.43 K G 0
1186 AVAAMASFFR JW1195 ECK1192 pth peptidyl-tRNA hydrolase 16 535.7764 2 1069.5382 0.0005 46.78 K I 0
1187 AVAAVNGPIAQALIGK JW2750 ECK2773 eno enolase 67 746.9478 2 1491.8810 0.0038 45.61 K D 0
1188 AVAAYVDIAR JW2802 ECK2830 tas predicted oxidoreductase, NADP(H)-dependent aldo-keto reductase 61 524.7932 2 1047.5718 0.0006 35.09 K R 0
1189 AVAEACGSQAVIVR 57.021465@C:6 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 101 715.8745 2 1429.7344 -0.0003 27.14 K T 0
1190 AVAEAYYASR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 51 550.7721 2 1099.5296 0.0000 24.46 K E 0
1191 AVAEVYASSDAHEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 84 738.8510 2 1475.6874 -0.0017 20.90 R F 0
1192 AVAFALFGLQDR JW5571 ECK3864 bipA GTP-binding protein 89 654.3589 2 1306.7032 -0.0001 57.14 K G 0
1193 AVAIENLK JW3887 ECK3908 pfkA 6-phosphofructokinase I 46 429.2581 2 856.5016 -0.0001 27.69 R K 0
1194 AVAPLVPAADALVLDSTTLSIEQVIEK JW0893 ECK0901 cmk cytidylate kinase 19 921.8509 3 2762.5309 -0.0007 77.91 R A 0
1195 AVASVLMSK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 30 453.2594 2 904.5042 -0.0010 29.66 R T 0
1196 AVAVDSGVTAVAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 86 594.3352 2 1186.6558 0.0001 27.95 R R 0
1197 AVAVYADQAK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 74 518.2769 2 1034.5392 -0.0003 22.16 K D 0
1198 AVDAINAGQEAVVVLDQTPFYAESGGQVGDKGELK JW2667 ECK2692 alaS alanyl-tRNA synthetase 25 894.7008 4 3574.7741 -0.0048 59.82 K G 0
1199 AVDALAGQSAK JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 70 515.7803 2 1029.5460 0.0006 21.12 K L 0
1200 AVDGVTLR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 41 415.7402 2 829.4658 0.0002 26.18 K L 0
1201 AVDLISNVAGDR JW2507 ECK2520 pepB aminopeptidase B 87 615.3283 2 1228.6420 0.0009 37.74 R V 0
1202 AVDSMIPIGR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 70 529.7870 2 1057.5594 0.0005 39.32 K G 0
1203 AVEAAGGEVCMTR 57.021465@C:10 JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 61 675.8102 2 1349.6058 -0.0008 27.20 R A 0
1204 AVEAFTR JW3592 ECK3607 kbl glycine C-acetyltransferase 40 397.2137 2 792.4128 -0.0002 23.25 R I 0
1205 AVEALDHCVEEVAK 57.021465@C:8 JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 70 785.3819 2 1568.7492 -0.0011 32.58 K A 0
1206 AVEAMPGVMRIPEK 15.994915@M:5 JW0361 ECK0366 hemB porphobilinogen synthase 12 515.2691 3 1542.7855 -0.0044 27.22 K H 0
1207 AVEDLVNTQIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 66 629.3435 2 1256.6724 0.0000 37.76 R R 0
1208 AVEENTGADAELMLADIIEAR JW1272 ECK1275 yciM conserved protein 12 558.5283 4 2230.0841 0.0056 42.11 R D 0
1209 AVEFQDILK JW4099 ECK4133 aspA aspartate ammonia-lyase 56 531.7952 2 1061.5758 0.0003 46.38 K M 0
1210 AVEGSSFPQVALLVR JW0190 ECK0194 proS prolyl-tRNA synthetase 63 524.9632 3 1571.8678 0.0006 53.44 K G 0
1211 AVEGTPFECLK 57.021465@C:9 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 49 625.8077 2 1249.6008 -0.0004 36.25 R D 0
1212 AVEGTPFECLKDAFVGPTLIAYSMEHPGAAAR 57.021465@C:9 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 89 1135.8913 3 3404.6521 -0.0011 68.83 R L 0
1213 AVEHLVK JW2408 ECK2410 ptsH phosphohistidinoprotein-hexose phosphotransferase component of PTS system (Hpr) 49 398.2399 2 794.4652 0.0002 17.96 K L 0
1214 AVEIGSFLLGR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 89 581.3351 2 1160.6556 0.0003 54.23 R D 0
1215 AVEIGSFLLGRDPK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 46 751.4221 2 1500.8296 -0.0003 46.46 R T 0
1216 AVELFSLMMQER JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 84 727.3628 2 1452.7110 0.0005 59.46 K A 0
1217 AVEQALEDNCPLICFSASGGAR 57.021465@C:10,57.021465@C:14 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 74 789.0351 3 2364.0835 -0.0002 51.72 R M 0
1218 AVEQVSTEMFR JW1268 ECK1271 acnA aconitate hydratase 1 59 648.8163 2 1295.6180 0.0001 38.84 R K 0
1219 AVESGDKKPLR JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 83 600.3403 2 1198.6660 -0.0010 15.26 K T 0
1220 AVETIDFMTAHWAHLPYDFLGR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 44 864.0892 3 2589.2458 -0.0017 63.68 R V 0
1221 AVETLILDEADR JW2560 ECK2574 srmB ATP-dependent RNA helicase 103 672.8538 2 1343.6930 -0.0003 43.43 R M 0
1222 AVEYFLK JW1117 ECK1117 purB adenylosuccinate lyase 48 435.2417 2 868.4688 -0.0006 35.96 K E 0
1223 AVFALGAGVDSILSK JW5146 ECK1019 ycdW 2-ketoacid reductase 75 724.4122 2 1446.8098 0.0017 56.60 K L 0
1224 AVFHVQSSGR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 59 544.2853 2 1086.5560 -0.0009 20.67 R N 0
1225 AVGDGVAVKPTDK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 56 628.8458 2 1255.6770 0.0000 20.46 K I 0
1226 AVGDSLEAQQYGIAFPK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 99 897.4592 2 1792.9038 0.0044 47.50 K G 0
1227 AVGLHYFSK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 24 341.1868 3 1020.5386 -0.0007 28.91 K G 0
1228 AVGNLELANDEVR JW3197 ECK3217 sspB ClpXP protease specificity-enhancing factor 66 700.3621 2 1398.7096 -0.0006 34.49 R F 0
1229 AVGPYVVTK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 22 467.2734 2 932.5322 -0.0008 25.67 K A 0
1230 AVGVHQSAYK JW0660 ECK0662 asnB asparagine synthetase B 33 353.8574 3 1058.5504 -0.0005 17.65 R - 0
1231 AVGWAALQYVQPGTIVGVGTGSTAAHFIDALGTMK JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 76 1163.2725 3 3486.7957 -0.0011 69.96 K G 0
1232 AVHQALDAEHR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 51 623.8180 2 1245.6214 0.0001 17.53 R T 0
1233 AVIESENSAER JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 76 602.7941 2 1203.5736 0.0005 20.04 R D 0
1234 AVIESENSAERDQLLENLQEGMEVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 92 944.4644 3 2830.3714 0.0060 50.34 R G 0
1235 AVIFALPFEPAAEAPDEEYDLWLSTGR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 15 1003.1625 3 3006.4657 0.0007 73.78 K V 0
1236 AVIKGETATRPQDEITVQMAER JW1279 ECK1281 rnb ribonuclease II 61 815.0916 3 2442.2530 -0.0007 32.31 K R 0
1237 AVIPVAGLGMHMLPATK JW2027 ECK2036 galF predicted subunit with GalU 97 853.4783 2 1704.9420 0.0001 47.58 K A 0
1238 AVIPVAGLGTR JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 77 527.3248 2 1052.6350 0.0009 36.88 K M 0
1239 AVITATQMMESMITNPMPTR JW1843 ECK1855 pykA pyruvate kinase II 74 741.6930 3 2222.0572 0.0003 61.86 R A 0
1240 AVITGDVTQIDLPR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 76 749.4173 2 1496.8200 0.0003 45.17 K N 0
1241 AVITGLGIVSSIGNNQQEVLASLR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 134 1220.1824 2 2438.3502 0.0011 62.73 R E 0
1242 AVIVIMGDDPKEDLAVLAK JW5682 ECK3456 dcrB periplasmic protein 36 666.3714 3 1996.0924 0.0009 53.26 K R 0
1243 AVKIEESEINYLLNVYNTHFKK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 12 663.8565 4 2651.3969 0.0010 55.73 K Q 0
1244 AVLDHFFSDFTQQLDK JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 30 955.9674 2 1909.9202 -0.0008 62.50 K A 0
1245 AVLDTCR 57.021465@C:6 JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 27 417.7103 2 833.4060 -0.0005 21.33 K Q 0
1246 AVLEVAGVHNVLAK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 40 473.9495 3 1418.8267 0.0022 38.28 R A 0
1247 AVLHVALR JW3985 ECK4017 pgi glucosephosphate isomerase 43 439.7819 2 877.5492 -0.0005 27.39 R N 0
1248 AVLLDEK JW0915 ECK0923 pepN aminopeptidase N 20 394.2320 2 786.4494 0.0007 25.23 R I 0
1249 AVLLSFR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 28 403.2501 2 804.4856 -0.0001 39.77 K I 0
1250 AVLPGMVER JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 25 486.2711 2 970.5276 0.0007 34.07 R N 0
1251 AVLVAGGVEAEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 36 571.8244 2 1141.6342 0.0001 28.64 R L 0
1252 AVLVAGGVEAEKLDK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 26 500.2872 3 1497.8398 -0.0005 31.42 R L 0
1253 AVLVAGGVEAEKLDKLPR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 40 622.3666 3 1864.0780 -0.0001 37.64 R D 0
1254 AVLVNIFGGIVR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 83 629.3875 2 1256.7604 0.0001 57.91 K C 0
1255 AVMCVDDPVIR 57.021465@C:4 JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 21 637.8149 2 1273.6152 -0.0006 37.52 R E 0
1256 AVNEEVGKR JW3097 ECK3116 garD (D)-galactarate dehydrogenase 46 501.2727 2 1000.5308 0.0008 16.10 R L 0
1257 AVNITHSYEVVAA JW3319 ECK3344 yhfA conserved protein 21 687.3566 2 1372.6986 0.0001 36.07 K - 0
1258 AVNPNIRDDELTAIESNR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 29 676.3444 3 2026.0114 0.0036 37.91 R Q 0
1259 AVPVCGHLGLTPQSVNIFGGYK 57.021465@C:5 JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 68 1157.6035 2 2313.1924 -0.0014 49.49 R V 0
1260 AVQAGIPLAR JW4291 ECK4319 iadA isoaspartyl dipeptidase 32 498.3034 2 994.5922 -0.0001 29.78 R V 0
1261 AVQDVILK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 37 443.2736 2 884.5326 -0.0005 30.98 K N 0
1262 AVQEQVASEK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 56 544.7827 2 1087.5508 0.0000 18.07 R A 0
1263 AVQLGGVALGTTQVINSK JW0797 ECK0801 dps Fe-binding and storage protein 72 586.0037 3 1754.9893 0.0002 44.09 R T 0
1264 AVQLNSLSGFCLTK 57.021465@C:11 JW4135 ECK4173 purA adenylosuccinate synthetase 90 769.4052 2 1536.7958 -0.0012 47.74 R L 0
1265 AVQNAMR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 41 395.2052 2 788.3958 -0.0004 16.50 R L 0
1266 AVQSGNVEPEK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 25 579.2935 2 1156.5724 0.0001 17.90 K A 0
1267 AVSDIHFR JW0741 ECK0747 galT galactose-1-phosphate uridylyltransferase 31 472.7516 2 943.4886 0.0012 24.50 R E 0
1268 AVSEATAEVDVISAAALSEQQLAK JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 98 801.0873 3 2400.2401 0.0019 59.05 R I 0
1269 AVSMARPYNAK JW3462 ECK3480 uspA universal stress global response regulator 46 604.3162 2 1206.6178 0.0000 20.77 K V 0
1270 AVSTLPADVQAK JW3351 ECK3375 damX predicted protein 37 600.3350 2 1198.6554 -0.0002 28.47 K N 0
1271 AVTAAVEELK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 54 515.7928 2 1029.5710 0.0004 28.81 K A 0
1272 AVTAEVEAALGNR JW3143 ECK3165 glmM phosphoglucosamine mutase 72 650.8462 2 1299.6778 -0.0003 40.59 K G 0
1273 AVTAHHTVLVSNIIGVER JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 25 479.7728 4 1915.0621 -0.0019 35.26 R N 0
1274 AVTDKPSLLMCK 57.021465@C:11 JW5478 ECK2930 tktA transketolase 1, thiamin-binding 61 681.8595 2 1361.7044 -0.0001 30.64 R T 0
1275 AVTDSDEPPVVR JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 71 642.8249 2 1283.6352 -0.0004 25.33 R Y 0
1276 AVTLYLGAVAATVR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 89 702.9142 2 1403.8138 0.0002 52.07 R E 0
1277 AVTNSPVVVALDYHNR JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 82 877.9624 2 1753.9102 -0.0008 39.46 R D 0
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1278 AVTNVAELNALVER JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 30 749.9145 2 1497.8144 -0.0005 46.72 M V 0
1279 AVTQTAQACDLVIFGAK 57.021465@C:9 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 51 896.9675 2 1791.9204 0.0015 48.08 M G 0
1280 AVVEALK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 34 365.2287 2 728.4428 -0.0003 23.88 K R 0
1281 AVVEALKR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 43 443.2786 2 884.5426 -0.0016 22.14 K Y 0
1282 AVVEELAR JW1692 ECK1700 pps phosphoenolpyruvate synthase 56 443.7528 2 885.4910 -0.0008 25.56 K Q 0
1283 AVVESIQR JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 47 451.2581 2 900.5016 -0.0012 22.22 K V 0
1284 AVVLTVGTFLDGK JW3719 ECK3734 gidA glucose-inhibited cell-division protein 36 660.3828 2 1318.7510 0.0015 55.75 K I 0
1285 AVVMDHDANIISVSQR JW3897 ECK3918 glpK glycerol kinase 30 585.6328 3 1753.8766 -0.0014 34.23 R E 0
1286 AVVNKPR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 21 392.2452 2 782.4758 -0.0004 18.73 R L 0
1287 AVVSVPIIGIVK JW3192 ECK3212 nanE predicted N-acetylmannosamine-6-P epimerase 23 597.8947 2 1193.7748 0.0002 52.60 R R 0
1288 AVVTPLPR JW0172 ECK0176 yaeT conserved protein 14 426.7687 2 851.5228 -0.0001 25.85 K N 0
1289 AVYEAIGFVAKP JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 31 632.8506 2 1263.6866 0.0004 43.97 K - 0
1290 AVYFPHQASNYDPDYDYECATQDGAK 57.021465@C:19 JW0172 ECK0176 yaeT conserved protein 89 1009.0898 3 3024.2476 -0.0033 40.53 K D 0
1291 AWAALSEFTGR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 49 604.8069 2 1207.5992 0.0008 48.35 K D 0
1292 AWAEQLYLSMCHEVQK 57.021465@C:11 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 36 664.9824 3 1991.9254 0.0020 52.88 R Q 0
1293 AWDAWVVAGHAPVR JW5295 ECK1807 yoaB conserved protein 65 512.2683 3 1533.7831 -0.0010 43.47 K C 0
1294 AWFCGHEFYVDER 57.021465@C:4 JW5841 ECK2324 prmB N5-glutamine methyltransferase 38 572.5805 3 1714.7197 -0.0001 43.31 K V 0
1295 AWFIQSVTPR JW2565 ECK2579 yfiF predicted methyltransferase 13 602.8271 2 1203.6396 -0.0005 45.78 R F 0
1296 AWGEVVVSK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 47 487.7690 2 973.5234 0.0002 32.94 K D 0
1297 AWHSSSETIAK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 55 608.8012 2 1215.5878 -0.0005 21.08 K I 0
1298 AWIQYQGFK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 35 570.7957 2 1139.5768 0.0005 41.88 R T 0
1299 AWLEEEMGIK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 27 603.2973 2 1204.5800 0.0003 47.77 K K 0
1300 AWLEEEMGIKK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 12 445.2317 3 1332.6733 -0.0015 39.86 K - 0
1301 AWLFGTNFNYAF JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 24 725.8431 2 1449.6716 -0.0001 74.15 K - 0
1302 AWQCGTVQLDFSLPSR 57.021465@C:4 JW1709 ECK1717 thrS threonyl-tRNA synthetase 67 932.9530 2 1863.8914 -0.0023 54.28 R L 0
1303 AWQPGGAGTDFLTEAHLDLPMEFESIGK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 50 1006.4833 3 3016.4281 0.0005 67.08 K A 0
1304 AWTIPVGATAPQAAGK JW1194 ECK1191 ychF predicted GTP-binding protein 78 769.9198 2 1537.8250 -0.0002 41.91 R I 0
1305 AWVEEHVGFVDSAVDR JW3574 ECK3589 mtlD mannitol-1-phosphate dehydrogenase, NAD(P)-binding 60 908.4369 2 1814.8592 0.0005 44.20 K I 0
1306 AWVPVTQVPNCWLLVDGVNKPK 57.021465@C:11 JW3823 ECK3839 pepQ proline dipeptidase 14 840.7852 3 2519.3338 -0.0019 57.13 K L 0
1307 AWYQDEGYTVDTIQAVLAR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 40 1100.0397 2 2198.0648 0.0005 63.22 R R 0
1308 AYADDKAIVGGIAR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 22 473.9242 3 1418.7508 -0.0008 30.17 R L 0
1309 AYADTVER JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 58 462.7244 2 923.4342 -0.0006 20.18 K L 0
1310 AYDAYSFHVLPR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 44 480.2418 3 1437.7036 -0.0004 41.69 K I 0
1311 AYDINLTDLLEEEIDPALGNGGLGR JW5689 ECK3404 malP maltodextrin phosphorylase 107 1329.6665 2 2657.3184 0.0000 73.35 K L 0
1312 AYDLGADVR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 69 490.2458 2 978.4770 0.0000 29.99 R Q 0
1313 AYDLLTLAQGEFQADTAVAGLQAAYAR JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 107 1414.2175 2 2826.4204 0.0018 71.56 K D 0
1314 AYDQVLHDVAIQK JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 12 500.5997 3 1498.7773 -0.0006 36.81 R L 0
1315 AYEAYDFHEVVQR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 81 813.8813 2 1625.7480 0.0007 37.32 K L 0
1316 AYEDAETVTGVINGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 106 783.8860 2 1565.7574 0.0002 37.96 K V 0
1317 AYENSFSGNQDVMVMSPDSDFFR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 94 1322.0596 2 2642.1046 -0.0007 58.11 R Y 0
1318 AYEPFIELLR JW3379 ECK3403 malQ 4-alpha-glucanotransferase (amylomaltase) 55 625.8431 2 1249.6716 0.0010 58.39 R A 0
1319 AYFTGAPTR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 18 492.2519 2 982.4892 0.0021 25.50 K A 0
1320 AYGLFSEESELAQTLR JW2174 ECK2180 yejK nucleotide associated protein 100 907.4515 2 1812.8884 -0.0008 58.00 K L 0
1321 AYGQFEPPALYDHVVK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 41 611.9767 3 1832.9083 -0.0013 43.81 K M 0
1322 AYGSTNPINVVR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 58 645.8436 2 1289.6726 -0.0002 31.75 K A 0
1323 AYGVLANVFINR JW2536 ECK2549 hmp fused nitric oxide dioxygenase -!- dihydropteridine reductase 2 66 668.8724 2 1335.7302 0.0003 50.21 K E 0
1324 AYHVVDEAELTK JW2565 ECK2579 yfiF predicted methyltransferase 60 687.8483 2 1373.6820 -0.0005 28.69 K A 0
1325 AYIDYVGSWGPMVLGHNHPAIR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 35 614.0602 4 2452.2117 0.0009 51.66 K N 0
1326 AYLHHLDR JW0396 ECK0400 tgt tRNA-guanine transglycosylase 20 342.1819 3 1023.5239 -0.0011 18.82 R C 0
1327 AYNTVVPASGK JW3756 ECK3775 rho transcription termination factor 65 553.7958 2 1105.5770 0.0003 23.39 R V 0
1328 AYPQEAAEFTR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 80 641.8065 2 1281.5984 -0.0006 33.32 K R 0
1329 AYQSQDIIR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 48 547.2854 2 1092.5562 -0.0001 27.70 M R 0
1330 AYREEAIIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 37 546.8060 2 1091.5974 -0.0001 22.81 R S 0
1331 AYSGEGAIADDAGNVSR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 128 826.8791 2 1651.7436 0.0000 29.68 R N 0
1332 AYSLLEQLR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 53 546.8061 2 1091.5976 0.0002 44.43 K S 0
1333 AYSTDSNMLGATHEAK JW3140 ECK3161 argG argininosuccinate synthetase 16 565.9256 3 1694.7550 -0.0019 25.98 K D 0
1334 AYTPAEWAR JW3157 ECK3179 yrbA predicted DNA-binding transcriptional regulator 22 532.7616 2 1063.5086 0.0001 31.61 K D 0
1335 AYTPAWAEQITGVSR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 63 825.4179 2 1648.8212 0.0004 47.70 K S 0
1336 AYTTFSQTK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 24 523.7616 2 1045.5086 0.0007 23.41 M N 0
1337 AYVGVDPVK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 13 474.2634 2 946.5122 -0.0002 28.33 K E 0
1338 AYVVGEGALIHELYK JW0661 ECK0663 nagD UMP phosphatase 40 554.6350 3 1660.8832 0.0008 47.41 K A 0
1339 AYWNNLK JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 12 454.7344 2 907.4542 -0.0008 31.22 K T 0
1340 AYYDTDDATTK JW3775 ECK3797 hemX uroporphyrinogen III methylase 43 632.2722 2 1262.5298 -0.0005 22.68 R A 0
1341 AYYVGTDSK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 44 502.2398 2 1002.4650 -0.0008 22.14 K E 0
1342 CADAVKEYGIK 57.021465@C:1 JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 64 627.3131 2 1252.6116 -0.0005 23.48 R N 0
1343 CADLGLETVIVER 57.021465@C:1 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 113 737.8811 2 1473.7476 -0.0019 47.42 R Y 0
1344 CAGFNNVDLDAAK 57.021465@C:1 JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 85 697.8221 2 1393.6296 0.0000 34.88 R E 0
1345 CATLGITHLYQGQSNK 57.021465@C:1 JW3165 ECK3187 kdsC 3-deoxy-D-manno-octulosonate 8-phosphate phosphatase 20 597.6331 3 1789.8775 -0.0006 33.94 R L 0
1346 CDCGFQLEAALTQIAEEGR 57.021465@C:1,57.021465@C:3 JW1269 ECK1272 ribA GTP cyclohydrolase II 93 1084.4912 2 2166.9678 0.0006 63.31 R G 0
1347 CDEFTPDSLK 57.021465@C:1 JW2296 ECK2293 yfcD predicted NUDIX hydrolase 29 606.2657 2 1210.5168 -0.0007 33.01 R A 0
1348 CDGPSALPLAK 57.021465@C:1 JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 47 564.7903 2 1127.5660 0.0015 31.11 K L 0
1349 CDILEPGTLQGYDR 57.021465@C:1 JW3841 ECK3863 glnA glutamine synthetase 55 818.8846 2 1635.7546 -0.0015 44.37 R D 0
1350 CDILEPGTLQGYDRDPR 57.021465@C:1 JW3841 ECK3863 glnA glutamine synthetase 30 668.9859 3 2003.9359 -0.0011 38.82 R S 0
1351 CDITSEQELSALADFAISK 57.021465@C:1 JW1611 ECK1614 hdhA 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 51 700.0055 3 2096.9947 0.0012 63.39 R L 0
1352 CDLIADGIIGAVAEVGVNVPVVVR 57.021465@C:1 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 89 812.4495 3 2434.3267 0.0013 77.28 R L 0
1353 CDLLVIKPDQYQTPVELDDEEDD 57.021465@C:1 JW1327 ECK1329 uspE stress-induced protein 51 917.0851 3 2748.2335 0.0010 54.40 R - 0
1354 CDMVDDEELLELVEMEVR 15.994915@M:15,57.021465@C:1 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 108 1120.4917 2 2238.9688 -0.0006 70.57 K E JW3943
1355 CDSCGQVLYR 57.021465@C:1,57.021465@C:4 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 62 629.2712 2 1256.5278 0.0000 24.75 K A 0
1356 CELLIPIRR 57.021465@C:1 JW4359 ECK4388 rob DNA-binding transcriptional activator 12 390.5655 3 1168.6747 -0.0005 36.17 R - 0
1357 CFEDNGLLYDLLEQNGR 57.021465@C:1 JW3900 ECK3921 rraA ribonuclease E (RNase E) inhibitor protein 73 1028.4758 2 2054.9370 0.0003 62.94 K G 0
1358 CFENDNIIHVSGK 57.021465@C:1 JW1194 ECK1191 ychF predicted GTP-binding protein 39 511.5769 3 1531.7089 0.0001 32.60 R V 0
1359 CFGVPLVR 57.021465@C:1 JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 26 474.2602 2 946.5058 0.0001 39.39 K I 0
1360 CFRDEDLR 57.021465@C:1 JW1855 ECK1867 aspS aspartyl-tRNA synthetase 21 370.8379 3 1109.4919 -0.0006 21.81 K A 0
1361 CGEDLNYAR 57.021465@C:1 JW1843 ECK1855 pykA pyruvate kinase II 72 549.2372 2 1096.4598 -0.0008 23.91 R R 0
1362 CGEVGWLVCAIK 57.021465@C:1,57.021465@C:9 JW2553 ECK2567 lepA GTP binding membrane protein 50 696.3441 2 1390.6736 0.0000 52.35 K D 0
1363 CGGNLGTDGSVAYLFSK 57.021465@C:1 JW1853 ECK1865 yebC conserved protein 82 873.4123 2 1744.8100 0.0011 48.98 K K 0
1364 CGIVGAIAQR 57.021465@C:1 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 50 522.7847 2 1043.5548 0.0003 30.44 M D 0
1365 CGIVGLPNVGK 57.021465@C:1 JW1194 ECK1191 ychF predicted GTP-binding protein 57 557.3077 2 1112.6008 -0.0004 38.27 K S 0
1366 CGKPFTHQVYTTYCFSPVR 57.021465@C:1,57.021465@C:14 JW1074 ECK1074 yceD conserved protein 27 587.7789 4 2347.0865 -0.0011 36.94 R S 0
1367 CGLDGVVCSAQEAVR 57.021465@C:1,57.021465@C:8 JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 97 810.8767 2 1619.7388 -0.0007 42.21 K F 0
1368 CGMFSSDR 57.021465@C:1 JW5689 ECK3404 malP maltodextrin phosphorylase 30 480.1888 2 958.3630 -0.0005 25.85 R S 0
1369 CGVEVTQTK 57.021465@C:1 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 56 511.2528 2 1020.4910 0.0001 19.48 K V 0
1370 CHPFFTGK 57.021465@C:1 JW3907 ECK3928 rpmE 50S ribosomal subunit protein L31 33 331.8252 3 992.4538 -0.0001 23.98 K Q 0
1371 CHSIMNCVSVCPK 57.021465@C:1,57.021465@C:7,57.021465@C:11 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 18 531.2333 3 1590.6781 0.0006 28.46 R G 0
1372 CHSQAFTIK 57.021465@C:1 JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 41 546.2688 2 1090.5230 0.0000 21.33 R L 0
1373 CIFCGLCEEACPTTAIQLTPDFEMGEYK 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 27 1114.1493 3 3339.4261 -0.0005 62.94 R R 0
1374 CIFCGLCEEACPTTAIQLTPDFEMGEYKR 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 136 1166.1819 3 3495.5239 -0.0038 58.91 R Q 0
1375 CIGCHTCSVTCK 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 34 494.8697 3 1481.5873 -0.0011 18.71 K N JW1462
1376 CINGITANK 57.021465@C:1 JW4099 ECK4133 aspA aspartate ammonia-lyase 53 495.7554 2 989.4962 -0.0002 21.37 K E 0
1377 CINKLEEITSGDLIVDGLK 57.021465@C:1 JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 47 706.3762 3 2116.1068 -0.0016 53.59 R V 0
1378 CIYVAIGQK 57.021465@C:1 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 44 526.2833 2 1050.5520 -0.0011 32.27 K A 0
1379 CKGEIFLK 57.021465@C:1 JW3088 ECK3106 tdcB catabolic threonine dehydratase, PLP-dependent 17 497.7730 2 993.5314 -0.0002 22.39 R F 0
1380 CKIEQAPGQHGAR 57.021465@C:1 JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 39 726.3626 2 1450.7106 0.0008 16.79 K K 0
1381 CKTEEEIVER 57.021465@C:1 JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 39 431.5430 3 1291.6072 -0.0006 20.54 K G 0
1382 CLEAAMDHDKK 57.021465@C:1 JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 74 659.2998 2 1316.5850 -0.0003 18.66 R I 0
1383 CLHLQLTEK 57.021465@C:1 JW2659 ECK2678 mprA DNA-binding transcriptional regulator 32 381.2061 3 1140.5965 0.0005 29.24 R G 0
1384 CLLCHDAPCSQACPAQTDPGK 57.021465@C:1,57.021465@C:4,57.021465@C:9,57.021465@C:13 JW2133 ECK2139 yeiT predicted oxidoreductase 44 796.0056 3 2384.9950 -0.0022 27.44 R F 0
1385 CLLSGYINKR 57.021465@C:1 JW2066 ECK2077 yegQ predicted peptidase 29 408.5566 3 1222.6480 -0.0012 32.35 R D 0
1386 CLPQLENAGMLR 57.021465@C:1 JW1194 ECK1191 ychF predicted GTP-binding protein 72 701.3528 2 1400.6910 0.0007 44.35 K A 0
1387 CLQTLLLLAQEEDRQPLQYLNAFVR 57.021465@C:1 JW0888 ECK0896 ycaO conserved protein 34 1011.2062 3 3030.5968 0.0007 71.05 R M 0
1388 CLTHALWR 57.021465@C:1 JW2515 ECK2528 iscR DNA-binding transcriptional activator 29 352.8519 3 1055.5339 0.0003 29.96 K D 0
1389 CLVILSR 57.021465@C:1 JW5158 ECK1094 ycfP conserved protein 24 430.7550 2 859.4954 0.0006 34.40 R N 0
1390 CNAAFLPDVPFPDTLHLESDLATALAASR 57.021465@C:1 JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 42 1038.1848 3 3111.5326 -0.0009 74.05 R N 0
1391 CPFCDVAHGRPVAPDANEPVK 57.021465@C:1,57.021465@C:4 JW0623 ECK0621 lipA lipoate synthase 38 584.7780 4 2335.0829 -0.0009 31.44 R L 0
1392 CPFHQGGHDQSAGAGTTTR 57.021465@C:1 JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 50 662.2935 3 1983.8587 -0.0019 17.91 K D 0
1393 CPLVIDYLIDLATR 57.021465@C:1 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 73 831.4518 2 1660.8890 0.0032 77.59 R S 0
1394 CQSTNDAYPTGFR 57.021465@C:1 JW4099 ECK4133 aspA aspartate ammonia-lyase 62 758.8273 2 1515.6400 -0.0012 28.61 K I 0
1395 CRPVGVLK 57.021465@C:1 JW4185 ECK4222 ppa inorganic pyrophosphatase 43 310.1849 3 927.5329 0.0005 19.25 R M 0
1396 CSEFGDAIIENM 15.994915@M:12,57.021465@C:1 JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 82 701.2866 2 1400.5586 -0.0001 43.36 K - 0
1397 CSIFGVFDIKTDAVELR 57.021465@C:1 JW0660 ECK0662 asnB asparagine synthetase B 12 493.2557 4 1968.9937 -0.0043 33.57 M K 0
1398 CSKSRETLNLLK 57.021465@C:1 JW2480 ECK2491 yfgD predicted oxidoreductase 11 362.9537 4 1447.7857 0.0039 34.30 R E 0
1399 CSMIEHIMQSMQFPAELIEK 57.021465@C:1 JW0674 ECK0675 seqA regulatory protein for replication initiation 29 808.0472 3 2421.1198 -0.0001 69.84 K V 0
1400 CTEEHQAIVR 57.021465@C:1 JW2926 ECK2954 yggL predicted protein 61 621.7983 2 1241.5820 -0.0003 18.16 K K 0
1401 CTQELLFGK 57.021465@C:1 JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 57 548.2791 2 1094.5436 0.0006 35.52 R G 0
1402 CTVQAGLMNPK 57.021465@C:1 JW5295 ECK1807 yoaB conserved protein 63 609.8018 2 1217.5890 -0.0005 26.95 R Y 0
1403 CVACNLCAVACPVGCISLQK 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11,57.021465@C:15 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 29 760.6858 3 2279.0356 0.0002 48.13 R A 0
1404 CVDTSMGLTPLEGLVMGTR 57.021465@C:1 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 40 1018.9948 2 2035.9750 0.0010 63.54 K S 0
1405 CVEALKER 57.021465@C:1 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 32 335.5111 3 1003.5115 -0.0006 18.87 K F 0
1406 CVGIQNEQLVHHDIIDAIENMK 57.021465@C:1 JW3887 ECK3908 pfkA 6-phosphofructokinase I 62 859.4249 3 2575.2529 0.0006 54.48 R R 0
1407 CVIVPNDQMETPHYHVLR 57.021465@C:1 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 24 552.7724 4 2207.0605 -0.0011 36.45 R V 0
1408 CVSNVAGDGEK 57.021465@C:1 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 52 568.2559 2 1134.4972 -0.0003 17.85 R R 0
1409 CVSNVAGDGEKR 57.021465@C:1 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 56 646.3073 2 1290.6000 0.0014 17.05 R K 0
1410 CWAFWQGYK 57.021465@C:1 JW2507 ECK2520 pepB aminopeptidase B 17 623.2786 2 1244.5426 -0.0010 49.39 R A 0
1411 CWHYTQDVGK 57.021465@C:1 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 40 647.2873 2 1292.5600 -0.0008 24.28 R V 0
1412 DAAAAVGK JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 55 351.6924 2 701.3702 -0.0005 17.03 K A 0
1413 DAADYVR JW1049 ECK1047 pyrC dihydro-orotase 55 405.1931 2 808.3716 0.0001 22.45 K D 0
1414 DAAGHELVYTGMSK JW0637 ECK0635 leuS leucyl-tRNA synthetase 68 739.8511 2 1477.6876 0.0006 30.24 K M 0
1415 DAALEDSIAR JW0888 ECK0896 ycaO conserved protein 55 530.7668 2 1059.5190 -0.0006 29.41 K F 0
1416 DAALSCDQFFVNHR 57.021465@C:6 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 86 840.3823 2 1678.7500 -0.0021 38.90 K W 0
1417 DAAPDATFR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 39 482.2300 2 962.4454 -0.0002 24.97 K I 0
1418 DAASFAPLHNPAHLIGIEEALK JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 82 1157.6133 2 2313.2120 0.0005 52.69 K S 0
1419 DAASVHGESGMAGYDFVEHNR JW0028 ECK0031 rihC ribonucleoside hydrolase 3 46 750.3275 3 2247.9607 0.0003 35.40 R K 0
1420 DADELLAILASK JW4198 ECK4234 treC trehalose-6-P hydrolase 88 629.8491 2 1257.6836 0.0020 62.51 R S 0
1421 DADTLLEVSETSK JW0129 ECK0132 panC pantothenate synthetase 104 704.3455 2 1406.6764 -0.0011 39.81 R R 0
1422 DADWVDYSTVTALK JW3379 ECK3403 malQ 4-alpha-glucanotransferase (amylomaltase) 95 792.3827 2 1582.7508 -0.0006 52.12 R M 0
1423 DAEALYGLLK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 65 546.8000 2 1091.5854 -0.0007 53.22 R E 0
1424 DAEALYGLLKEEMGEILAK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 103 1047.0454 2 2092.0762 0.0001 76.23 R V 0
1425 DAEANAEADRKFEELVQTR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 48 731.3586 3 2191.0540 0.0034 39.85 R N 0
1426 DAEGNITTIFCTYDADTLSK 57.021465@C:11 JW0666 ECK0668 glnS glutamyl-tRNA synthetase 55 1118.0091 2 2234.0036 -0.0012 59.40 K D 0
1427 DAENNRPLFEFLGLTVGINLPGMPAPAKR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 52 785.1698 4 3136.6501 0.0012 69.97 R E 0
1428 DAEVVLVEGLVPTR JW2294 ECK2291 pta phosphate acetyltransferase 73 499.6155 3 1495.8247 0.0003 54.80 K K 0
1429 DAEVVLVEGLVPTRK JW2294 ECK2291 pta phosphate acetyltransferase 38 542.3153 3 1623.9241 0.0045 48.44 K H 0
1430 DAFVGPTLIAYSMEHPGAAAR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 34 725.3616 3 2173.0630 0.0005 54.36 K L 0
1431 DAFVSNNYDSLDALPAGSIVGTSSLR JW5932 ECK3799 hemC hydroxymethylbilane synthase 50 890.4400 3 2668.2982 0.0002 57.71 R R 0
1432 DAFWEMK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 42 463.7075 2 925.4004 0.0000 43.49 R E 0
1433 DAGDDEAMFYDEDYVTALEHGLPPTAGLGIGIDR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 118 1208.5543 3 3622.6411 0.0004 69.36 K M 0
1434 DAGEVTNSYVYIKSWIGTYGYMYR 15.994915@M:22 JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 11 951.4483 3 2851.3231 0.0068 80.56 R D 0
1435 DAGFQAFADK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 80 535.2518 2 1068.4890 0.0014 34.72 K V 0
1436 DAGFQAFADKVLDAAVAGK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 80 947.4894 2 1892.9642 0.0011 65.98 K I 0
1437 DAGINTDNIVALGLVYQF JW2203 ECK2207 ompC outer membrane porin protein C 58 961.9971 2 1921.9796 0.0011 78.32 R - 0
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1438 DAGLNIAPFITLTR JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 54 751.4222 2 1500.8298 -0.0002 62.17 R A 0
1439 DAGLNVVMDR JW5130 ECK0956 yccU predicted CoA-binding protein with NAD(P)-binding Rossmann-fold domain 70 545.2719 2 1088.5292 0.0009 37.86 R C 0
1440 DAGMVNSDEPAK JW0637 ECK0635 leuS leucyl-tRNA synthetase 81 617.2748 2 1232.5350 0.0007 20.70 R Q 0
1441 DAGNIIIDDDDISLLPLHAR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 52 726.0458 3 2175.1156 -0.0017 57.74 R A 0
1442 DAGVDIDAGNALVGR JW2484 ECK2495 purM phosphoribosylaminoimidazole synthetase 135 721.8653 2 1441.7160 -0.0001 41.89 K I 0
1443 DAGYTAVISHR JW2750 ECK2773 eno enolase 83 595.3015 2 1188.5884 -0.0002 26.14 K S 0
1444 DAHFIGLR JW2880 ECK2909 serA D-3-phosphoglycerate dehydrogenase 34 464.7534 2 927.4922 -0.0003 31.43 R S 0
1445 DAHSGMSGPNAAMR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 55 701.3036 2 1400.5926 0.0001 20.78 R R 0
1446 DAIAAAIDVLNEER JW3243 ECK3269 yrdC dsRNA-binding protein 61 750.3889 2 1498.7632 0.0006 60.54 R V 0
1447 DAIAADQLFTTLMGDAVEPR JW5625 ECK3691 gyrB DNA gyrase, subunit B 62 1067.5298 2 2133.0450 0.0040 73.74 K R 0
1448 DAILDEK JW3574 ECK3589 mtlD mannitol-1-phosphate dehydrogenase, NAD(P)-binding 29 402.2109 2 802.4072 0.0000 24.22 R I 0
1449 DAINNVEAYFEQHPALLK JW3460 ECK3478 pitA phosphate transporter, low-affinity 31 691.3531 3 2071.0375 0.0001 58.11 R Q 0
1450 DAIPTQSVLTITSNVVYGK JW0886 ECK0894 pflB pyruvate formate lyase I 98 1003.5446 2 2005.0746 0.0015 58.82 R K 0
1451 DAISAMWDELEEDSEE JW1018 ECK1021 ycdY conserved protein 93 934.8726 2 1867.7306 0.0002 73.99 R - 0
1452 DAKDQAGIDK JW2750 ECK2773 eno enolase 11 530.7675 2 1059.5204 0.0008 16.26 K I 0
1453 DAKDQAGIDKIMIDLDGTENK JW2750 ECK2773 eno enolase 49 764.0454 3 2289.1144 -0.0014 47.53 K S 0
1454 DAKELVELFFEEIRR JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 43 632.0071 3 1892.9995 0.0000 70.29 R A 0
1455 DALAPHISAETIEYHYGK JW1648 ECK1652 sodB superoxide dismutase, Fe 58 672.3336 3 2013.9790 -0.0006 38.62 K H 0
1456 DALEAAGLK JW1853 ECK1865 yebC conserved protein 46 444.2449 2 886.4752 -0.0007 33.44 R A 0
1457 DALFCWK 57.021465@C:5 JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 28 470.2235 2 938.4324 0.0004 46.01 R V 0
1458 DALLENVTVR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 46 565.3147 2 1128.6148 0.0011 38.47 R E 0
1459 DALLEVTR JW3164 ECK3186 kdsD D-arabinose 5-phosphate isomerase 62 458.7586 2 915.5026 0.0002 34.11 R K 0
1460 DALLFPEK JW3563 ECK3579 selB selenocysteinyl-tRNA-specific translation factor 30 466.7581 2 931.5016 0.0003 40.07 R - 0
1461 DALNQAADDLNQR JW2878 ECK2905 zapA protein that localizes to the cytokinetic ring 85 722.3445 2 1442.6744 -0.0005 36.04 R L 0
1462 DALNSGSAGTEDEVTTPAADNAIAEAAER JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 52 949.4360 3 2845.2862 0.0014 44.38 R V 0
1463 DALPEYIEIFFSSPSAR JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 31 647.9914 3 1940.9524 0.0003 74.36 K N 0
1464 DALPLMENAYR JW2577 ECK2593 yfiO predicted lipoprotein 13 646.8195 2 1291.6244 0.0013 45.49 R Q 0
1465 DALPTEEEQFAAYK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 103 806.3823 2 1610.7500 0.0037 41.21 R A 0
1466 DALTGELFR JW3243 ECK3269 yrdC dsRNA-binding protein 67 511.2692 2 1020.5238 -0.0001 46.43 R Q 0
1467 DALVADFPGLTR JW5403 ECK2507 der predicted GTP-binding protein 41 637.8407 2 1273.6668 0.0002 51.11 R D 0
1468 DALVVMKGTLYGMPVVAAAFEFAFMGGSMGSVVGARFVR 15.994915@M:6,15.994915@M:13 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 10 1018.5119 4 4070.0185 -0.0104 68.10 K A 0
1469 DAMFTTSSENR JW1709 ECK1717 thrS threonyl-tRNA synthetase 51 629.7724 2 1257.5302 0.0006 27.71 K E 0
1470 DAMVPMGGLLCMK 57.021465@C:11 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 72 711.8344 2 1421.6542 0.0004 55.61 K D 0
1471 DANDTGSTEVQVALLTAQINHLQGHFAEHK JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 102 1082.2044 3 3243.5914 0.0007 56.15 R K 0
1472 DANFVEEVEEE JW2578 ECK2594 yfiA cold shock protein associated with 30S ribosomal subunit 66 655.2755 2 1308.5364 0.0007 49.83 K - 0
1473 DANGINSNATSASLQLTQSIFDMSK JW5503 ECK3026 tolC transport channel 117 1307.1269 2 2612.2392 0.0006 64.17 R W 0
1474 DANYIAQNAEGVTVNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 79 867.9239 2 1733.8332 0.0000 37.00 R W 0
1475 DAPDYQYLAAR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 59 641.8065 2 1281.5984 -0.0005 36.32 R L 0
1476 DAPYFGFEIPNAPGK JW2101 ECK2107 metG methionyl-tRNA synthetase 80 811.8966 2 1621.7786 0.0011 55.66 R Y 0
1477 DAQSALTVSETTFGR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 104 791.8887 2 1581.7628 -0.0005 43.12 K D 0
1478 DAQVLDELMGER JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 88 688.3296 2 1374.6446 -0.0003 53.53 R T 0
1479 DASDLLR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 42 395.2087 2 788.4028 0.0001 29.88 R K 0
1480 DASDLLRK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 48 459.2559 2 916.4972 -0.0005 24.37 R I 0
1481 DASESDVEASLDR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 77 697.3074 2 1392.6002 -0.0003 30.96 R L 0
1482 DASGTINVDIDHKR JW2992 ECK3015 ygiW conserved protein 39 514.2614 3 1539.7624 -0.0018 25.39 K W 0
1483 DASSIAVGEVISAVDESVDATR JW2515 ECK2528 iscR DNA-binding transcriptional activator 105 1096.0407 2 2190.0668 0.0017 71.15 K C 0
1484 DATESIINALAVSDPLVVPLSFTR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 65 843.4591 3 2527.3555 0.0021 79.77 K N 0
1485 DATGIDPVSLIAFDK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 114 781.4092 2 1560.8038 0.0004 59.70 R V 0
1486 DATGIDPVSLIAFDKVVMTADAVK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 20 826.1062 3 2475.2968 0.0039 69.04 R Q 0
1487 DATKAEIK JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 32 438.2453 2 874.4760 0.0000 15.65 K A 0
1488 DATSATTTTSLGGLFK JW2140 ECK2146 folE GTP cyclohydrolase I 102 785.9015 2 1569.7884 -0.0001 47.55 R S 0
1489 DAVGCADSFVR 57.021465@C:5 JW2647 ECK2666 ygaM predicted protein 72 598.7719 2 1195.5292 0.0002 35.60 R E 0
1490 DAVIPGLQK JW3830 ECK3850 yihD conserved protein 25 470.7769 2 939.5392 0.0003 34.93 K D 0
1491 DAVNGTISYTNEAGK JW3974 ECK4006 aceB malate synthase A 99 770.3680 2 1538.7214 0.0002 29.75 R I 0
1492 DAVTSAQAQLDVAIQQYNANQAMILGTK JW2660 ECK2679 emrA multidrug efflux system 22 988.1702 3 2961.4888 0.0024 67.64 R L 0
1493 DAWATGNPALR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 50 586.2965 2 1170.5784 0.0004 34.23 K G 0
1494 DAYDVLIVGSGPAGAAAAIYSAR JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 19 736.7148 3 2207.1226 0.0004 62.69 R K 0
1495 DAYSFHTSQESLQETYDAMYAAYSK JW0190 ECK0194 proS prolyl-tRNA synthetase 108 969.4205 3 2905.2397 0.0008 58.21 K I 0
1496 DAYVLAEGQNELQVPMTYTDAAGNTFTK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 85 1016.4819 3 3046.4239 0.0008 57.07 K T 0
1497 DCAGQPELIFIATGSEVELAVAAYEK 57.021465@C:2 JW5478 ECK2930 tktA transketolase 1, thiamin-binding 67 927.7933 3 2780.3581 0.0003 77.99 K L 0
1498 DCFALECEAVK 57.021465@C:2,57.021465@C:7 JW1692 ECK1700 pps phosphoenolpyruvate synthase 63 671.2946 2 1340.5746 0.0005 37.64 R R 0
1499 DCFALECEAVKR 57.021465@C:2,57.021465@C:7 JW1692 ECK1700 pps phosphoenolpyruvate synthase 61 749.3441 2 1496.6736 -0.0014 32.72 R V 0
1500 DCVLVDDMIDTGGTLCK 57.021465@C:2,57.021465@C:16 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 71 956.4285 2 1910.8424 0.0000 55.62 R A 0
1501 DDAAYYFASVVK JW0732 ECK0731 ybgF predicted protein 91 674.8249 2 1347.6352 0.0006 50.50 K N 0
1502 DDAGQTLTTDWVQWNR JW2462 ECK2473 nlpB lipoprotein 79 953.4405 2 1904.8664 0.0012 54.50 R L 0
1503 DDALAFVDK JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 59 497.2483 2 992.4820 0.0006 40.29 R I 0
1504 DDANIHAIQR JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 56 576.7903 2 1151.5660 -0.0022 21.19 K A 0
1505 DDDPSFDELVALAVETGR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 103 974.9614 2 1947.9082 0.0021 69.52 R E 0
1506 DDDSYDEDVEDDEGVGEVR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 87 1079.4137 2 2156.8128 -0.0013 36.90 R V 0
1507 DDDTADILTAASR JW0797 ECK0801 dps Fe-binding and storage protein 35 682.3199 2 1362.6252 -0.0010 40.66 K D 0
1508 DDDVVDAEFEEVKDKK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 22 627.6293 3 1879.8661 -0.0026 37.08 K - 0
1509 DDEILTHPVFNR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 67 728.3646 2 1454.7146 -0.0008 38.16 R Y 0
1510 DDEQMAAFR JW3379 ECK3403 malQ 4-alpha-glucanotransferase (amylomaltase) 73 541.7323 2 1081.4500 0.0001 30.95 R Q 0
1511 DDERYPGHDPR JW0738 ECK0744 gpmA phosphoglyceromutase 1 24 678.7997 2 1355.5848 -0.0006 18.20 K Y 0
1512 DDEVIVLTGK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 39 544.7960 2 1087.5774 0.0014 36.93 R D 0
1513 DDEVIVLTGKDK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 72 666.3559 2 1330.6972 -0.0007 30.37 R G 0
1514 DDFANETADDAEAGDSEE JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 48 950.8456 2 1899.6766 0.0000 33.48 R - 0
1515 DDGGDMADGFYPVLSWLTWPMSVGK JW2343 ECK2340 vacJ predicted lipoprotein 17 1372.6222 2 2743.2298 0.0002 80.63 R W 0
1516 DDGYLPEALLNYLVR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 52 584.3049 3 1749.8929 -0.0007 75.60 R L 0
1517 DDHVLDAVLPPDIPIPSIAEVQR JW1963 ECK1977 amn AMP nucleosidase 56 837.1129 3 2508.3169 -0.0053 65.23 R A 0
1518 DDIIDVMK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 48 474.7391 2 947.4636 0.0003 42.33 K K 0
1519 DDIIDVMKK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 31 538.7862 2 1075.5578 -0.0004 35.27 K L 0
1520 DDIVWTYSGVRPLCDDESDSPQAITR 57.021465@C:14 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 74 999.1318 3 2994.3736 0.0070 50.76 R D 0
1521 DDLAPSLGR JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 24 472.2460 2 942.4774 0.0005 30.73 K A 0
1522 DDLLLEEGAVELPEGEFNAAFNPEAVVK JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 70 1005.8328 3 3014.4766 0.0005 68.62 R V 0
1523 DDLNLVLATAAK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 96 622.3482 2 1242.6818 -0.0001 46.61 R L 0
1524 DDLPEGVYNEQFK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 59 777.3596 2 1552.7046 0.0002 40.96 R K 0
1525 DDLSGMDVAR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 60 539.7449 2 1077.4752 -0.0008 31.58 R K 0
1526 DDLSMIAVQGPNAQAK JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 83 829.4142 2 1656.8138 -0.0001 41.66 R A 0
1527 DDNMQDAANALMAELATIDQHGFSAEELDDVK JW1489 ECK1488 pqqL predicted peptidase 112 1159.8520 3 3476.5342 -0.0005 78.05 R S 0
1528 DDPHALR JW0811 ECK0817 moeA molybdopterin biosynthesis protein 36 412.2066 2 822.3986 0.0003 16.51 R A 0
1529 DDSFFDVYTECR 57.021465@C:11 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 88 777.3142 2 1552.6138 -0.0002 51.31 K T 0
1530 DDTAVPLLAPNQDIYLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 45 957.5019 2 1912.9892 -0.0002 55.69 R E 0
1531 DDTEYYLLTSEHVSVSEFEGQEILK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 57 977.7977 3 2930.3713 0.0003 60.00 K V 0
1532 DDVAFQIINDELYLDGNAR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 21 727.6870 3 2180.0392 0.0007 65.16 R Q JW3485
1533 DDVMGESLYNPMLPGIVADLK JW1865 ECK1877 argS arginyl-tRNA synthetase 59 1139.0586 2 2276.1026 -0.0041 67.69 R A 0
1534 DDVNFLK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 44 425.7190 2 849.4234 0.0003 35.13 R H 0
1535 DDVTGEELTTR JW0463 ECK0468 adk adenylate kinase 62 618.2913 2 1234.5680 0.0004 26.81 K K 0
1536 DDYNPETEQYTLTISQR JW0915 ECK0923 pepN aminopeptidase N 100 1036.9731 2 2071.9316 -0.0018 42.57 K T 0
1537 DEALHLTGTQHMLNLLR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 51 654.6787 3 1961.0143 -0.0008 47.34 R S 0
1538 DECGCGESFHV 57.021465@C:3,57.021465@C:5 JW2512 ECK2525 iscA FeS cluster assembly protein 53 648.7345 2 1295.4544 -0.0001 33.12 K - 0
1539 DEDGNYLVDVILDEAANK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 109 996.9740 2 1991.9334 0.0010 69.10 K G 0
1540 DEEGLEIIR JW1709 ECK1717 thrS threonyl-tRNA synthetase 57 537.2774 2 1072.5402 0.0003 39.00 K H 0
1541 DEFADGASYLQGK JW3747 ECK3766 ilvC ketol-acid reductoisomerase, NAD(P)-binding 26 700.8199 2 1399.6252 -0.0002 41.39 R K 0
1542 DEFAESRPLEK JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 42 660.8251 2 1319.6356 -0.0001 25.93 R Q 0
1543 DEKGELLVPERK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 29 471.5955 3 1411.7647 -0.0023 24.14 R I 0
1544 DELHAQLSNNR JW0907 ECK0915 mukB fused chromosome partitioning proteins 30 432.8813 3 1295.6221 0.0002 22.40 R S 0
1545 DELSDALKR JW2517 ECK2530 suhB inositol monophosphatase 45 523.7770 2 1045.5394 -0.0009 30.43 R - 0
1546 DELTVGGIK JW0162 ECK0165 glnD uridylyltransferase 30 466.2583 2 930.5020 -0.0001 31.97 R A 0
1547 DENDEFVK JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 43 498.2193 2 994.4240 -0.0002 24.87 R A 0
1548 DENGNVEVR JW2751 ECK2774 pyrG CTP synthetase 28 516.2418 2 1030.4690 0.0011 18.64 R S 0
1549 DENITVVWVPGAYELPLAAGALAK JW0405 ECK0409 ribE riboflavin synthase beta chain 45 1249.1713 2 2496.3280 0.0017 69.41 K T 0
1550 DENNWQEAAK JW4345 ECK4374 deoA thymidine phosphorylase 56 602.7652 2 1203.5158 0.0002 24.35 K A 0
1551 DENSWLIDGGTPIDDVMR JW4177 ECK4214 ytfL predicted inner membrane protein 17 1016.9691 2 2031.9236 0.0030 60.63 R V 0
1552 DEQDDPLNLK JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 60 593.7831 2 1185.5516 0.0004 35.23 R G 0
1553 DEQNLELVLR JW2174 ECK2180 yejK nucleotide associated protein 43 614.8302 2 1227.6458 0.0000 44.41 R D 0
1554 DESMNIR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 40 432.6974 2 863.3802 -0.0005 22.65 K Y 0
1555 DEVIDHLGTIAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 79 655.8507 2 1309.6868 -0.0009 38.09 R S 0
1556 DEVILPYWR JW1117 ECK1117 purB adenylosuccinate lyase 37 595.8141 2 1189.6136 0.0005 52.52 R Q 0
1557 DEVILTLNK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 50 522.8004 2 1043.5862 0.0001 38.53 K S 0
1558 DEVNELAEELGADVVVIGSR JW0600 ECK0601 uspG universal stress protein UP12 74 1057.5333 2 2113.0520 -0.0018 70.21 R N 0
1559 DEVPWWNVVGDR JW0172 ECK0176 yaeT conserved protein 57 736.3520 2 1470.6894 0.0003 57.05 R K 0
1560 DEVRPIDTDPNVLVMPADGVISQLGK JW4121 ECK4156 psd phosphatidylserine decarboxylase 86 926.8162 3 2777.4268 0.0000 59.73 R I 0
1561 DFADAELDR JW3216 ECK3235 rng ribonuclease G 51 526.2382 2 1050.4618 0.0000 33.95 R I 0
1562 DFADIEGADIAK JW4171 ECK4209 cpdB 2':3'-cyclic-nucleotide 2'-phosphodiesterase 78 632.8062 2 1263.5978 -0.0004 42.24 K G 0
1563 DFDALNILRPDMEPR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 37 601.3018 3 1800.8836 0.0007 57.14 K A 0
1564 DFDDVYFSNDNGLEETR JW5380 ECK2318 trmC fused 5-methylaminomethyl-2-thiouridine forming enzyme methyltransferase -!- FAD-dependent demodification enzyme 59 1018.4302 2 2034.8458 0.0017 49.32 R Y 0
1565 DFDVTTNATPEQVR JW5808 ECK0142 pcnB poly(A) polymerase I 97 796.8807 2 1591.7468 -0.0009 36.15 K K 0
1566 DFEEGVWLSELSDAIETSK JW5427 ECK2653 ygaT predicted protein 32 1078.0065 2 2153.9984 -0.0019 72.15 K G 0
1567 DFELSGIGLPK JW3465 ECK3483 prlC oligopeptidase A 17 588.3195 2 1174.6244 0.0010 52.88 R E 0
1568 DFGESLLVYRPPIDTR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 33 626.6639 3 1876.9699 0.0016 53.47 R S 0
1569 DFGSVDNFK JW3879 ECK3901 sodA superoxide dismutase, Mn 41 514.7379 2 1027.4612 0.0003 37.30 R A 0
1570 DFGSVDNFKAEFEK JW3879 ECK3901 sodA superoxide dismutase, Mn 95 816.8802 2 1631.7458 -0.0008 45.81 R A 0
1571 DFGVEFASR JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 44 514.2456 2 1026.4766 -0.0003 42.08 R Y 0
1572 DFIEIGR JW5713 ECK4031 ubiC chorismate pyruvate lyase 30 425.2270 2 848.4394 0.0002 39.77 R D 0
1573 DFLIATLKPR JW4114 ECK4149 frdB fumarate reductase (anaerobic), Fe-S subunit 42 587.3532 2 1172.6918 0.0001 44.05 K - 0
1574 DFLKHNPQNPSWADRDR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 19 524.7565 4 2094.9969 -0.0016 28.64 R F 0
1575 DFLPGMLDATAGGVVQADEQLLESAR JW2296 ECK2293 yfcD predicted NUDIX hydrolase 120 1352.1684 2 2702.3222 0.0002 75.04 K R 0
1576 DFLTLLEQQGELKR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 12 563.9773 3 1688.9101 0.0005 57.53 R I 0
1577 DFNCEDIISR 57.021465@C:4 JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 62 634.7825 2 1267.5504 0.0001 39.32 K K 0
1578 DFNEALVHQVVVAYAAGAR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 106 1015.5261 2 2029.0376 -0.0003 57.84 R Q 0
1579 DFNPSGIILSGGPESTTEENSPR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 120 1202.5666 2 2403.1186 -0.0002 49.60 R A 0
1580 DFQEEVAK JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 48 483.2325 2 964.4504 0.0003 25.50 R L 0
1581 DFSAQVLR JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 53 468.2509 2 934.4872 0.0000 37.10 K G 0
1582 DFSFIIK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 45 435.2419 2 868.4692 -0.0001 51.05 R Q 0
1583 DFTFEAAHR JW2735 ECK2760 ygcM 6-pyruvoyl tetrahydrobiopterin synthase (PTPS) 44 547.2562 2 1092.4978 -0.0010 30.66 K L 0
1584 DFTLCADMFK 57.021465@C:5 JW1269 ECK1272 ribA GTP cyclohydrolase II 57 624.2757 2 1246.5368 0.0007 55.31 R L 0
1585 DFVAAVLPK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 30 480.2815 2 958.5484 -0.0002 44.17 R G 0
1586 DFVAAWVK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 29 468.2530 2 934.4914 0.0003 47.47 K V 0
1587 DFVEFPSQINEHWATHPQVFAR JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 28 664.5739 4 2654.2665 -0.0002 51.07 R Y 0
1588 DFVWCQEEPLNQGAWYCSQHHFR 57.021465@C:5,57.021465@C:17 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 55 749.3262 4 2993.2757 -0.0005 49.27 K E 0
1589 DFVYVGDVADVNLWFLENGVSGIFNLGTGR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 55 1091.8791 3 3272.6155 0.0015 80.46 R A 0
1590 DGAAGVFLAANTFPK JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 85 739.8863 2 1477.7580 0.0016 51.28 R S 0
1591 DGAYDLVVPSTYYVDK JW1109 ECK1109 potD polyamine transporter subunit -!- periplasmic-binding component of ABC superfamily 29 902.9356 2 1803.8566 0.0001 52.31 K M 0
1592 DGAYVTLR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 40 447.7377 2 893.4608 0.0002 28.15 R L 0
1593 DGDGFAWIER JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 71 583.2671 2 1164.5196 -0.0003 48.53 R R 0
1594 DGDISILELNVTLPEAEELK JW1163 ECK1162 minE cell division topological specificity factor 53 733.3859 3 2197.1359 -0.0005 66.48 K - 0
1595 DGDIVNIDVTVIK JW0163 ECK0166 map methionine aminopeptidase 86 700.8852 2 1399.7558 0.0001 51.01 K D 0
1596 DGDLVLIDAGCEYK 57.021465@C:11 JW2876 ECK2903 pepP proline aminopeptidase P II 92 784.3686 2 1566.7226 -0.0008 47.79 R G 0
1597 DGDTLLVQVK JW0172 ECK0176 yaeT conserved protein 42 544.3032 2 1086.5918 -0.0003 36.54 R E 0
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1598 DGDVMNFLFNV JW1194 ECK1191 ychF predicted GTP-binding protein 37 635.7928 2 1269.5710 0.0012 75.83 K - 0
1599 DGEPETPPNNWR JW4198 ECK4234 treC trehalose-6-P hydrolase 38 706.3154 2 1410.6162 0.0000 30.33 R S 0
1600 DGETVISWEK JW0462 ECK0467 htpG molecular chaperone HSP90 family 59 582.2825 2 1162.5504 -0.0002 39.61 K I 0
1601 DGEVLLPAAEDMLPIACQMFAEGK 57.021465@C:17 JW1796 ECK1805 yeaZ predicted peptidase 88 1303.1204 2 2604.2262 -0.0011 74.81 R T 0
1602 DGFHGDTSK JW0163 ECK0166 map methionine aminopeptidase 43 482.2114 2 962.4082 -0.0011 15.50 K M 0
1603 DGFRAEK JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 21 411.7093 2 821.4040 0.0009 16.71 R I 0
1604 DGFVIAGGGGMVVVEELEHALAR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 25 776.0668 3 2325.1786 0.0000 74.68 R G 0
1605 DGFVLGDGAGMLVLEEYEHAK JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 26 750.6969 3 2249.0689 0.0015 62.36 R K 0
1606 DGGAQHFADCITAIR 57.021465@C:10 JW0623 ECK0621 lipA lipoate synthase 69 816.3832 2 1630.7518 -0.0004 39.96 R E 0
1607 DGGFAEYIVVK JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 89 599.3112 2 1196.6078 0.0002 48.21 R R 0
1608 DGGIIGEATLDFISQFR JW3386 ECK3409 glpR DNA-binding transcriptional repressor 40 613.6487 3 1837.9243 0.0032 77.38 R L 0
1609 DGGTHLAGFR JW5625 ECK3691 gyrB DNA gyrase, subunit B 31 344.1737 3 1029.4993 0.0000 24.03 R A 0
1610 DGGVIASGYNEELDEWR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 88 955.4329 2 1908.8512 0.0023 49.95 R A 0
1611 DGGYLYTTTDIACAK 57.021465@C:13 JW1865 ECK1877 argS arginyl-tRNA synthetase 98 824.8797 2 1647.7448 -0.0002 42.13 K Y 0
1612 DGHLIVNGK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 51 476.7643 2 951.5140 0.0003 20.96 K K 0
1613 DGHPLFAGFVK JW2751 ECK2774 pyrG CTP synthetase 42 594.3136 2 1186.6126 -0.0008 43.08 R A 0
1614 DGHPWFK JW3883 ECK3905 cpxR DNA-binding response regulator in two-component regulatory system with CpxA 28 443.7141 2 885.4136 0.0003 28.09 K T 0
1615 DGIASAILPGR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 56 535.3035 2 1068.5924 -0.0004 41.29 R F 0
1616 DGIPAVVER JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 40 478.2640 2 954.5134 0.0000 30.69 K L 0
1617 DGIPVLLETEAR JW0900 ECK0908 ycaR conserved protein 55 656.8590 2 1311.7034 0.0001 49.20 R V 0
1618 DGISALQMDIK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 39 595.8080 2 1189.6014 0.0003 43.60 R I 0
1619 DGISYTFSIVPAALGK JW5522 ECK3103 tdcE pyruvate formate-lyase 4/2-ketobutyrate formate-lyase 81 819.9412 2 1637.8678 0.0014 60.59 K E 0
1620 DGISYTFSIVPNALGK JW0886 ECK0894 pflB pyruvate formate lyase I 73 841.4442 2 1680.8738 0.0017 59.51 K D 0
1621 DGISYTFSIVPNALGKDDEVR JW0886 ECK0894 pflB pyruvate formate lyase I 49 766.0540 3 2295.1402 0.0020 55.80 K K 0
1622 DGISYTFSIVPNALGKDDEVRK JW0886 ECK0894 pflB pyruvate formate lyase I 24 606.8158 4 2423.2341 0.0008 50.54 K T 0
1623 DGKEDHFHYEGGIK JW5625 ECK3691 gyrB DNA gyrase, subunit B 24 408.6915 4 1630.7369 -0.0006 22.42 R A 0
1624 DGLALSSR JW0129 ECK0132 panC pantothenate synthetase 53 409.7214 2 817.4282 -0.0010 25.78 K N 0
1625 DGLDGFITITGGK JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 85 647.3385 2 1292.6624 0.0013 52.82 R L 0
1626 DGLDSYR JW5898 ECK0958 yccW predicted methyltransferase 26 413.1902 2 824.3658 -0.0007 24.69 K L 0
1627 DGLDVGSQLLLSTLTPHTK JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 36 665.6972 3 1994.0698 0.0012 61.26 R G 0
1628 DGLEDYIR JW3897 ECK3918 glpK glycerol kinase 55 490.7378 2 979.4610 0.0001 43.72 R S 0
1629 DGLFCAR 57.021465@C:5 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 40 419.6982 2 837.3818 0.0016 30.32 R I 0
1630 DGLKPVHR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 26 461.2671 2 920.5196 0.0006 16.61 R R 0
1631 DGLPWSVK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 43 451.2426 2 900.4706 0.0001 43.63 R I 0
1632 DGLVDVDEK JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 49 495.2428 2 988.4710 -0.0003 28.62 K G 0
1633 DGLYYLTEQQAQAILDLR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 43 1055.5445 2 2109.0744 0.0002 67.31 R L 0
1634 DGNKLDLYGK JW2203 ECK2207 ompC outer membrane porin protein C 39 561.7930 2 1121.5714 -0.0002 26.25 K V JW1371 JW1468 JW5319

1635 DGNKVDLYGK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 43 554.7861 2 1107.5576 0.0017 23.04 K A 0
1636 DGNLNLTGQAPYK JW2500 ECK2512 yfgA conserved protein 35 695.8517 2 1389.6888 0.0001 34.36 K L 0
1637 DGNNFVYIER JW5760 ECK4255 yjgQ conserved inner membrane protein 13 613.7938 2 1225.5730 0.0004 38.44 K V 0
1638 DGNPNVTADITR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 50 636.8122 2 1271.6098 -0.0006 28.43 R H 0
1639 DGNTIEYDGMTMER JW1913 ECK1927 yedD predicted protein 83 816.3370 2 1630.6594 -0.0009 39.54 R V 0
1640 DGPDNPANGPRPLYNVEK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 24 651.6527 3 1951.9363 -0.0025 30.35 R D 0
1641 DGPSAGIAMCTALVSCLTGNPVR 57.021465@C:10,57.021465@C:16 JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 57 1174.0638 2 2346.1130 0.0001 63.09 K A 0
1642 DGQIQFVLLK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 62 580.8376 2 1159.6606 0.0007 51.67 K G 0
1643 DGQIVLNIAPR JW3197 ECK3217 sspB ClpXP protease specificity-enhancing factor 47 598.3433 2 1194.6720 0.0001 42.05 R A 0
1644 DGQLVFTR JW5741 ECK4175 rnr exoribonuclease R, RNase R 48 468.2509 2 934.4872 0.0000 33.96 R R 0
1645 DGQVGAIFNTVTR JW2120 ECK2125 bglX beta-D-glucoside glucohydrolase, periplasmic 68 689.3594 2 1376.7042 -0.0004 45.83 K Q 0
1646 DGQVYNIAFENGEK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 62 792.3702 2 1582.7258 -0.0004 40.22 R V 0
1647 DGQWIATEPLAGLTMDK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 88 923.4557 2 1844.8968 -0.0009 59.57 R I 0
1648 DGRVAHECILDIRPLKEETGISELDIAK 57.021465@C:8 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 10 795.1685 4 3176.6449 -0.0052 74.03 R R 0
1649 DGRWEPEFTITGQAWDLPVVGYR JW5689 ECK3404 malP maltodextrin phosphorylase 43 898.1100 3 2691.3082 0.0002 64.35 K N 0
1650 DGSMIGLNK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 45 467.7369 2 933.4592 0.0004 29.95 R D 0
1651 DGSMIGLNKDILCQYVEYITNIR 57.021465@C:13 JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 30 905.7874 3 2714.3404 -0.0005 73.81 R M 0
1652 DGSQVVTLNQGTR JW4218 ECK4254 yjgP conserved inner membrane protein 51 687.8516 2 1373.6886 -0.0012 27.92 R F 0
1653 DGSVVVLGYTDR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 103 640.8276 2 1279.6406 -0.0002 42.44 K I 0
1654 DGSYNIDQGVGVR JW3213 ECK3233 tldD predicted peptidase 71 690.3306 2 1378.6466 -0.0009 33.30 K A 0
1655 DGTIVSVQGFAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 30 625.3297 2 1248.6448 -0.0014 40.03 R G 0
1656 DGTLQALSEK JW1905 ECK1919 fliY cystine transporter subunit -!- periplasmic-binding component of ABC superfamily 23 531.2771 2 1060.5396 -0.0004 30.26 K W 0
1657 DGTVYSITR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 30 506.2591 2 1010.5036 0.0004 29.16 K - 0
1658 DGVDAGGSYVFVQR JW2424 ECK2426 yfeX conserved protein 106 735.3539 2 1468.6932 -0.0013 39.75 K W 0
1659 DGVEKDKR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 35 473.7513 2 945.4880 0.0002 13.23 R A 0
1660 DGVIADFFVTEK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 86 670.8407 2 1339.6668 0.0009 57.61 K M 0
1661 DGVLFTPPFTSSALPGITR JW5606 ECK3762 ilvE branched-chain amino-acid aminotransferase 29 988.5277 2 1975.0408 -0.0005 63.17 K D 0
1662 DGVSVAR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 31 352.1903 2 702.3660 0.0001 19.30 K E 0
1663 DGVYHCLICDAPLFHSQTK 57.021465@C:6,57.021465@C:9 JW1767 ECK1776 yeaA methionine sulfoxide reductase B 23 566.0174 4 2260.0405 0.0001 47.39 R Y 0
1664 DGWLFTAEHTQSVLK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 34 577.9615 3 1730.8627 0.0000 48.79 K G 0
1665 DGYADGWAQAGTAR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 85 719.8201 2 1437.6256 -0.0015 33.46 R A 0
1666 DGYIAYIDELYNANR JW0116 ECK0119 speD S-adenosylmethionine decarboxylase 97 895.4223 2 1788.8300 -0.0017 60.57 R L 0
1667 DGYTFVSHQQEVGTGYFDK JW3975 ECK4007 aceA isocitrate lyase 47 726.6635 3 2176.9687 -0.0013 41.80 K V 0
1668 DHAPLMQEINQTGGYNDEIEGK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 81 820.3757 3 2458.1053 -0.0017 41.34 R L 0
1669 DHFAILK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 39 422.2393 2 842.4640 -0.0010 29.27 R V JW3101
1670 DHGSLVSLSNFSTVGSLMGNLTR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 16 798.0692 3 2391.1858 0.0006 63.59 K G 0
1671 DHKLPIR JW0166 ECK0170 pyrH uridylate kinase 29 439.7638 2 877.5130 -0.0003 18.81 R V 0
1672 DHLALMK JW0931 ECK0939 ycbY predicted methyltransferase 33 414.2257 2 826.4368 -0.0003 24.52 R D 0
1673 DHLDDPVIGELR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 62 689.8513 2 1377.6880 -0.0008 38.42 R N 0
1674 DHLLDELDHNWEVLAEPIQTVMR JW1117 ECK1117 purB adenylosuccinate lyase 65 925.1263 3 2772.3571 0.0030 71.92 R R 0
1675 DHPIKFPAK JW1738 ECK1747 xthA exonuclease III 36 351.5343 3 1051.5811 -0.0004 21.15 R A 0
1676 DHPIYYAGPAK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 46 616.3092 2 1230.6038 0.0007 24.33 K T JW4083
1677 DHTHLALNKEDEK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 32 517.2578 3 1548.7516 -0.0017 18.26 R I 0
1678 DHTHNPPIR JW5492 ECK2983 yghU predicted S-transferase 20 362.8525 3 1085.5357 -0.0011 16.59 R V 0
1679 DHTLFAK JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 26 416.2214 2 830.4282 -0.0004 22.25 R A 0
1680 DHTSDQLHEEFDAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 26 557.9129 3 1670.7169 -0.0003 27.07 R D 0
1681 DHVTLGEMHSGLDFAAAVK JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 42 666.6630 3 1996.9672 -0.0004 44.46 R L 0
1682 DIADAVTAAGVEVAK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 132 715.3802 2 1428.7458 -0.0001 47.28 R S 0
1683 DIAHGVSR JW0232 ECK0243 proB gamma-glutamate kinase 25 427.7269 2 853.4392 -0.0013 18.38 R Y 0
1684 DIALGEEFVNK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 89 617.8195 2 1233.6244 0.0004 43.41 K - 0
1685 DIALTIPNLPADEVPVGKDENDNVEVSR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 44 1007.1787 3 3018.5143 -0.0002 54.35 R W 0
1686 DIANTGLRPVMTLSSEIIGVQTLK JW1179 ECK1178 dadX alanine racemase 2, PLP-binding 13 852.8072 3 2555.3998 0.0005 65.25 R A 0
1687 DIASDLFGVVNDNPDIITNVYR JW5854 ECK3820 yigL predicted hydrolase 35 817.4111 3 2449.2115 -0.0010 71.37 R D 0
1688 DIATGVR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 41 366.2059 2 730.3972 0.0000 21.28 R E 0
1689 DIAVLEDAGVPYQLLESSR JW1178 ECK1177 dadA D-amino acid dehydrogenase 101 1038.0364 2 2074.0582 0.0001 63.36 R L 0
1690 DIAVVVAENVPAADILSECK 57.021465@C:19 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 28 1057.0462 2 2112.0778 0.0007 61.04 R K 0
1691 DIAVVVAENVPAADILSECKK 57.021465@C:19 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 51 747.7312 3 2240.1718 -0.0003 55.40 R V 0
1692 DICQCEALWTPAK 57.021465@C:3,57.021465@C:5 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 58 796.3677 2 1590.7208 0.0038 42.61 R I 0
1693 DIDALVEQAR JW0638 ECK0636 ybeL conserved protein 72 565.2963 2 1128.5780 0.0005 42.76 R E 0
1694 DIDAVAYTAGPGLVGALLVGATVGR JW3036 ECK3054 ygjD predicted peptidase 22 786.1008 3 2355.2806 0.0010 79.01 K S 0
1695 DIDGEVTTLEK JW1700 ECK1708 btuE predicted glutathione peroxidase 30 610.3063 2 1218.5980 0.0001 38.17 K F 0
1696 DIDGHDAASIK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 60 571.2783 2 1140.5420 0.0009 22.56 R R 0
1697 DIDGHDAASIKR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 38 433.2216 3 1296.6430 0.0009 19.73 R A 0
1698 DIDIQSPTAR JW5362 ECK2165 yeiP predicted elongtion factor 62 558.2884 2 1114.5622 0.0005 30.64 K G 0
1699 DIDTETLTNSVK JW3598 ECK3613 rfaK lipopolysaccharide core biosynthesis 29 668.3354 2 1334.6562 -0.0003 37.29 K R 0
1700 DIDTIGIPIHWGYEGVAK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 25 662.0108 3 1983.0106 0.0004 57.05 K K 0
1701 DIEALDELLATLTDDKPR JW2748 ECK2771 ygcF conserved protein 10 676.6893 3 2027.0461 0.0039 75.24 R V 0
1702 DIEYLQSR JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 41 512.2591 2 1022.5036 0.0003 31.95 R G 0
1703 DIFLLSPDAGAKPGHQVK JW2101 ECK2107 metG methionyl-tRNA synthetase 29 631.6786 3 1892.0140 -0.0015 38.51 K - 0
1704 DIFSLTNEEVQELAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 102 868.4412 2 1734.8678 0.0004 63.83 R Q 0
1705 DIGAQYIIIGHSER JW3890 ECK3911 tpiA triosephosphate isomerase 94 786.4123 2 1570.8100 -0.0002 41.19 K R 0
1706 DIGEPSVLNR JW5791 ECK4344 yjiY predicted inner membrane protein 57 550.2906 2 1098.5666 -0.0003 34.14 K A 0
1707 DIGGLETNR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 43 487.7486 2 973.4826 -0.0002 25.60 K I 0
1708 DIGLPGVADAHIVLTNLTSQIGR JW1050 ECK1048 yceB predicted lipoprotein 28 787.4362 3 2359.2868 0.0007 68.77 K E 0
1709 DIHFEGLQR JW0172 ECK0176 yaeT conserved protein 34 557.7857 2 1113.5568 0.0002 34.05 K V 0
1710 DIHVHVPEGATPK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 39 467.2488 3 1398.7246 -0.0008 26.59 R D 0
1711 DIIAAFVR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 35 452.7664 2 903.5182 0.0004 48.57 K H 0
1712 DIIAILGMDELSEEDKLVVAR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 65 777.0824 3 2328.2254 0.0007 67.11 K A 0
1713 DIKEQEVYMGEIPLMTDNGTFVINGTER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 13 1067.1806 3 3198.5200 -0.0013 61.32 K V 0
1714 DILCQYVEYITNIR 57.021465@C:4 JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 44 600.6380 3 1798.8922 -0.0001 71.49 K M 0
1715 DILEVICK 57.021465@C:7 JW1163 ECK1162 minE cell division topological specificity factor 58 495.2707 2 988.5268 0.0005 47.31 K Y 0
1716 DILGGLR JW0101 ECK0104 guaC GMP reductase 42 372.2241 2 742.4336 -0.0001 38.11 R S 0
1717 DILIISTPQDTPR JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 51 734.9040 2 1467.7934 0.0002 45.02 R F 0
1718 DIMDAGK 15.994915@M:3 JW0463 ECK0468 adk adenylate kinase 28 383.1759 2 764.3372 -0.0002 15.33 K L 0
1719 DINWDMK JW4215 ECK4251 valS valyl-tRNA synthetase 38 461.2107 2 920.4068 0.0006 36.92 R R 0
1720 DIPLLSR JW1117 ECK1117 purB adenylosuccinate lyase 41 407.2452 2 812.4758 0.0003 42.42 R T 0
1721 DIQDWCISR 57.021465@C:6 JW4215 ECK4251 valS valyl-tRNA synthetase 49 596.7749 2 1191.5352 0.0010 40.82 R Q 0
1722 DIQLATPPQVGAPATEYAALAELK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 74 1234.1576 2 2466.3006 0.0002 59.17 K A 0
1723 DIQLWQVVFSR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 72 695.8777 2 1389.7408 0.0004 65.69 R G 0
1724 DIQQTIK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 31 423.2398 2 844.4650 -0.0004 22.70 K L 0
1725 DIRDPMELLDEVENELK JW5873 ECK4366 prfC peptide chain release factor RF-3 70 686.6736 3 2056.9990 0.0005 73.73 R I 0
1726 DISELVRQGQDLMVQVVKDPLGTK JW3216 ECK3235 rng ribonuclease G 11 890.1509 3 2667.4309 0.0044 62.19 R G 0
1727 DISFEAPNAPHVFQK JW3584 ECK3599 secB protein export chaperone 12 567.2861 3 1698.8365 0.0001 43.81 K D 0
1728 DISPQAPTHILIIPNILIPTVNDVSAEHEQALGR JW1089 ECK1089 hinT purine nucleoside phosphoramidase 56 918.7492 4 3670.9677 -0.0005 64.12 R M 0
1729 DISSANLR JW2889 ECK2918 yggE conserved protein 34 438.2328 2 874.4510 0.0002 24.28 K T 0
1730 DISTALGLK JW0494 ECK0499 allR DNA-binding transcriptional regulator 40 459.2688 2 916.5230 0.0001 44.59 R A 0
1731 DITADVLK JW0173 ECK0177 hlpA periplasmic chaperone 30 437.7476 2 873.4806 0.0000 35.86 K Q 0
1732 DITATVDSIPLITASILAK JW4345 ECK4374 deoA thymidine phosphorylase 14 648.0416 3 1941.1030 -0.0003 75.91 R K 0
1733 DITGGLPR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 46 414.7325 2 827.4504 0.0003 31.00 K V 0
1734 DITLAMDCAASEFYK 57.021465@C:8 JW2750 ECK2773 eno enolase 111 867.8894 2 1733.7642 0.0002 57.72 K D 0
1735 DITLAMDCAASEFYKDGK 57.021465@C:8 JW2750 ECK2773 eno enolase 32 678.9779 3 2033.9119 0.0044 53.62 K Y 0
1736 DITLTSTCEHHFVTIDGK 57.021465@C:8 JW2140 ECK2146 folE GTP cyclohydrolase I 39 692.0015 3 2072.9827 -0.0011 38.47 R A 0
1737 DITTILANEK JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 52 559.3089 2 1116.6032 0.0005 44.02 R V 0
1738 DIVAGIASEEEDEIVVFEGCEHAK 57.021465@C:20 JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 33 882.7468 3 2645.2186 0.0021 60.60 R Y 0
1739 DIVGYVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 28 411.2294 2 820.4442 0.0001 33.13 K E 0
1740 DIVTDSR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 40 403.2061 2 804.3976 -0.0001 20.83 K G 0
1741 DIVYFHSLFWPAMLEGSNFR JW2101 ECK2107 metG methionyl-tRNA synthetase 39 810.3971 3 2428.1695 0.0022 70.08 K K 0
1742 DIYDIAEK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 28 483.7427 2 965.4708 0.0003 35.29 R Y 0
1743 DIYPISAK JW0636 ECK0634 rlpB minor lipoprotein 12 453.7508 2 905.4870 0.0013 32.80 R V 0
1744 DKCEQSANINAYWEPNTLR 57.021465@C:3 JW1575 ECK1578 ynfB predicted protein 19 770.3584 3 2308.0534 -0.0007 42.41 R C 0
1745 DKDALTR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 27 409.7214 2 817.4282 -0.0011 15.75 R E 0
1746 DKEGNEIIVASNFTPVPR JW3395 ECK3418 glgB 1,4-alpha-glucan branching enzyme 14 662.6824 3 1985.0254 0.0036 42.56 R H 0
1747 DKEISEDDDRR JW0167 ECK0171 frr ribosome recycling factor 48 459.8790 3 1376.6152 -0.0016 15.90 K S 0
1748 DKFDLAFANDPDYDR JW0675 ECK0676 pgm phosphoglucomutase 60 601.2727 3 1800.7963 0.0009 43.15 R H 0
1749 DKGEAENEAKPIDVK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 47 548.2815 3 1641.8227 0.0018 19.77 K S 0
1750 DKGEFFAK JW0159 ECK0162 yaeH conserved protein 10 471.2400 2 940.4654 0.0000 20.93 K S 0
1751 DKISAAATR JW2918 ECK2946 yggS predicted enzyme 32 466.7625 2 931.5104 0.0018 17.08 R C 0
1752 DKISNGNWQSHIGR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 32 537.9370 3 1610.7892 -0.0023 26.27 R S 0
1753 DKIYPIAQCNNAFIFPGIGLGVIASGASR 57.021465@C:9 JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 49 1017.2019 3 3048.5839 -0.0014 64.44 K I 0
1754 DKLAAITDWTAENVHHAIQATADELEVGMGK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 24 834.4148 4 3333.6301 0.0003 71.18 R V 0
1755 DKLAQFTSLQADLENGVNLEQTIR JW0886 ECK0894 pflB pyruvate formate lyase I 55 901.8030 3 2702.3872 -0.0003 61.31 K L 0
1756 DKLATQCGLDVAPR 57.021465@C:7 JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 54 515.2683 3 1542.7831 0.0008 28.26 R G 0
1757 DKLEPYFTEGR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 32 677.8355 2 1353.6564 0.0000 32.90 R Y 0
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1758 DKLMNLAR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 36 480.7695 2 959.5244 0.0022 26.22 R G 0
1759 DKLSNPVR JW2893 ECK2922 pgk phosphoglycerate kinase 13 310.1785 3 927.5137 -0.0002 21.60 K L 0
1760 DKLVSSEVK JW5625 ECK3691 gyrB DNA gyrase, subunit B 47 502.7844 2 1003.5542 -0.0007 20.36 K S 0
1761 DKNDSFR JW0710 ECK0709 gltA citrate synthase 30 441.2096 2 880.4046 0.0008 16.01 K L 0
1762 DKNIPIR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 22 428.2549 2 854.4952 -0.0021 19.59 R I 0
1763 DKPEDAVLDVQGIATVTPAIVQACTQDK 57.021465@C:24 JW3478 ECK3494 hdeA stress response protein acid-resistance protein 31 994.8416 3 2981.5030 0.0014 58.22 K Q 0
1764 DKPFLYLDTHAGAGR JW3466 ECK3484 yhiR predicted DNA (exogenous) processing protein 38 554.2861 3 1659.8365 -0.0003 36.65 K Y 0
1765 DKPLGAVALK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 40 506.3134 2 1010.6122 -0.0001 26.21 K S 0
1766 DKPSYGMATDMQGNVVLLALDEVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 50 865.4328 3 2593.2766 -0.0002 63.61 K Q 0
1767 DKPVIVVDGSGMQCQEPANALTK 57.021465@C:14 JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 67 819.7410 3 2456.2012 -0.0026 38.81 K A 0
1768 DKQDLIFGCEQGVDFVAASFIR 57.021465@C:9 JW1666 ECK1672 pykF pyruvate kinase I 51 839.0821 3 2514.2245 0.0032 65.87 K K 0
1769 DKTDRIQALAGWIAEQIGADVNHATR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 65 713.1217 4 2848.4577 -0.0002 67.71 R A 0
1770 DKTTFISTISHELR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 59 549.9612 3 1646.8618 -0.0011 43.12 R T 0
1771 DKTYHYYSLPLAAK JW1268 ECK1271 acnA aconitate hydratase 1 13 557.2909 3 1668.8509 -0.0003 36.50 K S 0
1772 DKVSQAFWHEWR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 46 530.2611 3 1587.7615 0.0033 40.65 R K 0
1773 DKYEHHLLLK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 27 324.6831 4 1294.7033 0.0001 22.45 R M 0
1774 DLAANPIPVLDGELVGALRPSDAPLTPR JW1409 ECK1405 azoR NADH-azoreductase, FMN-dependent 56 956.5255 3 2866.5547 -0.0004 65.69 R Q 0
1775 DLALAYSPGVAAPCLEIEKDPLK 57.021465@C:14 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 52 824.1017 3 2469.2833 0.0009 54.29 R A 0
1776 DLALIEINPLVITK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 58 517.9840 3 1550.9302 0.0018 65.34 R Q 0
1777 DLALNQAMIPLGSCTMK 57.021465@C:14 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 78 931.9619 2 1861.9092 -0.0008 54.02 K L 0
1778 DLANDGYR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 46 462.2145 2 922.4144 0.0000 21.86 K A 0
1779 DLANSAIDLSDGLISDLGHIVK JW0407 ECK0411 thiL thiamin-monophosphate kinase 113 1133.5993 2 2265.1840 -0.0012 76.36 R A 0
1780 DLAVQYR JW1117 ECK1117 purB adenylosuccinate lyase 33 432.7323 2 863.4500 -0.0001 28.28 K D 0
1781 DLAVSSGSACTSASLEPSYVLR 57.021465@C:10 JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 113 1135.5517 2 2269.0888 -0.0008 46.82 K A 0
1782 DLDEDIR JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 40 438.2087 2 874.4028 -0.0004 27.82 K G 0
1783 DLDEIITIAGQELNEK JW0129 ECK0132 panC pantothenate synthetase 102 900.9649 2 1799.9152 0.0001 69.09 R G 0
1784 DLDGTILATGFPFK JW2517 ECK2530 suhB inositol monophosphatase 58 747.8962 2 1493.7778 0.0013 63.09 R A 0
1785 DLDKFLWFIESNIE JW0797 ECK0801 dps Fe-binding and storage protein 17 884.9437 2 1767.8728 0.0010 80.05 R - 0
1786 DLDRDTAR JW0785 ECK0789 ybiB predicted transferase/phosphorylase 31 481.2395 2 960.4644 0.0020 16.49 R G 0
1787 DLDSAIAAAK JW2411 ECK2413 pdxK pyridoxal-pyridoxamine kinase/hydroxymethylpyrimidine kinase 24 487.7615 2 973.5084 0.0004 34.44 R S 0
1788 DLDTIANEPLHYDWEALR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 30 724.3515 3 2170.0327 -0.0004 57.68 K E 0
1789 DLDTIANEPLHYDWEALRESIK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 25 657.8297 4 2627.2897 0.0031 59.27 K T 0
1790 DLDVTATNR JW0122 ECK0125 can carbonic anhydrase 59 502.7542 2 1003.4938 0.0005 24.41 R E 0
1791 DLEDSPVR JW3192 ECK3212 nanE predicted N-acetylmannosamine-6-P epimerase 23 465.7297 2 929.4448 -0.0005 24.46 R I 0
1792 DLEEIPDNVIADLDIHPVK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 27 715.7078 3 2144.1016 0.0015 63.27 R R 0
1793 DLEEIPDNVIADLDIHPVKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 27 576.0578 4 2300.2021 0.0008 58.18 R I 0
1794 DLEHPIEVPVGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 58 666.8613 2 1331.7080 -0.0005 36.08 K A 0
1795 DLETQSQDGTFDK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 95 742.3310 2 1482.6474 0.0000 28.80 K L 0
1796 DLEYLNSSVK JW3140 ECK3161 argG argininosuccinate synthetase 26 584.2981 2 1166.5816 -0.0002 37.35 K I 0
1797 DLEYLVALAEHR JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 78 714.8777 2 1427.7408 0.0001 57.44 R H 0
1798 DLFCSER 57.021465@C:4 JW3820 ECK3836 fre flavin reductase 12 463.7059 2 925.3972 0.0008 29.46 R N 0
1799 DLFEGLLVSDLDGHPAPGVAESWDNK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 75 927.7831 3 2780.3275 -0.0018 64.37 R D 0
1800 DLFEGLLVSDLDGHPAPGVAESWDNKDAK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 22 774.6298 4 3094.4901 0.0019 60.00 R V 0
1801 DLFGSEDDALFLSK JW3784 ECK3806 xerC site-specific tyrosine recombinase 63 778.8789 2 1555.7432 0.0027 60.15 R L 0
1802 DLFPEYHQLWPNK JW5689 ECK3404 malP maltodextrin phosphorylase 20 562.9486 3 1685.8240 0.0040 52.42 K F 0
1803 DLFRDLK JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 11 453.7559 2 905.4972 0.0002 49.04 K R 0
1804 DLFVAQASLTGESLPVEK JW4201 ECK4237 mgtA magnesium transporter 23 952.5034 2 1902.9922 -0.0015 53.62 R A 0
1805 DLGAVFLVGIGGK JW3722 ECK3738 asnA asparagine synthetase A 77 623.3637 2 1244.7128 0.0000 60.12 K L 0
1806 DLGAVGVICGR 57.021465@C:9 JW5952 ECK4284 yjhU KpLE2 phage-like element; predicted DNA-binding transcriptional regulator 57 558.7953 2 1115.5760 0.0004 39.90 R F 0
1807 DLGEKPFR JW2501 ECK2513 yfgB predicted enzyme 29 481.2583 2 960.5020 -0.0008 23.94 K A 0
1808 DLGEVSGDSCQASNQDSPPSIPTAR 57.021465@C:10 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 50 863.3897 3 2587.1473 0.0018 37.34 R K 0
1809 DLGFAGFK JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 33 427.7239 2 853.4332 -0.0001 43.40 K V 0
1810 DLGFNVEVQPVPGTR JW3929 ECK3948 argE acetylornithine deacetylase 46 814.4253 2 1626.8360 -0.0004 48.23 K N 0
1811 DLGHDVR JW2996 ECK3019 mdaB NADPH quinone reductase 33 406.2063 2 810.3980 -0.0003 18.17 R I 0
1812 DLGIADNDWIEVFNSNGALTAR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 61 1196.0810 2 2390.1474 -0.0028 67.88 K A 0
1813 DLGILTVAVVTKPFNFEGK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 15 683.3862 3 2047.1368 0.0014 63.24 K K 0
1814 DLGLAGASLR JW3783 ECK3805 yigA conserved protein 46 486.7773 2 971.5400 0.0001 37.09 R L 0
1815 DLGLIEQIDEK JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 58 636.8374 2 1271.6602 -0.0007 48.30 K I 0
1816 DLGLTDESK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 27 489.2431 2 976.4716 0.0004 26.87 K W 0
1817 DLGMVGAEELR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 72 595.2975 2 1188.5804 -0.0004 41.30 R V 0
1818 DLGSLIFIDMR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 87 640.3396 2 1278.6646 0.0004 65.58 R D 0
1819 DLGSMDVNEVIEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 82 724.8505 2 1447.6864 0.0000 44.61 K L 0
1820 DLGYGLLLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 54 496.2947 2 990.5748 -0.0001 50.86 K R 0
1821 DLGYGLLLKR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 59 574.3450 2 1146.6754 -0.0007 44.28 K Y 0
1822 DLHDDAEWMAK JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 42 665.7899 2 1329.5652 -0.0006 35.71 K Q 0
1823 DLIDDAR JW0411 ECK0415 ispA geranyltranstransferase 25 409.2062 2 816.3978 0.0001 29.07 R Q 0
1824 DLIELTESLFR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 57 668.3614 2 1334.7082 0.0002 76.16 K T JW4090
1825 DLIESELFGHEK JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 60 708.8537 2 1415.6928 -0.0003 46.38 K G 0
1826 DLIGWIDQPSVELSNALMHHPDINLILATGGPGMVK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 98 1284.6648 3 3850.9726 -0.0022 76.19 K A 0
1827 DLIKIENTFLSEDQVDQLALYAPQATVNR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 14 1102.2400 3 3303.6982 -0.0003 65.87 K I 0
1828 DLITFVADRPGHDLR JW5598 ECK3780 rffG dTDP-glucose 4,6-dehydratase 48 575.6407 3 1723.9003 -0.0001 43.95 R Y 0
1829 DLIVDSYIK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 41 533.2951 2 1064.5756 0.0004 45.86 K W 0
1830 DLIVIGGGINGAGIAADAAGR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 158 941.0131 2 1880.0116 0.0003 53.10 K G 0
1831 DLKDNIALGR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 52 557.8140 2 1113.6134 -0.0008 30.82 K K 0
1832 DLKPTLESK JW3719 ECK3734 gidA glucose-inhibited cell-division protein 21 515.7926 2 1029.5706 0.0000 22.10 R F 0
1833 DLKPVVEMGPDALIMSDPGLIMLVR JW2066 ECK2077 yegQ predicted peptidase 31 903.8185 3 2708.4337 0.0023 71.94 R E 0
1834 DLLAGIVAK JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 66 450.2817 2 898.5488 0.0000 46.99 R H 0
1835 DLLAITPGENAVNIADVEPASELFK JW3179 ECK3202 gltB glutamate synthase, large subunit 15 876.1262 3 2625.3568 0.0031 67.91 R R 0
1836 DLLAPWVPDAPSR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 47 718.8804 2 1435.7462 0.0002 57.08 R A 0
1837 DLLCDPQTSGGLLLAVMPEAENEVK 57.021465@C:4 JW1753 ECK1762 selD selenophosphate synthase 41 900.4487 3 2698.3243 0.0048 66.19 R A 0
1838 DLLDMRIVTEEVVVKNHNAVGK 15.994915@M:5 JW0831 ECK0838 ybjL predicted transporter 10 624.5867 4 2494.3177 -0.0036 59.86 R R 0
1839 DLLDNVQYAPAR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 48 687.8538 2 1373.6930 -0.0009 43.93 R G 0
1840 DLLGATNPANALAGTLR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 104 834.4573 2 1666.9000 -0.0002 54.98 R A 0
1841 DLLGITK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 51 380.2343 2 758.4540 0.0002 37.64 R A 0
1842 DLLIWLEGHLDQPLSLDNVAAK JW4359 ECK4388 rob DNA-binding transcriptional activator 41 820.7770 3 2459.3092 0.0033 72.24 R A 0
1843 DLLKEQNNR JW3252 ECK3277 mscL mechanosensitive channel 21 565.3024 2 1128.5902 0.0016 20.09 R S 0
1844 DLLNVPSNYK JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 11 581.8093 2 1161.6040 0.0012 39.18 R V 0
1845 DLLPLVEGCTVSTK 57.021465@C:9 JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 83 766.4072 2 1530.7998 0.0035 49.42 R H 0
1846 DLLRDPGLHR JW2482 ECK2493 uraA uracil transporter 26 397.8911 3 1190.6515 -0.0007 28.22 K S 0
1847 DLLTQCEATIASAVSAVTAVYSTETAMAK 57.021465@C:6 JW3026 ECK3044 ygiF predicted adenylate cyclase 44 1001.4945 3 3001.4617 -0.0006 80.41 R L 0
1848 DLMGCQVVTTEGYDLGK 15.994915@M:3,57.021465@C:5 JW5413 ECK2605 rimM 16S rRNA processing protein 103 951.4344 2 1900.8542 -0.0003 41.78 K V 0
1849 DLMGNSSELR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 65 561.2664 2 1120.5182 0.0001 32.59 K N 0
1850 DLNDFATVNATYEAFFTEHNATFPAR JW5755 ECK4238 yjgF ketoacid-binding protein 92 1481.6861 2 2961.3576 0.0008 65.49 K S 0
1851 DLNDQFDR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 45 511.7300 2 1021.4454 -0.0011 29.21 R I 0
1852 DLNELAEQNLILR JW3386 ECK3409 glpR DNA-binding transcriptional repressor 70 770.9203 2 1539.8260 0.0005 54.21 R H 0
1853 DLNLTYR JW3395 ECK3418 glgB 1,4-alpha-glucan branching enzyme 18 447.7376 2 893.4606 0.0000 34.88 R H 0
1854 DLPADPLTLFER JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 49 693.8668 2 1385.7190 0.0000 63.57 R W 0
1855 DLPDLVYMTEAEK 15.994915@M:8 JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 73 770.3663 2 1538.7180 0.0006 47.48 K I 0
1856 DLPDSYKR JW5403 ECK2507 der predicted GTP-binding protein 24 497.2538 2 992.4930 0.0003 20.97 K Y 0
1857 DLPEDIYVVIEIPANADPIKYEIDK JW4185 ECK4222 ppa inorganic pyrophosphatase 18 958.1667 3 2871.4783 -0.0009 71.12 K E 0
1858 DLPEDIYVVIEIPANADPIKYEIDKESGALFVDR JW4185 ECK4222 ppa inorganic pyrophosphatase 71 1282.9934 3 3845.9584 -0.0030 75.08 K F 0
1859 DLPLIASNFR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 51 573.3195 2 1144.6244 0.0005 50.70 R N 0
1860 DLPLVTIDGEDAR JW5741 ECK4175 rnr exoribonuclease R, RNase R 63 707.3650 2 1412.7154 0.0007 47.37 R D 0
1861 DLQQTTQLLDPAK JW3997 ECK4029 malM maltose regulon periplasmic protein 51 735.8936 2 1469.7726 0.0000 44.49 K A 0
1862 DLQSIADYPVK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 33 624.8270 2 1247.6394 -0.0003 42.24 R V 0
1863 DLRPALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 21 406.7537 2 811.4928 0.0014 21.53 K I 0
1864 DLSDVTLGQFAGK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 77 675.8488 2 1349.6830 0.0004 49.17 K R 0
1865 DLSEELQILEAGLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 81 910.4754 2 1818.9362 0.0000 79.21 K I 0
1866 DLSELSTYSFVDNVAFR JW5196 ECK1261 yciO conserved protein 26 981.9750 2 1961.9354 -0.0016 64.73 R L 0
1867 DLSGFVDGTENPAGEETRR JW2424 ECK2426 yfeX conserved protein 49 683.9866 3 2048.9380 -0.0017 38.90 R E 0
1868 DLSHGMQR 15.994915@M:6 JW1767 ECK1776 yeaA methionine sulfoxide reductase B 12 480.2222 2 958.4298 0.0009 14.24 K I 0
1869 DLSIIATPPAR JW1100 ECK1100 mfd transcription-repair coupling factor 14 577.3326 2 1152.6506 0.0004 40.70 R R 0
1870 DLSPLWEMYK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 16 641.3132 2 1280.6118 0.0008 56.63 R Q 0
1871 DLTAADGQTR JW5067 ECK0486 ybbN predicted thioredoxin domain-containing protein 67 524.2572 2 1046.4998 0.0005 20.04 K K 0
1872 DLTAEQAAER JW0741 ECK0747 galT galactose-1-phosphate uridylyltransferase 72 552.2699 2 1102.5252 -0.0002 22.35 R L 0
1873 DLTDAAVK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 49 416.7242 2 831.4338 0.0000 23.72 R M 0
1874 DLTDDELIDLFK JW3982 ECK4014 yjbC 23S rRNA pseudouridine synthase 46 718.8620 2 1435.7094 0.0012 66.95 R L 0
1875 DLTDSTVLR JW1117 ECK1117 purB adenylosuccinate lyase 18 510.2718 2 1018.5290 -0.0004 32.58 R N 0
1876 DLTEHQR JW3377 ECK3401 gntY predicted gluconate transport associated protein 36 449.7225 2 897.4304 0.0000 15.58 R G 0
1877 DLTGDPWGGR JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 42 537.2541 2 1072.4936 -0.0001 36.72 R T 0
1878 DLTVFDATCPLVTK 57.021465@C:9 JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 79 790.4056 2 1578.7966 0.0003 52.42 R V 0
1879 DLVESAPAALK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 57 557.3113 2 1112.6080 0.0004 35.00 K E 0
1880 DLVESAPAALKEGVSK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 33 538.6295 3 1612.8667 -0.0005 37.00 K D 0
1881 DLVESVMQR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 39 538.7740 2 1075.5334 0.0003 42.50 K I 0
1882 DLVGFGVENAPR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 58 637.3304 2 1272.6462 0.0000 44.60 R G 0
1883 DLVHAIPLYAIK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 44 676.9004 2 1351.7862 -0.0002 51.84 R Q 0
1884 DLVVDMGQFYAQYEK JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 128 903.4239 2 1804.8332 -0.0009 59.08 R I 0
1885 DLVVSLAYQVR JW3311 ECK3336 slyD FKBP-type peptidyl prolyl cis-trans isomerase (rotamase) 73 631.8590 2 1261.7034 0.0004 50.13 K T 0
1886 DLYEAILELFDQEL JW3206 ECK3226 argR DNA-binding transcriptional dual regulator, L-arginine-binding 20 855.9277 2 1709.8408 0.0008 81.33 K - 0
1887 DMALEDVLIITGELDENLFLAAR 15.994915@M:2 JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 38 859.7765 3 2576.3077 0.0033 80.42 K N 0
1888 DMALIGQALIR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 60 600.8422 2 1199.6698 0.0002 51.81 R D 0
1889 DMALLGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 37 374.2070 2 746.3994 -0.0001 34.71 R A 0
1890 DMATGEIEVLASSLTIINR 15.994915@M:2 JW1855 ECK1867 aspS aspartyl-tRNA synthetase 38 1025.0299 2 2048.0452 -0.0006 68.68 R A 0
1891 DMEFVQYHPTGLPGSGILMTEGCR 57.021465@C:23 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 69 899.0820 3 2694.2242 0.0001 55.61 R G 0
1892 DMEMLAPGYTQTLEPR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 61 926.4345 2 1850.8544 0.0002 49.15 R A 0
1893 DMEPEDLLK JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 14 545.2603 2 1088.5060 0.0000 45.69 K A 0
1894 DMFEQAK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 27 434.6971 2 867.3796 0.0000 27.10 R K 0
1895 DMGGGFLQK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 49 476.7318 2 951.4490 0.0007 35.69 K L 0
1896 DMGGLPDALFVIDADHEHIAIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 35 595.0520 4 2376.1789 0.0005 59.13 K E 0
1897 DMGTVVFPDAPVK 15.994915@M:2 JW0893 ECK0901 cmk cytidylate kinase 84 696.3474 2 1390.6802 0.0000 41.57 R I 0
1898 DMIQNHLLQILCMIAMSPPSDLSADSIRDEK 57.021465@C:12 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 17 886.1841 4 3540.7073 -0.0010 77.34 R V 0
1899 DMMIEILRDEEGHIDWLETELDLIQK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 83 1062.1886 3 3183.5440 -0.0027 77.20 R M 0
1900 DMMLLDALIQLK JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 58 702.3838 2 1402.7530 -0.0033 75.15 R E 0
1901 DMSVFSSLIR 15.994915@M:2 JW1093 ECK1093 nagZ beta N-acetyl-glucosaminidase 24 585.7952 2 1169.5758 0.0009 69.23 K E 0
1902 DMTAAELK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 35 439.7180 2 877.4214 0.0000 26.41 K A 0
1903 DMVCSPGGTTIEAVR 57.021465@C:4 JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 72 796.8738 2 1591.7330 -0.0004 37.02 K V 0
1904 DMVKPEEMVVLDR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 13 520.9303 3 1559.7691 0.0003 42.40 K W 0
1905 DNADPSGLGNTLGWAWAWPLNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 70 1206.0794 2 2410.1442 -0.0012 73.00 R R 0
1906 DNDQTANLGALIDAGVR JW1431 ECK1429 ydcP predicted peptidase 48 871.9373 2 1741.8600 0.0006 52.62 K S 0
1907 DNEIYQFASIGEVNQDLK JW0176 ECK0180 lpxA UDP-N-acetylglucosamine acetyltransferase 102 1042.0022 2 2081.9898 -0.0006 55.57 R Y 0
1908 DNEQDMIVK JW0636 ECK0634 rlpB minor lipoprotein 44 546.2554 2 1090.4962 -0.0003 27.04 K E 0
1909 DNESLSLSILR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 71 623.8354 2 1245.6562 -0.0001 48.69 R L 0
1910 DNEVDKILGLEIGADDYITKPFNPR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 83 944.8176 3 2831.4310 -0.0030 64.14 R E 0
1911 DNIALGR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 29 379.7117 2 757.4088 0.0006 23.85 K K 0
1912 DNISLDLGNNAEAVILR JW3138 ECK3158 nusA transcription termination/antitermination L factor 124 913.9839 2 1825.9532 -0.0001 57.23 R E 0
1913 DNISLDLGNNAEAVILREDMLPR JW3138 ECK3158 nusA transcription termination/antitermination L factor 19 856.7740 3 2567.3002 -0.0011 62.12 R E 0
1914 DNKLQMELVPER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 32 491.2572 3 1470.7498 -0.0002 36.88 R L 0
1915 DNLAAANPQVVK JW5243 ECK1492 ydeN conserved protein 90 620.3380 2 1238.6614 -0.0004 27.55 K E 0
1916 DNLAPDLSYR JW4114 ECK4149 frdB fumarate reductase (anaerobic), Fe-S subunit 25 582.2878 2 1162.5610 -0.0008 36.35 K W 0
1917 DNLLLASPGSSDEALSEILR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 54 1050.5449 2 2099.0752 0.0007 63.80 R R 0
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1918 DNLTGSEQIFYSGFK JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 70 853.4071 2 1704.7996 0.0002 52.63 R E 0
1919 DNMAFSPEER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 47 598.2559 2 1194.4972 -0.0003 30.51 R V 0
1920 DNMDELKK JW2465 ECK2476 bcp thiol peroxidase, thioredoxin-dependent 40 496.7395 2 991.4644 0.0001 19.26 R A 0
1921 DNNIQLVW JW1759 ECK1768 ydjF predicted DNA-binding transcriptional regulator 41 501.2564 2 1000.4982 0.0005 56.92 K - 0
1922 DNPETAKEIEKK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 49 701.3640 2 1400.7134 -0.0012 17.74 K V 0
1923 DNQIVTLTASR JW0424 ECK0428 yajG predicted lipoprotein 66 609.3278 2 1216.6410 -0.0002 32.81 R D 0
1924 DNSAGLDLANEHR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 28 471.2237 3 1410.6493 0.0006 25.63 R L 0
1925 DNTPMFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 40 476.2346 2 950.4546 0.0015 29.95 K G 0
1926 DNTWYTGAK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 51 528.2429 2 1054.4712 -0.0007 29.55 K L 0
1927 DNVTAFPLVQER JW5408 ECK2558 yfhB conserved protein 42 694.8623 2 1387.7100 0.0006 44.87 R L 0
1928 DNVVIYEGELESLR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 62 818.4140 2 1634.8134 -0.0015 51.53 R R 0
1929 DNVVIYEGELESLRR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 37 896.4646 2 1790.9146 -0.0015 46.69 R F 0
1930 DPATLDYVVPFK JW3985 ECK4017 pgi glucosephosphate isomerase 37 682.8585 2 1363.7024 0.0002 51.40 K V 0
1931 DPETTAQWIER JW0785 ECK0789 ybiB predicted transferase/phosphorylase 76 673.3222 2 1344.6298 -0.0011 39.11 K C 0
1932 DPFGAASGGR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 53 467.7225 2 933.4304 0.0000 24.68 R R 0
1933 DPIQPYIDGEWVK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 21 780.3909 2 1558.7672 0.0005 50.80 K A 0
1934 DPQQIISGNEK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 53 614.8117 2 1227.6088 -0.0006 27.77 K V 0
1935 DPQQIQQIFNQY JW2924 ECK2952 ansB periplasmic L-asparaginase II 10 761.3706 2 1520.7266 0.0008 55.74 K - 0
1936 DPQTEAIVMIGEIGGSAEEEAAAYIK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 20 898.1048 3 2691.2926 -0.0023 79.97 K E 0
1937 DPVMNYPAMAQDLVDTLDAQQIDK JW0673 ECK0674 ybfF conserved protein 111 1346.1345 2 2690.2544 -0.0023 72.64 R A 0
1938 DQAAIDASCKECDALFALLDAELAK 57.021465@C:9,57.021465@C:12 JW0822 ECK0828 yliJ predicted glutathione S-transferase 74 913.4387 3 2737.2943 0.0005 70.28 R V 0
1939 DQAGIDKIMIDLDGTENK JW2750 ECK2773 eno enolase 85 988.4856 2 1974.9566 0.0000 50.62 K S 0
1940 DQALVTDMWENLFQQASQQ JW2322 ECK2319 yfcL predicted protein 117 1126.5183 2 2251.0220 0.0005 78.29 R - 0
1941 DQAVLIEPFDTVTVQGFYR JW1596 ECK1599 ydgH predicted protein 69 1099.5601 2 2197.1056 0.0002 64.35 K S 0
1942 DQAVPPTINLDNPDEGCDLDFVPHEAR 57.021465@C:17 JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 44 1012.1316 3 3033.3730 -0.0044 53.44 R Q 0
1943 DQEAWTR JW5689 ECK3404 malP maltodextrin phosphorylase 39 453.2092 2 904.4038 -0.0001 23.54 R A 0
1944 DQEFSSDLGSR JW0915 ECK0923 pepN aminopeptidase N 66 620.7759 2 1239.5372 0.0006 29.51 R A 0
1945 DQFNSMK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 34 435.1948 2 868.3750 0.0001 22.04 R K 0
1946 DQFVQPVVK JW1728 ECK1737 osmE DNA-binding transcriptional regulator 46 530.2948 2 1058.5750 -0.0010 31.21 K D 0
1947 DQGIDLR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 29 408.7141 2 815.4136 -0.0001 25.81 K N 0
1948 DQGPPDLDDIFR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 63 694.3283 2 1386.6420 0.0005 55.14 R K 0
1949 DQIIEAVAAMSVMDVVELISAMEEK 15.994915@M:10,15.994915@M:13,15.994915@M:22 JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 73 693.0868 4 2768.3181 0.0013 80.38 K F 0
1950 DQITALDLAGDELGFPGSLFLSHFNR JW1615 ECK1618 add adenosine deaminase 108 945.1442 3 2832.4108 0.0025 74.16 R A 0
1951 DQLELENR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 41 508.7540 2 1015.4934 0.0001 26.97 R A 0
1952 DQLFVGDDAIR JW2894 ECK2923 epd D-erythrose 4-phosphate dehydrogenase 42 624.8149 2 1247.6152 0.0006 42.08 R V 0
1953 DQLLENLQEGMEVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 109 823.4090 2 1644.8034 0.0006 51.82 R G 0
1954 DQNEDIDREDFAQR JW0384 ECK0388 rdgC DNA-binding protein, non-specific 31 584.2589 3 1749.7549 -0.0005 27.76 R F 0
1955 DQPEEMKADVVVANILAGPLR JW3227 ECK3246 prmA methylase for 50S ribosomal subunit protein L11 17 755.7354 3 2264.1844 0.0010 62.75 K E 0
1956 DQPWPEGGK JW1327 ECK1329 uspE stress-induced protein 13 507.2380 2 1012.4614 0.0001 27.12 K A 0
1957 DQSDIYNYDSSLLQSDYSGLFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 95 1293.5844 2 2585.1542 -0.0015 65.12 R D 0
1958 DQVDYMDVSTQQVVSVGASLIPFLEHDDANR 15.994915@M:6 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 121 1155.5470 3 3463.6192 -0.0009 69.86 R A 0
1959 DQVGNILIR JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 55 514.2985 2 1026.5824 0.0004 39.33 R K 0
1960 DQYDLHPVYK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 44 639.3110 2 1276.6074 -0.0014 28.85 R R 0
1961 DRANIYG JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 18 404.7011 2 807.3876 0.0001 21.13 R - 0
1962 DRDIPELAQLQSEILDAIWPHLK JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 31 675.8646 4 2699.4293 0.0009 77.71 R T 0
1963 DREGIVQVFFDPDRADALK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 18 548.5341 4 2190.1073 0.0004 53.90 R L 0
1964 DRFANWPVRIEMISR 15.994915@M:12 JW1100 ECK1100 mfd transcription-repair coupling factor 13 635.9964 3 1904.9674 -0.0005 58.87 R F 0
1965 DRFNVPVSDADIEK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 70 802.9000 2 1603.7854 0.0013 35.63 R L 0
1966 DRGEDALIIYDDLSK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 90 861.9307 2 1721.8468 -0.0004 49.66 R Q 0
1967 DRIDYQALPEHEK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 41 538.6025 3 1612.7857 0.0012 25.64 R H 0
1968 DRLIDQGDDAIAEVLNLWPDADR JW4193 ECK4229 yjgA conserved protein 18 870.7638 3 2609.2696 -0.0026 74.24 R Q 0
1969 DRLNEMGIVLEDGPQGTTWR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 63 763.0432 3 2286.1078 0.0015 50.74 R R 0
1970 DRLWANAR JW3592 ECK3607 kbl glycine C-acetyltransferase 28 501.2670 2 1000.5194 -0.0008 24.16 R Q 0
1971 DRPMAVNGQVEILPMMYLALSYDHR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 48 730.6133 4 2918.4241 0.0001 65.11 K L 0
1972 DRSEVDLK JW0159 ECK0162 yaeH conserved protein 11 481.2511 2 960.4876 0.0001 26.23 R R 0
1973 DRSEVDLKR JW0159 ECK0162 yaeH conserved protein 25 373.2032 3 1116.5878 -0.0008 18.36 R K 0
1974 DRVEDATLVLSVGDEVEAK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 37 1023.0224 2 2044.0302 -0.0021 86.30 R F 0
1975 DRVHLANIMR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 44 408.8926 3 1223.6560 0.0004 28.38 R K 0
1976 DRWVLAVAGTHGK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 35 470.5926 3 1408.7560 -0.0015 31.17 R T 0
1977 DSAGAAALAGAVGYFVLTK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 11 594.6541 3 1780.9405 0.0046 51.59 K A 0
1978 DSAQEAGHHVVDK JW0765 ECK0771 moaB molybdopterin biosynthesis protein B 63 696.8291 2 1391.6436 0.0007 16.94 R A 0
1979 DSDPEVLLEAIR JW2181 ECK2185 narP DNA-binding response regulator in two-component regulatory system with NarQ or NarX 67 678.8536 2 1355.6926 -0.0006 54.80 K A 0
1980 DSDTVVVNYK JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 69 570.2831 2 1138.5516 0.0011 28.09 K G 0
1981 DSFDALASAEK JW1716 ECK1725 yniC predicted hydrolase 74 577.2718 2 1152.5290 -0.0008 36.96 R L 0
1982 DSFDDSSANLFK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 84 673.2993 2 1344.5840 0.0007 43.59 K L 0
1983 DSFLASLTEAER JW3198 ECK3218 sspA stringent starvation protein A 90 669.8307 2 1337.6468 0.0005 54.56 R E 0
1984 DSGDHQMR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 31 473.1957 2 944.3768 -0.0001 13.37 K H 0
1985 DSGIAVDLTSAGMR JW0934 ECK0942 pqiB paraquat-inducible protein B 41 696.8428 2 1391.6710 -0.0003 44.26 K V 0
1986 DSGLDISYALR JW3747 ECK3766 ilvC ketol-acid reductoisomerase, NAD(P)-binding 66 605.3094 2 1208.6042 0.0006 46.49 R K 0
1987 DSGQNDLIDEDTRDMLEGVMDIADQR JW0655 ECK0650 ybeX predicteed ion transport 36 984.4375 3 2950.2907 -0.0013 74.28 R V 0
1988 DSGSDMVLVGLLR JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 40 681.3590 2 1360.7034 0.0014 59.60 K G 0
1989 DSGTILFQGK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 66 533.2820 2 1064.5494 -0.0007 35.26 K E 0
1990 DSGTVLDWK JW4345 ECK4374 deoA thymidine phosphorylase 59 510.7536 2 1019.4926 0.0002 41.08 R S 0
1991 DSGVVSELFDER JW1692 ECK1700 pps phosphoenolpyruvate synthase 85 676.8202 2 1351.6258 0.0003 50.88 R N 0
1992 DSGVVSELFDERNDAVK JW1692 ECK1700 pps phosphoenolpyruvate synthase 45 940.4542 2 1878.8938 -0.0021 46.66 R A 0
1993 DSHLPISGSIK JW2363 ECK2362 dsdA D-serine ammonia-lyase 31 577.3144 2 1152.6142 0.0004 28.57 K A 0
1994 DSHPMAVMCGITGALAAFYHDSLDVNNPR 57.021465@C:9 JW0710 ECK0709 gltA citrate synthase 34 790.6169 4 3158.4385 0.0014 70.09 R H 0
1995 DSIEAGDISYK JW0469 ECK0474 ushA bifunctional UDP-sugar hydrolase -!- 5'-nucleotidase 61 599.2851 2 1196.5556 -0.0003 31.87 R N 0
1996 DSIFKHEYQDR JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 30 479.8965 3 1436.6677 -0.0006 23.45 R F 0
1997 DSILEAIDAGIK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 90 622.8404 2 1243.6662 0.0003 58.20 K L 0
1998 DSIPVPDYEPEADGIPNTFVPGR JW0434 ECK0438 ybaX predicted aluminum resistance protein 37 829.0674 3 2484.1804 -0.0005 55.58 R N 0
1999 DSIYIPMER JW5403 ECK2507 der predicted GTP-binding protein 23 562.2765 2 1122.5384 0.0004 41.59 R D 0
2000 DSLAIFGNDYPTEDGTGVR JW0742 ECK0748 galE UDP-galactose-4-epimerase 121 1013.9711 2 2025.9276 -0.0003 51.06 R D 0
2001 DSLGETAFNMLLDR JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 54 791.3821 2 1580.7496 -0.0008 64.91 K I 0
2002 DSLGFQPNLR JW2761 ECK2784 yqcA predicted flavoprotein 27 573.7989 2 1145.5832 0.0003 38.62 K Y 0
2003 DSLKDEVLHSLLPR JW0384 ECK0388 rdgC DNA-binding protein, non-specific 41 541.3018 3 1620.8836 0.0001 53.16 K A 0
2004 DSLLEPTETVVEMVAELHR JW2174 ECK2180 yejK nucleotide associated protein 29 723.3686 3 2167.0840 0.0009 69.84 R V 0
2005 DSLMLQLYPDAELR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 55 832.4219 2 1662.8292 0.0006 57.95 K E 0
2006 DSLPEGVYNDQFK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 49 756.3540 2 1510.6934 -0.0005 40.09 R K 0
2007 DSMGQSLSGGER 15.994915@M:3 JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 21 620.2670 2 1238.5194 -0.0002 18.35 R R 0
2008 DSMSYAEQDVK JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 80 636.7742 2 1271.5338 0.0000 27.46 K A 0
2009 DSPILILDEATSALDTESER JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 29 1088.0366 2 2174.0586 -0.0004 69.06 R A 0
2010 DSQEYVSK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 38 478.2219 2 954.4292 -0.0002 18.64 R K 0
2011 DSQEYVSKK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 42 542.2694 2 1082.5242 -0.0001 16.10 R H 0
2012 DSQIGAWVSK JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 69 545.7803 2 1089.5460 0.0006 37.23 R Q 0
2013 DSSFAMLLEAQR JW2914 ECK2942 gshB glutathione synthetase 39 684.3350 2 1366.6554 0.0003 52.68 K R 0
2014 DSTAELYHFIGK JW2101 ECK2107 metG methionyl-tRNA synthetase 57 690.8432 2 1379.6718 -0.0002 45.21 K D 0
2015 DSTGICFIGER 57.021465@C:6 JW1119 ECK1119 trmU tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase 58 627.7925 2 1253.5704 -0.0006 41.18 K K 0
2016 DSTLLVETVK JW5057 ECK0418 yajL conserved protein 73 552.8110 2 1103.6074 0.0000 37.27 R Q 0
2017 DSVGAVVMGPYADLAEGMK 15.994915@M:8,15.994915@M:18 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 84 971.4507 2 1940.8868 0.0011 45.20 R V 0
2018 DSVIGLSK JW2140 ECK2146 folE GTP cyclohydrolase I 35 409.7347 2 817.4548 0.0003 28.34 K I 0
2019 DSVLLLEK JW5041 ECK0305 ykgE predicted oxidoreductase 59 458.7712 2 915.5278 0.0002 38.66 R L 0
2020 DSVSYGVVK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 72 477.2503 2 952.4860 -0.0005 25.33 K M 0
2021 DSVTLVHK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 48 449.7531 2 897.4916 -0.0003 19.83 R G 0
2022 DSWLALLDEAGMK JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 102 724.8581 2 1447.7016 -0.0001 65.76 R G 0
2023 DSYTMLEILR JW1338 ECK1341 ydaO predicted C32 tRNA thiolase 35 620.8159 2 1239.6172 0.0003 56.30 K N 0
2024 DTAIMSYSTK JW0361 ECK0366 hemB porphobilinogen synthase 22 558.7654 2 1115.5162 -0.0007 29.36 K F 0
2025 DTASVFR JW0636 ECK0634 rlpB minor lipoprotein 25 398.2034 2 794.3922 0.0000 26.60 K N 0
2026 DTDVPYSNIVALNEHAAVLHYTK JW3823 ECK3839 pepQ proline dipeptidase 17 857.4346 3 2569.2820 0.0006 49.12 R L 0
2027 DTEELHPR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 54 498.7406 2 995.4666 -0.0006 18.07 K T 0
2028 DTETDSRLDGLSDAFSVFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 56 1066.0005 2 2129.9864 0.0000 58.74 R C 0
2029 DTFWWADK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 36 534.7427 2 1067.4708 -0.0005 49.88 R G 0
2030 DTFWWADKGK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 60 627.3009 2 1252.5872 -0.0003 42.52 R G 0
2031 DTGTIEIIAPLSGEIVNIEDVPDVVFAEK JW2410 ECK2412 crr glucose-specific enzyme IIA component of PTS 30 1028.5400 3 3082.5982 0.0022 78.26 K I 0
2032 DTINAPAEELGPSQLAQR JW2507 ECK2520 pepB aminopeptidase B 99 955.4845 2 1908.9544 0.0003 40.73 R A 0
2033 DTLHLEGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 47 456.7428 2 911.4710 -0.0001 23.34 R E 0
2034 DTLHLEGKELEFK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 25 520.2765 3 1557.8077 0.0040 37.92 R V 0
2035 DTNVWEGDYQMVGR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 77 835.3677 2 1668.7208 0.0006 45.14 K Q 0
2036 DTPELVSFLHLPVQSGSDR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 68 699.6933 3 2096.0581 0.0042 60.52 R I 0
2037 DTPILTFMNK JW5873 ECK4366 prfC peptide chain release factor RF-3 27 590.3074 2 1178.6002 -0.0003 50.56 R L 0
2038 DTPINWTTK JW0803 ECK0809 ybiS conserved protein 16 538.2744 2 1074.5342 -0.0004 35.45 K V 0
2039 DTQQLLK JW3895 ECK3916 fpr ferredoxin-NADP reductase 26 423.2404 2 844.4662 0.0008 24.92 R E 0
2040 DTSGVLLVAK JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 44 501.7952 2 1001.5758 0.0001 35.50 R K 0
2041 DTSLAATIQVPELFR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 14 830.9488 2 1659.8830 -0.0001 62.82 K Q 0
2042 DTTLQHPR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 57 484.2514 2 966.4882 0.0000 17.11 R C 0
2043 DTTLVALGGGVVGDLTGFAAASYQR JW3352 ECK3376 aroB 3-dehydroquinate synthase 43 813.7565 3 2438.2477 0.0035 73.14 R G 0
2044 DTTTIIDGVGEEAAIQGR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 85 923.4630 2 1844.9114 0.0000 46.86 K V 0
2045 DTVGNNIGVYDNPNDLSAK JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 90 1003.4771 2 2004.9396 0.0009 39.18 R S 0
2046 DTVLVENTPIDYLDFASPVSGLGSK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 54 879.7810 3 2636.3212 -0.0008 68.04 R M 0
2047 DTWSDHIR JW0835 ECK0842 nfsA nitroreductase A, NADPH-dependent, FMN-dependent 29 515.2410 2 1028.4674 -0.0002 26.95 R R 0
2048 DVADVHDIAK JW0671 ECK0672 fldA flavodoxin 1 40 541.7767 2 1081.5388 -0.0016 24.71 K S 0
2049 DVAEILLEGLR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 52 614.3510 2 1226.6874 0.0005 64.80 R R 0
2050 DVAEILLEGLRR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 41 692.4011 2 1382.7876 -0.0004 58.70 R L 0
2051 DVAELVDWFDAR JW3129 ECK3148 yhbW predicted enzyme 90 718.3468 2 1434.6790 0.0011 67.56 R D 0
2052 DVAESDRGFSLAQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 15 508.2550 3 1521.7432 0.0009 29.43 K M 0
2053 DVAEYMAVLK JW1086 ECK1086 ycfH predicted metallodependent hydrolase 67 569.7946 2 1137.5746 0.0007 51.18 R G 0
2054 DVAGYAAGLELFDR JW4346 ECK4375 deoB phosphopentomutase 103 748.8729 2 1495.7312 0.0005 57.97 R R 0
2055 DVAPGEAIYITEEGQLFTR JW2309 ECK2306 purF amidophosphoribosyltransferase 53 1055.0297 2 2108.0448 0.0024 59.07 R Q 0
2056 DVAQLTNPLPK JW0931 ECK0939 ycbY predicted methyltransferase 72 598.3375 2 1194.6604 -0.0004 38.64 K G 0
2057 DVATPEVADIR JW0190 ECK0194 proS prolyl-tRNA synthetase 64 593.3088 2 1184.6030 -0.0006 34.72 R N 0
2058 DVAVLNQLPLVQPEIVPVGATIDDTLPITVEAPEACPR 57.021465@C:36 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 22 1013.2925 4 4049.1409 0.0015 72.93 R Y 0
2059 DVDALIDVLVNAR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 31 706.8911 2 1411.7676 0.0006 70.15 R S 0
2060 DVDGDQTYMR JW2203 ECK2207 ompC outer membrane porin protein C 68 600.2528 2 1198.4910 -0.0013 25.43 K L 0
2061 DVDQGYLDFLDTLR JW2309 ECK2306 purF amidophosphoribosyltransferase 62 835.4063 2 1668.7980 -0.0015 67.05 K N 0
2062 DVDQGYLDFLDTLRNDDAK JW2309 ECK2306 purF amidophosphoribosyltransferase 38 738.3502 3 2212.0288 0.0004 61.10 K A 0
2063 DVDSIYK JW2751 ECK2774 pyrG CTP synthetase 19 420.2109 2 838.4072 0.0000 26.80 K I 0
2064 DVDSIYKIPGLLK JW2751 ECK2774 pyrG CTP synthetase 66 487.6178 3 1459.8316 0.0030 50.73 K S 0
2065 DVDTLGMADIEK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 101 653.8125 2 1305.6104 -0.0017 42.65 R K 0
2066 DVDTLGMADIEKK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 86 717.8609 2 1433.7072 0.0000 37.49 R I 0
2067 DVDTSMKLLSQLGAKVER JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 12 664.0272 3 1989.0598 0.0033 70.55 K N 0
2068 DVDVLYFR JW0406 ECK0410 nusB transcription antitermination protein 41 513.7665 2 1025.5184 0.0002 47.15 K E 0
2069 DVDYIVK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 25 426.2286 2 850.4426 -0.0010 29.11 R D 0
2070 DVEFQVGR JW2403 ECK2406 ligA DNA ligase, NAD(+)-dependent 35 475.2405 2 948.4664 0.0001 32.12 R T 0
2071 DVEGIGDVDLVNYFEVGATYYFNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 81 1364.1462 2 2726.2778 0.0028 78.01 K N 0
2072 DVELEKELLIEAQNLGLGAQFGGK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 36 857.7940 3 2570.3602 0.0010 69.73 R Y 0
2073 DVESLNMFAELR JW4198 ECK4234 treC trehalose-6-P hydrolase 83 712.3484 2 1422.6822 0.0010 56.66 R N 0
2074 DVFIDLVCYR 57.021465@C:8 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 69 650.3237 2 1298.6328 0.0000 56.80 R R 0
2075 DVFLGLDKR JW2667 ECK2692 alaS alanyl-tRNA synthetase 36 531.8006 2 1061.5866 -0.0002 39.83 K N 0
2076 DVFMGVDELQVGMR JW3311 ECK3336 slyD FKBP-type peptidyl prolyl cis-trans isomerase (rotamase) 87 798.3822 2 1594.7498 0.0016 56.93 K F 0
2077 DVFVHFSAIQGNGFK JW1812 ECK1821 cspC stress protein, member of the CspA-family 72 833.4222 2 1664.8298 -0.0011 48.19 K T 0
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2078 DVFVHFSAIQNDGYK JW3525 ECK3543 cspA major cold shock protein 92 870.4232 2 1738.8318 0.0004 45.83 K S 0
2079 DVFVHFSAIQTNGFK JW0618 ECK0616 cspE DNA-binding transcriptional repressor 72 855.4359 2 1708.8572 0.0001 49.71 K T 0
2080 DVGADQALK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 23 458.7403 2 915.4660 -0.0001 21.77 K I 0
2081 DVGDMQLYR JW5531 ECK3150 deaD ATP-dependent RNA helicase 23 548.7585 2 1095.5024 0.0005 36.19 R I 0
2082 DVGDWLYAR JW1279 ECK1281 rnb ribonuclease II 45 547.7669 2 1093.5192 0.0001 48.73 R F 0
2083 DVGIIATEK JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 18 473.2658 2 944.5170 -0.0007 29.57 K G 0
2084 DVHPTHYGR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 33 541.2623 2 1080.5100 0.0000 16.91 R V 0
2085 DVIILLDSITR JW3756 ECK3775 rho transcription termination factor 76 629.3745 2 1256.7344 0.0005 63.03 K L 0
2086 DVILFPAMRPQK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 38 707.8970 2 1413.7794 -0.0008 44.43 R - 0
2087 DVILFPAMRPVK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 27 693.4024 2 1384.7902 0.0003 46.59 R - 0
2088 DVIPFPR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 23 422.2399 2 842.4652 0.0002 40.27 R T 0
2089 DVLAPGGSFVVK JW3146 ECK3168 rrmJ 23S rRNA methyltransferase 38 594.8348 2 1187.6550 0.0001 42.56 R V 0
2090 DVLDLNNL JW0029 ECK0032 dapB dihydrodipicolinate reductase 51 458.2427 2 914.4708 0.0000 55.71 R - 0
2091 DVLEAMQADSGIR JW3897 ECK3918 glpK glycerol kinase 108 702.8429 2 1403.6712 -0.0002 47.43 R L 0
2092 DVLEEVIDDLK JW2019 ECK2028 wbbI conserved protein 90 644.3376 2 1286.6606 0.0001 68.66 R T 0
2093 DVLEEVIDDLKTR JW2019 ECK2028 wbbI conserved protein 18 515.6104 3 1543.8094 0.0000 64.13 R - 0
2094 DVLGMAQTGSGK JW5531 ECK3150 deaD ATP-dependent RNA helicase 86 582.2897 2 1162.5648 -0.0004 30.52 R T 0
2095 DVLGSAPTGTGK JW2560 ECK2574 srmB ATP-dependent RNA helicase 52 551.7902 2 1101.5658 -0.0006 25.66 R T 0
2096 DVLIRPK JW0101 ECK0104 guaC GMP reductase 15 420.7692 2 839.5238 0.0009 21.88 K R 0
2097 DVLIVEDIIDSGNTLSK JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 126 915.9880 2 1829.9614 -0.0007 65.63 K V 0
2098 DVLLFVDNIYR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 71 683.8722 2 1365.7298 0.0006 61.28 R Y 0
2099 DVLLLDVTPLSLGIETMGGVMTTLIAK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 14 934.1866 3 2799.5380 0.0003 80.94 K N 0
2100 DVLMEEIVANYHANTK JW2294 ECK2291 pta phosphate acetyltransferase 52 616.3048 3 1845.8926 -0.0004 50.10 K D 0
2101 DVNDEQLALIATMK JW3823 ECK3839 pepQ proline dipeptidase 109 780.9005 2 1559.7864 0.0000 53.04 K A 0
2102 DVNDLPELLK JW4185 ECK4222 ppa inorganic pyrophosphatase 34 578.3167 2 1154.6188 0.0006 48.92 K A 0
2103 DVNQLTPR JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 19 471.7534 2 941.4922 -0.0008 23.60 R E 0
2104 DVNVFCAPYDLVK 57.021465@C:6 JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 65 770.3794 2 1538.7442 0.0003 56.68 R T 0
2105 DVNVPDIGSDEVEVTEILVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 104 1085.5600 2 2169.1054 0.0003 63.42 K V 0
2106 DVPDNVVVGGNPAR JW0448 ECK0453 maa maltose O-acetyltransferase 50 704.8625 2 1407.7104 -0.0001 31.47 K I 0
2107 DVPNEYSIYK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 30 614.2980 2 1226.5814 -0.0005 34.87 R E 0
2108 DVPTNEGVLGEIALSSLPR JW3179 ECK3202 gltB glutamate synthase, large subunit 12 984.0257 2 1966.0368 -0.0001 62.89 R I 0
2109 DVPVEFPQGLGLVTICER 57.021465@C:16 JW5932 ECK3799 hemC hydroxymethylbilane synthase 32 677.0191 3 2028.0355 0.0007 61.30 K E 0
2110 DVQFIEQFR JW5898 ECK0958 yccW predicted methyltransferase 17 591.3012 2 1180.5878 0.0001 47.65 R Q 0
2111 DVQINLPGALFVPNSLLNQFR JW1431 ECK1429 ydcP predicted peptidase 48 785.7650 3 2354.2732 -0.0015 75.83 R R 0
2112 DVSGEGVQQALLK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 79 672.3617 2 1342.7088 -0.0003 37.42 R L 0
2113 DVSIMPFK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 52 468.7466 2 935.4786 0.0001 43.61 R I 0
2114 DVSIPTVEELLAAHNPWAK JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 113 1045.5499 2 2089.0852 0.0009 67.94 K V 0
2115 DVTAGAIQSDINR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 62 680.3460 2 1358.6774 -0.0016 32.93 R L 0
2116 DVTAHAAATVSSWGFVISPEQILQTAK JW5791 ECK4344 yjiY predicted inner membrane protein 28 943.1605 3 2826.4597 0.0045 65.59 K D 0
2117 DVTEEEGNIVIYTEPTDLHK JW1964 ECK1978 yeeN conserved protein 28 768.0418 3 2301.1036 0.0023 44.29 R G 0
2118 DVTGHAIGAYIR JW4359 ECK4388 rob DNA-binding transcriptional activator 50 424.8943 3 1271.6611 -0.0010 33.11 K A 0
2119 DVTIADLFAK JW3985 ECK4017 pgi glucosephosphate isomerase 75 546.8004 2 1091.5862 0.0001 58.21 K D 0
2120 DVTIEEFNAVAHELDPIVAK JW0740 ECK0746 galK galactokinase 83 737.3831 3 2209.1275 0.0010 64.44 R R 0
2121 DVTIIDDGK JW4072 ECK4104 proP proline/glycine betaine transporter 26 488.2535 2 974.4924 0.0004 30.04 R L 0
2122 DVTPDATLAVADR JW0008 ECK0009 mog predicted molybdochelatase 84 672.3431 2 1342.6716 -0.0012 35.90 R E 0
2123 DVTPRYLAR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 11 545.8037 2 1089.5928 -0.0003 27.00 R L 0
2124 DVTSLLEDPK JW0458 ECK0463 apt adenine phosphoribosyltransferase 46 558.7925 2 1115.5704 -0.0005 42.34 R A 0
2125 DVTSLLEDPKAYALSIDLLVER JW0458 ECK0463 apt adenine phosphoribosyltransferase 79 820.7801 3 2459.3185 0.0027 72.75 R Y 0
2126 DVTTGDTLCDPDAPIILER 57.021465@C:9 JW3302 ECK3327 fusA protein chain elongation factor EF-G 107 1051.0098 2 2100.0050 0.0006 49.97 K M 0
2127 DVVDAAVALR JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 70 514.7907 2 1027.5668 0.0007 40.25 R S 0
2128 DVVIGETITVGELANK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 92 829.4542 2 1656.8938 0.0005 50.99 R M 0
2129 DVVIGMGACTDSK 57.021465@C:9 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 55 676.8130 2 1351.6114 0.0002 33.34 R V 0
2130 DVVISDALTFMAGDR JW5873 ECK4366 prfC peptide chain release factor RF-3 64 805.3978 2 1608.7810 -0.0006 65.07 K S 0
2131 DVVLVDAGLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 55 514.8030 2 1027.5914 0.0001 40.64 K S 0
2132 DVVQAHER JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 50 477.2435 2 952.4724 -0.0003 16.82 R G 0
2133 DVVSIPVTVK JW5950 ECK4041 yjbN tRNA-dihydrouridine synthase A 33 528.8187 2 1055.6228 0.0002 40.48 R T 0
2134 DVVTQPQA JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 40 429.2220 2 856.4294 0.0004 23.60 K - 0
2135 DVVVYPHMVIPLFVGR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 62 614.3433 3 1840.0081 0.0011 60.65 R E 0
2136 DWAAADAAR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 49 473.7226 2 945.4306 0.0003 27.31 K D 0
2137 DWADYLFR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 30 543.2568 2 1084.4990 0.0013 60.43 K D 0
2138 DWDVNAAAVR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 49 558.7753 2 1115.5360 0.0000 35.74 R A 0
2139 DWFDFYGYADAPVFFGGNSDAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 90 830.3626 3 2488.0660 0.0014 73.36 K G 0
2140 DWGVDVFTVPGK JW3941 ECK3965 birA bifunctional biotin-[acetylCoA carboxylase] holoenzyme synthetase -!- DNA-binding transcriptional repressor, bio-5'-AMP-binding 72 660.3351 2 1318.6556 -0.0001 56.47 R G 0
2141 DWGYQLAR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 41 504.7487 2 1007.4828 0.0004 40.28 K E 0
2142 DWIANPDLVAR JW1642 ECK1646 nemA N-ethylmaleimide reductase, FMN-linked 50 635.3334 2 1268.6522 0.0009 45.83 R L 0
2143 DWLQAIESVIR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 94 665.3620 2 1328.7094 0.0006 75.52 R E 0
2144 DWLQAIESVIREEGVER JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 75 677.0163 3 2028.0271 -0.0005 74.29 R A 0
2145 DWLYVEDHAR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 53 652.3071 2 1302.5996 0.0003 39.38 R A JW5598
2146 DWNDVIWAITTR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 24 745.3763 2 1488.7380 0.0019 68.79 R M 0
2147 DWNGLGTSVMEVSHR JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 17 563.2678 3 1686.7816 0.0033 44.83 R G 0
2148 DWPFFSTR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 14 528.2511 2 1054.4876 0.0004 55.71 R L 0
2149 DWQPEVK JW3584 ECK3599 secB protein export chaperone 34 451.2239 2 900.4332 -0.0009 28.22 K L 0
2150 DWSQVEQNPFFCPDPDKIDALDELMR 57.021465@C:12 JW2326 ECK2323 aroC chorismate synthase 11 1055.8142 3 3164.4208 -0.0010 69.98 K A 0
2151 DWTIEQITR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 62 581.2988 2 1160.5830 0.0005 46.46 K E 0
2152 DWVVNER JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 29 459.2281 2 916.4416 0.0013 29.46 K I 0
2153 DWWPNQLR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 26 557.7752 2 1113.5358 0.0002 48.86 R V 0
2154 DWYVVDATGK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 73 577.2803 2 1152.5460 0.0009 42.17 R T 0
2155 DYAASMEQR 15.994915@M:6 JW2878 ECK2905 zapA protein that localizes to the cytokinetic ring 41 543.7296 2 1085.4446 -0.0002 17.48 R I 0
2156 DYAELLESVADRPDAEMLQTMLLR JW5741 ECK4175 rnr exoribonuclease R, RNase R 97 927.1260 3 2778.3562 -0.0005 72.45 R S 0
2157 DYAGFPVGGQFLVSENPDVVNHHLAK JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 33 937.4674 3 2809.3804 -0.0019 50.94 K V 0
2158 DYAYTIGR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 40 479.7349 2 957.4552 -0.0004 31.80 R A 0
2159 DYDPSLPELAHDPDQIEQVLLNIVR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 68 963.8259 3 2888.4559 0.0003 76.57 R N 0
2160 DYECLCGK 57.021465@C:4,57.021465@C:6 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 29 522.7095 2 1043.4044 -0.0008 25.73 K Y 0
2161 DYEFASK JW0637 ECK0635 leuS leucyl-tRNA synthetase 41 430.1955 2 858.3764 0.0006 26.10 R Y 0
2162 DYFAIELN JW3063 ECK3083 uxaC uronate isomerase 24 492.7374 2 983.4602 0.0004 55.91 R - 0
2163 DYFDHHEPLSTVPSHR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 21 484.9783 4 1935.8841 -0.0022 30.78 R A 0
2164 DYFGAHTYK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 34 551.2537 2 1100.4928 0.0002 26.76 R R 0
2165 DYFGAHTYKR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 52 629.3039 2 1256.5932 -0.0006 23.59 R I 0
2166 DYGVGSDVYSVTSFTELAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 111 1033.4891 2 2064.9636 -0.0002 58.67 K D 0
2167 DYIDESTGELICAANMELSLDLLAK 15.994915@M:16,57.021465@C:12 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 88 934.1143 3 2799.3211 0.0017 76.18 K L 0
2168 DYLDGVDVAEGELVVLENVR JW2893 ECK2922 pgk phosphoglycerate kinase 112 1102.5581 2 2203.1016 0.0009 70.89 K F 0
2169 DYLPDAFGPK JW2131 ECK2136 cdd cytidine/deoxycytidine deaminase 33 561.7771 2 1121.5396 0.0004 44.83 R D 0
2170 DYLQSAK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 40 412.7109 2 823.4072 -0.0003 22.64 R S 0
2171 DYLVPSR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 21 425.2269 2 848.4392 0.0001 29.28 R V 0
2172 DYQEPDPYLDETVNIALDLAK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 51 1211.5865 2 2421.1584 -0.0003 72.93 K L 0
2173 DYSEGASGLLR JW5539 ECK3222 yhcB conserved protein 63 584.2858 2 1166.5570 0.0003 36.02 R T 0
2174 DYTLDIHDENGKAPLLSVFGGK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 45 797.0735 3 2388.1987 0.0027 54.84 R L 0
2175 DYVEGETAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 47 541.7536 2 1081.4926 0.0000 21.22 R K 0
2176 DYVPQPAR JW2343 ECK2340 vacJ predicted lipoprotein 14 473.2433 2 944.4720 0.0005 24.32 R N 0
2177 EAAATAGEK JW5300 ECK1830 proQ predicted structural transport element 12 424.2118 2 846.4090 0.0007 15.27 R E 0
2178 EAAATAGEKEDAPR JW5300 ECK1830 proQ predicted structural transport element 64 708.3418 2 1414.6690 0.0002 17.57 R R 0
2179 EAAATAGEKEDAPRR JW5300 ECK1830 proQ predicted structural transport element 76 524.5968 3 1570.7686 -0.0013 15.98 R E 0
2180 EAAEILAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 47 422.7425 2 843.4704 0.0003 23.81 R D 0
2181 EAAEKDKVSNQQDDMTK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 33 646.3019 3 1935.8839 -0.0005 17.69 R N 0
2182 EAAESLFENLFFSEDR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 103 952.4396 2 1902.8646 0.0011 68.59 R Y 0
2183 EAAESLFENLFFSEDRYDLSAVGR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 62 922.4401 3 2764.2985 0.0005 68.82 R M 0
2184 EAAGSALKGDR JW0361 ECK0366 hemB porphobilinogen synthase 59 358.8558 3 1073.5456 -0.0008 17.08 R K 0
2185 EAAIFLPTGTQANLVALLSHCER 57.021465@C:21 JW0854 ECK0861 ltaE L-allo-threonine aldolase, PLP-dependent 21 837.7728 3 2510.2966 0.0016 61.64 K G 0
2186 EAAIQVSNVAIFNAATGK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 128 902.4826 2 1802.9506 -0.0020 49.21 K A 0
2187 EAALTLLGR JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 43 472.2825 2 942.5504 0.0007 39.45 R A 0
2188 EAALVHEALVAR JW2140 ECK2146 folE GTP cyclohydrolase I 80 639.8610 2 1277.7074 -0.0016 31.15 K G 0
2189 EAAPAAAPAAAAAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 25 590.8197 2 1179.6248 0.0001 19.99 K D 0
2190 EACAAANVLLK 57.021465@C:3 JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 42 580.3106 2 1158.6066 0.0000 33.99 K V 0
2191 EACPLGLAPTSSTTATLVMGDALAVALLK 57.021465@C:3 JW3164 ECK3186 kdsD D-arabinose 5-phosphate isomerase 62 957.8460 3 2870.5162 0.0029 77.69 K A 0
2192 EADAALGR JW2535 ECK2548 glyA serine hydroxymethyltransferase 34 401.7063 2 801.3980 -0.0001 19.25 K A 0
2193 EADKLGYNLVVLDSQNNPAK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 113 1094.5648 2 2187.1150 -0.0021 43.01 K E 0
2194 EADLSLKR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 51 466.2638 2 930.5130 -0.0004 20.86 R V 0
2195 EAEAYTNEVQPR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 88 703.8308 2 1405.6470 -0.0004 24.71 R A 0
2196 EAEEQARR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 18 494.7443 2 987.4740 0.0007 13.44 R E 0
2197 EAEFPTGIMLEQHAIAIPHCEAIHAK 57.021465@C:20 JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 84 971.8172 3 2912.4298 -0.0014 47.37 R E 0
2198 EAEGQDFQLYPGELGK JW2929 ECK2957 yggX protein that protects iron-sulfur proteins against oxidative damage 69 890.9230 2 1779.8314 -0.0001 46.47 R R 0
2199 EAEIKELLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 44 536.8156 2 1071.6166 -0.0009 30.78 K L 0
2200 EAEIYNENASK JW2536 ECK2549 hmp fused nitric oxide dioxygenase -!- dihydropteridine reductase 2 46 634.2938 2 1266.5730 0.0002 22.15 R A 0
2201 EAELATLEFLK JW5740 ECK4158 orn oligoribonuclease 55 632.3452 2 1262.6758 0.0000 52.78 R Q 0
2202 EAEPEIYNAIR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 42 652.8283 2 1303.6420 0.0012 35.77 K R 0
2203 EAEYKDWTIEQITR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 76 891.4386 2 1780.8626 -0.0004 42.21 R E 0
2204 EAFATIAVAADKVDVLK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 27 587.6650 3 1759.9732 0.0013 50.53 R S 0
2205 EAFDTGVR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 64 447.7193 2 893.4240 -0.0002 24.83 K Y 0
2206 EAFIDKIWEWK JW4215 ECK4251 valS valyl-tRNA synthetase 48 732.8801 2 1463.7456 0.0008 56.85 R A 0
2207 EAFPGDVFYLHSR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 71 769.3754 2 1536.7362 0.0001 47.56 R L 0
2208 EAGDNTIVFTNFVDFDSSWGHR JW4346 ECK4375 deoB phosphopentomutase 28 838.7156 3 2513.1250 0.0002 62.61 K R 0
2209 EAGESNIGIIFQQ JW3963 ECK3991 yjaG conserved protein 34 703.3519 2 1404.6892 0.0007 51.04 R - 0
2210 EAGIELSDFVR JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 44 618.3167 2 1234.6188 -0.0005 50.19 R G 0
2211 EAGINVDYVLEFDVPDELIVDR JW0463 ECK0468 adk adenylate kinase 90 1260.6294 2 2519.2442 0.0012 70.74 K I 0
2212 EAGVQEADFLANVDK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 102 803.3932 2 1604.7718 0.0037 45.46 R L 0
2213 EAGVQEADFLANVDKLSEDAFDDQCTGANPR 57.021465@C:25 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 79 1128.1764 3 3381.5074 0.0019 62.45 R Y 0
2214 EAGVYMR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 50 413.1999 2 824.3852 0.0002 20.98 R V 0
2215 EAIDPWQVDWSTITASNLPFR JW0908 ECK0916 ycbB predicted carboxypeptidase 50 816.0730 3 2445.1972 0.0006 70.21 R F 0
2216 EAIEHEMHHYEDPR JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 12 598.2613 3 1791.7621 -0.0012 23.81 R A 0
2217 EAIFALAQIEQELIAPENR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 24 719.0518 3 2154.1336 0.0016 70.67 R S 0
2218 EAIGYADSVHDYVSR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 26 561.2662 3 1680.7768 0.0025 34.87 R D 0
2219 EAIHMYGPDYGFDTTINK JW3467 ECK3485 gor glutathione oxidoreductase 31 691.3202 3 2070.9388 0.0031 42.96 R F 0
2220 EAIINSAR JW0835 ECK0842 nfsA nitroreductase A, NADPH-dependent, FMN-dependent 37 437.2427 2 872.4708 -0.0007 22.18 R A 0
2221 EAITAIR JW0176 ECK0180 lpxA UDP-N-acetylglucosamine acetyltransferase 24 387.2293 2 772.4440 -0.0001 24.90 R N 0
2222 EAIVERDEVGAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 28 448.5687 3 1342.6843 0.0003 22.15 R K 0
2223 EAKDLVESAPAALK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 36 481.2680 3 1440.7822 -0.0001 33.08 K E 0
2224 EALALIK JW1489 ECK1488 pqqL predicted peptidase 18 379.2450 2 756.4754 0.0010 33.35 K D 0
2225 EALASLELPEGMGLIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 27 899.4903 2 1796.9660 -0.0045 61.35 K T 0
2226 EALDSFR JW4215 ECK4251 valS valyl-tRNA synthetase 28 419.2088 2 836.4030 0.0002 29.38 R F 0
2227 EALEACSVDLVALR 57.021465@C:6 JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 93 773.4009 2 1544.7872 0.0004 48.72 R Q 0
2228 EALEKAEEAGVDLVEISPNAEPPVCR 57.021465@C:25 JW5829 ECK1716 infC protein chain initiation factor IF-3 55 941.4670 3 2821.3792 -0.0011 50.52 R I 0
2229 EALENGISMVHQELNLVLQR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 34 765.0710 3 2292.1912 0.0017 65.57 K S 0
2230 EALETFMKETIDEGLWDTLSAR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 31 852.4167 3 2554.2283 0.0023 73.59 R L 0
2231 EALEVQR JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 35 422.7298 2 843.4450 0.0001 21.75 R E 0
2232 EALEWGTTGAGLR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 70 680.8477 2 1359.6808 0.0026 39.74 K A 0
2233 EALGDQIPLAVISGPTFAK JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 104 964.0306 2 1926.0466 0.0005 58.06 R E 0
2234 EALGFPMCNK 57.021465@C:8 JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 35 583.7702 2 1165.5258 0.0000 37.42 R D 0
2235 EALGLPHSDVFR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 54 670.8511 2 1339.6876 -0.0007 39.15 R Q 0
2236 EALGVLHFK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 50 507.2923 2 1012.5700 -0.0004 36.14 R G 0
2237 EALIGLAHIAVQR JW3154 ECK3176 ispB octaprenyl diphosphate synthase 52 695.9114 2 1389.8082 -0.0008 42.03 R D 0
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2238 EALLGCASPECYQDQAAFLGASIGR 57.021465@C:6,57.021465@C:11 JW0739 ECK0745 galM galactose-1-epimerase (mutarotase) 56 895.4199 3 2683.2379 0.0009 57.24 R Y 0
2239 EALMGVMGDK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 38 525.7518 2 1049.4890 0.0006 37.43 R Y 0
2240 EALNKESPYR JW4198 ECK4234 treC trehalose-6-P hydrolase 13 402.8754 3 1205.6044 0.0003 20.09 R Q 0
2241 EALSSIGIQGLTVTEVK JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 47 872.9875 2 1743.9604 -0.0013 52.41 R G 0
2242 EALSYTPGVSVGTR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 32 718.8721 2 1435.7296 -0.0009 34.80 K G 0
2243 EALTFDDVLLVPAHSTVLPNTADLSTQLTK JW5401 ECK2504 guaB IMP dehydrogenase 86 1070.5693 3 3208.6861 -0.0006 63.74 K T 0
2244 EALVPFGK JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 18 430.7475 2 859.4804 0.0002 37.21 R D 0
2245 EALYPYSDDLTIVTK JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 12 864.4405 2 1726.8664 -0.0001 49.96 R I 0
2246 EAMEPEFK JW2535 ECK2548 glyA serine hydroxymethyltransferase 13 490.7238 2 979.4330 0.0010 28.10 K T 0
2247 EAMVASDAALLASGTAALECMLAK 57.021465@C:20 JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 16 1197.5891 2 2393.1636 -0.0004 77.67 R C 0
2248 EANNLGIPVFAIVDTNSDPDGVDFVIPGNDDAIR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 21 893.1907 4 3568.7337 0.0016 71.16 K A 0
2249 EAPDGVATEMLDEGLVR JW1279 ECK1281 rnb ribonuclease II 21 901.4355 2 1800.8564 0.0002 53.80 K E 0
2250 EAPGQPEPVR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 34 540.2779 2 1078.5412 0.0005 19.75 K T 0
2251 EAPLAIELDHDK JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 71 675.8478 2 1349.6810 -0.0015 35.24 K V 0
2252 EAPLAIELDHDKVMNMQAK JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 46 718.3626 3 2152.0660 0.0003 40.34 K A 0
2253 EAPQTLAQEVDR JW1606 ECK1609 ydgA conserved protein 52 678.8411 2 1355.6676 -0.0005 30.87 K S 0
2254 EAQKPDTASYR JW4121 ECK4156 psd phosphatidylserine decarboxylase 24 633.3090 2 1264.6034 -0.0013 17.77 K T 0
2255 EAQLLER JW3737 ECK3757 yifE conserved protein 32 429.7377 2 857.4608 0.0001 23.65 K H 0
2256 EAQPAGNSAMMDALAAAMGK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 33 967.9420 2 1933.8694 0.0000 58.70 R K 0
2257 EAQQLLALENPLPLPAYER JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 79 1083.0844 2 2164.1542 0.0016 59.43 K I 0
2258 EAQSLLEQIR JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 25 593.8250 2 1185.6354 0.0001 38.79 K H 0
2259 EASGFGADYNAMIR 15.994915@M:12 JW2667 ECK2692 alaS alanyl-tRNA synthetase 68 759.3380 2 1516.6614 -0.0001 34.19 R V 0
2260 EASTDEPGVNDLFTVGTVASILQMLK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 50 912.4653 3 2734.3741 0.0007 80.29 K L 0
2261 EASVATATQVQGK JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 108 645.3387 2 1288.6628 0.0007 21.84 K A 0
2262 EATIDVNALAAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 50 608.3326 2 1214.6506 0.0001 38.23 R Q 0
2263 EATLEDIVELYHTAW JW2770 ECK2794 fucO L-1,2-propanediol oxidoreductase 52 895.4361 2 1788.8576 0.0007 69.48 R - 0
2264 EATNPWYNAVYDHVEQAMNDFSAATGR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 17 1019.7867 3 3056.3383 0.0023 74.39 R Q 0
2265 EAVAAPR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 17 357.2007 2 712.3868 0.0002 20.55 R S 0
2266 EAVAATGATASVIYVPAPFCK 57.021465@C:20 JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 82 1062.0461 2 2122.0776 0.0008 51.63 R D 0
2267 EAVDFLHYYAGQVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 24 556.6111 3 1666.8115 0.0011 48.08 R D 0
2268 EAVDTTSQPVATEK JW3775 ECK3797 hemX uroporphyrinogen III methylase 91 738.3647 2 1474.7148 -0.0003 21.67 R K 0
2269 EAVEIVSEVLK JW0675 ECK0676 pgm phosphoglucomutase 60 608.3453 2 1214.6760 0.0003 49.58 K N 0
2270 EAVFQYALYEPGLLEPEGVSK JW5854 ECK3820 yigL predicted hydrolase 76 1170.0931 2 2338.1716 -0.0016 60.08 K V 0
2271 EAVNQVIALLDSGALR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 106 834.9677 2 1667.9208 0.0003 63.40 R V 0
2272 EAVPAGFETFK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 30 598.3025 2 1194.5904 -0.0017 37.94 R L 0
2273 EAVSALPGFEFGDIAAENLSR JW2504 ECK2516 yfhM conserved protein 44 1097.0456 2 2192.0766 0.0017 63.19 R T 0
2274 EAWAQWQHK JW2929 ECK2957 yggX protein that protects iron-sulfur proteins against oxidative damage 28 592.2852 2 1182.5558 -0.0012 28.56 K Q 0
2275 EAYAQLSADDENASFAVR JW1692 ECK1700 pps phosphoenolpyruvate synthase 105 978.9504 2 1955.8862 0.0002 40.80 R S 0
2276 EAYDSSTRR JW5403 ECK2507 der predicted GTP-binding protein 19 542.7540 2 1083.4934 -0.0010 15.47 R V 0
2277 EAYELVAPILTK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 56 673.8823 2 1345.7500 0.0007 50.77 K I 0
2278 EAYEQTLPLLSEYSTWVGQHEGLYK JW3465 ECK3483 prlC oligopeptidase A 44 981.1473 3 2940.4201 0.0020 65.65 R A 0
2279 EAYEVLTDSQK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 61 641.8109 2 1281.6072 -0.0015 30.62 K R 0
2280 EAYEVLTDSQKR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 18 480.2439 3 1437.7099 0.0000 26.31 K A 0
2281 EAYQNPGILAAVDREIFGSSDTDADPVAVVR JW5950 ECK4041 yjbN tRNA-dihydrouridine synthase A 67 1092.5442 3 3274.6108 0.0002 64.99 R A 0
2282 ECDALFALLDAELAK 57.021465@C:2 JW0822 ECK0828 yliJ predicted glutathione S-transferase 57 839.9219 2 1677.8292 0.0009 69.07 K V 0
2283 ECDLAGAIK 57.021465@C:2 JW3985 ECK4017 pgi glucosephosphate isomerase 44 488.7419 2 975.4692 -0.0003 29.49 K S 0
2284 ECITSMVSR 57.021465@C:2 JW3584 ECK3599 secB protein export chaperone 58 541.7520 2 1081.4894 -0.0002 31.77 R G 0
2285 ECLAELDQYINQNFTLACEK 57.021465@C:2,57.021465@C:18 JW3164 ECK3186 kdsD D-arabinose 5-phosphate isomerase 70 1230.0643 2 2458.1140 -0.0004 62.49 R M 0
2286 ECRPLSK 57.021465@C:2 JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 17 445.2316 2 888.4486 -0.0001 15.50 R T 0
2287 ECTLETLEEMLEK 57.021465@C:2 JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 79 812.8758 2 1623.7370 -0.0001 63.28 R L 0
2288 ECTLETLEEMLEKLEVVVNER 57.021465@C:2 JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 59 855.0933 3 2562.2581 0.0026 79.85 R R 0
2289 ECVPMADLAGEK 57.021465@C:2 JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 46 660.3023 2 1318.5900 0.0003 35.30 R L 0
2290 EDAIYHSTYTGRPPDEPAVLGVALNEVFVPILQK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 46 935.4900 4 3737.9309 0.0007 67.22 R Q 0
2291 EDALGEFR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 44 468.7248 2 935.4350 0.0003 34.71 R N 0
2292 EDALTVVGDWLGDAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 93 808.8992 2 1615.7838 -0.0003 66.91 K E 0
2293 EDAQFITWEHPLIR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 40 585.6344 3 1753.8814 0.0026 49.95 R N 0
2294 EDEGLADR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 60 452.7041 2 903.3936 0.0003 18.74 R A 0
2295 EDGIYVTMEGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 46 621.2894 2 1240.5642 -0.0003 34.27 K K 0
2296 EDGTIDFDDGSK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 66 649.7729 2 1297.5312 0.0003 30.15 R T 0
2297 EDGTIDFDDGSKTENTR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 42 633.9448 3 1898.8126 -0.0005 28.00 R V 0
2298 EDGYETIMVNCNPETVSTDYDTSDR 57.021465@C:11 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 52 971.0680 3 2910.1822 0.0014 46.23 R L 0
2299 EDKVIFGGR JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 21 510.7771 2 1019.5396 -0.0003 21.99 R L 0
2300 EDLLASGR JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 36 430.7274 2 859.4402 0.0004 25.63 K G 0
2301 EDLNENAPR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 34 529.2493 2 1056.4840 0.0004 19.74 R A 0
2302 EDLPPLVALTANVLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 17 796.9669 2 1591.9192 0.0007 69.88 R D 0
2303 EDLTALDFVTIDSASTEDMDDALFAK JW1279 ECK1281 rnb ribonuclease II 33 1417.1538 2 2832.2930 0.0031 71.40 R A 0
2304 EDNSLPVR JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 15 465.2376 2 928.4606 -0.0006 22.75 K K 0
2305 EDTITVTAAPAPQESAWGPAATIAAR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 11 865.7735 3 2594.2987 0.0010 50.71 K Q 0
2306 EDTPAIR JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 25 401.2087 2 800.4028 0.0000 20.00 R G 0
2307 EDVEKHLAK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 19 534.7875 2 1067.5604 -0.0006 17.59 R A 0
2308 EDVQAYVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 28 476.2424 2 950.4702 -0.0007 25.14 R E 0
2309 EDVWEPDLDVNWGDEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 55 973.4257 2 1944.8368 -0.0008 56.33 R A 0
2310 EDYGFEDGLFTGYDAEK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 83 978.4132 2 1954.8118 0.0011 54.53 R R 0
2311 EEAVVWDILDEVIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 108 843.4411 2 1684.8676 0.0005 76.32 R E 0
2312 EEDDRVR JW3841 ECK3863 glnA glutamine synthetase 38 459.7177 2 917.4208 0.0007 13.90 R M 0
2313 EEESAAAAEVEER JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 104 710.3154 2 1418.6162 0.0003 24.66 R T 0
2314 EEFDVQTQVLLR JW5505 ECK3033 yqiC conserved protein 69 738.8886 2 1475.7626 0.0008 48.16 R T 0
2315 EEFEEICAR 57.021465@C:7 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 46 591.7582 2 1181.5018 -0.0004 31.48 R G 0
2316 EEFGGELIDGGPWLK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 91 823.9075 2 1645.8004 0.0018 56.85 R V 0
2317 EEGGQVSNWLHNHANVGDVVK JW2536 ECK2549 hmp fused nitric oxide dioxygenase -!- dihydropteridine reductase 2 48 763.7044 3 2288.0914 -0.0019 42.16 R L 0
2318 EEGTRLDLDR JW2590 ECK2606 rpsP 30S ribosomal subunit protein S16 26 602.3015 2 1202.5884 -0.0007 23.39 K I 0
2319 EEIEGSGILSK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 61 581.3031 2 1160.5916 -0.0007 30.89 R D 0
2320 EEIKEVR JW3302 ECK3327 fusA protein chain elongation factor EF-G 48 451.7507 2 901.4868 0.0000 17.49 R A 0
2321 EEKDGETVISWEK JW0462 ECK0467 htpG molecular chaperone HSP90 family 74 775.3725 2 1548.7304 -0.0003 31.86 R I 0
2322 EEKPEFDPILLRPVDDLELTVR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 11 656.6051 4 2622.3913 0.0009 59.10 K S 0
2323 EELERENNHLK JW3899 ECK3920 yiiU conserved protein 56 705.8523 2 1409.6900 0.0002 18.12 R E 0
2324 EELLTTQEELQK JW3756 ECK3775 rho transcription termination factor 59 730.8773 2 1459.7400 -0.0005 34.29 K M 0
2325 EELPQFNSPTILLAENIYPSTVLQLDPAVVK JW5185 ECK1186 dhaH fused predicted dihydroxyacetone-specific PTS enzyme HPr component -!- EI component 74 1146.9516 3 3437.8330 -0.0004 75.07 K G 0
2326 EELQHAR JW2660 ECK2679 emrA multidrug efflux system 19 441.7256 2 881.4366 0.0012 14.53 R D 0
2327 EELTEASNELFSLIASGVIK JW4011 ECK4043 qor quinone oxidoreductase, NADPH-dependent 69 1075.5663 2 2149.1180 0.0026 73.85 R V 0
2328 EELTNGGYNIGR JW4346 ECK4375 deoB phosphopentomutase 66 661.8200 2 1321.6254 -0.0008 29.60 R V 0
2329 EEMNNAGAIEVSMPVVQPADLWQESGR JW0190 ECK0194 proS prolyl-tRNA synthetase 38 986.4640 3 2956.3702 0.0008 60.27 R W 0
2330 EENPFLGWR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 24 574.2804 2 1146.5462 0.0004 49.97 K A 0
2331 EENVIGHYITDRDHIIK JW1639 ECK1643 ydhF predicted oxidoreductase 14 684.6884 3 2051.0434 -0.0003 39.71 R S 0
2332 EEQHTPVSDISALTVGQALK JW5300 ECK1830 proQ predicted structural transport element 58 708.3721 3 2122.0945 0.0041 48.44 R V 0
2333 EEQQVAESIALTDDTLVPFLAGETVR JW1049 ECK1047 pyrC dihydro-orotase 72 1416.2186 2 2830.4226 -0.0008 69.61 R W 0
2334 EEWKGQAETNK JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 13 440.5458 3 1318.6156 0.0004 18.18 R I 0
2335 EFADNADKTHGR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 38 454.2128 3 1359.6166 0.0000 17.02 R S 0
2336 EFADNLDSDFK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 61 650.7898 2 1299.5650 0.0031 40.31 K V 0
2337 EFADNLDSDFKVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 40 519.2512 3 1554.7318 0.0003 40.82 K Q 0
2338 EFAEATGIDSLAVAIGTAHGMYASAPALDFSR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 114 1080.5278 3 3238.5616 0.0013 68.41 R L 0
2339 EFASEPVWFGDSDR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 65 821.3622 2 1640.7098 -0.0008 49.88 K A 0
2340 EFDAAGISFPYPQMDVNFK JW2891 ECK2920 mscS mechanosensitive channel 73 1088.5065 2 2174.9984 0.0003 62.99 R R 0
2341 EFDAVVIGAGGAGMR 15.994915@M:14 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 125 733.3586 2 1464.7026 -0.0003 40.69 R A 0
2342 EFDFEVR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 26 471.2219 2 940.4292 0.0003 40.04 R D 0
2343 EFDNSYTR JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 31 516.2255 2 1030.4364 0.0008 23.17 K G 0
2344 EFELGECLR 57.021465@C:7 JW2551 ECK2565 rnc RNase III 24 576.7710 2 1151.5274 -0.0006 40.73 R L 0
2345 EFFDLRPYGLIQMLDLLHPIYK JW2909 ECK2937 metK methionine adenosyltransferase 1 63 907.8216 3 2720.4430 0.0030 78.65 R E 0
2346 EFFGSSQLSQFMDQNNPLSEITHK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 81 928.7686 3 2783.2840 -0.0020 63.30 K R 0
2347 EFGEDVEK JW5505 ECK3033 yqiC conserved protein 29 476.7171 2 951.4196 0.0012 24.35 R K 0
2348 EFGEDVEKK JW5505 ECK3033 yqiC conserved protein 32 540.7643 2 1079.5140 0.0007 20.14 R I 0
2349 EFGINHDADFLAMNPNGLVPLLR JW0822 ECK0828 yliJ predicted glutathione S-transferase 43 851.7690 3 2552.2852 0.0008 66.07 R D 0
2350 EFGVNLAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 37 439.2427 2 876.4708 0.0004 32.11 R V 0
2351 EFGYAQVEVVNDSALVR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 104 948.4787 2 1894.9428 0.0005 49.43 R G 0
2352 EFHLDNPSQYFTDYVR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 28 677.6464 3 2029.9174 0.0004 54.71 R R 0
2353 EFICIDTGGIDGTEDGVETR 57.021465@C:4 JW5403 ECK2507 der predicted GTP-binding protein 116 1092.4915 2 2182.9684 -0.0002 49.44 R M 0
2354 EFILEHLTK JW5741 ECK4175 rnr exoribonuclease R, RNase R 60 565.3163 2 1128.6180 0.0001 41.66 R R 0
2355 EFLENYLLTDEGLEAVNK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 66 1049.0222 2 2096.0298 -0.0014 60.79 K D 0
2356 EFNVEANVGKPQVAYR JW3302 ECK3327 fusA protein chain elongation factor EF-G 18 607.6474 3 1819.9204 -0.0013 35.06 R E 0
2357 EFPLPTYATSGSAGLDLR JW3615 ECK3630 dut deoxyuridinetriphosphatase 88 947.9810 2 1893.9474 0.0002 53.27 K A 0
2358 EFRPGIETTER JW3897 ECK3918 glpK glycerol kinase 35 667.8385 2 1333.6624 -0.0001 25.09 R N 0
2359 EFSHNVVLAN JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 49 565.2853 2 1128.5560 -0.0002 30.98 K - 0
2360 EFSIDVLEEMLEK JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 88 791.3896 2 1580.7646 0.0002 69.89 R F 0
2361 EFSQDPGSANQGGDLGWATPDIFDPAFR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 15 999.1214 3 2994.3424 0.0005 64.28 K D 0
2362 EFTFNGIR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 13 492.2507 2 982.4868 -0.0003 39.06 K Q 0
2363 EFVESLETPR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 55 603.8032 2 1205.5918 -0.0010 35.35 K R 0
2364 EFVESLETPRR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 34 454.9052 3 1361.6938 0.0000 31.27 K I 0
2365 EFVFTIADK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 36 535.2820 2 1068.5494 0.0003 47.62 R V 0
2366 EFWGWWMELEAQESR JW0230 ECK0241 crl DNA-binding transcriptional regulator 44 992.4367 2 1982.8588 -0.0031 70.04 R F 0
2367 EFWIERPKPTDKR JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 18 567.9737 3 1700.8993 -0.0006 27.80 K L 0
2368 EFWLQTDYYK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 28 696.8272 2 1391.6398 0.0001 50.40 R Q 0
2369 EFWNVVNWDEAAAR JW3879 ECK3901 sodA superoxide dismutase, Mn 86 853.8997 2 1705.7848 0.0000 58.83 K F 0
2370 EFYEKPTTER JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 17 433.8788 3 1298.6146 0.0002 22.02 R K 0
2371 EGAELAFTYQNDK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 34 743.3465 2 1484.6784 0.0001 37.04 R L 0
2372 EGAIVIDVGINR JW0518 ECK0522 folD bifunctional 5,10-methylene-tetrahydrofolate dehydrogenase -!- 5,10-methylene-tetrahydrofolate cyclohydrolase 46 628.3538 2 1254.6930 -0.0001 44.52 K L 0
2373 EGANVSIIENGK JW3006 ECK3029 ygiC predicted enzyme 24 615.8202 2 1229.6258 0.0007 29.10 R T 0
2374 EGATTLLWFEHPAER JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 49 586.2936 3 1755.8590 0.0011 49.56 K F 0
2375 EGATVTGLDMGFEPLQVAK JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 36 981.9945 2 1961.9744 -0.0024 55.16 R L 0
2376 EGCSLEDAVENIDIGGPTMVR 57.021465@C:3 JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 104 1131.5212 2 2261.0278 -0.0024 56.92 R S 0
2377 EGDAVQLVGFGTFK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 85 734.3776 2 1466.7406 0.0002 51.50 K V 0
2378 EGDDVALVGFGTFAVK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 106 812.9144 2 1623.8142 0.0000 56.72 K E 0
2379 EGDFLLLQK JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 28 531.7952 2 1061.5758 0.0001 45.54 R A 0
2380 EGDMRSLR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 19 321.8281 3 962.4625 0.0020 24.19 K V 0
2381 EGDNYVVLSDILGDEDHLGDMDFK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 49 899.4062 3 2695.1968 0.0008 65.96 K V 0
2382 EGDVLLGISTSGNSANVIK JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 127 937.4965 2 1872.9784 -0.0008 46.60 R A 0
2383 EGDVLVTLDPTDAR JW2660 ECK2679 emrA multidrug efflux system 51 750.8803 2 1499.7460 -0.0007 45.39 K Q 0
2384 EGEATLAPSLDLVGK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 59 750.4013 2 1498.7880 0.0001 45.66 K I 0
2385 EGEATLAPSLDLVGKI JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 91 806.9429 2 1611.8712 -0.0006 56.14 K - 0
2386 EGEDEFLDDWR JW0462 ECK0467 htpG molecular chaperone HSP90 family 40 705.7941 2 1409.5736 0.0001 49.03 R V 0
2387 EGEGYTTDETLLASQILAFCEGMLSR 57.021465@C:20 JW5641 ECK3631 ttk division inhibitor 47 1446.1741 2 2890.3336 -0.0027 77.32 R F 0
2388 EGEIDIAK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 16 437.7293 2 873.4440 -0.0003 24.25 R R 0
2389 EGENPYANKR JW5403 ECK2507 der predicted GTP-binding protein 21 589.2836 2 1176.5526 0.0004 17.30 K N 0
2390 EGENVVGSETR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 71 588.7782 2 1175.5418 0.0000 20.34 K V 0
2391 EGEPMGVIIQK JW1865 ECK1877 argS arginyl-tRNA synthetase 21 600.8178 2 1199.6210 -0.0008 34.94 K K 0
2392 EGETLVLLDGTEAK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 76 737.8854 2 1473.7562 0.0000 44.52 K L 0
2393 EGEVLAK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 15 373.2082 2 744.4018 0.0001 23.56 R M 0
2394 EGFELAVSRPK JW5571 ECK3864 bipA GTP-binding protein 68 616.8351 2 1231.6556 -0.0004 32.55 R V 0
2395 EGFEVTYLAPQR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 75 705.3565 2 1408.6984 -0.0001 44.40 R N 0
2396 EGFNGMVIK JW2767 ECK2791 sdaC predicted serine transporter 20 497.7549 2 993.4952 0.0001 35.43 R S 0
2397 EGFQPTETQPR JW0750 ECK0756 ybhE 6-phosphogluconolactonase 51 645.3094 2 1288.6042 -0.0005 24.96 K G 0
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2398 EGFYNNTIFHR JW0514 ECK0518 ppiB peptidyl-prolyl cis-trans isomerase B (rotamase B) 37 466.5585 3 1396.6537 0.0013 38.21 R V 0
2399 EGGIFWMDSLAIPANAK JW1109 ECK1109 potD polyamine transporter subunit -!- periplasmic-binding component of ABC superfamily 76 910.4562 2 1818.8978 0.0004 60.79 K N 0
2400 EGGIYTPALR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 10 538.7900 2 1075.5654 -0.0007 31.89 R E 0
2401 EGIEPDQPGVVGPIK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 38 767.9090 2 1533.8034 -0.0003 36.81 R Q 0
2402 EGINCNLTLLFSFAQAR 57.021465@C:5 JW0007 ECK0008 talB transaldolase B 83 977.4960 2 1952.9774 -0.0003 67.51 K A JW2448
2403 EGISDQDLSLLGFILNSGR JW5403 ECK2507 der predicted GTP-binding protein 76 1017.5292 2 2033.0438 0.0010 74.45 R S 0
2404 EGITATDLVLTVTQMLR JW1268 ECK1271 acnA aconitate hydratase 1 90 931.0088 2 1860.0030 0.0005 79.64 R K 0
2405 EGIVQVFFDPDRADALK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 27 640.6671 3 1918.9795 0.0007 57.57 R L 0
2406 EGIYVTGFFYPVVPK JW3592 ECK3607 kbl glycine C-acetyltransferase 78 858.4562 2 1714.8978 0.0008 62.11 K G 0
2407 EGLDMPEVSLVAILDADKEGFLR JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 44 839.7683 3 2516.2831 0.0000 70.78 R S 0
2408 EGLIAVVSVK JW5625 ECK3691 gyrB DNA gyrase, subunit B 41 507.8132 2 1013.6118 -0.0001 41.78 R V 0
2409 EGLIDPNHSVQIGIR JW2904 ECK2932 speB agmatinase 22 549.9651 3 1646.8735 -0.0006 39.93 K T 0
2410 EGLNEGFK JW2512 ECK2525 iscA FeS cluster assembly protein 19 447.2220 2 892.4294 0.0005 25.87 K F 0
2411 EGLNVLQYFISTHGAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 39 602.3163 3 1803.9271 0.0005 59.01 R K 0
2412 EGLPAADFSVFYHLISIDR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 87 1075.5502 2 2149.0858 0.0015 70.61 R N 0
2413 EGLQFYEVVPVALVVAGTQMATGHR JW1427 ECK1424 ydcL predicted lipoprotein 57 891.4667 3 2671.3783 -0.0007 74.34 K T 0
2414 EGLSEEAAR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 49 481.2331 2 960.4516 0.0004 20.02 R Q 0
2415 EGLTVFR JW0915 ECK0923 pepN aminopeptidase N 26 411.2294 2 820.4442 -0.0001 32.90 K D 0
2416 EGLVHISQIADK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 65 655.3589 2 1308.7032 -0.0005 31.28 K R 0
2417 EGLVHISQIADKR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 38 489.2756 3 1464.8050 0.0001 28.95 K V 0
2418 EGNDFYHEMTDSNVIDK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 48 671.9548 3 2012.8426 0.0005 41.75 R V 0
2419 EGNNLYCEVPINFAMAALGGEIEVPTLDGR 57.021465@C:7 JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 18 1083.8568 3 3248.5486 0.0005 77.95 R V 0
2420 EGPAEDFANQEAIAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 70 795.3756 2 1588.7366 -0.0003 35.62 K L 0
2421 EGQEVIVQIDKEER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 36 557.9566 3 1670.8480 0.0005 30.96 R G 0
2422 EGQNLDFVGGAE JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 85 618.2808 2 1234.5470 0.0005 40.02 K - 0
2423 EGQPVVLYK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 27 516.7896 2 1031.5646 -0.0004 30.41 R R 0
2424 EGQSLPVGVGQPTLK JW3213 ECK3233 tldD predicted peptidase 59 755.4170 2 1508.8194 -0.0004 36.13 K V 0
2425 EGRPSEGETLIAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 52 707.8674 2 1413.7202 -0.0008 23.47 R L 0
2426 EGRVPLHTLR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 34 589.3431 2 1176.6716 -0.0011 21.28 R A 0
2427 EGSDIEAGVSLYQIDPATYQATYDSAK JW0452 ECK0457 acrA multidrug efflux system 44 964.7858 3 2891.3356 0.0007 54.61 K G 0
2428 EGSSLLGSDAGELAGAGK JW0029 ECK0032 dapB dihydrodipicolinate reductase 75 809.8995 2 1617.7844 0.0000 39.82 R T 0
2429 EGTCDYLGFSYYMTNAVK 57.021465@C:4 JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 67 1059.9614 2 2117.9082 0.0009 58.63 R A 0
2430 EGTDLFLK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 24 461.7477 2 921.4808 0.0002 37.97 R S 0
2431 EGTRPAVVIPTNEELVIAQDASR JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 68 822.4382 3 2464.2928 0.0006 47.68 K L 0
2432 EGVAGWAGENLPLVR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 95 784.4150 2 1566.8154 0.0000 50.89 K G 0
2433 EGVCGSDGLNMNGK 57.021465@C:4 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 70 719.3082 2 1436.6018 -0.0005 28.54 R N 0
2434 EGVFHTEWLD JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 36 616.7828 2 1231.5510 0.0001 49.83 K - 0
2435 EGVGDVKPFL JW5196 ECK1261 yciO conserved protein 48 530.7873 2 1059.5600 0.0001 46.39 R - 0
2436 EGVITVEDGTGLQDELDVVEGMQFDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 32 1426.1689 2 2850.3232 0.0005 88.31 K G 0
2437 EGVNSTESGLQFR JW5746 ECK4203 fklB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 65 712.3440 2 1422.6734 -0.0004 32.84 K V 0
2438 EGVQEDILEILLNLK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 108 863.4855 2 1724.9564 0.0006 79.85 K G 0
2439 EGVQIQNENQTLASITFQNYFR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 22 867.4317 3 2599.2733 0.0068 61.69 K L 0
2440 EGVSAFLAK JW1389 ECK1391 paaG acyl-CoA hydratase 11 461.2554 2 920.4962 -0.0005 35.21 R R 0
2441 EGVSKDDAEALK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 28 421.2141 3 1260.6205 0.0008 20.83 K K 0
2442 EGVSKDDAEALKK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 33 463.9121 3 1388.7145 -0.0003 19.80 K A 0
2443 EGYFCLDSR 57.021465@C:5 JW0666 ECK0668 glnS glutamyl-tRNA synthetase 67 573.7480 2 1145.4814 0.0003 40.22 R H 0
2444 EHALAWK JW3969 ECK3997 purD phosphoribosylglycinamide synthetase phosphoribosylamine-glycine ligase 30 427.7297 2 853.4448 0.0001 22.09 R A 0
2445 EHASQHSFR JW3563 ECK3579 selB selenocysteinyl-tRNA-specific translation factor 18 549.7579 2 1097.5012 0.0010 14.16 R L 0
2446 EHEDTLAGIEATGVTQR JW1265 ECK1267 yciN predicted protein 37 609.6338 3 1825.8796 -0.0011 33.93 R N 0
2447 EHEGEIITGVVK JW3138 ECK3158 nusA transcription termination/antitermination L factor 27 655.8510 2 1309.6874 -0.0003 29.44 R K 0
2448 EHEGEIITGVVKK JW3138 ECK3158 nusA transcription termination/antitermination L factor 34 480.2687 3 1437.7843 0.0016 24.79 R V 0
2449 EHFAIYKD JW5841 ECK2324 prmB N5-glutamine methyltransferase 38 511.7513 2 1021.4880 0.0012 26.31 R - 0
2450 EHFFGKYPETAALVADWTDEQIWALNR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 16 802.6440 4 3206.5469 0.0008 63.71 R G 0
2451 EHFPWEK JW2909 ECK2937 metK methionine adenosyltransferase 1 20 486.7324 2 971.4502 0.0001 35.02 R T 0
2452 EHGDLKENAEYHAAR JW3148 ECK3170 greA transcription elongation factor 54 580.6079 3 1738.8019 -0.0004 18.39 R E 0
2453 EHGEAHIAAGAK JW2894 ECK2923 epd D-erythrose 4-phosphate dehydrogenase 60 595.7987 2 1189.5828 -0.0012 15.38 R K 0
2454 EHGTQHSDAILTR JW0233 ECK0244 proA gamma-glutamylphosphate reductase 32 488.9120 3 1463.7142 0.0026 19.02 R D 0
2455 EHGYETVVMGASFR 15.994915@M:9 JW0007 ECK0008 talB transaldolase B 33 533.5806 3 1597.7200 0.0007 32.72 K N 0
2456 EHHWVTYAEVEIDKLHALR JW2300 ECK2297 folX D-erythro-7,8-dihydroneopterin triphosphate 2'-epimerase and dihydroneopterin aldolase 35 587.3061 4 2345.1953 0.0035 46.24 R Y 0
2457 EHIHIDGMPLHIIDTAGLR JW3684 ECK3699 trmE GTPase 57 713.3773 3 2137.1101 0.0000 47.09 R E 0
2458 EHILLGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 41 419.2506 2 836.4866 -0.0001 24.83 R Q JW3943
2459 EHIPVLVYGPK JW4346 ECK4375 deoB phosphopentomutase 19 626.3582 2 1250.7018 -0.0005 36.67 R V 0
2460 EHLAILQLTGNPMLTVALTK JW3563 ECK3579 selB selenocysteinyl-tRNA-specific translation factor 71 721.7451 3 2162.2135 0.0001 60.44 R A 0
2461 EHLALSALLEALPEPVLSVDMK JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 38 792.4346 3 2374.2820 0.0002 69.24 R S 0
2462 EHLGTGDVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 43 478.2457 2 954.4768 -0.0003 17.92 K Y 0
2463 EHLQMPEQR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 43 584.2823 2 1166.5500 -0.0001 21.85 R E 0
2464 EHLSQEVLGK JW3883 ECK3905 cpxR DNA-binding response regulator in two-component regulatory system with CpxA 12 570.3070 2 1138.5994 0.0012 20.84 R R 0
2465 EHNAEVTGFIR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 66 636.8204 2 1271.6262 0.0005 28.10 K F 0
2466 EHNYHPNAVAAGLR JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 39 516.9267 3 1547.7583 -0.0008 22.71 R A 0
2467 EHPESYYSFMHR JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 41 528.2291 3 1581.6655 -0.0017 31.25 K N 0
2468 EHPVLLNR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 37 489.2801 2 976.5456 0.0003 21.23 R A 0
2469 EHTLFMHLTLVPYMAASGEVK JW2751 ECK2774 pyrG CTP synthetase 26 594.3039 4 2373.1865 0.0003 54.65 R T 0
2470 EHTQLPAPLLHSTVMMK JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 30 645.0060 3 1931.9962 0.0001 38.57 R L 0
2471 EHTTIVK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 20 414.2347 2 826.4548 0.0000 15.90 R H 0
2472 EHVTKPVVGYIAGVTAPK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 71 933.5280 2 1865.0414 0.0004 34.31 K G 0
2473 EHYIEEFVGHLR JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 23 510.2561 3 1527.7465 -0.0004 43.92 R A 0
2474 EIADGLASAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 75 566.2853 2 1130.5560 -0.0007 29.20 K A 0
2475 EIALILQR JW3136 ECK3156 rbfA 30s ribosome binding factor 28 478.3006 2 954.5866 0.0004 41.60 K E 0
2476 EIAYFFGEGEVCPR 57.021465@C:12 JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 76 837.3851 2 1672.7556 0.0001 50.32 R T 0
2477 EICPELTLR 57.021465@C:3 JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 31 565.7975 2 1129.5804 0.0004 38.94 R S 0
2478 EIDEYFAHVWQTMQACIDR 57.021465@C:16 JW1803 ECK1812 sdaA L-serine deaminase I 39 804.6968 3 2411.0686 0.0013 69.58 K G 0
2479 EIEAAYNELKK JW1109 ECK1109 potD polyamine transporter subunit -!- periplasmic-binding component of ABC superfamily 62 654.3458 2 1306.6770 0.0001 27.07 K L 0
2480 EIEAEFPVSITGMLMDAIEAR JW2914 ECK2942 gshB glutathione synthetase 78 1161.5717 2 2321.1288 0.0005 79.93 R L 0
2481 EIEEGLINNQILDVR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 90 877.9674 2 1753.9202 -0.0008 52.68 R E 0
2482 EIEIYKQELR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 31 440.9097 3 1319.7073 -0.0011 31.05 K D 0
2483 EIELEDKFENMGAQMVK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 87 1005.9789 2 2009.9432 -0.0005 49.42 R E 0
2484 EIEQLPMVK JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 17 543.7968 2 1085.5790 0.0000 37.63 K G 0
2485 EIESIIEAGR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 56 558.7983 2 1115.5820 -0.0001 37.24 R V 0
2486 EIESYDAVLVLGEDVTQTGAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 42 755.7133 3 2264.1181 0.0010 61.46 R V 0
2487 EIETDTEGYLK JW0952 ECK0960 yccK predicted sulfite reductase subunit 33 649.3113 2 1296.6080 -0.0005 34.34 K E 0
2488 EIETRPGSIVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 20 628.8516 2 1255.6886 0.0002 23.58 K G 0
2489 EIGAAIQK JW0163 ECK0166 map methionine aminopeptidase 39 415.2428 2 828.4710 0.0005 21.97 R F 0
2490 EIGEALYDAYPDLDPK JW2508 ECK2521 yfhJ conserved protein 75 904.9331 2 1807.8516 0.0000 52.55 R T 0
2491 EIGFTSTNIDLIYGLPK JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 36 941.0035 2 1879.9924 -0.0006 60.06 R Q 0
2492 EIGISNFTIPLMEK JW0197 ECK0207 dkgB 2,5-diketo-D-gluconate reductase B 59 796.4236 2 1590.8326 0.0000 60.35 R A 0
2493 EIGITELSQR JW1816 ECK1826 kdgR predicted DNA-binding transcriptional regulator 55 573.3114 2 1144.6082 -0.0005 36.59 R V 0
2494 EIGNGFSELNDAEDQAER JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 67 997.4397 2 1992.8648 -0.0011 42.52 R F 0
2495 EIGNGFSELNDAEDQAQR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 91 996.9482 2 1991.8818 -0.0002 40.68 R F 0
2496 EIGVETGGSNVQFAVNPK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 117 923.4705 2 1844.9264 -0.0003 40.75 R N 0
2497 EIGVIPGPLER JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 25 590.3406 2 1178.6666 0.0008 43.64 R N 0
2498 EIGYPLVVRPSYVLGGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 57 938.0278 2 1874.0410 -0.0002 49.37 K A 0
2499 EIIHQQMGGLR JW5401 ECK2504 guaB IMP dehydrogenase 38 641.3407 2 1280.6668 0.0009 25.52 K S 0
2500 EILAEVYNGDAPA JW5932 ECK3799 hemC hydroxymethylbilane synthase 17 681.3327 2 1360.6508 -0.0002 44.96 R - 0
2501 EILAQLSQYPVSTR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 101 802.9370 2 1603.8594 0.0024 44.44 K L JW4083
2502 EILAVVEAVSNEK JW3138 ECK3158 nusA transcription termination/antitermination L factor 101 700.8852 2 1399.7558 0.0001 49.84 K A 0
2503 EILEDYAGGMR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 62 627.2951 2 1252.5756 0.0000 39.49 R D 0
2504 EILGDEADQYVK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 70 690.3379 2 1378.6612 -0.0002 37.30 K V 0
2505 EILGIHCFGER 57.021465@C:7 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 24 444.2237 3 1329.6493 -0.0007 39.06 K A 0
2506 EILLVTHASK JW2027 ECK2036 galF predicted subunit with GalU 70 555.8293 2 1109.6440 -0.0005 26.52 K N 0
2507 EILNLPEHELNK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 18 483.5961 3 1447.7665 -0.0005 36.58 R L 0
2508 EILQDSTVTR JW0462 ECK0467 htpG molecular chaperone HSP90 family 59 581.3092 2 1160.6038 0.0001 27.07 R N 0
2509 EILRDQLR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 32 521.8038 2 1041.5930 -0.0001 24.91 R A 0
2510 EILSLREPK JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 37 542.8212 2 1083.6278 -0.0010 29.39 R S 0
2511 EIMALADLANR JW2101 ECK2107 metG methionyl-tRNA synthetase 77 608.8212 2 1215.6278 -0.0003 46.13 R Y 0
2512 EIMQVALNQAK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 56 622.8363 2 1243.6580 -0.0013 34.43 K G 0
2513 EINVTKK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 31 416.2506 2 830.4866 0.0005 16.16 R D 0
2514 EIPDEVHVDPYLCTYYYEINNQKPPFNDVR 57.021465@C:13 JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 30 932.6904 4 3726.7325 0.0024 55.58 K V 0
2515 EIPFLYASSAATYGGR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 92 851.9256 2 1701.8366 0.0005 50.64 R T 0
2516 EIPQVAGSLEEALNELDLDR JW3841 ECK3863 glnA glutamine synthetase 131 1106.0605 2 2210.1064 -0.0001 71.11 K E 0
2517 EIPQVAGSLEEALNELDLDREFLK JW3841 ECK3863 glnA glutamine synthetase 55 1364.7048 2 2727.3950 -0.0015 72.61 K A 0
2518 EIPQWFIK JW0637 ECK0635 leuS leucyl-tRNA synthetase 13 530.7950 2 1059.5754 0.0002 49.46 K I 0
2519 EIPSDIVYQDDLVTAFR JW1089 ECK1089 hinT purine nucleoside phosphoramidase 36 990.9987 2 1979.9828 -0.0012 58.22 R D 0
2520 EIQDVEKK JW1989 ECK2001 yeeX conserved protein 28 494.7696 2 987.5246 0.0011 17.12 R I 0
2521 EIQPWQAGQMR JW4198 ECK4234 treC trehalose-6-P hydrolase 61 672.3298 2 1342.6450 -0.0001 34.43 R G 0
2522 EISCVDSAELGK 57.021465@C:4 JW3143 ECK3165 glmM phosphoglucosamine mutase 71 654.3110 2 1306.6074 0.0000 30.21 K A 0
2523 EISEALK JW5526 ECK3113 garR tartronate semialdehyde reductase 17 395.2213 2 788.4280 0.0001 22.29 R A 0
2524 EISEDDDRR JW0167 ECK0171 frr ribosome recycling factor 37 567.7546 2 1133.4946 -0.0002 15.89 K S 0
2525 EISEDDDRRSQDDVQK JW0167 ECK0171 frr ribosome recycling factor 30 645.6274 3 1933.8604 -0.0009 18.07 K L 0
2526 EISLSEAPNFAEAIINNQIQGR JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 143 1207.6190 2 2413.2234 -0.0002 65.56 K T 0
2527 EISMSIK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 38 404.2175 2 806.4204 -0.0004 27.72 R R 0
2528 EISMSIKR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 21 482.2678 2 962.5210 -0.0007 24.12 R L 0
2529 EISPDFINVK JW1656 ECK1660 ydhQ conserved protein 13 581.3107 2 1160.6068 -0.0008 41.24 K G 0
2530 EISSCSNVWDFQAR 57.021465@C:5 JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 91 849.8807 2 1697.7468 0.0002 43.76 R R 0
2531 EISTTIAFVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 68 568.8194 2 1135.6242 0.0006 42.04 K A 0
2532 EISVPAAISAWLGVTEPAMYGINLK JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 51 877.4668 3 2629.3786 -0.0038 79.96 R Y 0
2533 EITAEETAELLK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 24 673.8565 2 1345.6984 0.0008 43.15 R N 0
2534 EITGGLDDTQLR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 78 659.3356 2 1316.6566 -0.0006 33.29 K N 0
2535 EITIAAAK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 28 408.7450 2 815.4754 0.0001 24.58 K V 0
2536 EITLEAAR JW3138 ECK3158 nusA transcription termination/antitermination L factor 42 451.7507 2 901.4868 0.0001 26.91 K Y 0
2537 EITLEPADNAR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 68 614.8123 2 1227.6100 0.0005 29.24 R L 0
2538 EITPFSLGALIALYEHK JW3985 ECK4017 pgi glucosephosphate isomerase 18 634.6841 3 1901.0305 0.0006 70.42 R I 0
2539 EITPVNIEEELK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 46 707.3780 2 1412.7414 0.0015 47.62 R S 0
2540 EITSTDDFYR JW1666 ECK1672 pykF pyruvate kinase I 56 623.7833 2 1245.5520 0.0007 34.19 K L 0
2541 EIVFTSGATESDNLAIK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 108 897.9595 2 1793.9044 -0.0002 44.83 R G 0
2542 EIVSELDKHIIGQDNAK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 47 637.0067 3 1907.9983 0.0030 37.45 R R 0
2543 EIVSELDKHIIGQDNAKR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 36 517.0312 4 2064.0957 -0.0007 33.57 R S 0
2544 EIWFLCR 57.021465@C:6 JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 28 512.2580 2 1022.5014 0.0007 51.22 R Q 0
2545 EIYDIVLESLETSLR JW2876 ECK2903 pepP proline aminopeptidase P II 46 890.4730 2 1778.9314 0.0013 75.25 R L 0
2546 EIYEQPNAIK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 35 602.8140 2 1203.6134 -0.0001 28.04 K N 0
2547 EKAEAELQK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 34 523.2798 2 1044.5450 0.0000 16.83 K L 0
2548 EKDGAVEAEDR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 71 609.7832 2 1217.5518 -0.0005 15.95 K V 0
2549 EKDLSWITQHAEPFGIEITVR JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 61 823.7638 3 2468.2696 -0.0003 54.98 R D 0
2550 EKDMIRGLDVR 15.994915@M:4 JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 12 674.3541 2 1346.6936 -0.0039 34.40 R T 0
2551 EKDPSLSFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 59 539.7797 2 1077.5448 -0.0005 25.68 K R 0
2552 EKGFHVER JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 18 334.5099 3 1000.5079 -0.0010 17.93 K D 0
2553 EKGFHVERDQVGNILIR JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 12 503.2772 4 2009.0797 -0.0010 35.50 K K 0
2554 EKGISYETATFPWAASGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 40 657.6586 3 1969.9540 0.0007 45.87 K A 0
2555 EKIFEALESALATATK JW3138 ECK3158 nusA transcription termination/antitermination L factor 116 861.4699 2 1720.9252 0.0006 62.80 R K 0
2556 EKIFEALESALATATKK JW3138 ECK3158 nusA transcription termination/antitermination L factor 42 617.3475 3 1849.0207 0.0009 57.87 R K 0
2557 EKIIASVAEK JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 36 544.3216 2 1086.6286 0.0001 21.56 R F 0
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2558 EKINPAGAPTYVPGEYK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 52 611.9841 3 1832.9305 -0.0004 31.64 K L 0
2559 EKLALLEQR JW5505 ECK3033 yqiC conserved protein 41 550.3278 2 1098.6410 0.0014 30.06 R I 0
2560 EKLANLR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 20 422.2559 2 842.4972 0.0000 19.05 R E 0
2561 EKLDNLVFVINCNLQR 57.021465@C:12 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 29 659.0193 3 1974.0361 0.0004 53.08 R L 0
2562 EKLEGYAEAK JW4215 ECK4251 valS valyl-tRNA synthetase 51 569.2932 2 1136.5718 0.0005 20.55 R A 0
2563 EKLPPGFQR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 24 536.3008 2 1070.5870 -0.0001 23.50 R S 0
2564 EKLQELHI JW2662 ECK2681 luxS S-ribosylhomocysteinase 24 505.2873 2 1008.5600 -0.0004 31.99 K - 0
2565 EKPAHLAQSIR JW1769 ECK1778 yeaD conserved protein 24 417.2387 3 1248.6943 0.0004 18.97 K V 0
2566 EKPAVLGHDEAAYSK JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 38 404.4586 4 1613.8053 0.0005 21.47 K N 0
2567 EKPTWLEVDAGK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 59 686.8591 2 1371.7036 0.0002 33.99 R M 0
2568 EKPTWLEVDAGKMEGTFK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 58 517.2621 4 2065.0193 0.0004 46.22 R R 0
2569 EKSPQIK JW0623 ECK0621 lipA lipoate synthase 15 415.2425 2 828.4704 0.0000 14.98 R I 0
2570 EKSVEELNTELLNLLR JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 95 950.5224 2 1899.0302 -0.0009 61.44 R E 0
2571 EKSVELTR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 55 481.2692 2 960.5238 -0.0001 18.53 R K 0
2572 EKTEEVIAENPGK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 75 722.3697 2 1442.7248 -0.0003 21.52 R K 0
2573 EKTEEVIAENPGKK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 62 524.6138 3 1570.8196 -0.0005 20.13 R L 0
2574 EKVDATK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 18 395.7190 2 789.4234 0.0002 13.43 R Q 0
2575 EKVINQLTGGLAGMAK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 61 815.4532 2 1628.8918 -0.0001 42.81 K G 0
2576 ELAAFSQFASDLDDATR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 112 928.9356 2 1855.8566 -0.0021 60.95 R K 0
2577 ELAAFSQFASDLDDATRK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 32 662.3254 3 1983.9544 0.0008 54.22 R Q 0
2578 ELAAGLPTAISLASTDQTFADDLQQLLHCGK 57.021465@C:29 JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 35 1095.5532 3 3283.6378 -0.0017 75.17 K S 0
2579 ELAASGVMLTSDENVVR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 127 895.9510 2 1789.8874 -0.0005 43.05 R V 0
2580 ELAENNPLGDYLR JW3862 ECK3884 fdhE formate dehydrogenase formation protein 79 752.3751 2 1502.7356 -0.0009 49.36 R F 0
2581 ELAESEGAIER JW0007 ECK0008 talB transaldolase B 80 602.2962 2 1202.5778 0.0001 25.65 K K 0
2582 ELAESEGAIERK JW0007 ECK0008 talB transaldolase B 61 666.3435 2 1330.6724 -0.0003 21.57 K L 0
2583 ELAGVAGCAVAIAPPEMYIDMAK 57.021465@C:8 JW3890 ECK3911 tpiA triosephosphate isomerase 40 1189.0828 2 2376.1510 -0.0015 59.54 K R 0
2584 ELAGVSEVSFTEFAAEK JW2174 ECK2180 yejK nucleotide associated protein 31 907.4464 2 1812.8782 0.0001 53.64 K G 0
2585 ELAGWMCDVLDSINDEAVIER 57.021465@C:7 JW2535 ECK2548 glyA serine hydroxymethyltransferase 91 1218.0659 2 2434.1172 0.0028 73.91 K I 0
2586 ELALLEGMEISGK JW1606 ECK1609 ydgA conserved protein 73 695.3676 2 1388.7206 -0.0014 54.96 K S 0
2587 ELALQSGLAHK JW1666 ECK1672 pykF pyruvate kinase I 56 583.8303 2 1165.6460 0.0007 27.43 K G 0
2588 ELAMQVSDHAR JW2560 ECK2574 srmB ATP-dependent RNA helicase 71 628.8059 2 1255.5972 -0.0007 23.42 R E 0
2589 ELANAIR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 18 393.7270 2 785.4394 -0.0001 21.92 K A 0
2590 ELANVQDLTVR JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 58 629.3443 2 1256.6740 0.0016 36.52 K G 0
2591 ELAQIDQHIADGELNLWQASSDK JW2970 ECK2995 yghZ aldo-keto reductase 42 861.0907 3 2580.2503 0.0047 53.92 K - 0
2592 ELASEVGSLLTYEATADLETEK JW2483 ECK2494 upp uracil phosphoribosyltransferase 89 790.3922 3 2368.1548 0.0014 65.58 R V 0
2593 ELASGLSCPVGFK 57.021465@C:8 JW0737 ECK0743 aroG 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, phenylalanine repressible 73 682.8474 2 1363.6802 -0.0003 39.51 R N 0
2594 ELATCTPEYYR 57.021465@C:5 JW0637 ECK0635 leuS leucyl-tRNA synthetase 46 701.8191 2 1401.6236 0.0001 31.57 R W 0
2595 ELAVQIHADAEPLAEATGLK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 24 692.7040 3 2075.0902 0.0005 48.76 R L 0
2596 ELAVQVAEAMTDFSK JW5531 ECK3150 deaD ATP-dependent RNA helicase 85 819.9058 2 1637.7970 0.0001 58.84 R H 0
2597 ELAYLSADDLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 55 633.3220 2 1264.6294 -0.0004 44.61 R S 0
2598 ELCQNHNIPVELIQCR 57.021465@C:3,57.021465@C:15 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 58 1011.9962 2 2021.9778 0.0004 40.73 K V 0
2599 ELDAETAQAIISR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 95 708.8715 2 1415.7284 0.0028 41.82 R Q 0
2600 ELDAQPTGFLDSR JW1279 ECK1281 rnb ribonuclease II 75 724.8544 2 1447.6942 0.0000 40.38 R I 0
2601 ELDDDTLASYQK JW3179 ECK3202 gltB glutamate synthase, large subunit 45 699.3252 2 1396.6358 0.0001 33.85 R Q 0
2602 ELDLIIPR JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 36 484.7925 2 967.5704 0.0002 47.12 K L 0
2603 ELDPMIK JW0886 ECK0894 pflB pyruvate formate lyase I 32 423.2256 2 844.4366 0.0001 30.61 R K 0
2604 ELDPMIKK JW0886 ECK0894 pflB pyruvate formate lyase I 15 487.2720 2 972.5294 -0.0019 23.89 R I 0
2605 ELDREFGELKEETCR 57.021465@C:14 JW2291 ECK2288 yfbU conserved protein 34 637.6347 3 1909.8823 -0.0016 34.90 R T 0
2606 ELDSLYGR JW2601 ECK2616 smpB trans-translation protein 45 476.7403 2 951.4660 -0.0001 31.29 R V 0
2607 ELDVLHELAQGLSNK JW2181 ECK2185 narP DNA-binding response regulator in two-component regulatory system with NarQ or NarX 98 833.4442 2 1664.8738 0.0006 57.81 R Q 0
2608 ELDVPVVTDLGSGSLVDLSQYGLPK JW3564 ECK3580 selA selenocysteine synthase 61 867.7935 3 2600.3587 0.0001 69.63 K E 0
2609 ELEETIRPYDMGITLLDVNFQAARPPEEVK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 44 869.1959 4 3472.7545 -0.0003 63.39 R A 0
2610 ELEGALNR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 34 451.2405 2 900.4664 0.0000 24.06 R V 0
2611 ELEHQLNDSGASAIVIVSNFAHTLEK JW1794 ECK1803 fadD acyl-CoA synthetase (long-chain-fatty-acid--CoA ligase) 32 706.3636 4 2821.4253 0.0007 63.70 R V 0
2612 ELEKLENSLGGIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 37 477.2681 3 1428.7825 0.0001 37.07 R D 0
2613 ELEKPGRDPRPEFK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 11 425.2296 4 1696.8893 -0.0004 21.82 K T 0
2614 ELEQLPQLLEDLEAK JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 82 884.4722 2 1766.9298 -0.0002 66.49 R L 0
2615 ELEVALLENR JW5932 ECK3799 hemC hydroxymethylbilane synthase 33 593.3275 2 1184.6404 0.0004 43.88 K A 0
2616 ELEVFVR JW1709 ECK1717 thrS threonyl-tRNA synthetase 40 446.2504 2 890.4862 0.0002 36.45 R S 0
2617 ELFEEQAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 51 497.2481 2 992.4816 0.0001 28.11 R R 0
2618 ELGASDEADLQR JW4312 ECK4339 hsdM DNA methylase M 51 652.3098 2 1302.6050 -0.0001 26.32 R Q 0
2619 ELGEMDDAPDENEALK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 37 888.3851 2 1774.7556 -0.0011 36.22 K R 0
2620 ELGGTCVNVGCVPK 57.021465@C:6,57.021465@C:11 JW3467 ECK3485 gor glutathione oxidoreductase 73 745.3604 2 1488.7062 -0.0002 34.93 K K 0
2621 ELGHVTLR JW2673 ECK2699 srlB glucitol/sorbitol-specific enzyme IIA component of PTS 13 462.7668 2 923.5190 0.0003 23.54 R F 0
2622 ELGIPAVVGCGDATER 57.021465@C:10 JW1692 ECK1700 pps phosphoenolpyruvate synthase 80 822.4060 2 1642.7974 -0.0010 42.89 R M 0
2623 ELGLVATDTLR JW2463 ECK2474 dapA dihydrodipicolinate synthase 67 594.3355 2 1186.6564 0.0008 39.94 K L 0
2624 ELGLVDDER JW3719 ECK3734 gidA glucose-inhibited cell-division protein 32 523.2615 2 1044.5084 -0.0002 31.79 R W 0
2625 ELGMDPTIHDIR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 64 698.8479 2 1395.6812 -0.0005 34.48 K F 0
2626 ELGPEPMAAAYVQPSR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 79 858.4242 2 1714.8338 -0.0010 40.41 R R 0
2627 ELGSVNDFIVDGNR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 64 767.8784 2 1533.7422 -0.0001 44.66 R I 0
2628 ELGTKDDLLEVAMELENIALNDPYFIEK 15.994915@M:13 JW0710 ECK0709 gltA citrate synthase 56 1080.2076 3 3237.6010 0.0007 79.87 K K 0
2629 ELGTKDDLLEVAMELENIALNDPYFIEKK JW0710 ECK0709 gltA citrate synthase 73 838.4324 4 3349.7005 0.0004 79.55 K L 0
2630 ELGVNQDK JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 16 451.7323 2 901.4500 -0.0003 19.28 R H 0
2631 ELGYLGSLAICNVPGSSLVR 57.021465@C:11 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 103 1053.0567 2 2104.0988 0.0003 58.81 K E 0
2632 ELGYLVPQPER JW2943 ECK2970 glcB malate synthase G 49 650.8485 2 1299.6824 0.0001 41.06 R V 0
2633 ELHEETVRK JW0660 ECK0662 asnB asparagine synthetase B 23 570.8043 2 1139.5940 0.0005 16.13 K L 0
2634 ELIARAIHYNSR JW2214 ECK2213 atoC fused response regulator of ato opeon, in two-component system with AtoS 11 481.5997 3 1441.7773 -0.0017 59.58 K R 0
2635 ELIDDYVELISDLIR JW0801 ECK0807 mntR transcriptional regulator of mntH 70 903.4808 2 1804.9470 0.0013 80.45 R E 0
2636 ELIIGDR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 41 408.2349 2 814.4552 0.0005 30.31 R Q 0
2637 ELINTTGDYAHIAE JW2715 ECK2740 truD pseudoruidine synthase 68 773.8724 2 1545.7302 -0.0009 40.47 R - 0
2638 ELIPGGVNSPVR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 48 619.3484 2 1236.6822 -0.0003 36.60 R A 0
2639 ELISNASDAADK JW0462 ECK0467 htpG molecular chaperone HSP90 family 77 617.3012 2 1232.5878 -0.0006 24.82 R L 0
2640 ELISNASDAADKLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 32 501.5987 3 1501.7743 0.0007 32.38 R F 0
2641 ELITDFGVK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 13 511.2819 2 1020.5492 0.0002 41.88 K K 0
2642 ELITDFGVKK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 49 575.3294 2 1148.6442 0.0003 34.81 K I 0
2643 ELIVASSYSK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 17 548.7976 2 1095.5806 -0.0005 29.14 K N 0
2644 ELIYQPTLTEADLSDEQTVTR JW5625 ECK3691 gyrB DNA gyrase, subunit B 129 1211.6023 2 2421.1900 -0.0011 48.93 K W 0
2645 ELKDAGADR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 53 487.7489 2 973.4832 0.0004 15.20 R I 0
2646 ELKGEVPLIGFSGSPWTLATYMVEGGSSK JW3961 ECK3989 hemE uroporphyrinogen decarboxylase 42 1014.1825 3 3039.5257 -0.0007 69.67 R A 0
2647 ELKLDYELKPMDFSGIIPALQTK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 41 883.8117 3 2648.4133 -0.0002 63.78 K N 0
2648 ELLAALNHHETALR JW5932 ECK3799 hemC hydroxymethylbilane synthase 46 794.4337 2 1586.8528 0.0000 33.29 R V 0
2649 ELLAEIAELSDKVTFK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 32 602.6682 3 1804.9828 0.0006 63.27 K E 0
2650 ELLAFDAPDLDLFHPAEVSPDEAIELAAR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 40 1055.5316 3 3163.5730 0.0017 69.60 K A 0
2651 ELLAGVATNTAYLDGLMKPYLSR JW0406 ECK0410 nusB transcription antitermination protein 84 832.7778 3 2495.3116 0.0023 63.85 R L 0
2652 ELLDAAIAAK JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 56 507.7953 2 1013.5760 0.0004 39.20 R I 0
2653 ELLDGVSQTLASR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 67 694.8722 2 1387.7298 -0.0009 45.88 R D 0
2654 ELLDQLNK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 10 324.8502 3 971.5288 0.0001 23.19 R Q 0
2655 ELLEDPTR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 31 486.7534 2 971.4922 -0.0002 27.81 K L 0
2656 ELLEIEGLDEPTVEALR JW3138 ECK3158 nusA transcription termination/antitermination L factor 115 963.5067 2 1924.9988 -0.0005 57.45 K E 0
2657 ELLEQNPSFVFFKPQSFAPVK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 36 818.1021 3 2451.2845 0.0006 58.40 R G 0
2658 ELLGQLLLDEIVTR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 75 806.4705 2 1610.9264 0.0023 72.92 K Y 0
2659 ELLHYCLER 57.021465@C:6 JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 43 616.8086 2 1231.6026 0.0007 34.59 K E 0
2660 ELLIDESLIGWK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 62 708.3933 2 1414.7720 0.0013 59.94 K E 0
2661 ELLIDESLIGWKEYEMEVVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 37 817.7548 3 2450.2426 0.0023 65.39 K D 0
2662 ELLIEAQNLGLGAQFGGK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 26 620.0074 3 1857.0004 0.0010 55.98 K Y 0
2663 ELLLSDEYAEQK JW0674 ECK0675 seqA regulatory protein for replication initiation 64 719.3597 2 1436.7048 0.0015 39.33 R R 0
2664 ELLLSDEYAEQKR JW0674 ECK0675 seqA regulatory protein for replication initiation 17 531.9420 3 1592.8042 -0.0003 33.57 R A 0
2665 ELLLSNPNSTPDFSVDDSEGVAETNEDF JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 73 1014.4511 3 3040.3315 0.0007 60.09 R - 0
2666 ELLNFTLLSDEDHQVCEQFGVWGEK 57.021465@C:16 JW2465 ECK2476 bcp thiol peroxidase, thioredoxin-dependent 23 998.4713 3 2992.3921 0.0010 65.53 K S 0
2667 ELLPGFTAEADQLELLSR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 54 1001.5292 2 2001.0438 0.0020 64.84 R S 0
2668 ELLSIGIQPDILICR 57.021465@C:14 JW2751 ECK2774 pyrG CTP synthetase 62 870.4901 2 1738.9656 0.0005 61.44 K S 0
2669 ELLSQYDFPGDDTPIVR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 46 655.6586 3 1963.9540 0.0012 50.82 R G JW3943
2670 ELLTNDPFSSR JW0849 ECK0856 ybjP predicted lipoprotein 62 639.8194 2 1277.6242 -0.0009 40.80 R T 0
2671 ELLTQMGHLYGHVADELATPSSAILDIER JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 81 1060.5392 3 3178.5958 -0.0010 63.62 R K 0
2672 ELLTTLNLK JW0230 ECK0241 crl DNA-binding transcriptional regulator 22 522.8188 2 1043.6230 0.0004 45.41 R L 0
2673 ELLVGFGTQVR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 64 609.8449 2 1217.6752 -0.0015 44.83 K S 0
2674 ELLVVAPELTIIGLPEGNWITVSK JW3981 ECK4013 pepE (alpha)-aspartyl dipeptidase 46 864.4951 3 2590.4635 0.0015 74.24 R G 0
2675 ELMDNMR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 26 454.7023 2 907.3900 0.0009 26.52 K N 0
2676 ELMNYDFTAQMENSLDQVANHEAEWK JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 59 1038.4586 3 3112.3540 -0.0001 64.57 R A 0
2677 ELMTISK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 36 411.2257 2 820.4368 0.0004 27.45 R K 0
2678 ELMTISKK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 13 475.2728 2 948.5310 -0.0004 21.57 R A 0
2679 ELMVQHEER JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 60 585.7821 2 1169.5496 -0.0003 20.25 K I 0
2680 ELNADDVVFSFDR JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 36 763.8599 2 1525.7052 0.0004 55.39 R Q 0
2681 ELNEQLEENLGYK JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 90 789.8857 2 1577.7568 -0.0003 40.75 R L 0
2682 ELNKPVIVHTR JW1086 ECK1086 ycfH predicted metallodependent hydrolase 26 435.9265 3 1304.7577 0.0013 20.93 R D 0
2683 ELNLADSSLSEEALIQAMVDNPK JW2480 ECK2491 yfgD predicted oxidoreductase 58 1244.1175 2 2486.2204 -0.0006 65.39 K L 0
2684 ELNSTQPFQLLETSPQFIYQAQSGLTGR JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 30 1051.8669 3 3152.5789 0.0010 67.51 K D 0
2685 ELPAALAPMAK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 45 556.3132 2 1110.6118 0.0011 40.65 K G 0
2686 ELPAFIIK JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 11 465.7866 2 929.5586 0.0001 45.06 K R 0
2687 ELPDELLALVDIITPNETEAEK JW3731 ECK3746 rbsK ribokinase 95 1226.6388 2 2451.2630 0.0000 79.65 R L 0
2688 ELPELTAEFIK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 52 645.3533 2 1288.6920 0.0005 51.00 R R 0
2689 ELPELTAEFIKR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 56 723.4031 2 1444.7916 -0.0009 45.92 R F 0
2690 ELPGLIADGR JW0893 ECK0901 cmk cytidylate kinase 27 520.7900 2 1039.5654 -0.0007 36.31 R D 0
2691 ELPLTESLALTIDR JW0738 ECK0744 gpmA phosphoglyceromutase 1 42 785.9377 2 1569.8608 -0.0005 59.02 K V 0
2692 ELPPEERPAAGAVINEAK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 26 631.0017 3 1889.9833 -0.0015 30.75 R E 0
2693 ELQADAQAYGDDRR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 48 804.3745 2 1606.7344 0.0008 23.58 K S 0
2694 ELQCINMSSLDALVSSK 57.021465@C:4 JW5769 ECK4270 yjhC KpLE2 phage-like element; predicted oxidoreductase 63 947.9659 2 1893.9172 -0.0003 58.19 R L 0
2695 ELQDIGVR JW0907 ECK0915 mukB fused chromosome partitioning proteins 37 465.2561 2 928.4976 0.0000 28.50 R A 0
2696 ELQDTLEAAGDKLQANLLR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 58 700.0429 3 2097.1069 0.0003 57.18 R I 0
2697 ELQLVYNK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 46 503.7820 2 1005.5494 -0.0001 33.23 K A 0
2698 ELQTIPK JW4099 ECK4133 aspA aspartate ammonia-lyase 28 414.7450 2 827.4754 0.0001 24.06 K S 0
2699 ELSAEGFNFIGTGVSGGEEGALK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 70 1135.0515 2 2268.0884 -0.0024 54.45 R G 0
2700 ELSAEGFNFIGTGVSGGEEGALKGPSIMPGGQK 15.994915@M:28 JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 101 1079.8625 3 3236.5657 -0.0002 52.61 R E 0
2701 ELSALVNR JW5280 ECK1721 pfkB 6-phosphofructokinase II 25 451.2588 2 900.5030 0.0003 29.34 K E 0
2702 ELSDDLCSLR 57.021465@C:7 JW1279 ECK1281 rnb ribonuclease II 47 604.2836 2 1206.5526 -0.0024 37.98 R A 0
2703 ELSFLNSGVSIR JW5625 ECK3691 gyrB DNA gyrase, subunit B 76 661.3587 2 1320.7028 -0.0009 48.71 R L 0
2704 ELSINDEVIK JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 50 580.3156 2 1158.6166 0.0034 36.43 R L 0
2705 ELSTLDTQN JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 12 510.7457 2 1019.4768 -0.0003 26.70 K - 0
2706 ELTLWESR JW3198 ECK3218 sspA stringent starvation protein A 53 517.2691 2 1032.5236 -0.0003 40.31 R I 0
2707 ELTPAAVTGTLTTPVGR JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 20 842.4674 2 1682.9202 -0.0001 47.28 R L 0
2708 ELTTVMSNSFGFGGTNATLVMR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 13 778.3808 3 2332.1206 0.0014 59.53 R K 0
2709 ELVADDATNTVYISGIGK JW1447 ECK1446 yncE conserved protein 55 933.4778 2 1864.9410 -0.0007 45.71 R E 0
2710 ELVAHALHR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 65 523.2984 2 1044.5822 -0.0006 20.70 K H 0
2711 ELVASGFNR JW1049 ECK1047 pyrC dihydro-orotase 53 496.7618 2 991.5090 0.0005 30.61 R V 0
2712 ELVELFFEEIRR JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 22 790.4276 2 1578.8406 0.0001 62.70 K A 0
2713 ELVHNVALR JW5571 ECK3864 bipA GTP-binding protein 64 525.8068 2 1049.5990 0.0009 26.07 K V 0
2714 ELVHNVALRVEETEDADAFR JW5571 ECK3864 bipA GTP-binding protein 34 771.7223 3 2312.1451 0.0054 45.86 K V 0
2715 ELVQDCR 57.021465@C:6 JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 39 460.2186 2 918.4226 -0.0003 19.74 R S 0
2716 ELVTAAK JW1853 ECK1865 yebC conserved protein 43 366.2186 2 730.4226 0.0002 18.92 R L 0
2717 ELYLGAVVDR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 49 567.8110 2 1133.6074 -0.0006 42.55 K S 0
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2718 EMAHQQIGMEVLNR JW5829 ECK1716 infC protein chain initiation factor IF-3 53 552.6044 3 1654.7914 -0.0004 34.57 R V 0
2719 EMANVAYR JW1117 ECK1117 purB adenylosuccinate lyase 39 477.2296 2 952.4446 0.0010 24.46 K M 0
2720 EMDDNEGSLTLATR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 79 776.3510 2 1550.6874 -0.0007 34.46 K F 0
2721 EMEAQVLDSMDLER JW2553 ECK2567 lepA GTP binding membrane protein 57 833.3764 2 1664.7382 -0.0003 48.57 R E 0
2722 EMFETWYK JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 22 567.2521 2 1132.4896 -0.0003 44.76 R M 0
2723 EMFGAEEDPFSVLTER JW2181 ECK2185 narP DNA-binding response regulator in two-component regulatory system with NarQ or NarX 45 928.9227 2 1855.8308 0.0011 62.25 R E 0
2724 EMFREDEPMPLTSGEFAVLK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 56 776.0431 3 2325.1075 0.0055 53.61 R A 0
2725 EMFTLFGPQFVR JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 55 736.3744 2 1470.7342 0.0013 60.69 K E 0
2726 EMGINPETWEY JW3909 ECK3930 metJ DNA-binding transcriptional repressor, S-adenosylmethionine-binding 30 684.7928 2 1367.5710 0.0007 55.70 R - 0
2727 EMGLQEMTGFSK JW3577 ECK3592 yibL conserved protein 61 679.3097 2 1356.6048 -0.0004 45.52 R T 0
2728 EMGTGLVVTELMGQGVSAITGDYSR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 118 1286.1238 2 2570.2330 -0.0025 71.25 K G 0
2729 EMGTVELLTR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 56 574.8028 2 1147.5910 0.0003 40.43 R E 0
2730 EMHVGHLR JW1865 ECK1877 argS arginyl-tRNA synthetase 49 489.7509 2 977.4872 0.0009 18.95 K S 0
2731 EMIISEVR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 30 488.7603 2 975.5060 0.0002 35.48 K N 0
2732 EMIQALADAR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 76 559.2870 2 1116.5594 -0.0003 37.11 K Y 0
2733 EMKEELAAALMDSHQQK JW1264 ECK1266 sohB predicted inner membrane peptidase 19 653.6485 3 1957.9237 0.0001 40.24 K Q 0
2734 EMKELEDR JW4135 ECK4173 purA adenylosuccinate synthetase 47 525.2504 2 1048.4862 0.0003 19.82 K G 0
2735 EMLEHMASTLAQGER JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 82 851.8974 2 1701.7802 -0.0011 41.72 K I 0
2736 EMLIADGIDPNELLNSLAAVK 15.994915@M:2 JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 122 1121.5851 2 2241.1556 -0.0006 68.90 R S 0
2737 EMLLDAMENPEK JW0886 ECK0894 pflB pyruvate formate lyase I 74 710.3280 2 1418.6414 -0.0006 44.92 R Y 0
2738 EMLLDAMENPEKYPQLTIR JW0886 ECK0894 pflB pyruvate formate lyase I 75 764.3856 3 2290.1350 0.0013 55.45 R V 0
2739 EMLPEVR JW3897 ECK3918 glpK glycerol kinase 33 437.2286 2 872.4426 0.0001 31.34 R R 0
2740 EMLPIVDKPMIQYIVDEIVAAGIK 15.994915@M:2 JW2027 ECK2036 galF predicted subunit with GalU 60 901.1573 3 2700.4501 0.0020 78.56 K E 0
2741 EMLPLVDKPLIQYVVNECIAAGITEIVLVTHSSK 15.994915@M:2,57.021465@C:18 JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 52 949.7627 4 3795.0217 0.0015 79.91 K N 0
2742 EMLPVLEAVAK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 85 600.3391 2 1198.6636 0.0006 51.18 R A 0
2743 EMLQNSPMALR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 43 645.3208 2 1288.6270 0.0004 36.33 R C 0
2744 EMNGSLGVLAQQLQNAK JW5655 ECK3541 yiaF conserved protein 112 900.9668 2 1799.9190 -0.0009 49.58 R L 0
2745 EMNIADYDAELWQAMEQEK JW2535 ECK2548 glyA serine hydroxymethyltransferase 124 1157.5034 2 2312.9922 -0.0006 63.76 R V 0
2746 EMQEIVDSMTIETYK JW2019 ECK2028 wbbI conserved protein 28 908.9212 2 1815.8278 0.0007 51.14 K Q 0
2747 EMSRLGVPVVCTVIGEGGSGGALAIGVGDK 57.021465@C:11 JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 10 1443.2432 2 2884.4718 -0.0067 71.97 R V 0
2748 EMTSPLSLVISAFAR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 91 811.4357 2 1620.8568 0.0024 76.95 R V 0
2749 EMVEANLR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 43 481.2427 2 960.4708 0.0011 26.40 K L 0
2750 ENAAGIPMDAAER JW1605 ECK1608 manA mannose-6-phosphate isomerase 74 672.8141 2 1343.6136 -0.0003 29.82 K N 0
2751 ENAANIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 21 380.2036 2 758.3926 0.0005 15.60 K G 0
2752 ENAEYHAAR JW3148 ECK3170 greA transcription elongation factor 58 530.7442 2 1059.4738 0.0005 15.46 K E 0
2753 ENCIFLDNPHQAR 57.021465@C:3 JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 51 538.5878 3 1612.7416 -0.0001 29.50 K R 0
2754 ENDPTNSMNPGIGK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 53 737.3347 2 1472.6548 -0.0017 27.56 R T 0
2755 ENDVFEHAGAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 62 622.7860 2 1243.5574 -0.0006 23.02 R D 0
2756 ENDVVLVAGK JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 40 522.2902 2 1042.5658 0.0000 29.52 K G 0
2757 ENELEEAVMSDR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 78 711.3144 2 1420.6142 0.0003 41.95 R D 0
2758 ENELEEAVMSDRDTGAAAEPR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 64 764.0132 3 2289.0178 -0.0001 40.09 R A 0
2759 ENEPFDVALR JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 14 595.2969 2 1188.5792 0.0017 40.67 R R 0
2760 ENEPFDVALRR JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 15 673.3466 2 1344.6786 0.0001 36.13 R F 0
2761 ENEQQYIR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 20 540.2593 2 1078.5040 -0.0004 22.72 R E 0
2762 ENFDEWMIPVYAPAPFIPVR JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 85 1196.0960 2 2390.1774 0.0005 72.13 R G 0
2763 ENFEAMQGFHAGWR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 58 560.5847 3 1678.7323 0.0012 42.55 R K 0
2764 ENFRPGDR JW3138 ECK3158 nusA transcription termination/antitermination L factor 20 495.7411 2 989.4676 -0.0002 18.55 R V 0
2765 ENHPGQVMNK JW2516 ECK2529 yfhQ predicted methyltransferase 20 577.2747 2 1152.5348 0.0004 16.54 R L 0
2766 ENITNLDACITR 57.021465@C:9 JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 67 710.3483 2 1418.6820 -0.0004 37.87 K L 0
2767 ENLGSGFISLFR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 80 670.3542 2 1338.6938 0.0007 60.04 K G 0
2768 ENLSDWDTDSDVLSLLDVVR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 127 1146.0558 2 2290.0970 0.0006 73.06 R N 0
2769 ENNFALPAVNCVGTDSINAVLETAAK 57.021465@C:11 JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 88 1359.6725 2 2717.3304 -0.0026 64.51 K V 0
2770 ENPDLVLLDIMLPGK JW1600 ECK1603 rstA DNA-bindng response regulator in two-component regulatory system with RstB 41 833.9583 2 1665.9020 0.0009 71.03 R D 0
2771 ENPQADRVPR JW5689 ECK3404 malP maltodextrin phosphorylase 34 591.3043 2 1180.5940 -0.0009 18.35 R V 0
2772 ENPWTGVGIGAAIGVVLGVLLSR JW3069 ECK3089 yqjD conserved protein 29 760.1027 3 2277.2863 0.0020 80.86 R R 0
2773 ENPWTGVGIGAAIGVVLGVLLSRR JW3069 ECK3089 yqjD conserved protein 50 812.1361 3 2433.3865 0.0008 80.40 R - 0
2774 ENQVVLFEAFK JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 44 662.3506 2 1322.6866 -0.0003 53.89 R T 0
2775 ENSEDAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 17 410.6756 2 819.3366 0.0008 17.99 R E 0
2776 ENSEDIYAGIEWK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 51 777.3589 2 1552.7032 -0.0012 45.60 R A 0
2777 ENVLTDGIQTFPDR JW1769 ECK1778 yeaD conserved protein 72 802.8989 2 1603.7832 -0.0009 46.76 K T 0
2778 ENVMQLFNVLLGDNHGLDIDTLDKDVAHDSR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 25 874.1814 4 3492.6965 0.0022 71.64 R S 0
2779 ENVTSIIGNGVVLSPAALMK JW4135 ECK4173 purA adenylosuccinate synthetase 90 671.7057 3 2012.0953 -0.0024 60.89 R E 0
2780 EPAGTGGFGYDPIFFVPSEGK JW2921 ECK2949 yggV dITP/XTP pyrophosphatase 71 1086.5179 2 2171.0212 0.0003 59.82 R T 0
2781 EPAILAEISGIVSFGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 78 815.9561 2 1629.8976 -0.0001 72.04 K E 0
2782 EPALLSGGVTVSGGHVYIGSEK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 15 719.7116 3 2156.1130 0.0018 46.87 K A 0
2783 EPANDNINLEAAGVK JW3467 ECK3485 gor glutathione oxidoreductase 38 777.8918 2 1553.7690 0.0005 34.26 R T 0
2784 EPDYLDIPAFLR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 39 724.8746 2 1447.7346 0.0000 61.83 K K 0
2785 EPGGTQLAEKLR JW1084 ECK1084 tmk thymidylate kinase 11 325.4321 4 1297.6993 0.0004 26.05 R S 0
2786 EPIAECHMLLPQAYLGNVITLCVEK 57.021465@C:6,57.021465@C:22 JW2553 ECK2567 lepA GTP binding membrane protein 19 966.8239 3 2897.4499 0.0011 62.59 R R 0
2787 EPIKNEANNGLK JW0514 ECK0518 ppiB peptidyl-prolyl cis-trans isomerase B (rotamase B) 48 663.8543 2 1325.6940 0.0001 20.00 K N 0
2788 EPISMETPIGDDEDSHLGDFIEDTTLELPLDSATTESLR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 52 1430.3316 3 4287.9730 -0.0011 70.42 K A 0
2789 EPLDREGK JW2027 ECK2036 galF predicted subunit with GalU 14 472.2460 2 942.4774 0.0004 16.44 K V 0
2790 EPMPQELIAAGVSLVSFSGDK JW3564 ECK3580 selA selenocysteine synthase 43 725.7054 3 2174.0944 0.0015 74.36 K L 0
2791 EPQGFVADATINTPNGVLVASGK JW2578 ECK2594 yfiA cold shock protein associated with 30S ribosomal subunit 37 762.3995 3 2284.1767 0.0068 47.51 K H 0
2792 EPQLTELKK JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 25 543.3136 2 1084.6126 0.0000 23.60 R Y 0
2793 EPRPLPK JW2795 ECK2823 thyA thymidylate synthetase 19 418.7530 2 835.4914 0.0000 17.54 R L 0
2794 EPVTEEEKLFVAVCR 57.021465@C:14 JW3737 ECK3757 yifE conserved protein 21 602.6417 3 1804.9033 0.0003 43.21 R G 0
2795 EQAAAQESANLSSK JW2667 ECK2692 alaS alanyl-tRNA synthetase 100 717.3454 2 1432.6762 -0.0031 20.27 K A 0
2796 EQANVALMFLTGR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 53 725.3797 2 1448.7448 0.0003 57.86 R D 0
2797 EQDAPITADQLLAPCDGER 57.021465@C:15 JW3974 ECK4006 aceB malate synthase A 73 1049.9890 2 2097.9634 -0.0002 45.06 R T 0
2798 EQDEEFIFALLNHAR JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 26 611.3042 3 1830.8908 0.0009 61.37 R E 0
2799 EQDISTKR JW2483 ECK2494 upp uracil phosphoribosyltransferase 44 488.7564 2 975.4982 -0.0003 15.15 R F 0
2800 EQDLVQPFVEGLADIVDMAAIQK JW0675 ECK0676 pgm phosphoglucomutase 65 843.7686 3 2528.2840 0.0007 80.31 K A 0
2801 EQESNLDLR JW1210 ECK1213 ychN conserved protein 45 552.2698 2 1102.5250 -0.0003 24.14 R L 0
2802 EQEVLVR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 28 436.7456 2 871.4766 0.0004 22.95 R T 0
2803 EQFNELIAPLVK JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 63 700.8931 2 1399.7716 0.0006 53.60 R R 0
2804 EQGIAFPNDFR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 26 647.3146 2 1292.6146 -0.0003 43.50 R R 0
2805 EQGIAFPNDFRR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 19 483.9130 3 1448.7172 0.0011 36.20 R D 0
2806 EQGKGASR JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 11 416.7182 2 831.4218 0.0021 28.71 K R 0
2807 EQGLHFYAAGHHATER JW0700 ECK0699 ybgI conserved metal-binding protein 83 912.4332 2 1822.8518 0.0020 22.46 R G 0
2808 EQGLNSENFVAFNLTER JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 46 656.6534 3 1966.9384 0.0001 53.66 K M 0
2809 EQGLTPVLCIGETEAENEAGKTEEVCAR 57.021465@C:9,57.021465@C:26 JW3890 ECK3911 tpiA triosephosphate isomerase 81 1030.8195 3 3089.4367 0.0085 49.11 K Q 0
2810 EQGYGEDNEEQEEGLR JW1816 ECK1826 kdgR predicted DNA-binding transcriptional regulator 75 941.3900 2 1880.7654 -0.0005 26.67 R C 0
2811 EQGYMGLHTVGR JW2507 ECK2520 pepB aminopeptidase B 13 449.8872 3 1346.6398 -0.0003 27.97 R G 0
2812 EQGYVETLDGR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 48 633.8013 2 1265.5880 -0.0008 30.71 K R 0
2813 EQHRPATPYER JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 27 461.8970 3 1382.6692 0.0000 17.98 R I 0
2814 EQHVTIPAHQVNAEFFEEGK JW3841 ECK3863 glnA glutamine synthetase 36 770.7099 3 2309.1079 0.0003 39.32 K M 0
2815 EQIIFPEIDYDK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 57 755.3770 2 1508.7394 -0.0004 50.96 R V 0
2816 EQIIFPEIDYDKVDR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 54 940.4757 2 1878.9368 0.0005 50.46 R V 0
2817 EQIQNIE JW3619 ECK3634 yicC conserved protein 24 437.2193 2 872.4240 0.0001 26.54 R - 0
2818 EQITYVADRPGHDRR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 32 604.9743 3 1811.9011 -0.0015 20.23 R Y 0
2819 EQLAEVAAHWR JW0854 ECK0861 ltaE L-allo-threonine aldolase, PLP-dependent 24 437.2261 3 1308.6565 -0.0009 36.55 R A 0
2820 EQLGLSQQAVAER JW2500 ECK2512 yfgA conserved protein 25 714.8751 2 1427.7356 -0.0012 31.71 R L 0
2821 EQLIAAR JW5841 ECK2324 prmB N5-glutamine methyltransferase 18 400.7351 2 799.4556 0.0004 21.84 K E 0
2822 EQLLEVGDFLK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 51 645.8507 2 1289.6868 0.0002 56.19 R K 0
2823 EQLTEQLNCYLDLMR 57.021465@C:9 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 54 642.6415 3 1924.9027 0.0005 62.39 R N 0
2824 EQMSAAGFTLAGADHAIIPVMLGDAVVAQK JW3592 ECK3607 kbl glycine C-acetyltransferase 90 1004.5155 3 3010.5247 -0.0009 64.70 R F 0
2825 EQPEGIAPTWTVSSLHELEQLLCK 57.021465@C:23 JW4336 ECK4365 yjjG predicted hydrolase 11 922.4650 3 2764.3732 -0.0009 70.71 R H 0
2826 EQQGFCEGR 57.021465@C:6 JW3148 ECK3170 greA transcription elongation factor 52 555.7343 2 1109.4540 -0.0019 19.77 R I 0
2827 EQQLLAEAR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 75 529.2856 2 1056.5566 0.0003 27.08 R S 0
2828 EQQNGWQER JW3899 ECK3920 yiiU conserved protein 63 587.7656 2 1173.5166 0.0005 20.11 K L 0
2829 EQQQDVITR JW0886 ECK0894 pflB pyruvate formate lyase I 48 558.7860 2 1115.5574 0.0003 20.03 K T 0
2830 EQTEWHR JW4020 ECK4051 ssb Single-stranded DNA-binding protein 32 493.2276 2 984.4406 -0.0007 18.45 K V 0
2831 EQTQAAVSLLEK JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 56 658.8560 2 1315.6974 -0.0008 36.07 K A 0
2832 EQVAYYK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 26 450.7260 2 899.4374 -0.0014 22.68 R E 0
2833 EQVAYYKEDEK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 38 701.3300 2 1400.6454 -0.0004 20.64 R G 0
2834 EQVGDDKVILGLSGGVDSSVTAMLLHR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 20 699.8694 4 2795.4485 -0.0003 61.92 R A 0
2835 EQVLEIVAEEAK JW3194 ECK3214 nanA N-acetylneuraminate lyase 62 679.3644 2 1356.7142 0.0006 47.35 R G 0
2836 EQVQASLENMAK JW2943 ECK2970 glcB malate synthase G 46 674.3319 2 1346.6492 -0.0007 32.98 K V 0
2837 EQVQQALNAR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 66 578.8068 2 1155.5990 -0.0005 23.52 K K 0
2838 EQYAPLVK JW5741 ECK4175 rnr exoribonuclease R, RNase R 11 474.2630 2 946.5114 -0.0008 29.04 R H 0
2839 ERDDRDR JW0893 ECK0901 cmk cytidylate kinase 11 481.2259 2 960.4372 -0.0001 12.89 K N 0
2840 ERDGILR JW2594 ECK2610 grpE heat shock protein 32 429.7426 2 857.4706 -0.0012 19.27 R V 0
2841 EREELAVINDQFGAPTGAELLADCTAHAIR 57.021465@C:24 JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 64 817.6573 4 3266.6001 0.0013 54.93 K V 0
2842 ERELDER JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 24 473.7335 2 945.4524 0.0008 16.31 K Q 0
2843 ERFTVLISPHVNK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 57 770.4352 2 1538.8558 -0.0011 32.57 K D 0
2844 ERGEGFQQAVAAHK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 38 509.9278 3 1526.7616 0.0025 21.06 R F 0
2845 ERLDPSEYANVK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 65 710.8570 2 1419.6994 0.0001 29.47 K A 0
2846 ERLEALREEQMAK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 26 534.9470 3 1601.8192 -0.0002 24.95 K G 0
2847 ERPDAVLPTMGGQTALNCALELER 57.021465@C:18 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 74 881.1071 3 2640.2995 -0.0004 54.07 K Q 0
2848 ERPGVMFADMELIGIPHTIVLGDR JW0190 ECK0194 proS prolyl-tRNA synthetase 73 667.3503 4 2665.3721 0.0001 61.73 K N 0
2849 ERPTIASITFSGNK JW0172 ECK0176 yaeT conserved protein 71 760.9064 2 1519.7982 -0.0012 34.48 K S 0
2850 ERQEQQEQEAAELQAVTAIAEGR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 16 862.0916 3 2583.2530 0.0006 49.92 R R 0
2851 ERQTGMQMVQSVLER 15.994915@M:8 JW2030 ECK2039 wcaK predicted pyruvyl transferase 12 452.7260 4 1806.8749 0.0031 20.02 R I 0
2852 ERRDDFANETADDAEAGDSEE JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 130 781.3142 3 2340.9208 -0.0006 27.48 R - 0
2853 ERTGAGMMDCKK 57.021465@C:10 JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 39 461.8774 3 1382.6104 0.0000 17.61 R A 0
2854 ESADGSTGR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 11 440.1937 2 878.3728 -0.0001 16.69 K I 0
2855 ESAEPEELVEPFLTR JW1279 ECK1281 rnb ribonuclease II 65 873.4328 2 1744.8510 -0.0008 55.68 R F 0
2856 ESAEQICR 57.021465@C:7 JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 17 496.7272 2 991.4398 0.0006 18.69 R V 0
2857 ESAPAAAAPAAQPALAAR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 81 817.4363 2 1632.8580 -0.0002 28.47 K S 0
2858 ESAQVFDTK JW4215 ECK4251 valS valyl-tRNA synthetase 47 512.7510 2 1023.4874 0.0003 24.05 R G 0
2859 ESAWNEK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 22 432.1971 2 862.3796 -0.0024 19.88 K F 0
2860 ESCGWCTPCR 57.021465@C:3,57.021465@C:6,57.021465@C:9 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 27 656.7469 2 1311.4792 -0.0003 27.55 R D 0
2861 ESDELIAK JW3890 ECK3911 tpiA triosephosphate isomerase 25 452.7350 2 903.4554 0.0006 22.59 K K 0
2862 ESDELIAKK JW3890 ECK3911 tpiA triosephosphate isomerase 16 516.7823 2 1031.5500 0.0002 20.74 K F 0
2863 ESDLALMTNAGTEIGVASTK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 108 1004.4992 2 2006.9838 0.0009 50.87 R A 0
2864 ESDPVDTNAESR JW2120 ECK2125 bglX beta-D-glucoside glucohydrolase, periplasmic 11 660.2892 2 1318.5638 0.0002 19.91 K L 0
2865 ESEAFIEVPLFDEPMLLAIYEDHPWANR JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 55 1111.2033 3 3330.5881 -0.0025 78.48 K E 0
2866 ESEVLTNLEILER JW3403 ECK3425 yhhX predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 70 772.9125 2 1543.8104 0.0011 52.86 K G 0
2867 ESFHLMVLDLMLPGEDGLSICR 57.021465@C:21 JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 61 844.7482 3 2531.2228 0.0006 70.72 R R 0
2868 ESGALFVDR JW4185 ECK4222 ppa inorganic pyrophosphatase 58 497.2534 2 992.4922 -0.0004 30.92 K F 0
2869 ESGATVFAYHVNDPER JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 20 597.9475 3 1790.8207 -0.0016 33.87 K Y 0
2870 ESGFDGELADLTDDILIYHLK JW3830 ECK3850 yihD conserved protein 11 788.7253 3 2363.1541 0.0009 68.94 K M 0
2871 ESGIIQGDLIAK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 48 622.3481 2 1242.6816 -0.0003 37.18 K H 0
2872 ESGLLGLTEVTSDCR 57.021465@C:14 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 95 818.8958 2 1635.7770 -0.0002 48.16 K Y 0
2873 ESGWQGYWIDAASSLR JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 75 913.4287 2 1824.8428 -0.0002 60.37 R M 0
2874 ESHLNGEAEVEKR JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 26 499.9145 3 1496.7217 -0.0001 18.88 K V 0
2875 ESIDPIEAVRPAWLTPTVNNIAADLMVR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 34 1031.2131 3 3090.6175 0.0002 72.04 R I 0
2876 ESIEEAVSEVVNALK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 19 808.9223 2 1615.8300 -0.0003 77.00 R R 0
2877 ESIEEAVSEVVNALKR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 82 886.9734 2 1771.9322 0.0008 72.27 R L 0
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2878 ESLADVSDSER JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 68 604.2753 2 1206.5360 -0.0004 27.46 R Y 0
2879 ESLGLDSESIR JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 47 603.3040 2 1204.5934 -0.0001 35.57 R L 0
2880 ESLLDEAQGADCLMVKPAGAYLDIVR 57.021465@C:12 JW0361 ECK0366 hemB porphobilinogen synthase 90 945.4740 3 2833.4002 0.0013 62.45 R E 0
2881 ESLWQELADITDK JW0638 ECK0636 ybeL conserved protein 87 774.3831 2 1546.7516 0.0001 67.36 K T 0
2882 ESLWQELADITDKTQLEWR JW0638 ECK0636 ybeL conserved protein 64 787.7291 3 2360.1655 0.0007 73.53 K E 0
2883 ESQAIGDYVLAHAYLR JW1963 ECK1977 amn AMP nucleosidase 78 903.4631 2 1804.9116 0.0009 50.11 R D 0
2884 ESRPFILDYLHK JW0835 ECK0842 nfsA nitroreductase A, NADPH-dependent, FMN-dependent 34 506.6089 3 1516.8049 0.0010 45.33 K Q 0
2885 ESSQWSEPLAVVIAENEGISLSPEHWEVVR JW0952 ECK0960 yccK predicted sulfite reductase subunit 42 1126.5603 3 3376.6591 0.0016 69.62 K F 0
2886 ESTAYHEAGHAIIGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 27 537.9336 3 1610.7790 -0.0011 23.22 K L 0
2887 ESVAELAYYR JW5740 ECK4158 orn oligoribonuclease 68 600.7983 2 1199.5820 -0.0002 39.26 R E 0
2888 ESVGFLVTIK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 43 546.8186 2 1091.6226 0.0001 47.69 R E 0
2889 ESVIWVVDGGNIKLKTAIQNTGK JW1447 ECK1446 yncE conserved protein 13 824.1277 3 2469.3613 0.0023 72.33 K M 0
2890 ESVLPGGAIEGDRDDYAAR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 52 995.9767 2 1989.9388 -0.0003 34.91 K L 0
2891 ESWQDLPQNK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 14 622.7991 2 1243.5836 0.0003 32.34 K L 0
2892 ESYGYNGDYFLVYPIK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 86 964.4595 2 1926.9044 0.0006 56.64 R V 0
2893 ESYKVPYGAVLAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 17 712.8923 2 1423.7700 -0.0011 36.23 K G 0
2894 ESYTKEDLLASGR JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 10 490.2472 3 1467.7198 -0.0008 27.91 R G 0
2895 ETAAIFDLYSHLLSDTR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 53 651.3307 3 1950.9703 0.0015 64.17 K L 0
2896 ETAAYGHFGR JW2909 ECK2937 metK methionine adenosyltransferase 1 24 554.7618 2 1107.5090 -0.0006 22.05 K E 0
2897 ETATTAPVQTASPAQTTATPAAGAK JW3351 ECK3375 damX predicted protein 35 781.3988 3 2341.1746 -0.0017 27.11 K T 0
2898 ETCHEVLK 57.021465@C:3 JW0710 ECK0709 gltA citrate synthase 35 508.2475 2 1014.4804 0.0001 18.34 R E 0
2899 ETCPYCHR 57.021465@C:3,57.021465@C:6 JW3585 ECK3600 grxC glutaredoxin 3 12 561.7262 2 1121.4378 -0.0004 17.12 K A 0
2900 ETDIVTLPIQHDSAAELAQPLDVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 45 868.4568 3 2602.3486 -0.0004 53.15 K D 0
2901 ETDLVTIGNDAWATGNPVFK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 34 1074.5333 2 2147.0520 -0.0014 59.04 K G 0
2902 ETDTFDTFMESSWYYAR JW0637 ECK0635 leuS leucyl-tRNA synthetase 95 1074.9470 2 2147.8794 0.0012 63.42 R Y 0
2903 ETEAIGHVVR JW1194 ECK1191 ychF predicted GTP-binding protein 67 555.7988 2 1109.5830 0.0003 21.15 R C 0
2904 ETFADIGQTLAK JW4346 ECK4375 deoB phosphopentomutase 46 647.3378 2 1292.6610 -0.0002 44.85 R Y 0
2905 ETGACNVQVIGK 57.021465@C:5 JW3147 ECK3169 yhbY predicted RNA-binding protein 55 638.3216 2 1274.6286 -0.0002 25.40 R T 0
2906 ETGEKDALVVMK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 47 660.3471 2 1318.6796 -0.0005 27.15 K G 0
2907 ETGKPIYNAIVWQCR 57.021465@C:14 JW3897 ECK3918 glpK glycerol kinase 80 917.9670 2 1833.9194 -0.0001 41.63 K R 0
2908 ETGQSFLDNILSR JW3465 ECK3483 prlC oligopeptidase A 84 740.3761 2 1478.7376 0.0012 57.57 R G 0
2909 ETIDEGLWDTLSAR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 85 803.3908 2 1604.7670 -0.0011 56.79 K L 0
2910 ETIIVHEIPYQVNK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 31 561.6425 3 1681.9057 0.0019 37.65 R A 0
2911 ETITHHFFVSGIGQK JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 78 850.9408 2 1699.8670 -0.0010 35.72 K K 0
2912 ETLEDAVK JW2563 ECK2577 yfiD pyruvate formate lyase subunit 28 452.7350 2 903.4554 0.0005 27.54 R H 0
2913 ETLEDAVKHPEK JW2563 ECK2577 yfiD pyruvate formate lyase subunit 42 698.3588 2 1394.7030 -0.0011 25.60 R Y 0
2914 ETLEDAVKHPEKYPQLTIR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 38 756.4060 3 2266.1962 0.0005 42.22 R V 0
2915 ETLYSFDQLK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 48 622.3137 2 1242.6128 -0.0003 43.32 K T 0
2916 ETPADAEVISHQLMLR JW0190 ECK0194 proS prolyl-tRNA synthetase 57 603.9787 3 1808.9143 0.0052 44.75 K A 0
2917 ETQPIDRETLLK JW1265 ECK1267 yciN predicted protein 12 721.8957 2 1441.7768 -0.0008 29.95 K E 0
2918 ETSMKMAEILTGAR 15.994915@M:4,15.994915@M:6 JW2691 ECK2716 hycE hydrogenase 3, large subunit 15 785.3865 2 1568.7584 0.0046 46.75 R K 0
2919 ETTFNELMNQQA JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 60 713.3193 2 1424.6240 -0.0001 45.80 K - 0
2920 ETTIVWEK JW3897 ECK3918 glpK glycerol kinase 47 503.2657 2 1004.5168 -0.0009 31.53 R E 0
2921 ETTWFNPGTTSLAEGLPYVGLTEQDVQDAHAR JW2363 ECK2362 dsdA D-serine ammonia-lyase 43 876.6731 4 3502.6633 -0.0007 61.74 K L 0
2922 ETVDFYDLK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 37 565.2748 2 1128.5350 0.0011 42.41 K G 0
2923 ETVDFYDLKGDLESVLDLTGK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 51 786.3971 3 2356.1695 0.0011 73.19 K L 0
2924 ETVEAYHMK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 74 554.2606 2 1106.5066 0.0001 21.01 K G 0
2925 ETVLNLLALR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 73 571.3507 2 1140.6868 0.0002 57.29 K F 0
2926 ETWDLFGITFDGHPNLR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 78 1009.4922 2 2016.9698 0.0005 62.86 R R 0
2927 ETYNILK JW3619 ECK3634 yicC conserved protein 21 440.7424 2 879.4702 0.0000 32.09 K K 0
2928 EVAAQQVSDQQLETAR JW0660 ECK0662 asnB asparagine synthetase B 77 886.9423 2 1771.8700 0.0000 28.42 K F 0
2929 EVAHLRPR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 33 489.2853 2 976.5560 -0.0005 17.16 R T 0
2930 EVALELYVDR JW0915 ECK0923 pepN aminopeptidase N 54 603.8221 2 1205.6296 0.0004 45.70 R G 0
2931 EVALGENGIIEGAKPGTVLIDMSSIAPLASR JW5526 ECK3113 garR tartronate semialdehyde reductase 64 1036.8920 3 3107.6542 0.0006 61.82 K E 0
2932 EVANFVTK JW3674 ECK3689 yidA predicted hydrolase 27 454.2475 2 906.4804 -0.0005 27.54 K S 0
2933 EVAQAAIALIDQPK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 40 733.9138 2 1465.8130 -0.0010 48.65 R T 0
2934 EVAVDDGILGGLKDILFGTTGPR JW4220 ECK4256 yjgR predicted ATPase 46 781.7571 3 2342.2495 0.0013 74.74 K G 0
2935 EVAVFPAGVADK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 36 601.8247 2 1201.6348 0.0006 38.06 R Y 0
2936 EVDFFSIGTNDLTQYTLAVDR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 52 1202.5896 2 2403.1646 0.0053 69.68 K G 0
2937 EVDSIIR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 20 416.2324 2 830.4502 0.0005 28.36 K D 0
2938 EVDVTQLK JW0090 ECK0093 ddlB D-Alanine:D-alanine ligase 11 466.2588 2 930.5030 0.0008 28.59 K S 0
2939 EVDWTQLDHVIDAVVAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 78 969.5020 2 1936.9894 0.0001 66.13 R I 0
2940 EVEGFGEVFR JW0765 ECK0771 moaB molybdopterin biosynthesis protein B 47 584.7854 2 1167.5562 0.0002 43.40 R M 0
2941 EVEQALESAVNNAPIWFATPPAER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 26 880.4427 3 2638.3063 0.0037 64.72 R A 0
2942 EVFGDKSPAISATK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 88 725.3822 2 1448.7498 -0.0011 27.08 R A 0
2943 EVFGPVLHVVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 30 417.9116 3 1250.7130 -0.0004 39.59 K Y 0
2944 EVFGVLEPFNIR JW3984 ECK4016 lysC aspartokinase III 22 710.3838 2 1418.7530 -0.0026 58.93 K M 0
2945 EVGERPAVK JW5492 ECK2983 yghU predicted S-transferase 36 492.7770 2 983.5394 -0.0004 17.17 K R 0
2946 EVGSHFHALDR JW3674 ECK3689 yidA predicted hydrolase 53 634.3128 2 1266.6110 0.0006 22.60 R T 0
2947 EVHIEGYTPEDKK JW2929 ECK2957 yggX protein that protects iron-sulfur proteins against oxidative damage 59 772.8821 2 1543.7496 -0.0022 24.59 K - 0
2948 EVIAFLAER JW5300 ECK1830 proQ predicted structural transport element 50 524.2953 2 1046.5760 0.0001 45.01 K F 0
2949 EVIEFYSK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 20 507.7611 2 1013.5076 0.0007 34.77 K N 0
2950 EVIPFGASLR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 38 544.8088 2 1087.6030 0.0004 45.62 R Y 0
2951 EVIPPYYSVK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 41 597.8241 2 1193.6336 0.0006 38.72 K E 0
2952 EVIYVDSPSK JW2553 ECK2567 lepA GTP binding membrane protein 52 568.7952 2 1135.5758 -0.0002 26.94 R L 0
2953 EVIYVDSPSKLPAVNNIYELR JW2553 ECK2567 lepA GTP binding membrane protein 60 807.1005 3 2418.2797 0.0002 50.55 R E 0
2954 EVLEALANER JW5947 ECK3377 aroK shikimate kinase I 67 572.3042 2 1142.5938 0.0008 36.08 R N 0
2955 EVLEALANERNPLYEEIADVTIR JW5947 ECK3377 aroK shikimate kinase I 59 886.4639 3 2656.3699 -0.0009 63.56 R T 0
2956 EVLIFGGQEVETKR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 11 401.9717 4 1603.8577 0.0006 30.22 K F 0
2957 EVMEALVR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 18 473.7551 2 945.4956 0.0003 32.41 R H 0
2958 EVNADLIGLSGLITPSLDEMVNVAK JW3979 ECK4011 metH homocysteine-N5-methyltetrahydrofolate transmethylase, B12-dependent 52 1299.6879 2 2597.3612 -0.0009 76.02 K E 0
2959 EVNANSLAR JW2768 ECK2792 sdaB L-serine deaminase II 35 487.2565 2 972.4984 -0.0005 22.11 R Y 0
2960 EVNHLFTIIR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 13 414.5718 3 1240.6936 0.0007 41.28 K K 0
2961 EVNLLGQNVNAWR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 59 756.8998 2 1511.7850 0.0006 47.81 R G 0
2962 EVNTGTNLPAQIDLYAVDGDEYK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 96 1263.1056 2 2524.1966 -0.0002 53.32 K F JW4083
2963 EVNVPDIGGDEVEVTEVMVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 133 1079.5331 2 2157.0516 0.0006 54.15 K V 0
2964 EVNVPVEFIGFSIPDEFVVGYGIDYAQR JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 32 1053.8615 3 3158.5627 0.0027 78.57 R Y 0
2965 EVPAAIQK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 33 428.2500 2 854.4854 -0.0008 20.95 R A 0
2966 EVPADAYYGVHTLR JW4099 ECK4133 aspA aspartate ammonia-lyase 71 795.8980 2 1589.7814 -0.0022 34.17 R A 0
2967 EVPAFAADAIGYLDAIVASFSEEDAAR JW1117 ECK1117 purB adenylosuccinate lyase 51 933.4554 3 2797.3444 -0.0003 80.72 K I 0
2968 EVPVEVKPEVR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 68 640.8638 2 1279.7130 -0.0004 25.54 R V 0
2969 EVQEISPNLR JW0159 ECK0162 yaeH conserved protein 53 592.8171 2 1183.6196 0.0001 29.28 K Y 0
2970 EVRPDAIICTGR 57.021465@C:9 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 35 693.8618 2 1385.7090 0.0006 30.62 K S 0
2971 EVSLFSILAK JW2748 ECK2771 ygcF conserved protein 52 553.8266 2 1105.6386 0.0004 59.03 R T 0
2972 EVSVHREEIYQR JW2666 ECK2691 csrA pleiotropic regulatory protein for carbon source metabolism 38 515.5994 3 1543.7764 0.0021 21.97 K I 0
2973 EVTALGAAYLAGLAVGFWQNLDELQEK JW3897 ECK3918 glpK glycerol kinase 141 969.5027 3 2905.4863 0.0001 80.33 R A 0
2974 EVTSIQFTAR JW5253 ECK1544 gnsB Qin prophage; predicted protein 60 576.3065 2 1150.5984 0.0001 33.83 K E 0
2975 EVTTAEAYSWTQGSWTLTGGLPEAK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 92 1342.1481 2 2682.2816 0.0004 58.22 K K 0
2976 EVTTTPLAADDWK JW4135 ECK4173 purA adenylosuccinate synthetase 62 723.8588 2 1445.7030 -0.0008 40.56 R G 0
2977 EVTVEDLMK JW0885 ECK0893 pflA pyruvate formate lyase activating enzyme 1 17 532.2707 2 1062.5268 0.0001 43.16 K E 0
2978 EVVDFCHR 57.021465@C:6 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 28 531.2458 2 1060.4770 0.0011 22.52 K F 0
2979 EVVEQEYR JW3985 ECK4017 pgi glucosephosphate isomerase 51 526.2564 2 1050.4982 0.0002 22.34 R D 0
2980 EVVEWLR JW3592 ECK3607 kbl glycine C-acetyltransferase 36 465.7559 2 929.4972 0.0002 39.91 K Q 0
2981 EVVLGMAHR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 17 337.8515 3 1010.5327 -0.0005 24.66 R G 0
2982 EVVLPFNK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 21 473.2740 2 944.5334 0.0004 40.95 K F 0
2983 EVVLPFNKFPGVDPLLGPEMR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 42 1177.6327 2 2353.2508 0.0006 62.74 K S 0
2984 EWANDLDQLINLEK JW5689 ECK3404 malP maltodextrin phosphorylase 68 850.9278 2 1699.8410 -0.0006 61.36 K F 0
2985 EWLAEQGMVK JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 13 595.7978 2 1189.5810 0.0009 39.30 R S 0
2986 EWQSGTFVAPTLIELDDFAELQK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 75 1319.1581 2 2636.3016 0.0008 70.01 R E 0
2987 EYAATQVDGQR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 65 619.2937 2 1236.5728 -0.0006 21.34 R K 0
2988 EYAPAEDPGVVSVSEIYQYYK JW0007 ECK0008 talB transaldolase B 85 1204.0704 2 2406.1262 -0.0003 56.96 K E 0
2989 EYAQLSDVSR JW1202 ECK1199 prfA peptide chain release factor RF-1 34 584.2859 2 1166.5572 0.0006 29.59 R C 0
2990 EYASFTQEQVDK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 92 722.8327 2 1443.6508 -0.0009 30.40 R I 0
2991 EYAVQQNINILR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 17 730.8959 2 1459.7772 -0.0010 42.54 R N 0
2992 EYCDLLR 57.021465@C:3 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 26 484.7291 2 967.4436 0.0004 34.37 K R 0
2993 EYCIKPMNCPGHVQIFNQGLK 57.021465@C:3,57.021465@C:9 JW1709 ECK1717 thrS threonyl-tRNA synthetase 17 634.0593 4 2532.2081 0.0004 40.25 R S 0
2994 EYDHIKDVNDLPELLK JW4185 ECK4222 ppa inorganic pyrophosphatase 52 971.0017 2 1939.9888 -0.0001 46.69 K A 0
2995 EYDLDLITTAPTVVYEVETTSR JW2553 ECK2567 lepA GTP binding membrane protein 43 1258.1270 2 2514.2394 0.0017 68.27 R E 0
2996 EYDTFCGAIDKLEAELK 57.021465@C:6 JW3720 ECK3736 mioC FMN-binding protein MioC 50 1001.4773 2 2000.9400 -0.0001 61.83 R N 0
2997 EYEKPLNVYGYSK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 12 530.5996 3 1588.7770 -0.0002 32.29 R F 0
2998 EYEMEVVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 48 527.7473 2 1053.4800 -0.0001 29.53 K D 0
2999 EYFPANYSAHGRPNIK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 55 932.4608 2 1862.9070 0.0007 28.30 R D 0
3000 EYGVESLHK JW0328 ECK0334 codA cytosine deaminase 36 531.2658 2 1060.5170 -0.0019 23.79 R T 0
3001 EYLGELFSR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 35 557.2823 2 1112.5500 -0.0001 47.82 R G 0
3002 EYPLEWK JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 23 482.7427 2 963.4708 0.0006 40.67 K V 0
3003 EYQAIEQLAEHVPGVLLLTATPEQLGMESHFAR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 35 920.2203 4 3676.8521 -0.0039 70.14 R L 0
3004 EYQQPISGQLLLK JW2363 ECK2362 dsdA D-serine ammonia-lyase 67 758.9223 2 1515.8300 0.0004 42.44 K K 0
3005 EYQVQLDIAMQSGKPK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 19 612.3180 3 1833.9322 0.0027 38.76 K E 0
3006 EYSPLAVK JW4099 ECK4133 aspA aspartate ammonia-lyase 27 453.7499 2 905.4852 -0.0005 28.70 K K 0
3007 EYTLSGSYTF JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 52 584.2641 2 1166.5136 0.0006 49.57 R - 0
3008 EYVLIDTAGVR JW5403 ECK2507 der predicted GTP-binding protein 40 618.3351 2 1234.6556 -0.0001 42.88 R K 0
3009 EYYLNEQMK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 12 609.2790 2 1216.5434 0.0002 31.16 R A 0
3010 FAAACEHFVSR 57.021465@C:5 JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 29 432.2045 3 1293.5917 -0.0006 26.89 R G 0
3011 FAAEIVDISR JW1279 ECK1281 rnb ribonuclease II 74 560.8035 2 1119.5924 0.0000 42.63 R G 0
3012 FAALAGAIDEEK JW0361 ECK0366 hemB porphobilinogen synthase 44 617.8198 2 1233.6250 0.0011 38.19 K V 0
3013 FAALAGAIDEEKVVLESLGSIK JW0361 ECK0366 hemB porphobilinogen synthase 69 754.0863 3 2259.2371 0.0010 68.16 K R 0
3014 FAALAGAIDEEKVVLESLGSIKR JW0361 ECK0366 hemB porphobilinogen synthase 48 806.1206 3 2415.3400 0.0027 63.44 K A 0
3015 FAALEAAGVK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 58 488.7768 2 975.5390 0.0002 34.36 K T 0
3016 FAALTAQNFISDLLVK JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 46 875.9909 2 1749.9672 0.0008 67.91 R H 0
3017 FAAQAVMGSAK JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 61 540.7791 2 1079.5436 0.0003 30.79 K M 0
3018 FAASVFTNLSR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 78 606.8218 2 1211.6290 -0.0008 43.48 K D 0
3019 FAAYFQQGNMESNGK JW3985 ECK4017 pgi glucosephosphate isomerase 78 846.3776 2 1690.7406 -0.0002 35.93 R Y 0
3020 FADIHLSR JW3026 ECK3044 ygiF predicted adenylate cyclase 46 479.7589 2 957.5032 0.0000 29.10 R H 0
3021 FADIVNANINALLEK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 76 822.9514 2 1643.8882 0.0000 58.04 R A 0
3022 FADVACAGPLLAAELDALGK 57.021465@C:6 JW2893 ECK2922 pgk phosphoglycerate kinase 73 668.0156 3 2001.0250 0.0008 67.20 K A 0
3023 FADYDEAR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 35 493.7141 2 985.4136 -0.0004 23.61 K F 0
3024 FAEADAHYHSAPPSR JW1001 ECK1006 putP proline:sodium symporter 53 552.5899 3 1654.7479 -0.0010 20.88 R L 0
3025 FAEDAALLAK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 78 524.7873 2 1047.5600 0.0001 37.17 R V 0
3026 FAEGILLTLIEDGPK JW2978 ECK3003 yqhD alcohol dehydrogenase, NAD(P)-dependent 84 808.4510 2 1614.8874 0.0006 69.82 R A 0
3027 FAEGLETVGDNFLR JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 45 784.3915 2 1566.7684 0.0007 53.81 R H 0
3028 FAENAYFIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 62 551.7816 2 1101.5486 -0.0008 38.10 R Q 0
3029 FAFTTLEVTE JW3640 ECK3656 ade cryptic adenine deaminase 45 579.2900 2 1156.5654 0.0003 55.74 K - 0
3030 FAGANDR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 48 375.6800 2 749.3454 -0.0002 16.66 K L 0
3031 FAGDDLPSNPVACALAIADK 57.021465@C:13 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 62 1023.0039 2 2043.9932 -0.0003 60.63 R M 0
3032 FAGEQLVK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 44 446.2504 2 890.4862 0.0001 29.39 R G 0
3033 FAGLISK JW5841 ECK2324 prmB N5-glutamine methyltransferase 33 368.2236 2 734.4326 0.0001 28.93 K Q 0
3034 FAGSPLGHEFTSLVLALLWTGGHPSK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 63 908.1502 3 2721.4288 0.0011 74.94 R E 0
3035 FAHAAAAIAVTR JW3731 ECK3746 rbsK ribokinase 44 599.8380 2 1197.6614 -0.0004 25.73 R K 0
3036 FAIADSGLSVSELVSVAWASASTFR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 19 857.7749 3 2570.3029 0.0012 80.10 K G 0
3037 FAIDQEK JW0007 ECK0008 talB transaldolase B 25 425.7189 2 849.4232 0.0000 25.72 K L 0
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3038 FAIDQEKLEK JW0007 ECK0008 talB transaldolase B 57 610.8293 2 1219.6440 -0.0008 29.46 K M 0
3039 FAIGFAPPGWDNVLK JW3038 ECK3056 dnaG DNA primase 13 816.4329 2 1630.8512 0.0006 61.66 R R 0
3040 FAIIDAVNGEEYLSGLAECFHLPEAR 57.021465@C:19 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 88 974.4762 3 2920.4068 0.0004 73.08 K I 0
3041 FAINLKK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 18 417.2656 2 832.5166 -0.0003 27.34 K V 0
3042 FAIQIPYALGIIATR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 89 823.9847 2 1645.9548 -0.0006 65.81 K S 0
3043 FAIVAVGLR JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 22 473.2980 2 944.5814 0.0008 44.86 R L 0
3044 FALFDDER JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 23 506.7408 2 1011.4670 0.0009 42.24 R Y 0
3045 FALSILPHDLSINDYYR JW0202 ECK0212 gloB predicted hydroxyacylglutathione hydrolase 67 679.6848 3 2036.0326 -0.0042 57.72 K K 0
3046 FALTHDDLPQLQHFGK JW0749 ECK0755 ybhA predicted hydrolase 38 622.9877 3 1865.9413 -0.0010 42.63 K H 0
3047 FALVKPK JW3179 ECK3202 gltB glutamate synthase, large subunit 27 401.7630 2 801.5114 0.0002 24.11 K S 0
3048 FANPQEGSVVFDDQIR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 96 911.4419 2 1820.8692 -0.0001 42.15 R G 0
3049 FAPALNVSEEEVTTGLDR JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 140 974.4863 2 1946.9580 -0.0005 48.79 R F 0
3050 FAPLNSWPDNVSLDK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 13 851.9257 2 1701.8368 0.0007 51.37 R A 0
3051 FAPSPSGELHFGSLIAALGSYLQAR JW5892 ECK0143 yadB glutamyl-Q tRNA(Asp) synthetase 19 863.7876 3 2588.3410 0.0024 70.90 R A 0
3052 FAPSPTGYLHVGGAR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 82 765.3959 2 1528.7772 -0.0013 36.40 R T 0
3053 FAPYLAK JW2363 ECK2362 dsdA D-serine ammonia-lyase 21 405.2314 2 808.4482 -0.0001 28.86 R A 0
3054 FAQAIHAK JW3975 ECK4007 aceA isocitrate lyase 48 443.2508 2 884.4870 0.0002 18.39 R Y 0
3055 FASLDELK JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 26 461.7478 2 921.4810 0.0003 37.11 R A 0
3056 FASSFYGPFR JW0361 ECK0366 hemB porphobilinogen synthase 64 589.7852 2 1177.5558 0.0002 44.78 K E 0
3057 FASTHTDSSAQTVSLEDYVSR JW0462 ECK0467 htpG molecular chaperone HSP90 family 38 767.6924 3 2300.0554 -0.0002 37.87 R M 0
3058 FASVLGEIAADFAQDKK JW1046 ECK1044 solA N-methyltryptophan oxidase, FAD-binding 44 603.9846 3 1808.9320 0.0012 59.54 K S 0
3059 FATAGVDVPDSVFYTSAMATADFLR JW0661 ECK0663 nagD UMP phosphatase 113 1326.6344 2 2651.2542 -0.0035 74.73 R R 0
3060 FATGDIDHTLLTGVDFMR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 30 670.3315 3 2007.9727 0.0004 59.01 K M 0
3061 FATHGGYLLQGK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 71 646.3429 2 1290.6712 -0.0007 28.98 R E 0
3062 FATITAYDYSFAK JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 42 749.3663 2 1496.7180 -0.0006 47.85 R L 0
3063 FATLSFDVQK JW0907 ECK0915 mukB fused chromosome partitioning proteins 29 578.3058 2 1154.5970 -0.0001 42.24 R T 0
3064 FATMLAR JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 40 405.2206 2 808.4266 0.0000 30.07 R K 0
3065 FATMSDEDKAR JW4285 ECK4313 uxuA mannonate hydrolase 34 424.1964 3 1269.5674 0.0013 20.59 R L 0
3066 FATSDLNDLYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 60 657.8199 2 1313.6252 0.0002 44.24 R R 0
3067 FAVIGTNWITR JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 78 639.3531 2 1276.6916 -0.0011 50.15 R Q 0
3068 FAVSNVNGPISLVIWTTTPWTLPANR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 42 1427.7655 2 2853.5164 -0.0012 75.00 K A 0
3069 FAYNINNNGHMLR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 30 521.9209 3 1562.7409 -0.0003 33.22 K I 0
3070 FAYVDILQNPDIR JW1646 ECK1650 ydhD conserved protein 70 782.4127 2 1562.8108 0.0015 53.58 R A 0
3071 FCDELRDQNEDIDREDFAQR 57.021465@C:2 JW0384 ECK0388 rdgC DNA-binding protein, non-specific 22 643.5344 4 2570.1085 -0.0008 35.68 K F 0
3072 FCGAEGLNNVITLSTFR 57.021465@C:2 JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 115 949.9755 2 1897.9364 0.0009 57.27 R N 0
3073 FCLPNSR 57.021465@C:2 JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 15 447.2188 2 892.4230 0.0006 28.07 R V 0
3074 FCPTGGISPANYR 57.021465@C:2 JW1839 ECK1851 eda multifunctional 2-keto-3-deoxygluconate 6-phosphate aldolase -!- 2-keto-4-hydroxyglutarate aldolase -!- oxaloacetate decarboxylase 67 720.3422 2 1438.6698 0.0036 34.72 R D 0
3075 FCQEEDKSTNRPYTSR 57.021465@C:2 JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 10 505.2317 4 2016.8977 0.0017 19.22 K Y 0
3076 FCSTAQQGFNR 57.021465@C:2 JW2501 ECK2513 yfgB predicted enzyme 73 658.2957 2 1314.5768 -0.0006 24.84 K N 0
3077 FCVHLIPETLER 57.021465@C:2 JW1654 ECK1658 ribC riboflavin synthase, alpha subunit 44 757.3942 2 1512.7738 -0.0020 44.63 R T 0
3078 FCVPNKEVMPER 57.021465@C:2 JW2662 ECK2681 luxS S-ribosylhomocysteinase 54 502.5792 3 1504.7158 -0.0007 30.65 R G 0
3079 FDADFILMTGELAALIQNLIEGLGGEAQR JW0384 ECK0388 rdgC DNA-binding protein, non-specific 18 1035.8687 3 3104.5843 -0.0009 81.58 R - 0
3080 FDDIAQK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 44 418.7108 2 835.4070 -0.0006 22.55 K V 0
3081 FDEHFVLDILVDDGHVR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 64 676.0057 3 2024.9953 -0.0004 61.75 R G 0
3082 FDEIAFNAGMLDK JW1776 ECK1785 yeaK conserved protein 38 735.8506 2 1469.6866 0.0006 50.03 R S 0
3083 FDFHHANK JW0119 ECK0122 cueO multicopper oxidase (laccase) 41 508.2409 2 1014.4672 0.0000 19.72 K I 0
3084 FDFPDRDDENWLCHSLYLPESESMTR 15.994915@M:24,57.021465@C:13 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 22 819.6072 4 3274.3997 0.0026 58.27 R R 0
3085 FDFSHNEAMKPEEIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 45 617.2892 3 1848.8458 -0.0008 35.87 R A 0
3086 FDFSILQSMAHDLAQTAWR JW1420 ECK1418 mdoD glucan biosynthesis protein, periplasmic 51 746.3650 3 2236.0732 -0.0002 75.71 R G 0
3087 FDGFVHSIGFAPGDQLDGDYVNAVTR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 92 1399.1648 2 2796.3150 0.0008 56.51 K E 0
3088 FDGLNEAEFPGTVHVAGPVPDDIAPGSVLK JW2673 ECK2699 srlB glucitol/sorbitol-specific enzyme IIA component of PTS 62 1016.8484 3 3047.5234 -0.0006 54.93 R F 0
3089 FDGNACVLLNNNSEQPIGTR 57.021465@C:6 JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 106 740.3554 3 2218.0444 0.0006 43.10 R I 0
3090 FDGTVEVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 66 447.7314 2 893.4482 -0.0012 24.52 R D 0
3091 FDGTVEVKDGHLIVNGK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 63 609.9916 3 1826.9530 0.0003 38.89 R K 0
3092 FDGVLASELADPQLYK JW2101 ECK2107 metG methionyl-tRNA synthetase 92 883.4537 2 1764.8928 -0.0004 53.35 R T 0
3093 FDIPFELVSHEGLTR JW1220 ECK1227 purU formyltetrahydrofolate hydrolase 66 880.4545 2 1758.8944 0.0005 56.40 R N 0
3094 FDIPVYHPDVR JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 38 453.2349 3 1356.6829 0.0004 42.94 R V 0
3095 FDKLAFEPGVIPELLK JW2004 ECK2017 hisB fused histidinol-phosphatase -!- imidazoleglycerol-phosphate dehydratase 26 606.0130 3 1815.0172 -0.0009 59.37 R L 0
3096 FDLVLVAAR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 69 502.3006 2 1002.5866 0.0004 48.84 R R 0
3097 FDMEIEEDLVEEVAR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 102 912.4217 2 1822.8288 -0.0006 64.78 R V 0
3098 FDMSEYMER JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 32 604.2424 2 1206.4702 0.0017 43.24 R H 0
3099 FDPEFEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 14 456.2102 2 910.4058 -0.0014 30.76 R I 0
3100 FDSLAVR JW3243 ECK3269 yrdC dsRNA-binding protein 38 404.2214 2 806.4282 -0.0003 27.97 R V 0
3101 FDSQQTFTR JW4359 ECK4388 rob DNA-binding transcriptional activator 44 565.2667 2 1128.5188 -0.0012 24.96 R A 0
3102 FDSTDTQLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 65 541.7588 2 1081.5030 -0.0009 25.35 R A 0
3103 FDVHTNAEQNLFEPIVR JW5625 ECK3691 gyrB DNA gyrase, subunit B 44 677.0089 3 2028.0049 -0.0014 48.77 K V 0
3104 FDVSVEAELGQLGGQEDDVQVNEADALYTNPAQAR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 36 1250.2575 3 3747.7507 0.0008 61.23 R E 0
3105 FDVVLLGIDK JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 65 559.8267 2 1117.6388 0.0005 53.11 R Q 0
3106 FEAAGFK JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 24 385.1975 2 768.3804 -0.0001 27.28 R I 0
3107 FEAYGWHVIR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 31 426.5525 3 1276.6357 0.0005 40.29 R D 0
3108 FEDFEIEGYDPHPGIK JW2795 ECK2823 thyA thymidylate synthetase 50 631.6286 3 1891.8640 0.0011 44.46 R A 0
3109 FEDLDDR JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 49 455.2002 2 908.3858 -0.0016 25.98 R Y 0
3110 FEDLDDRYDLRPSAWVTPK JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 21 775.0500 3 2322.1282 0.0000 46.97 R G 0
3111 FEEAIPSADDFDLYGVYPAIDACVALSELVHSR 57.021465@C:23 JW3963 ECK3991 yjaG conserved protein 62 1223.9184 3 3668.7334 -0.0009 77.16 K L 0
3112 FEEEGIFNR JW3465 ECK3483 prlC oligopeptidase A 57 570.7694 2 1139.5242 -0.0005 36.95 R E 0
3113 FEELNSTEYQK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 55 694.3223 2 1386.6300 -0.0003 29.59 R R 0
3114 FEELVQTR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 51 511.2690 2 1020.5234 -0.0006 31.20 K N 0
3115 FEFFIGGR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 30 486.7508 2 971.4870 0.0006 50.37 R E JW4090
3116 FEFFIGGR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 32 486.7505 2 971.4864 0.0001 48.69 R E JW4090
3117 FEFGPGVR JW1711 ECK1720 ydiY conserved protein 31 454.7349 2 907.4552 0.0001 36.21 R Y 0
3118 FEGCYHGHADCLLVK 57.021465@C:4,57.021465@C:11 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 35 602.6074 3 1804.8004 -0.0021 29.54 K A 0
3119 FEHDINDNTTIR JW0790 ECK0794 fiu predicted iron outer membrane transporter 16 492.2351 3 1473.6835 -0.0013 24.86 R N 0
3120 FEIYQLIAELAK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 90 719.4030 2 1436.7914 -0.0001 73.55 K K 0
3121 FEKDTGIK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 30 313.1710 3 936.4912 -0.0005 18.17 K V 0
3122 FENFDINVLR JW2766 ECK2790 ygdH conserved protein 61 633.8276 2 1265.6406 0.0002 50.40 R R 0
3123 FEPLNATANQDYQR JW0628 ECK0626 rlpA minor lipoprotein 59 833.8940 2 1665.7734 -0.0012 34.18 R D 0
3124 FEQADGGTLFLDEIGDMPLDVQTR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 25 889.7593 3 2666.2561 0.0029 66.25 R L 0
3125 FESEVYILSK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 65 607.8189 2 1213.6232 0.0003 42.56 K D JW3943
3126 FESEVYILSKDEGGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 29 576.9529 3 1727.8369 0.0002 36.98 K H JW3943
3127 FETEIIFDHINK JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 30 502.5936 3 1504.7590 0.0030 45.19 K V 0
3128 FEVGEGIEK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 33 504.2555 2 1006.4964 -0.0007 30.71 R V 0
3129 FEVGEGIEKVETDFAAEVAAMSK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 50 819.7329 3 2456.1769 -0.0012 70.99 R Q 0
3130 FFADMHR JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 36 308.4777 3 922.4113 -0.0006 27.69 K K 0
3131 FFDELDAFFTELEK JW3506 ECK3523 bcsG predicted inner membrane protein 80 875.9145 2 1749.8144 0.0007 77.69 K S 0
3132 FFDNDVNQVPK JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 91 661.8222 2 1321.6298 -0.0003 35.39 R Y 0
3133 FFELYDENNELR JW3465 ECK3483 prlC oligopeptidase A 86 794.8672 2 1587.7198 -0.0007 47.86 R G 0
3134 FFETQSSK JW1596 ECK1599 ydgH predicted protein 18 487.2350 2 972.4554 0.0003 22.25 R G 0
3135 FFETVNPLK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 33 547.7979 2 1093.5812 0.0004 42.21 R V 0
3136 FFETVTPIKPDATFVTQR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 51 699.7058 3 2096.0956 0.0014 48.23 R V 0
3137 FFGDDLPDQPAQPFEGLGSGVIINASK JW3203 ECK3223 degQ serine endoprotease, periplasmic 33 940.4676 3 2818.3810 -0.0003 61.96 K G 0
3138 FFGHGELR JW3042 ECK3061 yqjI predicted transcriptional regulator 57 481.7455 2 961.4764 -0.0005 26.49 R L 0
3139 FFGYTSR JW1195 ECK1192 pth peptidyl-tRNA hydrolase 41 439.2127 2 876.4108 -0.0020 32.54 K V 0
3140 FFINPTGR JW2909 ECK2937 metK methionine adenosyltransferase 1 53 476.2564 2 950.4982 0.0009 37.56 K F 0
3141 FFQQPALR JW0740 ECK0746 galK galactokinase 37 503.7768 2 1005.5390 -0.0006 32.23 R D 0
3142 FFQVYDPAYYDSK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 70 821.8747 2 1641.7348 -0.0002 48.91 R T 0
3143 FFSDIGGR JW0785 ECK0789 ybiB predicted transferase/phosphorylase 35 449.7242 2 897.4338 -0.0006 33.44 K A 0
3144 FFSIDGTK JW3143 ECK3165 glmM phosphoglucosamine mutase 18 457.7351 2 913.4556 0.0012 36.76 K L 0
3145 FFSIDGTKLPDAVEEAIEAEMEK JW3143 ECK3165 glmM phosphoglucosamine mutase 36 857.0846 3 2568.2320 0.0015 70.42 K E 0
3146 FFSIDGTKLPDAVEEAIEAEMEKEISCVDSAELGK 57.021465@C:27 JW3143 ECK3165 glmM phosphoglucosamine mutase 31 965.2143 4 3856.8281 0.0008 77.19 K A 0
3147 FFSQPLLLGK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 36 575.3370 2 1148.6594 0.0001 47.14 R N 0
3148 FFTELYK JW0637 ECK0635 leuS leucyl-tRNA synthetase 52 474.2473 2 946.4800 0.0001 40.79 K K 0
3149 FFTELYKK JW0637 ECK0635 leuS leucyl-tRNA synthetase 41 538.2950 2 1074.5754 0.0005 33.33 K G 0
3150 FFTFMSIEEINALEEEDKNSGK JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 33 860.0738 3 2577.1996 0.0051 60.44 K A 0
3151 FFTGQITAAGK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 61 570.8061 2 1139.5976 0.0001 34.09 R V 0
3152 FFVASDVHPQTLDVVR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 34 610.6561 3 1828.9465 -0.0006 44.02 R T 0
3153 FFWQQTGQDR JW1200 ECK1197 lolB chaperone for lipoproteins 52 656.8071 2 1311.5996 0.0000 41.48 R Y 0
3154 FGADGIVVSNHGGR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 70 693.3498 2 1384.6850 0.0004 28.47 R Q 0
3155 FGAEVLR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 48 396.2240 2 790.4334 -0.0002 28.88 R A 0
3156 FGAIAGCMVTEGVVK 57.021465@C:7 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 102 769.8886 2 1537.7626 -0.0006 43.12 K R 0
3157 FGAIGIGSR JW3720 ECK3736 mioC FMN-binding protein MioC 53 439.2477 2 876.4808 -0.0009 31.46 R E 0
3158 FGALEYR JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 45 428.2214 2 854.4282 -0.0004 30.93 R S 0
3159 FGANAILAVSLANAK JW2750 ECK2773 eno enolase 120 730.4169 2 1458.8192 -0.0001 52.61 K A 0
3160 FGANSVLKPEIK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 41 434.9185 3 1301.7337 -0.0005 32.39 R R 0
3161 FGANVAVR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 70 417.2350 2 832.4554 0.0000 24.23 R L 0
3162 FGAPSYNR JW0675 ECK0676 pgm phosphoglucomutase 36 456.2221 2 910.4296 -0.0001 12.61 R L 0
3163 FGASSLLASLLK JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 91 603.8583 2 1205.7020 0.0001 60.75 R A 0
3164 FGAVHSYSIGPVER JW1276 ECK1279 yciT predicted DNA-binding transcriptional regulator 44 506.9279 3 1517.7619 -0.0008 32.65 K F 0
3165 FGAVHSYSIGPVERFNR JW1276 ECK1279 yciT predicted DNA-binding transcriptional regulator 14 484.7513 4 1934.9761 0.0010 43.28 K V 0
3166 FGDEGEYR JW4198 ECK4234 treC trehalose-6-P hydrolase 17 486.7066 2 971.3986 0.0003 23.35 R V 0
3167 FGDEGEYRVPAAK JW4198 ECK4234 treC trehalose-6-P hydrolase 60 719.8519 2 1437.6892 0.0006 27.57 R M 0
3168 FGDLDQNK JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 55 468.7247 2 935.4348 0.0001 23.17 K T 0
3169 FGDLGASQVDMTLAHTGYTAGQVLR JW3578 ECK3593 lldP L-lactate permease 104 870.0992 3 2607.2758 0.0006 53.33 R A 0
3170 FGDPGVR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 29 374.1927 2 746.3708 -0.0002 22.49 R L 0
3171 FGDVGADTLGHIAEACAK 57.021465@C:16 JW4346 ECK4375 deoB phosphopentomutase 52 611.2926 3 1830.8560 -0.0009 42.77 R G 0
3172 FGEEEDDIAR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 56 590.7591 2 1179.5036 -0.0007 27.44 R L 0
3173 FGEIEEVELGR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 113 639.3221 2 1276.6296 -0.0002 41.16 K I 0
3174 FGELDYAHMK JW2573 ECK2590 clpB protein disaggregation chaperone 60 605.7812 2 1209.5478 -0.0010 33.99 R E 0
3175 FGELPFLFK JW1605 ECK1608 manA mannose-6-phosphate isomerase 34 549.3054 2 1096.5962 0.0007 61.23 R V 0
3176 FGEMEVWALEAYGAAYTLQEMLTVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 32 950.7968 3 2849.3686 0.0031 80.55 R S 0
3177 FGETYINR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 43 500.2486 2 998.4826 0.0005 28.29 K E 0
3178 FGFELAAHHDLR JW3125 ECK3144 yhbS predicted acyltransferase with acyl-CoA N-acyltransferase domain 37 471.5743 3 1411.7011 0.0013 37.25 R C 0
3179 FGFLLDALK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 55 512.2973 2 1022.5800 0.0001 58.17 K Y 0
3180 FGGALMAVK 15.994915@M:6 JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 12 455.2468 2 908.4790 0.0001 24.73 R I 0
3181 FGGESVLAGSIIVR JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 75 702.8960 2 1403.7774 0.0003 49.13 R Q 0
3182 FGGHAMAAGLSLEEDKFK JW2860 ECK2887 recJ ssDNA exonuclease, 5' --> 3'-specific 19 477.7384 4 1906.9245 -0.0001 38.44 K L 0
3183 FGGPSVKDEKLFGVGTGMGLR 15.994915@M:18 JW2306 ECK2303 hisJ histidine/lysine/arginine/ornithine transporter subunit -!- periplasmic-binding component of ABC superfamily 12 723.3784 3 2167.1134 0.0041 51.50 K K 0
3184 FGGQILDTVDIENYISVPK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 72 1054.5490 2 2107.0834 -0.0002 63.53 R T 0
3185 FGGSAWR JW4198 ECK4234 treC trehalose-6-P hydrolase 42 390.6931 2 779.3716 0.0002 26.58 K W 0
3186 FGGSSLADVK JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 50 490.7562 2 979.4978 0.0004 28.23 K C 0
3187 FGGTSVANAER JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 46 554.7733 2 1107.5320 0.0012 22.73 K F 0
3188 FGGYAQSGLLAEITPDK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 68 883.9526 2 1765.8906 0.0020 51.86 R A 0
3189 FGGYAQSGLLAEITPDKAFQDK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 41 786.0660 3 2355.1762 0.0015 53.53 R L 0
3190 FGHHGGNHPVKDVEK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 67 829.4134 2 1656.8122 0.0002 15.35 K N 0
3191 FGIDMNTDYTLEEVGK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 112 916.4250 2 1830.8354 0.0009 53.19 R Q 0
3192 FGIGGSNLQGAQR JW2715 ECK2740 truD pseudoruidine synthase 73 652.8388 2 1303.6630 -0.0002 31.46 R W 0
3193 FGIHPVAGR JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 48 477.2692 2 952.5238 -0.0003 25.52 R L 0
3194 FGINENMTHVEK JW1327 ECK1329 uspE stress-induced protein 22 473.5623 3 1417.6651 -0.0007 31.05 K G 0
3195 FGINQPGK JW3395 ECK3418 glgB 1,4-alpha-glucan branching enzyme 39 430.7343 2 859.4540 -0.0012 24.03 R W 0
3196 FGLIPEFIGR JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 19 574.8264 2 1147.6382 -0.0006 58.19 K L 0
3197 FGLLEMSR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 32 476.7499 2 951.4852 0.0005 43.33 R Q 0
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3198 FGLLTDK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 39 397.2265 2 792.4384 0.0003 34.58 R M 0
3199 FGLLTDKMPNLLPFQTK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 47 655.0289 3 1962.0649 -0.0001 60.37 R L 0
3200 FGLSLVR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 57 396.2424 2 790.4702 0.0001 39.84 R A 0
3201 FGMHADVESADGDVHR JW4122 ECK4157 rsgA ribosome small subunit-dependent GTPase A 21 581.5899 3 1741.7479 0.0001 25.70 R C 0
3202 FGNFLVLQLLSAGAEYQR JW5898 ECK0958 yccW predicted methyltransferase 51 676.0305 3 2025.0697 0.0013 71.31 R A 0
3203 FGNMSGQMR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 12 514.2261 2 1026.4376 0.0001 20.50 R T 0
3204 FGPDAFTVQATR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 81 655.3306 2 1308.6466 0.0004 39.04 R T 0
3205 FGQGEAAPVVAPAPAPAPEVQTK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 24 744.7271 3 2231.1595 0.0008 36.06 R H 0
3206 FGQNFLNDQFVIDSIVSAINPQK JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 57 865.4472 3 2593.3198 0.0021 77.31 R G 0
3207 FGSELLAK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 55 432.7450 2 863.4754 0.0003 33.14 K F 0
3208 FGSGWAWLVLK JW3879 ECK3901 sodA superoxide dismutase, Mn 24 632.3483 2 1262.6820 0.0008 62.78 R G 0
3209 FGSSHRVR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 31 473.2538 2 944.4930 -0.0009 31.72 R F 0
3210 FGSSISGSHVAIDDIEGAWNSSTQYEGGNK JW3841 ECK3863 glnA glutamine synthetase 56 779.1070 4 3112.3989 -0.0018 51.63 R G 0
3211 FGSTLGHYGVGYGPYVQLPFYGSFTLR JW2343 ECK2340 vacJ predicted lipoprotein 51 995.1635 3 2982.4687 -0.0016 62.23 R D 0
3212 FGSTSELR JW3116 ECK3135 yraM conserved protein 37 448.7274 2 895.4402 0.0002 22.55 K A 0
3213 FGSVRDEVNELAEELGADVVVIGSR JW0600 ECK0601 uspG universal stress protein UP12 99 887.4559 3 2659.3459 0.0006 74.66 R N 0
3214 FGVAAGSAATLNQGTR JW5280 ECK1721 pfkB 6-phosphofructokinase II 46 760.8941 2 1519.7736 -0.0005 32.66 R L 0
3215 FGVEDGSVEGLR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 75 632.8115 2 1263.6084 -0.0010 37.15 R A 0
3216 FGVEDGSVEGLRAEVR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 51 573.9596 3 1718.8570 -0.0016 39.83 R K 0
3217 FGVEMPITEEIYQVLYCGK 57.021465@C:17 JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 91 1138.5525 2 2275.0904 0.0000 77.00 R N 0
3218 FGVPMGYGGPHAAFFAAK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 31 608.9680 3 1823.8822 0.0007 47.21 R D 0
3219 FGVSAAAAVAVAAGPVEAAEEK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 33 672.3526 3 2014.0360 -0.0012 80.48 K T 0
3220 FGVSAAAAVAVAAGPVEAAEEKTEFDVILK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 96 987.5260 3 2959.5562 0.0021 93.86 K A 0
3221 FGWVIPYLFGASPAICSSFLQGKPTSLPFEK 57.021465@C:16 JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 26 1148.9292 3 3443.7658 0.0031 73.77 R T 0
3222 FGYEFFLADLDGEVR JW3213 ECK3233 tldD predicted peptidase 78 889.4256 2 1776.8366 0.0009 67.68 R A 0
3223 FGYGYVNLK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 56 530.7771 2 1059.5396 0.0008 41.00 R D 0
3224 FHAGANVGCGR 57.021465@C:9 JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 52 573.2670 2 1144.5194 -0.0001 18.90 K D 0
3225 FHAPGGFGVR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 23 348.8505 3 1043.5297 -0.0003 29.68 R W 0
3226 FHCVLVYLR 57.021465@C:3 JW2921 ECK2949 yggV dITP/XTP pyrophosphatase 29 603.8260 2 1205.6374 -0.0004 40.14 R H 0
3227 FHDFAQFVEEQK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 67 762.8599 2 1523.7052 0.0007 43.08 R N 0
3228 FHDWQPDFTPANAR JW0005 ECK0006 yaaA conserved protein 62 851.3916 2 1700.7686 -0.0009 38.38 R Q 0
3229 FHFIADK JW5790 ECK4342 yjiA predicted GTPase 34 439.2331 2 876.4516 0.0022 28.24 R Q 0
3230 FHGLQDQEAR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 59 600.7912 2 1199.5678 -0.0004 20.92 K Y 0
3231 FHGLQDQEVR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 40 614.8069 2 1227.5992 -0.0004 23.33 K Y 0
3232 FHGPIIGAGAYTVEK JW1642 ECK1646 nemA N-ethylmaleimide reductase, FMN-linked 59 780.4138 2 1558.8130 -0.0012 35.48 R A 0
3233 FHLMDFGTR JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 33 375.1831 3 1122.5275 -0.0005 42.52 R R 0
3234 FHNVTNGITPR JW5689 ECK3404 malP maltodextrin phosphorylase 54 628.3299 2 1254.6452 -0.0016 23.83 K R 0
3235 FHQEMLNLFLK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 16 473.9201 3 1418.7385 0.0004 49.55 R Y 0
3236 FHRPVIAFAPAGDGTLK JW2860 ECK2887 recJ ssDNA exonuclease, 5' --> 3'-specific 39 599.6650 3 1795.9732 0.0000 36.37 R G 0
3237 FHTLSGGKPQVEGAEDYTDSDD JW3737 ECK3757 yifE conserved protein 69 790.0119 3 2367.0139 0.0000 32.06 R - 0
3238 FHWKPLAGK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 25 361.8745 3 1082.6017 -0.0009 27.32 R A 0
3239 FIAAAANYPENIDPWHILQTGGK JW2978 ECK3003 yqhD alcohol dehydrogenase, NAD(P)-dependent 56 842.7637 3 2525.2693 -0.0010 59.29 K E 0
3240 FIAATNVNDTVPR JW0003 ECK0004 thrC threonine synthase 44 709.3746 2 1416.7346 -0.0015 34.87 R F 0
3241 FIAPLPFQNTPVVETMQYGALLGGK JW0411 ECK0415 ispA geranyltranstransferase 68 897.8126 3 2690.4160 0.0019 69.43 R R 0
3242 FIASYGTSYK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 28 568.7854 2 1135.5562 0.0014 30.05 R A 0
3243 FICGTQDSHK 57.021465@C:3 JW3592 ECK3607 kbl glycine C-acetyltransferase 46 596.7742 2 1191.5338 -0.0005 18.27 R E 0
3244 FICGTQDSHKELEQK 57.021465@C:3 JW3592 ECK3607 kbl glycine C-acetyltransferase 27 455.7216 4 1818.8573 0.0002 21.65 R L 0
3245 FICIADASK 57.021465@C:3 JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 47 512.7602 2 1023.5058 -0.0001 31.80 K Q 0
3246 FIDAMLAIR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 66 525.2946 2 1048.5746 0.0007 49.38 R A 0
3247 FIDKVNDAK JW1769 ECK1778 yeaD conserved protein 14 350.5259 3 1048.5559 0.0006 19.78 R E 0
3248 FIDQSISANTNYDPSR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 100 914.4291 2 1826.8436 0.0001 37.51 K F 0
3249 FIEADFAQVDYTDAVTILENCGR 57.021465@C:21 JW0913 ECK0921 asnS asparaginyl tRNA synthetase 119 1324.1201 2 2646.2256 -0.0014 69.35 R K 0
3250 FIEAMDDDFNTPEAYSVLFDMAR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 119 1349.0955 2 2696.1764 -0.0009 70.26 R E 0
3251 FIEEEKK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 45 461.7476 2 921.4806 -0.0001 17.52 R G 0
3252 FIEQDPEGQYGLEAAFR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 97 985.4683 2 1968.9220 0.0004 49.85 K S 0
3253 FIESVMEPLR JW1049 ECK1047 pyrC dihydro-orotase 42 610.8210 2 1219.6274 0.0003 43.70 R Q 0
3254 FIFNAER JW5741 ECK4175 rnr exoribonuclease R, RNase R 33 448.7349 2 895.4552 0.0000 35.23 K R 0
3255 FIGHEQHVALDTLLPAPEFGR JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 15 783.0780 3 2346.2122 0.0002 48.51 K I 0
3256 FIGMTEPSIIAAEPPNPLVNELIIMPDIEKR JW2766 ECK2790 ygdH conserved protein 65 1149.9471 3 3446.8195 0.0001 69.70 R L 0
3257 FIGPAGLLAAYR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 81 624.8586 2 1247.7026 0.0002 52.87 K F 0
3258 FILGEKGEVLDIVAEPR JW1279 ECK1281 rnb ribonuclease II 17 629.0192 3 1884.0358 0.0001 51.22 R R 0
3259 FILLDEPFAGVDPISVIDIK JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 118 1101.1088 2 2200.2030 0.0001 75.12 K R 0
3260 FILLDEPFAGVDPISVIDIKR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 56 786.4437 3 2356.3093 0.0050 68.44 K I 0
3261 FIMDKHPEITTVPYDSYQNAK JW0847 ECK0854 artI arginine transporter subunit -!- periplasmic-binding component of ABC superfamily 12 833.0756 3 2496.2050 0.0055 70.76 K L 0
3262 FIMGSVSDR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 49 506.2502 2 1010.4858 0.0005 31.28 K S 0
3263 FINELLPVIDSLDR JW2594 ECK2610 grpE heat shock protein 79 822.4534 2 1642.8922 -0.0008 66.55 K A 0
3264 FINGLKK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 35 410.2580 2 818.5014 0.0000 19.87 K A 0
3265 FINTMSQVPTISQLLPLPASDDDDLKHK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 16 781.6565 4 3122.5969 0.0010 58.72 K S 0
3266 FIQVPTTLLSQVDSSVGGK JW3352 ECK3376 aroB 3-dehydroquinate synthase 73 659.3617 3 1975.0633 0.0008 59.28 R T 0
3267 FIRDHIAK JW3890 ECK3911 tpiA triosephosphate isomerase 20 333.8622 3 998.5648 -0.0015 18.66 K V 0
3268 FISIEAE JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 69 404.7079 2 807.4012 -0.0001 40.00 K - 0
3269 FITEVAWQAHFVK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 76 788.4189 2 1574.8232 -0.0012 45.05 R N 0
3270 FITIINNTLSDIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 103 760.4275 2 1518.8404 -0.0001 55.21 R R 0
3271 FITIINNTLSDIRR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 30 559.3211 3 1674.9415 -0.0003 50.05 R L 0
3272 FIVTNPNAK JW0152 ECK0155 yadR conserved protein 35 502.2817 2 1002.5488 -0.0009 27.89 R S 0
3273 FIWVQQPGS JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 20 531.2745 2 1060.5344 0.0002 46.65 K - 0
3274 FKDDVNEVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 53 561.2827 2 1120.5508 -0.0004 20.75 R N 0
3275 FKDHDFAAIADFDMVR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 84 949.4493 2 1896.8840 0.0013 49.89 R N 0
3276 FKEAHPEIPTK JW0623 ECK0621 lipA lipoate synthase 28 432.9034 3 1295.6884 0.0009 21.93 R S 0
3277 FKEFWIERPKPTDK JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 28 607.6610 3 1819.9612 -0.0008 32.63 R R 0
3278 FKESSVR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 16 426.7325 2 851.4504 0.0003 17.13 R A 0
3279 FKESVEAILGETLDLPK JW0003 ECK0004 thrC threonine synthase 19 630.3475 3 1888.0207 0.0013 58.33 K E 0
3280 FKETDLVTIGNDAWATGNPVFK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 69 808.4137 3 2422.2193 0.0026 57.28 K G 0
3281 FKGDDGKAEK JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 32 547.7775 2 1093.5404 0.0002 13.61 R T 0
3282 FKGDDIVDTVTLTR JW5362 ECK2165 yeiP predicted elongtion factor 57 527.2821 3 1578.8245 -0.0008 42.48 R R 0
3283 FKGLGEMNPMQLR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 35 507.5951 3 1519.7635 -0.0005 42.28 R E 0
3284 FKGVALVDGK JW0175 ECK0179 fabZ (3R)-hydroxymyristol acyl carrier protein dehydratase 23 345.2063 3 1032.5971 0.0003 27.89 R V 0
3285 FKHPETSTLVR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 28 438.9102 3 1313.7088 -0.0004 21.95 R R 0
3286 FKLDALLIHSGELFNVFLDDHPYPFK JW3823 ECK3839 pepQ proline dipeptidase 44 769.6550 4 3074.5909 0.0003 70.60 R V 0
3287 FKLNLGTR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 34 316.8593 3 947.5561 0.0007 31.05 K E 0
3288 FKLPTDR JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 27 438.7503 2 875.4860 -0.0004 26.45 K V 0
3289 FKMPIITFIDTPGAYPGVGAEER JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 76 837.0988 3 2508.2746 0.0024 59.74 R G 0
3290 FKQVFGQEFK JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 34 629.3330 2 1256.6514 -0.0038 33.11 R L 0
3291 FKRPVVPGDQMIMEVTFEK JW0175 ECK0179 fabZ (3R)-hydroxymyristol acyl carrier protein dehydratase 58 751.0583 3 2250.1531 -0.0008 46.10 R T 0
3292 FLAETDQGPVPVEITAVEDDHVVVDGNHMLAGQNLK 15.994915@M:29 JW3311 ECK3336 slyD FKBP-type peptidyl prolyl cis-trans isomerase (rotamase) 74 969.2285 4 3872.8849 -0.0039 51.57 R F 0
3293 FLAFGETHLADVLVSK JW0915 ECK0923 pepN aminopeptidase N 13 582.9852 3 1745.9338 -0.0014 53.75 R Q 0
3294 FLAGHAEELDLR JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 31 457.5742 3 1369.7008 0.0017 35.70 R L 0
3295 FLASGLK JW0117 ECK0120 speE spermidine synthase (putrescine aminopropyltransferase) 41 368.2236 2 734.4326 0.0000 27.71 R C 0
3296 FLAVPAEALVYTMK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 26 776.9262 2 1551.8378 0.0008 58.18 K G 0
3297 FLDQVAAK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 54 446.2503 2 890.4860 -0.0002 27.16 R D 0
3298 FLEEGDKAK JW5829 ECK1716 infC protein chain initiation factor IF-3 42 518.7701 2 1035.5256 0.0020 19.20 R I 0
3299 FLEGAAR JW3715 ECK3730 atpE F0 sector of membrane-bound ATP synthase, subunit c 43 382.2083 2 762.4020 -0.0003 23.24 K Q 0
3300 FLELVHR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 44 457.2656 2 912.5166 -0.0014 32.40 R L 0
3301 FLETDIPVFGICLGHQLLALASGAK 57.021465@C:12 JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 49 890.8158 3 2669.4256 0.0006 79.55 K T 0
3302 FLFDEYVR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 46 544.7741 2 1087.5336 -0.0002 50.56 K Q 0
3303 FLFNNGYADQITSVLK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 107 915.4756 2 1828.9366 0.0008 59.86 R A 0
3304 FLGAELPYSVTVEIER JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 70 911.9837 2 1821.9528 0.0017 57.63 R F 0
3305 FLGVGEK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 28 375.2130 2 748.4114 -0.0005 28.81 K T 0
3306 FLHDFEGTVVAITHDR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 87 928.9680 2 1855.9214 -0.0001 46.47 R Y 0
3307 FLHDGQWSPK JW0003 ECK0004 thrC threonine synthase 28 405.5366 3 1213.5880 -0.0001 29.48 R A 0
3308 FLHHGIK JW3811 ECK3828 yigP conserved protein 27 426.2481 2 850.4816 0.0003 17.51 K R 0
3309 FLIVTDEATANMLTDK JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 57 891.4531 2 1780.8916 -0.0001 53.18 R L 0
3310 FLLANLNGFDPAK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 65 710.3861 2 1418.7576 0.0019 55.25 R D 0
3311 FLLDANLGK JW1843 ECK1855 pykA pyruvate kinase II 35 495.7845 2 989.5544 -0.0001 45.65 K G 0
3312 FLLDANLGKGEGDKEK JW1843 ECK1855 pykA pyruvate kinase II 40 578.6406 3 1732.9000 0.0005 34.36 K V 0
3313 FLLQEVLEK JW0424 ECK0428 yajG predicted lipoprotein 46 559.8264 2 1117.6382 0.0001 52.92 R Q 0
3314 FLLVEGVHQK JW2880 ECK2909 serA D-3-phosphoglycerate dehydrogenase 33 390.5610 3 1168.6612 0.0007 32.86 K A 0
3315 FLLVTQNIDNLHER JW1106 ECK1106 cobB deacetylase of acetyl-CoA synthetase, NAD-dependent 33 571.3086 3 1710.9040 -0.0012 43.10 R A 0
3316 FLMPTIR JW0059 ECK0061 polB DNA polymerase II 11 439.2512 2 876.4878 -0.0014 37.46 R G 0
3317 FLNAEIIEDILDR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 95 780.9172 2 1559.8198 0.0004 68.28 K T 0
3318 FLNDPQAFNEAFAR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 95 820.3966 2 1638.7786 -0.0004 48.72 R A 0
3319 FLNTLYTMGPSPEPNMTILWSEK JW0886 ECK0894 pflB pyruvate formate lyase I 47 1335.1561 2 2668.2976 0.0060 64.92 R L 0
3320 FLPNLHSHR JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 48 560.8046 2 1119.5946 0.0010 22.62 R F 0
3321 FLREEMGVK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 45 554.7943 2 1107.5740 -0.0005 26.65 K K 0
3322 FLREEMGVKK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 46 618.8421 2 1235.6696 0.0002 21.95 K I 0
3323 FLSALAGENDPEAK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 87 731.3644 2 1460.7142 -0.0004 36.52 R R 0
3324 FLSAPEAVEYGLVDSILTHR JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 37 739.7235 3 2216.1487 0.0010 64.22 R N 0
3325 FLSAPEAVEYGLVDSILTHRN JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 43 777.7378 3 2330.1916 0.0010 63.39 R - 0
3326 FLSELTAAEGLER JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 108 718.3749 2 1434.7352 -0.0001 46.91 R Y 0
3327 FLSGYHQL JW2287 ECK2284 yfbQ predicted aminotransferase 11 482.7476 2 963.4806 -0.0008 34.53 R - 0
3328 FLSQPFFVAEVFTGSPGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 110 979.5060 2 1956.9974 -0.0009 63.67 R Y 0
3329 FLVTIDPLNTETSNFWQNHGELNEVDSSK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 93 1112.1996 3 3333.5770 -0.0020 60.66 K I 0
3330 FLWFIESNIE JW0797 ECK0801 dps Fe-binding and storage protein 65 649.3271 2 1296.6396 0.0006 71.22 K - 0
3331 FLWIGCSDSR 57.021465@C:6 JW0122 ECK0125 can carbonic anhydrase 39 620.7923 2 1239.5700 -0.0005 46.68 R V 0
3332 FMAADSHHSIVHAR JW1001 ECK1006 putP proline:sodium symporter 88 789.8835 2 1577.7524 0.0004 20.62 R R 0
3333 FMDDHGFLDIETPMLTK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 46 670.6500 3 2008.9282 0.0006 57.46 R A 0
3334 FMELIDALAQETADMPLHVQTDR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 107 882.0968 3 2643.2686 0.0012 71.00 R V 0
3335 FMGEPEFTIDNADQYPEILR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 59 1193.0571 2 2384.0996 0.0003 60.43 R E 0
3336 FMHLDKDGAIR JW0675 ECK0676 pgm phosphoglucomutase 60 434.8920 3 1301.6542 -0.0008 29.57 R M 0
3337 FMHVPELSR JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 24 372.5272 3 1114.5598 0.0005 34.37 R M 0
3338 FMKEPQEVR JW5531 ECK3150 deaD ATP-dependent RNA helicase 25 388.5341 3 1162.5805 0.0000 21.33 R I 0
3339 FMLLLSTLYSLDAQAFAEATESLHGR 15.994915@M:2 JW0674 ECK0675 seqA regulatory protein for replication initiation 50 967.4885 3 2899.4437 0.0013 79.21 R T 0
3340 FMLQDLLGNFIPFLKK 15.994915@M:2 JW5791 ECK4344 yjiY predicted inner membrane protein 61 647.3626 3 1939.0660 0.0018 79.04 R T 0
3341 FMNLAFQHMADTAER JW1896 ECK1907 yecA conserved metal-binding protein 41 594.6077 3 1780.8013 -0.0013 43.89 R L 0
3342 FMQEAVPEGTGAMAAIIGLDDASIAK JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 48 1303.6468 2 2605.2790 0.0023 64.96 K A 0
3343 FMQLQQQISAER JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 80 739.8747 2 1477.7348 0.0001 36.22 R L 0
3344 FMSDASIYAFLSMEQAIADAGLSPEAYQNNPR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 32 1169.8778 3 3506.6116 -0.0006 78.72 R V 0
3345 FMVMVSSNGGQQHIAK JW5100 ECK0729 tolB periplasmic protein 20 578.6201 3 1732.8385 -0.0004 30.71 K Q 0
3346 FMVNVEGR JW2291 ECK2288 yfbU conserved protein 13 476.2392 2 950.4638 -0.0006 31.76 R Y 0
3347 FNAEVDEPRPGLR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 17 500.5914 3 1498.7524 -0.0005 28.79 R R 0
3348 FNAFGDGVAQLGR JW0755 ECK0761 ybhC predicted pectinesterase 89 676.3413 2 1350.6680 0.0000 44.49 R S 0
3349 FNALYGEIFK JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 45 601.3150 2 1200.6154 -0.0025 49.28 R V 0
3350 FNDAVIR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 45 417.7270 2 833.4394 -0.0001 25.04 R S 0
3351 FNDGDFLR JW5689 ECK3404 malP maltodextrin phosphorylase 47 492.2328 2 982.4510 0.0002 37.25 K A 0
3352 FNDSGIVGCLTVTPYYNRPSQEGLYQHFK 57.021465@C:9 JW2463 ECK2474 dapA dihydrodipicolinate synthase 80 1130.8785 3 3389.6137 0.0000 48.98 R A 0
3353 FNGWELDINSR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 49 675.8254 2 1349.6362 -0.0001 47.11 K S 0
3354 FNIDADK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 21 411.7031 2 821.3916 -0.0002 25.59 K V 0
3355 FNIDADKVNPR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 74 644.8356 2 1287.6566 -0.0004 28.09 K L 0
3356 FNIPGSK JW3907 ECK3928 rpmE 50S ribosomal subunit protein L31 43 381.7108 2 761.4070 -0.0001 29.76 R - 0
3357 FNIQGFYTQTLR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 61 744.3859 2 1486.7572 0.0004 49.78 K S 0

21



3358 FNLFNSR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 38 449.2324 2 896.4502 -0.0001 39.56 K R 0
3359 FNLMLETK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 51 498.2652 2 994.5158 0.0002 41.42 K V 0
3360 FNLQDGFPLVTTK JW2795 ECK2823 thyA thymidylate synthetase 100 740.3955 2 1478.7764 -0.0003 54.27 R R 0
3361 FNNFINDSLLEGAIDALK JW0405 ECK0409 ribE riboflavin synthase beta chain 92 997.5154 2 1993.0162 0.0007 71.21 R R 0
3362 FNNFINDSLLEGAIDALKR JW0405 ECK0409 ribE riboflavin synthase beta chain 91 1075.5657 2 2149.1168 0.0002 67.01 R I 0
3363 FNPPKVEGK JW0463 ECK0468 adk adenylate kinase 14 339.1903 3 1014.5491 -0.0006 21.73 K D 0
3364 FNPPKVEGKDDVTGEELTTR JW0463 ECK0468 adk adenylate kinase 42 744.7097 3 2231.1073 0.0005 31.69 K K 0
3365 FNQIGSLTETLAAIK JW2750 ECK2773 eno enolase 140 803.4458 2 1604.8770 -0.0002 56.25 K M 0
3366 FNSLTPEQQR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 57 610.3066 2 1218.5986 -0.0006 26.09 R D 0
3367 FNSSLSEDGQR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 68 620.2833 2 1238.5520 -0.0007 22.47 R L 0
3368 FNTILIDFDRDVWGYIALNHFK JW1117 ECK1117 purB adenylosuccinate lyase 49 899.7990 3 2696.3752 0.0003 70.11 R Q 0
3369 FNTPVDQLLCDGEQIYGVK 57.021465@C:10 JW1178 ECK1177 dadA D-amino acid dehydrogenase 89 1098.5359 2 2195.0572 0.0005 65.78 R C 0
3370 FNVDYTK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 30 443.7184 2 885.4222 -0.0009 27.12 R V 0
3371 FNVEVVAIR JW3311 ECK3336 slyD FKBP-type peptidyl prolyl cis-trans isomerase (rotamase) 70 523.8032 2 1045.5918 -0.0001 42.45 K E 0
3372 FNVGLVAITDVQNAR JW5503 ECK3026 tolC transport channel 88 808.9412 2 1615.8678 -0.0004 50.99 R A 0
3373 FNVLASQPADFDR JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 76 740.3649 2 1478.7152 -0.0001 44.37 K I 0
3374 FNVPVSDADIEK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 51 667.3355 2 1332.6564 0.0003 39.11 R L 0
3375 FNVTTSAQSIEQLSTFLNER JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 54 1143.0742 2 2284.1338 0.0003 63.87 R W 0
3376 FNVWLEPEVR JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 62 644.8375 2 1287.6604 -0.0006 49.79 K F 0
3377 FNWETLIASR JW3467 ECK3485 gor glutathione oxidoreductase 80 618.8223 2 1235.6300 0.0002 54.61 K T 0
3378 FNYFIMSK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 30 525.2597 2 1048.5048 -0.0002 44.20 K L 0
3379 FPAIIYGGK JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 47 483.2762 2 964.5378 -0.0003 41.02 K E 0
3380 FPATENAANTVAHAR JW0737 ECK0743 aroG 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, phenylalanine repressible 66 785.3914 2 1568.7682 -0.0012 25.74 K K 0
3381 FPAWSPYL JW5100 ECK0729 tolB periplasmic protein 20 490.7476 2 979.4806 0.0004 61.10 K - 0
3382 FPDPAANPYLCFAALLMAGLDGIK 57.021465@C:11 JW3841 ECK3863 glnA glutamine synthetase 48 855.7679 3 2564.2819 0.0012 80.38 R N 0
3383 FPDPAANPYLCFAALLMAGLDGIKNK 57.021465@C:11 JW3841 ECK3863 glnA glutamine synthetase 69 936.4803 3 2806.4191 0.0005 79.93 R I 0
3384 FPEDLDGDGRR JW4198 ECK4234 treC trehalose-6-P hydrolase 33 426.2008 3 1275.5806 -0.0038 25.24 R F 0
3385 FPEFRDENIR JW3887 ECK3908 pfkA 6-phosphofructokinase I 24 441.5542 3 1321.6408 -0.0006 33.34 R A 0
3386 FPEGTSEEQIDKTVDDFINEVIEPNK JW2926 ECK2954 yggL predicted protein 78 998.4808 3 2992.4206 0.0018 74.09 R L 0
3387 FPEHCGIGIKPCSEEGTKR 57.021465@C:5,57.021465@C:12 JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 57 734.6866 3 2201.0380 0.0023 24.25 R L 0
3388 FPFLLVDR JW0175 ECK0179 fabZ (3R)-hydroxymyristol acyl carrier protein dehydratase 29 503.7895 2 1005.5644 -0.0003 52.96 R V 0
3389 FPGVDPLLGPEMR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 77 714.3714 2 1426.7282 0.0004 51.75 K S 0
3390 FPHCFSAEGEARPLK 57.021465@C:4 JW5300 ECK1830 proQ predicted structural transport element 49 873.4249 2 1744.8352 -0.0003 29.53 R I 0
3391 FPHPPLMPVYPVAR JW3198 ECK3218 sspA stringent starvation protein A 42 540.9622 3 1619.8648 0.0001 46.23 R G 0
3392 FPLLSANIYQK JW0469 ECK0474 ushA bifunctional UDP-sugar hydrolase -!- 5'-nucleotidase 34 647.3638 2 1292.7130 0.0002 47.86 K S 0
3393 FPLPVEVIPMAR 15.994915@M:10 JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 24 692.8871 2 1383.7596 0.0013 53.36 K S 0
3394 FPNDVDPIETR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 63 651.8200 2 1301.6254 0.0004 35.51 R D 0
3395 FPNLNLDNSVHITNLVFSILR JW2766 ECK2790 ygdH conserved protein 61 809.4450 3 2425.3132 0.0013 73.16 R N 0
3396 FPPGTILPAER JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 13 399.8935 3 1196.6587 0.0034 25.72 R E 0
3397 FPQVAATGDGPDIIFWAHDR JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 95 738.3640 3 2212.0702 0.0000 54.37 K F 0
3398 FPVISEDKDHIEGILMAK JW0655 ECK0650 ybeX predicteed ion transport 40 681.3593 3 2041.0561 0.0006 49.36 R D 0
3399 FPWNFDMR JW2904 ECK2932 speB agmatinase 37 556.7527 2 1111.4908 -0.0001 52.65 R E 0
3400 FQAMAAEGVK JW5746 ECK4203 fklB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 72 526.2655 2 1050.5164 -0.0002 27.17 R Y 0
3401 FQASLRD JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 26 418.7166 2 835.4186 -0.0001 24.54 R - 0
3402 FQDEEVQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 45 525.7464 2 1049.4782 0.0006 20.03 R D 0
3403 FQDEVGGK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 55 440.2142 2 878.4138 0.0006 20.46 K L 0
3404 FQDNPLLAQLK JW1279 ECK1281 rnb ribonuclease II 12 643.8600 2 1285.7054 0.0024 51.73 M Q 0
3405 FQDVGSFDYGR JW2203 ECK2207 ompC outer membrane porin protein C 54 645.7907 2 1289.5668 -0.0007 37.24 K N 0
3406 FQEQVNAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 57 482.2488 2 962.4830 0.0009 20.19 R A 0
3407 FQHAVER JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 45 443.7301 2 885.4456 0.0001 16.94 R L 0
3408 FQLSLAFPLWR JW3794 ECK3815 pldA outer membrane phospholipase A 71 689.3878 2 1376.7610 0.0007 66.61 K G 0
3409 FQLTPVDVITAIK JW0451 ECK0456 acrB multidrug efflux system protein 40 722.9245 2 1443.8344 0.0007 59.97 K A 0
3410 FQQAGHKPVALVGGATGLIGDPSFK JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 97 832.4513 3 2494.3321 -0.0011 41.62 R A 0
3411 FQQLLGDGSQWGLNLQYK JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 103 1048.0322 2 2094.0498 -0.0035 58.18 R V 0
3412 FQQNFALVLPDWQVGVK JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 54 995.0330 2 1988.0514 -0.0005 62.28 K R 0
3413 FQTTEYPTYK JW0799 ECK0803 ompX outer membrane protein 57 639.3059 2 1276.5972 -0.0004 30.36 K H 0
3414 FQVFGADAMR 15.994915@M:9 JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 24 579.2742 2 1156.5338 0.0005 35.04 R G 0
3415 FQYGQHTVTLETGMMAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 64 657.3131 3 1968.9175 -0.0011 39.20 K Q 0
3416 FRDEGRDVLLFVDNIYR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 49 709.7040 3 2126.0902 -0.0007 55.03 K Y 0
3417 FRDEVRPR JW0190 ECK0194 proS prolyl-tRNA synthetase 24 537.7935 2 1073.5724 -0.0004 17.78 K F 0
3418 FRDNLKR JW1842 ECK1854 yebK predicted DNA-binding transcriptional regulator 16 474.7722 2 947.5298 -0.0003 17.11 K V 0
3419 FRDPILAR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 28 329.8621 3 986.5645 -0.0017 29.67 K L 0
3420 FREDLFHR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 38 560.2888 2 1118.5630 0.0009 28.55 K L 0
3421 FREELNETHQLFK JW1264 ECK1266 sohB predicted inner membrane peptidase 32 564.2882 3 1689.8428 -0.0045 33.06 K D 0
3422 FREGFTR JW1093 ECK1093 nagZ beta N-acetyl-glucosaminidase 23 304.8276 3 911.4610 -0.0004 21.47 R L 0
3423 FRELASEVGSLLTYEATADLETEK JW2483 ECK2494 upp uracil phosphoribosyltransferase 85 891.4481 3 2671.3225 -0.0004 63.36 R V 0
3424 FRHQDVR JW2487 ECK2498 ppx exopolyphosphatase 14 319.8384 3 956.4934 -0.0008 15.29 R S 0
3425 FRNDEAFLQQVMK JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 38 542.6078 3 1624.8016 -0.0014 43.85 R D 0
3426 FRPGTDEGDYQVK JW5829 ECK1716 infC protein chain initiation factor IF-3 25 504.5753 3 1510.7041 -0.0012 25.38 K L 0
3427 FRPSYFPFTEPSAEVDVMGK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 86 768.7047 3 2303.0923 -0.0008 51.56 R N 0
3428 FRQNLLGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 12 325.8629 3 974.5669 0.0007 24.97 R R 0
3429 FSAASQPAAPVTK JW0674 ECK0675 seqA regulatory protein for replication initiation 73 637.8409 2 1273.6672 0.0006 24.61 K E 0
3430 FSADDIQR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 61 476.2300 2 950.4454 -0.0003 26.24 K K 0
3431 FSASASEIFAAAMQDYGR JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 75 961.4421 2 1920.8696 0.0022 60.67 R A 0
3432 FSATFDDQMLVDYSK JW3985 ECK4017 pgi glucosephosphate isomerase 56 883.9006 2 1765.7866 -0.0001 52.99 K N 0
3433 FSDEIGGHLMSGHIMTTAEVAK JW1654 ECK1658 ribC riboflavin synthase, alpha subunit 27 583.5330 4 2330.1029 -0.0005 42.13 K I 0
3434 FSDFALHPK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 68 531.2743 2 1060.5340 -0.0001 30.28 K V 0
3435 FSDGEVSVQINENVR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 109 846.9128 2 1691.8110 -0.0003 38.73 R G 0
3436 FSEASLVK JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 36 440.7423 2 879.4700 -0.0001 29.90 R E 0
3437 FSELWLR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 34 475.7582 2 949.5018 -0.0002 44.86 K E 0
3438 FSEVEQNDKLEWLIR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 48 635.9944 3 1904.9614 -0.0017 49.31 R K 0
3439 FSEWVELLLDQALLAER JW0462 ECK0467 htpG molecular chaperone HSP90 family 22 678.0305 3 2031.0697 0.0022 78.23 K G 0
3440 FSFIDIEPGFDTPQFR JW5871 ECK4336 mcrB 5-methylcytosine-specific restriction enzyme McrBC, subunit McrB 18 958.4652 2 1914.9158 0.0007 63.92 R N 0
3441 FSGDIAK JW5401 ECK2504 guaB IMP dehydrogenase 50 369.1948 2 736.3750 -0.0005 20.39 R A 0
3442 FSHLVEPGLNWKPTFIDEVKPVNVEAVR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 35 805.9340 4 3219.7069 -0.0010 51.03 K E 0
3443 FSIDDFQK JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 32 500.2427 2 998.4708 0.0000 41.44 R G 0
3444 FSIDKLTNTDLSFGPFKEWYFANNYIYDMGR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 15 938.9485 4 3751.7649 -0.0007 69.00 R N 0
3445 FSISFIR JW5063 ECK0452 ylaC predicted inner membrane protein 35 435.2477 2 868.4808 0.0002 46.24 R K 0
3446 FSLEGGDALIPMLK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 40 745.8998 2 1489.7850 0.0000 61.54 R E 0
3447 FSLPDQDGEQVNLTDFQGQR JW2465 ECK2476 bcp thiol peroxidase, thioredoxin-dependent 67 1147.5377 2 2293.0608 -0.0002 52.02 K V 0
3448 FSLQTSAR JW0744 ECK0750 modE DNA-binding transcriptional dual regulator 41 455.2436 2 908.4726 0.0010 25.75 R N 0
3449 FSPGYMAMAHQLPVAGVVEAVIDGVR JW1615 ECK1618 add adenosine deaminase 56 905.4654 3 2713.3744 0.0023 72.23 R E 0
3450 FSPSVSLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 22 446.7482 2 891.4818 0.0005 31.31 R R 0
3451 FSQQHQPLLVSLESLGR JW3702 ECK3717 phoU DNA-binding transcriptional regulator 60 647.0177 3 1938.0313 -0.0008 49.16 K H 0
3452 FSSAFSALAETLDNQEER JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 86 1007.9709 2 2013.9272 -0.0007 57.88 R E 0
3453 FSSAFSALAETLDNQEEREK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 95 1136.5398 2 2271.0650 -0.0004 53.85 R L 0
3454 FSSQGEIVAALQEQGFDNINQSK JW3206 ECK3226 argR DNA-binding transcriptional dual regulator, L-arginine-binding 11 837.4103 3 2509.2091 0.0006 54.81 K V 0
3455 FSTYAIAAER JW0127 ECK0130 panD aspartate 1-decarboxylase 37 564.7879 2 1127.5612 0.0001 32.34 R G 0
3456 FSTYATWWIR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 43 665.8325 2 1329.6504 -0.0001 53.59 K Q JW5437
3457 FSVAPMLDWTDR JW5950 ECK4041 yjbN tRNA-dihydrouridine synthase A 50 719.3449 2 1436.6752 -0.0005 58.24 R H 0
3458 FSVEAPK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 39 389.2108 2 776.4070 0.0001 27.00 K T 0
3459 FSVGYAVQNFNATVSTK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 82 916.9623 2 1831.9100 -0.0003 49.93 K Q 0
3460 FSWFDYR JW1738 ECK1747 xthA exonuclease III 21 510.7324 2 1019.4502 0.0002 50.32 R S 0
3461 FTAAEFR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 33 421.2141 2 840.4136 0.0007 28.59 K A 0
3462 FTAEGVQEIDYK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 92 700.3397 2 1398.6648 -0.0017 35.69 R D 0
3463 FTAEGVQEIDYKDIATLK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 48 681.0211 3 2040.0415 -0.0001 46.57 R N 0
3464 FTAHTWYR JW2536 ECK2549 hmp fused nitric oxide dioxygenase -!- dihydropteridine reductase 2 40 541.2644 2 1080.5142 0.0002 28.15 R Q 0
3465 FTALGPYIR JW0230 ECK0241 crl DNA-binding transcriptional regulator 21 519.2931 2 1036.5716 0.0012 40.94 K E 0
3466 FTAQGADAEQALK JW2156 ECK2162 fruB fused fructose-specific PTS enzyme IIA component -!- HPr component 76 675.3385 2 1348.6624 0.0002 28.50 R A 0
3467 FTATSSLLR JW5588 ECK3814 yigI conserved protein 16 498.2797 2 994.5448 0.0000 35.88 R A 0
3468 FTDAQGNQHEGIITSGTFSPTLGYSIALAR JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 114 1051.5268 3 3151.5586 0.0014 55.08 R V 0
3469 FTDEDEQGLR JW1821 ECK1831 yebR conserved protein 55 605.2725 2 1208.5304 -0.0005 24.76 R Q 0
3470 FTDGENGEEING JW1767 ECK1776 yeaA methionine sulfoxide reductase B 39 641.2651 2 1280.5156 0.0001 27.33 R - 0
3471 FTDMHQWICDLEDFDDDPQASNEK 57.021465@C:9 JW2508 ECK2521 yfhJ conserved protein 66 986.0735 3 2955.1987 0.0022 63.43 R I 0
3472 FTDMIDGQTITR 15.994915@M:4 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 72 707.3374 2 1412.6602 -0.0003 34.68 R Q 0
3473 FTDVNGETK JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 31 505.7430 2 1009.4714 -0.0002 19.83 K T 0
3474 FTEGAFK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 36 400.2028 2 798.3910 -0.0002 25.79 K D 0
3475 FTEGAFKDWGYQLAR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 46 596.9617 3 1787.8633 0.0001 46.64 K E 0
3476 FTEVGYVGK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 36 500.2611 2 998.5076 0.0005 28.85 K E 0
3477 FTFDNNYFSDR JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 62 713.3069 2 1424.5992 -0.0004 46.48 R Y 0
3478 FTGANTLEVEGENGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 98 783.3756 2 1564.7366 -0.0003 31.28 K T 0
3479 FTGEVSLTGQPFVMEPSK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 89 977.4849 2 1952.9552 -0.0001 50.14 K T 0
3480 FTGIPNFAPELFR JW5873 ECK4366 prfC peptide chain release factor RF-3 41 754.8983 2 1507.7820 -0.0002 62.05 K R 0
3481 FTGQVLPTAK JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 52 531.3029 2 1060.5912 -0.0003 31.13 K K 0
3482 FTGVDRK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 16 411.7271 2 821.4396 0.0002 18.05 K N 0
3483 FTGWYDVDLSEK JW0738 ECK0744 gpmA phosphoglyceromutase 1 76 730.3407 2 1458.6668 0.0002 49.10 R G 0
3484 FTHAGSYTTTITRPTLFR JW1963 ECK1977 amn AMP nucleosidase 17 690.6969 3 2069.0689 -0.0006 36.31 R S 0
3485 FTIAASFGNVHGVYKPGNVVLTPTILR JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 76 957.8688 3 2870.5846 0.0039 52.45 R D 0
3486 FTKPVTGGYYFAPSLDK JW2424 ECK2426 yfeX conserved protein 36 630.9928 3 1889.9566 0.0003 40.89 R L 0
3487 FTLAALASTGR JW4215 ECK4251 valS valyl-tRNA synthetase 20 554.3117 2 1106.6088 0.0004 45.36 R D 0
3488 FTLLPTCCLGNCDK 57.021465@C:7,57.021465@C:8,57.021465@C:12 JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 47 849.8858 2 1697.7570 -0.0005 49.13 R G 0
3489 FTLVSAQQLSMAK JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 41 712.3845 2 1422.7544 0.0004 45.56 K Q 0
3490 FTMDEGLSNAVK JW4215 ECK4251 valS valyl-tRNA synthetase 70 656.3159 2 1310.6172 -0.0004 40.80 R E 0
3491 FTNTSGFANK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 57 543.7641 2 1085.5136 -0.0005 23.44 K T 0
3492 FTPESVSR JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 32 461.7351 2 921.4556 0.0001 23.85 K L 0
3493 FTQPFSLVNQPDAVGAPINAGDFAEQINHIR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 79 1122.8992 3 3365.6758 -0.0034 60.59 K N 0
3494 FTSWMGGDRDGNPNVTADITR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 55 770.6901 3 2309.0485 -0.0010 42.16 R H 0
3495 FTTEEEIDYTIELVR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 75 929.4596 2 1856.9046 0.0003 62.88 R K 0
3496 FTTFEVAELVMPR JW0403 ECK0407 ybaD conserved protein 24 770.3979 2 1538.7812 0.0010 61.95 R V 0
3497 FTTIHIQELACVSR 57.021465@C:11 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 50 837.9350 2 1673.8554 -0.0004 43.56 R D 0
3498 FTTSHPIEFTDDIIEVYR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 65 1092.0363 2 2182.0580 -0.0002 53.95 R D 0
3499 FTVLISPHVNK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 55 627.8628 2 1253.7110 -0.0022 34.49 R D 0
3500 FTVLISPHVNKDAR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 61 798.9463 2 1595.8780 -0.0003 31.48 R D 0
3501 FTYSYQFGLFDK JW0230 ECK0241 crl DNA-binding transcriptional regulator 87 758.3611 2 1514.7076 -0.0004 53.91 R A 0
3502 FVADALAK JW2715 ECK2740 truD pseudoruidine synthase 31 417.7396 2 833.4646 0.0000 29.09 R F 0
3503 FVAGFIGSPK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 52 511.7873 2 1021.5600 0.0004 38.96 R M 0
3504 FVAINFEPVVGEILEK JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 72 902.4996 2 1802.9846 0.0029 66.55 R I 0
3505 FVAQHPNHTGR JW2456 ECK2467 dapE N-succinyl-diaminopimelate deacylase 62 632.3204 2 1262.6262 -0.0005 16.01 R L 0
3506 FVDEEVLPGTGLDAAAFWR JW2943 ECK2970 glcB malate synthase G 114 1047.0210 2 2092.0274 0.0010 63.31 R N 0
3507 FVDEHTLALDCPDGSVETLTAEK 57.021465@C:11 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 55 849.7376 3 2546.1910 0.0062 45.94 R F 0
3508 FVDPNLLVGNETR JW1753 ECK1762 selD selenophosphate synthase 66 737.3881 2 1472.7616 -0.0007 42.51 K D 0
3509 FVDRGERPFVLGPTHEEVITDLIR JW0190 ECK0194 proS prolyl-tRNA synthetase 37 699.6259 4 2794.4745 -0.0019 48.41 R N 0
3510 FVDVEITDVYPNSLR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 49 883.9518 2 1765.8890 0.0004 52.89 K G 0
3511 FVEAEGFSVVR JW0163 ECK0166 map methionine aminopeptidase 48 620.3219 2 1238.6292 -0.0002 41.36 K E 0
3512 FVEDPHTVVK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 21 390.8765 3 1169.6077 -0.0003 24.83 K A 0
3513 FVEFYGDGLDSLPLADR JW1268 ECK1271 acnA aconitate hydratase 1 80 957.4674 2 1912.9202 -0.0004 58.11 K A 0
3514 FVEPTGLSVHNVSTAR JW5355 ECK2127 pbpG D-alanyl-D-alanine endopeptidase 17 571.9692 3 1712.8858 0.0013 34.40 R D 0
3515 FVESVDVAVNLGIDAR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 41 852.4521 2 1702.8896 0.0007 80.91 K K 0
3516 FVETVAALAHHEGMGAR JW0328 ECK0334 codA cytosine deaminase 90 898.4493 2 1794.8840 0.0006 36.73 R V 0
3517 FVFSTSEAYLIENGK JW3213 ECK3233 tldD predicted peptidase 12 852.9280 2 1703.8414 0.0009 51.09 K V 0
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3518 FVGEEVTLVLR JW5533 ECK3159 yhbC conserved protein 42 631.3628 2 1260.7110 0.0034 48.78 R M 0
3519 FVGEEVTLVLRMAVQNRR JW5533 ECK3159 yhbC conserved protein 14 706.3936 3 2116.1590 0.0014 85.02 R K 0
3520 FVGSLTSDQQK JW2366 ECK2365 evgA DNA-binding response regulator in two-component regulatory system with EvgS 45 605.3091 2 1208.6036 0.0000 26.08 R L 0
3521 FVHYCPR 57.021465@C:5 JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 35 489.7350 2 977.4554 0.0013 21.39 K T 0
3522 FVIACGSRPYHPTDVDFTHPR 57.021465@C:5 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 42 824.7334 3 2471.1784 -0.0019 36.55 K I 0
3523 FVIAENPQWWQQFLK JW0466 ECK0471 gsk inosine/guanosine kinase 73 967.5021 2 1932.9896 0.0010 65.83 K D 0
3524 FVIGGPMGDCGLTGR 57.021465@C:10 JW2909 ECK2937 metK methionine adenosyltransferase 1 104 768.8707 2 1535.7268 0.0044 45.45 R K 0
3525 FVKDFVAAWVK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 34 437.2484 3 1308.7234 0.0003 48.41 K V 0
3526 FVKHPIYGK JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 31 363.5464 3 1087.6174 -0.0005 18.78 R F 0
3527 FVLLTSGATVADYNDAPADAQQSEVLK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 112 941.8069 3 2822.3989 0.0015 52.36 R G 0
3528 FVLNQPANARPK JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 32 452.2574 3 1353.7504 -0.0013 24.88 R E 0
3529 FVLSNGHGSMLIYSLLHLTGYDLPMEELK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 72 1093.2268 3 3276.6586 0.0023 70.68 R N 0
3530 FVLSNGHGSMLIYSLLHLTGYDLPMEELKNFR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 59 924.4743 4 3693.8681 -0.0004 70.55 R Q 0
3531 FVMPGAALNEDEFR JW5280 ECK1721 pfkB 6-phosphofructokinase II 93 798.3795 2 1594.7444 -0.0004 49.52 R Q 0
3532 FVNGVLDK JW0406 ECK0410 nusB transcription antitermination protein 38 446.2503 2 890.4860 -0.0001 27.93 K A 0
3533 FVNILMVDGK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 72 568.3127 2 1134.6108 0.0002 46.96 K K 0
3534 FVNILMVDGKK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 58 632.3594 2 1262.7042 -0.0013 40.14 K S 0
3535 FVPAALVEAILNSPR JW5063 ECK0452 ylaC predicted inner membrane protein 52 798.9595 2 1595.9044 0.0009 68.89 R V 0
3536 FVPDTQAPLGIR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 37 657.3640 2 1312.7134 -0.0004 38.55 R Q 0
3537 FVQPGTQVYDLGCSLGAATLSVR 57.021465@C:13 JW1859 ECK1871 yecO predicted methyltransferase 56 813.7496 3 2438.2270 0.0006 59.15 R R 0
3538 FVQQFGNQLAK JW0907 ECK0915 mukB fused chromosome partitioning proteins 57 640.3442 2 1278.6738 0.0018 33.86 R L 0
3539 FVSFNINGLR JW1738 ECK1747 xthA exonuclease III 78 583.8192 2 1165.6238 -0.0006 47.31 K A 0
3540 FVSQGELVR JW0494 ECK0499 allR DNA-binding transcriptional regulator 55 517.7847 2 1033.5548 -0.0007 27.98 R D 0
3541 FVSQGELVRDTARDISTALGLK JW0494 ECK0499 allR DNA-binding transcriptional regulator 12 792.7686 3 2375.2840 0.0031 68.82 R A 0
3542 FVSTNGNLEVILEGEDVSGEIR JW0893 ECK0901 cmk cytidylate kinase 10 793.0679 3 2376.1819 0.0010 81.92 R T 0
3543 FVTAYLGDAGMLR JW2197 ECK2201 eco ecotin, a serine protease inhibitor 96 707.3631 2 1412.7116 -0.0006 49.80 K Y 0
3544 FVTDLNQPVSVYMTPK JW5401 ECK2504 guaB IMP dehydrogenase 72 919.9713 2 1837.9280 -0.0003 47.52 R E 0
3545 FVVEGDLR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 53 467.7533 2 933.4920 0.0002 31.16 K R 0
3546 FVVEGDLRR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 39 364.2048 3 1089.5926 -0.0005 27.92 K E 0
3547 FVVMPGR JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 32 403.2230 2 804.4314 -0.0001 30.33 K D 0
3548 FVVMPGRDTVVDVQSK JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 40 592.9824 3 1775.9254 0.0013 38.34 K I 0
3549 FVVPSSHR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 19 310.1723 3 927.4951 0.0026 21.98 R E 0
3550 FVYISLYR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 25 530.7947 2 1059.5748 -0.0005 45.73 R M 0
3551 FWGEYSVDGLTVK JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 45 750.8720 2 1499.7294 -0.0001 50.91 K T 0
3552 FWHTGNGYTNEPVLR JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 49 597.6243 3 1789.8511 -0.0025 35.84 K L 0
3553 FWNQQMK JW2120 ECK2125 bglX beta-D-glucoside glucohydrolase, periplasmic 18 491.2341 2 980.4536 -0.0001 27.27 K Y 0
3554 FWPSLETFTNVTEFEYEILAK JW5625 ECK3691 gyrB DNA gyrase, subunit B 74 855.4263 3 2563.2571 0.0049 79.70 R R 0
3555 FWQQMGLTR JW2066 ECK2077 yegQ predicted peptidase 44 583.7916 2 1165.5686 -0.0015 40.22 K V 0
3556 FWVESEK JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 14 462.7269 2 923.4392 0.0004 30.64 R R 0
3557 FWVESEKR JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 30 360.8540 3 1079.5402 0.0001 26.05 R F 0
3558 FYALPQSPQLFK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 15 719.8894 2 1437.7642 -0.0014 49.01 K Q 0
3559 FYDAVSTFK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 45 539.2667 2 1076.5188 0.0011 37.00 R I 0
3560 FYDDMFDELLK JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 41 718.3262 2 1434.6378 0.0002 63.55 K Y 0
3561 FYDIDEGEILMDGHDLR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 72 679.9793 3 2036.9161 0.0012 52.03 R E 0
3562 FYEAVMSSHAR JW5741 ECK4175 rnr exoribonuclease R, RNase R 61 649.3047 2 1296.5948 0.0028 25.87 K L 0
3563 FYFIAPDALAMPQYILDMLDEK 15.994915@M:11 JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 16 874.0956 3 2619.2650 0.0010 78.14 R G 0
3564 FYGVQFHPEVTHTR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 79 859.4253 2 1716.8360 -0.0011 34.03 R Q 0
3565 FYLDLADLR JW3179 ECK3202 gltB glutamate synthase, large subunit 58 563.3006 2 1124.5866 0.0001 56.47 R L 0
3566 FYLDVQK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 19 456.7449 2 911.4752 0.0001 34.10 R Q 0
3567 FYPLHTGHIYLIQR JW5800 ECK4382 nadR bifunctional DNA-binding transcriptional repressor -!- NMN adenylyltransferase 26 440.2426 4 1756.9413 0.0002 39.97 K A 0
3568 FYQFWINTADADVYR JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 85 954.9498 2 1907.8850 0.0008 58.29 K F 0
3569 FYRPLGR JW3785 ECK3807 yigB predicted hydrolase 14 303.5084 3 907.5034 0.0005 24.69 R I 0
3570 FYTDGPR JW4198 ECK4234 treC trehalose-6-P hydrolase 38 428.2032 2 854.3918 -0.0004 22.52 R A 0
3571 FYVELHK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 39 468.2529 2 934.4912 0.0000 29.37 R L 0
3572 FYVVVNIAPHNAK JW2066 ECK2077 yegQ predicted peptidase 18 491.2724 3 1470.7954 -0.0030 39.07 K L 0
3573 GAADMKGSLAAMVVAAERFVAQHPNHTGR JW2456 ECK2467 dapE N-succinyl-diaminopimelate deacylase 11 998.1722 3 2991.4948 0.0031 84.58 R L 0
3574 GAAGGHTATHHASAAPARPQPVE JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 58 731.0301 3 2190.0685 0.0006 17.31 K - 0
3575 GAAGTQYDDSNMGQNK JW5503 ECK3026 tolC transport channel 89 828.8494 2 1655.6842 -0.0002 21.35 R V 0
3576 GAANFYQK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 53 449.7245 2 897.4344 0.0001 23.39 K K 0
3577 GAAPQEVVSAIR JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 51 599.3327 2 1196.6508 -0.0005 33.06 K S 0
3578 GAAWLWPQE JW0385 ECK0389 mak manno(fructo)kinase 22 529.2589 2 1056.5032 0.0004 56.32 R - 0
3579 GAAYSTPDEKYEK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 45 729.8408 2 1457.6670 -0.0002 21.21 R Y 0
3580 GADAPGIALTDGEILSGIFLR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 101 1043.5625 2 2085.1104 0.0000 71.60 K L 0
3581 GADEELVK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 47 430.7217 2 859.4288 0.0002 22.26 K H 0
3582 GADGYLLK JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 38 418.7293 2 835.4440 0.0002 30.95 R D JW2181
3583 GADKQVIGQVAADLR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 58 770.9252 2 1539.8358 -0.0009 38.88 K A 0
3584 GADLMQALVDSELQPSR JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 22 610.6402 3 1828.8988 -0.0002 60.07 K G 0
3585 GADSCLVSIAGEGLVDVPAVK 57.021465@C:5 JW5668 ECK3511 kdgK ketodeoxygluconokinase 12 686.3584 3 2056.0534 0.0025 55.41 R L 0
3586 GADVALIGTPDGVK JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 86 656.8587 2 1311.7028 -0.0006 36.49 R T 0
3587 GADVGITMIAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 89 552.2976 2 1102.5806 0.0002 38.79 R S 0
3588 GAEAALTALEMINVLK JW0405 ECK0409 ribE riboflavin synthase beta chain 78 548.6393 3 1642.8961 -0.0002 67.43 K A 0
3589 GAEAMQAAGLK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 68 523.7684 2 1045.5222 -0.0003 25.62 K F 0
3590 GAELANSFKPDVIIALGGGSPMDAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 20 843.7724 3 2528.2954 0.0009 55.58 K I 0
3591 GAELELLR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 59 450.7614 2 899.5082 0.0006 39.37 K F 0
3592 GAEQIYIPVLIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 77 672.4006 2 1342.7866 0.0007 53.03 R K 0
3593 GAEQIYIPVLIKK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 54 736.4476 2 1470.8806 -0.0003 46.31 R R 0
3594 GAEYMVDFLPK JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 49 635.3135 2 1268.6124 0.0014 52.38 R V 0
3595 GAEYSVNFLPK JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 24 612.8167 2 1223.6188 0.0002 41.95 R V 0
3596 GAFAMGGMAAFIPSKDEEHNNQVLNK JW3974 ECK4006 aceB malate synthase A 65 926.1105 3 2775.3097 -0.0011 46.33 R V 0
3597 GAFAYISDQQK JW1200 ECK1197 lolB chaperone for lipoproteins 73 614.3038 2 1226.5930 0.0000 32.16 R V 0
3598 GAFVSQVLPNSSAAK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 79 738.3964 2 1474.7782 0.0003 36.31 R A 0
3599 GAGLGGGHDER JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 72 513.2418 2 1024.4690 0.0004 15.62 R E 0
3600 GAGLVDFIHSESR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 40 463.2372 3 1386.6898 0.0006 41.36 K L 0
3601 GAGTFEFLFENGEFYFIEMNTR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 15 873.7353 3 2618.1841 0.0055 77.97 R I 0
3602 GAHADEQKER JW3664 ECK3679 ibpA heat shock chaperone 19 570.7729 2 1139.5312 -0.0006 13.13 K T 0
3603 GAHIYAEIVGYGATSDGADMVAPSGEGAVR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 96 974.4654 3 2920.3744 0.0083 46.29 R C 0
3604 GAIDMIVR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 64 437.7444 2 873.4742 0.0000 39.43 K R 0
3605 GAIDTLTTGLSLEVAAQGIR JW2870 ECK2897 ygfF predicted NAD(P)-binding oxidoreductase with NAD(P)-binding Rossmann-fold domain 18 662.7009 3 1985.0809 0.0015 35.24 K V 0
3606 GAIFGLTR JW3897 ECK3918 glpK glycerol kinase 56 417.7449 2 833.4752 -0.0006 36.70 R G 0
3607 GAITIATR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 59 401.7426 2 801.4706 -0.0001 25.02 K E 0
3608 GAIVGIIGPNGAGK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 40 612.3584 2 1222.7022 -0.0011 35.99 K S 0
3609 GAIVTGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 24 323.1999 2 644.3852 -0.0004 16.63 K V 0
3610 GAKPVHWCVDCR 57.021465@C:8,57.021465@C:11 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 30 495.5683 3 1483.6831 0.0019 22.52 K S 0
3611 GALAQYDEQLAEYYLTR JW0835 ECK0842 nfsA nitroreductase A, NADPH-dependent, FMN-dependent 103 1002.4895 2 2002.9644 0.0009 58.08 K G 0
3612 GALDCSGVK 57.021465@C:5 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 70 453.7209 2 905.4272 -0.0004 20.80 R D 0
3613 GALDCSGVKDR 57.021465@C:5 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 78 589.2852 2 1176.5558 0.0001 19.39 R K 0
3614 GALDLAGLPGK JW5625 ECK3691 gyrB DNA gyrase, subunit B 74 506.2951 2 1010.5756 -0.0004 42.25 K L 0
3615 GALDTLGNR JW5165 ECK1118 hflD predicted lysogenization regulator 24 458.7458 2 915.4770 -0.0003 26.97 K I 0
3616 GALDVGATAINEEMK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 97 759.8769 2 1517.7392 -0.0002 43.62 R L 0
3617 GALHPGLQFSLGQHR JW2673 ECK2699 srlB glucitol/sorbitol-specific enzyme IIA component of PTS 34 405.2207 4 1616.8537 0.0000 33.69 K Y 0
3618 GALIDSQAAIEALK JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 79 700.3934 2 1398.7722 0.0004 45.74 R N 0
3619 GALLHVEK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 40 433.7583 2 865.5020 -0.0001 21.10 K M 0
3620 GALPNIPGMELTDNLMAFVER JW3574 ECK3589 mtlD mannitol-1-phosphate dehydrogenase, NAD(P)-binding 96 1144.5736 2 2287.1326 -0.0013 75.37 K K 0
3621 GALSAVVADSR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 95 523.2856 2 1044.5566 0.0003 30.03 K G 0
3622 GALVDDIVYTIALTAIQSAQQQ JW2294 ECK2291 pta phosphate acetyltransferase 38 773.4132 3 2317.2178 0.0013 80.88 R - 0
3623 GAMTNHWVDIK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 59 636.3136 2 1270.6126 -0.0002 33.22 R N JW1470
3624 GANEAIDFNDELR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 82 732.3414 2 1462.6682 -0.0006 39.72 R N 0
3625 GANFDKYAGQDIVSNASCTTNCLAPLAK 57.021465@C:18,57.021465@C:22 JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 76 996.1390 3 2985.3952 -0.0008 46.69 K V 0
3626 GANFGYDNLVVDMLGFSIMK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 94 1096.0316 2 2190.0486 -0.0001 78.02 R K 0
3627 GANFIAVHEMLDGFR JW0797 ECK0801 dps Fe-binding and storage protein 32 559.6119 3 1675.8139 0.0000 52.67 R T 0
3628 GANFSFAVEDTQK JW2667 ECK2692 alaS alanyl-tRNA synthetase 73 707.3355 2 1412.6564 -0.0007 40.52 K Y 0
3629 GANLVNGLLYIDLER JW3664 ECK3679 ibpA heat shock chaperone 29 830.4577 2 1658.9008 0.0018 61.21 R V 0
3630 GAPDVFEQFNTAVQK JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 61 825.9097 2 1649.8048 0.0000 48.72 R L 0
3631 GAPNCLLLADLPFMAYATPEQAFENAATVMR 57.021465@C:5 JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 61 1128.2139 3 3381.6199 0.0005 79.56 R A 0
3632 GAPQDAEQMGISLAEELLNNGAR JW5932 ECK3799 hemC hydroxymethylbilane synthase 56 795.3884 3 2383.1434 -0.0003 73.17 R E 0
3633 GAQATDIVVLVVAADDGVMPQTIEAIQHAK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 55 765.9061 4 3059.5953 -0.0006 70.31 R A 0
3634 GAQLFVTR JW3138 ECK3158 nusA transcription termination/antitermination L factor 59 446.2559 2 890.4972 -0.0002 29.42 R S 0
3635 GAQNGCIIAGDNPDAALALEK 57.021465@C:6 JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 106 1049.5155 2 2097.0164 0.0004 43.06 K A 0
3636 GARPEPGVNK JW4313 ECK4340 hsdR endonuclease R 15 512.7804 2 1023.5462 0.0003 15.54 K A 0
3637 GASEAFISTLR JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 50 576.3066 2 1150.5986 0.0005 40.30 K K 0
3638 GASGYLPEHTLPAK JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 48 720.8768 2 1439.7390 -0.0018 29.21 R A 0
3639 GASNTYDHLIIR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 24 453.9055 3 1358.6947 0.0004 32.84 R G 0
3640 GASQNIIPSSTGAAK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 101 701.3701 2 1400.7256 -0.0003 27.38 R A 0
3641 GATAYVTLEPCSHHGR 57.021465@C:11 JW0404 ECK0408 ribD fused diaminohydroxyphosphoribosylaminopyrimidine deaminase -!- 5-amino-6-(5-phosphoribosylamino) uracil reductase 38 585.9460 3 1754.8162 0.0003 26.00 K T 0
3642 GATGLGLK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 41 358.7186 2 715.4226 -0.0002 23.56 R E 0
3643 GATIAAGTTVTR JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 62 559.8115 2 1117.6084 -0.0007 23.06 K N 0
3644 GATIVGHWPTAGYHFEASK JW0671 ECK0672 fldA flavodoxin 1 53 677.0023 3 2027.9851 -0.0003 38.77 R G 0
3645 GATLIGSGIETMQQISMVGNDLK JW3213 ECK3233 tldD predicted peptidase 71 788.4037 3 2362.1893 0.0022 66.56 K L 0
3646 GATLLTPNLSEFEAVVGK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 68 923.5018 2 1844.9890 0.0008 60.57 R C 0
3647 GATVELADGVEGYLR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 109 775.3960 2 1548.7774 -0.0008 80.64 K A 0
3648 GATVLPHGTGR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 48 533.2935 2 1064.5724 -0.0001 19.29 R S 0
3649 GAVASLTSVAK JW0886 ECK0894 pflB pyruvate formate lyase I 62 502.2928 2 1002.5710 0.0001 28.25 K L JW5522
3650 GAVETAEKLDAPLIVVATQGGK JW1666 ECK1672 pykF pyruvate kinase I 54 723.0707 3 2166.1903 0.0006 50.20 R S 0
3651 GAVLASEQALR JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 21 557.8147 2 1113.6148 0.0007 29.81 K E 0
3652 GAVNLADFAWAR JW3563 ECK3579 selB selenocysteinyl-tRNA-specific translation factor 60 645.8335 2 1289.6524 0.0008 53.44 R Q 0
3653 GAVNYLSVPEFPTDSK JW2962 ECK2988 hybC hydrogenase 2, large subunit 18 862.4288 2 1722.8430 -0.0034 50.94 K N 0
3654 GAVPGATGSDLIVKPAVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 84 840.4879 2 1678.9612 -0.0004 34.08 K A 0
3655 GAVPGATGSDLIVKPAVKA JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 36 584.3403 3 1749.9991 0.0003 34.03 K - 0
3656 GAVQGIAELITRPGLMNVDFADVR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 11 848.1199 3 2541.3379 0.0006 65.74 K T 0
3657 GAVVDNTALLTCLNEGQK 57.021465@C:12 JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 57 951.9833 2 1901.9520 0.0005 46.12 R L 0
3658 GAVVFDNTEFR JW0755 ECK0761 ybhC predicted pectinesterase 29 627.8088 2 1253.6030 -0.0010 41.50 R V 0
3659 GAWVAVVNR JW2577 ECK2593 yfiO predicted lipoprotein 54 486.2749 2 970.5352 0.0006 33.03 R V 0
3660 GAYGTVIMDSR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 72 585.2843 2 1168.5540 -0.0006 31.12 R H 0
3661 GAYPGWQPDANSPVMHLVR JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 39 699.0107 3 2094.0103 -0.0001 47.03 K E 0
3662 GAYSFYIVR JW1596 ECK1599 ydgH predicted protein 64 538.2819 2 1074.5492 -0.0006 41.66 K Q 0
3663 GAYWDSEIKR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 55 612.8037 2 1223.5928 -0.0006 29.87 K A 0
3664 GCDGPWGPHAK 57.021465@C:2 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 70 591.2608 2 1180.5070 -0.0012 21.23 R L 0
3665 GCDYQDVLNMLLFYASPK 57.021465@C:2 JW2674 ECK2700 srlD sorbitol-6-phosphate dehydrogenase 90 1067.5029 2 2132.9912 0.0003 78.42 R A 0
3666 GCGITVDQAER 57.021465@C:2 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 73 603.2822 2 1204.5498 -0.0008 24.32 R L 0
3667 GCGIVYISHK 57.021465@C:2 JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 60 567.2917 2 1132.5688 -0.0011 24.52 R M 0
3668 GCHTVAALK 57.021465@C:2 JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 21 319.5044 3 955.4914 0.0006 18.10 K A 0
3669 GCIMGSAHQR 57.021465@C:2 JW5854 ECK3820 yigL predicted hydrolase 52 558.7551 2 1115.4956 -0.0008 18.05 K L 0
3670 GCPAFDVAAACAGFTYALSVADQYVK 57.021465@C:2,57.021465@C:11 JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 62 918.0968 3 2751.2686 0.0013 77.49 K S 0
3671 GCYTGQEMVAR 57.021465@C:2 JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 74 636.2785 2 1270.5424 -0.0010 24.51 K A 0
3672 GDAAAPTCILLK 57.021465@C:8 JW2943 ECK2970 glcB malate synthase G 16 615.3318 2 1228.6490 0.0005 38.67 R N 0
3673 GDAELAQSISMTR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 68 689.8351 2 1377.6556 -0.0002 37.47 R A 0
3674 GDATVLVVGADDKVETRPIVASQAIGDK JW0452 ECK0457 acrA multidrug efflux system 54 942.1733 3 2823.4981 0.0005 40.88 R W 0
3675 GDAVDIAVDPIEGTR JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 50 764.3858 2 1526.7570 -0.0005 43.40 R M 0
3676 GDAWIDVVNPATEAVISR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 113 956.9913 2 1911.9680 -0.0010 56.78 R I 0
3677 GDDFITLNAEQAMQGAADILR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 120 1125.0476 2 2248.0806 0.0012 69.58 R Q 0
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3678 GDDNKNSGDAPAAAPGNNETTEPVGTTK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 52 910.0826 3 2727.2260 0.0040 22.55 K - 0
3679 GDEAQPNEEGLKFYDDMFDELLK JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 68 901.7432 3 2702.2078 0.0022 68.36 K Y 0
3680 GDEAYSGSR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 59 471.2018 2 940.3890 0.0004 16.84 R S 0
3681 GDEIAAVVLQVDAER JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 52 792.9151 2 1583.8156 0.0002 53.08 K E 0
3682 GDEVLTNGGLVGR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 73 643.8385 2 1285.6624 0.0000 33.55 K V 0
3683 GDGAILTATQNGYGK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 55 733.3674 2 1464.7202 -0.0005 32.40 R R 0
3684 GDGEQVAGGETVANWDPHTMPVITEVSGFVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 89 1085.8509 3 3254.5309 0.0006 60.67 K F 0
3685 GDGFDLNDFLEQLR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 82 819.8914 2 1637.7682 -0.0002 70.42 K Q 0
3686 GDGTTGEDITSNVR JW2403 ECK2406 ligA DNA ligase, NAD(+)-dependent 70 711.3281 2 1420.6416 -0.0013 25.40 R T 0
3687 GDHELNEVK JW0190 ECK0194 proS prolyl-tRNA synthetase 39 520.7541 2 1039.4936 0.0002 18.27 R A 0
3688 GDHELNEVKAEK JW0190 ECK0194 proS prolyl-tRNA synthetase 58 684.8413 2 1367.6680 0.0001 18.34 R L 0
3689 GDIAILADSGIR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 87 600.8328 2 1199.6510 0.0000 43.82 K N 0
3690 GDIGNYLGLTVETISR JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 86 854.4492 2 1706.8838 -0.0001 58.97 R L 0
3691 GDIHYHDLDYSPFFPMFNCMLIDLK 57.021465@C:19 JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 24 1030.1395 3 3087.3967 0.0000 71.62 R G 0
3692 GDIIIDGGNTFFQDTIR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 54 941.4709 2 1880.9272 0.0004 58.44 K R 0
3693 GDISEFAPR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 75 496.2459 2 990.4772 0.0002 32.47 R I 0
3694 GDIVLCGFEYGR 57.021465@C:6 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 30 693.3296 2 1384.6446 0.0001 47.35 K V 0
3695 GDKDPFALRR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 22 587.8197 2 1173.6248 -0.0006 24.23 K A 0
3696 GDLESVLDLTGK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 88 623.8299 2 1245.6452 0.0001 51.91 K L 0
3697 GDLESVLDLTGKLNEVEFR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 72 712.0390 3 2133.0952 0.0000 62.67 K A 0
3698 GDLGFALSGISIAYGFSK JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 64 901.9704 2 1801.9262 0.0014 65.82 R F 0
3699 GDLGLVIACLPYA 57.021465@C:9 JW1707 ECK1715 rpmI 50S ribosomal subunit protein L35 52 681.3606 2 1360.7066 0.0007 66.06 K - 0
3700 GDLGVEIGDPELVGIQK JW1843 ECK1855 pykA pyruvate kinase II 84 869.9653 2 1737.9160 0.0012 50.17 R A 0
3701 GDLGVEIPVEEVIFAQK JW1666 ECK1672 pykF pyruvate kinase I 44 921.9955 2 1841.9764 -0.0009 62.84 R M 0
3702 GDLLEGISR JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 50 480.2615 2 958.5084 0.0002 38.91 K K 0
3703 GDLVSRPIGEVLSEAK JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 37 557.3085 3 1668.9037 -0.0008 43.72 R R 0
3704 GDMLSMEDVLEILR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 119 810.9019 2 1619.7892 -0.0005 73.16 R I 0
3705 GDPVITIAPLSWK JW1606 ECK1609 ydgA conserved protein 42 698.8955 2 1395.7764 0.0003 55.16 K N 0
3706 GDQAEETILR JW1600 ECK1603 rstA DNA-bindng response regulator in two-component regulatory system with RstB 11 566.2857 2 1130.5568 0.0001 42.51 R E 0
3707 GDQDMILLLSK JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 83 616.8316 2 1231.6486 0.0005 51.77 K K 0
3708 GDQIRDWLYVEDHAR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 41 624.9711 3 1871.8915 -0.0001 42.84 K A 0
3709 GDQYPIALEGALK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 91 687.8669 2 1373.7192 0.0002 45.83 R L 0
3710 GDRVEGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 15 380.7010 2 759.3874 -0.0001 13.30 K I 0
3711 GDSNNLADKVR JW2667 ECK2692 alaS alanyl-tRNA synthetase 59 594.8016 2 1187.5886 -0.0008 21.28 K S 0
3712 GDSTIYLLMQ JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 44 570.7842 2 1139.5538 0.0006 55.76 R - 0
3713 GDSVFSPDDR JW3140 ECK3161 argG argininosuccinate synthetase 13 547.7411 2 1093.4676 0.0002 29.00 K I 0
3714 GDSVSFDEYWK JW2101 ECK2107 metG methionyl-tRNA synthetase 22 666.7906 2 1331.5666 -0.0003 47.51 R K 0
3715 GDTAGTGGKPATLSTGAVVK JW4107 ECK4141 efp Elongation factor EF-P 29 596.6550 3 1786.9432 0.0007 25.03 K V 0
3716 GDVAALNVDALTENQK JW0637 ECK0635 leuS leucyl-tRNA synthetase 108 829.4229 2 1656.8312 -0.0005 42.65 K A 0
3717 GDVAVFFGLSGTGK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 102 677.8540 2 1353.6934 0.0007 52.82 K T 0
3718 GDVFATAR JW0766 ECK0772 moaC molybdopterin biosynthesis, protein C 16 418.7166 2 835.4186 -0.0001 25.35 K I 0
3719 GDVISDGPEAPHDILR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 48 564.2848 3 1689.8326 0.0003 37.14 R L 0
3720 GDVLADGPSTDLGELALGQNMR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 107 1115.0443 2 2228.0740 -0.0001 55.35 R V 0
3721 GDVLEMNIR JW2997 ECK3020 ygiN quinol monooxygenase 49 523.7685 2 1045.5224 -0.0001 39.97 K I 0
3722 GDVVYLDLR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 62 525.2849 2 1048.5552 -0.0001 44.27 R H 0
3723 GDWLDCAK 57.021465@C:6 JW3887 ECK3908 pfkA 6-phosphofructokinase I 30 482.7133 2 963.4120 0.0001 35.39 K K 0
3724 GDWQNEVNVR JW0886 ECK0894 pflB pyruvate formate lyase I 60 608.7888 2 1215.5630 -0.0002 32.47 K D 0
3725 GDYEDRVDDYIIK JW1989 ECK2001 yeeX conserved protein 32 800.8778 2 1599.7410 -0.0005 38.30 K N 0
3726 GDYGGYKDDSGVHHLNVLDFQR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 35 623.7945 4 2491.1489 -0.0028 39.63 R Q 0
3727 GDYLGATVQVIPHITNAIK JW2751 ECK2774 pyrG CTP synthetase 41 670.7060 3 2009.0962 0.0016 52.32 R E 0
3728 GEAASNPEVIAR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 81 607.3124 2 1212.6102 0.0005 23.15 K T 0
3729 GEADAMICGTVGDYHEHFSVVK 57.021465@C:8 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 78 808.0313 3 2421.0721 -0.0006 44.69 R N 0
3730 GEAIGVIAAQSIGEPGTQLTMR 15.994915@M:21 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 71 739.0511 3 2214.1315 0.0001 49.44 K T 0
3731 GEATAHLIEDIPTGIYTIPEISSVGK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 74 904.4760 3 2710.4062 -0.0004 60.50 K T 0
3732 GEDALIIYDDLSK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 57 726.3667 2 1450.7188 -0.0003 51.39 R Q 0
3733 GEDHINNTPR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 53 384.8513 3 1151.5321 0.0001 16.60 R Q 0
3734 GEDITLFSPSDVPGLYDAFFADQEEFER JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 46 1065.4870 3 3193.4392 -0.0011 77.38 K L 0
3735 GEDLREQGYMGLHTVGR JW2507 ECK2520 pepB aminopeptidase B 40 639.9790 3 1916.9152 -0.0012 33.50 K G 0
3736 GEDVVVPGLFAVGEIACVSVHGANR 57.021465@C:17 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 35 851.4358 3 2551.2856 0.0005 62.52 K L 0
3737 GEEAIALALKTPR JW2504 ECK2516 yfhM conserved protein 12 684.8946 2 1367.7746 -0.0026 43.30 R N 0
3738 GEEVSRPSDDILFEIAQLAAQGVR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 53 1300.6680 2 2599.3214 -0.0026 71.05 R E 0
3739 GEFYQQLTNDLETAR JW3592 ECK3607 kbl glycine C-acetyltransferase 70 892.9267 2 1783.8388 0.0013 52.36 R A 0
3740 GEGDIDNAPWPVADEK JW0637 ECK0635 leuS leucyl-tRNA synthetase 35 856.8913 2 1711.7680 -0.0008 41.68 K A 0
3741 GEGFQQAVAAHK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 71 621.8151 2 1241.6156 0.0004 21.92 R F 0
3742 GEGGILVNK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 58 443.7530 2 885.4914 -0.0005 24.43 R N 0
3743 GEGGYLLNK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 42 475.7504 2 949.4862 -0.0005 26.69 R H 0
3744 GEGIACEAVALLIK 57.021465@C:6 JW2716 ECK2741 ispF 2C-methyl-D-erythritol 2,4-cyclodiphosphate synthase 81 722.3980 2 1442.7814 0.0013 59.40 R A 0
3745 GEGIPWEGNYSSWLEQK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 59 990.4602 2 1978.9058 -0.0001 56.80 R D 0
3746 GEGLGNQFLTNIR JW1194 ECK1191 ychF predicted GTP-binding protein 78 709.8725 2 1417.7304 -0.0008 44.08 K E 0
3747 GEGLVLHEAWLK JW2243 ECK2242 yfaY conserved protein 50 676.3719 2 1350.7292 -0.0002 42.52 K E 0
3748 GEGMVLTGPK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 54 494.7600 2 987.5054 -0.0004 26.78 K E 0
3749 GEGQPGDIETLEQLCR 57.021465@C:15 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 74 901.4228 2 1800.8310 -0.0001 44.69 R F 0
3750 GEGWAAIVADLR JW2497 ECK2509 yfgM conserved protein 88 629.3329 2 1256.6512 0.0001 57.61 K G 0
3751 GEIFHFNPGSVSIPK JW5377 ECK2294 yfcE predicted phosphatase 37 543.6195 3 1627.8367 0.0009 46.54 R G 0
3752 GEIGEEER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 39 459.7117 2 917.4088 -0.0001 18.29 K W 0
3753 GEIIDEDDLPIK JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 59 678.8483 2 1355.6820 0.0001 46.36 R M 0
3754 GEILGGMAAVEQPEKPAAQPK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 74 707.7050 3 2120.0932 -0.0004 37.19 K K 0
3755 GEIMPNIPQMSAFWYAVR JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 26 1055.5153 2 2109.0160 -0.0014 67.22 K T 0
3756 GEIPGLK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 36 357.2131 2 712.4116 -0.0002 27.86 R K 0
3757 GEIPGLKK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 30 421.2607 2 840.5068 0.0000 21.53 R A 0
3758 GEIRPLAQADAAELDALIVPGGFGAAK JW3176 ECK3198 elbB isoprenoid biosynthesis protein with amidotransferase-like domain 49 884.1449 3 2649.4129 0.0004 58.22 R N 0
3759 GELEGKPGQTLLLHHVPNVLSER JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 44 631.5968 4 2522.3581 -0.0025 39.95 R I 0
3760 GELEITDINR JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 62 580.3010 2 1158.5874 -0.0006 35.02 R I 0
3761 GELFGAK JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 42 361.1978 2 720.3810 0.0004 25.79 R G 0
3762 GELHCVGATTLDEYR 57.021465@C:5 JW2573 ECK2590 clpB protein disaggregation chaperone 79 860.9010 2 1719.7874 -0.0011 32.59 R Q 0
3763 GELHLSVLIENMR JW5571 ECK3864 bipA GTP-binding protein 55 504.2732 3 1509.7978 0.0005 48.32 R R 0
3764 GELQQLIK JW1646 ECK1650 ydhD conserved protein 40 464.7767 2 927.5388 0.0000 35.96 R E 0
3765 GELSFYDIFTLAR JW5063 ECK0452 ylaC predicted inner membrane protein 51 766.3930 2 1530.7714 -0.0003 68.48 K A 0
3766 GELTVDDSAIIGIIR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 30 786.4351 2 1570.8556 -0.0009 56.67 K Y 0
3767 GELVTVSETLQQILENHDYPQPVK JW5692 ECK3388 hslO heat shock protein Hsp33 67 913.1390 3 2736.3952 -0.0017 64.69 R N 0
3768 GEMNFDVVIASPDAMR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 72 876.4087 2 1750.8028 0.0010 52.46 K V 0
3769 GEMPQTIGGGIGQSR JW3722 ECK3738 asnA asparagine synthetase A 62 744.3671 2 1486.7196 -0.0001 32.44 R L 0
3770 GEMPSDFDAK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 48 548.7346 2 1095.4546 0.0004 27.60 K A 0
3771 GENYDGTTGSFADLLR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 114 858.3968 2 1714.7790 -0.0007 51.82 R L 0
3772 GEPAEFPVNGVIPGWIEALTLMPVGSK JW5746 ECK4203 fklB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 36 1404.7351 2 2807.4556 -0.0011 79.98 R W 0
3773 GEPGHPDAEAR JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 41 568.2596 2 1134.5046 -0.0006 15.71 K T 0
3774 GEPIPLVLLDDPSPFR JW2284 ECK2283 lrhA DNA-binding transcriptional repressor 66 882.9804 2 1763.9462 0.0005 63.57 K D 0
3775 GEPLSFR JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 22 403.2138 2 804.4130 0.0001 28.81 R L 0
3776 GEQVVNIGSQDMNDNVWLTLAK JW2924 ECK2952 ansB periplasmic L-asparaginase II 83 1216.0994 2 2430.1842 -0.0006 59.01 K K 0
3777 GEREPVTEAER JW3737 ECK3757 yifE conserved protein 35 636.8121 2 1271.6096 -0.0008 17.91 R V 0
3778 GERPFVLGPTHEEVITDLIR JW0190 ECK0194 proS prolyl-tRNA synthetase 40 570.3104 4 2277.2125 0.0010 49.77 R N 0
3779 GESAPTTAFGAAVVGGDNGR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 117 917.4400 2 1832.8654 0.0002 39.38 R V 0
3780 GESNILLER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 49 515.7800 2 1029.5454 0.0001 31.25 R L 0
3781 GESSLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 35 441.7192 2 881.4238 -0.0004 27.89 K D 0
3782 GESTEALLPNMVATSLAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 39 916.4762 2 1830.9378 -0.0018 54.04 K L 0
3783 GETATRPQDEITVQMAER JW1279 ECK1281 rnb ribonuclease II 55 677.9969 3 2030.9689 -0.0001 32.34 K R 0
3784 GETDELAALVAQQR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 63 750.8860 2 1499.7574 -0.0004 47.52 K V 0
3785 GETIDIDGYQFK JW0655 ECK0650 ybeX predicteed ion transport 56 693.3336 2 1384.6526 0.0016 48.30 R V 0
3786 GETLADTISVISTYVDAIVMR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 53 752.0594 3 2253.1564 0.0003 80.65 K H 0
3787 GETPFEINSR JW1606 ECK1609 ydgA conserved protein 17 575.2801 2 1148.5456 -0.0004 32.05 K I 0
3788 GETPIDWMPVLPAESE JW2564 ECK2578 ung uracil-DNA-glycosylase 36 885.9167 2 1769.8188 0.0008 64.82 R - 0
3789 GETQALVTATLGTAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 114 744.9043 2 1487.7940 -0.0003 42.59 R D 0
3790 GETQLTPEEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 30 566.2801 2 1130.5456 0.0002 20.98 K L 0
3791 GETVGAQLTGDDR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 81 659.8152 2 1317.6158 -0.0002 27.12 R V 0
3792 GETVGQELAGNPK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 105 650.3300 2 1298.6454 -0.0012 26.86 R V 0
3793 GEVADAVSGMLTELQER JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 34 902.9413 2 1803.8680 0.0008 62.98 K Y 0
3794 GEVDALR JW2424 ECK2426 yfeX conserved protein 37 380.2034 2 758.3922 0.0000 22.07 K A 0
3795 GEVFLPQAGFEK JW2403 ECK2406 ligA DNA ligase, NAD(+)-dependent 84 661.3430 2 1320.6714 0.0000 43.48 R I 0
3796 GEVLAVGNGR JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 46 486.2670 2 970.5194 -0.0001 23.99 R I 0
3797 GEVLDIVAEPR JW1279 ECK1281 rnb ribonuclease II 28 599.3273 2 1196.6400 -0.0001 41.70 K R 0
3798 GEVLENLIPEAFAVVR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 81 878.4866 2 1754.9586 0.0021 67.18 K E 0
3799 GEVVASTFDEPASR JW3756 ECK3775 rho transcription termination factor 77 732.8516 2 1463.6886 -0.0005 32.66 K H 0
3800 GEVVLGDEFSPDGSR JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 88 782.3678 2 1562.7210 -0.0001 41.98 K L 0
3801 GEVVSHIASDNVLGGK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 40 527.9455 3 1580.8147 -0.0010 31.82 K I 0
3802 GEWGSATWEMR JW3619 ECK3634 yicC conserved protein 59 655.2851 2 1308.5556 0.0000 42.27 K S 0
3803 GEYQYLNPNDHVNK JW4099 ECK4133 aspA aspartate ammonia-lyase 60 845.8941 2 1689.7736 -0.0010 27.91 K C 0
3804 GFAGTVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 37 340.1925 2 678.3704 0.0003 20.62 K R 0
3805 GFAGTVKR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 13 418.2429 2 834.4712 0.0002 16.27 K W 0
3806 GFAVTPPELTK JW0738 ECK0744 gpmA phosphoglyceromutase 1 50 580.3228 2 1158.6310 0.0025 40.35 R D 0
3807 GFCAGVDR 57.021465@C:3 JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 24 441.2008 2 880.3870 0.0009 22.56 R A 0
3808 GFEELDTSK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 62 513.2430 2 1024.4714 0.0001 28.34 K - 0
3809 GFEGGQMPLYR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 61 627.8000 2 1253.5854 -0.0008 39.63 R R 0
3810 GFEQASPSTVTLAK JW3403 ECK3425 yhhX predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 49 718.3734 2 1434.7322 -0.0031 32.57 R - 0
3811 GFEYSDCWVDDAR 57.021465@C:7 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 61 810.3251 2 1618.6356 -0.0001 45.21 R L 0
3812 GFFSGVIPR JW3395 ECK3418 glgB 1,4-alpha-glucan branching enzyme 54 490.2718 2 978.5290 0.0004 46.39 R R 0
3813 GFFSLDLYR JW3002 ECK3025 nudF ADP-ribose pyrophosphatase 44 559.2876 2 1116.5606 0.0004 55.17 R F 0
3814 GFFSLLLSQLFHGEPK JW0655 ECK0650 ybeX predicteed ion transport 12 607.3299 3 1818.9679 0.0011 74.60 K N 0
3815 GFFSWLGFGQK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 74 637.3219 2 1272.6292 0.0002 64.51 R E 0
3816 GFGFICPEGGGEDIFAHYSTIQMDGYR 57.021465@C:6 JW0864 ECK0871 cspD cold shock protein homolog 58 1008.7808 3 3023.3206 -0.0011 60.42 K T 0
3817 GFGFITPADGSK JW1812 ECK1821 cspC stress protein, member of the CspA-family 42 598.8018 2 1195.5890 0.0017 43.12 K D 0
3818 GFGFITPDDGSK JW3525 ECK3543 cspA major cold shock protein 47 620.7957 2 1239.5768 -0.0003 43.18 K D JW0974
3819 GFGFITPEDGSK JW0618 ECK0616 cspE DNA-binding transcriptional repressor 31 627.8032 2 1253.5918 -0.0009 41.36 K D 0
3820 GFGFITPEDGSKDVFVHFSAIQTNGFK JW0618 ECK0616 cspE DNA-binding transcriptional repressor 13 737.1173 4 2944.4401 0.0005 58.45 K T 0
3821 GFGFLEVDAQK JW1279 ECK1281 rnb ribonuclease II 70 605.8087 2 1209.6028 -0.0001 47.76 K S 0
3822 GFGGDTLNTSVYIAR JW5668 ECK3511 kdgK ketodeoxygluconokinase 87 785.8964 2 1569.7782 -0.0004 42.96 R Q 0
3823 GFGHTLGNALR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 65 571.8070 2 1141.5994 0.0003 28.07 R R 0
3824 GFGHTLGNALRR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 13 433.5738 3 1297.6996 -0.0007 26.20 R I 0
3825 GFGSFSLHYR JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 46 585.7884 2 1169.5622 0.0005 38.42 R A 0
3826 GFHEEPQVLHYDSR JW0163 ECK0166 map methionine aminopeptidase 83 857.4021 2 1712.7896 -0.0009 29.13 R E 0
3827 GFHHGTLLLNADLSR JW4349 ECK4378 lplA lipoate-protein ligase A 34 550.9619 3 1649.8639 0.0002 34.68 R L 0
3828 GFHVERDQVGNILIR JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 37 584.9880 3 1751.9422 -0.0008 37.91 K K 0
3829 GFIDVEQVR JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 22 531.7826 2 1061.5506 0.0001 37.06 K K 0
3830 GFIKQEK JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 28 425.2449 2 848.4752 -0.0004 18.00 R V 0
3831 GFILHTPPSNFASSIR JW2915 ECK2943 yqgE predicted protein 62 581.9774 3 1742.9104 0.0001 42.95 R I 0
3832 GFIRVDK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 30 417.7455 2 833.4764 0.0005 22.45 R Q 0
3833 GFKEAEAK JW2535 ECK2548 glyA serine hydroxymethyltransferase 15 440.2322 2 878.4498 0.0002 16.21 R E 0
3834 GFLFGAPVALGLGVGFVPVR JW0458 ECK0463 apt adenine phosphoribosyltransferase 96 658.3847 3 1972.1323 0.0027 71.38 R K 0
3835 GFLIGGTSGR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 41 482.7642 2 963.5138 0.0001 32.75 R T 0
3836 GFLQALGHQGNVK JW4126 ECK4164 yjeE ATPase with strong ADP affinity 68 684.8722 2 1367.7298 -0.0011 34.67 R S 0
3837 GFLQTLAR JW4215 ECK4251 valS valyl-tRNA synthetase 22 453.2635 2 904.5124 -0.0005 39.77 R L 0

24



3838 GFLSGKR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 28 382.7245 2 763.4344 0.0004 19.74 M I 0
3839 GFNEGVFTAAK JW1049 ECK1047 pyrC dihydro-orotase 79 570.7872 2 1139.5598 -0.0013 34.28 R L 0
3840 GFPHADYPDAVR JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 24 448.8821 3 1343.6245 -0.0014 30.51 K L 0
3841 GFPLAYVGDVVGTGSSR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 98 841.4311 2 1680.8476 0.0006 54.83 K K 0
3842 GFQSEVKQLLHLMIHSLYSNKEIFLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 47 783.4271 4 3129.6793 -0.0001 70.89 R E 0
3843 GFQSNTIGPK JW0172 ECK0176 yaeT conserved protein 54 524.7744 2 1047.5342 -0.0006 24.91 R A 0
3844 GFSGEDATPALEGADVVLISAGVAR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 118 1201.6126 2 2401.2106 -0.0017 62.50 K K 0
3845 GFSLAQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 29 375.7107 2 749.4068 -0.0003 23.28 R M 0
3846 GFSVNFER JW0893 ECK0901 cmk cytidylate kinase 10 478.2348 2 954.4550 -0.0009 36.77 K L 0
3847 GFTAEDFALSHPGGALGR JW3164 ECK3186 kdsD D-arabinose 5-phosphate isomerase 20 601.6319 3 1801.8739 -0.0008 43.53 R K 0
3848 GFTPSRPGHLHGAHS JW1178 ECK1177 dadA D-amino acid dehydrogenase 12 519.9286 3 1556.7640 0.0045 18.96 R - 0
3849 GFTQDDAHIFCTEEQIRDEVNGCIR 57.021465@C:11,57.021465@C:23 JW1709 ECK1717 thrS threonyl-tRNA synthetase 57 1004.1192 3 3009.3358 0.0013 52.30 R L 0
3850 GFTRPTAIQAAAIPPALDGR JW2560 ECK2574 srmB ATP-dependent RNA helicase 51 675.0401 3 2022.0985 -0.0024 42.92 K D 0
3851 GFTSEITVTSNGK JW2408 ECK2410 ptsH phosphohistidinoprotein-hexose phosphotransferase component of PTS system (Hpr) 48 670.8383 2 1339.6620 0.0002 33.59 K S 0
3852 GFYAEHDGKPFFDGLVEFMTSGPIVVSVLEGENAVQR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 23 1011.2479 4 4040.9625 0.0010 79.89 R H 0
3853 GFYDAIQALVAQR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 42 726.3859 2 1450.7572 0.0005 63.00 K K 0
3854 GFYSQCAK 57.021465@C:6 JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 26 480.7164 2 959.4182 0.0012 22.53 K Y 0
3855 GGAALSIR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 25 372.7220 2 743.4294 0.0006 24.62 R H 0
3856 GGAGFSTGLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 52 447.7378 2 893.4610 0.0005 25.52 R W 0
3857 GGALDYQEWCAAHPGER 57.021465@C:10 JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 63 639.6160 3 1915.8262 -0.0010 35.70 R F 0
3858 GGAPAHAALLSQPPGSLK JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 17 557.9769 3 1670.9089 -0.0014 30.16 R G 0
3859 GGAQGDLLCR 57.021465@C:9 JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 56 523.7555 2 1045.4964 -0.0009 24.85 R V 0
3860 GGAVGTLMSNMGLELALK JW3143 ECK3165 glmM phosphoglucosamine mutase 79 881.4655 2 1760.9164 0.0001 63.45 R Q 0
3861 GGDGNYGYNAATEEYGNMIDMGILDPTK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 104 1483.6438 2 2965.2730 -0.0015 63.02 K V 0
3862 GGDHSILGAQDVVHFAELHGLNSR JW0162 ECK0165 glnD uridylyltransferase 28 633.0700 4 2528.2509 -0.0008 49.17 R E 0
3863 GGDIEETAFNTNLEAADEIAR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 128 1118.5215 2 2235.0284 -0.0005 51.20 R Q 0
3864 GGDLGEFR JW3748 ECK3767 ppiC peptidyl-prolyl cis-trans isomerase C (rotamase C) 36 425.7062 2 849.3978 -0.0003 26.53 R Q 0
3865 GGDLGQPFQFK JW5058 ECK0420 yajQ predicted nucleotide binding protein 26 597.3012 2 1192.5878 0.0001 39.51 R N 0
3866 GGDVEQALLPAYPK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 82 729.3854 2 1456.7562 0.0001 44.88 R E 0
3867 GGEAFHTGCIPFYK 57.021465@C:9 JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 41 528.5818 3 1582.7236 -0.0002 39.30 R H 0
3868 GGESVNDQGAEDQR JW2573 ECK2590 clpB protein disaggregation chaperone 83 731.3139 2 1460.6132 0.0006 17.64 R Q 0
3869 GGFTVELNGIR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 79 581.8140 2 1161.6134 -0.0007 42.99 K A 0
3870 GGGDETFVQGR JW1964 ECK1978 yeeN conserved protein 72 561.7624 2 1121.5102 0.0002 23.52 K Y 0
3871 GGGISGQAGAIR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 61 522.2831 2 1042.5516 -0.0001 22.28 K H 0
3872 GGGLCLGGK 57.021465@C:5 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 51 409.7131 2 817.4116 0.0001 24.38 R I 0
3873 GGGNTIEYFVNTTFNYPTMAEAYR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 94 1358.6206 2 2715.2266 -0.0007 64.61 K V 0
3874 GGGRPDMAQAGGTDAAALPAALASVK JW2667 ECK2692 alaS alanyl-tRNA synthetase 113 785.0706 3 2352.1900 0.0044 43.65 K G 0
3875 GGHIYNICAPAHPAR 57.021465@C:8 JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 82 817.4047 2 1632.7948 0.0006 24.79 K N 0
3876 GGHSGGEIHVGLGNANK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 116 802.3996 2 1602.7846 -0.0016 21.71 K L 0
3877 GGHTEATIDLMTLAGFKPAGVLCELTNDDGTMAR 57.021465@C:23 JW3009 ECK3032 ribB 3,4 dihydroxy-2-butanone-4-phosphate synthase 28 891.4300 4 3561.6909 0.0009 65.84 R A 0
3878 GGHVEQATFWTGLRPMTPDGTPVVGR JW1178 ECK1177 dadA D-amino acid dehydrogenase 43 692.3500 4 2765.3709 0.0001 46.92 R T 0
3879 GGIKVTTASVASDGNLAITCSR 57.021465@C:20 JW5057 ECK0418 yajL conserved protein 11 545.2859 4 2177.1145 0.0035 24.40 R G 0
3880 GGISFESEEAK JW5741 ECK4175 rnr exoribonuclease R, RNase R 30 577.2722 2 1152.5298 0.0000 29.41 R F 0
3881 GGIYEVLAHAEK JW2363 ECK2362 dsdA D-serine ammonia-lyase 54 643.8405 2 1285.6664 -0.0002 38.77 R L 0
3882 GGIYLYPSTASHPDGK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 14 554.9420 3 1661.8042 -0.0006 32.45 K L 0
3883 GGKGPSICDVLTGGAHGVPR 57.021465@C:8 JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 13 484.5020 4 1933.9789 -0.0001 37.25 K E 0
3884 GGLAGSTVLDAK JW5526 ECK3113 garR tartronate semialdehyde reductase 63 544.8007 2 1087.5868 -0.0004 32.31 R A 0
3885 GGLDPLLK JW3585 ECK3600 grxC glutaredoxin 3 55 406.7476 2 811.4806 0.0003 35.26 R - 0
3886 GGLGNLMK JW0460 ECK0465 ybaB conserved protein 37 395.2179 2 788.4212 -0.0002 29.58 K Q 0
3887 GGLILAK JW2535 ECK2548 glyA serine hydroxymethyltransferase 46 336.2260 2 670.4374 -0.0003 25.37 R G 0
3888 GGLNLTNEELAQTFTEWNNGELSSYLIDITK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 45 1157.5700 3 3469.6882 -0.0008 77.39 K D 0
3889 GGLVPGALLAR JW0228 ECK0239 gpt guanine-hypoxanthine phosphoribosyltransferase 51 512.3193 2 1022.6240 0.0005 42.18 R E 0
3890 GGLVPGALLARELGIR JW0228 ECK0239 gpt guanine-hypoxanthine phosphoribosyltransferase 13 531.3249 3 1590.9529 -0.0040 55.59 R H 0
3891 GGNFFQPTILVDVPANAK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 16 944.5023 2 1886.9900 0.0011 56.75 R V 0
3892 GGNLMVLPLDQMLK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 46 764.9142 2 1527.8138 -0.0015 62.05 K G 0
3893 GGQAEEVAQAIVWLLSDK JW2870 ECK2897 ygfF predicted NAD(P)-binding oxidoreductase with NAD(P)-binding Rossmann-fold domain 72 638.6711 3 1912.9915 0.0021 79.49 R A 0
3894 GGQLTTTTEVENWPGDPNDLTGPLLMER JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 31 1014.4890 3 3040.4452 0.0004 59.02 K M 0
3895 GGSEELYK JW2535 ECK2548 glyA serine hydroxymethyltransferase 49 441.7137 2 881.4128 -0.0002 21.22 K K 0
3896 GGSEELYKK JW2535 ECK2548 glyA serine hydroxymethyltransferase 53 505.7613 2 1009.5080 0.0000 18.31 K L 0
3897 GGSEEPMDLFK JW3465 ECK3483 prlC oligopeptidase A 34 605.2765 2 1208.5384 0.0001 43.88 R R 0
3898 GGTFLGSAR JW3887 ECK3908 pfkA 6-phosphofructokinase I 18 433.2307 2 864.4468 0.0014 22.68 R F 0
3899 GGTPYGATTIAGGDGSR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 89 769.3659 2 1536.7172 0.0005 27.78 R Q 0
3900 GGTTHLGLPVFNTVR JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 45 784.9304 2 1567.8462 -0.0008 42.44 K E 0
3901 GGTVLNIPQQLILPDTVHEGIVINSAEMR JW0803 ECK0809 ybiS conserved protein 40 1038.8924 3 3113.6554 0.0012 60.87 K L 0
3902 GGVGILR JW3684 ECK3699 trmE GTPase 30 336.2135 2 670.4124 -0.0001 23.90 R I 0
3903 GGVIFSVADQFGIPIR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 56 838.4620 2 1674.9094 0.0002 63.00 K Y 0
3904 GGVIPGEYIPAVDK JW3302 ECK3327 fusA protein chain elongation factor EF-G 75 707.8826 2 1413.7506 0.0004 42.89 K G 0
3905 GGVIPGEYIPAVDKGIQEQLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 36 737.7389 3 2210.1949 0.0003 49.12 K A 0
3906 GGVISPQPAFMQLVR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 48 800.4377 2 1598.8608 0.0006 53.23 R Q 0
3907 GGVLEVYMGHYMR JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 89 756.3599 2 1510.7052 -0.0007 45.09 K E 0
3908 GGVNVAAGTGISNYINTIPVEEQPEYPGNLELER JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 23 1200.9322 3 3599.7748 0.0006 59.85 K R 0
3909 GGVNYLFDNGVTPYFSYSESFEPSSQVGK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 10 1059.1564 3 3174.4474 0.0017 62.97 R D 0
3910 GGVPVCWPWFGPAAQQGLPAHGFAR 57.021465@C:6 JW1769 ECK1778 yeaD conserved protein 65 888.4408 3 2662.3006 -0.0010 58.02 R N 0
3911 GGVSLRPGDGVIHSWLNR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 57 960.5131 2 1919.0116 -0.0009 43.47 R M 0
3912 GGVVIEPMLTDQWYVR JW4215 ECK4251 valS valyl-tRNA synthetase 73 931.9772 2 1861.9398 0.0002 56.96 R A 0
3913 GGVVQYVDASR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 74 575.7962 2 1149.5778 0.0000 29.18 R I 0
3914 GGWHGLGNTR JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 26 527.7640 2 1053.5134 0.0031 22.97 K F 0
3915 GGWTELDLAQTNYLR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 84 868.9343 2 1735.8540 0.0012 53.86 R E 0
3916 GGYDINGLILVER JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 43 709.8856 2 1417.7566 0.0002 52.50 R E 0
3917 GGYFPVPPVDSAQDIR JW3841 ECK3863 glnA glutamine synthetase 87 859.4327 2 1716.8508 0.0038 45.23 K S 0
3918 GHAAQLSQYNQVLASLK JW0907 ECK0915 mukB fused chromosome partitioning proteins 58 609.9947 3 1826.9623 -0.0015 42.23 R S 0
3919 GHAAVLLPFDPVRDEVVLIEQIR JW3002 ECK3025 nudF ADP-ribose pyrophosphatase 32 647.3663 4 2585.4361 0.0034 65.36 R I 0
3920 GHAELYR JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 18 423.2163 2 844.4180 -0.0010 17.88 K G 0
3921 GHALEAVAK JW5854 ECK3820 yigL predicted hydrolase 48 448.2531 2 894.4916 -0.0005 17.98 K K 0
3922 GHDIDAPGLNYK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 67 650.3199 2 1298.6252 -0.0002 27.54 K A 0
3923 GHEDYQIVGNQR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 17 472.5603 3 1414.6591 0.0002 22.99 K L 0
3924 GHEFMLK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 33 431.2175 2 860.4204 -0.0010 24.10 K Y 0
3925 GHEVNFICADDAHGTPIMLK 57.021465@C:8 JW2101 ECK2107 metG methionyl-tRNA synthetase 53 742.3539 3 2224.0399 -0.0005 41.68 R A 0
3926 GHIAGSINLLPSEIK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 86 774.9421 2 1547.8696 0.0026 40.41 K A 0
3927 GHKPLYR JW0719 ECK0718 mngR DNA-binding transcriptional dual regulator, fatty-acyl-binding 13 435.7510 2 869.4874 0.0003 15.03 M Q 0
3928 GHKPLYRQIADRIR JW0719 ECK0718 mngR DNA-binding transcriptional dual regulator, fatty-acyl-binding 19 431.5022 4 1721.9797 -0.0004 29.86 M E 0
3929 GHLTLQMTTLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 62 635.8498 2 1269.6850 -0.0012 33.36 K E 0
3930 GHNYSLEALLAGNYLMADLFR JW4121 ECK4156 psd phosphatidylserine decarboxylase 75 790.0637 3 2367.1693 0.0012 71.54 K N 0
3931 GHQHANLDPLGLWQQDK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 19 489.9982 4 1955.9637 0.0037 44.02 R V 0
3932 GHRPAVK JW3841 ECK3863 glnA glutamine synthetase 26 382.7299 2 763.4452 -0.0001 13.49 K G 0
3933 GHSNIQGLTDLGLLSQSLPGYMTLPSEK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 98 986.1733 3 2955.4981 -0.0031 63.10 R Q 0
3934 GHTELYR JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 19 438.2217 2 874.4288 -0.0008 18.26 K G 0
3935 GHTIQEVR JW5873 ECK4366 prfC peptide chain release factor RF-3 15 470.2539 2 938.4932 -0.0002 10.52 K I 0
3936 GHTLTQSQNDALVAVFQAAFSK JW2462 ECK2473 nlpB lipoprotein 58 778.4016 3 2332.1830 0.0018 62.07 K - 0
3937 GHVYIAQPPLYK JW5625 ECK3691 gyrB DNA gyrase, subunit B 64 693.3823 2 1384.7500 -0.0003 31.43 R V 0
3938 GHYGVALLTK JW1738 ECK1747 xthA exonuclease III 19 529.8037 2 1057.5928 0.0008 30.14 K E 0
3939 GIAAASLAAILEAR JW2751 ECK2774 pyrG CTP synthetase 77 442.9298 3 1325.7676 0.0009 58.29 K G 0
3940 GIAILQYLEK JW0494 ECK0499 allR DNA-binding transcriptional regulator 56 574.3398 2 1146.6650 0.0002 56.33 R S 0
3941 GIAIRPEVLLLDEPCSALDPISTGR 57.021465@C:15 JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 46 898.1499 3 2691.4279 0.0015 59.83 R I 0
3942 GIANSILIK JW2750 ECK2773 eno enolase 61 464.7950 2 927.5754 0.0001 39.17 K F 0
3943 GIASMHCSANVGEK 57.021465@C:7 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 36 487.5585 3 1459.6537 -0.0009 21.13 K G 0
3944 GIATCVLLGNPAEINR 57.021465@C:5 JW2294 ECK2291 pta phosphate acetyltransferase 103 849.4534 2 1696.8922 -0.0007 46.62 R V 0
3945 GIAWSLHSSIEEVMAEVDILYMTR 15.994915@M:22 JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 48 922.7876 3 2765.3410 0.0007 79.73 K V 0
3946 GICGLPFTR 57.021465@C:3 JW0888 ECK0896 ycaO conserved protein 23 510.7685 2 1019.5224 0.0003 42.49 R Q 0
3947 GICLSAGSPVSHSALIAR 57.021465@C:3 JW5185 ECK1186 dhaH fused predicted dihydroxyacetone-specific PTS enzyme HPr component -!- EI component 66 599.3211 3 1794.9415 0.0006 37.15 K E 0
3948 GIDIAGSK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 22 380.7135 2 759.4124 -0.0002 23.42 K G 0
3949 GIDIPDVSHVFNFDMPR JW2560 ECK2574 srmB ATP-dependent RNA helicase 27 653.6527 3 1957.9363 0.0006 62.00 R S 0
3950 GIDKAVTAAVEELK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 55 722.4062 2 1442.7978 -0.0001 47.11 R A 0
3951 GIDMLDAPVSGGEPK JW5526 ECK3113 garR tartronate semialdehyde reductase 100 743.3662 2 1484.7178 -0.0002 40.55 K A 0
3952 GIDTVLAELR JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 88 543.8113 2 1085.6080 0.0000 52.50 K A 0
3953 GIEDALTADGKPLLDVWMSHGDK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 71 823.4091 3 2467.2055 0.0003 60.84 R V 0
3954 GIEEAYR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 12 419.2087 2 836.4028 0.0000 23.35 R T 0
3955 GIEEVGPNNVPYIVATITSNSAGGQPVSLANLK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 55 828.1879 4 3308.7225 -0.0027 67.84 R A 0
3956 GIEGSSLDVPENIVHSGK JW5058 ECK0420 yajQ predicted nucleotide binding protein 69 919.4682 2 1836.9218 0.0002 39.68 R T 0
3957 GIEIDPIGR JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 38 485.2721 2 968.5296 0.0006 39.21 R I 0
3958 GIEIHDEPDAWYLHVGAGENWHR JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 83 676.0682 4 2700.2437 -0.0031 45.97 K L 0
3959 GIELEVR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 28 408.2347 2 814.4548 0.0000 31.80 R K 0
3960 GIEVGHIFQLGTK JW0190 ECK0194 proS prolyl-tRNA synthetase 67 699.8898 2 1397.7650 -0.0016 45.58 R Y 0
3961 GIEVKPGEIVIPFTD JW1050 ECK1048 yceB predicted lipoprotein 13 807.4434 2 1612.8722 0.0010 57.18 K - 0
3962 GIEVLLLSDR JW0462 ECK0467 htpG molecular chaperone HSP90 family 18 557.8271 2 1113.6396 0.0003 51.42 K I 0
3963 GIFAAER JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 20 382.2082 2 762.4018 -0.0005 25.13 R I 0
3964 GIFQGIK JW0566 ECK0569 ybdG predicted mechanosensitive channel 12 381.7287 2 761.4428 -0.0006 30.10 K L 0
3965 GIFSEYGLLK JW1117 ECK1117 purB adenylosuccinate lyase 72 563.8109 2 1125.6072 0.0003 51.09 R F 0
3966 GIGALYVR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 33 424.7520 2 847.4894 -0.0021 32.16 K R 0
3967 GIGDKINAMLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 46 580.3289 2 1158.6432 0.0002 40.93 K Q 0
3968 GIGGFTK JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 21 340.1922 2 678.3698 -0.0001 24.57 K E 0
3969 GIGPAYEDK JW4135 ECK4173 purA adenylosuccinate synthetase 24 475.2346 2 948.4546 -0.0006 21.97 R V 0
3970 GIGRPSTYASIISTIQDR JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 19 645.6808 3 1934.0206 -0.0015 45.50 R G 0
3971 GIGSGLGK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 35 344.7034 2 687.3922 0.0009 20.27 R T 0
3972 GIGYLPQEASIFR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 58 725.8882 2 1449.7618 0.0003 51.15 R R 0
3973 GIHNLSQAPQEGCVLTIGNFDGVHR 57.021465@C:13 JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 24 680.5891 4 2718.3273 -0.0024 43.40 R G 0
3974 GIHTLEHLFAGFMR JW2662 ECK2681 luxS S-ribosylhomocysteinase 71 814.9215 2 1627.8284 -0.0009 52.67 R N 0
3975 GIIAVSR JW0228 ECK0239 gpt guanine-hypoxanthine phosphoribosyltransferase 35 358.2264 2 714.4382 -0.0005 25.06 K G 0
3976 GIIDFLNQYEEAVK JW2120 ECK2125 bglX beta-D-glucoside glucohydrolase, periplasmic 80 819.9234 2 1637.8322 0.0022 65.89 K V 0
3977 GIIELSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 45 394.2371 2 786.4596 -0.0003 34.02 K E 0
3978 GIIIISSEMPELLGITDR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 35 979.0378 2 1956.0610 0.0010 66.59 K I 0
3979 GIILAGGSGTR JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 28 501.2905 2 1000.5664 -0.0001 26.63 K L JW3763
3980 GIIYHVDATQSVGK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 48 496.6000 3 1486.7782 0.0001 29.86 R L 0
3981 GIIYHVDATQSVGKLPIDLSQLK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 54 832.4671 3 2494.3795 0.0002 51.27 R V 0
3982 GIKDVSFDR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 24 346.1858 3 1035.5356 0.0006 24.84 K S 0
3983 GIKDVVTQPQA JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 61 578.3225 2 1154.6304 0.0009 28.10 K - 0
3984 GIKREEIER JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 16 377.2155 3 1128.6247 -0.0004 17.42 R G JW3943
3985 GIKVEVSGR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 34 315.5223 3 943.5451 0.0001 20.49 K L 0
3986 GILANYGIELR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 64 609.8453 2 1217.6760 -0.0006 48.63 R G 0
3987 GILASIEQQNK JW2516 ECK2529 yfhQ predicted methyltransferase 77 600.8330 2 1199.6514 0.0004 36.15 R G 0
3988 GILDPEDAR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 26 493.2508 2 984.4870 -0.0005 31.30 K D 0
3989 GILDSFK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 12 390.2186 2 778.4226 0.0002 42.10 K A 0
3990 GILEQYGHK JW0885 ECK0893 pflA pyruvate formate lyase activating enzyme 1 31 522.7776 2 1043.5406 0.0007 24.72 K V 0
3991 GILLYHR JW1269 ECK1272 ribA GTP cyclohydrolase II 36 436.2613 2 870.5080 0.0006 28.12 R Q 0
3992 GILMGLVR JW0822 ECK0828 yliJ predicted glutathione S-transferase 48 429.7651 2 857.5156 0.0000 44.79 R T 0
3993 GILPIDTYK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 18 510.2925 2 1018.5704 0.0005 39.66 K K 0
3994 GILPIDTYKK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 26 574.3396 2 1146.6646 -0.0002 34.15 K D 0
3995 GILSVPVPVGK JW5427 ECK2653 ygaT predicted protein 16 533.3370 2 1064.6594 0.0001 45.57 K F 0
3996 GIMEGEYDHLPEQAFYMVGSIEEAVEK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 25 1024.4724 3 3070.3954 0.0015 72.80 K A 0
3997 GINESDMVLMPDASTAVIDPFFADSTLIIR JW3841 ECK3863 glnA glutamine synthetase 13 1080.2062 3 3237.5968 0.0031 75.70 K C 0
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3998 GINFIACPTCSR 57.021465@C:7,57.021465@C:10 JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 46 698.3285 2 1394.6424 -0.0010 40.14 R Q 0
3999 GINSYYLTSDGSTMSYR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 97 957.9305 2 1913.8464 0.0000 43.48 K T 0
4000 GIPADKISAR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 75 514.2983 2 1026.5820 -0.0001 20.75 K G 0
4001 GIPTGIHPEEGVSAAEVIMTVLHAGGK JW5625 ECK3691 gyrB DNA gyrase, subunit B 48 890.8019 3 2669.3839 -0.0007 63.92 R F 0
4002 GIPTLLLFK JW5856 ECK3773 trxA thioredoxin 1 54 501.3234 2 1000.6322 0.0002 56.02 R N 0
4003 GIPVFNAPFSNTR JW2880 ECK2909 serA D-3-phosphoglycerate dehydrogenase 39 710.3725 2 1418.7304 -0.0002 48.09 R S 0
4004 GIQALFVR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 47 452.2742 2 902.5338 0.0001 42.88 R R 0
4005 GIQEQLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 38 408.2348 2 814.4550 0.0003 21.17 K A 0
4006 GIRPGAYCEPK 57.021465@C:8 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 36 624.3136 2 1246.6126 -0.0001 20.78 K M 0
4007 GISHFITEHIAPFYER JW5404 ECK2519 sseB rhodanase-like enzyme, sulfur transfer from thiosulfate 28 479.9969 4 1915.9585 0.0006 48.21 K R 0
4008 GISLLDAFGAANDVLK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 98 802.4385 2 1602.8624 0.0008 66.34 R G 0
4009 GISPAGLATSFEK JW2903 ECK2931 yggG predicted peptidase 64 639.3402 2 1276.6658 -0.0004 44.36 R L 0
4010 GISTEGVLPGK JW2768 ECK2792 sdaB L-serine deaminase II 55 529.2979 2 1056.5812 -0.0003 31.45 R L 0
4011 GISYETATFPWAASGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 61 857.4154 2 1712.8162 0.0005 52.35 K A 0
4012 GITDILVVDNLKDGTK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 52 567.6526 3 1699.9360 0.0005 48.96 K F 0
4013 GITEPTPTFSACFGAAFLSLHPTQYAEVLVK 57.021465@C:12 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 39 1118.2360 3 3351.6862 0.0014 67.97 R R 0
4014 GITFDSGGYSIK JW2507 ECK2520 pepB aminopeptidase B 44 622.8116 2 1243.6086 0.0002 39.05 K Q 0
4015 GITILAK JW5571 ECK3864 bipA GTP-binding protein 43 358.2392 2 714.4638 -0.0002 29.15 R N 0
4016 GITINTSHVEYDTPTR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 49 601.9674 3 1802.8804 0.0004 32.22 R H JW3943
4017 GITITSAATTAFWSGMAK JW3302 ECK3327 fusA protein chain elongation factor EF-G 103 907.4616 2 1812.9086 0.0007 58.46 R Q 0
4018 GITVNVVAPGFIETDMTR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 81 960.4980 2 1918.9814 -0.0007 55.40 R A 0
4019 GITVSDHGAIK JW2120 ECK2125 bglX beta-D-glucoside glucohydrolase, periplasmic 39 549.3009 2 1096.5872 -0.0003 22.05 K E 0
4020 GIVDIPVYPLK JW1178 ECK1177 dadA D-amino acid dehydrogenase 36 607.3637 2 1212.7128 0.0011 52.89 K G 0
4021 GIVEEGHK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 42 434.7300 2 867.4454 0.0004 16.46 K I 0
4022 GIVIINPNNPTGAVYSK JW2287 ECK2284 yfbQ predicted aminotransferase 93 878.9844 2 1755.9542 0.0024 43.16 R E 0
4023 GIVTLLER JW0518 ECK0522 folD bifunctional 5,10-methylene-tetrahydrofolate dehydrogenase -!- 5,10-methylene-tetrahydrofolate cyclohydrolase 16 450.7794 2 899.5442 0.0002 41.51 R Y 0
4024 GIVWPDAIAPFQVAILPMNMHK 15.994915@M:20 JW0190 ECK0194 proS prolyl-tRNA synthetase 32 822.1007 3 2463.2803 -0.0004 64.44 R S 0
4025 GIVYIDEIDK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 50 582.8109 2 1163.6072 -0.0002 43.92 R I 0
4026 GIVYIDEIDKISR JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 79 760.9192 2 1519.8238 -0.0008 46.06 R K 0
4027 GIWNHGSPLFMEIEPR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 36 628.3137 3 1881.9193 -0.0004 51.59 K F 0
4028 GIYDQFVNR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 50 556.2802 2 1110.5458 0.0000 41.36 K L 0
4029 GIYKLETIEGSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 52 669.3689 2 1336.7232 -0.0005 31.84 K G 0
4030 GKADLMK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 48 381.7124 2 761.4102 -0.0004 17.04 R Q 0
4031 GKAQIGKGMWAMPDLMADMYSQK 15.994915@M:9,15.994915@M:12,15.994915@M:16,15.994915@M:19 JW2943 ECK2970 glcB malate synthase G 10 874.4020 3 2620.1842 0.0050 68.93 R G 0
4032 GKATVILAHTIK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 75 626.3923 2 1250.7700 -0.0010 23.95 K G 0
4033 GKDLGSMDVNEVIEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 30 545.2749 3 1632.8029 0.0000 35.42 R L 0
4034 GKDVLIVEDIIDSGNTLSK JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 38 672.7003 3 2015.0791 0.0004 55.62 R V 0
4035 GKDVTIK JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 31 380.7316 2 759.4486 -0.0004 15.53 R V 0
4036 GKEFIQVAEEAEKDFR JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 41 474.7429 4 1894.9425 0.0001 46.58 R D 0
4037 GKEQHVTIPAHQVNAEFFEEGK JW3841 ECK3863 glnA glutamine synthetase 54 624.5644 4 2494.2285 0.0045 34.46 K M 0
4038 GKFYALPQSPQLFK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 28 812.4476 2 1622.8806 -0.0013 43.75 K Q 0
4039 GKGFAGTVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 23 432.7501 2 863.4856 -0.0008 19.01 K R 0
4040 GKGFGLR JW2512 ECK2525 iscA FeS cluster assembly protein 25 367.7190 2 733.4234 -0.0001 20.06 R L 0
4041 GKGNVEYWVALIQPGK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 103 879.9800 2 1757.9454 -0.0009 50.23 K V 0
4042 GKGVAEGYK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 35 454.7449 2 907.4752 -0.0010 16.35 R S 0
4043 GKHDFSSIDVER JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 47 463.8963 3 1388.6671 -0.0014 24.36 R Y 0
4044 GKHIITSK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 30 442.2715 2 882.5284 -0.0003 13.99 K T 0
4045 GKNDNKPLSPETWQHLK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 28 498.7627 4 1991.0217 -0.0008 28.75 K G 0
4046 GKNGELTR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 19 437.7409 2 873.4672 0.0005 14.12 K T 0
4047 GKPFAPLLEK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 36 550.3285 2 1098.6424 -0.0012 32.65 K N 0
4048 GKPNIIVLTMDDLGYGQLPFDK JW5243 ECK1492 ydeN conserved protein 51 812.0944 3 2433.2614 0.0001 67.20 K G 0
4049 GKSVEEILGK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 68 530.3054 2 1058.5962 -0.0009 27.29 R - 0
4050 GKTDLISVAVEPTDSPVIAQALAGEEIKPGPHK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 56 1123.2753 3 3366.8041 0.0006 52.78 K I 0
4051 GKVECTLR 57.021465@C:5 JW3619 ECK3634 yicC conserved protein 42 481.7580 2 961.5014 -0.0001 17.62 R Y 0
4052 GKVGINELLR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 59 549.8349 2 1097.6552 -0.0004 32.50 R T 0
4053 GKVPMNIVAQR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 47 606.8477 2 1211.6808 0.0001 24.57 K Y 0
4054 GKVPVINPNSMAALGIEVVDVR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 41 760.0918 3 2277.2536 0.0022 57.78 K I 0
4055 GKVQLLGSGSILR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 58 664.4064 2 1326.7982 -0.0001 36.25 K H 0
4056 GKWNLEQR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 13 515.7748 2 1029.5350 -0.0004 23.23 K D 0
4057 GLAASLMK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 29 395.7282 2 789.4418 0.0000 30.65 K I 0
4058 GLADDDHFVGLAIDEDRQPELTAER JW0671 ECK0672 fldA flavodoxin 1 60 696.3391 4 2781.3273 0.0070 47.35 K V 0
4059 GLADTALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 31 394.7293 2 787.4440 0.0000 26.24 K T 0
4060 GLAFASGNPIYGLILNGMK JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 39 968.5209 2 1935.0272 -0.0015 67.34 R G 0
4061 GLAIDTALPSGEEFPR JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 69 836.9328 2 1671.8510 0.0043 48.30 R F 0
4062 GLALLDEELAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 59 586.3319 2 1170.6492 -0.0002 47.83 R L 0
4063 GLAPTTQFDVLIHILSLR JW2424 ECK2426 yfeX conserved protein 31 665.3866 3 1993.1380 0.0019 69.98 K H 0
4064 GLAQGTDVSFGSFGLK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 113 792.4063 2 1582.7980 -0.0011 49.25 R A 0
4065 GLASTPFDSEGVR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 26 668.3305 2 1334.6464 -0.0002 35.83 K T 0
4066 GLATTIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 37 352.2210 2 702.4274 0.0000 22.32 R A 0
4067 GLAVESEGATVVFLDEFK JW1865 ECK1877 argS arginyl-tRNA synthetase 98 955.9917 2 1909.9688 0.0016 61.58 K N 0
4068 GLAYAPYADLVWCETSTPDLELAR 57.021465@C:13 JW3975 ECK4007 aceA isocitrate lyase 89 1356.1547 2 2710.2948 0.0000 64.99 R R 0
4069 GLAYIKVNERAK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 13 681.3981 2 1360.7816 -0.0010 62.18 K G 0
4070 GLAYVDELTPEQIR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 61 802.4192 2 1602.8238 -0.0014 47.90 K E 0
4071 GLCGGLNINLFK 57.021465@C:3 JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 80 653.3529 2 1304.6912 0.0003 52.96 R K 0
4072 GLCGGLNINLFKK 57.021465@C:3 JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 13 478.6021 3 1432.7845 -0.0016 44.52 R L 0
4073 GLDAILVPGGFGYR JW2751 ECK2774 pyrG CTP synthetase 61 717.8906 2 1433.7666 0.0000 56.62 K G 0
4074 GLDASIEHDIVHGLQALPSR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 85 1064.5618 2 2127.1090 0.0017 55.94 K I 0
4075 GLDELGWDAAGQLIDGEGR JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 81 986.4743 2 1970.9340 0.0007 61.04 R L 0
4076 GLDIELAAGDLAK JW0470 ECK0475 ybaK conserved protein 78 643.3540 2 1284.6934 0.0010 49.06 R I 0
4077 GLDITITTTAK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 96 567.3241 2 1132.6336 -0.0003 38.86 R S 0
4078 GLDLSPTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 58 415.7348 2 829.4550 0.0005 26.06 R E 0
4079 GLDVKDLEHPIEVPVGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 40 615.6753 3 1844.0041 -0.0002 43.22 R A 0
4080 GLDYYNR JW2498 ECK2510 hisS histidyl tRNA synthetase 18 450.7144 2 899.4142 0.0005 24.71 R T 0
4081 GLEDFYYSVGK JW0172 ECK0176 yaeT conserved protein 78 639.3060 2 1276.5974 0.0000 47.77 K Y 0
4082 GLEEDAEGLR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 73 544.7644 2 1087.5142 -0.0002 31.80 R A 0
4083 GLEGINSPVAK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 51 542.8035 2 1083.5924 0.0001 30.52 K F 0
4084 GLEMTGVDLETMEEVWQQVK JW2752 ECK2775 mazG nucleoside triphosphate pyrophosphohydrolase 74 1161.5522 2 2321.0898 -0.0020 70.10 R R 0
4085 GLENLSGDLYEK JW0915 ECK0923 pepN aminopeptidase N 34 669.3317 2 1336.6488 -0.0021 40.52 K I 0
4086 GLETPLRPPVHEMDNETRK JW2140 ECK2146 folE GTP cyclohydrolase I 12 555.5361 4 2218.1153 -0.0009 29.37 R S 0
4087 GLEVGATGFDPK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 58 595.8058 2 1189.5970 -0.0009 35.36 R V 0
4088 GLFAVGECSSVGLHGANR 57.021465@C:8 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 82 610.9690 3 1829.8852 0.0009 38.79 K L 0
4089 GLFNFVK JW2640 ECK2659 ygaU predicted protein 38 412.7369 2 823.4592 0.0001 45.72 M D 0
4090 GLGAGANPEVGR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 38 549.2888 2 1096.5630 0.0006 22.85 K N 0
4091 GLGEMNPEQLWETTMDPESR JW5625 ECK3691 gyrB DNA gyrase, subunit B 91 1160.5142 2 2319.0138 -0.0009 63.99 K R 0
4092 GLGGGYYLWNDATDKLSITAYWSPLYFK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 18 1067.1971 3 3198.5695 -0.0007 69.91 R A 0
4093 GLGHTGGTLDKLESIPGFDIFPDDNR JW4345 ECK4374 deoA thymidine phosphorylase 15 693.5973 4 2770.3601 0.0041 58.35 R F 0
4094 GLGTPVGSLLVGNR JW0854 ECK0861 ltaE L-allo-threonine aldolase, PLP-dependent 49 670.3883 2 1338.7620 0.0002 45.58 K D 0
4095 GLHLPEK JW3974 ECK4006 aceB malate synthase A 23 397.2318 2 792.4490 -0.0002 22.09 R H 0
4096 GLHSAFTVR JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 56 494.2721 2 986.5296 -0.0002 25.07 R K 0
4097 GLIDAVAFGR JW1642 ECK1646 nemA N-ethylmaleimide reductase, FMN-linked 63 509.7878 2 1017.5610 0.0004 48.51 K D 0
4098 GLIDSSDLPLNVSR JW0462 ECK0467 htpG molecular chaperone HSP90 family 101 743.3986 2 1484.7826 -0.0007 48.55 R E 0
4099 GLIEATLDAVR JW0451 ECK0456 acrB multidrug efflux system protein 76 579.3302 2 1156.6458 0.0008 51.74 K M 0
4100 GLIEEMASAYEDPKEVIEFYSK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 75 1274.6118 2 2547.2090 0.0000 67.18 K N 0
4101 GLIGKEEDDVVVIK JW3148 ECK3170 greA transcription elongation factor 75 757.4292 2 1512.8438 0.0040 36.70 R T 0
4102 GLIHKNK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 24 405.2531 2 808.4916 -0.0003 14.15 K A 0
4103 GLINGVLR JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 36 421.2662 2 840.5178 -0.0002 36.01 K Q 0
4104 GLITEHVQHTGSQR JW3179 ECK3202 gltB glutamate synthase, large subunit 29 521.6055 3 1561.7947 -0.0013 20.68 R G 0
4105 GLIVAPPK JW3756 ECK3775 rho transcription termination factor 12 397.7605 2 793.5064 0.0003 29.65 R A 0
4106 GLKDTSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 29 374.7135 2 747.4124 -0.0003 13.61 R Q 0
4107 GLKENVIVGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 62 542.8274 2 1083.6402 0.0003 24.85 R L 0
4108 GLKGGHSGGEIHVGLGNANK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 25 476.2536 4 1900.9853 -0.0013 21.76 K L 0
4109 GLLAHSDGDVALHALTDALLGAAALGDIGK JW2716 ECK2741 ispF 2C-methyl-D-erythritol 2,4-cyclodiphosphate synthase 95 952.5144 3 2854.5214 0.0026 73.90 K L 0
4110 GLLAPITDVVK JW3981 ECK4013 pepE (alpha)-aspartyl dipeptidase 15 563.3478 2 1124.6810 0.0006 49.16 R R 0
4111 GLLDSVTR JW1803 ECK1812 sdaA L-serine deaminase I 58 430.7456 2 859.4766 0.0003 35.89 K V 0
4112 GLLEEDAFIER JW5625 ECK3691 gyrB DNA gyrase, subunit B 68 646.3303 2 1290.6460 0.0006 45.64 R G 0
4113 GLLQAVDDFTAEAQLDK JW2174 ECK2180 yejK nucleotide associated protein 124 917.4653 2 1832.9160 0.0005 63.01 R A 0
4114 GLLQAVDDFTAEAQLDKAER JW2174 ECK2180 yejK nucleotide associated protein 48 730.7062 3 2189.0968 0.0004 58.26 R Q 0
4115 GLLTEAELDDIFSVQNLMHPAYK JW4099 ECK4133 aspA aspartate ammonia-lyase 103 1302.6540 2 2603.2934 -0.0007 68.75 R A 0
4116 GLMAKPDGSIIETPITANFR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 24 711.0450 3 2130.1132 -0.0012 49.00 R E 0
4117 GLMLNVTDPASIESVLEK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 79 958.5056 2 1914.9966 -0.0005 61.55 K I 0
4118 GLMNVQFAVK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 58 553.8042 2 1105.5938 -0.0014 42.22 R N 0
4119 GLMPDGTTR JW0347 ECK0353 frmA alcohol dehydrogenase class III/glutathione-dependent formaldehyde dehydrogenase 11 474.2343 2 946.4540 -0.0001 26.25 K F 0
4120 GLMPNPK 15.994915@M:3 JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 30 386.7049 2 771.3952 0.0003 18.18 R V 0
4121 GLMTRPK 15.994915@M:3 JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 22 409.7307 2 817.4468 -0.0010 14.55 R V 0
4122 GLMTVGEMSSTSLEHCQR 57.021465@C:16 JW4198 ECK4234 treC trehalose-6-P hydrolase 46 674.9730 3 2021.8972 0.0003 38.79 R Y 0
4123 GLNDVNCATSYDDVK 57.021465@C:7 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 78 835.8696 2 1669.7246 -0.0007 32.51 R A 0
4124 GLNHEFK JW1279 ECK1281 rnb ribonuclease II 29 422.7198 2 843.4250 0.0012 19.07 R E 0
4125 GLNIFNSK JW0915 ECK0923 pepN aminopeptidase N 39 446.7481 2 891.4816 0.0004 35.60 K Y 0
4126 GLNNPDLDAAVGEDLAQQLRDELELVK JW5873 ECK4366 prfC peptide chain release factor RF-3 94 734.6315 4 2934.4969 0.0037 71.45 K G 0
4127 GLNVTIMK JW2751 ECK2774 pyrG CTP synthetase 36 438.2548 2 874.4950 0.0004 32.52 R L 0
4128 GLPADVVPGDILLLDDGR JW1843 ECK1855 pykA pyruvate kinase II 83 917.9985 2 1833.9824 -0.0011 61.72 K V 0
4129 GLPEEVIPDLAEHLQAGIVVLGTVGR JW1327 ECK1329 uspE stress-induced protein 63 894.8331 3 2681.4775 0.0024 76.20 K T 0
4130 GLPEGAEIAVQLEGER JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 53 834.4339 2 1666.8532 0.0007 50.38 R M 0
4131 GLPIPVVITVYADR JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 61 756.9431 2 1511.8716 0.0005 59.12 K S 0
4132 GLPLGLVTNKPTPFVAPLLEALDIAK JW3348 ECK3372 gph phosphoglycolate phosphatase 27 896.5307 3 2686.5703 0.0030 72.35 K Y 0
4133 GLPLVLLTNYPSQTGQDLANR JW0661 ECK0663 nagD UMP phosphatase 83 757.4100 3 2269.2082 0.0017 58.78 K F 0
4134 GLPVTEVSDYTGFPEMMDGR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 94 1100.9971 2 2199.9796 -0.0020 57.63 K V 0
4135 GLPYSIVNQALGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 17 680.3854 2 1358.7562 0.0005 51.46 K K 0
4136 GLQFLDLIQEGNIGLMK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 38 630.3450 3 1888.0132 0.0005 70.55 R A 0
4137 GLSFGAPTEMEVK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 71 683.3397 2 1364.6648 0.0003 44.56 R M 0
4138 GLSFGAPTEMEVKMAQLVTELVPTMDMVR 15.994915@M:14 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 11 1066.1944 3 3195.5614 -0.0072 73.93 R M 0
4139 GLSGYDSPYVPGWDCHGLPIELK 57.021465@C:15 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 38 854.0773 3 2559.2101 -0.0004 55.57 K V 0
4140 GLSLGMR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 28 367.2047 2 732.3948 -0.0003 29.57 R L 0
4141 GLSQGSGVAFDNEK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 109 704.8387 2 1407.6628 -0.0001 27.66 K F 0
4142 GLSVLMLEAQDLACATSSASSK 57.021465@C:14 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 71 1120.0520 2 2238.0894 0.0022 64.54 R L 0
4143 GLTDAAQQVVAAVEGK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 63 778.9181 2 1555.8216 0.0010 60.25 K - 0
4144 GLTEALTR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 46 430.7455 2 859.4764 0.0001 27.96 R V 0
4145 GLTFTYEPK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 41 528.2736 2 1054.5326 -0.0008 35.98 K V 0
4146 GLTNEALNVTLVEAGER JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 96 893.4703 2 1784.9260 -0.0007 49.16 K I 0
4147 GLTNMALDDSALQGFFGVDR JW2577 ECK2593 yfiO predicted lipoprotein 129 1064.0121 2 2126.0096 -0.0006 65.15 R S 0
4148 GLVAQVTDEEALAER JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 125 800.9123 2 1599.8100 -0.0003 43.84 R L 0
4149 GLVDEINTSDEVILSLMEGR JW1264 ECK1266 sohB predicted inner membrane peptidase 130 1095.5517 2 2189.0888 0.0004 79.65 K E 0
4150 GLVEQTNASLLNENANKDSK JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 33 715.6974 3 2144.0704 -0.0005 32.41 R V 0
4151 GLVIHHESCR 57.021465@C:9 JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 28 403.2047 3 1206.5923 -0.0005 17.93 K N 0
4152 GLVLIEELLVK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 86 613.3921 2 1224.7696 0.0004 64.99 R E 0
4153 GLVNATGPWVK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 59 571.3222 2 1140.6298 0.0007 39.89 R Q 0
4154 GLVTPVLR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 40 427.7766 2 853.5386 0.0001 32.72 R D 0
4155 GLVVVHPMTALGR JW3577 ECK3592 yibL conserved protein 25 450.5958 3 1348.7656 0.0006 37.90 R E 0
4156 GLVYMTR JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 36 420.2261 2 838.4376 0.0006 28.50 K A 0
4157 GMAGGLIAIRPPVGSAFR JW3179 ECK3202 gltB glutamate synthase, large subunit 16 590.6661 3 1768.9765 -0.0006 47.20 K S 0
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4158 GMAPIAEFADL JW1017 ECK1020 ycdX predicted zinc-binding hydrolase 16 567.7787 2 1133.5428 0.0003 61.78 R - 0
4159 GMASGAVIESFLDK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 94 712.8580 2 1423.7014 -0.0001 54.44 K G 0
4160 GMDVLEFGGIEPNPAYETLMNAVK JW2978 ECK3003 yqhD alcohol dehydrogenase, NAD(P)-dependent 83 1298.1257 2 2594.2368 -0.0028 69.65 K L 0
4161 GMEGAINAK 15.994915@M:2 JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 35 453.7208 2 905.4270 -0.0005 17.71 K T JW5173
4162 GMFLPDR JW2101 ECK2107 metG methionyl-tRNA synthetase 28 418.2102 2 834.4058 0.0001 35.37 K F 0
4163 GMFSMMNYLLPLK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 27 772.8874 2 1543.7602 0.0002 68.24 K G 0
4164 GMFSNDLSIDLGTANTLIYVK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 84 1136.5802 2 2271.1458 0.0002 64.85 R G 0
4165 GMGESNPVTGNTCDNVK 57.021465@C:13 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 85 890.3853 2 1778.7560 -0.0003 26.83 R Q 0
4166 GMGSLGAMSK JW5401 ECK2504 guaB IMP dehydrogenase 62 469.7257 2 937.4368 0.0007 25.75 R G 0
4167 GMINAVSFMVK JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 73 598.8121 2 1195.6096 0.0003 51.98 R V 0
4168 GMLGFTGTYK 15.994915@M:2 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 43 545.7651 2 1089.5156 -0.0007 31.37 R G 0
4169 GMLKGQESEVTGVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 78 731.8816 2 1461.7486 -0.0009 24.52 R I 0
4170 GMLSHWMVIK JW2962 ECK2988 hybC hydrogenase 2, large subunit 11 301.1613 4 1200.6161 0.0014 15.59 R D 0
4171 GMLTQGFK JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 46 441.2313 2 880.4480 0.0005 30.67 K M 0
4172 GMLTTDVESYDK JW3460 ECK3478 pitA phosphate transporter, low-affinity 17 679.8106 2 1357.6066 -0.0005 38.13 K L 0
4173 GMNLVGYDAMAIGNHEFDNPLTVLR JW0469 ECK0474 ushA bifunctional UDP-sugar hydrolase -!- 5'-nucleotidase 14 916.4499 3 2746.3279 0.0072 62.49 R Q 0
4174 GMNTAVGDEGGYAPNLGSNAEALAVIAEAVK JW2750 ECK2773 eno enolase 94 997.1575 3 2988.4507 0.0010 63.33 K A 0
4175 GMNTEGVLPGPLR JW1803 ECK1812 sdaA L-serine deaminase I 57 670.8546 2 1339.6946 0.0029 39.43 R V 0
4176 GMPGEVLQHFTR JW5531 ECK3150 deaD ATP-dependent RNA helicase 36 686.3444 2 1370.6742 -0.0023 39.83 K T 0
4177 GMPIATPVFDGAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 44 652.3395 2 1302.6644 0.0002 42.09 K E 0
4178 GMPLYEHIAELNGTPGK JW2750 ECK2773 eno enolase 29 609.6414 3 1825.9024 -0.0007 43.74 K Y 0
4179 GMPQIEVTFDIDADGILHVSAK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 11 786.0671 3 2355.1795 0.0014 85.32 R D 0
4180 GMPVDIHPEEGVPAVELILCR 57.021465@C:20 JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 29 777.7332 3 2330.1778 0.0014 59.56 R L 0
4181 GMQIGGAAVHR JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 73 548.7874 2 1095.5602 -0.0005 21.91 K Q 0
4182 GMQLYFER JW0915 ECK0923 pepN aminopeptidase N 50 522.2527 2 1042.4908 0.0002 39.32 K H 0
4183 GMTETVAR JW2294 ECK2291 pta phosphate acetyltransferase 28 432.7159 2 863.4172 0.0002 20.27 K E 0
4184 GMVFYTNLGSR JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 68 622.8078 2 1243.6010 -0.0009 40.82 K K 0
4185 GMVGSAIR 15.994915@M:2 JW2037 ECK2046 fcl bifunctional GDP-fucose synthetase: GDP-4-dehydro-6-deoxy-D-mannose epimerase and GDP-4-dehydro-6-L-deoxygalactose reductase 20 403.7121 2 805.4096 -0.0020 26.91 R R 0
4186 GMVGSVLMQR JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 58 539.2808 2 1076.5470 0.0001 37.00 R M 0
4187 GMVIGTTGFDEAGK JW0029 ECK0032 dapB dihydrodipicolinate reductase 82 691.8348 2 1381.6550 0.0004 37.75 K Q 0
4188 GMVLNYNGK JW5362 ECK2165 yeiP predicted elongtion factor 30 498.2520 2 994.4894 -0.0010 27.95 K L 0
4189 GMVLTGGGALLR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 92 572.8292 2 1143.6438 0.0005 42.52 R N 0
4190 GMVLTGGGALLRNLDR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 11 821.9544 2 1641.8942 -0.0042 70.69 R L 0
4191 GMWAMPDLMADMYSQK JW2943 ECK2970 glcB malate synthase G 29 937.9009 2 1873.7872 0.0001 64.08 K G 0
4192 GNARPSVVVADSGHLTQLR JW4218 ECK4254 yjgP conserved inner membrane protein 48 659.6917 3 1976.0533 -0.0017 30.61 K D 0
4193 GNASEDARPIVLVGK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 19 509.2823 3 1524.8251 -0.0007 29.55 K G 0
4194 GNCDSEVDQMLLHFPITAPWQQVLLEK 57.021465@C:3 JW5377 ECK2294 yfcE predicted phosphatase 104 1056.8544 3 3167.5414 -0.0005 73.68 R Q 0
4195 GNCTPNAEFNIAADPEAAACVFR 57.021465@C:3,57.021465@C:20 JW0028 ECK0031 rihC ribonucleoside hydrolase 3 83 832.3743 3 2494.1011 0.0007 53.84 R S 0
4196 GNDMISHLYQPMSPSVLNLIK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 41 786.4049 3 2356.1929 0.0010 60.30 R Q 0
4197 GNESDVYSSEIPAEFQK JW4215 ECK4251 valS valyl-tRNA synthetase 94 950.4335 2 1898.8524 -0.0009 42.61 K L 0
4198 GNFDLEGLER JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 84 575.2802 2 1148.5458 -0.0004 42.09 K G 0
4199 GNGENSYGGNGDMTYAR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 72 881.8570 2 1761.6994 -0.0017 25.94 K L 0
4200 GNGFATYR JW2203 ECK2207 ompC outer membrane porin protein C 40 443.2142 2 884.4138 -0.0001 22.79 R N 0
4201 GNGFNPAEGLINELAGAWK JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 56 979.4921 2 1956.9696 0.0004 72.15 K H 0
4202 GNGSTEDLTAR JW3756 ECK3775 rho transcription termination factor 73 560.7651 2 1119.5156 0.0001 20.17 R V 0
4203 GNHASVIVPVEVEAAVA JW0864 ECK0871 cspD cold shock protein homolog 34 831.4463 2 1660.8780 -0.0003 48.22 K - 0
4204 GNIATVSHCITR 57.021465@C:9 JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 67 664.8400 2 1327.6654 -0.0013 23.70 R L 0
4205 GNIGYIGPVPER JW3823 ECK3839 pepQ proline dipeptidase 42 636.3407 2 1270.6668 -0.0001 36.57 R A 0
4206 GNIMWENEFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 11 648.2956 2 1294.5766 0.0002 44.57 R Y 0
4207 GNLIALR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 11 378.7398 2 755.4650 -0.0003 29.42 K E 0
4208 GNNLTVSADLYK JW1596 ECK1599 ydgH predicted protein 59 647.8352 2 1293.6558 -0.0005 35.81 R - 0
4209 GNNVVVLGTQWGDEGK JW4135 ECK4173 purA adenylosuccinate synthetase 100 836.9176 2 1671.8206 -0.0009 42.52 M G 0
4210 GNNVVVLGTQWGDEGKGK JW4135 ECK4173 purA adenylosuccinate synthetase 76 929.4755 2 1856.9364 -0.0015 37.44 M I 0
4211 GNPCVEAVLEK 57.021465@C:4 JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 58 608.3053 2 1214.5960 -0.0004 34.06 R N 0
4212 GNPTVEAEVHLEGGFVGMAAAPSGASTGSR JW2750 ECK2773 eno enolase 11 952.7912 3 2855.3518 0.0009 93.95 R E 0
4213 GNTGENLLALLEGR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 74 728.8914 2 1455.7682 0.0002 61.74 K L 0
4214 GNTLAELAR JW2551 ECK2565 rnc RNase III 19 472.7616 2 943.5086 0.0000 31.32 R E 0
4215 GNTLWPQVVSVLQAK JW2462 ECK2473 nlpB lipoprotein 20 820.4619 2 1638.9092 -0.0001 60.37 R N 0
4216 GNVEYWVALIQPGK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 52 787.4221 2 1572.8296 -0.0003 56.43 K V 0
4217 GNVIDPLDMVDGISLPELLEK JW4215 ECK4251 valS valyl-tRNA synthetase 95 1134.0952 2 2266.1758 -0.0007 76.16 K R 0
4218 GNVIDPLDMVDGISLPELLEKR JW4215 ECK4251 valS valyl-tRNA synthetase 20 808.4333 3 2422.2781 0.0003 70.03 K T 0
4219 GNVINLSLGFSHPVDHQLPAGITAECPTQTEIVLK 57.021465@C:26 JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 31 939.7408 4 3754.9341 -0.0010 53.66 K G 0
4220 GNYSMGVR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 64 442.2081 2 882.4016 -0.0002 22.88 R E 0
4221 GNYSSDLNR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 16 513.2358 2 1024.4570 -0.0004 20.92 K A 0
4222 GPAAGNVTSL JW3525 ECK3543 cspA major cold shock protein 67 443.7355 2 885.4564 0.0008 30.01 K - 0
4223 GPAAVNVTAI JW1812 ECK1821 cspC stress protein, member of the CspA-family 56 456.7613 2 911.5080 0.0004 39.88 K - 0
4224 GPAIAQAFDAEGKPSK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 25 529.6112 3 1585.8118 0.0017 30.61 R A 0
4225 GPAYTEMSLFAR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 98 671.8271 2 1341.6396 0.0010 47.02 R I 0
4226 GPFIDLHLLK JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 56 576.8421 2 1151.6696 -0.0005 48.83 K K 0
4227 GPFMMDR JW1709 ECK1717 thrS threonyl-tRNA synthetase 35 427.1882 2 852.3618 -0.0003 31.41 K V 0
4228 GPFNVVWQR JW2462 ECK2473 nlpB lipoprotein 59 551.7932 2 1101.5718 -0.0001 44.69 R L 0
4229 GPGETQLETDRR JW4131 ECK4169 hflX predicted GTPase 24 453.5595 3 1357.6567 -0.0018 19.70 R L 0
4230 GPGGGYLLGK JW2515 ECK2528 iscR DNA-binding transcriptional activator 46 459.7558 2 917.4970 0.0001 29.11 R D 0
4231 GPGLEEGMK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 44 459.2232 2 916.4318 -0.0004 23.01 R I 0
4232 GPHVPNMR JW1709 ECK1717 thrS threonyl-tRNA synthetase 12 454.2313 2 906.4480 -0.0013 20.63 R F 0
4233 GPIEFSNQELDDLIIR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 125 929.9799 2 1857.9452 -0.0019 60.47 R R 0
4234 GPIEFSNQELDDLIIRR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 49 672.3571 3 2014.0495 0.0013 56.26 R T 0
4235 GPILTDSGGFQVFSLGDIR JW0396 ECK0400 tgt tRNA-guanine transglycosylase 108 990.0152 2 1978.0158 -0.0001 62.23 K K 0
4236 GPIPLPTR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 23 425.7609 2 849.5072 0.0000 33.21 R K 0
4237 GPIPLPTRK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 29 326.8746 3 977.6020 -0.0003 25.17 R E 0
4238 GPLDHDGFSAVEAIAPGVIER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 105 1075.5476 2 2149.0806 0.0003 55.42 K Q 0
4239 GPLNLPNLTR JW4346 ECK4375 deoB phosphopentomutase 32 547.8197 2 1093.6248 0.0004 43.25 K L 0
4240 GPLNVFENIEMPLVPVLSR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 23 1062.5796 2 2123.1446 -0.0003 71.63 K I 0
4241 GPLTTPVGGGIR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 32 562.8241 2 1123.6336 -0.0012 30.36 K S 0
4242 GPLVVLVDR JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 69 484.3004 2 966.5862 0.0001 39.63 K F 0
4243 GPQLPAPNMLMMDR JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 25 785.8803 2 1569.7460 -0.0004 50.13 K V 0
4244 GPSAANVIAL JW0618 ECK0616 cspE DNA-binding transcriptional repressor 59 456.7611 2 911.5076 0.0001 44.46 K - 0
4245 GPSICDVLTGGAHGVPR 57.021465@C:5 JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 37 564.9548 3 1691.8426 0.0013 42.53 K E 0
4246 GPSIMPGGQK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 22 486.2519 2 970.4892 -0.0013 23.92 K E 0
4247 GPSISIATACTSGVHNIGHAAR 57.021465@C:10 JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 113 1089.0472 2 2176.0798 -0.0008 31.96 R I 0
4248 GPTLLEDFILR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 72 637.3615 2 1272.7084 0.0006 62.97 R E 0
4249 GPVATVLVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 31 456.2874 2 910.5602 0.0002 30.02 R E 0
4250 GPVENTAR JW0101 ECK0104 guaC GMP reductase 45 422.2196 2 842.4246 0.0000 15.59 R D 0
4251 GPVTLEQLAAAPWILR JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 51 867.9987 2 1733.9828 0.0001 65.71 R E 0
4252 GPVVDENALIAALQK JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 100 769.4336 2 1536.8526 0.0015 53.64 R G 0
4253 GQAIIATADGR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 90 536.7912 2 1071.5678 0.0007 24.07 K V 0
4254 GQAMVEIGPGLAALTEPVGER JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 78 1048.0461 2 2094.0776 -0.0001 56.19 K L 0
4255 GQDIIALDVQGK JW5090 ECK0630 ybeB predicted protein 49 628.8458 2 1255.6770 -0.0001 40.90 K S 0
4256 GQDSFTIQPGER JW3615 ECK3630 dut deoxyuridinetriphosphatase 81 667.8203 2 1333.6260 -0.0003 30.78 R I 0
4257 GQEGMTFSTQPAGAPDTDWLADKDIAFLPEGVDEK JW5756 ECK4245 yjgK conserved protein 88 1246.2493 3 3735.7261 0.0011 60.25 K T 0
4258 GQESEVTGVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 67 517.2616 2 1032.5086 0.0000 19.06 K I 0
4259 GQFAAVPLNILGDK JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 55 721.9037 2 1441.7928 0.0001 54.20 R T 0
4260 GQFDSEGLMDLSK JW2536 ECK2549 hmp fused nitric oxide dioxygenase -!- dihydropteridine reductase 2 87 713.8297 2 1425.6448 0.0002 46.44 K L 0
4261 GQFENAFNSER JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 55 649.7914 2 1297.5682 -0.0005 32.65 R N 0
4262 GQFTDLQDQVISNLFK JW3006 ECK3029 ygiC predicted enzyme 120 926.9755 2 1851.9364 -0.0002 66.31 K L 0
4263 GQGAQLNGYR JW2517 ECK2530 suhB inositol monophosphatase 56 532.2681 2 1062.5216 0.0010 21.52 R L 0
4264 GQGIVLNEPSVVAIR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 75 776.4464 2 1550.8782 0.0003 46.11 K Q 0
4265 GQGYLFELR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 66 541.7852 2 1081.5558 0.0004 45.23 R - 0
4266 GQHLLAMK JW1327 ECK1329 uspE stress-induced protein 17 449.2529 2 896.4912 0.0011 22.55 R A 0
4267 GQIEGAVSSSDASTEK JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 120 783.3675 2 1564.7204 -0.0012 22.78 K L 0
4268 GQIEYIPFPDK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 64 653.8381 2 1305.6616 0.0011 45.27 K L 0
4269 GQIEYIPFPDKLK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 44 516.6209 3 1546.8409 0.0013 45.49 K G 0
4270 GQIGLEQR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 11 450.7490 2 899.4834 0.0010 22.17 K S 0
4271 GQIQDIEPEQIHLAIK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 37 611.3354 3 1830.9844 0.0006 42.81 R E 0
4272 GQKPGEGYNIQQMLEILTAQNVPVK JW1210 ECK1213 ychN conserved protein 24 919.1528 3 2754.4366 -0.0007 64.78 R L 0
4273 GQLEQEILDNAWLTAPADLNILFK JW2915 ECK2943 yqgE predicted protein 35 904.8128 3 2711.4166 -0.0004 79.58 K T 0
4274 GQLKEFLDANLA JW5856 ECK3773 trxA thioredoxin 1 65 659.8531 2 1317.6916 -0.0012 46.95 K - 0
4275 GQLSGVIK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 28 401.2454 2 800.4762 0.0007 23.99 K S 0
4276 GQNEDQNVGIK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 52 601.2942 2 1200.5738 0.0005 19.71 R V 0
4277 GQNVPVVFFNK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 23 624.8405 2 1247.6664 0.0002 44.15 R E 0
4278 GQNVPVVFFNKEPSR JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 36 573.3056 3 1716.8950 0.0003 38.92 R K 0
4279 GQNVPVVFFNKEPSRK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 29 616.0029 3 1844.9869 -0.0028 32.03 R A 0
4280 GQPMLNTAIDAAEMILTLAPETNGQVAVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 13 749.8912 4 2995.5357 0.0000 80.05 K A 0
4281 GQPSKPFVGVLSAGINAASPNK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 28 713.7230 3 2138.1472 -0.0010 43.74 K E 0
4282 GQPSKPFVGVLSAGINAASPNKELAK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 80 860.8095 3 2579.4067 -0.0003 43.23 K E 0
4283 GQPVLVGTISIEK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 85 670.8943 2 1339.7740 0.0031 40.70 K S 0
4284 GQQLSSFAQLR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 11 617.8305 2 1233.6464 -0.0001 35.83 K D 0
4285 GQSAAEWLQTAEEADIAWVLK JW0080 ECK0083 mraW S-adenosyl-dependent methyltransferase activity on membrane-located substrates 82 1158.5806 2 2315.1466 0.0033 72.24 R T 0
4286 GQSEDLGLR JW0442 ECK0446 tesB acyl-CoA thioesterase II 38 487.7484 2 973.4822 -0.0005 25.64 R Q 0
4287 GQTLLVIANLSR JW4198 ECK4234 treC trehalose-6-P hydrolase 83 642.8855 2 1283.7564 0.0004 47.69 K E 0
4288 GQTLSLK JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 36 373.7239 2 745.4332 -0.0002 24.15 R R 0
4289 GQTVLDLAGGTGDLTAK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 82 808.9282 2 1615.8418 0.0002 44.97 R F 0
4290 GQVLAKPGTIKPHTK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 35 787.9723 2 1573.9300 -0.0002 19.92 R F JW3943
4291 GQVLAKPGTIKPHTKFESEVYILSK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 57 924.1876 3 2769.5410 -0.0017 35.27 R D JW3943
4292 GQVLPIGGLK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 38 491.3083 2 980.6020 0.0003 40.16 R E 0
4293 GQVPALLLDDGTLLTEGVAIMQYLADSVPDR JW1627 ECK1631 gst glutathionine S-transferase 50 1090.9024 3 3269.6854 0.0001 80.68 K Q 0
4294 GQWQSHVK JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 46 485.2484 2 968.4822 -0.0005 18.04 R S 0
4295 GQYGHVVIDMYPLEPGSNPK JW3302 ECK3327 fusA protein chain elongation factor EF-G 95 1101.0378 2 2200.0610 -0.0012 45.15 R G 0
4296 GQYLTPSEHNPVGLLEEALVDVIAADPIHQR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 29 846.1911 4 3380.7353 -0.0010 79.11 R I 0
4297 GQYTAGFAQGK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 29 564.2774 2 1126.5402 -0.0003 24.52 R K 0
4298 GREMAHQQIGMEVLNR JW5829 ECK1716 infC protein chain initiation factor IF-3 38 623.6452 3 1867.9138 -0.0007 30.07 R V 0
4299 GREPQLDAMLEHYGIK JW3465 ECK3483 prlC oligopeptidase A 21 619.6492 3 1855.9258 0.0007 47.53 R G 0
4300 GRFGYGYVNLK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 36 425.2278 3 1272.6616 0.0002 34.41 R D 0
4301 GRGPVATVLVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 63 562.8484 2 1123.6822 -0.0002 26.46 K E 0
4302 GRGQDSEEVIAK JW3623 ECK3638 gmk guanylate kinase 46 644.8278 2 1287.6410 -0.0008 18.58 R R 0
4303 GRGYVPASTR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 41 532.2852 2 1062.5558 -0.0012 18.09 R I 0
4304 GRHDPCVGIR 57.021465@C:6 JW2326 ECK2323 aroC chorismate synthase 14 583.7950 2 1165.5754 -0.0019 18.22 K A 0
4305 GRLHLAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 26 397.7533 2 793.4920 -0.0002 16.71 R L 0
4306 GRLKEIIHQQMGGLR 15.994915@M:11 JW5401 ECK2504 guaB IMP dehydrogenase 11 584.6600 3 1750.9582 -0.0042 63.83 K S 0
4307 GRLNVLVNVLGK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 72 641.4033 2 1280.7920 -0.0007 43.02 R K 0
4308 GRLTEDNVKDTLR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 45 506.2740 3 1515.8002 -0.0002 23.98 R E 0
4309 GRPGQAEPVAQK JW0494 ECK0499 allR DNA-binding transcriptional regulator 40 413.2265 3 1236.6577 0.0002 15.95 R G 0
4310 GRPIVNLLPLEQDER JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 54 583.6600 3 1747.9582 0.0001 44.55 R I 0
4311 GRPVFQAVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 54 515.3010 2 1028.5874 -0.0004 22.77 K E 0
4312 GRQDVVDCEVK 57.021465@C:8 JW3319 ECK3344 yhfA conserved protein 33 435.5468 3 1303.6186 -0.0005 20.50 K L 0
4313 GRYQAFTQADLTNLR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 92 877.4522 2 1752.8898 -0.0008 38.36 K A 0
4314 GSAFSMEER JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 47 507.2214 2 1012.4282 -0.0001 27.67 K R 0
4315 GSAIDLPVYSYVEHTR JW2051 ECK2060 udk uridine/cytidine kinase 26 602.9723 3 1805.8951 0.0002 48.27 R M 0
4316 GSALINDK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 40 409.2242 2 816.4338 -0.0003 19.91 K R 0
4317 GSALINDKR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 54 487.2746 2 972.5346 -0.0006 18.46 K A 0
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4318 GSANILVMPNMEAAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 36 787.3950 2 1572.7754 0.0004 46.33 K I 0
4319 GSDYIGDQDAIEYMCK 57.021465@C:15 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 105 932.8903 2 1863.7660 0.0005 44.20 K T 0
4320 GSEWENLSAPAK JW3142 ECK3164 secG preprotein translocase membrane subunit 58 644.8121 2 1287.6096 0.0002 34.80 K T 0
4321 GSFESFAQAVR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 80 599.7962 2 1197.5778 0.0000 41.07 R D 0
4322 GSFMFMADLCR 57.021465@C:10 JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 21 667.7882 2 1333.5618 0.0002 54.70 R E 0
4323 GSGLTPAQALDKLDALYEQSVVALR JW1963 ECK1977 amn AMP nucleosidase 52 872.4730 3 2614.3972 0.0007 71.12 K N 0
4324 GSGPYFYLPK JW3974 ECK4006 aceB malate synthase A 53 564.7896 2 1127.5646 -0.0005 43.99 K T 0
4325 GSHEYCDVMGR 57.021465@C:6 JW3592 ECK3607 kbl glycine C-acetyltransferase 20 437.5137 3 1309.5193 0.0014 23.39 R V 0
4326 GSHIVVPR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 31 432.7565 2 863.4984 0.0007 19.74 K V 0
4327 GSLDGPSR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 14 394.6980 2 787.3814 -0.0009 15.68 K A 0
4328 GSLLLTDDAR JW1109 ECK1109 potD polyamine transporter subunit -!- periplasmic-binding component of ABC superfamily 18 530.7852 2 1059.5558 -0.0002 32.43 K E 0
4329 GSLPIALDEVITDGHKR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 32 607.6669 3 1819.9789 -0.0003 45.29 R A 0
4330 GSLVSDLIVYLGSIDFVMSDVDR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 47 834.0940 3 2499.2602 0.0035 80.72 R - 0
4331 GSMDAHEVNSLREEITAVLAAFKPQDQVVLR JW1264 ECK1266 sohB predicted inner membrane peptidase 41 856.6978 4 3422.7621 0.0007 69.68 K L 0
4332 GSMIEVLHSNFIR JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 44 501.5977 3 1501.7713 0.0002 46.59 R T 0
4333 GSMWHIR JW4215 ECK4251 valS valyl-tRNA synthetase 48 443.7217 2 885.4288 0.0010 28.10 K Y 0
4334 GSNDFVTNVDK JW2517 ECK2530 suhB inositol monophosphatase 65 598.2832 2 1194.5518 0.0002 27.23 K A 0
4335 GSNDFVTNVDKAAEAVIIDTIR JW2517 ECK2530 suhB inositol monophosphatase 50 783.4082 3 2347.2028 0.0008 73.79 K K 0
4336 GSNDFVTNVDKAAEAVIIDTIRK JW2517 ECK2530 suhB inositol monophosphatase 20 619.8313 4 2475.2961 -0.0006 68.05 K S 0
4337 GSQNRDEITK JW2326 ECK2323 aroC chorismate synthase 32 574.2889 2 1146.5632 0.0004 14.77 R D 0
4338 GSQVYIEGQLR JW4020 ECK4051 ssb Single-stranded DNA-binding protein 78 625.3303 2 1248.6460 0.0000 33.11 K T 0
4339 GSSLMFLKPGMQVPVSQLIR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 47 730.0712 3 2187.1918 0.0009 54.37 K G 0
4340 GSSLQQGFQKPAQAVNR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 37 605.9885 3 1814.9437 0.0050 25.63 K D 0
4341 GSSMASDAFFPFR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 23 710.3215 2 1418.6284 -0.0004 53.10 K D 0
4342 GSSVMFLKPGDQVSVADLNK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 37 698.0298 3 2091.0676 0.0006 44.14 R G 0
4343 GSVAIDDEGTPGQYNVLIENGILK JW3213 ECK3233 tldD predicted peptidase 73 834.7624 3 2501.2654 0.0004 56.37 R G 0
4344 GSVNPECTLAQLGAAK 57.021465@C:7 JW3975 ECK4007 aceA isocitrate lyase 102 808.4080 2 1614.8014 -0.0020 42.50 R M 0
4345 GSWFVATTEELAELQR JW2715 ECK2740 truD pseudoruidine synthase 51 918.9607 2 1835.9068 0.0015 61.93 R R 0
4346 GSWIDESMVVLPEAPPLHTLPLATK JW3097 ECK3116 garD (D)-galactarate dehydrogenase 76 901.1467 3 2700.4183 -0.0013 63.11 R V 0
4347 GSWLDFEFDPK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 62 670.8121 2 1339.6096 0.0013 58.57 R D 0
4348 GSWLDFEFDPKDNLFVR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 44 695.6745 3 2084.0017 0.0013 65.06 R I 0
4349 GTADAVTQNLDIIR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 88 743.8962 2 1485.7778 -0.0009 43.70 R R 0
4350 GTAISLVEAHDHLLLGK JW2560 ECK2574 srmB ATP-dependent RNA helicase 37 592.0000 3 1772.9782 -0.0002 43.50 K V 0
4351 GTALGQGAKALVCK 57.021465@C:13 JW1776 ECK1785 yeaK conserved protein 13 458.5905 3 1372.7497 0.0000 27.99 R V 0
4352 GTAMNPVDHPHGGGEGR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 48 563.5898 3 1687.7476 -0.0008 19.60 R N 0
4353 GTAYPDPVQAAFIAEQAGADGITVHLR JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 47 923.4716 3 2767.3930 0.0001 60.74 R E 0
4354 GTCQTYILGQR 57.021465@C:3 JW1728 ECK1737 osmE DNA-binding transcriptional regulator 59 648.8219 2 1295.6292 0.0000 29.11 R D 0
4355 GTDYTIGFFTALSTVVEAIDR JW3887 ECK3908 pfkA 6-phosphofructokinase I 114 1138.5766 2 2275.1386 0.0016 80.37 K L 0
4356 GTEITLHLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 49 520.2983 2 1038.5820 -0.0001 31.25 R E 0
4357 GTENEDFMFLNLGPNHPSAHGAFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 58 665.3090 4 2657.2069 -0.0011 48.02 R I 0
4358 GTFPQLNLAPVNFDALFMNYLQQQAGEGTEEHQDA JW3584 ECK3599 secB protein export chaperone 25 974.2079 4 3892.8025 0.0023 78.33 R - 0
4359 GTGDLFCAQLISGLLK 57.021465@C:7 JW2411 ECK2413 pdxK pyridoxal-pyridoxamine kinase/hydroxymethylpyrimidine kinase 19 846.9537 2 1691.8928 0.0014 68.11 K G 0
4360 GTGNMELHLSR JW3756 ECK3775 rho transcription termination factor 78 607.8010 2 1213.5874 0.0002 26.21 K K 0
4361 GTGQTLYILDEPTTGLHFADIQQLLDVLHK JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 45 834.9422 4 3335.7397 -0.0002 69.60 R L 0
4362 GTHNDLLEHR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 27 397.8670 3 1190.5792 0.0001 18.95 R G 0
4363 GTIGLMEIPTTGETLDNIVCFWQPEK 57.021465@C:20 JW1420 ECK1418 mdoD glucan biosynthesis protein, periplasmic 33 1475.2232 2 2948.4318 0.0020 74.71 K A 0
4364 GTIIEMFNMFSGGALSR JW3262 ECK3287 secY preprotein translocase membrane subunit 119 915.9482 2 1829.8818 0.0015 71.72 R A 0
4365 GTLADILK JW2573 ECK2590 clpB protein disaggregation chaperone 33 415.7528 2 829.4910 0.0002 44.93 R A 0
4366 GTLAMAR JW0514 ECK0518 ppiB peptidyl-prolyl cis-trans isomerase B (rotamase B) 50 360.1970 2 718.3794 -0.0001 21.08 R T 0
4367 GTLDLSK JW5531 ECK3150 deaD ATP-dependent RNA helicase 20 367.2082 2 732.4018 0.0000 23.87 R L 0
4368 GTLEDPNLFIR JW0462 ECK0467 htpG molecular chaperone HSP90 family 41 637.8413 2 1273.6680 0.0015 45.11 R R 0
4369 GTLGQDVIDIR JW0710 ECK0709 gltA citrate synthase 86 593.8248 2 1185.6350 -0.0003 43.06 K T 0
4370 GTLHDFLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 46 479.7575 2 957.5004 -0.0027 32.13 K N 0
4371 GTLIDGKEFDNSYTR JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 27 572.6130 3 1714.8172 0.0011 35.99 K G 0
4372 GTLIVNKPQSLR JW2914 ECK2942 gshB glutathione synthetase 29 442.6015 3 1324.7827 0.0000 26.50 K D 0
4373 GTNASHVLVLIDGVR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 20 517.6260 3 1549.8562 -0.0015 43.14 R L 0
4374 GTNNAATLEK JW3038 ECK3056 dnaG DNA primase 11 509.7618 2 1017.5090 0.0000 15.03 R L 0
4375 GTNTVIVLPIGIGQLGK JW0803 ECK0809 ybiS conserved protein 85 840.5065 2 1678.9984 0.0003 57.40 K D 0
4376 GTPEYNISLGER JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 70 668.3299 2 1334.6452 -0.0013 34.69 R R 0
4377 GTPGFSGADLANLVNEAALFAAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 42 1131.5815 2 2261.1484 0.0046 74.04 R G 0
4378 GTPTVISRPESEFTAIYR JW2100 ECK2106 mrp antiporter inner membrane protein 33 675.3526 3 2023.0360 -0.0013 43.44 K Q 0
4379 GTPYGLMAVPVIK JW3097 ECK3116 garD (D)-galactarate dehydrogenase 64 673.3821 2 1344.7496 0.0023 50.47 R M 0
4380 GTQAQFIMEK JW0463 ECK0468 adk adenylate kinase 45 576.7896 2 1151.5646 0.0002 29.05 K Y 0
4381 GTSTYDGLSLAWACAENLANK 57.021465@C:14 JW2703 ECK2728 mutS methyl-directed mismatch repair protein 25 748.0198 3 2241.0376 0.0005 62.82 R I 0
4382 GTSVYFPSQVIPMLPEVLSNGLCSLNPQVDR 57.021465@C:23 JW5741 ECK4175 rnr exoribonuclease R, RNase R 23 1139.9111 3 3416.7115 0.0007 79.67 R L 0
4383 GTTLQGDLK JW3879 ECK3901 sodA superoxide dismutase, Mn 53 466.7560 2 931.4974 -0.0001 23.83 K A 0
4384 GTTQVFEAYSK JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 64 615.8037 2 1229.5928 0.0001 31.77 R F 0
4385 GTVIDHIPAQIGFK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 63 748.4168 2 1494.8190 -0.0004 43.27 R L 0
4386 GTVLNSDISSVISR JW5857 ECK3742 rbsD predicted cytoplasmic sugar-binding protein 69 724.3911 2 1446.7676 -0.0001 45.46 K L 0
4387 GTVVDIPALCDALASK 57.021465@C:10 JW2880 ECK2909 serA D-3-phosphoglycerate dehydrogenase 24 815.4294 2 1628.8442 0.0000 55.49 R H 0
4388 GTVVTGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 43 345.2007 2 688.3868 0.0001 16.89 R V JW3943
4389 GVALSAGVQR JW1692 ECK1700 pps phosphoenolpyruvate synthase 61 479.2774 2 956.5402 0.0000 24.79 R M 0
4390 GVALVDGK JW0175 ECK0179 fabZ (3R)-hydroxymyristol acyl carrier protein dehydratase 26 379.7239 2 757.4332 -0.0001 23.27 K V 0
4391 GVAYYIEAGTLTNEQWQQVTAELHDR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 82 998.1525 3 2991.4357 -0.0006 59.33 R M 0
4392 GVCKPLHLGSR 57.021465@C:3 JW1676 ECK1683 ydiI conserved protein 18 408.5607 3 1222.6603 -0.0003 20.43 R H 0
4393 GVCLITGVDLDDAELTK 57.021465@C:3 JW1274 ECK1277 yciH conserved protein 107 909.9613 2 1817.9080 0.0001 53.85 K L 0
4394 GVCTLEDLAEQGIDDLADIEGLTDEK 57.021465@C:3 JW3138 ECK3158 nusA transcription termination/antitermination L factor 88 940.4435 3 2818.3087 0.0022 80.10 R A 0
4395 GVDLGDFPVMTFAEAER JW1855 ECK1867 aspS aspartyl-tRNA synthetase 104 927.4402 2 1852.8658 -0.0006 63.17 K R 0
4396 GVDPALQHK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 48 482.7639 2 963.5132 -0.0005 18.02 R A 0
4397 GVEGMITTAR JW2751 ECK2774 pyrG CTP synthetase 81 517.7685 2 1033.5224 -0.0002 29.54 R F 0
4398 GVELAPGESVPMVGVVEKPK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 14 674.7027 3 2021.0863 -0.0004 43.09 K A 0
4399 GVELLSTGGTAR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 97 580.8171 2 1159.6196 0.0001 30.63 R L 0
4400 GVEPIYETMPGWSESTFGVK JW4135 ECK4173 purA adenylosuccinate synthetase 83 1107.5250 2 2213.0354 0.0004 56.81 K D 0
4401 GVFAAGDCTTVPYK 57.021465@C:8 JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 65 743.3552 2 1484.6958 -0.0010 36.52 K Q 0
4402 GVFEVLATGGDSALGGDDFDHLLADYIR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 84 975.1418 3 2922.4036 0.0002 73.97 R E 0
4403 GVFISYQNR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 53 542.2827 2 1082.5508 0.0001 31.98 R H 0
4404 GVFLTAEGEK JW0801 ECK0807 mntR transcriptional regulator of mntH 12 525.7768 2 1049.5390 -0.0003 30.23 R L 0
4405 GVFNLVLGR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 62 487.7929 2 973.5712 0.0004 50.02 R G 0
4406 GVFSSQLQLLVKPIAGK JW1606 ECK1609 ydgA conserved protein 53 595.6925 3 1784.0557 -0.0003 52.72 R E 0
4407 GVFTFDPGFTSTASCESK 57.021465@C:15 JW0710 ECK0709 gltA citrate synthase 99 969.4322 2 1936.8498 -0.0014 49.42 K I 0
4408 GVGFLEAPR JW2962 ECK2988 hybC hydrogenase 2, large subunit 47 473.2615 2 944.5084 0.0006 36.72 K G 0
4409 GVGNSIPDIPDPVAR JW3997 ECK4029 malM maltose regulon periplasmic protein 39 753.8986 2 1505.7826 -0.0011 44.58 K H 0
4410 GVGQIHPIFADR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 28 437.2382 3 1308.6928 -0.0010 33.42 R A 0
4411 GVHEGHVAAEVIAGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 98 737.3949 2 1472.7752 0.0018 23.08 K K 0
4412 GVHEGHVAAEVIAGKK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 98 801.4413 2 1600.8680 -0.0005 20.69 K H 0
4413 GVHVVTVNDYLAQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 40 524.2840 3 1569.8302 0.0038 38.17 K D 0
4414 GVIAPGEYFVSVAVNNNK JW5099 ECK0707 ybgQ predicted outer membrane protein 18 626.6649 3 1876.9729 0.0048 32.46 K I 0
4415 GVIDYLHYYR JW3823 ECK3839 pepQ proline dipeptidase 47 649.8298 2 1297.6450 -0.0005 44.41 K S 0
4416 GVIHWVSAAHALPVEIR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 53 619.0159 3 1854.0259 -0.0005 44.26 K L 0
4417 GVIQHLDYLHK JW4198 ECK4234 treC trehalose-6-P hydrolase 43 661.8640 2 1321.7134 -0.0009 31.37 R L 0
4418 GVIVAMTLEEAEAAVHDMLAGNAFGDAGHR JW3969 ECK3997 purD phosphoribosylglycinamide synthetase phosphoribosylamine-glycine ligase 12 763.8709 4 3051.4545 0.0005 78.10 K I 0
4419 GVIVQYGGQTPLK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 76 680.3845 2 1358.7544 -0.0013 35.95 K L 0
4420 GVIYQGR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 24 396.7215 2 791.4284 -0.0005 20.77 K E 0
4421 GVLAVMPDMDKFPYTVR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 42 646.9990 3 1937.9752 0.0010 53.87 R V 0
4422 GVLFLVDTWGGSPFNAASR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 111 997.5103 2 1993.0060 0.0004 64.73 K I 0
4423 GVLFNSGEFNGLDHEAAFNAIADK JW0637 ECK0635 leuS leucyl-tRNA synthetase 65 846.0752 3 2535.2038 0.0008 53.58 K L 0
4424 GVLGYTEDDVVSTDFNGEVCTSVFDAK 57.021465@C:20 JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 45 1462.6615 2 2923.3084 0.0015 88.47 K A 0
4425 GVLKPGVELVEPTSGNTGIALAYVAAAR JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 67 918.5119 3 2752.5139 0.0016 53.97 R G 0
4426 GVLMVGPPGTGK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 36 556.8100 2 1111.6054 -0.0004 36.49 K T 0
4427 GVLNDLAK JW2573 ECK2590 clpB protein disaggregation chaperone 20 415.2424 2 828.4702 -0.0002 33.81 K Q 0
4428 GVLPTCQDTGTAIIVGK 57.021465@C:6 JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 61 865.4613 2 1728.9080 0.0001 42.94 K K JW4083
4429 GVLTNLGAVAVDTGIFTGR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 104 931.0126 2 1860.0106 0.0001 64.10 R S 0
4430 GVLYSVRPEAR JW3138 ECK3158 nusA transcription termination/antitermination L factor 28 623.8486 2 1245.6826 -0.0002 26.64 R G 0
4431 GVMAALLTPFDQQQALDK JW3194 ECK3214 nanA N-acetylneuraminate lyase 64 973.5061 2 1944.9976 -0.0001 59.39 R A 0
4432 GVMLQTLDSLWK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 64 695.8737 2 1389.7328 0.0004 58.95 K E 0
4433 GVNAIELMHDAIGHILQLR JW3929 ECK3948 argE acetylornithine deacetylase 48 700.7185 3 2099.1337 0.0029 72.43 R D 0
4434 GVNANHIIR JW3897 ECK3918 glpK glycerol kinase 56 497.2827 2 992.5508 -0.0007 20.09 R A 0
4435 GVNLPGVSIALPALAEK JW1666 ECK1672 pykF pyruvate kinase I 84 824.9856 2 1647.9566 0.0008 58.49 K D 0
4436 GVNVLADAVK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 41 493.2875 2 984.5604 0.0002 36.10 R V 0
4437 GVNVVALYGGQR JW5531 ECK3150 deaD ATP-dependent RNA helicase 79 616.8412 2 1231.6678 0.0007 38.68 R Y 0
4438 GVNVVLTTGRPYAGVHNYLK JW3674 ECK3689 yidA predicted hydrolase 45 720.0632 3 2157.1678 -0.0015 38.17 R E 0
4439 GVQAMLDAVIDYLPSPVDVPAINGILDDGKDTPAER JW3302 ECK3327 fusA protein chain elongation factor EF-G 154 1255.6393 3 3763.8961 -0.0016 79.88 K H 0
4440 GVQCDLAMIGSK 57.021465@C:4 JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 70 639.8121 2 1277.6096 -0.0012 38.64 K G 0
4441 GVQLEDGPAAFK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 60 616.3189 2 1230.6232 -0.0012 35.97 R T 0
4442 GVQSILQR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 58 450.7666 2 899.5186 -0.0001 28.94 R Y 0
4443 GVQWIPDWGQAR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 23 706.8572 2 1411.6998 0.0001 51.70 K I 0
4444 GVRPTVR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 14 392.7426 2 783.4706 -0.0008 15.92 R G 0
4445 GVSACATCDGFFYR 57.021465@C:5,57.021465@C:8 JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 80 805.8401 2 1609.6656 0.0004 41.09 R N 0
4446 GVSADQISIVSYGK JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 98 712.3748 2 1422.7350 -0.0004 39.86 K E 0
4447 GVSFFNSVGGNVVAQVTGMGDNPSLSELIGPVK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 14 1092.8894 3 3275.6464 -0.0032 74.38 K V 0
4448 GVSFQELPIDGNAAK JW3585 ECK3600 grxC glutaredoxin 3 54 773.3989 2 1544.7832 -0.0002 45.03 K R 0
4449 GVSLEVSQEAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 66 587.8070 2 1173.5994 0.0005 29.44 K N 0
4450 GVTPVHFDSANDGVAAASEAVNLLR JW1843 ECK1855 pykA pyruvate kinase II 46 837.4257 3 2509.2553 -0.0008 57.01 R D 0
4451 GVTVDKMTELR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 17 624.8338 2 1247.6530 -0.0014 29.44 R K 0
4452 GVTYCPHCDGPLFK 57.021465@C:5,57.021465@C:8 JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 22 550.9180 3 1649.7322 -0.0007 33.65 K G 0
4453 GVTYSAPLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 51 482.2663 2 962.5180 -0.0005 26.84 R V 0
4454 GVVETPCFMPVGTYGTVK 57.021465@C:7 JW0396 ECK0400 tgt tRNA-guanine transglycosylase 95 971.4761 2 1940.9376 0.0002 49.03 R G 0
4455 GVVHDTWPQALIAR JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 68 781.9247 2 1561.8348 -0.0016 40.83 K E 0
4456 GVVPQLVK JW1666 ECK1672 pykF pyruvate kinase I 11 420.2709 2 838.5272 -0.0004 32.33 K E 0
4457 GVVSWTWR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 39 495.7611 2 989.5076 -0.0006 43.44 K I 0
4458 GVVVAIDKDVVLVDAGLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 90 905.5376 2 1809.0606 -0.0004 52.06 R S 0
4459 GVVVAIDKDVVLVDAGLKSESAIPAEQFK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 92 999.8876 3 2996.6410 -0.0024 55.81 R N 0
4460 GVVVQDAALLESGAAIR JW2565 ECK2579 yfiF predicted methyltransferase 120 834.9671 2 1667.9196 -0.0009 48.75 K T 0
4461 GVWASVNGEGQR JW3731 ECK3746 rbsK ribokinase 75 630.3103 2 1258.6060 0.0007 28.73 R V 0
4462 GVWNVTK JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 20 402.2242 2 802.4338 0.0001 26.71 K A 0
4463 GVYAQLHK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 35 458.2557 2 914.4968 -0.0006 20.05 R M 0
4464 GVYHLYKDETYLYQSGK JW5873 ECK4366 prfC peptide chain release factor RF-3 72 688.6735 3 2062.9987 -0.0014 33.96 K G 0
4465 GVYNTYIEDNLR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 66 728.8580 2 1455.7014 0.0020 41.42 R Y JW4083
4466 GWGQSVIIGVAVAGQEISTRPFQLVTGR JW0347 ECK0353 frmA alcohol dehydrogenase class III/glutathione-dependent formaldehyde dehydrogenase 27 976.2012 3 2925.5818 -0.0005 70.11 R V 0
4467 GWLLNEPNYR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 47 631.3191 2 1260.6236 -0.0013 43.42 K L 0
4468 GWLPLFDFAYQGFAR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 83 894.4497 2 1786.8848 0.0018 74.83 K G 0
4469 GYAGDITR JW2876 ECK2903 pepP proline aminopeptidase P II 30 426.7140 2 851.4134 -0.0003 22.51 K T 0
4470 GYASLDYNFK JW2553 ECK2567 lepA GTP binding membrane protein 55 589.2798 2 1176.5450 -0.0001 39.60 R R 0
4471 GYAWLDTGTHQSLIEASNFIATIEER JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 61 974.8140 3 2921.4202 0.0008 70.28 R Q 0
4472 GYDDEDILK JW2203 ECK2207 ompC outer membrane porin protein C 29 534.2494 2 1066.4842 0.0024 32.55 R Y 0
4473 GYDHAFLLQAK JW0739 ECK0745 galM galactose-1-epimerase (mutarotase) 53 631.8292 2 1261.6438 -0.0017 35.63 K G 0
4474 GYDSAGLAVVDAEGHMTR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 67 616.9567 3 1847.8483 0.0013 38.81 R L 0
4475 GYEFINDIK JW3302 ECK3327 fusA protein chain elongation factor EF-G 70 549.7768 2 1097.5390 -0.0003 41.80 K G 0
4476 GYEIHISDEALK JW2573 ECK2590 clpB protein disaggregation chaperone 86 687.8483 2 1373.6820 -0.0007 35.59 R L 0
4477 GYEMSELLSAALLDMR JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 24 600.2949 3 1797.8629 -0.0013 72.17 K W 0
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4478 GYEVGGTVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 52 469.2404 2 936.4662 -0.0002 22.96 R I 0
4479 GYFAYASNHYQTHQ JW5427 ECK2653 ygaT predicted protein 50 843.8690 2 1685.7234 0.0011 30.05 R - 0
4480 GYFPTDGSR JW0172 ECK0176 yaeT conserved protein 11 500.2301 2 998.4456 -0.0001 27.67 R V 0
4481 GYGAGNDVTAAGVFADLLR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 53 933.9707 2 1865.9268 -0.0003 63.56 R T 0
4482 GYGGWVLTMR JW5408 ECK2558 yfhB conserved protein 65 570.2869 2 1138.5592 -0.0001 46.96 R C 0
4483 GYGLQMR JW2291 ECK2288 yfbU conserved protein 23 412.7075 2 823.4004 -0.0006 26.67 R E 0
4484 GYGMGDAAEGK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 74 528.2264 2 1054.4382 -0.0007 22.38 K N 0
4485 GYGNLIIIK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 35 495.8029 2 989.5912 0.0004 42.63 R H 0
4486 GYGTLADVPEKVDMVDVFR JW5130 ECK0956 yccU predicted CoA-binding protein with NAD(P)-binding Rossmann-fold domain 60 704.3544 3 2110.0414 0.0011 55.36 K N 0
4487 GYHKPIMLAGGIGNIR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 33 566.3146 3 1695.9220 -0.0022 33.24 R A 0
4488 GYHLAQGNPAR JW3026 ECK3044 ygiF predicted adenylate cyclase 31 592.3021 2 1182.5896 0.0002 19.96 R E 0
4489 GYLADVELSK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 72 547.7898 2 1093.5650 -0.0004 36.42 R I 0
4490 GYLSPYFINKPETGAVELESPFILLADK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 64 1037.8810 3 3110.6212 -0.0002 65.76 R K 0
4491 GYLSPYFINKPETGAVELESPFILLADKK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 19 810.6868 4 3238.7181 0.0016 63.00 R I 0
4492 GYLVDGR JW0719 ECK0718 mngR DNA-binding transcriptional dual regulator, fatty-acyl-binding 11 390.2060 2 778.3974 0.0002 30.16 R V 0
4493 GYMNIDELANLLDVSTQTVR JW5567 ECK3877 yihW predicted DNA-binding transcriptional regulator 92 1126.5655 2 2251.1164 0.0011 70.44 R R 0
4494 GYMVGPNGPVNLQIIVSQLYADVSQGNVR 15.994915@M:3 JW0424 ECK0428 yajG predicted lipoprotein 46 1035.5333 3 3103.5781 0.0021 77.42 R Y 0
4495 GYNGLAEVGK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 26 504.2615 2 1006.5084 0.0001 27.60 K K 0
4496 GYPNSQYTTDATKR JW2577 ECK2593 yfiO predicted lipoprotein 14 534.5901 3 1600.7485 0.0004 21.99 R L 0
4497 GYQEVITYSFVDPK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 70 823.4083 2 1644.8020 -0.0014 50.62 K V 0
4498 GYRPQFYFR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 34 411.8769 3 1232.6089 -0.0002 36.94 K T JW3943
4499 GYSLTIPIAQEDGAPVSTILDETYK JW1178 ECK1177 dadA D-amino acid dehydrogenase 76 1341.1805 2 2680.3464 -0.0018 62.70 K I 0
4500 GYTFVSETDTEVIAHLVNWELK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 38 851.0955 3 2550.2647 0.0006 69.49 R Q 0
4501 GYTLILGNAWNNLEK JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 48 853.4484 2 1704.8822 -0.0011 56.53 K Q 0
4502 GYTSLVVVPVGHHSVEDFNATLPK JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 39 856.1147 3 2565.3223 -0.0004 46.00 K S 0
4503 GYTVSIFNR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 62 528.7778 2 1055.5410 0.0011 40.10 R S 0
4504 GYVPASTR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 29 425.7244 2 849.4342 -0.0003 20.82 R I 0
4505 GYYPSYVLNEWER JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 64 838.3912 2 1674.7678 0.0000 51.63 R R 0
4506 GYYYPPTLLLDVR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 66 785.4201 2 1568.8256 0.0019 56.79 K Q 0
4507 HAAQGLEEK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 44 491.7512 2 981.4878 0.0000 15.22 K K 0
4508 HADNTLTFGPR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 50 614.8074 2 1227.6002 0.0006 26.94 K D 0
4509 HAECSVLVVR 57.021465@C:4 JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 45 585.3078 2 1168.6010 -0.0012 24.35 R - 0
4510 HAEDPTPLVCHGSWPGVITR 57.021465@C:10 JW2921 ECK2949 yggV dITP/XTP pyrophosphatase 56 743.7001 3 2228.0785 -0.0013 39.28 R E 0
4511 HAEFLAQDDGVIHLLHVLPGSASLSLHR JW0600 ECK0601 uspG universal stress protein UP12 62 758.9070 4 3031.5989 -0.0003 55.95 R F 0
4512 HAEMLDVIVK 15.994915@M:4 JW5312 ECK1895 otsA trehalose-6-phosphate synthase 10 585.8132 2 1169.6118 0.0004 58.79 R N 0
4513 HAFDQMLHSIGK JW5689 ECK3404 malP maltodextrin phosphorylase 23 461.8993 3 1382.6761 -0.0003 37.63 K Q 0
4514 HAHDYDYVHR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 26 438.1985 3 1311.5737 -0.0008 18.36 R V 0
4515 HAHYFDTLCVEVADK 57.021465@C:9 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 73 602.2822 3 1803.8248 -0.0002 38.77 R A 0
4516 HAIAPLLFGADHPVLK JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 74 849.9877 2 1697.9608 -0.0008 42.05 R Q 0
4517 HAIEVLADVEEISFNFFHSEDVVR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 62 934.7966 3 2801.3680 0.0021 77.38 R H 0
4518 HAIVAITEHMCDVDELAHFIEK 57.021465@C:11 JW3887 ECK3908 pfkA 6-phosphofructokinase I 45 645.3159 4 2577.2345 -0.0012 53.76 K E 0
4519 HALEGIAAYYAALR JW0109 ECK0112 pdhR DNA-binding transcriptional dual regulator 37 506.9400 3 1517.7982 -0.0008 46.43 R S 0
4520 HALLNAILQPEQFVEIGESLANK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 60 845.4588 3 2533.3546 0.0007 65.75 K L 0
4521 HALPMINILTFDGDIR JW4215 ECK4251 valS valyl-tRNA synthetase 28 609.3259 3 1824.9559 0.0003 58.06 R E 0
4522 HALTLAK JW2543 ECK2557 tadA tRNA-specific adenosine deaminase 16 377.2352 2 752.4558 0.0014 19.01 R R 0
4523 HALVCGPDRDYLWILSR 57.021465@C:5 JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 36 691.0225 3 2070.0457 -0.0011 49.50 R T 0
4524 HANLPVLVVR JW0600 ECK0601 uspG universal stress protein UP12 45 559.3455 2 1116.6764 -0.0002 33.68 R - 0
4525 HANPCGVAIGNSILDAYDR 57.021465@C:5 JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 90 681.6613 3 2041.9621 -0.0018 44.20 K A 0
4526 HAPGDYTPTVKPSSK JW0626 ECK0624 ybeD conserved protein 22 528.9381 3 1583.7925 -0.0018 11.95 R G 0
4527 HAPLAVR JW1178 ECK1177 dadA D-amino acid dehydrogenase 29 382.2322 2 762.4498 -0.0001 18.01 R L 0
4528 HAPTPAEAK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 41 461.2435 2 920.4724 0.0008 14.07 R T 0
4529 HAQEEMTHMQR JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 65 699.3057 2 1396.5968 -0.0008 17.90 R L 0
4530 HASDDEPFSALAFK JW3302 ECK3327 fusA protein chain elongation factor EF-G 76 767.8617 2 1533.7088 -0.0012 43.70 R I 0
4531 HATLVALPVPGHGAGEPIGILTR JW5226 ECK1416 ydcI predicted DNA-binding transcriptional regulator 49 759.4339 3 2275.2799 0.0000 46.11 R V 0
4532 HAVIALTSIYGVGK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 88 714.9130 2 1427.8114 -0.0021 42.68 K T 0
4533 HAVIHNQSNGSTYTPLQHIHNGQGAFR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 89 995.4923 3 2983.4551 0.0002 27.06 R V 0
4534 HAVTEASPMVK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 63 585.3026 2 1168.5906 -0.0004 19.90 K A 0
4535 HCAVGIEPNR 57.021465@C:2 JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 41 576.7828 2 1151.5510 0.0006 19.56 K E 0
4536 HCPRPIVMPLSNPTSR 57.021465@C:2 JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 53 931.4793 2 1860.9440 -0.0010 30.33 K V 0
4537 HCQETGLSLSGLMMK 57.021465@C:2 JW2768 ECK2792 sdaB L-serine deaminase II 45 564.6023 3 1690.7851 0.0012 44.00 K N 0
4538 HDALISK JW3623 ECK3638 gmk guanylate kinase 42 392.2215 2 782.4284 -0.0002 17.57 R L 0
4539 HDAVIAEMQQLGVR JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 15 522.9398 3 1565.7976 -0.0007 43.75 R V 0
4540 HDAVLEAGGLHIIGTER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 67 596.6513 3 1786.9321 -0.0004 39.45 R H 0
4541 HDDGTGDMSR JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 47 545.7151 2 1089.4156 0.0011 14.60 K S 0
4542 HDGEAEDVAVALNEQYQPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 47 714.3344 3 2139.9814 -0.0007 39.67 R F 0
4543 HDIATGATGR JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 58 499.7544 2 997.4942 0.0001 17.10 R N 0
4544 HDIEGNR JW5756 ECK4245 yjgK conserved protein 29 420.7016 2 839.3886 0.0000 13.81 K L 0
4545 HDLENPTAPK JW4286 ECK4314 uxuB D-mannonate oxidoreductase, NAD-binding 58 561.2818 2 1120.5490 -0.0023 19.42 K S 0
4546 HDMDSLAER JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 49 537.2377 2 1072.4608 0.0001 20.75 R W 0
4547 HDMQHLLK JW5158 ECK1094 ycfP conserved protein 11 341.1794 3 1020.5164 -0.0011 21.69 K E 0
4548 HDTTVILYGR JW5287 ECK1755 ynjE predicted thiosulfate sulfur transferase 41 587.8142 2 1173.6138 -0.0004 27.38 R D 0
4549 HDVEVLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 48 420.2346 2 838.4546 -0.0002 19.65 R A 0
4550 HDWFVER JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 28 494.7353 2 987.4560 -0.0003 31.77 R L 0
4551 HEATRPLVFSPNYYQTR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 48 693.6845 3 2078.0317 -0.0017 34.32 K Q 0
4552 HEAWITLEK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 52 563.7978 2 1125.5810 -0.0007 32.55 R A 0
4553 HEDFPYQEILLTR JW2659 ECK2678 mprA DNA-binding transcriptional regulator 48 554.2826 3 1659.8260 0.0004 50.13 R L 0
4554 HEDMYTAINELINKLER JW2578 ECK2594 yfiA cold shock protein associated with 30S ribosomal subunit 57 697.0180 3 2088.0322 0.0013 65.04 K Q 0
4555 HEFMTVEHLLLALLSNPSAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 30 760.0722 3 2277.1948 0.0009 70.97 R E 0
4556 HEIISEAEAEVAEIQEQFQSGLVTAGER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 72 768.3799 4 3069.4905 0.0014 70.55 K Y 0
4557 HELYITTK JW0197 ECK0207 dkgB 2,5-diketo-D-gluconate reductase B 24 502.7747 2 1003.5348 0.0010 22.01 R I 0
4558 HEQGAGFIAQGMAR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 41 491.5740 3 1471.7002 0.0012 29.09 R T 0
4559 HEQLITQK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 32 498.7769 2 995.5392 -0.0008 18.41 K I 0
4560 HEQLLQER JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 43 526.7774 2 1051.5402 -0.0008 20.03 R N 0
4561 HESGVVTDPQTVLPTTTLR JW5401 ECK2504 guaB IMP dehydrogenase 97 1026.0444 2 2050.0742 0.0048 38.09 K E 0
4562 HETISEDELR JW5588 ECK3814 yigI conserved protein 67 614.7936 2 1227.5726 -0.0006 22.81 R Q 0
4563 HFAALSTNAK JW3985 ECK4017 pgi glucosephosphate isomerase 64 530.2835 2 1058.5524 0.0015 20.93 K A 0
4564 HFAAYGAVEGGK JW2120 ECK2125 bglX beta-D-glucoside glucohydrolase, periplasmic 66 603.7987 2 1205.5828 -0.0001 23.49 K E 0
4565 HFDEMKDVTIADLFAK JW3985 ECK4017 pgi glucosephosphate isomerase 32 627.3138 3 1878.9196 0.0009 51.73 K D 0
4566 HFDNQPIDLPLDVLLGK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 43 645.3517 3 1933.0333 0.0024 64.64 R T 0
4567 HFDVDAFDAR JW1113 ECK1113 pepT peptidase T 44 596.7727 2 1191.5308 0.0000 36.46 K W 0
4568 HFDYVETK JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 45 519.7481 2 1037.4816 -0.0001 22.19 K H 0
4569 HFEQFIESGCAK 57.021465@C:10 JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 70 726.8326 2 1451.6506 0.0003 31.60 R F 0
4570 HFESTPDTPEIIATIHGEGYR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 69 790.7165 3 2369.1277 -0.0010 43.51 K F 0
4571 HFGLNHLGLLAPGK JW3640 ECK3656 ade cryptic adenine deaminase 33 491.9488 3 1472.8246 -0.0007 39.22 R Q 0
4572 HFGMPEQQTSHWR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 47 547.5836 3 1639.7290 -0.0025 28.03 R R 0
4573 HFGVSNFTPAQFALLQSR JW1639 ECK1643 ydhF predicted oxidoreductase 53 674.0184 3 2019.0334 0.0009 52.17 R L 0
4574 HFIDHEINSIQNFMSDDMK JW0116 ECK0119 speD S-adenosylmethionine decarboxylase 96 774.3488 3 2320.0246 -0.0005 53.60 K A 0
4575 HFINSDKR JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 36 508.7671 2 1015.5196 -0.0002 16.10 K D 0
4576 HFLQVAAR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 50 471.2697 2 940.5248 0.0007 24.25 R E 0
4577 HFNAEHQHTR JW0939 ECK0947 ycbG conserved protein 49 426.2024 3 1275.5854 -0.0004 13.76 R K 0
4578 HFPAAEHNLAQR JW2318 ECK2315 flk predicted flagella assembly protein 40 464.2380 3 1389.6922 0.0021 21.15 R L 0
4579 HFPGHGAVTADSHK JW1093 ECK1093 nagZ beta N-acetyl-glucosaminidase 51 487.5728 3 1459.6966 0.0009 17.42 K E 0
4580 HFQELGVTGLEWHFIGPLQSNK JW2918 ECK2946 yggS predicted enzyme 15 635.0792 4 2536.2877 0.0017 54.75 R S 0
4581 HFQTAVK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 19 415.7297 2 829.4448 0.0002 9.61 K S 0
4582 HFSTTPAEK JW3985 ECK4017 pgi glucosephosphate isomerase 14 509.2532 2 1016.4918 -0.0009 10.40 K N 0
4583 HFTDEPISEAQR JW0835 ECK0842 nfsA nitroreductase A, NADPH-dependent, FMN-dependent 62 715.3391 2 1428.6636 0.0003 24.54 R E 0
4584 HFYEHDGISLYSIGR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 50 598.6245 3 1792.8517 -0.0014 39.77 R A 0
4585 HGANLILLDISPEIEK JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 39 587.9949 3 1760.9629 -0.0044 52.86 R L 0
4586 HGASCPVGMGVSCSADR 57.021465@C:5,57.021465@C:13 JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 51 583.2477 3 1746.7213 -0.0022 23.94 R N JW4083
4587 HGASDAPLR JW0915 ECK0923 pepN aminopeptidase N 56 462.2385 2 922.4624 0.0004 16.95 R L 0
4588 HGAVSVMQYR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 72 574.2876 2 1146.5606 0.0003 23.55 R D 0
4589 HGAVSVMQYRDDGYLPEALLNYLVR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 31 720.6182 4 2878.4437 0.0003 64.08 R L 0
4590 HGCALGSIVGK 57.021465@C:3 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 14 549.7901 2 1097.5656 0.0005 23.56 R D 0
4591 HGCALGSIVGKDESVEVPSVGGRPPR 57.021465@C:3 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 63 665.8450 4 2659.3509 0.0009 35.78 R S 0
4592 HGDFTIK JW3737 ECK3757 yifE conserved protein 37 409.2137 2 816.4128 -0.0001 20.40 R E 0
4593 HGESQWNK JW0738 ECK0744 gpmA phosphoglyceromutase 1 45 493.2278 2 984.4410 -0.0002 16.40 R E 0
4594 HGESQWNKENR JW0738 ECK0744 gpmA phosphoglyceromutase 1 69 692.8211 2 1383.6276 -0.0004 16.69 R F 0
4595 HGEWQEASLAFR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 38 715.8442 2 1429.6738 0.0001 39.00 K A 0
4596 HGFLPLK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 33 406.2445 2 810.4744 -0.0007 29.51 R E 0
4597 HGFLPLKEIAR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 58 427.5874 3 1279.7404 0.0005 32.77 R E 0
4598 HGGFYLGSIGGPAAVLAQGSIK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 59 700.7130 3 2099.1172 0.0009 51.48 K S 0
4599 HGGGAFSGK JW2909 ECK2937 metK methionine adenosyltransferase 1 23 409.2011 2 816.3876 -0.0002 15.13 R D 0
4600 HGGGAFSGKDPSK JW2909 ECK2937 metK methionine adenosyltransferase 1 57 622.8045 2 1243.5944 0.0000 16.11 R V 0
4601 HGGGAFSGKDPSKVDR JW2909 ECK2937 metK methionine adenosyltransferase 1 89 807.9027 2 1613.7908 -0.0001 18.22 R S 0
4602 HGHVYVALPPLYR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 23 507.9495 3 1520.8267 0.0015 36.85 K I 0
4603 HGIAIAGTHGK JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 41 354.5334 3 1060.5784 0.0007 17.49 R T 0
4604 HGIPIDADYVFDVR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 49 808.9067 2 1615.7988 -0.0006 48.98 K F 0
4605 HGISNLK JW0122 ECK0125 can carbonic anhydrase 44 384.7217 2 767.4288 -0.0001 17.47 R L 0
4606 HGLGISCLSR 57.021465@C:7 JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 54 550.2872 2 1098.5598 -0.0006 28.59 R R 0
4607 HGLHTDASHR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 63 565.7771 2 1129.5396 0.0019 13.62 R Y 0
4608 HGLHTDASHRYER JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 41 526.9218 3 1577.7436 -0.0010 16.31 R G 0
4609 HGLHYVELR JW1615 ECK1618 add adenosine deaminase 42 375.2056 3 1122.5950 0.0017 24.20 R F 0
4610 HGLMGFGR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 19 437.7203 2 873.4260 -0.0018 29.48 R D 0
4611 HGLQSILR JW3129 ECK3148 yhbW predicted enzyme 54 462.2745 2 922.5344 -0.0003 27.08 R E 0
4612 HGMGFEGMR JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 30 511.2214 2 1020.4282 0.0013 25.68 R V 0
4613 HGNMLGAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 47 414.2131 2 826.4116 -0.0002 17.25 R E 0
4614 HGNTSAASVPCALDEAVR 57.021465@C:11 JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 101 927.9414 2 1853.8682 -0.0007 32.39 R D 0
4615 HGPLALIDADMPVIVVAPNNELLEK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 77 890.1512 3 2667.4318 0.0012 61.70 K L 0
4616 HGQVVSVGK JW4346 ECK4375 deoB phosphopentomutase 39 455.7586 2 909.5026 -0.0004 17.29 K I 0
4617 HGVTMLTLGQYLQPSR JW0623 ECK0621 lipA lipoate synthase 14 600.9856 3 1799.9350 -0.0004 48.47 R H 0
4618 HGYAFNELDLGK JW3737 ECK3757 yifE conserved protein 84 682.3354 2 1362.6562 -0.0004 39.25 R R 0
4619 HGYAFNELDLGKR JW3737 ECK3757 yifE conserved protein 76 760.3860 2 1518.7574 -0.0005 34.25 R E 0
4620 HGYAFNELDLGKREPVTEEEK JW3737 ECK3757 yifE conserved protein 35 616.0553 4 2460.1921 0.0002 34.85 R L 0
4621 HHALFLGR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 26 475.7710 2 949.5274 0.0028 22.90 K G 0
4622 HHFENVSIE JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 34 556.2622 2 1110.5098 0.0004 25.50 K - 0
4623 HHFEVDASYVVVAALGELAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 87 719.0447 3 2154.1123 0.0013 62.94 R R 0
4624 HHGGAALPSSSVNTPWHDR JW3386 ECK3409 glpR DNA-binding transcriptional repressor 28 507.2464 4 2024.9565 -0.0002 27.10 R K 0
4625 HHGHGPAGVK JW3028 ECK3046 cca fused tRNA nucleotidyl transferase -!- 2'3'-cyclic phosphodiesterase/2'nucleotidase/phosphatase 16 498.7589 2 995.5032 -0.0016 13.40 R L 0
4626 HHITADGYYR JW1075 ECK1075 rpmF 50S ribosomal subunit protein L32 40 616.7934 2 1231.5722 -0.0012 20.00 R G 0
4627 HHKPAPDTFLLCAQR 57.021465@C:12 JW2665 ECK2685 yqaB predicted hydrolase 50 597.6420 3 1789.9042 -0.0004 28.00 K M 0
4628 HHLPVQR JW0623 ECK0621 lipA lipoate synthase 23 443.7541 2 885.4936 0.0004 16.58 R Y 0
4629 HHNPQLHETLLTHLEQLQK JW5857 ECK3742 rbsD predicted cytoplasmic sugar-binding protein 49 579.8106 4 2315.2133 0.0000 36.39 K H 0
4630 HHNQDMIIK JW5413 ECK2605 rimM 16S rRNA processing protein 39 568.2873 2 1134.5600 -0.0004 18.49 K L 0
4631 HHQLQALALLR JW0162 ECK0165 glnD uridylyltransferase 40 433.9262 3 1298.7568 -0.0005 32.99 R M 0
4632 HHQTYVNNANAALESLPEFANLPVEELITK JW3879 ECK3901 sodA superoxide dismutase, Mn 119 1121.5721 3 3361.6945 0.0003 62.78 K L 0
4633 HHQTYVTNLNNLIK JW1648 ECK1652 sodB superoxide dismutase, Fe 52 565.6374 3 1693.8904 0.0005 34.71 K G 0
4634 HHSLGEGNIGHDAFR JW2146 ECK2152 nfo endonuclease IV with intrinsic 3'-5' exonuclease activity 37 412.4498 4 1645.7701 -0.0008 22.97 R W 0
4635 HHVDVGQIR JW5854 ECK3820 yigL predicted hydrolase 51 354.1935 3 1059.5587 0.0013 18.65 R D 0
4636 HIAAPNETVSTMGFEAATR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 65 668.3268 3 2001.9586 0.0009 37.63 R A 0
4637 HIAHDFNDPLTWSHNR JW0462 ECK0467 htpG molecular chaperone HSP90 family 61 490.7352 4 1958.9117 -0.0019 32.98 K V 0
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4638 HIAHDFNDPLTWSHNRVEGK JW0462 ECK0467 htpG molecular chaperone HSP90 family 39 791.7206 3 2372.1400 -0.0011 32.52 K Q 0
4639 HIALVAHDHCK 57.021465@C:10 JW5129 ECK0954 mgsA methylglyoxal synthase 72 650.8318 2 1299.6490 -0.0015 17.28 K Q 0
4640 HIAMHVAASKPEFIKPEDVSAEVVEK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 68 716.1267 4 2860.4777 -0.0016 37.67 K E 0
4641 HIAYLGAR JW5946 ECK3423 gntR DNA-binding transcriptional repressor 14 450.7563 2 899.4980 0.0003 22.79 R L 0
4642 HIDQITTVLNQLK JW2795 ECK2823 thyA thymidylate synthetase 18 508.2909 3 1521.8509 -0.0006 46.91 R N 0
4643 HIDSLTEEEENWRR JW4358 ECK4387 ytjC phosphoglyceromutase 2, co-factor independent 36 605.2868 3 1812.8386 -0.0004 32.14 R Q 0
4644 HIEINGDNLHDYLGVQR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 69 665.0006 3 1991.9800 -0.0012 39.61 K F 0
4645 HIEVIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 30 433.2663 2 864.5180 -0.0001 23.11 K Q 0
4646 HIEYSLPHVAELALGGTAVGTGLNTHPEYAR JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 58 819.1721 4 3272.6593 0.0018 52.15 K R 0
4647 HIFISNLK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 51 486.2877 2 970.5608 0.0009 28.72 K Y 0
4648 HIFTEMAR JW4012 ECK4044 dnaB replicative DNA helicase 26 502.7524 2 1003.4902 -0.0007 25.71 R L 0
4649 HIGESASDILR JW0674 ECK0675 seqA regulatory protein for replication initiation 44 599.3143 2 1196.6140 -0.0009 28.84 K R 0
4650 HIGESASDILRR JW0674 ECK0675 seqA regulatory protein for replication initiation 29 451.9125 3 1352.7157 -0.0003 27.33 K M 0
4651 HIGGGHK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 20 353.1931 2 704.3716 -0.0001 13.10 R Q 0
4652 HIGPDAAQQQEMLNAVGAQSLNALTGQIVPK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 53 1067.2224 3 3198.6454 -0.0001 60.62 R D 0
4653 HIIGQDNAK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 21 498.2672 2 994.5198 0.0003 17.18 K R 0
4654 HIIGQDNAKR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 42 384.5472 3 1150.6198 -0.0009 16.53 K S 0
4655 HIIHLINDVAK JW3391 ECK3414 glgP glycogen phosphorylase 48 424.9184 3 1271.7334 -0.0015 28.88 K V 0
4656 HIINNTQDSVVNVDK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 46 565.9598 3 1694.8576 -0.0011 26.02 R L 0
4657 HIINNTQDSVVNVDKLTYAGNR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 94 824.4255 3 2470.2547 -0.0018 37.51 R E 0
4658 HIISINDLSR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 17 584.3267 2 1166.6388 -0.0018 34.44 K D 0
4659 HIISINDLSRDDLNLVLATAAK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 53 798.1116 3 2391.3130 0.0008 58.38 K L 0
4660 HILANFENLPVAGEYMHR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 62 704.3541 3 2110.0405 -0.0013 46.80 R D 0
4661 HILIAVDLSPESK JW3462 ECK3480 uspA universal stress global response regulator 100 711.4032 2 1420.7918 -0.0006 41.23 K V 0
4662 HILLKPSPIMTDEQAR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 56 617.0043 3 1847.9911 -0.0016 31.20 R V 0
4663 HILNEQHGYK JW5790 ECK4342 yjiA predicted GTPase 38 413.5473 3 1237.6201 -0.0002 18.32 R I 0
4664 HILTENAR JW0740 ECK0746 galK galactokinase 48 477.2613 2 952.5080 -0.0009 17.98 R T 0
4665 HINTTSDSEILLNIFASELDNFR JW2309 ECK2306 purF amidophosphoribosyltransferase 77 883.7772 3 2648.3098 0.0017 72.82 R H 0
4666 HIPEFVR JW0710 ECK0709 gltA citrate synthase 18 449.2504 2 896.4862 -0.0005 26.82 K R 0
4667 HIPEFVRR JW0710 ECK0709 gltA citrate synthase 15 351.8698 3 1052.5876 -0.0002 23.26 K A 0
4668 HIPMVVMDWGEAK JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 35 756.8699 2 1511.7252 -0.0013 45.93 R A 0
4669 HITAGAK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 17 349.2031 2 696.3916 -0.0001 13.46 K K 0
4670 HITDRDVR JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 33 506.2699 2 1010.5252 -0.0004 16.36 R I 0
4671 HITGKPIK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 22 447.2821 2 892.5496 0.0003 13.92 R F 0
4672 HITGLHYNPITNTFK JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 65 878.4606 2 1754.9066 -0.0037 35.54 R L 0
4673 HITYYLDRPDVLAR JW0915 ECK0923 pepN aminopeptidase N 19 577.9774 3 1730.9104 0.0000 38.13 R F 0
4674 HIVDGFSFELSK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 32 689.8529 2 1377.6912 -0.0015 44.98 R V 0
4675 HIVGAIANEGDISSR JW5531 ECK3150 deaD ATP-dependent RNA helicase 93 769.8995 2 1537.7844 -0.0004 27.96 R Y 0
4676 HIVIRPLAYCR 57.021465@C:10 JW1338 ECK1341 ydaO predicted C32 tRNA thiolase 33 699.3940 2 1396.7734 -0.0026 29.27 K E 0
4677 HIYAQVIAPNGSEVLVAASTVEK JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 99 1198.6432 2 2395.2718 -0.0027 47.06 R A 0
4678 HIYSIWR JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 21 487.7626 2 973.5106 -0.0027 32.18 K K 0
4679 HKAEYTPHVDTGDYIIVLNADK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 72 833.7548 3 2498.2426 -0.0014 40.04 K V 0
4680 HKAGEHIGICSVCSAHPLVIEAALAFDR 57.021465@C:10,57.021465@C:13 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 83 1020.1834 3 3057.5284 0.0007 47.05 R N 0
4681 HKANLTAQINK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 65 619.3543 2 1236.6940 0.0002 17.68 R L 0
4682 HKATLLGLGLR JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 68 589.8717 2 1177.7288 -0.0007 31.68 K R 0
4683 HKDCQNPLR 57.021465@C:4 JW0466 ECK0471 gsk inosine/guanosine kinase 18 584.2884 2 1166.5622 0.0008 16.85 R V 0
4684 HKDLGEAAAS JW0048 ECK0050 apaH diadenosine tetraphosphatase 39 499.7491 2 997.4836 0.0009 16.02 R - 0
4685 HKEHLGTGDVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 44 610.8225 2 1219.6304 -0.0004 15.30 K Y 0
4686 HKHANLR JW1707 ECK1715 rpmI 50S ribosomal subunit protein L35 32 438.2516 2 874.4886 0.0001 13.36 K H 0
4687 HKIPTAEYQNFTEVEPALAYLR JW3969 ECK3997 purD phosphoribosylglycinamide synthetase phosphoribosylamine-glycine ligase 14 648.3388 4 2589.3261 0.0036 48.61 R E 0
4688 HKTPIIFR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 25 506.3083 2 1010.6020 -0.0005 21.94 R A 0
4689 HKVIASCFFEASTR 57.021465@C:7 JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 54 551.6114 3 1651.8124 -0.0017 31.74 K T 0
4690 HLADTGVLGGIISGAIAAYMFNR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 54 783.0787 3 2346.2143 -0.0011 75.70 K F 0
4691 HLAEQVQPLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 54 595.8366 2 1189.6586 0.0019 22.95 R M 0
4692 HLAHVLSEK JW1265 ECK1267 yciN predicted protein 49 517.2929 2 1032.5712 -0.0003 18.48 K Y 0
4693 HLAVAVTPVAGQLDLKK JW0470 ECK0475 ybaK conserved protein 67 587.3524 3 1759.0354 -0.0001 35.00 K V 0
4694 HLAVSSFSMENPQGFGLLQR JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 65 740.0406 3 2217.1000 0.0000 50.99 K G 0
4695 HLDALLSSGHNVVGVFTQPDRPAGR JW3249 ECK3274 fmt 10-formyltetrahydrofolate:L-methionyl-tRNA(fMet) N-formyltransferase 75 661.5984 4 2642.3645 -0.0033 44.43 R G 0
4696 HLDALVADEDLSR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 95 727.3671 2 1452.7196 -0.0012 34.18 K F 0
4697 HLDGNIRPQTILELGR JW1615 ECK1618 add adenosine deaminase 29 611.3420 3 1831.0042 -0.0021 43.02 R Q 0
4698 HLEFFNTQPFVAAPILGVTLALEEQR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 49 980.8580 3 2939.5522 -0.0024 73.87 R A 0
4699 HLESVVTNK JW0159 ECK0162 yaeH conserved protein 45 513.7823 2 1025.5500 -0.0004 19.34 R I 0
4700 HLFTSESVSEGHPDK JW2909 ECK2937 metK methionine adenosyltransferase 1 61 557.2650 3 1668.7732 -0.0012 22.68 K I 0
4701 HLGFPALAVSLDGHK JW2714 ECK2739 surE broad specificity 5'(3')-nucleotidase and polyphosphatase 21 521.2872 3 1560.8398 -0.0015 43.26 R H 0
4702 HLGVEASLKPTK JW1905 ECK1919 fliY cystine transporter subunit -!- periplasmic-binding component of ABC superfamily 48 427.2505 3 1278.7297 0.0002 22.35 K W 0
4703 HLIVYDEGNLFSAPR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 27 577.6334 3 1729.8784 -0.0003 45.77 K A 0
4704 HLKPIALAGDAR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 53 631.3714 2 1260.7282 -0.0019 23.85 K K 0
4705 HLLEQHQLAR JW0250 ECK0261 insH CP4-6 prophage; IS5 transposase and trans-activator 44 622.8462 2 1243.6778 -0.0007 20.57 R Q JW0540 JW0652 JW1324 JW1363 JW1882 JW1972 JW2014 JW2179 JW2949 JW3185 JW3472 JW5895 JW5914 JW5928 JW5935 JW5936 JW5951

4706 HLLPSVVHYQQQGHSVGYDAR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 13 598.5540 4 2390.1869 -0.0009 31.16 R T 0
4707 HLLQALPGSVR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 36 595.8534 2 1189.6922 -0.0008 31.67 K S 0
4708 HLNATIINEGDINTR JW2294 ECK2291 pta phosphate acetyltransferase 88 840.9373 2 1679.8600 0.0011 33.04 R R 0
4709 HLNIMITAGPTREPLDPVR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 22 710.7205 3 2129.1397 -0.0017 39.93 K Y 0
4710 HLNSGGELR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 48 491.7563 2 981.4980 -0.0011 17.53 R I 0
4711 HLPEPFR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 18 448.2420 2 894.4694 -0.0016 26.73 K I 0
4712 HLPHDLVAAFK JW4131 ECK4169 hflX predicted GTPase 31 416.5672 3 1246.6798 -0.0023 34.96 R A 0
4713 HLPLPTYLVVQVR JW2551 ECK2565 rnc RNase III 16 767.9586 2 1533.9026 -0.0005 48.64 R G 0
4714 HLPSDTGIEVAFAGR JW5930 ECK3857 yihA GTP-binding protein 86 785.4046 2 1568.7946 0.0000 40.74 R S 0
4715 HLPVGQR JW3140 ECK3161 argG argininosuccinate synthetase 16 403.7352 2 805.4558 0.0000 17.73 K I 0
4716 HLPYIGK JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 11 414.2424 2 826.4702 0.0002 25.66 R V 0
4717 HLQALEQAAEHLQQGK JW3684 ECK3699 trmE GTPase 60 600.9834 3 1799.9284 0.0006 37.36 R A 0
4718 HLRPSPR JW0407 ECK0411 thiL thiamin-monophosphate kinase 22 431.7538 2 861.4930 -0.0003 14.34 R I 0
4719 HLRPVAR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 20 424.7642 2 847.5138 -0.0002 15.27 K Q 0
4720 HLSLHSELVK JW0938 ECK0946 ycbZ predicted peptidase 17 388.2240 3 1161.6502 -0.0005 25.19 R A 0
4721 HLSNALR JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 26 405.7326 2 809.4506 -0.0002 17.67 K R 0
4722 HLSTEIIQAR JW0117 ECK0120 speE spermidine synthase (putrescine aminopropyltransferase) 55 584.3279 2 1166.6412 0.0005 25.72 R F 0
4723 HLTENDR JW5571 ECK3864 bipA GTP-binding protein 37 442.7150 2 883.4154 0.0008 13.91 R R 0
4724 HLTQVTPAGQEIIR JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 17 521.6257 3 1561.8553 -0.0024 28.98 K I 0
4725 HLVEIFG JW2996 ECK3019 mdaB NADPH quinone reductase 19 407.7265 2 813.4384 0.0000 42.30 K - 0
4726 HLWLEVK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 39 462.7686 2 923.5226 -0.0003 33.65 R G 0
4727 HLYACDR 57.021465@C:5 JW0750 ECK0756 ybhE 6-phosphogluconolactonase 30 467.7131 2 933.4116 -0.0011 17.62 R T 0
4728 HMDYGVQINK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 58 602.7927 2 1203.5708 0.0003 25.40 R L 0
4729 HMGWTEAADLIVK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 31 490.9189 3 1469.7349 0.0012 45.48 R G 0
4730 HMNSTSYFYNHSSQWR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 60 682.2955 3 2043.8647 0.0002 31.45 R Y 0
4731 HMQIINEINTR JW5689 ECK3404 malP maltodextrin phosphorylase 27 684.8563 2 1367.6980 0.0000 31.32 R F 0
4732 HMSDETAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 27 473.7060 2 945.3974 0.0000 13.88 K I 0
4733 HMTADAAAHEVIEGQASALEELDDEYLKER JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 93 836.1449 4 3340.5505 -0.0011 57.59 K A 0
4734 HMVHELVSNLR JW3890 ECK3911 tpiA triosephosphate isomerase 66 667.8530 2 1333.6914 -0.0010 26.93 R K 0
4735 HMVHELVSNLRK JW3890 ECK3911 tpiA triosephosphate isomerase 59 731.9009 2 1461.7872 -0.0001 24.43 R E 0
4736 HNAGAWFVDLLAER JW1195 ECK1192 pth peptidyl-tRNA hydrolase 98 799.9074 2 1597.8002 0.0002 56.45 R L 0
4737 HNASNSLKDIAELVPFAHR JW1431 ECK1429 ydcP predicted peptidase 22 530.5315 4 2118.0969 -0.0002 47.22 R Y 0
4738 HNDDYLSAYAHNDTMLVR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 79 712.3253 3 2133.9541 0.0002 41.24 K E 0
4739 HNDLENVGYTAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 54 463.5565 3 1387.6477 -0.0004 25.06 K H 0
4740 HNEEYEKIEGCDDGVIMHLK 57.021465@C:11 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 27 604.7781 4 2415.0833 -0.0003 36.67 R S 0
4741 HNERLEFLGDSILSYVIANALYHR JW2551 ECK2565 rnc RNase III 105 708.3721 4 2829.4593 0.0032 71.61 K F 0
4742 HNFEGGK JW0669 ECK0671 fur DNA-binding transcriptional dual regulator 22 394.6877 2 787.3608 -0.0004 15.19 R S 0
4743 HNGAPAFSPDGSK JW5100 ECK0729 tolB periplasmic protein 40 428.8707 3 1283.5903 0.0008 20.51 R L 0
4744 HNGIIELVK JW3386 ECK3409 glpR DNA-binding transcriptional repressor 32 511.8034 2 1021.5922 0.0002 31.23 R Q 0
4745 HNHALVFK JW1279 ECK1281 rnb ribonuclease II 26 322.5156 3 964.5250 0.0006 19.41 R D 0
4746 HNIDGVIATNTTLDR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 21 547.2847 3 1638.8323 -0.0002 32.59 R S 0
4747 HNISFAEVESK JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 69 630.8144 2 1259.6142 -0.0003 27.77 R L 0
4748 HNIVAIADIDTR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 88 669.3622 2 1336.7098 -0.0001 34.72 R K 0
4749 HNIVAIADIDTRK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 69 489.2766 3 1464.8080 0.0032 30.41 R L 0
4750 HNIVVCDSK 57.021465@C:6 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 52 536.2660 2 1070.5174 -0.0005 18.59 K G 0
4751 HNKLDHEIAR JW5823 ECK1419 ydcH predicted protein 18 411.5543 3 1231.6411 -0.0011 17.44 K K 0
4752 HNLPHNSLNFVFHGGSGSTAQEIK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 47 648.5730 4 2590.2629 -0.0048 34.84 K D 0
4753 HNLPHNSLNFVFHGGSGSTAQEIKDSVSYGVVK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 57 882.1919 4 3524.7385 -0.0049 44.07 K M 0
4754 HNLTTLK JW2100 ECK2106 mrp antiporter inner membrane protein 36 413.7431 2 825.4716 0.0008 18.75 K A 0
4755 HNMALVTIEDLVAYR JW3009 ECK3032 ribB 3,4 dihydroxy-2-butanone-4-phosphate synthase 31 582.3072 3 1743.8998 0.0019 56.96 K Q 0
4756 HNMDDILQNVPNHNIK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 60 634.6475 3 1900.9207 -0.0008 37.63 R V 0
4757 HNPEHFR JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 29 468.7252 2 935.4358 -0.0004 15.19 R V 0
4758 HNPQNPSWADRDR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 32 796.8693 2 1591.7240 0.0000 19.18 K F 0
4759 HNQQVVLFHK JW4193 ECK4229 yjgA conserved protein 44 625.3438 2 1248.6730 0.0004 22.40 R L 0
4760 HNTLGTEFK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 47 523.7670 2 1045.5194 0.0003 21.65 R A 0
4761 HNTLLFVVGQDKPR JW3606 ECK3621 rfaG glucosyltransferase I 58 541.9698 3 1622.8876 -0.0017 33.84 R K 0
4762 HNTVPLSFADGYPYLLANEASLR JW5126 ECK0938 ycbX predicted 2Fe-2S cluster-containing protein 37 850.0994 3 2547.2764 0.0007 58.41 R D 0
4763 HNVLNAK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 19 398.2272 2 794.4398 -0.0001 16.54 K F 0
4764 HNVPAGSESHFK JW5060 ECK0429 bolA regulator of penicillin binding proteins and beta lactamase transcription (morphogene) 81 437.2145 3 1308.6217 0.0005 17.82 R V 0
4765 HPAGEPLK JW5126 ECK0938 ycbX predicted 2Fe-2S cluster-containing protein 38 424.7351 2 847.4556 0.0004 15.98 K T 0
4766 HPAVPVDVVHR JW5746 ECK4203 fklB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 62 409.2318 3 1224.6736 0.0009 23.48 K A 0
4767 HPDTLLAAR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 42 497.2773 2 992.5400 -0.0003 22.38 R S 0
4768 HPEALAK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 27 383.2161 2 764.4176 -0.0005 15.71 R A 0
4769 HPEKYPQLTIR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 39 461.2578 3 1380.7516 0.0003 25.99 K V 0
4770 HPELTDMVIFR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 54 679.3504 2 1356.6862 0.0002 47.49 K E 0
4771 HPEQCQHDHSVQVK 57.021465@C:5 JW5714 ECK4038 zur DNA-binding transcriptional activator, Zn(II)-binding 36 576.9333 3 1727.7781 -0.0017 15.39 R K 0
4772 HPFPGPGLGVR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 45 378.5454 3 1132.6144 0.0001 29.79 R V 0
4773 HPGLQVVPVVEQPEAGWR JW3820 ECK3836 fre flavin reductase 42 999.5309 2 1997.0472 -0.0010 42.56 K G 0
4774 HPHAVLLLDEIEK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 31 505.2836 3 1512.8290 -0.0009 39.87 K A 0
4775 HPHVELCDLLK 57.021465@C:7 JW5070 ECK0521 ybcJ predicted RNA-binding protein 58 454.2393 3 1359.6961 -0.0008 37.86 K L 0
4776 HPLAVSSLEELANGTFLPAIGEIDELDPK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 45 1025.8683 3 3074.5831 0.0019 71.88 R G 0
4777 HPLFVTNVDDTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 70 707.3596 2 1412.7046 -0.0002 31.67 K L 0
4778 HPLVMGNWK JW3890 ECK3911 tpiA triosephosphate isomerase 27 541.2840 2 1080.5534 -0.0003 30.16 R L 0
4779 HPNWSMGR JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 17 492.7272 2 983.4398 0.0003 22.53 R K 0
4780 HPQEGAAR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 16 433.2175 2 864.4204 0.0004 13.31 R L 0
4781 HPQRPYTLDYVR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 25 772.9017 2 1543.7888 -0.0007 26.95 R L 0
4782 HPSEIVNVGDEITVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 94 818.9299 2 1635.8452 -0.0015 35.16 K V 0
4783 HPTFVEGDIR JW0742 ECK0748 galE UDP-galactose-4-epimerase 14 585.7987 2 1169.5828 0.0000 26.64 K N 0
4784 HPVTPWGVQTK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 69 625.3379 2 1248.6612 -0.0003 26.98 K G 0
4785 HPVVEQVLNEPFIANPLNLSPQR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 26 871.1388 3 2610.3946 0.0027 57.41 R R 0
4786 HPYLEDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 38 465.2284 2 928.4422 0.0019 19.21 K D 0
4787 HQAEAHAAIDTFTK JW3138 ECK3158 nusA transcription termination/antitermination L factor 53 513.9228 3 1538.7466 -0.0011 23.04 K Y 0
4788 HQDEVLAEAK JW4218 ECK4254 yjgP conserved inner membrane protein 71 570.2876 2 1138.5606 -0.0012 19.64 R A 0
4789 HQEETYR JW3775 ECK3797 hemX uroporphyrinogen III methylase 58 481.7197 2 961.4248 -0.0004 14.18 R Q 0
4790 HQFAQSLNYEIAK JW2294 ECK2291 pta phosphate acetyltransferase 36 516.9315 3 1547.7727 -0.0006 32.15 K T 0
4791 HQGNTIEIR JW5857 ECK3742 rbsD predicted cytoplasmic sugar-binding protein 48 534.2832 2 1066.5518 0.0000 19.52 K Y 0
4792 HQGTFDVAR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 55 515.7567 2 1029.4988 -0.0003 20.13 R A 0
4793 HQKPVPALNQPGGIVEK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 74 906.5093 2 1811.0040 -0.0013 25.02 K E 0
4794 HQLALTGDEDRLELEWHQALLR JW3722 ECK3738 asnA asparagine synthetase A 23 661.5959 4 2642.3545 -0.0021 48.54 K G 0
4795 HQLEHILNEEHIAHEPR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 39 526.2680 4 2101.0429 -0.0025 28.24 R A 0
4796 HQLENEAGR JW5312 ECK1895 otsA trehalose-6-phosphate synthase 44 527.2576 2 1052.5006 0.0008 15.50 R I 0
4797 HQPDVIGLQETK JW1738 ECK1747 xthA exonuclease III 64 682.8628 2 1363.7110 0.0014 26.99 K V 0
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4798 HQPLLEQHVLYATGTTGNLISR JW5129 ECK0954 mgsA methylglyoxal synthase 80 816.7710 3 2447.2912 -0.0009 42.45 R A 0
4799 HQQADLSLVEAADKYAELEKEK JW3577 ECK3592 yibL conserved protein 64 629.5721 4 2514.2593 -0.0009 44.37 R A 0
4800 HQQGQPLSLPVHVADAFR JW0915 ECK0923 pepN aminopeptidase N 52 667.3530 3 1999.0372 -0.0017 43.60 R A 0
4801 HQQHLAQLPK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 37 400.5601 3 1198.6585 0.0015 19.18 K I 0
4802 HRAEIDVAR JW0434 ECK0438 ybaX predicted aluminum resistance protein 47 356.1961 3 1065.5665 -0.0013 18.15 R E 0
4803 HRDLLGATNPANALAGTLR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 82 981.0377 2 1960.0608 0.0006 41.80 R A 0
4804 HREFHADAGSAK JW1818 ECK1828 htpX predicted endopeptidase 54 442.5499 3 1324.6279 0.0006 14.99 R L 0
4805 HREGRLSGVLNGVDEK JW3392 ECK3415 glgA glycogen synthase 12 883.4690 2 1764.9234 0.0004 71.20 R I 0
4806 HREIAAFR JW0710 ECK0709 gltA citrate synthase 42 333.8543 3 998.5411 0.0001 19.38 R L 0
4807 HRGPDWSGIYASDNAILAHER JW0660 ECK0662 asnB asparagine synthetase B 69 592.0411 4 2364.1353 -0.0005 40.09 R L 0
4808 HRGVICEK 57.021465@C:6 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 35 333.5112 3 997.5118 -0.0008 15.22 K C 0
4809 HRLDVQFDNVEEAIAMSAMYAANHLK JW1843 ECK1855 pykA pyruvate kinase II 85 744.1138 4 2972.4261 -0.0009 64.92 K G 0
4810 HRPEEMR JW5854 ECK3820 yigL predicted hydrolase 18 477.7332 2 953.4518 0.0018 14.46 R F 0
4811 HRYEVNNMLLK JW2751 ECK2774 pyrG CTP synthetase 64 708.8740 2 1415.7334 -0.0008 28.34 R Q 0
4812 HSCAHLLGHAIK 57.021465@C:3 JW1709 ECK1717 thrS threonyl-tRNA synthetase 59 672.3543 2 1342.6940 0.0013 19.09 R Q 0
4813 HSDDFEQSR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 51 560.7360 2 1119.4574 -0.0006 17.58 R I 0
4814 HSDIILKPLDGMGGASIFR JW2914 ECK2942 gshB glutathione synthetase 78 676.3632 3 2026.0678 0.0008 48.69 K V 0
4815 HSDWQRPTFAFEGK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 52 853.4080 2 1704.8014 0.0006 35.91 R G 0
4816 HSFHAGNHADVLK JW3466 ECK3484 yhiR predicted DNA (exogenous) processing protein 15 358.9321 4 1431.6993 -0.0014 19.05 R H 0
4817 HSFNEPHILAIAQAIAEER JW0675 ECK0676 pgm phosphoglucomutase 83 716.0391 3 2145.0955 -0.0013 54.14 R A 0
4818 HSHEHHADDEPCVVR 57.021465@C:12 JW2395 ECK2394 gltX glutamyl-tRNA synthetase 69 608.9325 3 1823.7757 -0.0001 16.80 R F 0
4819 HSIEYLR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 17 459.2462 2 916.4778 0.0012 22.38 R E 0
4820 HSPNQLAWHAR JW0162 ECK0165 glnD uridylyltransferase 35 439.5578 3 1315.6516 -0.0017 21.36 R H 0
4821 HSQVFSTAEDNQSAVTIHVLQGER JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 100 664.0794 4 2652.2885 -0.0008 39.13 K K 0
4822 HSSLLGEMPQER JW0122 ECK0125 can carbonic anhydrase 18 461.8940 3 1382.6602 -0.0011 30.67 K R 0
4823 HSTAEKPVFNR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 39 429.2260 3 1284.6562 -0.0011 18.27 R T 0
4824 HSTPEQIDK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 34 527.7620 2 1053.5094 0.0004 16.52 R I 0
4825 HSVSCLK 57.021465@C:5 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 22 415.7131 2 829.4116 0.0000 16.31 R V 0
4826 HTAIDGGTFQNEITDR JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 38 592.2829 3 1773.8269 -0.0013 34.27 K N 0
4827 HTEALGELTR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 50 563.7967 2 1125.5788 0.0011 24.79 R Y 0
4828 HTEVHNFIYQTR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 40 772.8831 2 1543.7516 -0.0015 26.53 R S 0
4829 HTFDNFVEGK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 44 597.2825 2 1192.5504 -0.0007 29.97 K S 0
4830 HTGLETQAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 24 506.7620 2 1011.5094 -0.0002 16.59 R Y 0
4831 HTGLLLQHFGINAR JW3115 ECK3134 yraL predicted methyltransferase 36 526.2957 3 1575.8653 0.0020 38.23 R L 0
4832 HTIEVVVDR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 48 534.2961 2 1066.5776 0.0006 24.32 K F 0
4833 HTIMVANLAPR JW2101 ECK2107 metG methionyl-tRNA synthetase 63 611.8394 2 1221.6642 -0.0010 31.00 R K 0
4834 HTIQMLHDVLDAFAR JW3702 ECK3717 phoU DNA-binding transcriptional regulator 54 589.6381 3 1765.8925 -0.0007 55.06 R M 0
4835 HTLAQALHR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 57 523.7961 2 1045.5776 -0.0004 19.71 R F 0
4836 HTLMLFGGIVPR JW3026 ECK3044 ygiF predicted adenylate cyclase 43 670.8786 2 1339.7426 -0.0008 47.50 R K 0
4837 HTMIHEQITR JW0710 ECK0709 gltA citrate synthase 56 633.3246 2 1264.6346 -0.0001 19.30 R L 0
4838 HTTDGLLK JW3997 ECK4029 malM maltose regulon periplasmic protein 36 442.7454 2 883.4762 0.0000 19.39 R L 0
4839 HTVEVMIPEAEIK JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 27 499.2660 3 1494.7762 0.0011 36.59 K A 0
4840 HTVSLLSHNDVNAR JW1801 ECK1810 pabB aminodeoxychorismate synthase, subunit I 51 521.6064 3 1561.7974 0.0014 23.69 R R 0
4841 HTVYLYIR JW5703 ECK3333 yheO predicted DNA-binding transcriptional regulator 15 532.7970 2 1063.5794 -0.0021 31.17 K Q 0
4842 HTWESIGRPLPGR JW0047 ECK0049 folA dihydrofolate reductase 24 502.6033 3 1504.7881 -0.0019 28.90 R K 0
4843 HTWSFVR JW3006 ECK3029 ygiC predicted enzyme 13 466.7403 2 931.4660 -0.0005 29.36 K Q 0
4844 HVAILGDLQGPK JW1843 ECK1855 pykA pyruvate kinase II 53 624.3587 2 1246.7028 -0.0004 35.81 R I 0
4845 HVANMENANSTEFVPDCK 57.021465@C:17 JW2751 ECK2774 pyrG CTP synthetase 29 688.3039 3 2061.8899 0.0016 29.71 R Y 0
4846 HVATFGHMFGR JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 48 420.5415 3 1258.6027 -0.0001 30.30 K L 0
4847 HVDPAAAIQQGK JW4114 ECK4149 frdB fumarate reductase (anaerobic), Fe-S subunit 51 617.8306 2 1233.6466 0.0002 22.52 K V 0
4848 HVDQVMEHGEYATR JW1100 ECK1100 mfd transcription-repair coupling factor 52 557.9229 3 1670.7469 -0.0001 21.52 R G 0
4849 HVDSLITIPNDK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 51 676.3631 2 1350.7116 -0.0026 34.73 K L 0
4850 HVDTVCISSYDHDNQR 57.021465@C:6 JW0228 ECK0239 gpt guanine-hypoxanthine phosphoribosyltransferase 65 649.2865 3 1944.8377 -0.0008 24.92 R E 0
4851 HVEGWDDPR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 41 555.7520 2 1109.4894 0.0004 22.52 K M 0
4852 HVEIQVLADGQGNAIYLAER JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 90 732.7183 3 2195.1331 -0.0002 46.97 R D 0
4853 HVFASLFNDR JW1692 ECK1700 pps phosphoenolpyruvate synthase 49 603.3067 2 1204.5988 0.0001 38.45 K A 0
4854 HVGFQSMVEDILQIAER JW3097 ECK3116 garD (D)-galactarate dehydrogenase 55 658.0037 3 1970.9893 0.0010 70.09 K H 0
4855 HVGGDELDKLLAGK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 29 484.5996 3 1450.7770 -0.0010 39.34 R D 0
4856 HVGGDELDKLLAGKDSDK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 30 474.9968 4 1895.9581 -0.0009 36.10 R - 0
4857 HVGGVAEYR JW0101 ECK0104 guaC GMP reductase 45 329.8391 3 986.4955 0.0022 19.07 R A 0
4858 HVGVAPADAANALGSFINAR JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 64 651.0099 3 1950.0079 0.0010 52.56 R R 0
4859 HVKENAANIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 38 562.3140 2 1122.6134 -0.0010 15.04 K G 0
4860 HVLGYLQDFLFHPK JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 72 571.9750 3 1712.9032 -0.0005 55.77 R R 0
4861 HVLHGISLLGQCPDSINAALICR 57.021465@C:12,57.021465@C:22 JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 93 848.7774 3 2543.3104 0.0002 47.66 K G 0
4862 HVLIATDGVFSMDGVIANLK JW3592 ECK3607 kbl glycine C-acetyltransferase 69 700.7107 3 2099.1103 0.0018 59.43 R G 0
4863 HVLIIGGGDGAMLR JW0117 ECK0120 speE spermidine synthase (putrescine aminopropyltransferase) 46 470.2624 3 1407.7654 -0.0001 38.43 K E 0
4864 HVLLADETVCIGPAPSVK 57.021465@C:10 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 51 636.0079 3 1905.0019 -0.0011 41.46 K S 0
4865 HVLLLSR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 40 419.2687 2 836.5228 -0.0004 26.64 R W 0
4866 HVLVVDHSK JW0824 ECK0830 deoR DNA-binding transcriptional repressor 34 345.1982 3 1032.5728 0.0012 17.42 K F 0
4867 HVMLVVDHSK JW3386 ECK3409 glpR DNA-binding transcriptional repressor 41 388.8777 3 1163.6113 -0.0007 20.86 R F 0
4868 HVMSIADHVVQESR JW5090 ECK0630 ybeB predicted protein 65 804.4014 2 1606.7882 -0.0003 29.14 R A 0
4869 HVMVSTGTSDADFEK JW0101 ECK0104 guaC GMP reductase 72 812.3691 2 1622.7236 -0.0010 26.28 K T 0
4870 HVNYISMEFLIGR JW5689 ECK3404 malP maltodextrin phosphorylase 101 789.9084 2 1577.8022 -0.0002 51.04 R L 0
4871 HVPGTPYWVITNTNTGR JW0674 ECK0675 seqA regulatory protein for replication initiation 107 956.9861 2 1911.9576 -0.0014 39.00 K K 0
4872 HVPLDALER JW0411 ECK0415 ispA geranyltranstransferase 21 525.2908 2 1048.5670 0.0005 30.32 K I 0
4873 HVQLSGEGWDADR JW2507 ECK2520 pepB aminopeptidase B 54 490.5636 3 1468.6690 -0.0004 28.70 K C 0
4874 HVQVAEMVIEK JW3756 ECK3775 rho transcription termination factor 72 641.8444 2 1281.6742 -0.0008 31.90 R A 0
4875 HVVTFNMDEYVGLPK JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 99 874.9376 2 1747.8606 0.0004 47.01 K E 0
4876 HWAANQGWDLNK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 70 720.3435 2 1438.6724 -0.0017 32.57 K D 0
4877 HWAANQGWDLNKDGQIQFVLLK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 39 646.0882 4 2580.3237 0.0002 51.83 K G 0
4878 HWAMSMAQK JW0824 ECK0830 deoR DNA-binding transcriptional repressor 24 545.2526 2 1088.4906 0.0012 26.43 K H 0
4879 HWDNIEVR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 33 534.7638 2 1067.5130 -0.0017 26.75 R A 0
4880 HWEAIKK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 24 304.5078 3 910.5016 -0.0008 17.97 K A 0
4881 HWGETHSEAEVR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 29 479.8882 3 1436.6428 -0.0004 19.22 R E 0
4882 HWLYNATVGAGLPINHTVR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 83 707.0442 3 2118.1108 -0.0015 42.08 R D 0
4883 HWQAGPGKK JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 32 504.7721 2 1007.5296 -0.0004 15.49 R V 0
4884 HYAHVDCPGHADYVK 57.021465@C:7 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 58 884.8970 2 1767.7794 0.0007 20.54 R N JW3943
4885 HYDETLAVVR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 72 601.8116 2 1201.6086 -0.0005 27.22 K H 0
4886 HYDHAVSPMDVALDIGPGLAK JW1709 ECK1717 thrS threonyl-tRNA synthetase 61 736.0380 3 2205.0922 0.0033 50.62 R A 0
4887 HYEIVFMVHPDQSEQVPGMIER JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 64 881.0892 3 2640.2458 -0.0006 48.04 R Y 0
4888 HYFANPEAR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 44 552.7638 2 1103.5130 -0.0017 21.56 R S 0
4889 HYFDAVVAADHVK JW2665 ECK2685 yqaB predicted hydrolase 11 491.2487 3 1470.7243 -0.0012 32.28 R H 0
4890 HYFGINWDR JW0190 ECK0194 proS prolyl-tRNA synthetase 35 604.2858 2 1206.5570 0.0001 38.87 K D 0
4891 HYFGINWDRDVATPEVADIR JW0190 ECK0194 proS prolyl-tRNA synthetase 47 792.0572 3 2373.1498 -0.0002 47.16 K N 0
4892 HYFPVNAR JW0466 ECK0471 gsk inosine/guanosine kinase 20 502.2587 2 1002.5028 -0.0007 23.65 K D 0
4893 HYGALQGLNK JW0738 ECK0744 gpmA phosphoglyceromutase 1 32 550.7958 2 1099.5770 -0.0003 24.77 R A 0
4894 HYGALQGLNKAETAEK JW0738 ECK0744 gpmA phosphoglyceromutase 1 37 577.3013 3 1728.8821 0.0026 24.88 R Y 0
4895 HYGRPMDIEWAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 55 751.8635 2 1501.7124 -0.0011 31.69 K D 0
4896 HYHPQDATTNPSLLLK JW2448 ECK2459 talA transaldolase A 47 612.3197 3 1833.9373 -0.0001 31.86 R A 0
4897 HYMFHTKPEDLTDSER JW0116 ECK0119 speD S-adenosylmethionine decarboxylase 39 669.3076 3 2004.9010 0.0012 27.65 K Q 0
4898 HYSVEEWQAFINNSSADVLK JW0101 ECK0104 guaC GMP reductase 111 1169.0604 2 2336.1062 -0.0009 57.19 K H 0
4899 HYTAADGSEISLHGR JW2943 ECK2970 glcB malate synthase G 73 538.5935 3 1612.7587 -0.0007 23.40 R S 0
4900 IAAANVPAFVSGK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 45 622.8537 2 1243.6928 0.0005 38.29 K A 0
4901 IAADIDDSELK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 10 397.2036 3 1188.5890 0.0017 27.47 R A 0
4902 IAADIDDSELKAPR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 42 505.2663 3 1512.7771 -0.0012 31.77 R D 0
4903 IAAGADISK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 61 423.2400 2 844.4654 0.0000 20.00 K A 0
4904 IAAGASLVQIYSGFIFK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 28 893.0014 2 1783.9882 0.0011 68.08 K G 0
4905 IAAGCGMQVQDVNR 57.021465@C:5 JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 103 759.8606 2 1517.7066 -0.0013 27.33 R L 0
4906 IAAGQPLSIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 33 499.3055 2 996.5964 -0.0003 28.42 R Q 0
4907 IAAGQPLSIKQEEVHVR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 13 469.5174 4 1874.0405 0.0033 29.54 R G 0
4908 IAAIDYTLAHDDGISLR JW1693 ECK1701 ydiA conserved protein 55 615.3237 3 1842.9493 0.0018 47.84 R N 0
4909 IAALMDKPVK JW3808 ECK3825 udp uridine phosphorylase 62 543.3227 2 1084.6308 -0.0006 25.13 K L 0
4910 IAAQALVK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 66 407.2630 2 812.5114 -0.0005 26.51 R G 0
4911 IAATMENAQK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 38 538.7739 2 1075.5332 0.0001 19.68 R G 0
4912 IAAVAEDGEPCVTYIGADGAGHYVK 57.021465@C:11 JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 72 855.0774 3 2562.2104 0.0044 40.14 K M 0
4913 IAAVLQHVNSNYDIDLFR JW2667 ECK2692 alaS alanyl-tRNA synthetase 94 696.7012 3 2087.0818 0.0018 51.62 R T 0
4914 IACFGLAFKPNIDDLR 57.021465@C:3 JW5599 ECK3779 rffD UDP-N-acetyl-D-mannosaminuronic acid dehydrogenase 47 617.3254 3 1848.9544 -0.0012 51.68 K E 0
4915 IADELEKR JW2659 ECK2678 mprA DNA-binding transcriptional regulator 59 487.2694 2 972.5242 0.0002 20.20 R G 0
4916 IADIYANCGITK 57.021465@C:8 JW4346 ECK4375 deoB phosphopentomutase 84 669.8396 2 1337.6646 -0.0003 31.51 K K 0
4917 IADQGEEGIVEADSADGSFMDELLTLMAAHR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 126 1097.8433 3 3290.5081 0.0010 75.99 K V 0
4918 IADQISDAVLDAILEQDPK JW2909 ECK2937 metK methionine adenosyltransferase 1 68 685.3585 3 2053.0537 -0.0041 66.29 K A 0
4919 IADQLIVGGGIANTFIAAQGHDVGK JW2893 ECK2922 pgk phosphoglycerate kinase 60 822.4432 3 2464.3078 0.0004 55.87 K S 0
4920 IADTSLPLDELVADPVTAVEK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 44 1098.5865 2 2195.1584 0.0011 60.32 R L 0
4921 IAEAAVVGIPHNIK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 33 477.9488 3 1430.8246 0.0002 34.92 K G 0
4922 IAEAAWQVNESTENIGAR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 92 979.9826 2 1957.9506 0.0014 40.59 R R 0
4923 IAEDGNPQVLIK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 87 648.8608 2 1295.7070 -0.0014 31.74 R N 0
4924 IAELAGFSVPENTK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 25 492.5960 3 1474.7662 -0.0004 43.72 K I 0
4925 IAEQEGIAEDGYR JW1089 ECK1089 hinT purine nucleoside phosphoramidase 83 725.8442 2 1449.6738 0.0003 28.56 K L 0
4926 IAEVRPQVSGIILK JW0452 ECK0457 acrA multidrug efflux system 22 508.3159 3 1521.9259 0.0016 37.78 R R 0
4927 IAFVDDNILSVFHK JW4313 ECK4340 hsdR endonuclease R 42 539.9586 3 1616.8540 -0.0022 57.77 K L 0
4928 IAGDYIAK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 49 425.7367 2 849.4588 -0.0008 23.62 K K 0
4929 IAGHHSQEIDAILGYEYGPVAVHR JW0232 ECK0243 proB gamma-glutamate kinase 88 658.8360 4 2631.3149 -0.0044 43.06 R D 0
4930 IAGIKLCESYNRQYGR 57.021465@C:7 JW2037 ECK2046 fcl bifunctional GDP-fucose synthetase: GDP-4-dehydro-6-deoxy-D-mannose epimerase and GDP-4-dehydro-6-L-deoxygalactose reductase 13 643.3333 3 1926.9781 0.0049 68.79 K D 0
4931 IAGINIPDHK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 48 539.3060 2 1076.5974 -0.0003 30.56 R H 0
4932 IAGLEVK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 57 365.2288 2 728.4430 -0.0002 28.12 R R 0
4933 IAGLSFR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 30 382.2264 2 762.4382 -0.0005 34.08 K G 0
4934 IAGQGLSFEQMLK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 64 711.3762 2 1420.7378 -0.0005 49.57 R E 0
4935 IAHDISSYSFVAMAK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 82 820.4110 2 1638.8074 -0.0002 41.69 K A 0
4936 IAHELMADLEKETVDFVDNYDGTEK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 34 721.3408 4 2881.3341 0.0012 64.27 K I 0
4937 IAHWVGQGATISDR JW2590 ECK2606 rpsP 30S ribosomal subunit protein S16 69 755.8914 2 1509.7682 -0.0005 29.71 R V 0
4938 IAIAAGIDDPQNPIGTDAVK JW5185 ECK1186 dhaH fused predicted dihydroxyacetone-specific PTS enzyme HPr component -!- EI component 135 990.0256 2 1978.0366 -0.0005 44.36 K V 0
4939 IAIAEGQVK JW5070 ECK0521 ybcJ predicted RNA-binding protein 50 464.7764 2 927.5382 -0.0006 25.50 K V 0
4940 IAIDILK JW2051 ECK2060 udk uridine/cytidine kinase 55 393.2601 2 784.5056 -0.0001 42.02 R A 0
4941 IAIDWPQTSGLILSPK JW2023 ECK2032 rfbC dTDP-4-deoxyrhamnose-3,5-epimerase 68 869.9909 2 1737.9672 0.0007 57.81 R D 0
4942 IAIEQAR JW2573 ECK2590 clpB protein disaggregation chaperone 41 400.7347 2 799.4548 -0.0003 21.87 K R JW5388
4943 IAIHLNDTHPVLSIPEMMR JW3391 ECK3414 glgP glycogen phosphorylase 17 547.5409 4 2186.1345 0.0003 49.51 K L 0
4944 IAILTVSNR JW0765 ECK0771 moaB molybdopterin biosynthesis protein B 30 493.8030 2 985.5914 -0.0006 32.88 R R 0
4945 IAIVNMGSLFQQVAQK JW0173 ECK0177 hlpA periplasmic chaperone 112 873.9817 2 1745.9488 -0.0010 59.68 K T 0
4946 IAKDPEFQNIMK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 50 478.5864 3 1432.7374 -0.0009 33.15 R D 0
4947 IAKEEMATEMER JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 81 719.3385 2 1436.6624 -0.0014 23.65 R L 0
4948 IAKPEHYFSATKL JW1628 ECK1632 pdxY pyridoxal kinase 2/pyridoxine kinase 18 502.2765 3 1503.8077 -0.0008 30.75 R - 0
4949 IALASPDMIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 59 543.8025 2 1085.5904 0.0002 39.44 K S 0
4950 IALESVLLGDKE JW4347 ECK4376 deoD purine-nucleoside phosphorylase 60 643.8631 2 1285.7116 -0.0013 51.41 K - 0
4951 IALFCNVPEK 57.021465@C:5 JW2751 ECK2774 pyrG CTP synthetase 63 595.8151 2 1189.6156 -0.0008 39.57 K A 0
4952 IALGHHR JW1338 ECK1341 ydaO predicted C32 tRNA thiolase 64 402.2354 2 802.4562 0.0001 15.91 K D 0
4953 IALVTGASR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 43 444.2688 2 886.5230 -0.0005 25.57 K G 0
4954 IALYELSK JW0406 ECK0410 nusB transcription antitermination protein 48 468.7738 2 935.5330 0.0003 39.49 R R 0
4955 IAMLGIPPSDMSIDWTK JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 50 937.9737 2 1873.9328 0.0010 59.72 R V 0
4956 IANASALLMQLESPLESVMAAAK JW3731 ECK3746 rbsK ribokinase 91 1179.6248 2 2357.2350 0.0017 76.80 R I 0
4957 IANLFDKDYETVYGYQTAGR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 44 775.3780 3 2323.1122 0.0000 47.61 K E 0
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4958 IANLSGGER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 67 458.7457 2 915.4768 -0.0005 21.62 K R 0
4959 IANYLER JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 45 439.7402 2 877.4658 0.0001 27.64 R Q 0
4960 IAPAIAK JW3574 ECK3589 mtlD mannitol-1-phosphate dehydrogenase, NAD(P)-binding 12 342.2263 2 682.4380 0.0003 19.86 R G 0
4961 IAPAVAK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 16 335.2181 2 668.4216 -0.0005 17.88 K A 0
4962 IAPDLSEEELIQVADSLVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 45 699.7079 3 2096.1019 0.0018 70.59 K H 0
4963 IAPELYLK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 32 473.7839 2 945.5532 -0.0002 39.40 R R JW4090
4964 IAPELYLK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 26 473.7841 2 945.5536 0.0003 36.46 R R JW4090
4965 IAPELYLKR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 21 368.2254 3 1101.6544 -0.0003 31.31 R L JW4090
4966 IAPELYLKR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 25 551.8343 2 1101.6540 -0.0005 31.81 R L JW4090
4967 IAPGLYK JW0129 ECK0132 panC pantothenate synthetase 14 381.2319 2 760.4492 0.0010 27.30 K V 0
4968 IAPYPQAEK JW2197 ECK2201 eco ecotin, a serine protease inhibitor 11 508.7742 2 1015.5338 -0.0001 22.43 K G 0
4969 IAPYYHLFGSDELSQR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 28 632.6474 3 1894.9204 -0.0010 45.88 R A 0
4970 IAQESGLTYHDAFALAMNDVLDEACR 57.021465@C:25 JW5808 ECK0142 pcnB poly(A) polymerase I 43 970.7846 3 2909.3320 -0.0004 65.00 K S 0
4971 IAQFNVVSEAHNEGTIVSVSDGVIR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 94 881.1236 3 2640.3490 -0.0017 48.18 R I 0
4972 IAQTLLNLAK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 77 542.8399 2 1083.6652 0.0001 40.29 R Q 0
4973 IAQVQYLVDGLEEIGVVCQQAGGHAAFVDAGK 57.021465@C:18 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 147 1114.8973 3 3341.6701 -0.0013 66.63 R L 0
4974 IASANQVTTGVTSR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 102 702.8755 2 1403.7364 -0.0003 25.48 R I 0
4975 IASSGLCGSDLPR 57.021465@C:7 JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 58 666.8336 2 1331.6526 0.0024 30.39 K I 0
4976 IASVQNTQK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 21 494.7752 2 987.5358 0.0009 16.74 K I 0
4977 IATDPFVGNLTFFR JW3302 ECK3327 fusA protein chain elongation factor EF-G 63 799.4224 2 1596.8302 0.0002 60.67 K V 0
4978 IATEDRETK JW3147 ECK3169 yhbY predicted RNA-binding protein 29 531.7750 2 1061.5354 0.0001 14.12 K T 0
4979 IATMGSTGTSSTR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 58 635.3082 2 1268.6018 -0.0012 21.09 K L 0
4980 IATVTNFPHGNDDIDIALAETR JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 53 795.0678 3 2382.1816 -0.0001 47.50 R A 0
4981 IAVDAIR JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 13 379.2318 2 756.4490 -0.0002 26.50 R A 0
4982 IAVEVAYALPEK JW2599 ECK2614 yfjF predicted protein 28 651.8679 2 1301.7212 -0.0019 44.14 K Q 0
4983 IAVTNLR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 35 393.7451 2 785.4756 -0.0002 24.78 R T 0
4984 IAVYSSLIK JW4099 ECK4133 aspA aspartate ammonia-lyase 29 497.3027 2 992.5908 0.0003 39.15 R L 0
4985 IAVYSSLIKLVDAINQLREGFER JW4099 ECK4133 aspA aspartate ammonia-lyase 58 878.8252 3 2633.4538 -0.0002 78.00 R K 0
4986 IAYDTLVMALGSTSNDFNTPGVK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 35 805.4023 3 2413.1851 0.0015 61.06 K E 0
4987 IAYNVEAAR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 58 503.7689 2 1005.5232 -0.0011 24.83 R V 0
4988 ICEHYVTVTQK 57.021465@C:2 JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 57 689.3448 2 1376.6750 -0.0008 22.81 R L 0
4989 ICGGAENVVK 57.021465@C:2 JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 43 523.7684 2 1045.5222 -0.0004 21.25 K T 0
4990 ICGVCTTTHALSSVR 57.021465@C:2,57.021465@C:5 JW2962 ECK2988 hybC hydrogenase 2, large subunit 49 554.6072 3 1660.7998 -0.0028 28.92 R A 0
4991 ICNDYIVNEQHAVSACLGYHGYPK 57.021465@C:2,57.021465@C:16 JW0163 ECK0166 map methionine aminopeptidase 58 702.8271 4 2807.2793 -0.0002 44.48 R S 0
4992 ICNELGFEYQYPDPLVMPLE 57.021465@C:2 JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 41 1214.0655 2 2426.1164 -0.0008 70.58 R - 0
4993 ICSIPHPSYHEEQLAEYIVGWAK 57.021465@C:2 JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 15 682.5863 4 2726.3161 0.0000 54.74 K E 0
4994 IDAIIKPFK JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 35 348.8865 3 1043.6377 -0.0003 35.36 K L 0
4995 IDAIIKPFKLDDVR JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 17 411.4930 4 1641.9429 -0.0023 44.36 K E 0
4996 IDAVAFVESIPFSETR JW4355 ECK4384 slt lytic murein transglycosylase, soluble 22 594.3084 3 1779.9034 -0.0008 65.25 R G 0
4997 IDAVNEYNQK JW1606 ECK1609 ydgA conserved protein 63 597.2936 2 1192.5726 0.0002 23.49 R V 0
4998 IDCEIENGVVSK 57.021465@C:3 JW2962 ECK2988 hybC hydrogenase 2, large subunit 26 681.8316 2 1361.6486 -0.0011 30.48 R A 0
4999 IDDDLTLLSETLEEVLR JW2261 ECK2260 elaB conserved protein 54 658.6809 3 1973.0209 0.0004 80.15 R S 0
5000 IDDGQMGVILKR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 32 448.9150 3 1343.7232 0.0002 34.90 K M 0
5001 IDDIDLNLEDFVQR JW2101 ECK2107 metG methionyl-tRNA synthetase 92 852.9264 2 1703.8382 0.0017 60.05 R V 0
5002 IDDLMLK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 42 424.2333 2 846.4520 0.0001 34.89 R S 0
5003 IDESGFDIR JW3349 ECK3373 rpe D-ribulose-5-phosphate 3-epimerase 66 526.2561 2 1050.4976 -0.0006 35.15 R L 0
5004 IDETIAQVTGSAHVGNLYVNR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 89 753.0576 3 2256.1510 0.0012 43.96 R N 0
5005 IDEVFIGSCMTNIGHFR 57.021465@C:9 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 49 665.9855 3 1994.9347 0.0006 50.93 K A 0
5006 IDEVVVFHPLGEQHIASIAQIQLK JW2573 ECK2590 clpB protein disaggregation chaperone 23 671.8743 4 2683.4681 -0.0016 52.79 R R 0
5007 IDGFGPMK JW4069 ECK4101 phnA predicted phosphonate metabolizing protein 26 432.7181 2 863.4216 0.0006 32.03 K L 0
5008 IDGHLISVR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 24 337.1977 3 1008.5713 -0.0005 27.91 R E 0
5009 IDGQWVTHQWLK JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 45 755.8932 2 1509.7718 -0.0011 44.38 K K 0
5010 IDGVFGDTAVVTEWLK JW0847 ECK0854 artI arginine transporter subunit -!- periplasmic-binding component of ABC superfamily 78 875.4570 2 1748.8994 0.0010 65.02 R D 0
5011 IDIGDLQNLQPGATVPVTLTR JW1268 ECK1271 acnA aconitate hydratase 1 16 741.0778 3 2220.2116 0.0003 57.08 K A 0
5012 IDILLEQPAYAGLPIADALNAELDR JW0602 ECK0603 rnk regulator of nucleoside diphosphate kinase 65 898.8173 3 2693.4301 0.0026 73.85 R A 0
5013 IDILVNNAGVCR 57.021465@C:11 JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 66 672.3585 2 1342.7024 -0.0003 38.22 R L 0
5014 IDISLLK JW5099 ECK0707 ybgQ predicted outer membrane protein 10 401.2577 2 800.5008 0.0000 32.00 R E 0
5015 IDITEPSIEETVQIINGLKPK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 23 779.7697 3 2336.2873 0.0036 66.59 K Y 0
5016 IDKEGVFHTEWLD JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 46 794.8853 2 1587.7560 -0.0009 45.87 R - 0
5017 IDKPEADPDR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 52 385.8594 3 1154.5564 -0.0005 17.84 K V 0
5018 IDKPEADPDRVK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 17 346.4371 4 1381.7193 -0.0007 19.00 K N 0
5019 IDKSVMAGVIIR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 34 651.3842 2 1300.7538 0.0001 38.22 K A 0
5020 IDLALLPFSDALSR JW0407 ECK0411 thiL thiamin-monophosphate kinase 54 765.9304 2 1529.8462 0.0009 65.07 R H 0
5021 IDLPAADPER JW2553 ECK2567 lepA GTP binding membrane protein 65 548.7855 2 1095.5564 0.0003 33.63 K V 0
5022 IDLPAADPERVAEEIEDIVGIDATDAVR JW2553 ECK2567 lepA GTP binding membrane protein 55 998.1756 3 2991.5050 0.0015 79.72 K C 0
5023 IDLTEWETNPESTR JW2174 ECK2180 yejK nucleotide associated protein 59 845.8993 2 1689.7840 -0.0006 46.82 R Y 0
5024 IDLTIVGPEAPLVK JW3969 ECK3997 purD phosphoribosylglycinamide synthetase phosphoribosylamine-glycine ligase 46 732.9372 2 1463.8598 0.0000 52.71 K G 0
5025 IDMASPFIVMR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 54 640.3307 2 1278.6468 0.0005 51.90 K D 0
5026 IDMASPFIVMRDPVLYR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 19 675.0218 3 2022.0436 0.0006 57.55 K I 0
5027 IDMSEFMEK JW2573 ECK2590 clpB protein disaggregation chaperone 50 565.2490 2 1128.4834 0.0003 44.84 R H 0
5028 IDNATLAELDALR JW4181 ECK4218 ytfP conserved protein 70 707.8803 2 1413.7460 -0.0003 49.83 R T 0
5029 IDNEEVLIMSESDILAIVEA JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 31 735.0405 3 2202.0997 0.0021 80.29 K - 0
5030 IDNVLVCPNSNCISHAEPVSSSFAVR 57.021465@C:7,57.021465@C:12 JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 62 958.1286 3 2871.3640 -0.0003 44.53 R K 0
5031 IDNYEVVGK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 56 518.7688 2 1035.5230 -0.0006 26.07 R S 0
5032 IDPNGENDRYPLQK JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 17 553.6086 3 1657.8040 -0.0021 25.62 R Q 0
5033 IDPVGACVGMR 57.021465@C:7 JW3138 ECK3158 nusA transcription termination/antitermination L factor 62 587.7895 2 1173.5644 0.0011 31.61 R G 0
5034 IDQLSSDVQTLNAK JW1667 ECK1673 lpp murein lipoprotein 87 766.4015 2 1530.7884 -0.0005 34.81 K V 0
5035 IDRPEEYADIATK JW5158 ECK1094 ycfP conserved protein 22 507.5914 3 1519.7524 0.0005 30.13 K C 0
5036 IDRTPHWLIK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 26 426.9151 3 1277.7235 -0.0008 32.34 R Q 0
5037 IDRVEIDSPR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 31 400.5507 3 1198.6303 -0.0002 24.88 R R 0
5038 IDSLTAVSR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 52 481.2694 2 960.5242 0.0002 26.94 K Q 0
5039 IDTILVK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 40 401.2578 2 800.5010 0.0003 31.75 R E 0
5040 IDVADVGETVLADTVGFIR JW4131 ECK4169 hflX predicted GTPase 86 664.0216 3 1989.0430 0.0013 79.61 R H 0
5041 IDVAEELDRLEAHVK JW3619 ECK3634 yicC conserved protein 53 579.6447 3 1735.9123 0.0019 51.03 R E 0
5042 IDVAIADDQLDEVIDIVSK JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 112 1036.0428 2 2070.0710 -0.0022 69.15 K A 0
5043 IDVIVQALAGAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 92 599.3639 2 1196.7132 0.0005 46.86 K K 0
5044 IDVLIFFWDPLNAVPHDPDVK JW5129 ECK0954 mgsA methylglyoxal synthase 53 817.4313 3 2449.2721 0.0041 77.06 K A 0
5045 IDVQQVEK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 54 479.7635 2 957.5124 -0.0005 25.01 R - 0
5046 IDWSLSAAQLER JW3249 ECK3274 fmt 10-formyltetrahydrofolate:L-methionyl-tRNA(fMet) N-formyltransferase 68 694.8619 2 1387.7092 -0.0003 48.43 R C 0
5047 IEAALADKEAELMQF JW0167 ECK0171 frr ribosome recycling factor 19 839.9216 2 1677.8286 0.0003 53.53 K - 0
5048 IEALAEDFSDK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 19 619.3007 2 1236.5868 -0.0006 38.12 R H 0
5049 IEALAEDFSDKHHALFLGR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 79 723.7075 3 2168.1007 -0.0008 43.43 R G 0
5050 IEALKPFGGIR JW3823 ECK3839 pepQ proline dipeptidase 34 400.9080 3 1199.7022 -0.0004 36.58 K I 0
5051 IEAPMDEGLKR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 38 420.2199 3 1257.6379 -0.0009 26.28 R C 0
5052 IEAQMHGGGHER JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 85 661.3066 2 1320.5986 -0.0005 16.35 R G 0
5053 IEATEVDIASK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 62 588.3116 2 1174.6086 0.0005 29.46 R I 0
5054 IEAVADDLASLVLDAR JW3862 ECK3884 fdhE formate dehydrogenase formation protein 26 557.6363 3 1669.8871 -0.0015 66.38 K M 0
5055 IEDLRPFK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 19 339.8624 3 1016.5654 -0.0002 30.15 R A 0
5056 IEDNVVIHENNVENMTR JW3823 ECK3839 pepQ proline dipeptidase 51 675.9935 3 2024.9587 0.0001 33.65 R D 0
5057 IEDTDLER JW2395 ECK2394 gltX glutamyl-tRNA synthetase 55 495.7404 2 989.4662 -0.0003 23.27 R S 0
5058 IEDVPQEQR JW1692 ECK1700 pps phosphoenolpyruvate synthase 46 557.2803 2 1112.5460 -0.0002 21.53 K D 0
5059 IEEALGEK JW2750 ECK2773 eno enolase 34 444.7368 2 887.4590 -0.0008 21.50 R A 0
5060 IEEALGEKAPYNGR JW2750 ECK2773 eno enolase 41 516.2665 3 1545.7777 -0.0010 25.31 R K 0
5061 IEEDKILQAK JW4121 ECK4156 psd phosphatidylserine decarboxylase 61 593.8371 2 1185.6596 -0.0009 25.21 K G 0
5062 IEEDLLGTR JW4099 ECK4133 aspA aspartate ammonia-lyase 65 523.2800 2 1044.5454 0.0003 33.43 R E 0
5063 IEEGLFR JW0442 ECK0446 tesB acyl-CoA thioesterase II 36 432.2345 2 862.4544 -0.0004 32.26 K G 0
5064 IEEHDKPGALNAQALK JW2263 ECK2262 elaC binuclear zinc phosphodiesterase 16 434.2350 4 1732.9109 0.0000 23.67 R A 0
5065 IEELTGVPIDIISTGPDR JW4135 ECK4173 purA adenylosuccinate synthetase 54 963.0152 2 1924.0158 0.0007 56.27 R T 0
5066 IEELTGVPIDIISTGPDRTETMILRDPFDA JW4135 ECK4173 purA adenylosuccinate synthetase 48 1105.5651 3 3313.6735 -0.0017 67.35 R - 0
5067 IEESEINYLLNVYNTHFK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 53 742.7076 3 2225.1010 0.0007 62.00 K K 0
5068 IEESEINYLLNVYNTHFKK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 35 589.3064 4 2353.1965 0.0014 58.52 K Q 0
5069 IEEVLTLALQNEPSGMQVVTAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 59 790.7583 3 2369.2531 0.0019 57.33 R - 0
5070 IEFTLYDCLDR 57.021465@C:8 JW1709 ECK1717 thrS threonyl-tRNA synthetase 75 722.8443 2 1443.6740 0.0036 51.64 K A 0
5071 IEGEISR JW4215 ECK4251 valS valyl-tRNA synthetase 25 402.2164 2 802.4182 -0.0001 19.81 K I 0
5072 IEGGEWLVETVQMLTER JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 84 995.5015 2 1988.9884 0.0009 76.52 K A 0
5073 IEGGIVVR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 72 421.7581 2 841.5016 -0.0004 25.16 R M 0
5074 IEGVANLQATR JW3192 ECK3212 nanE predicted N-acetylmannosamine-6-P epimerase 41 586.3251 2 1170.6356 0.0001 28.73 R A 0
5075 IEHVFDDFK JW2465 ECK2476 bcp thiol peroxidase, thioredoxin-dependent 29 383.8574 3 1148.5504 0.0002 34.42 K T 0
5076 IEIEAIAVR JW5755 ECK4238 yjgF ketoacid-binding protein 69 507.3032 2 1012.5918 0.0001 39.29 K R 0
5077 IEIEHFR JW3026 ECK3044 ygiF predicted adenylate cyclase 38 472.2531 2 942.4916 -0.0006 27.16 R N 0
5078 IEIPGCSLCMGNQAR 57.021465@C:6,57.021465@C:9 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 104 853.3945 2 1704.7744 0.0000 41.56 R V 0
5079 IEIPVLPLR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 23 525.3396 2 1048.6646 0.0002 52.67 R D 0
5080 IEIPVLPLRDVVVYPHMVIPLFVGR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 21 957.8939 3 2870.6599 -0.0007 69.32 R E 0
5081 IEIVVPDDIVDTCVDTIIR 57.021465@C:13 JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 34 1093.0757 2 2184.1368 0.0021 64.90 K T 0
5082 IELGGENYDIIAEFNGQPASGLGIK JW0451 ECK0456 acrB multidrug efflux system protein 38 869.1098 3 2604.3076 0.0006 62.22 K L 0
5083 IELISSSEADWNALQSALLK JW2161 ECK2167 yeiR predicted enzyme 39 730.0551 3 2187.1435 0.0012 68.87 R L 0
5084 IELLPYHELGK JW0885 ECK0893 pflA pyruvate formate lyase activating enzyme 1 32 437.9150 3 1310.7232 -0.0003 41.40 K H 0
5085 IELSSAQQTDVNLPYITADATGPK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 105 1266.6437 2 2531.2728 -0.0026 50.94 K H 0
5086 IENGGLHPVTR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 50 398.2191 3 1191.6355 -0.0005 20.59 R T 0
5087 IENQEGLNNFDEILEASDGIMVAR JW1666 ECK1672 pykF pyruvate kinase I 94 1339.1427 2 2676.2708 0.0008 65.81 K G 0
5088 IENTFLSEDQVDQLALYAPQATVNR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 32 945.8105 3 2834.4097 0.0011 59.22 K I 0
5089 IEPGDVLVTDMTDPDWEPIMK JW1692 ECK1700 pps phosphoenolpyruvate synthase 76 1201.0683 2 2400.1220 -0.0009 65.35 R K 0
5090 IEPSLEAAFVDYGAER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 50 883.9335 2 1765.8524 0.0002 52.59 R H 0
5091 IEQAPGQHGAR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 18 582.3008 2 1162.5870 0.0027 15.61 K K 0
5092 IEQIFVNAPAGWRPR JW3179 ECK3202 gltB glutamate synthase, large subunit 69 585.3216 3 1752.9430 0.0007 43.75 R D 0
5093 IEQLADEIENIYSDLEQLSR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 89 793.3963 3 2377.1671 0.0023 79.81 K V 0
5094 IEQLYPFPHK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 30 424.5642 3 1270.6708 -0.0003 36.77 R A 0
5095 IEQMLSQDK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 51 546.2733 2 1090.5320 -0.0007 24.59 R R 0
5096 IEQMLSQDKR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 63 624.3241 2 1246.6336 -0.0004 20.78 R I 0
5097 IESLHAER JW0907 ECK0915 mukB fused chromosome partitioning proteins 21 318.8382 3 953.4928 -0.0001 18.68 R E 0
5098 IESLVTPAELALR JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 29 706.4120 2 1410.8094 0.0013 49.44 R Y 0
5099 IESMVANRPDWCISR 57.021465@C:12 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 38 611.9628 3 1832.8666 0.0006 37.83 R Q 0
5100 IETLFTNDLDHGPYISETLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 65 778.7256 3 2333.1550 0.0011 53.02 R V 0
5101 IETLVPDFR JW0623 ECK0621 lipA lipoate synthase 47 545.3005 2 1088.5864 -0.0001 45.34 K G 0
5102 IETMLGMAPNTLK JW2943 ECK2970 glcB malate synthase G 93 709.8730 2 1417.7314 0.0006 44.30 R M 0
5103 IEVEDFPAFILVDDK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 62 583.9704 3 1748.8894 0.0023 65.44 K G JW4083
5104 IEVEDFPAFILVDDKGNDFFQQIVNK JW4083 ECK4115 fumB anaerobic class I fumarate hydratase (fumarase B) 20 1014.1810 3 3039.5212 -0.0017 73.92 K Q 0
5105 IEVGRDDGVEVR JW5531 ECK3150 deaD ATP-dependent RNA helicase 38 448.5679 3 1342.6819 -0.0023 25.99 R H 0
5106 IEVPEIGEEVIEIK JW3138 ECK3158 nusA transcription termination/antitermination L factor 71 532.9625 3 1595.8657 0.0000 55.11 R A 0
5107 IEVPEVLRPYMNGLEYIG JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 49 1046.5426 2 2091.0706 -0.0003 69.73 R - 0
5108 IEYLGGCVNEMPYVLAVEK 57.021465@C:7 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 18 1092.5390 2 2183.0634 -0.0008 58.67 R L 0
5109 IFADLGAWQIAQLAR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 51 836.9608 2 1671.9070 -0.0025 61.94 K H 0
5110 IFAELLTGLAAAQPGFPLAQLK JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 12 757.1036 3 2268.2890 0.0008 80.01 R T 0
5111 IFAHCYGLYDAHLK 57.021465@C:5 JW5604 ECK3770 rep DNA helicase and single-stranded DNA-dependent ATPase 11 427.7128 4 1706.8221 -0.0017 35.93 R A 0
5112 IFALPVIEQISPVLSR JW1769 ECK1778 yeaD conserved protein 61 891.5297 2 1781.0448 -0.0001 65.15 K R 0
5113 IFAQHQPDAVMHLAAESHVDR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 77 791.3898 3 2371.1476 -0.0014 36.67 R S 0
5114 IFDFPLR JW3176 ECK3198 elbB isoprenoid biosynthesis protein with amidotransferase-like domain 16 454.2552 2 906.4958 -0.0005 49.05 K L 0
5115 IFDFVKPGVITGDDVQK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 65 939.5035 2 1876.9924 -0.0009 48.47 K V 0
5116 IFDYLVSSDVEHR JW2019 ECK2028 wbbI conserved protein 53 527.2630 3 1578.7672 -0.0007 42.87 K D 0
5117 IFEALESALATATK JW3138 ECK3158 nusA transcription termination/antitermination L factor 71 732.9004 2 1463.7862 -0.0009 61.53 K K 0
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5118 IFEDNSLTIGHTPLVR JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 22 604.6601 3 1810.9585 0.0008 43.53 K L 0
5119 IFESGLR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 40 411.2293 2 820.4440 -0.0001 27.70 R F 0
5120 IFGPVKDYECLCGK 57.021465@C:10,57.021465@C:12 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 22 562.6055 3 1684.7947 -0.0007 38.96 R Y 0
5121 IFGPVTR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 35 395.2343 2 788.4540 -0.0004 27.04 R E 0
5122 IFHHQPLTVVK JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 36 659.8843 2 1317.7540 -0.0017 23.83 K - 0
5123 IFKDDAEALGK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 38 402.8847 3 1205.6323 0.0030 26.43 R A 0
5124 IFLDASSEER JW0893 ECK0901 cmk cytidylate kinase 75 583.7881 2 1165.5616 0.0001 32.63 K A 0
5125 IFMAPLTR JW1642 ECK1646 nemA N-ethylmaleimide reductase, FMN-linked 20 474.7703 2 947.5260 -0.0002 38.42 R L 0
5126 IFMGLATIFLER 15.994915@M:3 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 99 713.8918 2 1425.7690 0.0000 61.02 K D 0
5127 IFNDLLR JW2765 ECK2789 yqcD conserved protein 38 445.7585 2 889.5024 0.0004 42.16 R F 0
5128 IFNTLTR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 50 432.7509 2 863.4872 0.0008 28.61 K Q 0
5129 IFNTNHAFCLETEK 57.021465@C:9 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 40 575.2750 3 1722.8032 -0.0002 37.76 K G 0
5130 IFSFTALTVVGDGNGR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 87 827.4328 2 1652.8510 -0.0011 57.27 R V 0
5131 IFSLYGER JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 48 492.7619 2 983.5092 0.0016 39.44 K V 0
5132 IFSPVSHLNSVK JW3465 ECK3483 prlC oligopeptidase A 68 664.3704 2 1326.7262 -0.0033 32.16 R N 0
5133 IFSSHVMPFR JW5189 ECK1194 ychM predicted transporter 24 407.5466 3 1219.6180 0.0007 36.27 K A 0
5134 IFTEDGVSIPVTVIEVEANR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 93 1094.5781 2 2187.1416 -0.0006 59.55 R V 0
5135 IFTEYRK JW0886 ECK0894 pflB pyruvate formate lyase I 38 478.7632 2 955.5118 -0.0008 21.47 K T 0
5136 IFTPEFR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 10 455.2453 2 908.4760 0.0005 37.88 K N 0
5137 IFTTFDSVAQDAAEK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 54 821.9019 2 1641.7892 0.0007 44.88 K A 0
5138 IFVAELQR JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 58 488.2848 2 974.5550 0.0001 35.84 K V 0
5139 IFVDEAVNELQTIQDMLR JW5841 ECK2324 prmB N5-glutamine methyltransferase 116 1067.5468 2 2133.0790 0.0014 76.42 K W 0
5140 IFVDEGPSMK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 66 561.7783 2 1121.5420 -0.0006 32.58 K R 0
5141 IFVDEGPSMKR 15.994915@M:9 JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 27 432.2200 3 1293.6382 -0.0004 23.24 K I 0
5142 IFVFDVAR JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 61 483.7740 2 965.5334 0.0000 47.94 K V 0
5143 IFWDPATDTLTIK JW2174 ECK2180 yejK nucleotide associated protein 28 760.9036 2 1519.7926 0.0004 57.32 R G 0
5144 IFYGDSDNDITAAR JW4015 ECK4047 aphA acid phosphatase/phosphotransferase, class B, non-specific 70 779.3621 2 1556.7096 -0.0010 37.02 R D 0
5145 IGAAIGSGIGGLGLIEENHTSLMNGGPR JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 107 897.8013 3 2690.3821 0.0013 52.15 R K 0
5146 IGAENSGHVILLDK JW3143 ECK3165 glmM phosphoglucosamine mutase 47 489.2714 3 1464.7924 -0.0012 31.38 R T 0
5147 IGAGPVK JW1692 ECK1700 pps phosphoenolpyruvate synthase 23 321.2027 2 640.3908 0.0001 18.86 R V 0
5148 IGAGPWVVK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 24 463.7764 2 925.5382 -0.0002 36.08 K C 0
5149 IGAGSVVLQPVPPHTTAAGVPAR JW3582 ECK3597 cysE serine acetyltransferase 67 732.4145 3 2194.2217 -0.0004 36.04 K I 0
5150 IGANMIWDAEK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 92 624.3078 2 1246.6010 -0.0005 41.13 R R 0
5151 IGANMIWDAEKR JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 59 468.5747 3 1402.7023 -0.0005 38.14 R G 0
5152 IGAPLNITGLTDYAQEPYYSTAVGLLHYGK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 113 1075.8876 3 3224.6410 0.0017 65.41 R E 0
5153 IGASAIDALSDQMLITFR JW2673 ECK2699 srlB glucitol/sorbitol-specific enzyme IIA component of PTS 61 961.5069 2 1920.9992 0.0015 66.14 R E 0
5154 IGAVHSVIFGGFSPEAVAGR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 48 657.6870 3 1970.0392 0.0019 47.80 R I 0
5155 IGAVKEGENVVGSETR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 12 548.9558 3 1643.8456 -0.0020 27.26 R V 0
5156 IGCAPITWPIGCGK 57.021465@C:3,57.021465@C:12 JW5873 ECK4366 prfC peptide chain release factor RF-3 70 765.3834 2 1528.7522 -0.0008 47.06 K L 0
5157 IGDALEQQ JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 12 437.2201 2 872.4256 0.0018 25.98 K - 0
5158 IGDLCWAAGDQQAR 57.021465@C:5 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 102 780.8642 2 1559.7138 -0.0011 38.26 R G 0
5159 IGDNCMLAPGVHIYTATHPIDPVAR 57.021465@C:5 JW0448 ECK0453 maa maltose O-acetyltransferase 38 680.3426 4 2717.3413 -0.0003 44.77 R N 0
5160 IGENINIR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 71 464.7634 2 927.5122 -0.0015 27.47 K R 0
5161 IGENINIRR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 26 362.2128 3 1083.6166 0.0019 24.83 K V 0
5162 IGEQELAR JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 25 458.2481 2 914.4816 -0.0004 23.65 R C 0
5163 IGEVHDGAATMDWMEQEQER JW3302 ECK3327 fusA protein chain elongation factor EF-G 66 778.0039 3 2330.9899 0.0004 42.18 K G 0
5164 IGEYYNLNLTIVNDQVDQTFR JW0675 ECK0676 pgm phosphoglucomutase 105 1258.1263 2 2514.2380 -0.0009 60.64 R F 0
5165 IGFIGCGNMGK 15.994915@M:9,57.021465@C:6 JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 11 585.2770 2 1168.5394 0.0026 38.97 K A 0
5166 IGFLCDIR 57.021465@C:5 JW5158 ECK1094 ycfP conserved protein 65 497.2630 2 992.5114 0.0001 45.25 R Q 0
5167 IGFVGVVHPELER JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 72 726.4048 2 1450.7950 0.0018 40.41 R K 0
5168 IGFVGVVHPELERK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 18 527.3030 3 1578.8872 -0.0010 35.32 R L 0
5169 IGFVSLGCPK 57.021465@C:8 JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 65 539.2918 2 1076.5690 0.0002 40.56 K N 0
5170 IGGASFEDFQQDLLNLSK JW3179 ECK3202 gltB glutamate synthase, large subunit 115 991.4969 2 1980.9792 0.0000 64.69 R R 0
5171 IGGDRFDEAIINYVR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 34 579.9687 3 1736.8843 -0.0001 48.77 R R 0
5172 IGGITLDADLAPGEYRPLTEEEIASVV JW2171 ECK2177 rsuA 16S rRNA pseudouridylate 516 synthase 35 1414.7317 2 2827.4488 -0.0002 65.59 R - 0
5173 IGGVAHDLPR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 81 517.7904 2 1033.5662 -0.0006 23.84 R G 0
5174 IGHGFDVHAFGGEGPIIIGGVR JW2716 ECK2741 ispF 2C-methyl-D-erythritol 2,4-cyclodiphosphate synthase 38 552.0447 4 2204.1497 0.0006 48.26 R I 0
5175 IGHTVEREDTPAIR JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 25 531.9487 3 1592.8243 -0.0027 20.66 R G 0
5176 IGIDDQDSYEFLCDFINTVSGK 57.021465@C:13 JW5950 ECK4041 yjbN tRNA-dihydrouridine synthase A 108 1268.5802 2 2535.1458 -0.0016 79.71 R G 0
5177 IGIFQDLVDR JW5300 ECK1830 proQ predicted structural transport element 71 588.3246 2 1174.6346 0.0000 52.20 K V 0
5178 IGIGPSSSHTVGPMK JW2768 ECK2792 sdaB L-serine deaminase II 71 734.3850 2 1466.7554 0.0004 27.51 K A 0
5179 IGIIGAMEEEVTLLR JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 81 822.4550 2 1642.8954 -0.0010 68.75 K D 0
5180 IGIQPGHIHKPGK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 43 461.2735 3 1380.7987 -0.0002 19.94 K V 0
5181 IGIRPVIDGR JW2773 ECK2797 fucI L-fucose isomerase 34 365.8922 3 1094.6548 -0.0012 29.43 K R 0
5182 IGLELGLPYDMLYR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 72 826.9394 2 1651.8642 -0.0001 64.68 K H 0
5183 IGLETAR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 51 380.2214 2 758.4282 -0.0004 23.93 K S 0
5184 IGLFMYDHLGK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 27 431.8935 3 1292.6587 -0.0002 45.00 R R 0
5185 IGLFMYDHLGKR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 23 483.9271 3 1448.7595 -0.0003 39.17 R T 0
5186 IGLHAVAQDR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 40 360.5368 3 1078.5886 0.0002 22.37 K A 0
5187 IGLLLDMPLR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 63 570.8443 2 1139.6740 0.0004 55.55 R D 0
5188 IGLLLDMPLRDIER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 47 551.9835 3 1652.9287 0.0003 55.14 R V 0
5189 IGLVGEETAK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 38 508.7844 2 1015.5542 -0.0008 27.05 K A 0
5190 IGLVSISDR JW0008 ECK0009 mog predicted molybdochelatase 77 480.2795 2 958.5444 -0.0002 35.99 R A 0
5191 IGMALAQR JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 82 430.2443 2 858.4740 -0.0004 27.52 R A 0
5192 IGMPLLVHGEVTHADIDIFDR JW1049 ECK1047 pyrC dihydro-orotase 30 587.8068 4 2347.1981 -0.0013 54.29 K E 0
5193 IGNRFDLVLVAAR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 67 722.4245 2 1442.8344 -0.0014 44.81 K R 0
5194 IGNTEMPSR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 45 502.7441 2 1003.4736 -0.0020 20.73 K A 0
5195 IGQAHDIQIHVPYLEK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 22 466.0039 4 1859.9865 -0.0027 42.57 R T 0
5196 IGQEQLQFYR JW4312 ECK4339 hsdM DNA methylase M 61 641.3325 2 1280.6504 -0.0009 36.88 R K 0
5197 IGQFLREDR JW0099 ECK0102 yacF conserved protein 23 378.5400 3 1132.5982 -0.0007 26.83 R L 0
5198 IGQINALSVIEFPGHPR JW0938 ECK0946 ycbZ predicted peptidase 85 616.6753 3 1847.0041 -0.0011 49.89 R A 0
5199 IGQPVTITTDIYGDDVK JW2660 ECK2679 emrA multidrug efflux system 90 917.9747 2 1833.9348 -0.0011 43.70 R Y 0
5200 IGQVKDENITVVWVPGAYELPLAAGALAK JW0405 ECK0409 ribE riboflavin synthase beta chain 82 1008.2247 3 3021.6523 -0.0016 62.12 R T 0
5201 IGQVVEGYR JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 87 510.7772 2 1019.5398 -0.0001 25.34 K N 0
5202 IGSDAYNQGLSER JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 93 705.3357 2 1408.6568 -0.0013 27.34 R R 0
5203 IGSDEMWDR JW1709 ECK1717 thrS threonyl-tRNA synthetase 37 554.7401 2 1107.4656 0.0002 32.35 R A 0
5204 IGSFEAALLAYVDR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 57 762.9068 2 1523.7990 0.0007 65.15 K D 0
5205 IGSFEAALLAYVDRDHAPLMQEINQTGGYNDEIEGK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 171 1322.3050 3 3963.8932 -0.0016 64.38 K L 0
5206 IGSLGMDVYENER JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 68 741.8482 2 1481.6818 -0.0002 38.02 K D 0
5207 IGSLVANDADSYR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 100 690.8409 2 1379.6672 -0.0008 30.94 R Y 0
5208 IGTDPTYAPFESK JW2306 ECK2303 hisJ histidine/lysine/arginine/ornithine transporter subunit -!- periplasmic-binding component of ABC superfamily 57 713.3483 2 1424.6820 -0.0003 38.11 R N 0
5209 IGTGCVIK 57.021465@C:5 JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 17 424.2387 2 846.4628 -0.0004 23.01 K N 0
5210 IGTTGAIQPHINVGDVLVTTASVR JW3808 ECK3825 udp uridine phosphorylase 83 807.1150 3 2418.3232 0.0001 49.67 R L 0
5211 IGVAMLR JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 44 380.2308 2 758.4470 -0.0003 32.90 K I 0
5212 IGVLGLNGAGK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 72 499.8031 2 997.5916 -0.0002 34.69 K S 0
5213 IGVLTSGGDAPGMNAAIR JW3887 ECK3908 pfkA 6-phosphofructokinase I 47 850.4430 2 1698.8714 -0.0007 40.52 K G 0
5214 IGVLVAAK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 22 385.7602 2 769.5058 -0.0003 27.59 R G 0
5215 IGVNAPK JW2666 ECK2691 csrA pleiotropic regulatory protein for carbon source metabolism 54 349.7131 2 697.4116 -0.0007 20.56 R E 0
5216 IGVPFVDGGVIK JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 49 600.8531 2 1199.6916 0.0004 49.67 K A 0
5217 IGVTDYTILGTVK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 103 690.3927 2 1378.7708 0.0001 49.01 R G 0
5218 IGVTIYK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 40 397.2444 2 792.4742 -0.0002 31.01 R Y 0
5219 IGYAVGSIK JW2019 ECK2028 wbbI conserved protein 37 454.2658 2 906.5170 -0.0004 32.07 R E 0
5220 IGYHLGDAVLSAK JW3794 ECK3815 pldA outer membrane phospholipase A 55 448.5819 3 1342.7239 -0.0007 36.96 K G 0
5221 IGYLPQEPQLNPEHTVR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 31 664.3498 3 1990.0276 0.0004 38.29 K E 0
5222 IGYPVIIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 61 451.7894 2 901.5642 0.0005 38.79 R A 0
5223 IHAEVPLSEMFGYATQLR JW3302 ECK3327 fusA protein chain elongation factor EF-G 107 1031.5243 2 2061.0340 -0.0012 56.84 K S 0
5224 IHAVSIK JW3157 ECK3179 yrbA predicted DNA-binding transcriptional regulator 31 384.2421 2 766.4696 -0.0005 19.34 R A 0
5225 IHCSILAEDAIK 57.021465@C:3 JW2513 ECK2526 iscU scaffold protein 63 685.3608 2 1368.7070 -0.0001 32.50 K A 0
5226 IHGLADCMQGEMISLPGNR 15.994915@M:12,57.021465@C:7 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 40 705.6641 3 2113.9705 -0.0002 41.71 R Y 0
5227 IHGVNYSISSACATSAHCIGNAVEQIQLGK 57.021465@C:12,57.021465@C:18 JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 112 1062.5201 3 3184.5385 -0.0009 48.20 K Q 0
5228 IHHAYLFSGTR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 30 434.5632 3 1300.6678 0.0002 24.60 R G 0
5229 IHHHGLLAMTDCSTPEDGLACQK 57.021465@C:12,57.021465@C:21 JW3192 ECK3212 nanE predicted N-acetylmannosamine-6-P epimerase 23 648.5499 4 2590.1705 -0.0021 32.71 R L 0
5230 IHIGLDNYSGGR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 25 434.5579 3 1300.6519 -0.0005 32.65 K A 0
5231 IHLDASMSCAGDPIPLAPETVAER 15.994915@M:7,57.021465@C:9 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 57 856.0797 3 2565.2173 -0.0029 44.06 K A 0
5232 IHLFMGGVGNDGHIAFNEPASSLASR JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 46 899.7781 3 2696.3125 -0.0003 47.17 K T 0
5233 IHLTPAER JW3460 ECK3478 pitA phosphate transporter, low-affinity 14 468.7663 2 935.5180 -0.0008 20.52 R E 0
5234 IHNGDMQQTVFGILGINEEEQR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 67 843.4107 3 2527.2103 -0.0023 57.91 R E 0
5235 IHPDKDVDGFHPYNVGR JW0518 ECK0522 folD bifunctional 5,10-methylene-tetrahydrofolate dehydrogenase -!- 5,10-methylene-tetrahydrofolate cyclohydrolase 27 655.9896 3 1964.9470 -0.0023 29.66 R L 0
5236 IHPGEAMDK JW3841 ECK3863 glnA glutamine synthetase 11 333.1637 3 996.4693 -0.0005 18.15 K N 0
5237 IHQWYYR JW2560 ECK2574 srmB ATP-dependent RNA helicase 22 533.2664 2 1064.5182 -0.0009 27.26 K A 0
5238 IHRLEDWGR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 33 591.3123 2 1180.6100 -0.0001 25.21 K R 0
5239 IHSEEDERPIGR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 48 719.3574 2 1436.7002 -0.0004 18.74 R L 0
5240 IHSFESCGTVDGPGIR 57.021465@C:7 JW0885 ECK0893 pflA pyruvate formate lyase activating enzyme 1 64 577.9424 3 1730.8054 0.0008 29.71 R F 0
5241 IHTDFEK JW1194 ECK1191 ychF predicted GTP-binding protein 23 445.2241 2 888.4336 -0.0006 19.62 K G 0
5242 IHTSYENVLGK JW3467 ECK3485 gor glutathione oxidoreductase 23 630.8324 2 1259.6502 -0.0007 27.66 R N 0
5243 IHVAVAQEVPGTGVDTPEDLER JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 78 778.0659 3 2331.1759 0.0054 39.76 K V 0
5244 IIAADNGDAWVEVK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 116 750.8881 2 1499.7616 -0.0003 41.12 K G 0
5245 IIAATHQNLEQR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 33 465.2556 3 1392.7450 -0.0024 20.73 R V 0
5246 IIADAAIDAGR JW5898 ECK0958 yccW predicted methyltransferase 68 543.3012 2 1084.5878 0.0003 29.83 K D 0
5247 IIAESISLPEIPADVLAR JW0888 ECK0896 ycaO conserved protein 38 636.3669 3 1906.0789 0.0013 60.99 R Y 0
5248 IIAGEIQARPEQVDAAVR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 71 646.0256 3 1935.0550 0.0011 33.36 R L 0
5249 IIAGNIINFSR JW2891 ECK2920 mscS mechanosensitive channel 84 609.3535 2 1216.6924 -0.0002 45.33 K E 0
5250 IIAIDTNPK JW0347 ECK0353 frmA alcohol dehydrogenase class III/glutathione-dependent formaldehyde dehydrogenase 55 492.7900 2 983.5654 0.0003 27.70 R K 0
5251 IIAMMVGR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 43 445.7507 2 889.4868 -0.0008 33.93 K S 0
5252 IIASVAEK JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 40 415.7527 2 829.4908 0.0001 21.61 K F 0
5253 IIAVIHSEK JW1279 ECK1281 rnb ribonuclease II 30 337.2064 3 1008.5974 0.0008 22.98 R E 0
5254 IIAVIHSEKER JW1279 ECK1281 rnb ribonuclease II 37 432.2545 3 1293.7417 0.0013 21.07 R E 0
5255 IIAVLEPR JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 31 455.7897 2 909.5648 0.0001 38.13 R S 0
5256 IIDALSPQGEVSPQANNDLLSAGMELLK JW3675 ECK3690 yidB conserved protein 15 975.1751 3 2922.5035 0.0028 68.53 K G 0
5257 IIDDAVAR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 58 436.7457 2 871.4768 0.0005 22.81 K I 0
5258 IIDGAELLIPMAGLINK JW4215 ECK4251 valS valyl-tRNA synthetase 28 891.0164 2 1780.0182 0.0014 67.49 K E 0
5259 IIDGAELLIPMAGLINKEDELAR JW4215 ECK4251 valS valyl-tRNA synthetase 64 832.1249 3 2493.3529 0.0017 67.04 K L 0
5260 IIDLSAIQDEVILVAADLTPSETAQLNLKK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 113 1074.6012 3 3220.7818 0.0013 78.64 K V 0
5261 IIDQEVK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 36 422.7423 2 843.4700 0.0000 21.20 R A 0
5262 IIEFNQNPLYSDHSR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 97 916.9503 2 1831.8860 0.0007 40.57 R L 0
5263 IIEKERPDAVLPTMGGQTALNCALELER 57.021465@C:22 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 30 781.9089 4 3123.6065 0.0009 50.82 K Q 0
5264 IIEPAVNPALIGAVK JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 32 752.9585 2 1503.9024 0.0001 47.87 R V 0
5265 IIEQVLK JW5808 ECK0142 pcnB poly(A) polymerase I 31 421.7712 2 841.5278 0.0006 29.04 R N 0
5266 IIEVQGTAEGEPFTHEELLILLALAR JW3618 ECK3633 rph ribonuclease PH (pseudogene) 23 954.8587 3 2861.5543 0.0004 69.28 R G 0
5267 IIFAGTPDFAAR JW3249 ECK3274 fmt 10-formyltetrahydrofolate:L-methionyl-tRNA(fMet) N-formyltransferase 34 639.8459 2 1277.6772 0.0005 45.90 R H 0
5268 IIGALPYLYEINLR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 48 824.4775 2 1646.9404 0.0009 61.87 K R 0
5269 IIGEQLGVK JW1080 ECK1080 acpP acyl carrier protein (ACP) 30 478.7921 2 955.5696 -0.0006 30.28 K Q 0
5270 IIGGGMPVGAFGGR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 86 644.8451 2 1287.6756 0.0000 41.37 K R 0
5271 IIGIDLGTTNSCVAIMDGTTPR 57.021465@C:12 JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 52 769.0558 3 2304.1456 0.0002 54.15 K V 0
5272 IIGNGHLHK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 42 494.7880 2 987.5614 0.0001 17.21 K G 0
5273 IIGSGVGGITETDATLAAASNAILVGFNVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 48 963.1892 3 2886.5458 0.0008 73.54 K A 0
5274 IIGTGSYLPEQVR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 53 716.8928 2 1431.7710 -0.0011 40.24 K T 0
5275 IIHLTDDSFDTDVLK JW5856 ECK3773 trxA thioredoxin 1 20 577.9652 3 1730.8738 0.0012 46.94 K A 0
5276 IIHPMGEIDAMEFLINK JW3756 ECK3775 rho transcription termination factor 49 657.6745 3 1970.0017 0.0012 58.35 K L 0
5277 IIISEEQGSNSHSR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 29 519.5936 3 1555.7590 -0.0001 20.89 R H 0
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5278 IIISELEK JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 28 472.7860 2 943.5574 -0.0015 34.63 R Y 0
5279 IIKFEGCYHGHADCLLVK 57.021465@C:7,57.021465@C:14 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 33 720.6955 3 2159.0647 -0.0008 34.06 K A 0
5280 IILAGGELR JW3386 ECK3409 glpR DNA-binding transcriptional repressor 15 471.2923 2 940.5700 -0.0005 34.59 R S 0
5281 IILCTGDMGFGACK 57.021465@C:4,57.021465@C:13 JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 90 771.8594 2 1541.7042 0.0002 45.81 K T 0
5282 IILDMVFNHTSTQHAWFR JW4198 ECK4234 treC trehalose-6-P hydrolase 58 739.3736 3 2215.0990 -0.0008 53.61 R E 0
5283 IILDSIK JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 18 401.2574 2 800.5002 -0.0004 33.20 R L 0
5284 IILGGDHLGPNCWQQENADAAMEK 57.021465@C:12 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 82 889.7478 3 2666.2216 -0.0001 42.54 R S 0
5285 IILLGAPGAGK JW0463 ECK0468 adk adenylate kinase 41 505.3237 2 1008.6328 -0.0002 38.29 R G 0
5286 IILSDDKVK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 39 515.8107 2 1029.6068 -0.0001 22.88 K A 0
5287 IILSDDKVKAVLVNIFGGIVR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 52 757.1262 3 2268.3568 -0.0001 68.65 K C 0
5288 IILVTGASDGIGR JW1263 ECK1265 yciK predicted oxoacyl-(acyl carrier protein) reductase, EmrKY-TolC system 12 636.3691 2 1270.7236 -0.0007 38.14 R E 0
5289 IIMAEIPSLLGNVTVINGYFPQGESR JW1738 ECK1747 xthA exonuclease III 74 1409.7427 2 2817.4708 -0.0025 70.30 R D 0
5290 IIMEYLDER JW3198 ECK3218 sspA stringent starvation protein A 35 591.2972 2 1180.5798 0.0002 41.91 R F 0
5291 IIMEYLDERFPHPPLMPVYPVAR JW3198 ECK3218 sspA stringent starvation protein A 38 928.4853 3 2782.4341 0.0003 58.90 R G 0
5292 IIMLIPTGTSVGLTSVSLGVIR JW2294 ECK2291 pta phosphate acetyltransferase 55 743.1083 3 2226.3031 0.0009 65.83 R A 0
5293 IINELEGIFEGAGWNVIK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 113 1001.5351 2 2001.0556 -0.0014 69.33 K V 0
5294 IINEPTAAALAYGLDK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 95 830.4515 2 1658.8884 0.0005 47.80 R G 0
5295 IINEVNGISR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 75 557.8138 2 1113.6130 -0.0012 27.57 R V 0
5296 IINGEVPEGLK JW2573 ECK2590 clpB protein disaggregation chaperone 39 584.8320 2 1167.6494 -0.0004 34.10 R G 0
5297 IINIPSAEAAR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 22 577.8313 2 1153.6480 0.0026 31.92 K G 0
5298 IIQIDINPASIGAHSK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 27 559.6492 3 1675.9258 0.0000 44.36 K V 0
5299 IIQVHVK JW0655 ECK0650 ybeX predicteed ion transport 26 418.7711 2 835.5276 -0.0003 21.14 R I 0
5300 IISATAK JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 13 352.2214 2 702.4282 0.0007 17.38 R K 0
5301 IISESGTAAGVR JW2667 ECK2692 alaS alanyl-tRNA synthetase 108 580.8167 2 1159.6188 -0.0008 23.39 R R 0
5302 IISLAPEVL JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 53 477.7971 2 953.5796 0.0000 55.83 K - 0
5303 IITDVHEPSQAQPVADVVDVIQLPAFLAR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 51 1047.9028 3 3140.6866 -0.0004 68.53 K Q 0
5304 IITIGSVVGTMGNGGQANYAAAK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 27 731.7164 3 2192.1274 0.0017 49.33 R A 0
5305 IITNLTEGASR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 14 587.8240 2 1173.6334 -0.0019 28.25 K K 0
5306 IITVDGDEIGEHQGLMYHTLGQR JW1119 ECK1119 trmU tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase 19 646.3220 4 2581.2589 -0.0006 43.73 K K 0
5307 IIVATDHEDVAR JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 83 669.8538 2 1337.6930 -0.0009 23.42 R A 0
5308 IIVDTYGGMAR JW2909 ECK2937 metK methionine adenosyltransferase 1 82 598.3104 2 1194.6062 -0.0005 33.55 K H 0
5309 IIVIPNGK JW2891 ECK2920 mscS mechanosensitive channel 31 427.2789 2 852.5432 0.0001 31.37 K I 0
5310 IIVPGMSDIYPAEDLWLANNSMGSHLR JW0888 ECK0896 ycaO conserved protein 20 1000.4966 3 2998.4680 -0.0001 64.48 R E 0
5311 IIVVSDEVAADTVR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 88 743.9091 2 1485.8036 -0.0002 39.67 R K 0
5312 IIVVSDEVAADTVRK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 25 538.9729 3 1613.8969 -0.0019 34.38 R T 0
5313 IIVVTSGK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 44 408.7633 2 815.5120 0.0005 24.07 R G 0
5314 IIWPENDINLK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 39 677.8720 2 1353.7294 0.0002 46.36 R Q 0
5315 IIYTGPIDQYFDYR JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 70 882.4356 2 1762.8566 0.0001 54.39 R F 0
5316 IKADAEEAAR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 52 537.2833 2 1072.5520 0.0008 17.41 K K 0
5317 IKADAEEAARK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 18 401.2225 3 1200.6457 -0.0005 16.40 K I 0
5318 IKADWQVR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 20 508.2874 2 1014.5602 -0.0009 23.95 K H 0
5319 IKAPIVHALR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 54 373.2448 3 1116.7126 -0.0004 24.88 K G 0
5320 IKASDESELESLLDATAYEALLEDE JW2872 ECK2899 gcvH glycine cleavage complex lipoylprotein 97 918.7745 3 2753.3017 -0.0001 73.93 K - 0
5321 IKDIEAK JW3148 ECK3170 greA transcription elongation factor 26 408.7446 2 815.4746 -0.0006 17.06 R L 0
5322 IKDVIGK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 29 386.7501 2 771.4856 0.0003 19.00 K G 0
5323 IKEASAQGKPPLDIHVLPR JW3862 ECK3884 fdhE formate dehydrogenase formation protein 72 690.4000 3 2068.1782 -0.0011 32.46 R D 0
5324 IKEEDFIDR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 57 582.7978 2 1163.5810 -0.0011 28.81 R L 0
5325 IKEELSNGR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 23 349.1926 3 1044.5560 -0.0004 17.91 R T 0
5326 IKELAVK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 41 400.7655 2 799.5164 -0.0002 20.73 K G 0
5327 IKEWILDQR JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 15 400.8958 3 1199.6656 -0.0006 35.35 R V 0
5328 IKFAEHHQTGNK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 44 705.3675 2 1408.7204 -0.0007 16.14 R W 0
5329 IKFSADDIQR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 61 596.8194 2 1191.6242 -0.0004 28.81 R K 0
5330 IKGEGEAEMLGFYEAMQNHTIK JW0785 ECK0789 ybiB predicted transferase/phosphorylase 26 624.8028 4 2495.1821 -0.0002 51.34 R L 0
5331 IKGFSGEDATPALEGADVVLISAGVAR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 41 881.8045 3 2642.3917 0.0004 57.87 K K 0
5332 IKGPILCLVGPPGVGK 57.021465@C:7 JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 38 535.6560 3 1603.9462 -0.0021 44.43 K T 0
5333 IKHEIGSAYPGDEVR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 43 557.6211 3 1669.8415 -0.0007 22.82 R E 0
5334 IKHEIGSAYPGDEVREIEVR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 10 575.0524 4 2296.1805 -0.0004 32.88 R G 0
5335 IKHTAIDGGTFQNEITDR JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 69 672.6757 3 2015.0053 -0.0019 31.41 R N 0
5336 IKIGDALEQQ JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 46 557.8082 2 1113.6018 -0.0010 34.40 K - 0
5337 IKLPADSTR JW0623 ECK0621 lipA lipoate synthase 49 334.1981 3 999.5725 0.0011 21.49 K I 0
5338 IKLPEYLGFFAGK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 46 494.9499 3 1481.8279 -0.0004 54.67 R R 0
5339 IKLVGVIPEDQSVLR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 56 556.0012 3 1664.9818 -0.0006 44.04 R A 0
5340 IKLVSSAGTGHFYTTTK JW3611 ECK3626 rpmG 50S ribosomal subunit protein L33 58 604.3279 3 1809.9619 -0.0006 29.50 K N 0
5341 IKNELEPK JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 34 324.1900 3 969.5482 -0.0013 18.70 R M 0
5342 IKNGEYTYIINTTSGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 41 610.6512 3 1828.9318 -0.0001 34.19 R R 0
5343 IKNHILK JW1431 ECK1429 ydcP predicted peptidase 38 433.2846 2 864.5546 0.0001 16.99 K M 0
5344 IKNSVETMMVNLEGVDIPLGMISQYLPK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 68 1040.5440 3 3118.6102 -0.0014 76.47 R Q 0
5345 IKPFKNQAFK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 36 610.8603 2 1219.7060 -0.0015 21.69 K N 0
5346 IKPYLLNNGQNPPAR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 44 565.6495 3 1693.9267 0.0003 28.78 K E 0
5347 IKQPHVAIQADVDDVLAQLIPLVEAQPR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 25 769.9342 4 3075.7077 -0.0001 69.50 K A 0
5348 IKSNITPTRK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 28 579.3536 2 1156.6926 -0.0001 16.13 R A 0
5349 IKSPSAQK JW5800 ECK4382 nadR bifunctional DNA-binding transcriptional repressor -!- NMN adenylyltransferase 14 429.7546 2 857.4946 -0.0024 20.51 K L 0
5350 IKVQSFGR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 37 312.1872 3 933.5398 0.0001 22.72 K F 0
5351 IKYAMIGDPTGALTR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 68 803.9344 2 1605.8542 -0.0006 40.04 K N 0
5352 IKYPFLLSNGNR JW0915 ECK0923 pepN aminopeptidase N 30 474.6012 3 1420.7818 -0.0009 40.88 K V 0
5353 ILAATQQALK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 70 528.8242 2 1055.6338 0.0000 27.01 R D 0
5354 ILADIAVFDK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 62 552.8185 2 1103.6224 -0.0002 48.45 K V 0
5355 ILAEEIER JW5652 ECK3561 avtA valine-pyruvate aminotransferase 29 486.7714 2 971.5282 -0.0004 28.45 K A 0
5356 ILALIDGMVDHASDDELFASGYLR JW2322 ECK2319 yfcL predicted protein 44 874.4354 3 2620.2844 0.0002 65.90 R G 0
5357 ILAMLGDSVTTDHISPAGSIKPDSPAGR JW1268 ECK1271 acnA aconitate hydratase 1 59 936.1516 3 2805.4330 0.0000 44.52 R Y 0
5358 ILAQSIEVYQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 41 660.3692 2 1318.7238 -0.0006 37.12 R K 0
5359 ILASDVVSPLDVPGFDNSAMDGYAVR JW0811 ECK0817 moeA molybdopterin biosynthesis protein 63 1354.6639 2 2707.3132 -0.0029 61.91 R L 0
5360 ILCYLYLSPER 57.021465@C:3 JW0906 ECK0914 mukE protein involved in chromosome partitioning 59 713.8731 2 1425.7316 -0.0010 48.80 K L 0
5361 ILDAVPAGHDFTPLMTCYLTDSLDPNELER 57.021465@C:17 JW1049 ECK1047 pyrC dihydro-orotase 77 1135.2112 3 3402.6118 0.0005 65.98 R G 0
5362 ILDDLCANQLQPLLLK 57.021465@C:6 JW5427 ECK2653 ygaT predicted protein 97 934.0216 2 1866.0286 0.0002 58.01 K T 0
5363 ILDEFTR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 41 447.2400 2 892.4654 0.0000 33.73 R G 0
5364 ILDIIPETLHQR JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 57 724.4168 2 1446.8190 -0.0005 45.82 R R 0
5365 ILDIMGLSR JW1693 ECK1701 ydiA conserved protein 31 509.2918 2 1016.5690 0.0002 49.06 K R 0
5366 ILDVLIPPAK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 73 539.8474 2 1077.6802 0.0004 46.11 R N 0
5367 ILDWIKPYQK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 19 652.3733 2 1302.7320 -0.0015 43.51 K V 0
5368 ILEEAVSTALELASGK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 113 815.9487 2 1629.8828 0.0003 67.12 K S 0
5369 ILEHVCPQIPADKPR 57.021465@C:6 JW0396 ECK0400 tgt tRNA-guanine transglycosylase 47 591.6546 3 1771.9420 0.0018 29.45 R Y 0
5370 ILEIEGLPDLK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 65 620.3636 2 1238.7126 0.0005 51.25 R V 0
5371 ILEIEGLPDLKVEQAFELTDASAER JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 60 929.4872 3 2785.4398 0.0013 62.98 R S 0
5372 ILEITPER JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 25 485.7822 2 969.5498 0.0003 31.26 R V 0
5373 ILELAGFLDSYIPEPER JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 81 981.5148 2 1961.0150 0.0005 70.74 K A JW3943
5374 ILENGEVKPLDVK JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 34 727.4161 2 1452.8176 -0.0010 31.90 R V 0
5375 ILEPGMVLTVEPGLYIAPDAEVPEQYR JW2876 ECK2903 pepP proline aminopeptidase P II 17 1000.5196 3 2998.5370 0.0008 64.92 R G 0
5376 ILEQLKK JW5243 ECK1492 ydeN conserved protein 34 436.2842 2 870.5538 0.0000 21.94 R N 0
5377 ILEVLQEPDNHHVSAEDLYK JW0669 ECK0671 fur DNA-binding transcriptional dual regulator 28 588.0484 4 2348.1645 -0.0002 42.87 K R 0
5378 ILEVPVGR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 42 441.7739 2 881.5332 -0.0002 33.12 R G 0
5379 ILEYLAVQSR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 48 596.3401 2 1190.6656 -0.0003 41.10 R V 0
5380 ILFAGDLQDDLPAR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 84 772.4093 2 1542.8040 -0.0001 50.63 R L 0
5381 ILFENLTPLHANSR JW3756 ECK3775 rho transcription termination factor 64 542.2994 3 1623.8764 0.0032 45.82 K L 0
5382 ILFICGGAFAGLDK 57.021465@C:5 JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 53 741.3949 2 1480.7752 0.0005 57.82 K V 0
5383 ILFLEGLPNLQDLGK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 87 835.4809 2 1668.9472 0.0023 67.28 R L 0
5384 ILFVGTK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 36 389.2477 2 776.4808 0.0013 33.28 K R 0
5385 ILFVGTKR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 44 467.2979 2 932.5812 0.0005 27.92 K A 0
5386 ILFYTGVNHK JW3302 ECK3327 fusA protein chain elongation factor EF-G 50 596.3284 2 1190.6422 -0.0026 32.11 R I 0
5387 ILGFTWNR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 27 503.7771 2 1005.5396 0.0001 47.46 R L 0
5388 ILGGDLEPTLGNVSLDPNER JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 101 1055.0450 2 2108.0754 0.0007 53.26 K I 0
5389 ILGILASK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 50 407.7728 2 813.5310 -0.0013 37.85 R S 0
5390 ILGISLAQLR JW5952 ECK4284 yjhU KpLE2 phage-like element; predicted DNA-binding transcriptional regulator 24 542.3494 2 1082.6842 0.0031 50.29 R Q 0
5391 ILGLEIGADDYITKPFNPR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 55 711.3849 3 2131.1329 0.0015 56.24 K E 0
5392 ILGLGDQGIGGMGIPIGK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 36 848.4765 2 1694.9384 -0.0004 58.89 R L 0
5393 ILGLKPTVIFADQIMYTGFAYAAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 42 887.1503 3 2658.4291 0.0047 71.71 R S 0
5394 ILGMGDVLSLIEDIESK 15.994915@M:4 JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 97 924.4863 2 1846.9580 -0.0017 72.78 R V 0
5395 ILGMNSAR 15.994915@M:4 JW2480 ECK2491 yfgD predicted oxidoreductase 15 439.2314 2 876.4482 -0.0005 16.77 K E 0
5396 ILGNIEVGR JW3582 ECK3597 cysE serine acetyltransferase 63 485.7874 2 969.5602 -0.0004 32.30 K G 0
5397 ILGSVGEPINPEAWEWYWK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 38 1137.5653 2 2273.1160 0.0004 66.24 R K 0
5398 ILIGEVTVVDESEPFAHEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 23 704.7002 3 2111.0788 0.0001 49.44 K L 0
5399 ILILDFGSQYTQLVAR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 53 919.0146 2 1836.0146 0.0002 63.54 R R 0
5400 ILILHADHEQNASTSTVR JW0710 ECK0709 gltA citrate synthase 79 1003.0264 2 2004.0382 -0.0005 25.84 R T 0
5401 ILINSPK JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 25 392.7499 2 783.4852 -0.0001 24.33 R V 0
5402 ILINTPASQGGIGDLYNFK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 107 1011.0388 2 2020.0630 0.0002 54.43 R L 0
5403 ILKDHQIVVDIPHGEAWLR JW3820 ECK3836 fre flavin reductase 67 747.0823 3 2238.2251 -0.0023 43.71 R D 0
5404 ILKDIIVK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 39 471.3235 2 940.6324 0.0004 28.68 K S 0
5405 ILKDLDEDIR JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 34 410.5631 3 1228.6675 0.0013 30.70 K G 0
5406 ILKEGIEK JW2750 ECK2773 eno enolase 50 465.2867 2 928.5588 -0.0004 19.50 K G 0
5407 ILKGEYEPGTILPGEIELGEQFGVSR JW5608 ECK3749 yieP predicted transcriptional regulator 44 944.4995 3 2830.4767 0.0014 56.47 R T 0
5408 ILKGNDDR JW0737 ECK0743 aroG 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, phenylalanine repressible 12 465.7537 2 929.4928 -0.0001 14.93 K L 0
5409 ILLIGAGGASR JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 46 514.3168 2 1026.6190 0.0005 36.25 R G 0
5410 ILLIGCGK 57.021465@C:6 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 36 437.2644 2 872.5142 -0.0010 34.33 R E 0
5411 ILLINPTDSDAVGNAVK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 66 870.4804 2 1738.9462 -0.0003 46.87 K M 0
5412 ILLSSMPGCAVTEVEIDGVLHEYSTK 57.021465@C:9 JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 53 950.1418 3 2847.4036 0.0002 61.53 R E 0
5413 ILLTNAHPHNLAVK JW5865 ECK3386 yrfG predicted hydrolase 13 385.9795 4 1539.8889 0.0004 27.09 R L 0
5414 ILLTRPAVEAGEK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 12 466.2767 3 1395.8083 -0.0003 28.43 R L 0
5415 ILLVDDDRELTSLLK JW3883 ECK3905 cpxR DNA-binding response regulator in two-component regulatory system with CpxA 26 581.6682 3 1741.9828 0.0004 56.95 K E 0
5416 ILNAAAR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 41 364.7244 2 727.4342 0.0002 19.58 R E 0
5417 ILNINVPDLPLDQIK JW2714 ECK2739 surE broad specificity 5'(3')-nucleotidase and polyphosphatase 23 852.9981 2 1703.9816 -0.0004 59.72 R G 0
5418 ILNKPMNMQLLGDAQPHTGGER JW5531 ECK3150 deaD ATP-dependent RNA helicase 33 605.8096 4 2419.2093 -0.0008 37.83 R R 0
5419 ILNLMGR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 40 408.7416 2 815.4686 0.0000 36.73 R T 0
5420 ILNTSSVIPVDGLCVR 57.021465@C:14 JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 79 871.9775 2 1741.9404 0.0009 51.67 K V 0
5421 ILNVSPR JW1017 ECK1020 ycdX predicted zinc-binding hydrolase 17 399.7454 2 797.4762 0.0004 24.34 R R 0
5422 ILNYTNTEMK JW1427 ECK1424 ydcL predicted lipoprotein 18 613.8072 2 1225.5998 -0.0013 30.01 K E 0
5423 ILNYTNTEMKEAIAQR JW1427 ECK1424 ydcL predicted lipoprotein 11 632.3279 3 1893.9619 0.0001 72.51 K K 0
5424 ILPAVNKGDALTLVELTPAQHFTKPPAR JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 45 750.1778 4 2996.6821 0.0012 47.26 R F 0
5425 ILPEHVVPAVTK JW3465 ECK3483 prlC oligopeptidase A 26 434.9307 3 1301.7703 -0.0004 30.78 K A 0
5426 ILPELKDDKEISSHDSSTNGLINR JW3985 ECK4017 pgi glucosephosphate isomerase 14 671.0988 4 2680.3661 -0.0005 35.50 R Y 0
5427 ILPMVQDILTTSGTSLTDINALAYGR JW1796 ECK1805 yeaZ predicted peptidase 81 1382.2340 2 2762.4534 0.0010 77.62 R G 0
5428 ILPPFLFHYMDGGAYSEYTLR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 69 1245.6107 2 2489.2068 -0.0020 62.15 R R 0
5429 ILPYLDIPLQHASPR JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 30 578.3302 3 1731.9688 0.0016 50.26 K I 0
5430 ILREDVQAYVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 26 445.2535 3 1332.7387 -0.0014 31.34 R E 0
5431 ILSAFIGDEIPQEILEER JW0003 ECK0004 thrC threonine synthase 28 1036.5503 2 2071.0860 0.0024 63.74 K V 0
5432 ILTEPNASITVQYK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 94 788.9332 2 1575.8518 0.0011 38.86 R A 0
5433 ILTGDKVTVELTPYDLSK JW0867 ECK0875 infA translation initiation factor IF-1 82 996.5504 2 1991.0862 0.0036 45.95 R G 0
5434 ILTGHALMFEQDR JW5641 ECK3631 ttk division inhibitor 54 510.9287 3 1529.7643 -0.0018 37.62 R L 0
5435 ILTGNIR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 15 393.7453 2 785.4760 0.0001 23.41 K N 0
5436 ILTILQG JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 40 379.2445 2 756.4744 0.0000 48.13 K - 0
5437 ILTSENNR JW1654 ECK1658 ribC riboflavin synthase, alpha subunit 17 473.7512 2 945.4878 -0.0001 18.00 K Q 0
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5438 ILVEGTSR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 40 437.7534 2 873.4922 0.0003 21.51 R K 0
5439 ILVMSNGLVSGIVDTK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 31 823.4633 2 1644.9120 0.0000 53.96 R T 0
5440 ILVPLTIEDAQIR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 50 740.9405 2 1479.8664 0.0004 53.10 R Q 0
5441 ILVTGVASK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 46 444.2813 2 886.5480 -0.0007 25.59 R L 0
5442 ILVVDDDMR 15.994915@M:8 JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 20 546.2739 2 1090.5332 0.0003 29.11 K L 0
5443 ILYISCNPETLCK 57.021465@C:6,57.021465@C:12 JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 71 805.8985 2 1609.7824 -0.0020 41.48 R N 0
5444 IMAGIDKDIEGEARPQPDIK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 47 732.7158 3 2195.1256 0.0000 36.53 R I 0
5445 IMEVCGGHTHAIFK 57.021465@C:5 JW2699 ECK2724 hypD protein required for maturation of hydrogenases 19 533.9305 3 1598.7697 0.0000 28.73 R F 0
5446 IMFPMIISVEEVR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 71 782.4169 2 1562.8192 -0.0008 62.75 R A 0
5447 IMIDLDGTENK 15.994915@M:2 JW2750 ECK2773 eno enolase 64 632.8081 2 1263.6016 0.0001 34.46 K S 0
5448 IMLPLGECK 57.021465@C:8 JW0931 ECK0939 ycbY predicted methyltransferase 13 530.7802 2 1059.5458 0.0003 42.10 R V 0
5449 IMLVAQK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 27 401.7467 2 801.4788 0.0006 25.57 K E 0
5450 IMLVGGGNIGAGLARRLEK 15.994915@M:2 JW3251 ECK3276 trkA NAD-binding component of TrK potassium transporter 13 486.0328 4 1940.1021 0.0032 22.09 R D 0
5451 IMMGAER JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 13 404.1952 2 806.3758 -0.0020 21.22 K R 0
5452 IMMPQTWK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 18 517.7602 2 1033.5058 -0.0031 36.61 R G 0
5453 IMNDENFQHGGTNIHYLEK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 35 565.7669 4 2259.0385 0.0008 32.76 R K 0
5454 IMNLKDIIAAFVR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 76 752.4396 2 1502.8646 0.0004 71.04 K H 0
5455 IMNVLGEPVDMK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 69 673.3460 2 1344.6774 -0.0006 44.56 R G 0
5456 IMNVLGEPVDMKGEIGEEER 15.994915@M:2 JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 54 754.3642 3 2260.0708 -0.0006 42.08 R W 0
5457 IMPMLQHR JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 17 342.5176 3 1024.5310 -0.0001 27.15 K G 0
5458 IMRGEGDAEAAK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 30 416.5395 3 1246.5967 -0.0007 17.58 R L 0
5459 IMTPEQALSAGVDYMVIGRPVTQSVDPAQTLK JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 59 1139.2590 3 3414.7552 0.0027 65.87 R A 0
5460 IMTSYVVGQALK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 87 655.3626 2 1308.7106 -0.0006 40.76 K A 0
5461 IMVLGGGPNR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 50 507.2814 2 1012.5482 -0.0004 31.57 K I 0
5462 IMWVMYEHPETHFEELALR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 24 608.5447 4 2430.1497 -0.0002 53.75 K F 0
5463 INAEDPNTFLPSPGK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 60 800.4045 2 1598.7944 0.0004 42.79 R I 0
5464 INALETVTIASK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 101 630.3632 2 1258.7118 -0.0014 37.80 K A 0
5465 INDKHIEVIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 44 445.9294 3 1334.7664 -0.0007 25.58 K Q 0
5466 INDNQVIEGAESR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 100 722.8549 2 1443.6952 -0.0002 29.57 R Y 0
5467 INDWASIYGVVGVGYGK JW0799 ECK0803 ompX outer membrane protein 90 899.4622 2 1796.9098 0.0002 57.30 R F 0
5468 INEGPYQFESEGK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 58 749.3461 2 1496.6776 -0.0006 33.42 K A 0
5469 INEVLAQLGLDPNVALSSLSGGWLR JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 20 874.8138 3 2621.4196 0.0020 76.97 R K 0
5470 INEVTATAVK JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 49 523.2983 2 1044.5820 0.0006 23.07 K R 0
5471 INEVTATAVKR JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 19 401.2348 3 1200.6826 0.0000 20.24 K I 0
5472 INGATVDVR JW2050 ECK2059 dcd 2'-deoxycytidine 5'-triphosphate deaminase 63 472.7613 2 943.5080 -0.0006 21.98 R L 0
5473 INGQVITIK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 71 493.3057 2 984.5968 0.0000 30.35 K G 0
5474 INIIDTPGHVDFTIEVER JW3302 ECK3327 fusA protein chain elongation factor EF-G 64 690.0303 3 2067.0691 0.0055 51.69 R S 0
5475 INILDHDIPEDPAEEWLGSWVNLLK JW3720 ECK3736 mioC FMN-binding protein MioC 56 972.8301 3 2915.4685 -0.0021 79.97 K - 0
5476 INIVDTPGHADFGGEVER JW5571 ECK3864 bipA GTP-binding protein 49 642.6490 3 1924.9252 -0.0027 37.53 R V 0
5477 INLAYTK JW0452 ECK0457 acrA multidrug efflux system 43 411.7391 2 821.4636 -0.0010 28.45 R V JW3233
5478 INLGIGVYK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 47 488.7947 2 975.5748 -0.0004 40.05 K D 0
5479 INLGIGVYKDETGK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 41 502.9436 3 1505.8090 0.0000 36.96 K T 0
5480 INLGIGVYKDETGKTPVLTSVK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 50 778.1084 3 2331.3034 -0.0014 41.81 K K 0
5481 INLIPWNPFPGAPYGR JW2501 ECK2513 yfgB predicted enzyme 30 906.4837 2 1810.9528 0.0010 62.86 K S 0
5482 INLLDDNQFTR JW2203 ECK2207 ompC outer membrane porin protein C 63 674.8462 2 1347.6778 -0.0004 44.67 K D 0
5483 INLLDLNR JW2501 ECK2513 yfgB predicted enzyme 52 485.7875 2 969.5604 -0.0002 43.27 K Q 0
5484 INLNGGAIALGHPLGCSGAR 57.021465@C:16 JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 52 650.0115 3 1947.0127 0.0018 40.24 K I 0
5485 INNAGAANAMNLCCTALLASR 57.021465@C:13,57.021465@C:14 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 39 1103.5294 2 2205.0442 -0.0009 46.71 R Q 0
5486 INNAGAANAMNLCCTALLASRQRSLTR 15.994915@M:10,57.021465@C:13,57.021465@C:14 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 11 988.4975 3 2962.4707 0.0061 74.05 R E 0
5487 INPAGAPTYVPGEYK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 80 788.9036 2 1575.7926 -0.0005 34.06 K L 0
5488 INPDKIKDVIGK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 31 447.2698 3 1338.7876 0.0004 30.62 K G 0
5489 INPEANHEHVCLLGCGVTTGIGAVHNTAK 57.021465@C:11,57.021465@C:15 JW0347 ECK0353 frmA alcohol dehydrogenase class III/glutathione-dependent formaldehyde dehydrogenase 59 768.1304 4 3068.4925 0.0007 36.49 K V 0
5490 INPGNIGNEER JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 42 606.8015 2 1211.5884 -0.0010 24.18 R I 0
5491 INPIEDMPYDENGTPVDIVLNPLGVPSR 15.994915@M:7 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 37 1027.5139 3 3079.5199 0.0028 62.92 K M 0
5492 INQALSSIGALVLSDYAK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 92 932.0143 2 1862.0140 -0.0008 61.38 R G 0
5493 INQLLNESLMLVTALNTHIGYDK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 47 867.4635 3 2599.3687 0.0007 69.65 R A 0
5494 INQLVVEPTLQTTR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 63 806.4566 2 1610.8986 -0.0006 39.09 R D 0
5495 INQQAMAWSR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 65 602.7978 2 1203.5810 -0.0007 29.33 R R 0
5496 INQTDIDR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 62 487.7484 2 973.4822 -0.0006 20.61 K L 0
5497 INQTDIDRLIELVGGR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 65 906.5014 2 1810.9882 -0.0018 64.71 K G 0
5498 INSNEELALPK JW2662 ECK2681 luxS S-ribosylhomocysteinase 68 614.3322 2 1226.6498 -0.0007 33.39 R E 0
5499 INTQCTFVENPLDALIPSLK 57.021465@C:5 JW2306 ECK2303 hisJ histidine/lysine/arginine/ornithine transporter subunit -!- periplasmic-binding component of ABC superfamily 35 1137.0957 2 2272.1768 -0.0005 67.00 R A 0
5500 INTVESPFAEYSSLDELFQETYK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 108 1355.6426 2 2709.2706 0.0009 69.10 R H 0
5501 INTVESPFAEYSSLDELFQETYKHEQLITQK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 28 922.7080 4 3686.8029 0.0038 66.60 R I 0
5502 INVATELK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 47 444.2637 2 886.5128 0.0006 29.14 K N 0
5503 INVTAYQGK JW3119 ECK3138 yraP predicted protein 65 497.2710 2 992.5274 -0.0016 25.42 R V 0
5504 IPAGVDTGDR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 55 500.7562 2 999.4978 -0.0007 21.70 K I 0
5505 IPATISFVASVAQFTPK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 21 593.0009 3 1775.9809 -0.0014 61.61 R T 0
5506 IPELAGIK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 25 420.7631 2 839.5116 0.0000 34.53 K D 0
5507 IPELAGIKDAAPDATFR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 55 595.6561 3 1783.9465 -0.0003 43.13 K I 0
5508 IPFIETVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 35 473.7837 2 945.5528 -0.0005 40.51 K M 0
5509 IPGFEQPWEEDFGKPER JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 51 687.6619 3 2059.9639 0.0001 48.52 R I 0
5510 IPGFMLWGAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 70 574.3075 2 1146.6004 -0.0002 54.73 R V 0
5511 IPGIHHILEVEDVPFTDMHDIFEK JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 40 708.6074 4 2830.4005 0.0006 58.02 R A 0
5512 IPGSFFR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 36 412.2266 2 822.4386 -0.0001 36.74 R R 0
5513 IPGVSAPENNGTGSHDLAMNFGIR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 63 818.7322 3 2453.1748 -0.0009 46.07 R G 0
5514 IPISGIAGDQQAALFGQLCVK 57.021465@C:19 JW3897 ECK3918 glpK glycerol kinase 69 729.3930 3 2185.1572 0.0009 56.72 R E 0
5515 IPLIIGR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 27 391.2694 2 780.5242 0.0022 37.39 R G 0
5516 IPLLIHQPSYNLLNR JW2970 ECK2995 yghZ aldo-keto reductase 34 597.6799 3 1790.0179 -0.0024 47.16 K W 0
5517 IPLSDGSVR JW0739 ECK0745 galM galactose-1-epimerase (mutarotase) 18 472.2637 2 942.5128 -0.0006 26.04 R E 0
5518 IPQESGGTK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 11 458.7401 2 915.4656 -0.0005 16.49 R D 0
5519 IPSINVSK JW1843 ECK1855 pykA pyruvate kinase II 21 429.2586 2 856.5026 0.0008 27.15 K H 0
5520 IPVAYLTNK JW5841 ECK2324 prmB N5-glutamine methyltransferase 53 509.8003 2 1017.5860 0.0002 33.05 R A 0
5521 IPVGHVEAGLR JW5600 ECK3778 rffE UDP-N-acetyl glucosamine-2-epimerase 20 383.2239 3 1146.6499 -0.0009 26.92 R T 0
5522 IPVHMIETINK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 58 647.8623 2 1293.7100 -0.0014 31.97 R L 0
5523 IPVIAGTGANATAEAISLTQR JW2463 ECK2474 dapA dihydrodipicolinate synthase 80 685.3806 3 2053.1200 0.0033 50.45 R F 0
5524 IPVQYLANLLTAGDTKPVLR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 85 728.0913 3 2181.2521 0.0000 59.38 R A 0
5525 IPVVSSPK JW3841 ECK3863 glnA glutamine synthetase 25 413.7554 2 825.4962 0.0003 24.48 R A 0
5526 IQAALDEWHR JW2943 ECK2970 glcB malate synthase G 34 413.5470 3 1237.6192 -0.0010 31.57 R S 0
5527 IQAIIEDIKER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 53 443.2573 3 1326.7501 -0.0007 34.11 K T 0
5528 IQALAGWIAEQIGADVNHATR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 64 745.3945 3 2233.1617 0.0013 65.02 R A 0
5529 IQALESILDAEHPNWR JW1298 ECK1300 pspB transcriptional regulator of psp operon 51 631.3270 3 1890.9592 0.0004 51.22 R D 0
5530 IQANMDPK JW5873 ECK4366 prfC peptide chain release factor RF-3 48 458.7312 2 915.4478 -0.0006 20.58 K H 0
5531 IQAQYPQEVITTVR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 47 823.4490 2 1644.8834 0.0000 41.30 K G 0
5532 IQDLTER JW5847 ECK2886 prfB peptide chain release factor RF-2 36 437.7349 2 873.4552 -0.0003 20.91 R S 0
5533 IQGIGAGFIPANLDLK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 30 813.9639 2 1625.9132 -0.0007 57.31 K L 0
5534 IQISHISR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 51 477.2798 2 952.5450 -0.0003 21.77 R F 0
5535 IQLTDAIAELAK JW2027 ECK2036 galF predicted subunit with GalU 66 643.3717 2 1284.7288 0.0000 57.83 R K 0
5536 IQLVGDDLFVTNTK JW2750 ECK2773 eno enolase 101 781.9249 2 1561.8352 0.0001 49.87 K I 0
5537 IQLYVAR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 34 431.7608 2 861.5070 -0.0001 31.40 R D JW4090
5538 IQLYVAR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 38 431.7607 2 861.5068 -0.0003 31.69 R D JW4090
5539 IQNAGTEVVEAK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 86 629.8354 2 1257.6562 -0.0001 23.57 R A 0
5540 IQPTAEGEELDLETLAAALLK JW5531 ECK3150 deaD ATP-dependent RNA helicase 47 1113.0993 2 2224.1840 0.0004 75.57 K M 0
5541 IQQQQDIDNGTLPDFISETASIR JW3974 ECK4006 aceB malate synthase A 112 1295.1419 2 2588.2692 -0.0025 57.98 R D 0
5542 IQSGELSAIPHQLIMDK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 45 627.3366 3 1878.9880 0.0006 46.33 R I 0
5543 IQSIHYLDR JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 38 572.8087 2 1143.6028 -0.0007 27.88 R K 0
5544 IQSQLEHLSK JW1842 ECK1854 yebK predicted DNA-binding transcriptional regulator 28 394.8873 3 1181.6401 -0.0003 22.90 K S 0
5545 IQSSVTTRPDISQSYWTVWGMR JW5531 ECK3150 deaD ATP-dependent RNA helicase 47 866.7633 3 2597.2681 -0.0017 52.07 R K 0
5546 IQTEVFR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 32 446.7477 2 891.4808 -0.0005 26.79 K L JW1470
5547 IQTMDNQADR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 67 596.2747 2 1190.5348 -0.0001 19.54 R F 0
5548 IQVEHPVTEMITGVDLIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 99 1011.5500 2 2021.0854 -0.0012 52.13 R E 0
5549 IQVSPTKPLATQR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 17 480.2843 3 1437.8311 0.0007 25.02 K D 0
5550 IQVTGSEGELGIYPGHAPLLTAIKPGMIR JW3709 ECK3724 atpC F1 sector of membrane-bound ATP synthase, epsilon subunit 32 755.4163 4 3017.6361 -0.0011 51.58 K I 0
5551 IRDEMGLAMEEGCGIYR 57.021465@C:13 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 42 667.3060 3 1998.8962 0.0002 41.57 K T 0
5552 IREHTLR JW1709 ECK1717 thrS threonyl-tRNA synthetase 24 462.7724 2 923.5302 0.0002 15.77 K R 0
5553 IRELLVVAPELTIIGLPEGNWITVSK JW3981 ECK4013 pepE (alpha)-aspartyl dipeptidase 12 954.2233 3 2859.6481 0.0009 68.14 R G 0
5554 IRENFRK JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 18 321.5227 3 961.5463 0.0006 16.65 R I 0
5555 IREQVGDDK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 33 530.2755 2 1058.5364 0.0009 16.44 R V 0
5556 IRFPEHCGIGIKPCSEEGTK 57.021465@C:7,57.021465@C:14 JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 30 579.5370 4 2314.1189 -0.0007 29.86 K R 0
5557 IRFPEHCGIGIKPCSEEGTKR 57.021465@C:7,57.021465@C:14 JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 53 618.5627 4 2470.2217 0.0008 27.78 K L 0
5558 IRIDGHLISVR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 19 320.4470 4 1277.7589 0.0021 34.47 K E 0
5559 IRPPKEGER JW3756 ECK3775 rho transcription termination factor 15 361.2088 3 1080.6046 0.0007 16.39 K Y 0
5560 IRRDDEVIVLTGK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 69 757.4380 2 1512.8614 -0.0009 28.59 K D 0
5561 IRTGEADEAAL JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 16 573.2936 2 1144.5726 0.0003 25.12 R - 0
5562 IRTGEEDDAAI JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 33 595.2886 2 1188.5626 0.0005 25.28 R - 0
5563 IRVIEPVKR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 31 370.5769 3 1108.7089 0.0008 21.45 R T 0
5564 ISAAAHNELTK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 77 577.8126 2 1153.6106 0.0015 20.68 R L 0
5565 ISAAMEK JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 31 375.1966 2 748.3786 -0.0002 19.65 K R 0
5566 ISADQVDQEVER JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 75 694.8378 2 1387.6610 0.0031 30.54 K F 0
5567 ISAGGYGDKR JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 65 512.2643 2 1022.5140 -0.0005 18.38 K L 0
5568 ISAGYFR JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 26 407.2160 2 812.4174 -0.0007 28.49 K V 0
5569 ISALGPGGLTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 62 521.3059 2 1040.5972 -0.0006 30.68 R E 0
5570 ISALSDNGEHFSAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 55 738.3610 2 1474.7074 0.0024 25.85 R A 0
5571 ISALTFDLDDTLYDNRPVILR JW3785 ECK3807 yigB predicted hydrolase 53 817.4358 3 2449.2856 0.0005 61.37 R T 0
5572 ISDAAQAHFAK JW3377 ECK3401 gntY predicted gluconate transport associated protein 79 579.7989 2 1157.5832 0.0004 20.31 R L 0
5573 ISDDLYVFK JW2992 ECK3015 ygiW conserved protein 46 550.2864 2 1098.5582 -0.0014 43.52 R D 0
5574 ISDDLYVFKDASGTINVDIDHK JW2992 ECK3015 ygiW conserved protein 11 1233.1135 2 2464.2124 0.0003 76.24 R R 0
5575 ISDEQLDQAIANIAK JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 96 814.9281 2 1627.8416 0.0000 54.11 K Q 0
5576 ISDGYISALLR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 110 604.3378 2 1206.6610 0.0003 51.21 K R 0
5577 ISDIPEFVR JW4099 ECK4133 aspA aspartate ammonia-lyase 44 538.2930 2 1074.5714 0.0006 39.90 K G 0
5578 ISDNTVMTTSR JW2915 ECK2943 yqgE predicted protein 97 612.7978 2 1223.5810 -0.0005 23.73 R D 0
5579 ISEETHHALTELSTNAGYPITETLSGSGDLGQVLVDAIK JW3462 ECK3480 uspA universal stress global response regulator 110 1356.3539 3 4066.0399 0.0017 65.55 R K 0
5580 ISEHKPEAVKPLADVQEQVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 52 749.0777 3 2244.2113 0.0001 26.75 R A 0
5581 ISEIEADLEK JW0159 ECK0162 yaeH conserved protein 63 573.7976 2 1145.5806 -0.0010 33.26 K L 0
5582 ISELENR JW5505 ECK3033 yqiC conserved protein 36 430.7272 2 859.4398 0.0000 20.66 R S 0
5583 ISELSEGQIDTLR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 94 730.8833 2 1459.7520 0.0002 38.62 K D 0
5584 ISELSEGQIDTLRDEVAK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 88 1002.0205 2 2002.0264 0.0046 42.96 K F 0
5585 ISFLIDADGKIEHVFDDFK JW2465 ECK2476 bcp thiol peroxidase, thioredoxin-dependent 62 737.0447 3 2208.1123 0.0020 61.82 R T 0
5586 ISGAGIQESHVHDVTITK JW5401 ECK2504 guaB IMP dehydrogenase 63 631.3330 3 1890.9772 -0.0026 27.09 R E 0
5587 ISGANLSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 52 409.2299 2 816.4452 -0.0002 20.01 K N 0
5588 ISGDGVYGRLK JW1202 ECK1199 prfA peptide chain release factor RF-1 10 388.8828 3 1163.6266 -0.0034 40.28 K F 0
5589 ISGVTPAAISILLVWLKKQGMLR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 38 624.3800 4 2493.4909 0.0041 73.89 R R 0
5590 ISHASLQPGGQAPVAPSALSAGTR JW1642 ECK1646 nemA N-ethylmaleimide reductase, FMN-linked 58 758.4048 3 2272.1926 0.0004 32.35 R T 0
5591 ISHGQVDLSELGPNADELLSK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 60 741.3814 3 2221.1224 -0.0001 47.92 R V 0
5592 ISLDEAMASGHVK JW0675 ECK0676 pgm phosphoglucomutase 58 453.2303 3 1356.6691 -0.0017 34.59 R E 0
5593 ISLPTPIMSGVR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 31 635.8626 2 1269.7106 -0.0007 46.52 K T 0
5594 ISLVVNYDIPMDSESYVHR JW5531 ECK3150 deaD ATP-dependent RNA helicase 46 746.3687 3 2236.0843 0.0010 50.77 R I 0
5595 ISLVVPVFNEEEAIPIFYK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 48 1104.1034 2 2206.1922 -0.0002 69.55 K T 0
5596 ISNAHSQLLTQLQQQLSDNQSDIDSLR JW0732 ECK0731 ybgF predicted protein 64 1018.1811 3 3051.5215 -0.0007 55.34 R G 0
5597 ISNEESISAMFEH JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 103 747.3326 2 1492.6506 0.0002 47.19 R - 0
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5598 ISNGEGVER JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 34 480.7403 2 959.4660 -0.0010 17.03 K V 0
5599 ISNGNWQSHIGR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 64 684.8418 2 1367.6690 -0.0004 25.90 K S 0
5600 ISNVELSK JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 55 445.2534 2 888.4922 0.0007 23.11 R R 0
5601 ISNVPVPEDK JW5243 ECK1492 ydeN conserved protein 23 549.2950 2 1096.5754 -0.0010 26.76 K Q 0
5602 ISPEAPVPVVK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 35 568.3394 2 1134.6642 -0.0005 33.48 R V 0
5603 ISPETAEPIPR JW5808 ECK0142 pcnB poly(A) polymerase I 34 605.3267 2 1208.6388 -0.0012 28.51 R L 0
5604 ISQATGSTEIDR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 81 639.3193 2 1276.6240 -0.0019 21.92 R L 0
5605 ISQEMMALYK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 69 607.3017 2 1212.5888 0.0006 37.71 R A 0
5606 ISQSVDDVDFFYAPADFR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 60 1046.4872 2 2090.9598 0.0014 58.94 K E 0
5607 ISSGLPIFAMSR JW1843 ECK1855 pykA pyruvate kinase II 66 639.8474 2 1277.6802 0.0000 50.74 R H 0
5608 ISSQHIANWLR JW2943 ECK2970 glcB malate synthase G 39 442.2417 3 1323.7033 -0.0015 34.04 R H 0
5609 ISTEVDAR JW0007 ECK0008 talB transaldolase B 46 445.7326 2 889.4506 0.0001 19.98 R L 0
5610 ISTVPEAVEMQSR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 72 723.8662 2 1445.7178 -0.0005 33.06 R V 0
5611 ISTWLELMK JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 26 560.8073 2 1119.6000 0.0003 53.32 K A 0
5612 ISVMGHGMGIPSCSIYTK 57.021465@C:13 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 76 969.4677 2 1936.9208 -0.0001 41.57 K E 0
5613 ISVTSLISASAQGK JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 70 681.3855 2 1360.7564 0.0003 47.84 R K 0
5614 ISVVEVMGR JW3887 ECK3908 pfkA 6-phosphofructokinase I 73 495.2756 2 988.5366 -0.0009 37.55 R Y 0
5615 ISVVGMYR JW2483 ECK2494 upp uracil phosphoribosyltransferase 50 462.7523 2 923.4900 0.0002 34.72 R N 0
5616 ISWADLFILAGNVALENSGFR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 59 765.0718 3 2292.1936 0.0035 80.44 K T 0
5617 ISWEEAYDIIATNMQR JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 31 647.3130 3 1938.9172 0.0027 69.71 R L 0
5618 ISWMEIYTGEK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 61 678.8285 2 1355.6424 -0.0007 51.12 K S 0
5619 ISYISTGGGAFLEFVEGK JW2893 ECK2922 pgk phosphoglycerate kinase 112 937.9805 2 1873.9464 0.0004 63.15 K V 0
5620 ISYNLLR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 16 439.7578 2 877.5010 -0.0012 34.59 R V 0
5621 ITAFIYKK JW1596 ECK1599 ydgH predicted protein 36 492.2999 2 982.5852 0.0002 27.93 R D 0
5622 ITAILPVTEFEEGVK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 59 823.4558 2 1644.8970 -0.0003 56.31 R V 0
5623 ITALAGDK JW2768 ECK2792 sdaB L-serine deaminase II 22 394.7291 2 787.4436 -0.0003 20.94 R V 0
5624 ITAVIPYFGYAR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 72 685.8783 2 1369.7420 0.0026 51.97 R Q 0
5625 ITAYADELLNDLDKLDHWPDTVK JW0637 ECK0635 leuS leucyl-tRNA synthetase 61 895.7857 3 2684.3353 0.0019 66.75 K T 0
5626 ITDAASAAALMTEMPAIIK JW2455 ECK2466 yffB conserved protein 78 959.5050 2 1916.9954 0.0003 61.39 K R 0
5627 ITDAYAENPQIANLLLAPYFK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 69 1183.1253 2 2364.2360 -0.0004 67.25 K Q 0
5628 ITDDEYYEFVDEFIQAVK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 124 1112.5201 2 2223.0256 -0.0003 76.86 R Q 0
5629 ITDVEVLK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 27 458.7707 2 915.5268 -0.0009 30.91 K A 0
5630 ITDYRDVESLNMFAELR JW4198 ECK4234 treC trehalose-6-P hydrolase 56 691.3427 3 2071.0063 0.0018 55.87 R N 0
5631 ITEAVCR 57.021465@C:6 JW1666 ECK1672 pykF pyruvate kinase I 41 424.7182 2 847.4218 -0.0004 19.74 R G 0
5632 ITEETLAK JW3985 ECK4017 pgi glucosephosphate isomerase 43 452.7527 2 903.4908 -0.0003 21.73 R L 0
5633 ITEQEAQEMVDHLVMK 15.994915@M:15 JW0886 ECK0894 pflB pyruvate formate lyase I 53 639.6411 3 1915.9015 -0.0004 52.67 K L 0
5634 ITESEFLWQHNQDPMAVDK JW0007 ECK0008 talB transaldolase B 50 763.3612 3 2287.0618 0.0040 44.76 R L 0
5635 ITESEFLWQHNQDPMAVDKLAEGIR JW0007 ECK0008 talB transaldolase B 82 976.4835 3 2926.4287 0.0004 52.53 R K 0
5636 ITESVFR JW0906 ECK0914 mukE protein involved in chromosome partitioning 18 426.2348 2 850.4550 0.0001 27.74 R F 0
5637 ITEYEKDANGELVAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 74 840.4287 2 1678.8428 0.0015 27.03 R T 0
5638 ITFIDGDEGILLHR JW0710 ECK0709 gltA citrate synthase 35 533.6227 3 1597.8463 0.0001 49.51 K G 0
5639 ITFNAPTVPVVNNVDVK JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 73 914.0041 2 1825.9936 0.0000 49.51 K C 0
5640 ITGAEDACIVNNNAAAVLLMLAATASGK 57.021465@C:8 JW3564 ECK3580 selA selenocysteine synthase 25 920.4743 3 2758.4011 0.0017 78.63 R E 0
5641 ITGINNPNEAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 26 599.8120 2 1197.6094 -0.0007 23.34 R Q 0
5642 ITGTPFEALVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 14 602.3415 2 1202.6684 0.0025 47.86 R Q 0
5643 ITIGLNLPSGEMGR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 93 729.3926 2 1456.7706 -0.0001 47.44 R K 0
5644 ITINRPQVR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 31 548.8335 2 1095.6524 0.0012 23.44 K N 0
5645 ITKAMEMVAASKMR 15.994915@M:5 JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 12 396.4592 4 1581.8077 0.0035 29.11 K K 0
5646 ITKGEDLR JW2507 ECK2520 pepB aminopeptidase B 21 466.2641 2 930.5136 0.0002 17.23 R E 0
5647 ITKGEDLREQGYMGLHTVGR JW2507 ECK2520 pepB aminopeptidase B 12 565.7930 4 2259.1429 -0.0001 30.82 R G 0
5648 ITLHGPLDQPTLK JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 24 478.2762 3 1431.8068 -0.0016 36.23 R R 0
5649 ITLHGPLDQPTLKR JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 12 397.9846 4 1587.9093 -0.0005 31.95 R L 0
5650 ITLIENK JW2140 ECK2146 folE GTP cyclohydrolase I 33 415.7525 2 829.4904 -0.0005 26.70 K M 0
5651 ITLNMGVGEAIADK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 24 716.3805 2 1430.7464 0.0026 45.45 K K 0
5652 ITLNMGVGEAIADKK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 81 780.4264 2 1558.8382 -0.0007 40.13 K L 0
5653 ITLQNGK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 26 387.2294 2 772.4442 -0.0001 19.50 K L 0
5654 ITLSTQPADAR JW2507 ECK2520 pepB aminopeptidase B 63 586.8164 2 1171.6182 -0.0013 26.02 K W 0
5655 ITNICYK 57.021465@C:5 JW1220 ECK1227 purU formyltetrahydrofolate hydrolase 14 456.2369 2 910.4592 0.0011 24.35 R H 0
5656 ITNTEGGSFNSHYGVK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 48 570.9404 3 1709.7994 -0.0015 25.35 R V 0
5657 ITPAHDFNDYEVGKR JW4215 ECK4251 valS valyl-tRNA synthetase 24 587.9564 3 1760.8474 -0.0008 27.81 K H 0
5658 ITPTFTEESDGVR JW2340 ECK2337 yfcZ conserved protein 95 726.3539 2 1450.6932 -0.0007 32.03 K L 0
5659 ITPVVFIMK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 42 524.3173 2 1046.6200 0.0003 46.63 K A 0
5660 ITQESLYLALR JW0163 ECK0166 map methionine aminopeptidase 74 653.8723 2 1305.7300 0.0009 46.75 R M 0
5661 ITQGDDLAPGVLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 65 663.8665 2 1325.7184 -0.0006 35.97 K I 0
5662 ITSVNVGGMAFR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 66 626.3291 2 1250.6436 -0.0003 40.68 K Q 0
5663 ITTEAFNQR JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 62 540.2774 2 1078.5402 -0.0005 25.09 R R 0
5664 ITTVQAAIDYINGHQA JW1080 ECK1080 acpP acyl carrier protein (ACP) 93 857.9412 2 1713.8678 -0.0008 56.54 K - 0
5665 ITVPVDATEEQVR JW0637 ECK0635 leuS leucyl-tRNA synthetase 85 728.8858 2 1455.7570 0.0002 35.43 K E 0
5666 ITVSIPLK JW3909 ECK3930 metJ DNA-binding transcriptional repressor, S-adenosylmethionine-binding 32 435.7868 2 869.5590 0.0004 41.46 K V 0
5667 ITVVPILR JW2483 ECK2494 upp uracil phosphoribosyltransferase 40 455.8078 2 909.6010 -0.0001 41.62 K A 0
5668 ITWEGSQNQDADVSSDGK JW5100 ECK0729 tolB periplasmic protein 114 968.9293 2 1935.8440 -0.0006 30.89 R F 0
5669 IVADAMGALR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 62 508.7830 2 1015.5514 0.0030 33.75 K L 0
5670 IVAITADEAGQR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 91 622.3352 2 1242.6558 -0.0008 27.40 K I 0
5671 IVANAFLPYPDVLDETFGFHEVIAQTGR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 34 1040.5330 3 3118.5772 0.0008 70.41 R F 0
5672 IVAQAQAEIEAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 99 714.3781 2 1426.7416 0.0001 32.32 K K 0
5673 IVCTIGPK 57.021465@C:3 JW1666 ECK1672 pykF pyruvate kinase I 31 444.2546 2 886.4946 0.0001 23.37 K T 0
5674 IVDAAGR JW3143 ECK3165 glmM phosphoglucosamine mutase 15 351.2007 2 700.3868 0.0001 17.81 R Y 0
5675 IVDADNPLFVYLPCGVGGGPGGVAFGLK 57.021465@C:14 JW2363 ECK2362 dsdA D-serine ammonia-lyase 71 1395.2198 2 2788.4250 -0.0006 68.27 R L 0
5676 IVDAQGNDVLIPGTDMPAQYFLPGK 15.994915@M:16 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 71 1338.1725 2 2674.3304 -0.0008 55.94 K A 0
5677 IVDEIGLPR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 65 506.2951 2 1010.5756 -0.0003 36.04 K G 0
5678 IVDFGAFVAIGGGK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 106 675.8747 2 1349.7348 0.0006 56.52 R E 0
5679 IVDLLTER JW4135 ECK4173 purA adenylosuccinate synthetase 46 479.7820 2 957.5494 0.0000 37.90 K A 0
5680 IVDTLTASALNEPSAMAAALEL JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 14 1101.0718 2 2200.1290 -0.0007 69.88 R - 0
5681 IVEENGEK JW0101 ECK0104 guaC GMP reductase 28 459.2332 2 916.4518 0.0018 16.16 R F 0
5682 IVEENTYGIVK JW1338 ECK1341 ydaO predicted C32 tRNA thiolase 70 632.8426 2 1263.6706 -0.0003 32.02 K E 0
5683 IVEFIEKPDQPQTLDSDIMAVGR JW2027 ECK2036 galF predicted subunit with GalU 51 867.7809 3 2600.3209 0.0054 50.74 R Y 0
5684 IVEIYGPESSGK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 41 639.8320 2 1277.6494 -0.0008 30.72 R T 0
5685 IVFLGAGSAGCGIAEMIISQTQR 57.021465@C:11 JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 58 793.7439 3 2378.2099 0.0013 68.37 K E 0
5686 IVFTATDADVIK JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 60 646.8581 2 1291.7016 -0.0007 41.29 R T 0
5687 IVGDDEADFK JW3148 ECK3170 greA transcription elongation factor 23 554.7608 2 1107.5070 -0.0013 29.13 R Q 0
5688 IVGDDEADFKQNLISVNSPIAR JW3148 ECK3170 greA transcription elongation factor 37 801.0827 3 2400.2263 -0.0021 45.98 R G 0
5689 IVGDGIAIKPTGNK JW2410 ECK2412 crr glucose-specific enzyme IIA component of PTS 57 691.9031 2 1381.7916 -0.0013 27.09 K M 0
5690 IVGIDAVVLSTQHSEEIDQK JW2909 ECK2937 metK methionine adenosyltransferase 1 21 727.7180 3 2180.1322 -0.0002 46.72 K S 0
5691 IVGIHGIGFGMDEMLQGFAVALK JW3467 ECK3485 gor glutathione oxidoreductase 57 801.7572 3 2402.2498 0.0008 69.70 K M 0
5692 IVGIHTEGAYQAIYVDTPGLHMEEK JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 25 693.5981 4 2770.3633 -0.0001 46.28 R R 0
5693 IVGLEIGADDYIPKPFNPR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 60 705.3810 3 2113.1212 0.0004 54.70 R E 0
5694 IVGLQTDAPLKR JW5522 ECK3103 tdcE pyruvate formate-lyase 4/2-ketobutyrate formate-lyase 17 437.5989 3 1309.7749 0.0032 30.26 K A 0
5695 IVGLQTEAPLKR JW0886 ECK0894 pflB pyruvate formate lyase I 26 442.2704 3 1323.7894 0.0021 29.60 K A 0
5696 IVGVGQTGKPMVDVIGWR JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 55 638.0202 3 1911.0388 -0.0012 46.37 K L 0
5697 IVHLGCGAFHR 57.021465@C:6 JW4286 ECK4314 uxuB D-mannonate oxidoreductase, NAD-binding 50 422.8890 3 1265.6452 0.0001 25.83 R A 0
5698 IVIDSGVDSGRPIGVVPFQWAGPGAAPEDIGGIVAADLR JW5100 ECK0729 tolB periplasmic protein 19 968.7634 4 3871.0245 -0.0021 67.93 R N 0
5699 IVIEGVER JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 41 457.7688 2 913.5230 -0.0002 30.94 R L 0
5700 IVIERPAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 47 463.2948 2 924.5750 -0.0006 21.35 R S 0
5701 IVIKVNEDEMYPGEAGIDIYNLTK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 61 908.7981 3 2723.3725 -0.0003 56.35 R Y 0
5702 IVILPHQDLCPDGAVLEANSGETILDAALR 57.021465@C:10 JW2509 ECK2522 fdx [2Fe-2S] ferredoxin 82 1067.5588 3 3199.6546 -0.0001 61.07 K N 0
5703 IVIMDEPTSSLTEK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 43 781.9026 2 1561.7906 -0.0002 40.54 K E 0
5704 IVINNQVGFTTSNPLDAR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 96 980.0173 2 1958.0200 -0.0020 46.71 R S 0
5705 IVIRPLPGLPVIR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 44 481.6572 3 1441.9498 0.0002 47.91 K D 0
5706 IVIVANGAPYGSESLFNSLR JW1210 ECK1213 ychN conserved protein 50 703.0443 3 2106.1111 0.0002 56.25 K L 0
5707 IVIVGGGAGGLEMATQLGHK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 37 636.6841 3 1907.0305 0.0008 44.76 K L 0
5708 IVLPEGDEPR JW2294 ECK2291 pta phosphate acetyltransferase 35 562.8008 2 1123.5870 -0.0002 31.44 R T 0
5709 IVLQLDGEEIVDCVPDIGYHHR 57.021465@C:13 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 64 859.7658 3 2576.2756 0.0064 53.98 R G 0
5710 IVLTRDPDGEER JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 35 467.2439 3 1398.7099 -0.0003 23.12 R C 0
5711 IVLVETSHTGNMGSVAR JW2516 ECK2529 yfhQ predicted methyltransferase 82 590.9767 3 1769.9083 -0.0010 30.70 R A 0
5712 IVNAYEAWEEAEQKR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 22 612.6354 3 1834.8844 -0.0005 42.50 R K 0
5713 IVNLPGSEITQQR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 80 727.9015 2 1453.7884 -0.0004 36.30 R G 0
5714 IVNMVALAVVEAQTQPL JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 20 898.5030 2 1794.9914 0.0002 70.50 R - 0
5715 IVPAATPETLQEIADQLGVYDPCAIACEPFR 57.021465@C:23,57.021465@C:27 JW4286 ECK4314 uxuB D-mannonate oxidoreductase, NAD-binding 13 861.9263 4 3443.6761 0.0021 74.11 R Q 0
5716 IVPDAAFSFR JW3820 ECK3836 fre flavin reductase 20 561.8007 2 1121.5868 -0.0001 43.79 R A 0
5717 IVPDFAAAGASIITFHPEASEHVDR JW3349 ECK3373 rpe D-ribulose-5-phosphate 3-epimerase 74 884.1138 3 2649.3196 0.0009 54.35 R T 0
5718 IVPELTFFYDNSLVEGMR JW3136 ECK3156 rbfA 30s ribosome binding factor 63 1065.5333 2 2129.0520 0.0018 68.47 R M 0
5719 IVPLIHDIDELR JW2019 ECK2028 wbbI conserved protein 11 478.2769 3 1431.8089 0.0003 49.21 R G 0
5720 IVQFFAQRPQVQER JW2140 ECK2146 folE GTP cyclohydrolase I 20 582.6544 3 1744.9414 0.0043 36.37 R L 0
5721 IVQGDVPEVMADCTIYSLDIGSLLAGTK 57.021465@C:13 JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 32 989.1687 3 2964.4843 0.0020 73.42 R Y 0
5722 IVQMHANK JW3302 ECK3327 fusA protein chain elongation factor EF-G 14 314.1727 3 939.4963 0.0003 16.97 R R 0
5723 IVQMHANKR 15.994915@M:4 JW3302 ECK3327 fusA protein chain elongation factor EF-G 52 556.8032 2 1111.5918 -0.0001 13.47 R E 0
5724 IVQSPDVIPADSEAGR JW1596 ECK1599 ydgH predicted protein 81 827.4253 2 1652.8360 -0.0009 33.17 R A 0
5725 IVQVIGAVVDVEFPQDAVPR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 53 717.7322 3 2150.1748 0.0014 62.40 K V 0
5726 IVQVPFAELVK JW2927 ECK2955 yggH tRNA (m7G46) methyltransferase, SAM-dependent 24 621.8765 2 1241.7384 0.0002 53.78 R S 0
5727 IVRGEAEQAR JW0167 ECK0171 frr ribosome recycling factor 35 564.8096 2 1127.6046 -0.0001 15.74 K V 0
5728 IVRPGYAIEYDFFDPR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 45 653.3320 3 1956.9742 0.0009 51.85 K D 0
5729 IVSEFGR JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 14 404.2218 2 806.4290 0.0004 21.51 K D 0
5730 IVSYAQGFSQLR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 81 684.8672 2 1367.7198 0.0001 39.78 K A 0
5731 IVTEIFDEVAEAHLIQPTFITEYPAEVSPLAR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 70 1200.2950 3 3597.8632 0.0026 69.96 R R 0
5732 IVTEIFEEVAEAHLIQPTFITEYPAEVSPLAR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 82 1204.9664 3 3611.8774 0.0013 74.07 R R 0
5733 IVTGIPGGSILPVYDALSQSTQIR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 55 829.1270 3 2484.3592 0.0004 63.97 K H 0
5734 IVTGVGVPQITAVADAVEALEGTGIPVIADGGIR JW5401 ECK2504 guaB IMP dehydrogenase 65 815.4548 4 3257.7901 0.0030 79.95 R F 0
5735 IVTGVTASQALLDEAVR JW0700 ECK0699 ybgI conserved metal-binding protein 47 871.9861 2 1741.9576 0.0003 50.64 K L 0
5736 IVTTLGPATDRDNNLEK JW1843 ECK1855 pykA pyruvate kinase II 15 619.6615 3 1855.9627 -0.0012 28.85 K V 0
5737 IVTTPAYMLAQNIAEAASGIDK JW3176 ECK3198 elbB isoprenoid biosynthesis protein with amidotransferase-like domain 114 1139.0929 2 2276.1712 -0.0009 71.56 K L 0
5738 IVVDCANGATYHIAPNVLR 57.021465@C:5 JW3143 ECK3165 glmM phosphoglucosamine mutase 53 695.0299 3 2082.0679 -0.0001 41.22 K E 0
5739 IVVEAAR JW3808 ECK3825 udp uridine phosphorylase 45 379.2319 2 756.4492 -0.0001 20.72 K R 0
5740 IVVEAFDDPDVK JW4360 ECK4389 creA conserved protein 71 673.8453 2 1345.6760 -0.0005 40.90 K N 0
5741 IVVELPGIQDTAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 31 705.9020 2 1409.7894 0.0016 48.38 R A 0
5742 IVVFSVSNHEEDVVTALKR JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 21 714.7236 3 2141.1490 0.0010 45.49 R G 0
5743 IVVLDAGR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 43 421.7586 2 841.5026 0.0005 28.44 K V 0
5744 IVVNYAK JW3262 ECK3287 secY preprotein translocase membrane subunit 45 403.7420 2 805.4694 -0.0002 23.32 R R 0
5745 IVVSPAAGTIVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 57 577.8606 2 1153.7066 -0.0004 32.91 K I 0
5746 IVYQDLTR JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 15 504.2801 2 1006.5456 0.0009 29.60 R L 0
5747 IWDSTDALELK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 85 645.8321 2 1289.6496 -0.0007 44.21 R E 0
5748 IWFSGHDITR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 29 411.2123 3 1230.6151 0.0006 37.09 K L 0
5749 IWMNPNELNK JW0451 ECK0456 acrB multidrug efflux system protein 36 629.8157 2 1257.6168 -0.0008 36.11 R F 0
5750 IWQQDDLPAELEAYINVVK JW3466 ECK3484 yhiR predicted DNA (exogenous) processing protein 54 748.7233 3 2243.1481 0.0009 70.37 R H 0
5751 IWVNSELEEIEQALK JW0080 ECK0083 mraW S-adenosyl-dependent methyltransferase activity on membrane-located substrates 105 900.9724 2 1799.9302 -0.0001 67.12 R S 0
5752 IWYIADAFR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 49 577.8035 2 1153.5924 0.0005 55.85 R A 0
5753 IYAAFKK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 19 420.7521 2 839.4896 -0.0009 21.26 K A 0
5754 IYADKLEQEK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 12 412.8873 3 1235.6401 0.0003 22.90 K V 0
5755 IYAPVGTHETLLAYLVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 53 639.3597 3 1915.0573 0.0006 53.55 R R 0
5756 IYCESFLGEEHRK 57.021465@C:3 JW0675 ECK0676 pgm phosphoglucomutase 42 556.5992 3 1666.7758 -0.0016 28.34 K Q 0
5757 IYDDAAVER JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 69 526.2564 2 1050.4982 0.0000 24.14 R F 0

36



5758 IYDLVEAITGFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 33 698.8773 2 1395.7400 0.0002 66.41 K M 0
5759 IYDRETGEIHYGR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 48 804.8919 2 1607.7692 0.0001 25.11 R V 0
5760 IYDSDSILSMHHEPR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 28 600.6176 3 1798.8310 0.0001 34.00 R H 0
5761 IYDTSSQPLSQILSQVQQDGASIVVGPLLK JW3116 ECK3135 yraM conserved protein 40 1062.2407 3 3183.7003 -0.0025 78.56 K N 0
5762 IYELLDKTDIDDVTQLAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 69 698.3716 3 2092.0930 -0.0010 54.26 R A 0
5763 IYFTHLR JW4285 ECK4313 uxuA mannonate hydrolase 47 475.2657 2 948.5168 -0.0013 29.10 R S 0
5764 IYGITAK JW3465 ECK3483 prlC oligopeptidase A 16 383.2291 2 764.4436 0.0004 27.47 R E 0
5765 IYGQAVHFVNTR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 73 702.8723 2 1403.7300 -0.0010 31.03 R D 0
5766 IYGTAWADKK JW1709 ECK1717 thrS threonyl-tRNA synthetase 51 576.8063 2 1151.5980 0.0006 24.78 R A 0
5767 IYGVLER JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 36 425.2450 2 848.4754 -0.0002 31.03 R Q 0
5768 IYIQNVDHCNTHSPFDPAIAPVR 57.021465@C:9 JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 37 888.7708 3 2663.2906 -0.0009 40.10 R Q 0
5769 IYLEQGR JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 41 439.7400 2 877.4654 -0.0002 24.68 R L 0
5770 IYLHAFLDGR JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 57 602.8272 2 1203.6398 -0.0001 40.54 K D 0
5771 IYLVDQNDR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 45 568.2905 2 1134.5664 -0.0004 30.11 R V 0
5772 IYNEISK JW2929 ECK2957 yggX protein that protects iron-sulfur proteins against oxidative damage 20 433.7346 2 865.4546 0.0001 21.61 R E 0
5773 IYPIAQCNNAFIFPGIGLGVIASGASR 57.021465@C:7 JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 10 936.1614 3 2805.4624 -0.0010 67.31 K I 0
5774 IYQLKPNPAVLICR 57.021465@C:13 JW3974 ECK4006 aceB malate synthase A 19 562.3237 3 1683.9493 -0.0002 42.13 K V 0
5775 IYQRPFGGQSK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 53 640.8403 2 1279.6660 -0.0012 21.31 R N 0
5776 IYQSTTNAHINTGDGVGMAIR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 74 1110.0465 2 2218.0784 -0.0016 33.21 R A 0
5777 IYSDVLR JW2751 ECK2774 pyrG CTP synthetase 47 433.2429 2 864.4712 0.0007 28.63 R K 0
5778 IYSDVLRK JW2751 ECK2774 pyrG CTP synthetase 43 497.2909 2 992.5672 0.0017 23.72 R E 0
5779 IYTFGPTFR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 38 551.2898 2 1100.5650 -0.0003 42.00 K A 0
5780 IYTNAEELVGKPFR JW0192 ECK0196 rcsF predicted outer membrane protein, signal 39 546.2943 3 1635.8611 -0.0008 41.33 R D 0
5781 IYVGNVPIGDGAPIAVQSMTNTR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 18 791.7465 3 2372.2177 0.0019 52.42 R T 0
5782 IYYITADSYAAAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 59 725.3663 2 1448.7180 -0.0006 38.54 K S 0
5783 KAAIDNAIHQAQELANGFHR JW2889 ECK2918 yggE conserved protein 59 551.7881 4 2203.1233 -0.0011 47.28 R K 0
5784 KAAITAEIR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 49 486.7948 2 971.5750 -0.0013 20.53 R L 0
5785 KAAVLVK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 29 364.7551 2 727.4956 0.0001 18.11 K K 0
5786 KADEIQIYK JW3841 ECK3863 glnA glutamine synthetase 55 554.3056 2 1106.5966 -0.0005 23.76 K Y 0
5787 KADLYDK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 34 426.7268 2 851.4390 0.0003 17.08 R V 0
5788 KADLYDKVSQAFTVFLPVR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 47 733.0723 3 2196.1951 0.0009 62.50 R S 0
5789 KAEAAAAALKK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 63 357.8884 3 1070.6434 -0.0013 16.31 K K 0
5790 KAEAAEAAAAEAR JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 51 629.8228 2 1257.6310 -0.0002 19.56 K K 0
5791 KAEDTLALLR JW0384 ECK0388 rdgC DNA-binding protein, non-specific 50 565.3322 2 1128.6498 -0.0004 32.92 K K 0
5792 KAEEHISSSHGDVDYAQASAELAK JW3709 ECK3724 atpC F1 sector of membrane-bound ATP synthase, epsilon subunit 104 848.4050 3 2542.1932 -0.0003 27.83 R A 0
5793 KAEIDEEQLAAAPVIIR JW1865 ECK1877 argS arginyl-tRNA synthetase 15 622.6831 3 1865.0275 0.0017 41.57 R E 0
5794 KAEIDEEQLAAAPVIIREDR JW1865 ECK1877 argS arginyl-tRNA synthetase 62 756.0720 3 2265.1942 -0.0022 40.10 R E 0
5795 KAELESAALNAR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 97 636.8486 2 1271.6826 -0.0006 23.59 R L 0
5796 KAELGGNIHAK JW0938 ECK0946 ycbZ predicted peptidase 67 379.8835 3 1136.6287 -0.0014 17.43 R G 0
5797 KAELNPQR JW1642 ECK1646 nemA N-ethylmaleimide reductase, FMN-linked 38 478.2695 2 954.5244 -0.0002 16.29 R A 0
5798 KAEQAAAEQALK JW2551 ECK2565 rnc RNase III 76 629.3439 2 1256.6732 0.0008 20.05 R K 0
5799 KAEQWATGLK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 53 566.3114 2 1130.6082 -0.0002 24.58 K Y 0
5800 KAEQYLLENETTK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 112 783.9040 2 1565.7934 -0.0002 26.33 K N 0
5801 KAFAYGLKPIVVINK JW5571 ECK3864 bipA GTP-binding protein 33 554.3436 3 1660.0090 0.0014 37.74 K V 0
5802 KAGAPFPAR JW0015 ECK0016 insL IS186/IS421 transposase 23 305.5123 3 913.5151 0.0018 15.00 K L JW0572 JW5390
5803 KAGCSSIK 57.021465@C:4 JW2483 ECK2494 upp uracil phosphoribosyltransferase 24 425.7260 2 849.4374 -0.0004 13.50 K V 0
5804 KAGFVTR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 39 389.7323 2 777.4500 0.0003 17.33 R D 0
5805 KAGGLTVSHLR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 37 380.2283 3 1137.6631 0.0012 19.86 K V 0
5806 KAGIPLALNK JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 38 512.8289 2 1023.6432 -0.0008 27.05 R L 0
5807 KAGNLIAK JW2517 ECK2530 suhB inositol monophosphatase 34 407.7608 2 813.5070 0.0000 17.28 R N 0
5808 KAGNVAADGVIK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 79 571.8310 2 1141.6474 0.0020 19.77 K T 0
5809 KAGQLSPGDPVLFR JW0934 ECK0942 pqiB paraquat-inducible protein B 34 495.6126 3 1483.8160 0.0013 36.89 K G 0
5810 KAGVPCVPGSDGPLGDDMDKNR 57.021465@C:6 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 62 762.3594 3 2284.0564 -0.0012 33.10 K A 0
5811 KAGVPVLIDPK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 16 568.8563 2 1135.6980 0.0017 30.22 R G 0
5812 KAGYVPESVPLEHHMFGMMLGK JW1865 ECK1877 argS arginyl-tRNA synthetase 34 615.3069 4 2457.1985 -0.0022 45.51 R D 0
5813 KAHEIAGEEFNLSSTK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 59 587.6322 3 1759.8748 0.0007 28.29 K Q 0
5814 KAHKPGSATIALNK JW2601 ECK2616 smpB trans-translation protein 21 479.2846 3 1434.8320 0.0013 17.58 K R 0
5815 KAHKPGSATIALNKR JW2601 ECK2616 smpB trans-translation protein 73 531.3177 3 1590.9313 -0.0006 16.79 K A 0
5816 KAHYDGVLGINIGK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 23 495.6119 3 1483.8139 -0.0008 33.46 K N 0
5817 KAIEQDAK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 15 451.7507 2 901.4868 -0.0001 13.69 R A 0
5818 KAIMQHYQAR JW2287 ECK2284 yfbQ predicted aminotransferase 44 415.8891 3 1244.6455 0.0008 17.69 R G 0
5819 KAISVTER JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 36 452.2664 2 902.5182 -0.0003 11.01 R Q 0
5820 KAKPGQDFFPLTVNYQER JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 49 713.3722 3 2137.0948 -0.0008 40.00 K T 0
5821 KAKPVLLEPIMK JW3302 ECK3327 fusA protein chain elongation factor EF-G 67 683.9279 2 1365.8412 -0.0006 30.35 K V 0
5822 KALDSYDK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 58 470.2423 2 938.4700 -0.0009 18.09 R A 0
5823 KALEEAGAEVEVK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 70 686.8687 2 1371.7228 -0.0016 24.64 K - 0
5824 KALLTHDDVK JW0328 ECK0334 codA cytosine deaminase 32 380.5520 3 1138.6342 -0.0003 18.31 R Q 0
5825 KALQECMQHNFSVFR 57.021465@C:6 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 111 947.9556 2 1893.8966 -0.0012 35.70 R E 0
5826 KALTEANGDIELAIENMR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 36 663.3421 3 1987.0045 0.0002 47.99 K K 0
5827 KAMLQDIATLTGGTVISEEIGMELEK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 27 926.4821 3 2776.4245 0.0009 67.19 R A 0
5828 KAMSDDEPKQDK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 24 464.5536 3 1390.6390 -0.0007 13.92 K T 0
5829 KAPAEPQR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 33 448.7514 2 895.4882 0.0007 13.91 K Y 0
5830 KAPAEPQRYDAVLVAIGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 51 652.0341 3 1953.0805 0.0009 38.27 K V 0
5831 KAPTADLEDDRPSLPDEVALGVTYDNIDDYLEGK JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 16 934.4535 4 3733.7849 0.0004 62.00 K N 0
5832 KAPVEQWSAGATGLGVR JW2507 ECK2520 pepB aminopeptidase B 61 576.3123 3 1725.9151 -0.0012 35.84 R T 0
5833 KAQLNMVR JW5930 ECK3857 yihA GTP-binding protein 34 480.2761 2 958.5376 -0.0006 19.78 R E 0
5834 KASAIVTNR JW1692 ECK1700 pps phosphoenolpyruvate synthase 55 480.2855 2 958.5564 0.0004 16.96 K G 0
5835 KASIPEGVWTK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 37 608.3408 2 1214.6670 0.0012 30.19 R C 0
5836 KASQNAIEAFGPLLPEFLGGSADLAPSNLTLWSGSK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 103 1229.6405 3 3685.8997 0.0005 72.20 R A 0
5837 KASVEIDRK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 48 349.2047 3 1044.5923 -0.0005 16.23 K I 0
5838 KATIVNAGSSDFLEGEQVEYSR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 44 800.7274 3 2399.1604 -0.0001 39.48 R V 0
5839 KATLDTLALYLACGIDPEK 57.021465@C:13 JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 111 1046.5511 2 2091.0876 -0.0045 61.53 R S 0
5840 KATSGVPGKFQTAIELVIGFVNGSVK JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 46 662.6259 4 2646.4745 0.0000 71.20 K D 0
5841 KATVELLNR JW0797 ECK0801 dps Fe-binding and storage protein 55 522.3138 2 1042.6130 -0.0004 24.76 K Q 0
5842 KAVDALAGQSAK JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 77 579.8275 2 1157.6404 0.0000 19.93 K L 0
5843 KAVEFQDILK JW4099 ECK4133 aspA aspartate ammonia-lyase 31 595.8433 2 1189.6720 0.0014 37.71 R M 0
5844 KAVIPVAGLGTR JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 35 591.3713 2 1180.7280 -0.0010 30.99 K M 0
5845 KAVLLSFR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 54 467.2973 2 932.5800 -0.0006 32.03 K I 0
5846 KAVTLGLK JW1268 ECK1271 acnA aconitate hydratase 1 58 415.2795 2 828.5444 0.0012 21.98 K R 0
5847 KAWLSGLSPK JW5950 ECK4041 yjbN tRNA-dihydrouridine synthase A 64 543.8189 2 1085.6232 -0.0001 32.82 R E 0
5848 KAYGQFEPPALYDHVVK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 41 654.6749 3 1961.0029 -0.0017 38.43 K M 0
5849 KAYVTLK JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 11 411.7578 2 821.5010 0.0000 21.81 K E 0
5850 KDAMVPMGGLLCMK 57.021465@C:12 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 52 517.5903 3 1549.7491 0.0002 45.58 K D 0
5851 KDDETLSK JW2893 ECK2922 pgk phosphoglycerate kinase 46 468.2376 2 934.4606 -0.0002 14.17 K K 0
5852 KDDETLSKK JW2893 ECK2922 pgk phosphoglycerate kinase 50 532.2859 2 1062.5572 0.0015 13.69 K Y 0
5853 KDDGNTIMVVQK JW1633 ECK1637 slyB outer membrane lipoprotein 78 674.3500 2 1346.6854 -0.0009 23.46 R Q 0
5854 KDDQEETVR JW0463 ECK0468 adk adenylate kinase 53 560.2672 2 1118.5198 -0.0005 14.51 R K 0
5855 KDEDGNYLVDVILDEAANK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 125 1061.0211 2 2120.0276 0.0004 61.54 K G 0
5856 KDILEVICK 57.021465@C:8 JW1163 ECK1162 minE cell division topological specificity factor 66 559.3178 2 1116.6210 -0.0002 36.62 R Y 0
5857 KDLLRDPGLHR JW2482 ECK2493 uraA uracil transporter 22 440.5906 3 1318.7500 0.0030 22.87 K S 0
5858 KDLSEELQILEAGLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 29 650.0179 3 1947.0319 0.0007 66.68 K I 0
5859 KDPPFDTEFIYATYILER JW2914 ECK2942 gshB glutathione synthetase 90 1109.5567 2 2217.0988 -0.0005 64.22 R A 0
5860 KDSHLPISGSIK JW2363 ECK2362 dsdA D-serine ammonia-lyase 10 427.9102 3 1280.7088 0.0000 23.10 K A 0
5861 KDSTAELYHFIGK JW2101 ECK2107 metG methionyl-tRNA synthetase 50 503.5966 3 1507.7680 0.0010 38.27 K D 0
5862 KDVDVWHPDVR JW3465 ECK3483 prlC oligopeptidase A 30 455.9020 3 1364.6842 0.0004 29.72 R F 0
5863 KDVIILLDSITR JW3756 ECK3775 rho transcription termination factor 11 462.6173 3 1384.8301 0.0010 50.85 K L 0
5864 KDVNPDEAVAIGAAVQGGVLTGDVK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 124 808.4308 3 2422.2706 0.0002 50.42 R D 0
5865 KDWFDFYGYADAPVFFGGNSDAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 100 873.0606 3 2616.1600 0.0003 66.01 K G 0
5866 KEAAPAAAPAAAAAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 35 654.8670 2 1307.7194 -0.0002 19.48 K D 0
5867 KEDELPFHVVAYDFGAK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 45 655.6646 3 1963.9720 0.0041 47.49 K R 0
5868 KEDNELR JW2306 ECK2303 hisJ histidine/lysine/arginine/ornithine transporter subunit -!- periplasmic-binding component of ABC superfamily 45 452.2299 2 902.4452 -0.0005 14.43 R E 0
5869 KEELLTTQEELQK JW3756 ECK3775 rho transcription termination factor 59 530.2860 3 1587.8362 0.0005 28.04 R M 0
5870 KEIAEIASK JW0861 ECK0868 ybjX conserved protein 42 494.7863 2 987.5580 -0.0019 19.35 R K 0
5871 KEIEQGMQIEALTLCEKLER 15.994915@M:7,57.021465@C:15 JW2860 ECK2887 recJ ssDNA exonuclease, 5' --> 3'-specific 10 812.0838 3 2433.2296 0.0054 37.47 R S 0
5872 KEIFLSR JW0250 ECK0261 insH CP4-6 prophage; IS5 transposase and trans-activator 32 446.7660 2 891.5174 -0.0003 24.55 R M JW0540 JW0652 JW1324 JW1363 JW1882 JW1972 JW2014 JW2179 JW2949 JW3185 JW3472 JW5895 JW5914 JW5928 JW5935 JW5936 JW5951

5873 KEIPQWFIK JW0637 ECK0635 leuS leucyl-tRNA synthetase 41 396.8973 3 1187.6701 -0.0001 39.91 R I 0
5874 KELANAIR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 55 457.7751 2 913.5356 0.0013 19.04 R A 0
5875 KELLGQLLLDEIVTR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 36 580.6806 3 1739.0200 0.0007 64.33 R Y 0
5876 KENNYGLSITFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 52 721.3748 2 1440.7350 -0.0010 39.31 R D 0
5877 KETLGDVTHR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 52 385.8761 3 1154.6065 0.0021 19.21 R I 0
5878 KEVVEWLR JW3592 ECK3607 kbl glycine C-acetyltransferase 53 529.8029 2 1057.5912 -0.0006 33.07 R Q 0
5879 KEYCDLLR 57.021465@C:4 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 42 548.7763 2 1095.5380 -0.0001 28.04 K R 0
5880 KFAIDQEK JW0007 ECK0008 talB transaldolase B 49 489.7664 2 977.5182 0.0001 20.72 R L 0
5881 KFAIDQEKLEK JW0007 ECK0008 talB transaldolase B 39 450.2538 3 1347.7396 -0.0001 25.34 R M 0
5882 KFDPVVR JW3611 ECK3626 rpmG 50S ribosomal subunit protein L33 36 430.7531 2 859.4916 0.0002 21.84 K Q 0
5883 KFEEFKR JW5873 ECK4366 prfC peptide chain release factor RF-3 36 328.5149 3 982.5229 -0.0006 19.29 K K 0
5884 KFEELVQTR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 57 575.3165 2 1148.6184 -0.0004 25.92 R N 0
5885 KFENPVYWGVDLSSEHER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 90 731.3514 3 2191.0324 -0.0009 45.47 R Y 0
5886 KFFADMHR JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 50 351.1765 3 1050.5077 0.0007 24.53 R K 0
5887 KFISIEAE JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 43 468.7557 2 935.4968 0.0005 33.37 R - 0
5888 KFNLMLETK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 40 562.3121 2 1122.6096 -0.0009 34.05 K V 0
5889 KFNQLATEIDNTVVLCISADLPFAQSR 57.021465@C:16 JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 53 1017.5258 3 3049.5556 0.0013 70.16 R F 0
5890 KFPAETVLYLGALPELSVSFLR JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 24 817.4615 3 2449.3627 0.0006 70.56 R E 0
5891 KFQLAENIHVR JW3664 ECK3679 ibpA heat shock chaperone 60 677.8824 2 1353.7502 -0.0015 29.92 R G 0
5892 KFQYGQHTVTLETGMMAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 65 700.0126 3 2097.0160 0.0024 35.19 R Q 0
5893 KFSEEAASWMQEQR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 103 863.8961 2 1725.7776 -0.0003 36.96 R A 0
5894 KFSEVCVGHLGK 57.021465@C:6 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 33 454.2394 3 1359.6964 -0.0003 26.74 K E 0
5895 KFTALGPYIR JW0230 ECK0241 crl DNA-binding transcriptional regulator 36 583.3395 2 1164.6644 -0.0010 33.97 K E 0
5896 KFTGEVSLTGQPFVMEPSK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 20 694.6903 3 2081.0491 -0.0011 44.98 K T 0
5897 KFVTAYLGDAGMLR JW2197 ECK2201 eco ecotin, a serine protease inhibitor 15 514.6095 3 1540.8067 -0.0004 44.70 K Y 0
5898 KFWPHDFTLLAHFR JW1769 ECK1778 yeaD conserved protein 20 454.4928 4 1813.9421 0.0004 47.71 K V 0
5899 KGADVDLQAEK JW0622 ECK0620 tatE TatABCE protein translocation system subunit 49 587.3090 2 1172.6034 -0.0003 20.68 K L 0
5900 KGAELANSFKPDVIIALGGGSPMDAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 71 886.4710 3 2656.3912 0.0018 52.11 R I 0
5901 KGAIVTGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 58 387.2476 2 772.4806 -0.0001 15.11 K V 0
5902 KGALDLAGLPGK JW5625 ECK3691 gyrB DNA gyrase, subunit B 45 570.3428 2 1138.6710 0.0001 34.93 R L 0
5903 KGDEIAAVVLQVDAER JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 110 856.9618 2 1711.9090 -0.0014 44.75 K E 0
5904 KGDEIAAVVLQVDAERER JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 56 999.5353 2 1997.0560 0.0019 43.60 K I 0
5905 KGDGFDLNDFLEQLR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 68 883.9397 2 1765.8648 0.0015 64.37 K Q 0
5906 KGDIVGPIR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 61 477.7902 2 953.5658 0.0001 22.45 K S 0
5907 KGDLAAVAVK JW2066 ECK2077 yegQ predicted peptidase 32 486.2976 2 970.5806 -0.0004 21.62 R N 0
5908 KGDPVYLK JW1268 ECK1271 acnA aconitate hydratase 1 37 460.2661 2 918.5176 0.0002 20.40 R D 0
5909 KGDVIIGANQQAVK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 41 480.9440 3 1439.8102 0.0005 22.59 K N 0
5910 KGEDVEK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 58 402.7085 2 803.4024 0.0000 13.46 K L 0
5911 KGEDVEKLR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 53 358.5363 3 1072.5871 -0.0005 18.12 K K 0
5912 KGEILEVVSDCPQSINNIPLDAR 57.021465@C:11 JW1915 ECK1929 yedF conserved protein 67 856.4425 3 2566.3057 -0.0003 49.04 K N 0
5913 KGEMNFDVVIASPDAMR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 94 940.4574 2 1878.9002 0.0034 46.29 K V 0
5914 KGETLADTISVISTYVDAIVMR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 16 794.7580 3 2381.2522 0.0009 80.30 K H 0
5915 KGEVLIK JW0347 ECK0353 frmA alcohol dehydrogenase class III/glutathione-dependent formaldehyde dehydrogenase 22 393.7581 2 785.5016 0.0006 18.76 K V 0
5916 KGFHNCTPIQALALPLTLAGR 57.021465@C:6 JW3753 ECK3772 rhlB ATP-dependent RNA helicase 36 760.0866 3 2277.2380 -0.0035 50.69 K D 0
5917 KGFIANTLTPFVGDANTQTPEFK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 17 832.7638 3 2495.2696 -0.0001 51.48 K S 0
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5918 KGFIDVEQVR JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 62 595.8300 2 1189.6454 0.0000 32.79 R K 0
5919 KGGEVLTR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 53 430.2534 2 858.4922 0.0001 16.95 R T 0
5920 KGGPLADGIVITPSHNPPEDGGIK JW0675 ECK0676 pgm phosphoglucomutase 10 593.0666 4 2368.2373 -0.0014 46.58 K Y 0
5921 KGGVNVAAGTGISNYINTIPVEEQPEYPGNLELER JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 116 1243.6294 3 3727.8664 -0.0029 54.57 R R 0
5922 KGHIAGSINLLPSEIK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 83 838.9873 2 1675.9600 -0.0019 35.57 R A 0
5923 KGHLTLQMTTLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 55 699.8977 2 1397.7808 -0.0005 29.27 K E 0
5924 KGIDTVLAELR JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 73 607.8585 2 1213.7024 -0.0006 46.45 K A 0
5925 KGIIELSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 50 458.2850 2 914.5554 0.0006 25.47 K E 0
5926 KGIILAGGSGTR JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 62 565.3378 2 1128.6610 -0.0003 22.28 R L JW3763
5927 KGIVMFEK JW2100 ECK2106 mrp antiporter inner membrane protein 41 476.2701 2 950.5256 -0.0003 27.72 K V 0
5928 KGIYKLETIEGSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 71 733.4162 2 1464.8178 -0.0009 25.05 R G 0
5929 KGKVPMNIVAQR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 51 447.5989 3 1339.7749 -0.0010 22.15 R Y 0
5930 KGLADTALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 57 458.7767 2 915.5388 0.0000 21.32 R T 0
5931 KGLVYKK JW0637 ECK0635 leuS leucyl-tRNA synthetase 34 418.2734 2 834.5322 -0.0004 15.49 K T 0
5932 KGMASGAVIESFLDK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 90 776.9054 2 1551.7962 -0.0003 47.01 R G 0
5933 KGMASGAVIESFLDKGR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 92 589.3133 3 1764.9181 -0.0012 43.65 R G 0
5934 KGMFSMMNYLLPLK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 34 558.2924 3 1671.8554 0.0003 59.52 K G 0
5935 KGMVLNYNGK JW5362 ECK2165 yeiP predicted elongtion factor 65 562.2990 2 1122.5834 -0.0021 23.69 K L 0
5936 KGNQWHFGMK JW0250 ECK0261 insH CP4-6 prophage; IS5 transposase and trans-activator 47 616.8033 2 1231.5920 0.0000 26.20 K A JW0540 JW0652 JW1324 JW1363 JW1882 JW1972 JW2014 JW2179 JW2949 JW3185 JW3472 JW5895 JW5914 JW5928 JW5935 JW5936 JW5951

5937 KGPFIDLHLLK JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 56 427.5956 3 1279.7650 -0.0003 43.38 K K 0
5938 KGPFIDLHLLKK JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 13 470.2935 3 1407.8587 -0.0015 37.75 K V 0
5939 KGPLNLPNLTR JW4346 ECK4375 deoB phosphopentomutase 38 611.8662 2 1221.7178 -0.0014 35.92 R L 0
5940 KGQQLSSFAQLR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 54 454.9209 3 1361.7409 -0.0006 31.08 K D 0
5941 KGSFNGMVAR JW3691 ECK3706 yieF chromate reductase, Class I, flavoprotein 39 533.7761 2 1065.5376 -0.0013 21.35 R T 0
5942 KGSGIHVVSNQPR JW3065 ECK3085 exuR DNA-binding transcriptional repressor 60 460.2560 3 1377.7462 -0.0014 18.18 R H 0
5943 KGSQVYIEGQLR JW4020 ECK4051 ssb Single-stranded DNA-binding protein 41 459.9211 3 1376.7415 0.0004 25.52 R T 0
5944 KGSSLQQGFQKPAQAVNR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 68 648.6851 3 1943.0335 -0.0002 23.04 R D 0
5945 KGTAISLVEAHDHLLLGK JW2560 ECK2574 srmB ATP-dependent RNA helicase 60 634.6978 3 1901.0716 -0.0020 39.17 R V 0
5946 KGTEIVANAIADSEAFSIAGGGDTLAAIDLFGIADK JW2893 ECK2922 pgk phosphoglycerate kinase 110 1174.6050 3 3520.7932 -0.0003 74.67 R I 0
5947 KGTTLQGDLK JW3879 ECK3901 sodA superoxide dismutase, Mn 46 530.8035 2 1059.5924 0.0000 21.06 K A 0
5948 KGVIELMR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 10 473.2806 2 944.5466 -0.0010 29.48 R M 0
5949 KGVISFEK JW1853 ECK1865 yebC conserved protein 65 454.2658 2 906.5170 -0.0003 23.83 K G 0
5950 KGYINSLGALTGGQALQQAK JW3975 ECK4007 aceA isocitrate lyase 111 1009.5548 2 2017.0950 -0.0006 41.73 K A 0
5951 KHEIISEAEAEVAEIQEQFQSGLVTAGER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 95 1066.8683 3 3197.5831 -0.0007 67.02 K Y 0
5952 KHESGVVTDPQTVLPTTTLR JW5401 ECK2504 guaB IMP dehydrogenase 42 727.0621 3 2178.1645 0.0000 35.86 K E 0
5953 KHFESTPDTPEIIATIHGEGYR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 48 625.3128 4 2497.2221 -0.0014 39.14 R F 0
5954 KHGGFYLGSIGGPAAVLAQGSIK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 90 743.4108 3 2227.2106 -0.0007 46.61 K S 0
5955 KHIALVAHDHCK 57.021465@C:11 JW5129 ECK0954 mgsA methylglyoxal synthase 82 714.8801 2 1427.7456 0.0001 15.79 R Q 0
5956 KHITAGAK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 21 413.2506 2 824.4866 -0.0002 13.39 R K 0
5957 KHNLPHNSLNFVFHGGSGSTAQEIK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 71 907.1276 3 2718.3610 -0.0016 30.95 K D 0
5958 KHPQQEFLQVDTSK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 52 562.2930 3 1683.8572 -0.0008 24.36 R I 0
5959 KHQFAQSLNYEIAK JW2294 ECK2291 pta phosphate acetyltransferase 82 838.9418 2 1675.8690 0.0009 28.11 R T 0
5960 KHQKPVPALNQPGGIVEK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 72 970.5569 2 1939.0992 -0.0010 22.14 K E 0
5961 KHTSDTPFDVSK JW2924 ECK2952 ansB periplasmic L-asparaginase II 34 454.5614 3 1360.6624 0.0002 21.38 R L 0
5962 KHYFDPK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 16 467.7423 2 933.4700 -0.0007 18.28 K V 0
5963 KIAEDLGLVTAK JW1119 ECK1119 trmU tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase 89 629.3736 2 1256.7326 -0.0013 32.12 R K 0
5964 KIAFFGLGSSAAVAHDAMNK JW1842 ECK1854 yebK predicted DNA-binding transcriptional regulator 71 679.0184 3 2034.0334 -0.0021 42.34 K F 0
5965 KIAYDTLVMALGSTSNDFNTPGVK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 10 848.0999 3 2541.2779 -0.0005 56.28 R E 0
5966 KIDAIIKPFK JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 41 391.5848 3 1171.7326 -0.0004 31.00 K L 0
5967 KIDAIIKPFKLDDVR JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 18 591.0195 3 1770.0367 -0.0036 39.89 K E 0
5968 KIDGLGIK JW2507 ECK2520 pepB aminopeptidase B 52 422.2679 2 842.5212 -0.0012 25.59 R H 0
5969 KIEAALADKEAELMQF JW0167 ECK0171 frr ribosome recycling factor 81 903.9684 2 1805.9222 -0.0010 49.23 K - 0
5970 KIEQIAR JW5505 ECK3033 yqiC conserved protein 31 429.2631 2 856.5116 -0.0014 17.78 K Q 0
5971 KIETHLEDMVAQANAQLK JW1606 ECK1609 ydgA conserved protein 69 680.3578 3 2038.0516 0.0000 43.82 K L 0
5972 KIFADLGAWQIAQLAR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 54 601.0090 3 1800.0052 0.0007 54.51 R H 0
5973 KIFTEYR JW0886 ECK0894 pflB pyruvate formate lyase I 51 478.7634 2 955.5122 -0.0004 23.08 K K 0
5974 KIGGNADLSESLLEEVASLVEWPVVLTAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 17 1023.2242 3 3066.6508 0.0019 80.26 R F 0
5975 KIGLETAR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 41 444.2680 2 886.5214 -0.0022 19.94 K S 0
5976 KIGVLTSGGDAPGMNAAIR JW3887 ECK3908 pfkA 6-phosphofructokinase I 39 609.9965 3 1826.9677 0.0005 34.94 K G 0
5977 KIIGEQLGVK JW1080 ECK1080 acpP acyl carrier protein (ACP) 43 542.8392 2 1083.6638 -0.0012 25.24 K Q 0
5978 KIIHPMGEIDAMEFLINK JW3756 ECK3775 rho transcription termination factor 70 700.3717 3 2098.0933 -0.0023 51.44 R L 0
5979 KIILCTGDMGFGACK 57.021465@C:5,57.021465@C:14 JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 14 557.6068 3 1669.7986 -0.0005 39.87 R T 0
5980 KIITNLTEGASR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 34 651.8724 2 1301.7302 -0.0001 20.13 R K 0
5981 KIIVDTYGGMAR JW2909 ECK2937 metK methionine adenosyltransferase 1 25 441.9080 3 1322.7022 0.0006 30.11 R H 0
5982 KILADIAVFDK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 78 616.8652 2 1231.7158 -0.0018 42.69 R V 0
5983 KILDDLR JW0159 ECK0162 yaeH conserved protein 46 436.7636 2 871.5126 0.0000 26.31 R H 0
5984 KILEEAVSTALELASGK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 137 879.9952 2 1757.9758 -0.0015 62.07 R S 0
5985 KILEVSGCDPQTTELDGKPLADHLLAPTR 57.021465@C:8 JW2484 ECK2495 purM phosphoribosylaminoimidazole synthetase 46 794.4166 4 3173.6373 -0.0016 44.75 R I 0
5986 KILPDPK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 21 405.7580 2 809.5014 0.0003 22.04 R F 0
5987 KIPAHMIIIASHRPDITTYLLGSNAAAVVR JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 13 807.9561 4 3227.7953 -0.0011 47.43 K H 0
5988 KIPHGDIR JW1113 ECK1113 pepT peptidase T 40 312.5190 3 934.5352 0.0004 17.53 K V 0
5989 KISADQVDQEVER JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 50 506.2582 3 1515.7528 -0.0002 25.24 K F 0
5990 KISAGIR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 37 372.7394 2 743.4642 -0.0010 17.69 R E 0
5991 KISNGEGVER JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 27 544.7882 2 1087.5618 -0.0003 17.45 R V 0
5992 KISPFFVPSTIVNMVAGHLTIMYGLR JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 28 964.5278 3 2890.5616 0.0016 76.93 R G 0
5993 KISVMGHGMGIPSCSIYTK 57.021465@C:14 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 94 1033.5147 2 2065.0148 -0.0011 36.99 R E 0
5994 KISWMEIYTGEK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 96 742.8757 2 1483.7368 -0.0012 43.83 R S 0
5995 KITEQGVHFR JW0396 ECK0400 tgt tRNA-guanine transglycosylase 67 607.8351 2 1213.6556 -0.0010 21.44 R N 0
5996 KITLEALNAMGEGNMVGFLDIR 15.994915@M:15 JW1676 ECK1683 ydiI conserved protein 13 803.4168 3 2407.2286 0.0046 66.00 R F 0
5997 KITLQNGK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 11 451.2764 2 900.5382 -0.0011 17.36 K L 0
5998 KITQGDDLAPGVLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 78 727.9139 2 1453.8132 -0.0007 31.16 R I 0
5999 KITVSIPLK JW3909 ECK3930 metJ DNA-binding transcriptional repressor, S-adenosylmethionine-binding 54 499.8337 2 997.6528 -0.0007 33.53 K V 0
6000 KITVVPILR JW2483 ECK2494 upp uracil phosphoribosyltransferase 31 346.9057 3 1037.6953 -0.0007 34.84 K A 0
6001 KIVIRPLPGLPVIR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 16 524.3550 3 1570.0432 -0.0015 43.08 K D 0
6002 KIYAAFK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 45 420.7529 2 839.4912 0.0007 22.54 K K 0
6003 KIYAAFKK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 44 484.8005 2 967.5864 0.0010 19.10 K A 0
6004 KIYADKLEQEK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 43 455.5848 3 1363.7326 -0.0021 20.11 R V 0
6005 KKYEQEIDVR JW3138 ECK3158 nusA transcription termination/antitermination L factor 29 436.5698 3 1306.6876 -0.0006 19.67 K V 0
6006 KLADSGLNIIAAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 68 657.3930 2 1312.7714 0.0001 35.99 K G 0
6007 KLAEHALEK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 58 519.8005 2 1037.5864 -0.0004 17.64 R L 0
6008 KLAGILVELTGK JW3941 ECK3965 birA bifunctional biotin-[acetylCoA carboxylase] holoenzyme synthetase -!- DNA-binding transcriptional repressor, bio-5'-AMP-binding 28 621.3949 2 1240.7752 -0.0002 44.82 R T 0
6009 KLAIAASSLWK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 62 594.3609 2 1186.7072 -0.0001 38.48 K K 0
6010 KLASGLYTWLPTGVR JW0190 ECK0194 proS prolyl-tRNA synthetase 73 831.4721 2 1660.9296 -0.0003 47.76 R V 0
6011 KLASLGYQFQPDSQHK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 32 616.3193 3 1845.9361 -0.0012 31.22 R F 0
6012 KLAVPLIK JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 45 441.3126 2 880.6106 -0.0002 31.06 R N 0
6013 KLDDLPK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 14 414.7449 2 827.4752 0.0000 23.22 K D 0
6014 KLDDVLNNR JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 59 543.7985 2 1085.5824 -0.0005 25.96 K A 0
6015 KLDELDLIVVDHPQVK JW1769 ECK1778 yeaD conserved protein 93 621.0190 3 1860.0352 -0.0005 45.08 R A 0
6016 KLDETTR JW2455 ECK2466 yffB conserved protein 30 431.7350 2 861.4554 -0.0001 15.51 R N 0
6017 KLDMVPVECVVR 57.021465@C:9 JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 59 482.2604 3 1443.7594 0.0015 39.55 K N 0
6018 KLEDELGVMLLER JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 35 515.6170 3 1543.8292 0.0013 53.60 R T 0
6019 KLEEEAR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 41 437.7348 2 873.4550 -0.0005 15.15 R R 0
6020 KLEEEARR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 24 344.1927 3 1029.5563 -0.0004 15.12 R V 0
6021 KLEHAVPMAK JW1839 ECK1851 eda multifunctional 2-keto-3-deoxygluconate 6-phosphate aldolase -!- 2-keto-4-hydroxyglutarate aldolase -!- oxaloacetate decarboxylase 70 562.3189 2 1122.6232 0.0013 19.17 K A 0
6022 KLEMHQGHLVK JW3903 ECK3924 hslV peptidase component of the HslUV protease 34 440.5800 3 1318.7182 0.0003 19.04 R A 0
6023 KLFDDAGLILVDFK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 30 797.4479 2 1592.8812 -0.0001 59.76 K L 0
6024 KLFLSILR JW0162 ECK0165 glnD uridylyltransferase 44 495.3282 2 988.6418 -0.0014 42.61 R H 0
6025 KLFSGMQR JW2500 ECK2512 yfgA conserved protein 35 483.7624 2 965.5102 -0.0015 24.41 K K 0
6026 KLFTLNTGHAITAYLGK JW3574 ECK3589 mtlD mannitol-1-phosphate dehydrogenase, NAD(P)-binding 43 616.6842 3 1847.0308 0.0003 44.21 R L 0
6027 KLGHSLR JW3595 ECK3610 rfaF ADP-heptose:LPS heptosyltransferase II 33 405.7508 2 809.4870 -0.0001 15.76 R E 0
6028 KLGLTNTTFQTVHGLDAPGQFSTAR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 51 887.4638 3 2659.3696 -0.0021 43.13 K D 0
6029 KLGMAPR JW1865 ECK1877 argS arginyl-tRNA synthetase 49 386.7285 2 771.4424 0.0000 18.02 K Q 0
6030 KLGMKPGEAIEHPWVTK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 45 641.0168 3 1920.0286 -0.0004 30.83 R A 0
6031 KLGMSMDNVVVTLDR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 76 839.4365 2 1676.8584 -0.0005 45.63 K H 0
6032 KLGPVYSVR JW2889 ECK2918 yggE conserved protein 44 509.8058 2 1017.5970 -0.0001 24.67 R Y 0
6033 KLGVDIDNLLCSQPDTGEQALEICDALAR 57.021465@C:11,57.021465@C:24 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 111 1072.1956 3 3213.5650 0.0006 60.74 R S 0
6034 KLGYTFNHQELLQQALTHR JW2551 ECK2565 rnc RNase III 56 766.4095 3 2296.2067 -0.0009 39.30 R S 0
6035 KLHEHIDSR JW3065 ECK3085 exuR DNA-binding transcriptional repressor 63 567.8048 2 1133.5950 0.0010 15.14 K T 0
6036 KLHYALVDEVDSILIDEAR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 37 733.7267 3 2198.1583 0.0000 59.82 R T 0
6037 KLIDDAVAWAK JW0007 ECK0008 talB transaldolase B 82 615.3479 2 1228.6812 -0.0003 41.24 R Q 0
6038 KLLAEMK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 35 416.7520 2 831.4894 0.0007 21.28 K T 0
6039 KLLAYHDR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 47 339.1940 3 1014.5602 -0.0008 18.61 R S 0
6040 KLLDEGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 36 415.7408 2 829.4670 0.0014 18.96 R A JW3943
6041 KLLDNAAADLAAISGQKPLITK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 82 751.1050 3 2250.2932 -0.0014 51.66 K A 0
6042 KLLDYLK JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 40 446.7788 2 891.5430 0.0001 36.88 R R 0
6043 KLLDYLKR JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 37 524.8288 2 1047.6430 -0.0010 32.68 R K 0
6044 KLLEQEMVNFLFEGK JW2929 ECK2957 yggX protein that protects iron-sulfur proteins against oxidative damage 51 608.9902 3 1823.9488 -0.0003 62.01 R E 0
6045 KLLILAR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 46 413.7971 2 825.5796 -0.0002 30.17 R E 0
6046 KLLPWIDGLLDAGEK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 49 556.6506 3 1666.9300 0.0006 61.06 K H 0
6047 KLLTGDSPFAANALGK JW1950 ECK1963 hchA Hsp31 molecular chaperone 56 534.9663 3 1601.8771 -0.0006 39.14 R L 0
6048 KLLTWGFR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 42 510.8032 2 1019.5918 0.0003 39.76 K F JW0823
6049 KLMDSIAK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 42 453.2599 2 904.5052 0.0001 22.29 K G 0
6050 KLMEVTR JW5873 ECK4366 prfC peptide chain release factor RF-3 34 438.7520 2 875.4894 -0.0005 19.52 R L 0
6051 KLMTEFNYNSVMQVPR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 97 978.9891 2 1955.9636 0.0039 45.86 K V 0
6052 KLNAEIIKPVFLDEK JW0005 ECK0006 yaaA conserved protein 24 586.3449 3 1756.0129 -0.0005 42.54 K N 0
6053 KLNDDRHYTAADGSEISLHGR JW2943 ECK2970 glcB malate synthase G 42 589.5409 4 2354.1345 -0.0018 24.83 R S 0
6054 KLNIKPGQTTFDGR JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 44 525.6264 3 1573.8574 -0.0001 25.38 K F 0
6055 KLNLLVTDK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 63 522.3273 2 1042.6400 0.0013 30.09 R H 0
6056 KLNLLVTDKHVEGWDDPR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 37 712.3793 3 2134.1161 -0.0010 37.19 R M 0
6057 KLNMMNAEHRK JW2929 ECK2957 yggX protein that protects iron-sulfur proteins against oxidative damage 43 457.9046 3 1370.6920 0.0008 17.65 K L 0
6058 KLNSAVFPGGQGGPLMHVIAGK JW2535 ECK2548 glyA serine hydroxymethyltransferase 80 726.7326 3 2177.1760 -0.0018 44.50 K A 0
6059 KLNTEETVQEWVDKIR JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 65 663.3531 3 1987.0375 0.0001 49.95 R K 0
6060 KLPATIILR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 40 512.8473 2 1023.6800 -0.0003 32.74 R A 0
6061 KLPKPYVMLFDLHGMDER JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 37 730.3795 3 2188.1167 -0.0004 47.57 K L 0
6062 KLQELGATR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 69 508.2981 2 1014.5816 -0.0005 19.34 R L 0
6063 KLQLVGVGYR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 58 378.2327 3 1131.6763 0.0000 31.18 K A 0
6064 KLQYVNEALKDEHWICGQR 57.021465@C:16 JW1627 ECK1631 gst glutathionine S-transferase 61 597.5527 4 2386.1817 -0.0035 39.65 K F 0
6065 KLRDQYDLHPVYK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 40 837.9516 2 1673.8886 -0.0003 25.85 R R 0
6066 KLSDALSVFDDL JW4352 ECK4381 radA predicted repair protein 35 661.8459 2 1321.6772 0.0008 63.66 K - 0
6067 KLSFTGSTEIGR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 70 648.3515 2 1294.6884 0.0004 29.98 R Q 0
6068 KLSGGIR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 35 365.7329 2 729.4512 0.0015 16.71 K T 0
6069 KLSLEPLIAHR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 61 638.8898 2 1275.7650 -0.0012 33.06 R G 0
6070 KLSYTGEVK JW0007 ECK0008 talB transaldolase B 50 512.7869 2 1023.5592 -0.0008 22.25 R A 0
6071 KLTPEQAEQIK JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 63 642.8617 2 1283.7088 0.0005 21.99 K T 0
6072 KLTPPQISTLMR JW0005 ECK0006 yaaA conserved protein 49 692.9018 2 1383.7890 -0.0017 38.91 R I 0
6073 KLTTDASEWEVLLDGEK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 49 645.3306 3 1932.9700 0.0019 52.76 K V 0
6074 KLVDITMTQNQITYDR JW1865 ECK1877 argS arginyl-tRNA synthetase 57 647.0033 3 1937.9881 0.0002 39.88 R L 0
6075 KLVEVPVGFK JW0675 ECK0676 pgm phosphoglucomutase 42 558.3444 2 1114.6742 -0.0008 34.44 R W 0
6076 KLVILAR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 44 406.7897 2 811.5648 0.0005 26.35 R E 0
6077 KLVPYYTVK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 26 555.8317 2 1109.6488 0.0005 28.63 K E 0
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6078 KLYPNVDFYSGIILK JW0710 ECK0709 gltA citrate synthase 40 590.6662 3 1768.9768 0.0005 51.61 K A 0
6079 KLYSQSWDAGLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 61 712.3696 2 1422.7246 -0.0009 33.21 R Y 0
6080 KMAGQMGNER JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 50 561.2634 2 1120.5122 0.0006 16.20 K V 0
6081 KMALELFKPFIYGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 58 562.3214 3 1683.9424 0.0001 50.91 K L 0
6082 KMDAFIQYGIVAGVQAMQDSGLEITEENATR JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 21 1129.2181 3 3384.6325 -0.0004 70.98 R I 0
6083 KMGYMQAFVK JW2027 ECK2036 galF predicted subunit with GalU 41 601.8068 2 1201.5990 0.0003 33.16 K Y 0
6084 KMHTAGINHR JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 17 388.8733 3 1163.5981 -0.0002 14.10 R D 0
6085 KMLAHCEAVTPIR 57.021465@C:6 JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 75 509.2714 3 1524.7924 0.0019 23.36 R R 0
6086 KMLAHCEAVTPIRR 57.021465@C:6 JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 61 841.4540 2 1680.8934 0.0019 21.23 R T 0
6087 KMLDASHVVVFCAK 57.021465@C:12 JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 28 401.9627 4 1603.8217 0.0003 35.99 R T 0
6088 KMNMDGVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 32 475.7308 2 949.4470 -0.0003 18.92 K H 0
6089 KMVEREEAVVWDILDEVIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 54 777.0806 3 2328.2200 0.0054 69.55 K E 0
6090 KMVINALNANVK JW3974 ECK4006 aceB malate synthase A 84 657.8813 2 1313.7480 -0.0008 29.76 R V 0
6091 KNEALVR JW5531 ECK3150 deaD ATP-dependent RNA helicase 37 415.2481 2 828.4816 -0.0001 16.72 R F 0
6092 KNEDIEHSHTVDHH JW0451 ECK0456 acrB multidrug efflux system protein 39 566.5926 3 1696.7560 0.0007 16.21 R - 0
6093 KNESQLALDGGDNLAYIATSMVNLR JW5873 ECK4366 prfC peptide chain release factor RF-3 45 898.4571 3 2692.3495 0.0004 63.04 R L 0
6094 KNFITLFTGNETSDTWFNAAIAMNKPWSEK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 43 866.1761 4 3460.6753 -0.0009 64.59 K L 0
6095 KNGTLPWLRPDAK JW2909 ECK2937 metK methionine adenosyltransferase 1 14 374.7147 4 1494.8297 -0.0008 32.52 R S 0
6096 KNIEFFEAR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 42 577.3028 2 1152.5910 -0.0017 31.80 K R 0
6097 KNIFSGR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 36 411.2356 2 820.4566 0.0011 21.15 K I 0
6098 KNNQHDVAIVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 68 647.3536 2 1292.6926 -0.0023 18.12 R I 0
6099 KNQAILPLK JW5625 ECK3691 gyrB DNA gyrase, subunit B 23 512.8293 2 1023.6440 0.0001 23.80 R G 0
6100 KNQLEVMR JW3974 ECK4006 aceB malate synthase A 61 509.2794 2 1016.5442 0.0007 20.90 R E 0
6101 KNYCLICWK 57.021465@C:4,57.021465@C:7 JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 31 642.8152 2 1283.6158 0.0003 37.03 K - 0
6102 KPDHYEEIHMPK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 30 381.6889 4 1522.7265 0.0026 22.54 K N 0
6103 KPEEIEALMVAAR JW2876 ECK2903 pepP proline aminopeptidase P II 65 728.8950 2 1455.7754 0.0000 41.74 K K 0
6104 KPELDAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 11 400.7292 2 799.4438 -0.0002 15.59 R L 0
6105 KPETINYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 49 510.7781 2 1019.5416 0.0016 18.99 K T 0
6106 KPFGPVDEK JW3194 ECK3214 nanA N-acetylneuraminate lyase 51 508.7745 2 1015.5344 0.0006 20.82 R Y 0
6107 KPFYVGKPSPWIIR JW0661 ECK0663 nagD UMP phosphatase 31 563.3274 3 1686.9604 -0.0006 38.88 R A 0
6108 KPGDAVVR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 41 421.2482 2 840.4818 0.0002 16.40 K D 0
6109 KPGKLPR JW0458 ECK0463 apt adenine phosphoribosyltransferase 37 398.2634 2 794.5122 -0.0004 14.38 R E 0
6110 KPHPDPLLLVAER JW3348 ECK3372 gph phosphoglycolate phosphatase 49 495.6239 3 1483.8499 -0.0011 34.52 K M 0
6111 KPHPGMLLSAR JW0196 ECK0200 gmhB D,D-heptose 1,7-bisphosphate phosphatase 53 402.8975 3 1205.6707 0.0004 21.94 R D 0
6112 KPIIYDVETLR JW0442 ECK0446 tesB acyl-CoA thioesterase II 48 673.8871 2 1345.7596 -0.0009 39.19 K D 0
6113 KPITDLGVK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 45 485.8003 2 969.5860 0.0001 12.52 K A 0
6114 KPKPGLTR JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 18 448.7873 2 895.5600 -0.0002 14.16 R I 0
6115 KPLIISGTNAGSLEVIQAAANVAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 47 789.1193 3 2364.3361 -0.0016 51.39 K A 0
6116 KPLWCGDTGPEVVQR 57.021465@C:5 JW0700 ECK0699 ybgI conserved metal-binding protein 48 581.2947 3 1740.8623 0.0006 34.07 R V 0
6117 KPQDLFDEFAGK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 60 697.8509 2 1393.6872 -0.0004 45.28 K H 0
6118 KPQFVSPGQMGNIVDK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 58 582.3055 3 1743.8947 -0.0031 36.33 K F 0
6119 KPQFVSPGQMGNIVDKFK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 74 674.0273 3 2019.0601 -0.0009 43.54 K E 0
6120 KPSFLITNPGSNQGPR JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 89 856.9573 2 1711.9000 -0.0005 30.89 R F 0
6121 KPSNLFVHGYVTVNGAK JW2101 ECK2107 metG methionyl-tRNA synthetase 35 611.0003 3 1829.9791 0.0004 31.58 R M 0
6122 KPVNDLSR JW2294 ECK2291 pta phosphate acetyltransferase 40 464.7644 2 927.5142 0.0004 16.96 R G 0
6123 KPVNSWTCEDFLAVDESFQPTAVGFAEALNNK 57.021465@C:8 JW3478 ECK3494 hdeA stress response protein acid-resistance protein 105 1195.5713 3 3583.6921 -0.0008 66.39 K D 0
6124 KPVPVLNIGLPDFFIPQGTQEEMR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 42 909.1506 3 2724.4300 -0.0010 63.98 R A 0
6125 KPVVLQAHLDMVPQK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 56 568.3268 3 1701.9586 -0.0014 33.29 R N 0
6126 KQDIIFAILK JW3756 ECK3775 rho transcription termination factor 45 594.8707 2 1187.7268 -0.0008 47.80 R Q 0
6127 KQDLTSEEITNHIEAGK JW0384 ECK0388 rdgC DNA-binding protein, non-specific 84 638.3245 3 1911.9517 -0.0020 30.72 K V 0
6128 KQEAILTWGNYQDLLPNSPVLWCYR 57.021465@C:23 JW4198 ECK4234 treC trehalose-6-P hydrolase 85 1022.1829 3 3063.5269 -0.0007 64.08 R R 0
6129 KQIDEYGNFVK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 57 670.8456 2 1339.6766 -0.0006 29.10 R I 0
6130 KQLDHGQK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 37 477.2619 2 952.5092 0.0002 13.16 R V 0
6131 KQLEEAK JW5300 ECK1830 proQ predicted structural transport element 30 423.2403 2 844.4660 0.0006 13.77 R A 0
6132 KQTEQALLK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 43 529.8149 2 1057.6152 0.0021 19.16 R L 0
6133 KQTGDLYAVLK JW0985 ECK0991 cbpA curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 22 618.3528 2 1234.6910 -0.0011 32.31 K I 0
6134 KQVAILAVAGAEK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 78 649.3955 2 1296.7764 -0.0001 29.98 R I 0
6135 KQVSDGVAHIHASFNNTIVTITDR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 20 656.5948 4 2622.3501 -0.0013 42.09 R Q 0
6136 KQYGEAFEK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 47 550.2746 2 1098.5346 0.0002 20.03 R R 0
6137 KQYGEAFEKR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 66 419.2192 3 1254.6358 0.0002 18.81 R H 0
6138 KREDVHR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 29 470.2596 2 938.5046 0.0000 13.18 K M 0
6139 KRPFYQVVVADSR JW2590 ECK2606 rpsP 30S ribosomal subunit protein S16 43 782.9337 2 1563.8528 0.0008 29.94 K N 0
6140 KRPLLHVETPPR JW5947 ECK3377 aroK shikimate kinase I 12 361.4708 4 1441.8541 0.0023 21.17 K E 0
6141 KRSDVIEIR JW1666 ECK1672 pykF pyruvate kinase I 31 372.5560 3 1114.6462 0.0005 20.45 R E 0
6142 KRVEFVLA JW5402 ECK2506 yfgJ predicted protein 20 481.2950 2 960.5754 -0.0001 30.49 K - 0
6143 KSAADRDAAFEK JW5503 ECK3026 tolC transport channel 30 436.8897 3 1307.6473 0.0004 17.49 R I 0
6144 KSADDSVSAQEK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 16 632.8048 2 1263.5950 0.0008 15.08 R Q 0
6145 KSATNSVLWFMGDDIPHVPNKR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 35 628.8242 4 2511.2677 -0.0014 47.53 R G 0
6146 KSDNPSITR JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 62 509.2701 2 1016.5256 0.0006 16.37 R D 0
6147 KSDQNVR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 26 423.7251 2 845.4356 0.0001 13.11 R G 0
6148 KSEVLAVPLQPTLQQEVILAR JW3132 ECK3151 nlpI conserved protein 46 778.1252 3 2331.3538 0.0014 50.86 R M 0
6149 KSGAFVPGIRPGEQTAK JW3262 ECK3287 secY preprotein translocase membrane subunit 24 581.6561 3 1741.9465 -0.0009 25.35 K Y 0
6150 KSGDFDTFRR JW3138 ECK3158 nusA transcription termination/antitermination L factor 22 410.2072 3 1227.5998 0.0001 22.36 R W 0
6151 KSGVLTGLPDAYGR JW0886 ECK0894 pflB pyruvate formate lyase I 79 717.3905 2 1432.7664 -0.0009 34.53 R G 0
6152 KSIGTLSAFEQNALEGMLDTLK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 79 789.4150 3 2365.2232 0.0032 66.27 R K 0
6153 KSIGTLSAFEQNALEGMLDTLKK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 48 624.3362 4 2493.3157 0.0009 60.27 R D 0
6154 KSIMELSGR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 27 510.7787 2 1019.5428 -0.0004 23.95 R T 0
6155 KSLEQIEWVNVVGEFEDSTALINNLPK JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 47 1024.8677 3 3071.5813 -0.0001 74.18 R L 0
6156 KSLLKPEHQGLATEVMCR 57.021465@C:17 JW1753 ECK1762 selD selenophosphate synthase 21 525.0285 4 2096.0849 -0.0021 28.82 K M 0
6157 KSLTEIKDVLASR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 78 487.2871 3 1458.8395 -0.0012 34.17 K G 0
6158 KSMIGQLLNVGPSER JW3144 ECK3166 folP 7,8-dihydropteroate synthase 104 814.9423 2 1627.8700 -0.0015 43.07 R L 0
6159 KSTAESIVYSALETLAQR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 46 656.3531 3 1966.0375 0.0003 62.72 K S 0
6160 KSTMMAGLSYAHFTQYGYLR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 40 582.0336 4 2324.1053 -0.0029 45.19 R T 0
6161 KSTPFAAQVAAER JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 38 459.2492 3 1374.7258 0.0004 27.06 R C 0
6162 KSVAGFK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 35 368.7211 2 735.4276 -0.0003 17.45 R I 0
6163 KTAEDYLGEPVTEAVITVPAYFNDAQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 19 999.8332 3 2996.4778 0.0012 61.54 K Q 0
6164 KTAICGTDVHIYNWDEWSQK 57.021465@C:5 JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 51 817.7179 3 2450.1319 -0.0005 43.88 R T 0
6165 KTDLDAELQQQFLEEFEAGLYGYTYLEDE JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 11 1153.1991 3 3456.5755 -0.0017 79.40 K - 0
6166 KTFILHDGPPYANGSIHIGHSVNK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 23 651.3419 4 2601.3385 -0.0068 32.26 K I 0
6167 KTFQEILAALGTGDALASK JW5067 ECK0486 ybbN predicted thioredoxin domain-containing protein 46 645.3579 3 1933.0519 0.0000 59.53 R Y 0
6168 KTGVLDQVLDALK JW2978 ECK3003 yqhD alcohol dehydrogenase, NAD(P)-dependent 69 700.4117 2 1398.8088 0.0007 55.69 K G 0
6169 KTHNQGVFDVYTPDILR JW0886 ECK0894 pflB pyruvate formate lyase I 45 668.3495 3 2002.0267 -0.0005 45.10 R C 0
6170 KTIASNAITINGEK JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 91 730.4091 2 1458.8036 -0.0006 25.37 R Q 0
6171 KTLLPSSIEALAR JW0749 ECK0755 ybhA predicted hydrolase 20 466.9484 3 1397.8234 -0.0008 42.72 K A 0
6172 KTLLTQVAPPGVTAHVVDVAK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 23 536.8158 4 2143.2341 -0.0024 40.08 R M 0
6173 KTLPGLR JW0105 ECK0108 nadC quinolinate phosphoribosyltransferase 14 392.7556 2 783.4966 0.0000 20.71 R S 0
6174 KTNLAGLMDGYFHHEASIEGGQHLNVNVMNR JW0886 ECK0894 pflB pyruvate formate lyase I 52 863.9201 4 3451.6513 0.0002 47.87 R E 0
6175 KTVLTEFNR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 49 554.3110 2 1106.6074 -0.0009 26.39 K L 0
6176 KTVVADGVGQGYK JW0159 ECK0162 yaeH conserved protein 51 441.2423 3 1320.7051 0.0013 21.14 R E 0
6177 KVADDAPLMER JW3377 ECK3401 gntY predicted gluconate transport associated protein 55 622.8186 2 1243.6226 -0.0005 24.53 R V 0
6178 KVAEFFGK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 30 463.2606 2 924.5066 -0.0001 27.64 K E 0
6179 KVAEFFGKEPR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 62 654.3591 2 1306.7036 0.0003 25.57 K K 0
6180 KVCEFWADR 57.021465@C:3 JW4198 ECK4234 treC trehalose-6-P hydrolase 69 605.7871 2 1209.5596 -0.0005 32.45 K G 0
6181 KVDAASVQLDDKQR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 89 524.9493 3 1571.8261 -0.0006 21.18 K T 0
6182 KVDIGTSHIAGYTLEGK JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 53 596.9882 3 1787.9428 0.0011 34.54 K A 0
6183 KVDLTTR JW5413 ECK2605 rimM 16S rRNA processing protein 35 416.7479 2 831.4812 -0.0001 18.61 K S 0
6184 KVDLVFAPSVK JW0129 ECK0132 panC pantothenate synthetase 40 601.8606 2 1201.7066 -0.0004 36.44 R E 0
6185 KVDVTGTSK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 40 467.7639 2 933.5132 0.0002 16.60 K G 0
6186 KVDYSTFLQEVNNDQVR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 58 685.6763 3 2054.0071 0.0002 47.65 R E 0
6187 KVEADCR 57.021465@C:6 JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 31 439.2132 2 876.4118 -0.0004 13.40 R A 0
6188 KVEIIVGDK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 39 500.8046 2 999.5946 -0.0018 23.69 K T 0
6189 KVEIPGVATTASPSSEVGR JW1596 ECK1599 ydgH predicted protein 43 629.0057 3 1883.9953 0.0002 33.11 K F 0
6190 KVENIVR JW0190 ECK0194 proS prolyl-tRNA synthetase 41 429.2634 2 856.5122 -0.0007 18.29 K E 0
6191 KVEVMNTDAEGR JW2507 ECK2520 pepB aminopeptidase B 78 674.8297 2 1347.6448 -0.0003 20.63 K L 0
6192 KVFFNYCQYSSR 57.021465@C:7 JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 14 533.5847 3 1597.7323 -0.0023 34.51 R Y 0
6193 KVFQNTEHVHVVGLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 41 441.4982 4 1761.9637 0.0000 26.33 R G 0
6194 KVGVNQVVGVNLFDVYR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 38 636.0230 3 1905.0472 0.0000 49.95 K G 0
6195 KVIEAESLDLR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 52 636.8611 2 1271.7076 -0.0008 30.61 R Y 0
6196 KVIGHLAHGNLEYK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 71 789.9397 2 1577.8648 -0.0029 21.99 R H 0
6197 KVIGIGSPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 48 463.7933 2 925.5720 0.0011 21.01 K A 0
6198 KVIWPTR JW3944 ECK3972 secE preprotein translocase membrane subunit 31 450.2761 2 898.5376 -0.0011 25.81 R Q 0
6199 KVIYVPGK JW0637 ECK0635 leuS leucyl-tRNA synthetase 38 452.2870 2 902.5594 0.0006 21.50 R L 0
6200 KVLAVAVYNHYK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 83 702.9025 2 1403.7904 -0.0019 27.17 K R 0
6201 KVLESAIANAEHNDGADIDDLK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 71 780.0553 3 2337.1441 -0.0005 39.13 K V 0
6202 KVLESAIANAEHNDGADIDDLKVTK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 60 667.3461 4 2665.3553 -0.0005 39.21 K I 0
6203 KVLGFITDAGGR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 65 617.3509 2 1232.6872 -0.0004 35.78 K T 0
6204 KVLIEATSNQVNQFGGYTGMTPADFR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 85 948.8058 3 2843.3956 0.0045 48.85 R E 0
6205 KVLLEIADLK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 63 571.3632 2 1140.7118 0.0000 41.81 R V 0
6206 KVLLTLEELELPYEQILAGR JW0822 ECK0828 yliJ predicted glutathione S-transferase 50 776.4461 3 2326.3165 0.0019 66.95 K E 0
6207 KVLNIFPSIDTGVCAASVR 57.021465@C:14 JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 66 683.0382 3 2046.0928 -0.0002 48.10 R K 0
6208 KVLVNDK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 23 408.2522 2 814.4898 -0.0013 15.79 R G 0
6209 KVMWHAAQIR JW3467 ECK3485 gor glutathione oxidoreductase 48 620.3433 2 1238.6720 0.0015 23.42 K E 0
6210 KVNPETTLFLVASK JW3985 ECK4017 pgi glucosephosphate isomerase 67 773.9452 2 1545.8758 -0.0008 42.74 K T 0
6211 KVPGYLEEEGANK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 62 717.3676 2 1432.7206 0.0010 23.92 K S 0
6212 KVPVMIHR JW1709 ECK1717 thrS threonyl-tRNA synthetase 53 490.2968 2 978.5790 -0.0005 20.32 R A 0
6213 KVQLDNQPVDFTSFLADLENLSALQAQQK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 29 1087.5647 3 3259.6723 -0.0001 74.58 R G 0
6214 KVSGNSPVIFDVTHALQCR 57.021465@C:18 JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 75 710.0361 3 2127.0865 -0.0030 45.13 K D 0
6215 KVSISTTMGAGVAVDQAGLSASVN JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 101 1132.0841 2 2262.1536 0.0013 80.63 K - 0
6216 KVSQALDILTYTNK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 91 797.4451 2 1592.8756 -0.0016 40.73 K K 0
6217 KVSQALDILTYTNKK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 105 861.4933 2 1720.9720 -0.0002 36.59 K A 0
6218 KVSQLDWK JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 44 502.2820 2 1002.5494 -0.0004 24.86 R F 0
6219 KVSTDPK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 15 387.7214 2 773.4282 0.0000 14.59 R L 0
6220 KVSWHEAR JW1709 ECK1717 thrS threonyl-tRNA synthetase 50 506.7703 2 1011.5260 0.0011 17.46 K E 0
6221 KVVADIAGVPAQINIAEVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 46 655.0500 3 1962.1282 0.0019 47.40 R K 0
6222 KVVITATQMLDSMIK JW1666 ECK1672 pykF pyruvate kinase I 83 839.4672 2 1676.9198 -0.0006 51.86 R N 0
6223 KVVITATQMLDSMIKNPRPTR JW1666 ECK1672 pykF pyruvate kinase I 60 600.5865 4 2398.3169 -0.0018 43.69 R A 0
6224 KVVMTGPSK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 40 473.7728 2 945.5310 -0.0007 17.35 K D 0
6225 KVVMTGPSKDNTPMFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 42 626.9984 3 1877.9734 -0.0008 30.13 K G 0
6226 KVVSAEER JW5604 ECK3770 rep DNA helicase and single-stranded DNA-dependent ATPase 24 459.2560 2 916.4974 -0.0002 14.39 R M 0
6227 KVYAAIEAGDK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 74 582.8166 2 1163.6186 0.0000 21.09 K A 0
6228 KVYAAIEAGDKAAAQK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 60 545.3016 3 1632.8830 -0.0006 21.72 K A 0
6229 KVYTDVSYLACAK 57.021465@C:11 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 63 759.3868 2 1516.7590 -0.0005 33.36 R K 0
6230 KWDLGDIIGAR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 62 622.3431 2 1242.6716 -0.0003 49.67 K G 0
6231 KWDLGDILGAK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 78 608.3396 2 1214.6646 -0.0013 50.09 K G 0
6232 KWDMQFAPSICQQCSIGCNISPGER 57.021465@C:11,57.021465@C:14,57.021465@C:18 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 73 990.4435 3 2968.3087 -0.0001 46.88 R Y 0
6233 KWTDQSGQDR JW4020 ECK4051 ssb Single-stranded DNA-binding protein 48 610.7853 2 1219.5560 -0.0021 17.81 R Y 0
6234 KYDIPVVMDSAR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 41 697.3599 2 1392.7052 -0.0019 37.06 K F 0
6235 KYDMDLVVCGHHQDFWSK 57.021465@C:9 JW3462 ECK3480 uspA universal stress global response regulator 41 567.0112 4 2264.0157 0.0014 41.79 K L 0
6236 KYDWVVSLR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 49 583.3213 2 1164.6280 -0.0010 40.26 R A 0
6237 KYEQEIDVR JW3138 ECK3158 nusA transcription termination/antitermination L factor 64 590.3033 2 1178.5920 -0.0010 22.27 K V 0
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6238 KYFGTDGIR JW3143 ECK3165 glmM phosphoglucosamine mutase 38 528.7771 2 1055.5396 -0.0004 26.39 R G 0
6239 KYFVDKK JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 29 309.8479 3 926.5219 -0.0005 17.93 R E 0
6240 KYINIGVAVDTPNGLVVPVFK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 60 748.4316 3 2242.2730 0.0006 56.52 K D 0
6241 KYIVALDQGTTSSR JW3897 ECK3918 glpK glycerol kinase 36 513.6106 3 1537.8100 -0.0001 27.70 K A 0
6242 KYLLASLDQSLKR JW2970 ECK2995 yghZ aldo-keto reductase 48 512.3035 3 1533.8887 0.0009 37.80 R M 0
6243 KYNVPVVLTLGTK JW0466 ECK0471 gsk inosine/guanosine kinase 56 716.4321 2 1430.8496 0.0001 40.27 K F 0
6244 KYNWAHLDIAGTAWR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 33 601.3093 3 1800.9061 0.0001 43.90 R S 0
6245 KYRPETDMADLDNFDAAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 71 700.6613 3 2098.9621 -0.0007 36.06 K A 0
6246 KYTIDLTER JW2573 ECK2590 clpB protein disaggregation chaperone 49 569.8082 2 1137.6018 -0.0011 29.77 K A 0
6247 LAACFLDSLATLGLPGR 57.021465@C:4 JW3391 ECK3414 glgP glycogen phosphorylase 33 887.9792 2 1773.9438 -0.0008 66.45 R G 0
6248 LAADVTGVPTLLVAR JW3975 ECK4007 aceA isocitrate lyase 62 499.2994 3 1494.8764 -0.0005 50.95 R T 0
6249 LAAEEGVVALGETGLDYYYTPETK JW1086 ECK1086 ycfH predicted metallodependent hydrolase 27 863.7594 3 2588.2564 0.0030 58.51 R V 0
6250 LAAEEQAQR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 58 508.2621 2 1014.5096 0.0002 17.35 R E 0
6251 LAAEGHFAEAR JW2463 ECK2474 dapA dihydrodipicolinate synthase 69 586.2970 2 1170.5794 0.0013 21.93 K V 0
6252 LAAETIDVSLPGR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 75 671.3725 2 1340.7304 0.0004 43.52 R R 0
6253 LAAETIDVSLPGRR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 11 499.9514 3 1496.8324 0.0012 36.62 R I 0
6254 LAAEVLEMIEPYVKPGVSTGELDR JW0163 ECK0166 map methionine aminopeptidase 67 872.7911 3 2615.3515 -0.0001 63.92 R I 0
6255 LAAFIYNLSR JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 70 584.3298 2 1166.6450 0.0002 47.20 R R 0
6256 LAAGSLK JW2667 ECK2692 alaS alanyl-tRNA synthetase 22 330.2077 2 658.4008 -0.0006 19.97 K V 0
6257 LAAGWLIDQCQLK 57.021465@C:10 JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 62 758.4031 2 1514.7916 0.0001 49.38 K G 0
6258 LAAHAAIK JW1117 ECK1117 purB adenylosuccinate lyase 49 397.7475 2 793.4804 -0.0005 17.31 K E 0
6259 LAAITDWTAENVHHAIQATADELEVGMGK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 89 1031.1767 3 3090.5083 0.0004 66.57 K V 0
6260 LAALTQK JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 33 372.7344 2 743.4542 0.0001 21.37 R C 0
6261 LAALVDPGGDAEK JW0910 ECK0918 ycbL predicted metal-binding enzyme 49 628.3299 2 1254.6452 -0.0003 32.94 R I 0
6262 LAANWPLEQDELLTR JW1018 ECK1021 ycdY conserved protein 74 884.9673 2 1767.9200 0.0046 52.38 K L 0
6263 LAAPSEYNQVEYFSNVKPDLFADVINK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 76 768.6397 4 3070.5297 0.0010 59.47 K F 0
6264 LAAPVLHAR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 21 316.5312 3 946.5718 0.0006 24.93 R T 0
6265 LAAQEMLAAYAG JW1950 ECK1963 hchA Hsp31 molecular chaperone 15 604.8032 2 1207.5918 0.0012 52.08 K - 0
6266 LAASIAFK JW3302 ECK3327 fusA protein chain elongation factor EF-G 64 410.7500 2 819.4854 0.0000 34.52 K E 0
6267 LAASPMVAR JW4352 ECK4381 radA predicted repair protein 15 458.2565 2 914.4984 -0.0022 25.77 R N 0
6268 LAATIAQLPDQIGAK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 54 755.4352 2 1508.8558 -0.0004 43.97 K G 0
6269 LAATITPQHLMFNR 15.994915@M:11 JW1049 ECK1047 pyrC dihydro-orotase 32 814.9322 2 1627.8498 -0.0006 36.11 R N 0
6270 LADAEFFFNTDR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 70 723.3384 2 1444.6622 -0.0001 52.06 R K 0
6271 LADAEFFFNTDRK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 47 787.3848 2 1572.7550 -0.0021 45.55 R K 0
6272 LADCQERDPALSELYLVEGDSAGGSAK 57.021465@C:4 JW5625 ECK3691 gyrB DNA gyrase, subunit B 84 951.1181 3 2850.3325 -0.0016 48.98 K Q 0
6273 LADCTAQDLNR 57.021465@C:4 JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 64 638.8013 2 1275.5880 0.0004 23.88 K T 0
6274 LADDEQVVTNGGR JW3969 ECK3997 purD phosphoribosylglycinamide synthetase phosphoribosylamine-glycine ligase 12 687.3363 2 1372.6580 -0.0002 24.73 K V 0
6275 LADELCGR 57.021465@C:6 JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 27 467.2267 2 932.4388 0.0002 24.31 K G 0
6276 LADEVDESAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 38 538.7591 2 1075.5036 0.0004 20.56 K E 0
6277 LADEVDESAKEAEK JW0462 ECK0467 htpG molecular chaperone HSP90 family 88 767.3674 2 1532.7202 -0.0003 22.87 K A 0
6278 LADIASGQPLPVAGK JW0811 ECK0817 moeA molybdopterin biosynthesis protein 70 718.9088 2 1435.8030 -0.0005 37.69 R S 0
6279 LADKAPESTPTVYR JW4345 ECK4374 deoA thymidine phosphorylase 43 516.6071 3 1546.7995 0.0004 24.13 K R 0
6280 LADKQSVLEMSDVNER JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 64 611.9715 3 1832.8927 -0.0011 33.37 K L 0
6281 LADLLDEALER JW1865 ECK1877 argS arginyl-tRNA synthetase 85 629.3376 2 1256.6606 -0.0005 52.69 K A 0
6282 LADLRGQNEDQNVGIK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 56 590.6427 3 1768.9063 -0.0004 27.67 K V 0
6283 LADNDSDGSPMDSDGEELSSSISEWR JW3775 ECK3797 hemX uroporphyrinogen III methylase 25 933.7230 3 2798.1472 0.0013 53.22 R I 0
6284 LADPTAMVVATVDEHGQPYQR JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 61 766.7114 3 2297.1124 0.0013 48.30 K I 0
6285 LADSGLNIIAAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 89 593.3458 2 1184.6770 0.0006 38.17 K G 0
6286 LADTIAAHMPLK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 43 427.5724 3 1279.6954 -0.0004 36.02 R L 0
6287 LADVLQS JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 39 373.2080 2 744.4014 -0.0002 33.62 R - 0
6288 LAEAGIPTQMER JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 45 658.3370 2 1314.6594 -0.0007 32.40 K L 0
6289 LAEDILR JW5733 ECK4129 yjdC predicted transcriptional regulator 31 415.2425 2 828.4704 -0.0001 32.75 R F 0
6290 LAEEIIYGPEHVSTGASNDIK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 48 748.3782 3 2242.1128 0.0012 40.59 R V 0
6291 LAEGDYQQVEK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 64 640.3118 2 1278.6090 -0.0002 24.14 K L 0
6292 LAEGEEFTVGQSISVELFADVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 55 790.0703 3 2367.1891 0.0045 79.02 R K 0
6293 LAEGIRK JW0007 ECK0008 talB transaldolase B 34 393.7450 2 785.4754 -0.0004 17.65 K F 0
6294 LAEHALEK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 54 455.7530 2 909.4914 -0.0004 18.61 K L 0
6295 LAELAQR JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 43 400.7347 2 799.4548 -0.0003 21.74 R M 0
6296 LAELGPQGLITTLK JW3249 ECK3274 fmt 10-formyltetrahydrofolate:L-methionyl-tRNA(fMet) N-formyltransferase 60 727.4351 2 1452.8556 0.0004 50.05 K Q 0
6297 LAELVPEAR JW1100 ECK1100 mfd transcription-repair coupling factor 51 499.2874 2 996.5602 -0.0001 32.45 R I 0
6298 LAENLRK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 25 422.2556 2 842.4966 -0.0008 17.97 R G 0
6299 LAEPAPTGEQLQNILR JW1754 ECK1763 ydjA predicted oxidoreductase 63 875.4781 2 1748.9416 -0.0003 47.23 R A 0
6300 LAEREPIAAVR JW5604 ECK3770 rep DNA helicase and single-stranded DNA-dependent ATPase 39 408.9069 3 1223.6989 0.0002 23.42 R D 0
6301 LAESEASNDQAPVQMPR JW5539 ECK3222 yhcB conserved protein 64 921.9361 2 1841.8576 -0.0001 31.90 R D 0
6302 LAEVASEYLR JW4020 ECK4051 ssb Single-stranded DNA-binding protein 69 575.8088 2 1149.6030 0.0001 39.09 K K 0
6303 LAEVEPALAEVAHK JW1178 ECK1177 dadA D-amino acid dehydrogenase 32 492.9400 3 1475.7982 0.0000 35.44 R L 0
6304 LAEVLAAANAR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 93 549.8169 2 1097.6192 0.0001 32.09 K A 0
6305 LAEVVEK JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 50 394.2315 2 786.4484 -0.0002 21.01 R C 0
6306 LAFAGLK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 54 360.2259 2 718.4372 -0.0004 34.23 R Y JW0231 JW1371 JW5078

6307 LAFALSK JW5100 ECK0729 tolB periplasmic protein 39 375.2318 2 748.4490 0.0008 34.15 K T 0
6308 LAFDEFDELAGDR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 65 749.3467 2 1496.6788 0.0007 54.56 R A 0
6309 LAFELQVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 72 488.2848 2 974.5550 0.0002 43.52 K G 0
6310 LAFEPGVIPELLK JW2004 ECK2017 hisB fused histidinol-phosphatase -!- imidazoleglycerol-phosphate dehydratase 32 713.4214 2 1424.8282 0.0003 60.35 K L 0
6311 LAGDLETLR JW0172 ECK0176 yaeT conserved protein 76 494.2769 2 986.5392 -0.0003 32.02 K S 0
6312 LAGEQATER JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 39 487.7487 2 973.4828 0.0001 18.07 R A 0
6313 LAGGVAVIK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 42 414.2707 2 826.5268 -0.0007 27.64 K V 0
6314 LAGHQTIR JW3574 ECK3589 mtlD mannitol-1-phosphate dehydrogenase, NAD(P)-binding 40 448.2590 2 894.5034 -0.0002 16.91 K D 0
6315 LAGINASHLSDYLVDEVLDNVDLATR JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 65 938.4823 3 2812.4251 0.0009 73.30 R H 0
6316 LAGITVPDR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 26 471.2743 2 940.5340 -0.0001 31.72 K V 0
6317 LAGITVPDRVNVIR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 24 508.3069 3 1521.8989 -0.0003 40.10 K V 0
6318 LAGLHVLR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 56 439.7820 2 877.5494 -0.0003 28.90 R L 0
6319 LAGMTGTADTEAFEFSSIYK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 20 1070.0023 2 2137.9900 0.0023 54.05 K L 0
6320 LAGTGYLSILPVDQGVEHSAGASFAANPLYFDPK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 66 1169.2594 3 3504.7564 0.0000 62.74 R N 0
6321 LAHAMGAHVVAFTTSEAK JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 44 614.3176 3 1839.9310 0.0010 29.44 K R 0
6322 LAHAMGAHVVAFTTSEAKR JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 55 666.3508 3 1996.0306 -0.0007 27.76 K E 0
6323 LAHTTSVDEVLELLAGR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 30 608.6674 3 1822.9804 0.0017 61.44 R K 0
6324 LAIAASSLWK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 32 530.3137 2 1058.6128 0.0005 47.36 K K 0
6325 LAIALAQEGGIGFIHK JW5401 ECK2504 guaB IMP dehydrogenase 35 546.6507 3 1636.9303 0.0002 47.29 R N 0
6326 LAIAPENVAYVGDDLIDWPVMEK JW3165 ECK3187 kdsC 3-deoxy-D-manno-octulosonate 8-phosphate phosphatase 91 1279.6459 2 2557.2772 -0.0001 68.99 K V 0
6327 LAIFHLR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 41 435.2711 2 868.5276 -0.0006 37.31 R K 0
6328 LAIIGNGMVGHR JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 57 413.2326 3 1236.6760 -0.0001 32.82 R F 0
6329 LAIKPGKPFAFGK JW0811 ECK0817 moeA molybdopterin biosynthesis protein 20 458.6145 3 1372.8217 -0.0013 33.62 K L 0
6330 LAILNFGTLMPEAAK JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 65 794.9416 2 1587.8686 -0.0007 60.80 K V 0
6331 LAIVGRPNVGK JW5403 ECK2507 der predicted GTP-binding protein 55 562.3509 2 1122.6872 0.0000 25.63 K S 0
6332 LAIVPDHPLLK JW1279 ECK1281 rnb ribonuclease II 39 405.9199 3 1214.7379 -0.0008 39.52 R D 0
6333 LAKDDAEAR JW4345 ECK4374 deoA thymidine phosphorylase 21 494.7565 2 987.4984 -0.0001 14.24 K A 0
6334 LAKEDPSFR JW3302 ECK3327 fusA protein chain elongation factor EF-G 37 531.7826 2 1061.5506 0.0002 20.58 R V 0
6335 LAKRYGLCGFIR 57.021465@C:8 JW2018 ECK2027 wbbJ predicted acyl transferase 12 485.2743 3 1452.8011 -0.0012 34.60 K L 0
6336 LALCDIASGEISQAK 57.021465@C:4 JW2385 ECK2384 glk glucokinase 86 788.4058 2 1574.7970 -0.0003 46.32 R T 0
6337 LALDLLEQIK JW3748 ECK3767 ppiC peptidyl-prolyl cis-trans isomerase C (rotamase C) 33 578.3524 2 1154.6902 -0.0007 56.65 K N 0
6338 LALDWQQR JW0384 ECK0388 rdgC DNA-binding protein, non-specific 64 515.2772 2 1028.5398 -0.0004 38.03 K I 0
6339 LALIGEK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 33 372.2367 2 742.4588 -0.0001 29.60 R M 0
6340 LALLEQR JW5505 ECK3033 yqiC conserved protein 44 421.7583 2 841.5020 -0.0002 31.37 K I 0
6341 LALMNCLLHDIEGNLDHGGAIR 57.021465@C:6 JW4312 ECK4339 hsdM DNA methylase M 73 811.4104 3 2431.2094 -0.0005 62.81 R L 0
6342 LALMPQR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 32 414.7420 2 827.4694 0.0008 30.04 R D 0
6343 LALPLHPEYR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 40 403.5644 3 1207.6714 0.0002 36.06 K T JW1462
6344 LALTEWLVSK JW3026 ECK3044 ygiF predicted adenylate cyclase 12 580.3400 2 1158.6654 0.0006 54.39 K A 0
6345 LALTPAR JW0233 ECK0244 proA gamma-glutamylphosphate reductase 19 371.2344 2 740.4542 -0.0001 24.21 R L 0
6346 LALWQNYYDALAPLAK JW3765 ECK3783 rffA TDP-4-oxo-6-deoxy-D-glucose transaminase 53 925.4953 2 1848.9760 -0.0013 64.97 R A 0
6347 LAMLSAPLLITGDTGTGK JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 18 586.9935 3 1757.9587 -0.0009 57.35 K D 0
6348 LAMQVVVLR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 44 514.8179 2 1027.6212 0.0000 40.55 K D 0
6349 LAMWQHLENTK JW3065 ECK3085 exuR DNA-binding transcriptional repressor 15 457.5675 3 1369.6807 -0.0005 33.71 K I 0
6350 LAMYIQGVDSVYDLVWSDGPLGK JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 11 842.7577 3 2525.2513 0.0001 74.79 R T 0
6351 LANAPFIK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 43 437.2632 2 872.5118 0.0000 31.99 K V 0
6352 LANAVGIGAVK JW1865 ECK1877 argS arginyl-tRNA synthetase 72 506.8105 2 1011.6064 -0.0012 31.19 K Y 0
6353 LANEGFVAR JW4215 ECK4251 valS valyl-tRNA synthetase 59 488.7631 2 975.5116 -0.0020 25.53 K A 0
6354 LANEGIFTQQELYDELLTLADEAK JW0906 ECK0914 mukE protein involved in chromosome partitioning 136 1362.6831 2 2723.3516 -0.0024 73.94 R L 0
6355 LANELSDAAENK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 78 637.8149 2 1273.6152 0.0003 25.50 R G 0
6356 LANELSDAAENKGTAVK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 45 577.6351 3 1729.8835 -0.0012 27.15 R K 0
6357 LANQLVSQTGLR JW3026 ECK3044 ygiF predicted adenylate cyclase 68 650.3722 2 1298.7298 -0.0007 33.42 K Q 0
6358 LANQVIVALNIAAMSEALTLATK 15.994915@M:14 JW5526 ECK3113 garR tartronate semialdehyde reductase 17 791.1134 3 2370.3184 -0.0008 72.12 K A 0
6359 LANTAIDSDKVAEK JW1217 ECK1220 narJ molybdenum-cofactor-assembly chaperone subunit (delta subunit) of nitrate reductase 1 46 492.2630 3 1473.7672 -0.0002 22.51 K I 0
6360 LAPIAAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 18 342.2262 2 682.4378 0.0001 20.34 K A 0
6361 LAPQELEQK JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 51 528.2897 2 1054.5648 -0.0011 24.74 R L 0
6362 LAPSLTLGCGSWGGNSISENVGPK 57.021465@C:9 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 53 801.0671 3 2400.1795 0.0053 49.45 K H 0
6363 LAPVVVDVPDDVLVLR JW5189 ECK1194 ychM predicted transporter 29 860.0065 2 1717.9984 0.0006 59.76 R V 0
6364 LAQALANPLFPALDSALR JW0906 ECK0914 mukE protein involved in chromosome partitioning 27 941.0335 2 1880.0524 0.0005 64.27 K S 0
6365 LAQALTR JW0461 ECK0466 recR gap repair protein 21 386.7374 2 771.4602 -0.0001 21.04 R A 0
6366 LAQAQKPR JW0122 ECK0125 can carbonic anhydrase 37 456.2743 2 910.5340 -0.0007 14.11 K F 0
6367 LAQEASQEAAR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 76 587.2966 2 1172.5786 0.0001 17.92 R R 0
6368 LAQENPTR JW2699 ECK2724 hypD protein required for maturation of hydrogenases 11 464.7460 2 927.4774 0.0001 13.59 K K 0
6369 LAQFTSLQADLENGVNLEQTIR JW0886 ECK0894 pflB pyruvate formate lyase I 104 1230.6407 2 2459.2668 0.0013 62.79 K L 0
6370 LAQGPIALYCGFDPTADSLHLGHLVPLLCLK 57.021465@C:10,57.021465@C:29 JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 60 848.2000 4 3388.7709 0.0035 67.27 R R 0
6371 LAQLADEAKR JW1298 ECK1300 pspB transcriptional regulator of psp operon 25 372.2122 3 1113.6148 0.0007 20.93 R M 0
6372 LAQLSSR JW0233 ECK0244 proA gamma-glutamylphosphate reductase 13 387.7269 2 773.4392 -0.0003 19.42 K E 0
6373 LAQLTAK JW1865 ECK1877 argS arginyl-tRNA synthetase 39 372.7342 2 743.4538 -0.0003 20.61 K T 0
6374 LAQMQQLSHQDDDSAAAAALAAQTGER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 43 933.1103 3 2796.3091 -0.0004 39.97 R K 0
6375 LAQQEGQTGLPHPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 44 501.9354 3 1502.7844 0.0003 22.15 K I 0
6376 LAQQNLSEITGEFTSDDLLGR JW3684 ECK3699 trmE GTPase 50 769.7203 3 2306.1391 0.0002 58.82 R I 0
6377 LAQQQAMYESQQER 15.994915@M:7 JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 13 575.9322 3 1724.7748 -0.0040 35.92 R V 0
6378 LAQTIADMALR JW0623 ECK0621 lipA lipoate synthase 81 601.8319 2 1201.6492 0.0005 41.96 K Y 0
6379 LAQYIQQVDDK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 45 660.8429 2 1319.6712 -0.0008 31.10 K V 0
6380 LAQYIQQVDDKVNQELEK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 37 721.0420 3 2160.1042 -0.0019 48.84 K D 0
6381 LASAVDTRF JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 44 490.2631 2 978.5116 -0.0018 30.45 K - 0
6382 LASGLYTWLPTGVR JW0190 ECK0194 proS prolyl-tRNA synthetase 45 767.4254 2 1532.8362 0.0011 56.64 K V 0
6383 LASILAK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 28 358.2392 2 714.4638 -0.0001 26.96 K L 0
6384 LASLSSALLNSALQK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 39 505.9626 3 1514.8660 -0.0006 50.11 R W 0
6385 LASQLSGWELNVMTVDDLQAK JW3138 ECK3158 nusA transcription termination/antitermination L factor 45 773.3948 3 2317.1626 0.0004 60.50 R H 0
6386 LASTEWVDIVNEENEVIAQASR JW2296 ECK2293 yfcD predicted NUDIX hydrolase 121 1237.1142 2 2472.2138 0.0007 64.78 R E 0
6387 LASTWEGIR JW2448 ECK2459 talA transaldolase A 51 516.7771 2 1031.5396 -0.0002 34.18 K A 0
6388 LASTWQGIR JW0007 ECK0008 talB transaldolase B 59 516.2838 2 1030.5530 -0.0029 31.73 K A 0
6389 LASVDQFR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 57 468.2513 2 934.4880 0.0008 29.07 K D 0
6390 LASVLTPR JW5946 ECK3423 gntR DNA-binding transcriptional repressor 22 428.7662 2 855.5178 0.0000 28.27 R E 0
6391 LASVTDAENIK JW5795 ECK4350 yjjA conserved protein 17 387.5433 3 1159.6081 -0.0003 21.32 K N 0
6392 LATAWEGFTK JW0886 ECK0894 pflB pyruvate formate lyase I 48 562.2929 2 1122.5712 0.0003 40.80 K G 0
6393 LATEFSGNVPVLNAGDGSNQHPTQTLLDLFTIQETQGR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 81 1357.0132 3 4068.0178 -0.0009 67.51 R L 0
6394 LATELAR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 54 387.2295 2 772.4444 0.0003 22.46 R R 0
6395 LATGANALDTAAAIR JW0451 ECK0456 acrB multidrug efflux system protein 62 714.8935 2 1427.7724 -0.0008 38.75 K A 0
6396 LATLPTYEEAIAR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 32 724.3933 2 1446.7720 0.0003 42.05 R L 0
6397 LATPFAEGEALR JW0785 ECK0789 ybiB predicted transferase/phosphorylase 47 637.8393 2 1273.6640 -0.0025 39.38 K L 0
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6398 LATQQSHIPAK JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 63 597.3350 2 1192.6554 -0.0011 18.57 R T 0
6399 LAVAAAR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 17 336.2135 2 670.4124 0.0000 19.46 K K 0
6400 LAVANNVHNFVEHR JW3132 ECK3151 nlpI conserved protein 41 540.6175 3 1618.8307 -0.0021 31.20 K Y 0
6401 LAVCSMPIGQSLPSHSVIVPR 57.021465@C:4 JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 100 1124.6001 2 2247.1856 -0.0010 44.59 R K 0
6402 LAVELAK JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 34 372.2369 2 742.4592 0.0003 26.79 K I 0
6403 LAVGEALTNIAATQIGDIKR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 62 685.3917 3 2053.1533 0.0002 55.31 R I 0
6404 LAVGLYDGMNLDWLAYR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 98 985.4963 2 1968.9780 0.0014 67.64 R I 0
6405 LAVGYTLDELMNDITGGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 103 969.4856 2 1936.9566 0.0003 73.53 K T 0
6406 LAVLNGDAK JW1074 ECK1074 yceD conserved protein 36 450.7612 2 899.5078 0.0003 27.08 R V 0
6407 LAVNIGLEILK JW0007 ECK0008 talB transaldolase B 65 591.8764 2 1181.7382 0.0000 55.64 K L 0
6408 LAVQNEWEGLVIYGAVR JW3900 ECK3921 rraA ribonuclease E (RNase E) inhibitor protein 61 959.0154 2 1916.0162 0.0007 59.90 R Q 0
6409 LAVVHDK JW5689 ECK3404 malP maltodextrin phosphorylase 32 391.2320 2 780.4494 0.0001 17.34 K Q 0
6410 LAVVTIK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 34 372.2551 2 742.4956 0.0004 29.93 R K 0
6411 LAVYSTK JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 25 391.2264 2 780.4382 0.0001 22.43 K Q 0
6412 LAYDGLNYNTYR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 83 731.8516 2 1461.6886 -0.0001 38.28 R N 0
6413 LAYQLADK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 40 461.2552 2 920.4958 -0.0009 26.88 K L 0
6414 LAYVTFESGR JW5100 ECK0729 tolB periplasmic protein 68 571.7955 2 1141.5764 -0.0003 37.50 K S 0
6415 LCDRDIEAWLDEGR 57.021465@C:2 JW2050 ECK2059 dcd 2'-deoxycytidine 5'-triphosphate deaminase 35 583.2737 3 1746.7993 -0.0001 50.41 R L 0
6416 LCEANEPEKADKK 57.021465@C:2 JW1814 ECK1823 yebO predicted protein 19 511.2520 3 1530.7342 -0.0005 16.20 R T 0
6417 LCFEPELAGWNGIGFVIQAYQK 57.021465@C:2 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 15 847.4276 3 2539.2610 0.0040 70.57 K R 0
6418 LCLMDTQR 57.021465@C:2 JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 14 518.7497 2 1035.4848 0.0006 30.50 R A 0
6419 LCLVTDATAPAGANIEQFIFAGK 57.021465@C:2 JW0663 ECK0665 nagA N-acetylglucosamine-6-phosphate deacetylase 74 803.0825 3 2406.2257 0.0005 64.85 K T 0
6420 LCMHMQSK 57.021465@C:2 JW2659 ECK2678 mprA DNA-binding transcriptional regulator 55 517.7325 2 1033.4504 -0.0002 19.73 R L 0
6421 LCQMAINELR 57.021465@C:2 JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 32 624.3152 2 1246.6158 -0.0004 35.90 K L 0
6422 LCVEQCK 57.021465@C:2,57.021465@C:6 JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 35 468.7165 2 935.4184 -0.0020 19.78 K M 0
6423 LDAHVLITDLSMPGDK JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 13 575.6352 3 1723.8838 0.0024 52.27 K Y 0
6424 LDAHVLITDLSMPGDKYGDGITLIK JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 51 895.8100 3 2684.4082 -0.0014 59.09 K Y 0
6425 LDALLER JW3837 ECK3859 yihI conserved protein 26 415.2427 2 828.4708 0.0003 30.00 R L 0
6426 LDAPLIVVATQGGK JW1666 ECK1672 pykF pyruvate kinase I 79 691.4062 2 1380.7978 0.0002 48.64 K S 0
6427 LDAVVFTGGIGENAAMVR JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 106 910.4722 2 1818.9298 0.0002 51.46 R E 0
6428 LDCDAEQMIAAQFGLR 57.021465@C:3 JW5067 ECK0486 ybbN predicted thioredoxin domain-containing protein 32 919.4318 2 1836.8490 -0.0008 61.43 K A 0
6429 LDDDRIKDDDVR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 24 492.2422 3 1473.7048 -0.0012 21.39 K H 0
6430 LDDGTTAESTR JW0026 ECK0029 fkpB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 12 583.2701 2 1164.5256 -0.0002 18.31 K N 0
6431 LDDIAAWTYR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 75 612.3067 2 1222.5988 0.0006 44.53 R A 0
6432 LDDIQPAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 44 450.2451 2 898.4756 -0.0003 21.47 R V 0
6433 LDDNTIEISVTPNR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 65 793.9041 2 1585.7936 -0.0011 39.66 K A 0
6434 LDDPTGYGR JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 54 497.2352 2 992.4558 -0.0005 24.48 K I 0
6435 LDDTSSEFNTQR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 82 706.8180 2 1411.6214 0.0000 25.47 R V 0
6436 LDDVNRPK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 41 478.7619 2 955.5092 0.0005 17.00 R S 0
6437 LDDVVALIK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 40 493.3000 2 984.5854 -0.0001 46.53 R G 0
6438 LDEAEASAR JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 39 481.2328 2 960.4510 -0.0002 18.44 R S 0
6439 LDEAGVR JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 49 380.2032 2 758.3918 -0.0005 19.48 K M 0
6440 LDEASELAR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 53 502.2560 2 1002.4974 -0.0006 26.37 R L 0
6441 LDEDEQYR JW2462 ECK2473 nlpB lipoprotein 57 534.2355 2 1066.4564 -0.0003 21.14 R G 0
6442 LDEFETVGNTIR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 87 697.3512 2 1392.6878 -0.0006 39.49 R A 0
6443 LDEGCTERDDVNFLK 57.021465@C:5 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 16 604.2802 3 1809.8188 -0.0015 35.26 R H 0
6444 LDEISPGDK JW2551 ECK2565 rnc RNase III 38 487.2450 2 972.4754 -0.0009 22.34 R Q 0
6445 LDEQPGETNAR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 61 615.2915 2 1228.5684 0.0001 18.76 R R 0
6446 LDESGIVYIGAEVTGGDILVGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 106 1103.0872 2 2204.1598 0.0023 64.51 K V 0
6447 LDESVNR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 23 416.7119 2 831.4092 0.0006 18.33 K V 0
6448 LDEVYALYADPDADFDKLAAEQGR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 62 895.7593 3 2684.2561 -0.0046 55.67 R L 0
6449 LDFCNLDVNDTAAFSR 57.021465@C:4 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 104 929.4270 2 1856.8394 0.0033 50.75 R L 0
6450 LDFQGTESLNTLR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 48 747.3827 2 1492.7508 -0.0012 43.83 K D 0
6451 LDGASLHFAPLEFPAVADFECTTALVEAAK 57.021465@C:21 JW3808 ECK3825 udp uridine phosphorylase 33 1064.1975 3 3189.5707 0.0014 71.81 R S 0
6452 LDGLSDAFSVFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 81 663.8382 2 1325.6618 0.0003 58.78 R C 0
6453 LDGPVTGNGK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 51 479.2535 2 956.4924 -0.0002 19.50 R I 0
6454 LDGRPVMIIGHQK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 50 488.6091 3 1462.8055 -0.0024 26.96 R G 0
6455 LDGTQFQLK JW1178 ECK1177 dadA D-amino acid dehydrogenase 56 525.2853 2 1048.5560 0.0008 33.79 R W 0
6456 LDGVIPGWTEGLK JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 44 692.8773 2 1383.7400 0.0002 51.08 R N 0
6457 LDHESVPQLIDNLLSVR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 51 650.0223 3 1947.0451 0.0025 67.76 R T 0
6458 LDHHYLNDIPGLENPTSEVLAK JW2735 ECK2760 ygcM 6-pyruvoyl tetrahydrobiopterin synthase (PTPS) 30 619.5684 4 2474.2445 0.0004 47.36 R W 0
6459 LDHQAPEEMR JW3823 ECK3839 pepQ proline dipeptidase 35 409.1925 3 1224.5557 -0.0001 19.69 K S 0
6460 LDIATGETVEFAEVLMIANGEEVK JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 29 860.1039 3 2577.2899 0.0017 80.81 K I 0
6461 LDILIATDVAAR JW5531 ECK3150 deaD ATP-dependent RNA helicase 22 635.8723 2 1269.7300 0.0008 49.64 R G 0
6462 LDKDQLIAGVQDAFADK JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 50 923.9810 2 1845.9474 0.0002 52.81 K S 0
6463 LDKLHVLGK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 37 341.5499 3 1021.6279 -0.0005 25.57 R G 0
6464 LDKNDAAVLLVDHQAGLLSLVR JW0880 ECK0888 ycaC predicted hydrolase 14 590.8380 4 2359.3229 0.0007 55.71 R D 0
6465 LDKVTGETGEAIDDLR JW5473 ECK2904 ygfB predicted protein 64 577.9638 3 1730.8696 0.0008 34.83 K N 0
6466 LDLAAGVDVQISLG JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 43 685.8801 2 1369.7456 0.0004 83.74 R - 0
6467 LDLDTASSQLADDVYEVVLR JW3584 ECK3599 secB protein export chaperone 98 1111.5637 2 2221.1128 0.0016 74.36 K V 0
6468 LDLENAILIHDPQLELAPQR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 66 766.7542 3 2297.2408 0.0028 57.29 R E 0
6469 LDLFANEK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 16 475.2532 2 948.4918 0.0002 37.97 K L 0
6470 LDLHQAIVDAIIQSDGDAAFK JW5608 ECK3749 yieP predicted transcriptional regulator 60 747.3906 3 2239.1500 0.0015 66.28 K A 0
6471 LDLSYSETFNQTHLADAYER JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 62 791.7046 3 2372.0920 0.0000 47.63 K L 0
6472 LDLYITVK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 31 482.7892 2 963.5638 -0.0002 43.84 K G 0
6473 LDMLNEELSDKER JW2573 ECK2590 clpB protein disaggregation chaperone 29 531.2590 3 1590.7552 -0.0008 36.37 R Q 0
6474 LDMVGEPCPYPAVATLEAMPQLK 57.021465@C:8 JW1915 ECK1929 yedF conserved protein 70 1265.6235 2 2529.2324 0.0008 62.57 R K 0
6475 LDNGEYDAIILAVAGLK JW5932 ECK3799 hemC hydroxymethylbilane synthase 64 887.9829 2 1773.9512 0.0002 68.95 K R 0
6476 LDNLAFPLR JW0900 ECK0908 ycaR conserved protein 33 529.8035 2 1057.5924 0.0004 44.59 K D 0
6477 LDNLAFPLRDGIPVLLETEAR JW0900 ECK0908 ycaR conserved protein 53 784.7694 3 2351.2864 0.0014 62.95 K V 0
6478 LDNLHVAMVGDLK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 78 712.8819 2 1423.7492 -0.0001 40.61 R Y 0
6479 LDNLVFVINCNLQR 57.021465@C:10 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 59 859.4567 2 1716.8988 0.0007 56.54 K L 0
6480 LDNMATK JW1667 ECK1673 lpp murein lipoprotein 25 396.6998 2 791.3850 0.0003 18.13 R Y 0
6481 LDNNDMIDQLEAR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 76 773.8617 2 1545.7088 -0.0004 43.62 R I 0
6482 LDNVATSNSSIEYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 91 784.8812 2 1567.7478 0.0000 29.92 R R 0
6483 LDNVVYR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 47 439.7407 2 877.4668 0.0011 20.88 R M 0
6484 LDPSEYANVK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 30 568.2849 2 1134.5552 -0.0005 31.13 R A 0
6485 LDPTTVTPQQVFNAVCHMR 57.021465@C:16 JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 25 738.6982 3 2213.0728 0.0006 58.57 R T 0
6486 LDPVIGR JW2573 ECK2590 clpB protein disaggregation chaperone 26 385.2319 2 768.4492 -0.0002 26.97 K D 0
6487 LDPVIGRDEEIRR JW2573 ECK2590 clpB protein disaggregation chaperone 27 523.2889 3 1566.8449 -0.0028 27.45 K T 0
6488 LDQLAEIVKPQR JW1194 ECK1191 ychF predicted GTP-binding protein 63 705.4081 2 1408.8016 -0.0021 34.32 R T 0
6489 LDQLPADKK JW3879 ECK3901 sodA superoxide dismutase, Mn 39 514.2930 2 1026.5714 0.0004 19.63 K T 0
6490 LDQMEQDGVVLEAMS JW2659 ECK2678 mprA DNA-binding transcriptional regulator 18 832.8789 2 1663.7432 0.0000 52.34 R - 0
6491 LDRDIRDPMELLDEVENELK JW5873 ECK4366 prfC peptide chain release factor RF-3 53 814.7450 3 2441.2132 0.0023 68.16 K I 0
6492 LDRIDELMQK JW3837 ECK3859 yihI conserved protein 27 630.8343 2 1259.6540 -0.0003 36.40 K L 0
6493 LDRLDEPSSNK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 27 425.2177 3 1272.6313 0.0002 19.94 R V 0
6494 LDSEPALIALHSLLGR JW0931 ECK0939 ycbY predicted methyltransferase 31 568.9929 3 1703.9569 0.0000 64.18 R I 0
6495 LDSLLAHLGD JW1054 ECK1052 yceH conserved protein 25 527.2824 2 1052.5502 0.0001 46.37 R - 0
6496 LDTAEFGVVPGVTDK JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 50 774.4010 2 1546.7874 -0.0005 47.50 R G 0
6497 LDTATVASLGEAIGVLEQQSDLK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 24 786.7518 3 2357.2336 0.0010 70.14 K G 0
6498 LDTEESGVALR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 10 595.3059 2 1188.5972 -0.0012 29.74 R E 0
6499 LDTLCELNVMEQVYNLGHSTIMQSAWK 57.021465@C:5 JW0122 ECK0125 can carbonic anhydrase 35 1060.8435 3 3179.5087 -0.0003 70.51 R R 0
6500 LDTTGLIDR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 81 502.2749 2 1002.5352 0.0007 34.93 K K 0
6501 LDTTGLIDRK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 29 566.3218 2 1130.6290 -0.0005 28.56 K V 0
6502 LDVDKLGALEER JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 32 679.3688 2 1356.7230 -0.0018 37.55 K R 0
6503 LDVEIKDR JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 26 329.8542 3 986.5408 0.0012 24.23 R A 0
6504 LDVFYDLYNLAQK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 54 534.6118 3 1600.8136 -0.0002 64.33 K R 0
6505 LDVLDER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 53 430.2297 2 858.4448 0.0001 31.72 R M 0
6506 LDVLDGLK JW4135 ECK4173 purA adenylosuccinate synthetase 36 436.7579 2 871.5012 -0.0001 43.81 K E 0
6507 LDVLDGLKEVK JW4135 ECK4173 purA adenylosuccinate synthetase 33 410.2429 3 1227.7069 -0.0004 43.83 K L 0
6508 LDVPLLVEVGSGENWDQAH JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 40 1039.5148 2 2077.0150 0.0035 62.96 R - 0
6509 LDVQFDNVEEAIAMSAMYAANHLK 15.994915@M:14 JW1843 ECK1855 pykA pyruvate kinase II 72 899.4280 3 2695.2622 0.0002 72.36 R G 0
6510 LDVSTTESLLIDK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 118 717.3901 2 1432.7656 -0.0004 48.76 R A 0
6511 LDVVNFISHGTR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 26 453.2458 3 1356.7156 0.0005 45.46 R K 0
6512 LDVVNLISK JW4198 ECK4234 treC trehalose-6-P hydrolase 48 500.8055 2 999.5964 0.0001 46.61 R D 0
6513 LDVVNLISKDPR JW4198 ECK4234 treC trehalose-6-P hydrolase 25 456.9331 3 1367.7775 0.0004 43.44 R F 0
6514 LDYELKPMDFSGIIPALQTK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 13 760.4042 3 2278.1908 -0.0011 64.05 K N 0
6515 LDYQGIYTPDQVER JW1074 ECK1074 yceD conserved protein 35 848.9125 2 1695.8104 0.0000 41.29 R V 0
6516 LDYVIPSR JW5571 ECK3864 bipA GTP-binding protein 45 481.7691 2 961.5236 0.0004 34.44 R G 0
6517 LDYYGLK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 36 436.2318 2 870.4490 0.0003 32.70 K K 0
6518 LEAEQAR JW0384 ECK0388 rdgC DNA-binding protein, non-specific 13 408.7138 2 815.4130 -0.0006 17.12 K K 0
6519 LEALGIK JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 32 372.2365 2 742.4584 -0.0005 30.06 R T 0
6520 LEALREEQMAK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 49 659.3439 2 1316.6732 -0.0024 24.15 R G 0
6521 LEARPTADLCIDCK 57.021465@C:10,57.021465@C:13 JW0141 ECK0144 dksA transcriptional regulator of rRNA transcription, DnaK suppressor protein 38 554.6039 3 1660.7899 -0.0013 30.36 R T 0
6522 LEAVIFTPTDWHLLR JW1327 ECK1329 uspE stress-induced protein 30 604.3334 3 1809.9784 0.0008 59.44 R K 0
6523 LEDAGVR JW3006 ECK3029 ygiC predicted enzyme 16 380.2033 2 758.3920 -0.0001 19.71 K W JW3222
6524 LEDAQVQLENNR JW3619 ECK3634 yicC conserved protein 80 714.8574 2 1427.7002 -0.0002 28.06 K L 0
6525 LEDAQVQLENNRLEQELVLLAQR JW3619 ECK3634 yicC conserved protein 96 907.8227 3 2720.4463 0.0008 59.64 K I 0
6526 LEDGLPVGVVDVVEGLDGCHSANISPDNR 57.021465@C:19 JW0750 ECK0756 ybhE 6-phosphogluconolactonase 71 1011.8241 3 3032.4505 -0.0004 61.85 R T 0
6527 LEDNLPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 31 428.7296 2 855.4446 -0.0004 23.97 R L 0
6528 LEDTGMGEQMQEYAVSQVLHWFR JW5146 ECK1019 ycdW 2-ketoacid reductase 45 918.7614 3 2753.2624 0.0046 71.85 R R 0
6529 LEDWGRR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 17 466.2410 2 930.4674 0.0004 21.39 R Q 0
6530 LEEAAKR JW1709 ECK1717 thrS threonyl-tRNA synthetase 42 408.7323 2 815.4500 0.0000 13.74 R D 0
6531 LEEGLVELR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 64 529.2980 2 1056.5814 -0.0001 39.19 R G 0
6532 LEEIIQAHDGHNLNVQLER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 47 743.3855 3 2227.1347 0.0003 38.11 R A 0
6533 LEEIQECHLVSGDFDYLLK 57.021465@C:7 JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 66 770.0440 3 2307.1102 0.0011 55.09 K T 0
6534 LEFGLYK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 29 435.2421 2 868.4696 0.0001 39.92 K G 0
6535 LEFIGAPTPLEYLPR JW5313 ECK1918 yedO D-cysteine desulfhydrase, PLP-dependent 15 858.4720 2 1714.9294 0.0002 61.21 R F 0
6536 LEFIINR JW1692 ECK1700 pps phosphoenolpyruvate synthase 53 452.7661 2 903.5176 -0.0002 40.14 R M 0
6537 LEFLGDSILSYVIANALYHRFPR JW2551 ECK2565 rnc RNase III 52 674.3654 4 2693.4325 -0.0006 77.86 R V 0
6538 LEFNNDNR JW1666 ECK1672 pykF pyruvate kinase I 40 511.2384 2 1020.4622 -0.0001 23.23 R K 0
6539 LEFNNDNRK JW1666 ECK1672 pykF pyruvate kinase I 26 575.2852 2 1148.5558 -0.0015 19.40 R L 0
6540 LEFSIYR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 35 464.2503 2 926.4860 0.0000 41.77 R Y 0
6541 LEGGCQVPIGSYAELIDGEIWLR 57.021465@C:5 JW5932 ECK3799 hemC hydroxymethylbilane synthase 69 1288.1483 2 2574.2820 0.0033 68.97 R A 0
6542 LEGGNDVSLK JW1666 ECK1672 pykF pyruvate kinase I 75 516.2715 2 1030.5284 -0.0009 24.37 K A 0
6543 LEGILLDPVYTGK JW5313 ECK1918 yedO D-cysteine desulfhydrase, PLP-dependent 39 709.4006 2 1416.7866 0.0002 50.03 R A 0
6544 LEGNNAELGAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 64 558.2882 2 1114.5618 0.0001 21.50 R K 0
6545 LEGRDPNTLVGLPLIALCQMLR 57.021465@C:18 JW5155 ECK1072 yceF predicted protein 46 827.1229 3 2478.3469 0.0017 70.59 R R 0
6546 LEGVTAEVVK JW3619 ECK3634 yicC conserved protein 63 522.8008 2 1043.5870 0.0008 28.79 R V 0
6547 LEGWSESGAQAK JW5070 ECK0521 ybcJ predicted RNA-binding protein 75 631.8039 2 1261.5932 -0.0006 26.62 K I 0
6548 LEGYQEDQAKK JW1606 ECK1609 ydgA conserved protein 18 436.8855 3 1307.6347 -0.0011 18.19 K L 0
6549 LEHNPGK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 41 397.7115 2 793.4084 0.0003 13.61 K Y 0
6550 LEITGEVDPHTGWIIDFAELK JW2735 ECK2760 ygcM 6-pyruvoyl tetrahydrobiopterin synthase (PTPS) 44 795.0779 3 2382.2119 0.0011 64.91 R A 0
6551 LEKDVMAQR JW0173 ECK0177 hlpA periplasmic chaperone 36 363.8618 3 1088.5636 -0.0012 19.61 K Q 0
6552 LEKGEDLEATIR JW5522 ECK3103 tdcE pyruvate formate-lyase 4/2-ketobutyrate formate-lyase 28 458.5803 3 1372.7191 -0.0007 28.56 R L 0
6553 LEKGEVLENLIPEAFAVVR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 97 1063.5968 2 2125.1790 0.0008 64.08 R E 0
6554 LEKLDIATGETVEFAEVLMIANGEEVK JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 15 983.5107 3 2947.5103 0.0003 69.62 R I 0
6555 LEKWQTHLINPHIILSK JW2578 ECK2594 yfiA cold shock protein associated with 30S ribosomal subunit 21 518.3018 4 2069.1781 -0.0004 40.29 K E 0
6556 LELPSLQDFGALLEEQSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 78 1009.0285 2 2016.0424 0.0010 71.39 K E 0
6557 LELPSLQDFGALLEEQSKEISTTIAFVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 102 1045.5590 3 3133.6552 0.0005 79.95 K A 0
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6558 LELVIQR JW5625 ECK3691 gyrB DNA gyrase, subunit B 49 435.7741 2 869.5336 0.0003 35.24 K E 0
6559 LEMEGLQYSEIPMLAGGNLPLMQQALSAVNNDYSLAR JW3116 ECK3135 yraM conserved protein 35 1346.3317 3 4035.9733 -0.0011 79.35 R M 0
6560 LENQHFDEITK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 59 687.3378 2 1372.6610 -0.0011 26.10 K A 0
6561 LENSLGGIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 59 465.7669 2 929.5192 0.0011 25.69 K D 0
6562 LENSLGGIKDMGGLPDALFVIDADHEHIAIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 16 822.9291 4 3287.6873 0.0014 59.56 K E 0
6563 LENWPPASIADE JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 22 671.3198 2 1340.6250 0.0003 48.21 R - 0
6564 LEPGELYYFAGIDEAR JW0175 ECK0179 fabZ (3R)-hydroxymyristol acyl carrier protein dehydratase 99 921.9492 2 1841.8838 0.0003 57.05 K F 0
6565 LEPIVSVLQSDPEQFEQLKEDYAYSQQMQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 56 1200.2496 3 3597.7270 -0.0026 61.52 K D 0
6566 LEPSALAGMAGPQR JW2363 ECK2362 dsdA D-serine ammonia-lyase 62 699.3640 2 1396.7134 0.0002 37.16 R V 0
6567 LEQELVLLAQR JW3619 ECK3634 yicC conserved protein 64 656.3853 2 1310.7560 0.0003 44.64 R I 0
6568 LEQQALMK 15.994915@M:7 JW2573 ECK2590 clpB protein disaggregation chaperone 41 488.7601 2 975.5056 -0.0003 19.91 K E 0
6569 LEREYDLDLITTAPTVVYEVETTSR JW2553 ECK2567 lepA GTP binding membrane protein 44 971.8287 3 2912.4643 -0.0011 62.96 R E 0
6570 LESGDLPLEEALNEFER JW0412 ECK0416 xseB exonuclease VII small subunit 32 980.9781 2 1959.9416 -0.0009 66.31 R G 0
6571 LESITVLPADDKGPVSVTK JW4215 ECK4251 valS valyl-tRNA synthetase 42 657.0320 3 1968.0742 -0.0036 38.86 R I 0
6572 LESLVEDLVNR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 10 643.8513 2 1285.6880 0.0003 51.99 K S 0
6573 LESPGGMVHGYGLAASQLQR JW1264 ECK1266 sohB predicted inner membrane peptidase 43 691.0178 3 2070.0316 0.0001 40.18 R L 0
6574 LETIEGSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 44 438.7373 2 875.4600 0.0001 20.36 K G 0
6575 LEVAYFDQHR JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 24 426.5474 3 1276.6204 0.0005 33.90 K A 0
6576 LEVDGGVK JW3349 ECK3373 rpe D-ribulose-5-phosphate 3-epimerase 12 408.7265 2 815.4384 -0.0003 22.16 R V 0
6577 LEVEESQPLVNAVWIDLVEPDDDERLR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 71 1060.2023 3 3177.5851 0.0020 67.80 R V 0
6578 LEVNEDR JW2573 ECK2590 clpB protein disaggregation chaperone 37 437.7169 2 873.4192 0.0001 19.87 R I 0
6579 LEVNEDRIVAVQ JW2573 ECK2590 clpB protein disaggregation chaperone 34 692.8747 2 1383.7348 -0.0009 38.11 R - 0
6580 LEVNRDHLLDELDHNWEVLAEPIQTVMR JW1117 ECK1117 purB adenylosuccinate lyase 23 846.9311 4 3383.6953 0.0022 66.93 K R 0
6581 LEVVVNER JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 55 479.2715 2 956.5284 -0.0005 26.66 K R 0
6582 LEYDPNR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 22 453.7192 2 905.4238 -0.0004 22.57 R S 0
6583 LEYSDVK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 35 427.2188 2 852.4230 0.0002 22.98 R I 0
6584 LFAAAGQK JW0462 ECK0467 htpG molecular chaperone HSP90 family 33 403.2319 2 804.4492 -0.0001 21.55 K V 0
6585 LFADAFSKDPDFYAFIR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 64 675.0036 3 2021.9890 0.0002 61.98 K S 0
6586 LFAEGFLVTEIAK JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 113 719.4037 2 1436.7928 0.0014 58.45 R K 0
6587 LFAEMGFK JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 34 471.7412 2 941.4678 -0.0001 42.92 K C 0
6588 LFAEQVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 40 431.7427 2 861.4708 0.0000 27.51 K T 0
6589 LFAGNATPELAQR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 86 694.3696 2 1386.7246 -0.0008 35.44 K I 0
6590 LFAGQIDR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 55 460.2543 2 918.4940 0.0017 28.21 R M 0
6591 LFASHSTIELPK JW5531 ECK3150 deaD ATP-dependent RNA helicase 28 448.2496 3 1341.7270 -0.0023 34.79 K G 0
6592 LFAVDQR JW2448 ECK2459 talA transaldolase A 38 424.7354 2 847.4562 0.0011 28.68 R K 0
6593 LFDDAGLILVDFK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 64 733.4009 2 1464.7872 0.0008 64.65 K L 0
6594 LFDWGGAENLAYATLVDEGIPVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 141 1253.6341 2 2505.2536 -0.0002 72.82 K L 0
6595 LFDYLTDTGNLPR JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 74 762.8884 2 1523.7622 0.0002 51.28 R I 0
6596 LFEEFNR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 36 477.7376 2 953.4606 0.0000 36.92 R V 0
6597 LFEGSENFK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 21 535.7611 2 1069.5076 -0.0002 30.93 K R 0
6598 LFEGSENFKR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 60 613.8120 2 1225.6094 0.0004 27.45 K D 0
6599 LFELGAR JW1816 ECK1826 kdgR predicted DNA-binding transcriptional regulator 44 403.2319 2 804.4492 0.0000 35.36 K A 0
6600 LFETSENGLDYFTSVPAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 82 1023.4935 2 2044.9724 -0.0017 53.11 R F 0
6601 LFEVEVEVVNTLVVK JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 27 858.9930 2 1715.9714 0.0006 84.51 K G 0
6602 LFGGQHLVIAQQSLDR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 19 594.6590 3 1780.9552 -0.0031 39.80 R L 0
6603 LFGLTIDPER JW1693 ECK1701 ydiA conserved protein 54 580.8190 2 1159.6234 -0.0003 51.38 K L 0
6604 LFGSIGTR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 48 425.7425 2 849.4704 -0.0004 31.06 K D 0
6605 LFGVTTLDIIR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 48 624.3719 2 1246.7292 0.0008 56.83 K S 0
6606 LFHDYLDLHR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 41 443.5628 3 1327.6666 -0.0007 37.35 K S 0
6607 LFHEAVGLTGITLTK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 30 533.9746 3 1598.9020 -0.0010 44.51 K L 0
6608 LFHFILDVASGK JW3097 ECK3116 garD (D)-galactarate dehydrogenase 37 673.8776 2 1345.7406 0.0012 50.30 K K 0
6609 LFHIDASR JW1086 ECK1086 ycfH predicted metallodependent hydrolase 37 320.1752 3 957.5038 0.0007 28.37 R L 0
6610 LFIDNFDK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 37 506.2610 2 1010.5074 0.0001 44.09 K Y 0
6611 LFIDNFDKYTDTPAGAALVAAGPK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 79 832.4320 3 2494.2742 -0.0002 57.61 K L 0
6612 LFIDNFDKYTDTPAGAALVAAGPKL JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 42 870.1274 3 2607.3604 0.0019 61.35 K - 0
6613 LFITAATEGR JW3563 ECK3579 selB selenocysteinyl-tRNA-specific translation factor 35 539.7981 2 1077.5816 -0.0002 35.40 K G 0
6614 LFIVQARPETVR JW1692 ECK1700 pps phosphoenolpyruvate synthase 29 476.9492 3 1427.8258 0.0010 33.27 K S 0
6615 LFKEFAK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 32 441.7578 2 881.5010 0.0000 25.76 R A 0
6616 LFKPWALFK JW0469 ECK0474 ushA bifunctional UDP-sugar hydrolase -!- 5'-nucleotidase 19 383.8987 3 1148.6743 -0.0003 49.25 R R 0
6617 LFLCCADNLISGNAFK 57.021465@C:4,57.021465@C:5 JW2507 ECK2520 pepB aminopeptidase B 111 921.9473 2 1841.8800 -0.0002 58.29 K L 0
6618 LFLGHGAEVYEGQIIGIHSR JW5571 ECK3864 bipA GTP-binding protein 82 732.7232 3 2195.1478 -0.0008 44.25 K S 0
6619 LFLHAAALK JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 24 492.3055 2 982.5964 0.0002 31.41 R F 0
6620 LFLIPEEYSPPQVLVDTDR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 29 1116.0833 2 2230.1520 -0.0001 63.25 K F 0
6621 LFLMSDAVTAGLR JW1210 ECK1213 ychN conserved protein 84 697.3790 2 1392.7434 0.0000 54.56 R G 0
6622 LFLTKPLGIGVLTTAEK JW1753 ECK1762 selD selenophosphate synthase 57 601.0322 3 1800.0748 -0.0012 51.01 K K 0
6623 LFLTKPLGIGVLTTAEKK JW1753 ECK1762 selD selenophosphate synthase 64 643.7303 3 1928.1691 -0.0018 45.67 K S 0
6624 LFMDYLSPLK JW3248 ECK3273 def peptide deformylase 44 613.8280 2 1225.6414 -0.0002 57.23 K Q 0
6625 LFNECADFRR 57.021465@C:5 JW2517 ECK2530 suhB inositol monophosphatase 34 443.2115 3 1326.6127 -0.0011 30.46 K T 0
6626 LFNELGPR JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 48 473.2615 2 944.5084 0.0005 34.04 K F 0
6627 LFNKTPNIQIIHAGLECGLFK 57.021465@C:17 JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 22 604.0813 4 2412.2961 -0.0025 49.93 R K 0
6628 LFNLVQPDIACFGEK 57.021465@C:11 JW0129 ECK0132 panC pantothenate synthetase 52 875.9462 2 1749.8778 0.0020 57.30 K D 0
6629 LFNQNSSLFDEIR JW1226 ECK1233 tdk thymidine kinase/deoxyuridine kinase 77 791.8957 2 1581.7768 -0.0018 50.95 K A 0
6630 LFPNANWYER JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 17 655.3202 2 1308.6258 0.0007 44.93 K E 0
6631 LFQIDYLTTLSNQAVVSLLYHK JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 46 856.1355 3 2565.3847 0.0006 75.72 K K 0
6632 LFSGMQR JW2500 ECK2512 yfgA conserved protein 34 419.7157 2 837.4168 0.0002 26.19 K K 0
6633 LFSVPNPGAADDFLSVINPESLVIK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 83 1321.7066 2 2641.3986 -0.0015 74.24 R Q 0
6634 LFTAWFSDLTPETLVTR JW2914 ECK2942 gshB glutathione synthetase 16 999.0208 2 1996.0270 -0.0035 68.90 K N 0
6635 LFTLDELIR JW2023 ECK2032 rfbC dTDP-4-deoxyrhamnose-3,5-epimerase 76 560.3242 2 1118.6338 0.0003 59.37 R L 0
6636 LFTLNTGHAITAYLGK JW3574 ECK3589 mtlD mannitol-1-phosphate dehydrogenase, NAD(P)-binding 23 860.4747 2 1718.9348 -0.0007 47.84 K L 0
6637 LFVEPNPIPVK JW2463 ECK2474 dapA dihydrodipicolinate synthase 49 626.8685 2 1251.7224 -0.0003 41.70 K W 0
6638 LFVVDAFCGANPDTR 57.021465@C:8 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 95 841.4039 2 1680.7932 0.0002 52.98 R L 0
6639 LFWLSQTPFEQR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 55 776.4011 2 1550.7876 -0.0004 57.84 R H 0
6640 LFYKPGACSLASHITLR 57.021465@C:8 JW1627 ECK1631 gst glutathionine S-transferase 40 645.3483 3 1933.0231 -0.0013 39.41 K E 0
6641 LFYLISEDMTEPYEAR JW5756 ECK4245 yjgK conserved protein 43 659.6490 3 1975.9252 0.0016 58.00 R R 0
6642 LFYNDFQADDADLSDYTNK JW0172 ECK0176 yaeT conserved protein 114 1127.9924 2 2253.9702 0.0001 53.26 R S 0
6643 LGADAVIVHHGYFWK JW0700 ECK0699 ybgI conserved metal-binding protein 52 571.6347 3 1711.8823 -0.0012 40.34 R G 0
6644 LGADGNALFR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 95 517.2749 2 1032.5352 0.0001 34.87 K Q 0
6645 LGADILR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 52 379.2318 2 756.4490 -0.0002 32.52 K L 0
6646 LGADVVGAIPHFEFTR JW0328 ECK0334 codA cytosine deaminase 49 576.9743 3 1727.9011 0.0016 51.57 R E 0
6647 LGAEIIGTTLSGYTTPETPEEPDLALVK JW3192 ECK3212 nanE predicted N-acetylmannosamine-6-P epimerase 43 1458.2615 2 2914.5084 0.0022 59.79 K T 0
6648 LGAEIVDLGK JW4193 ECK4229 yjgA conserved protein 47 507.7962 2 1013.5778 0.0022 38.76 R N 0
6649 LGAENIFLGR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 71 545.3062 2 1088.5978 0.0001 44.29 K K 0
6650 LGAFFIR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 42 412.2449 2 822.4752 0.0002 43.35 R R 0
6651 LGALEER JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 45 394.2190 2 786.4234 0.0000 21.51 K R 0
6652 LGALSAGDK JW0411 ECK0415 ispA geranyltranstransferase 32 416.2323 2 830.4500 0.0003 21.71 R G 0
6653 LGAMATINQVIDQETAQLVAEEMGHK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 125 1399.1969 2 2796.3792 0.0007 69.63 K V 0
6654 LGAMLDQK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 55 438.2360 2 874.4574 -0.0007 26.24 R N 0
6655 LGANPVPLQLAIGAEEHFTGVVDLVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 63 896.4973 3 2686.4701 0.0008 71.10 R M 0
6656 LGAQQCQLVDDSLVR 57.021465@C:6 JW2751 ECK2774 pyrG CTP synthetase 93 851.4326 2 1700.8506 -0.0009 38.88 R Q 0
6657 LGASGVVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 43 365.7266 2 729.4386 0.0002 21.53 R L 0
6658 LGASVVGFSDSANTSLGK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 92 855.4388 2 1708.8630 -0.0001 40.81 R K 0
6659 LGASVVGFSDSANTSLGKK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 53 613.3264 3 1836.9574 -0.0007 36.15 R G 0
6660 LGAVPGGTER JW1753 ECK1762 selD selenophosphate synthase 39 478.7614 2 955.5082 -0.0003 22.13 K N 0
6661 LGCEVTEGKDEWQAVAPSWR 57.021465@C:3 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 27 773.3674 3 2317.0804 0.0006 44.75 R F 0
6662 LGCGAHVIYLR 57.021465@C:3 JW3135 ECK3155 truB tRNA pseudouridine synthase 40 420.2292 3 1257.6658 0.0005 31.40 K R 0
6663 LGCINVHGSLLPR 57.021465@C:3 JW3249 ECK3274 fmt 10-formyltetrahydrofolate:L-methionyl-tRNA(fMet) N-formyltransferase 41 479.2660 3 1434.7762 -0.0004 37.57 R W 0
6664 LGDASLSEGLEQHLLGLK JW0026 ECK0029 fkpB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 56 627.3428 3 1879.0066 0.0015 54.27 R V 0
6665 LGDIEYR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 53 433.2245 2 864.4344 0.0003 26.33 K E 0
6666 LGDIITYR JW2507 ECK2520 pepB aminopeptidase B 51 475.7686 2 949.5226 -0.0006 33.79 K N 0
6667 LGDLPTSGQIR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 72 578.8195 2 1155.6244 -0.0003 32.47 K L 0
6668 LGDQVDGQRPLAVIHAK JW4345 ECK4374 deoA thymidine phosphorylase 37 455.0057 4 1815.9937 -0.0017 30.38 R D 0
6669 LGDRVEVTPGLK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 35 642.3693 2 1282.7240 -0.0003 27.35 K I 0
6670 LGDSELYDQSR JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 34 641.7987 2 1281.5828 -0.0009 29.73 K K 0
6671 LGEAMQAVQFGNPAER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 102 859.4199 2 1716.8252 0.0000 41.59 R N 0
6672 LGEELDAAK JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 50 473.2477 2 944.4808 -0.0007 26.11 K A 0
6673 LGEELDAAKAELDALQAEIR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 63 719.0476 3 2154.1210 0.0044 64.06 K D 0
6674 LGEFAPTR JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 39 445.7400 2 889.4654 -0.0002 27.43 K T 0
6675 LGEGDKVVSLIVPR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 36 494.6279 3 1480.8619 0.0007 44.03 R G 0
6676 LGELLEALK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 23 493.2999 2 984.5852 -0.0002 47.08 K Q 0
6677 LGEPVFDVQECQIR 57.021465@C:11 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 94 845.4159 2 1688.8172 -0.0018 45.05 R G 0
6678 LGETGDAIAK JW3069 ECK3089 yqjD conserved protein 65 487.7619 2 973.5092 0.0012 22.00 R Q 0
6679 LGEVATDSKPR JW1264 ECK1266 sohB predicted inner membrane peptidase 41 586.8171 2 1171.6196 0.0000 18.61 K V 0
6680 LGFAIAHALDNSAPAVDGIEPELQSK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 41 888.4605 3 2662.3597 -0.0004 53.56 R I 0
6681 LGFFETVDTDTQR JW0172 ECK0176 yaeT conserved protein 65 764.8670 2 1527.7194 -0.0010 47.88 R V 0
6682 LGFFETVDTDTQRVPGSPDQVDVVYK JW0172 ECK0176 yaeT conserved protein 86 971.4845 3 2911.4317 0.0078 53.04 R V 0
6683 LGFGIYNVHMGFDPANADALAALLK JW1279 ECK1281 rnb ribonuclease II 85 873.4535 3 2617.3387 0.0025 68.53 K T 0
6684 LGFIDFAR JW5403 ECK2507 der predicted GTP-binding protein 37 469.7584 2 937.5022 0.0001 49.62 R V 0
6685 LGFKDVLIRPK JW0101 ECK0104 guaC GMP reductase 40 643.4024 2 1284.7902 -0.0014 36.64 K R 0
6686 LGFMSFYVK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 40 546.2835 2 1090.5524 0.0003 52.83 R A 0
6687 LGFNAVHHPAR JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 38 305.4172 4 1217.6397 -0.0022 21.41 K - 0
6688 LGGAEIAR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 72 393.7268 2 785.4390 -0.0004 21.80 R T 0
6689 LGGEVADAAFIINLFDLGGEQR JW0458 ECK0463 apt adenine phosphoribosyltransferase 97 1153.0949 2 2304.1752 0.0004 78.07 R L 0
6690 LGGGDPDANPR JW1853 ECK1865 yebC conserved protein 82 534.7566 2 1067.4986 -0.0010 18.47 K L 0
6691 LGGGHGGHNGLK JW1195 ECK1192 pth peptidyl-tRNA hydrolase 46 552.2889 2 1102.5632 0.0001 13.84 K D 0
6692 LGGGHGGHNGLKDIISK JW1195 ECK1192 pth peptidyl-tRNA hydrolase 49 553.9682 3 1658.8828 -0.0025 23.68 K L 0
6693 LGGGLSAEALTEK JW1843 ECK1855 pykA pyruvate kinase II 92 623.3373 2 1244.6600 -0.0010 36.86 K D 0
6694 LGGGLSAEALTEKDKADIK JW1843 ECK1855 pykA pyruvate kinase II 17 479.7635 4 1915.0249 -0.0011 32.42 K T 0
6695 LGGGTVLQQK JW3116 ECK3135 yraM conserved protein 22 500.7924 2 999.5702 -0.0010 23.58 K F 0
6696 LGGIFSR JW3725 ECK3740 yieN fused predicted transcriptional regulators 12 375.2189 2 748.4232 0.0001 24.47 R R 0
6697 LGGMVWR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 52 409.7215 2 817.4284 0.0016 34.63 R A 0
6698 LGGNSLLDLVVFGR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 97 730.4160 2 1458.8174 -0.0019 67.62 R A 0
6699 LGGRPEYR JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 19 474.2562 2 946.4978 -0.0005 18.13 K Q 0
6700 LGIAQGDTVK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 56 501.2847 2 1000.5548 -0.0005 25.83 K V 0
6701 LGIDFLK JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 27 403.2445 2 804.4744 0.0000 47.61 K D 0
6702 LGIDFLKDKDSLASK JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 21 413.2326 4 1648.9013 -0.0023 42.59 K A 0
6703 LGIEEGIELNPPLFDLFLK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 47 1079.0979 2 2156.1812 0.0044 78.35 R N 0
6704 LGIEINRR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 21 324.1978 3 969.5716 -0.0005 25.59 R D 0
6705 LGIFTPK JW2553 ECK2567 lepA GTP binding membrane protein 38 388.2392 2 774.4638 0.0000 34.75 R Q 0
6706 LGIHHIK JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 41 409.2558 2 816.4970 0.0000 17.49 R T 0
6707 LGINPDFYEK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 39 598.3034 2 1194.5922 0.0002 41.59 K R 0
6708 LGINPDFYEKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 17 451.2383 3 1350.6931 -0.0002 36.90 K D 0
6709 LGIPYVFK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 64 468.7813 2 935.5480 0.0001 48.45 K A 0
6710 LGIQAFEPVLIEGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 69 757.4349 2 1512.8552 0.0002 56.15 R A 0
6711 LGISDEQVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 51 494.7690 2 987.5234 -0.0002 27.69 K Q 0
6712 LGIVKPWNSTWFANTK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 84 931.5038 2 1860.9930 0.0044 48.58 R E 0
6713 LGIVMDPIANINIK JW2914 ECK2942 gshB glutathione synthetase 90 755.9370 2 1509.8594 0.0005 57.45 K K 0
6714 LGLALAEDEIDYLQDAFTK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 71 1063.0379 2 2124.0612 -0.0014 72.90 R L 0
6715 LGLAYGGDGYDK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 58 614.7958 2 1227.5770 -0.0001 33.31 K Q 0
6716 LGLDTLGIETVER JW1865 ECK1877 argS arginyl-tRNA synthetase 35 708.3907 2 1414.7668 0.0001 51.58 K M 0
6717 LGLIEVQAPILSR JW3722 ECK3738 asnA asparagine synthetase A 73 704.9300 2 1407.8454 0.0005 53.12 R V 0
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6718 LGLMAGYQESR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 39 612.8058 2 1223.5970 0.0002 34.89 R Y 0
6719 LGLNITPLTADHISLR JW5309 ECK1876 yecM predicted metal-binding enzyme 54 578.6685 3 1732.9837 0.0003 49.62 R C 0
6720 LGLNPDQVYK JW0470 ECK0475 ybaK conserved protein 12 573.8109 2 1145.6072 -0.0007 35.32 K T 0
6721 LGLPGSR JW5652 ECK3561 avtA valine-pyruvate aminotransferase 14 350.2115 2 698.4084 0.0009 17.37 K C 0
6722 LGLPLFVKPANQGSSVGVSK JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 52 666.7176 3 1997.1310 0.0000 45.37 K V 0
6723 LGLSYDDDEEEEEDEKQEDMMR JW3837 ECK3859 yihI conserved protein 76 902.3617 3 2704.0633 -0.0007 38.32 K L 0
6724 LGLTNTTFQTVHGLDAPGQFSTAR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 78 844.7657 3 2531.2753 -0.0015 46.51 K D 0
6725 LGMDRDIIVNK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 38 637.3495 2 1272.6844 -0.0014 30.46 K V 0
6726 LGMKPGEAIEHPWVTK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 44 598.3187 3 1791.9343 0.0002 35.91 K A 0
6727 LGMMTTVSGVEMSR JW3136 ECK3156 rbfA 30s ribosome binding factor 77 749.8565 2 1497.6984 -0.0004 41.02 R D 0
6728 LGNECETYAELK 57.021465@C:5 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 79 713.8295 2 1425.6444 -0.0002 30.68 R L 0
6729 LGNFINGELWGR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 59 688.3590 2 1374.7034 -0.0008 50.94 R V 0
6730 LGNSVDWER JW4215 ECK4251 valS valyl-tRNA synthetase 72 538.2621 2 1074.5096 0.0002 29.05 R E 0
6731 LGNTLGSDGENLPK JW4312 ECK4339 hsdM DNA methylase M 22 707.8621 2 1413.7096 -0.0003 32.02 R A 0
6732 LGPEEITADIPNVGEAALSK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 86 1012.5301 2 2023.0456 -0.0016 53.70 K L 0
6733 LGPGVDVNYMLHTQNK JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 35 595.9697 3 1784.8873 -0.0005 41.44 K - 0
6734 LGPLLYAEEEGEVFLGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 42 946.4934 2 1890.9722 -0.0004 65.72 K S 0
6735 LGPVYSVR JW2889 ECK2918 yggE conserved protein 50 445.7583 2 889.5020 -0.0001 29.03 K Y 0
6736 LGPYEFICTGRPDEGIPAVCFK 57.021465@C:8,57.021465@C:20 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 69 842.7439 3 2525.2099 0.0016 54.96 K L JW3485
6737 LGQDAAPEK JW2876 ECK2903 pepP proline aminopeptidase P II 16 464.7404 2 927.4662 0.0001 17.29 R L 0
6738 LGQEQHYLGPLNGPELLVVLPEAK JW3783 ECK3805 yigA conserved protein 50 872.1468 3 2613.4186 0.0021 58.52 R A 0
6739 LGQEVWK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 40 430.2373 2 858.4600 0.0002 27.50 K E 0
6740 LGQSATTLSGGEAQR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 106 738.3757 2 1474.7368 -0.0006 23.34 R V 0
6741 LGSIGSDLGASIK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 62 609.3409 2 1216.6672 0.0010 39.34 K G 0
6742 LGSNSLAELVVFGR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 93 731.4081 2 1460.8016 0.0031 57.70 R L 0
6743 LGSQFHIPHGLANALLICNVIR 57.021465@C:18 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 20 611.5900 4 2442.3309 -0.0009 54.91 K Y 0
6744 LGSQIYAMAGMQTR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 90 763.8762 2 1525.7378 -0.0001 41.51 R L 0
6745 LGTAEIESALVAHPK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 42 512.6192 3 1534.8358 0.0004 41.11 R I 0
6746 LGTDGLQLYSSGK JW1656 ECK1660 ydhQ conserved protein 91 669.8487 2 1337.6828 0.0003 39.56 R T 0
6747 LGTFHKK JW3598 ECK3613 rfaK lipopolysaccharide core biosynthesis 19 415.7478 2 829.4810 0.0000 15.08 R K 0
6748 LGTGANVFLASAELAAVAALIGK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 71 1079.1179 2 2156.2212 0.0009 79.83 R L 0
6749 LGTLAAGK JW0663 ECK0665 nagA N-acetylglucosamine-6-phosphate deacetylase 24 365.7265 2 729.4384 0.0000 20.47 R V 0
6750 LGTLDIV JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 15 365.7209 2 729.4272 0.0001 47.64 R - 0
6751 LGTQANNMHVWSDATGQK JW5682 ECK3456 dcrB periplasmic protein 31 653.3109 3 1956.9109 -0.0003 31.68 K A 0
6752 LGTSTVSPIELENAVR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 46 843.4570 2 1684.8994 0.0000 47.72 K G 0
6753 LGTSVLTGGSR JW0232 ECK0243 proB gamma-glutamate kinase 16 524.2931 2 1046.5716 -0.0004 27.58 K R 0
6754 LGVATPEK JW1865 ECK1877 argS arginyl-tRNA synthetase 33 407.7367 2 813.4588 -0.0008 22.20 R Q 0
6755 LGVDIDNLLCSQPDTGEQALEICDALAR 57.021465@C:10,57.021465@C:23 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 39 1029.4976 3 3085.4710 0.0013 66.24 K S 0
6756 LGVDPLTCVALEDSVNGMIASK 57.021465@C:8 JW1716 ECK1725 yniC predicted hydrolase 66 763.7206 3 2288.1400 0.0008 62.18 K A 0
6757 LGVDTSTASSLLAEQLPK JW3675 ECK3690 yidB conserved protein 95 915.4953 2 1828.9760 -0.0021 53.48 K I 0
6758 LGVDVYAVSTDTHFTHK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 61 630.6517 3 1888.9333 0.0015 38.82 K A 0
6759 LGVENDIALLNYLSSVTLSPADKD JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 99 1274.1628 2 2546.3110 -0.0005 74.45 K - 0
6760 LGVGSDDTVAVGIVYQF JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 20 870.4471 2 1738.8796 0.0020 70.88 K - 0
6761 LGVLGDWSHPYLTMDFK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 15 660.3303 3 1977.9691 0.0033 60.81 R T 0
6762 LGVLGFEVDHER JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 37 457.5735 3 1369.6987 -0.0004 42.91 K N 0
6763 LGVLKPAPFVFTVAGTNGK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 40 639.3716 3 1915.0930 0.0001 48.06 R G 0
6764 LGVNAGTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 58 394.2245 2 786.4344 -0.0002 20.16 K V 0
6765 LGVNIQCFDVGGGLGVDYEGTR 57.021465@C:7 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 94 1163.5603 2 2325.1060 0.0003 56.64 K S 0
6766 LGVPVVCTVIGEGGSGGALAIGVGDK 57.021465@C:7 JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 46 794.7618 3 2381.2636 0.0012 58.05 R V 0
6767 LGVRPEQAEAFYHR JW4013 ECK4045 alr alanine racemase 1, PLP-binding, biosynthetic 20 418.9687 4 1671.8457 -0.0025 31.76 R L 0
6768 LGVSQPTVAK JW0801 ECK0807 mntR transcriptional regulator of mntH 18 500.2949 2 998.5752 -0.0007 24.54 R M 0
6769 LGVVALDPDALSISGLHNYVK JW5760 ECK4255 yjgQ conserved inner membrane protein 41 727.7363 3 2180.1871 0.0032 57.38 K Y 0
6770 LGWAAGK JW3143 ECK3165 glmM phosphoglucosamine mutase 33 351.7000 2 701.3854 -0.0006 25.52 K V 0
6771 LGWSHGDQEIFTR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 43 515.9204 3 1544.7394 0.0022 37.73 R E 0
6772 LGWSHGDQEIFTREEMIK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 27 726.0208 3 2175.0406 -0.0013 42.52 R Y 0
6773 LGYFAQHQLEYLR JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 37 546.6193 3 1636.8361 0.0000 41.90 K A 0
6774 LGYIAER JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 32 411.2293 2 820.4440 -0.0003 22.77 R A 0
6775 LGYMQAFVEYGIR JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 73 773.8897 2 1545.7648 0.0000 56.44 K H 0
6776 LGYNVFYHGQK JW1738 ECK1747 xthA exonuclease III 57 663.3354 2 1324.6562 0.0000 33.33 K G 0
6777 LGYPITDDLDIYTR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 95 827.9194 2 1653.8242 -0.0007 53.95 K L 0
6778 LHAEFRPDQGAK JW3465 ECK3483 prlC oligopeptidase A 46 684.8557 2 1367.6968 0.0023 20.95 R I 0
6779 LHDVSEEVHR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 52 610.8045 2 1219.5944 -0.0001 19.40 K A 0
6780 LHDYYKDEVVK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 45 704.8593 2 1407.7040 0.0006 24.15 K K 0
6781 LHDYYKDEVVKK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 66 768.9066 2 1535.7986 0.0004 21.52 K L 0
6782 LHEEAMALPSEEEFAER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 48 663.3077 3 1986.9013 0.0021 39.95 K K 0
6783 LHEFGGDITK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 13 558.7879 2 1115.5612 0.0001 23.42 R F 0
6784 LHEHIDSR JW3065 ECK3085 exuR DNA-binding transcriptional repressor 24 336.1734 3 1005.4984 -0.0008 16.43 K T 0
6785 LHFGSYHDVDSSELAFK JW3302 ECK3327 fusA protein chain elongation factor EF-G 51 651.3109 3 1950.9109 -0.0002 41.11 R L 0
6786 LHGDLHDFMQWK JW0396 ECK0400 tgt tRNA-guanine transglycosylase 61 763.8634 2 1525.7122 -0.0013 43.05 K G 0
6787 LHGEDVSLDALKR JW5550 ECK3959 murI glutamate racemase 58 484.9315 3 1451.7727 -0.0006 30.98 K I 0
6788 LHGFNNLTK JW0116 ECK0119 speD S-adenosylmethionine decarboxylase 27 522.2853 2 1042.5560 0.0000 24.61 K S 0
6789 LHGGEPANFLDVGGGATK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 94 870.4390 2 1738.8634 -0.0004 37.36 K E 0
6790 LHGHSFMVR JW2735 ECK2760 ygcM 6-pyruvoyl tetrahydrobiopterin synthase (PTPS) 21 361.8552 3 1082.5438 -0.0005 20.75 R L 0
6791 LHGYLPSR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 18 471.7613 2 941.5080 -0.0002 23.01 K Q 0
6792 LHILGVMEQAINAPR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 136 831.4616 2 1660.9086 0.0004 49.75 R G 0
6793 LHKPEEAAAMR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 66 418.2211 3 1251.6415 0.0021 18.70 R R 0
6794 LHLIANEPGTYDGISASYSGPGFSGMK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 92 1385.1620 2 2768.3094 -0.0020 47.31 R F 0
6795 LHMGHVR 15.994915@M:3 JW0637 ECK0635 leuS leucyl-tRNA synthetase 32 433.2268 2 864.4390 0.0003 13.55 R N 0
6796 LHNMEDLFGEVMVPTEEVVEIR JW3945 ECK3973 nusG transcription termination factor 82 1293.6328 2 2585.2510 0.0006 65.14 K G 0
6797 LHNPFLQDEMPVW JW0910 ECK0918 ycbL predicted metal-binding enzyme 15 813.3932 2 1624.7718 0.0010 60.49 R - 0
6798 LHQCGLPK 57.021465@C:4 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 32 476.7551 2 951.4956 -0.0004 18.37 R K 0
6799 LHQNQVFGLTVPLITK JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 75 904.5249 2 1807.0352 -0.0003 50.00 R A 0
6800 LHRPYLAANLSR JW0861 ECK0868 ybjX conserved protein 58 470.9372 3 1409.7898 0.0007 26.27 R K 0
6801 LHSLLDEGSLVELGSELEPK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 118 1083.0709 2 2164.1272 0.0011 61.47 R D 0
6802 LHSLLDEGSLVELGSELEPKDVLK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 42 655.8587 4 2619.4057 0.0052 62.32 R F 0
6803 LHVHDENNECGIGDVVEIR 57.021465@C:10 JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 36 552.0142 4 2204.0277 -0.0003 36.16 K E 0
6804 LHVLLRPEDLR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 29 340.9569 4 1359.7985 -0.0003 35.24 K V 0
6805 LHVPLICITGRPESSMAR 57.021465@C:7 JW3164 ECK3186 kdsD D-arabinose 5-phosphate isomerase 23 510.0239 4 2036.0665 0.0008 40.18 R A 0
6806 LHYALVDEVDSILIDEAR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 51 691.0288 3 2070.0646 0.0012 65.75 K T 0
6807 LHYLLSQELDTETIRK JW1756 ECK1765 ansA cytoplasmic L-asparaginase I 32 653.6894 3 1958.0464 -0.0009 39.00 K A 0
6808 LHYWSLDDEQAAIK JW3862 ECK3884 fdhE formate dehydrogenase formation protein 52 844.9173 2 1687.8200 -0.0005 42.75 K A 0
6809 LIAAAPTAVAPEESGFYAR JW1700 ECK1708 btuE predicted glutathione peroxidase 35 967.5041 2 1932.9936 -0.0008 43.19 K M 0
6810 LIADYELSALLVTR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 52 788.9532 2 1575.8918 0.0046 60.79 K S 0
6811 LIAEAMDK 15.994915@M:6 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 46 453.7335 2 905.4524 -0.0003 19.64 K V 0
6812 LIAEAMDKVGK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 22 392.2212 3 1173.6418 -0.0008 29.48 K E 0
6813 LIAFSDLLEK JW3165 ECK3187 kdsC 3-deoxy-D-manno-octulosonate 8-phosphate phosphatase 42 574.8320 2 1147.6494 0.0006 54.94 K L 0
6814 LIAFYDDNGISIDGHVEGWFTDDTAMR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 25 1020.1324 3 3057.3754 -0.0060 82.72 K F 0
6815 LIAGESDGLPGITIDR JW5898 ECK0958 yccW predicted methyltransferase 80 813.9382 2 1625.8618 -0.0005 47.06 R F 0
6816 LIAGILPDLLVK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 32 632.9157 2 1263.8168 0.0004 62.20 R G 0
6817 LIAGLETVDSGR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 69 615.8379 2 1229.6612 -0.0002 35.89 R I 0
6818 LIAHVGCVSTAESQQLAASAK 57.021465@C:7 JW3194 ECK3214 nanA N-acetylneuraminate lyase 60 714.3718 3 2140.0936 -0.0011 32.81 K R 0
6819 LIALLSQEGADFR JW1776 ECK1785 yeaK conserved protein 77 716.8934 2 1431.7722 0.0000 50.28 R V 0
6820 LIAPLPAQHQAFNQAWTTAVTATQ JW5655 ECK3541 yiaF conserved protein 34 860.1188 3 2577.3346 0.0007 55.74 K - 0
6821 LIAQGLPNK JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 34 477.2925 2 952.5704 -0.0001 26.15 K M 0
6822 LIAYPIAVEALSLIYNK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 16 946.0510 2 1890.0874 0.0008 74.83 K D 0
6823 LIAYPIAVEALSLIYNKDLLPNPPK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 22 922.5343 3 2764.5811 0.0033 77.15 K T 0
6824 LIAYVTGVQNVR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 92 666.8853 2 1331.7560 -0.0001 37.10 R D 0
6825 LICYGENR 57.021465@C:3 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 46 512.7476 2 1023.4806 -0.0001 22.98 K D 0
6826 LIDDAVAWAK JW0007 ECK0008 talB transaldolase B 70 551.3010 2 1100.5874 0.0009 43.07 K Q 0
6827 LIDDIVK JW2660 ECK2679 emrA multidrug efflux system 32 408.2473 2 814.4800 0.0001 33.84 K A 0
6828 LIDEAIDEAAR JW1195 ECK1192 pth peptidyl-tRNA hydrolase 42 608.3138 2 1214.6130 -0.0013 35.45 K C 0
6829 LIDEALLDQYAR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 90 710.3777 2 1418.7408 0.0003 49.64 R E 0
6830 LIDEFGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 31 425.2268 2 848.4390 -0.0001 33.15 K T 0
6831 LIDFNGGTLR JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 72 553.3036 2 1104.5926 0.0000 39.61 R N 0
6832 LIDGTVFDSSVAR JW5746 ECK4203 fklB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 87 690.3618 2 1378.7090 -0.0002 42.36 K G 0
6833 LIDKTEHPGPLPETVVAHLDK JW0116 ECK0119 speD S-adenosylmethionine decarboxylase 54 578.0676 4 2308.2413 -0.0015 36.58 K S 0
6834 LIDMGEEIGLATVYR JW0669 ECK0671 fur DNA-binding transcriptional dual regulator 84 840.4374 2 1678.8602 0.0003 55.70 R V 0
6835 LIDMLEDCDDVQEVYHNGEISDEVAATL 57.021465@C:8 JW1853 ECK1865 yebC conserved protein 28 1065.1442 3 3192.4108 -0.0007 64.12 R - 0
6836 LIDNVSDTLILRPLISYDKEHIINLAR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 35 784.4448 4 3133.7501 0.0003 58.84 R Q 0
6837 LIDQATAEIVETAK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 101 751.4087 2 1500.8028 -0.0006 41.60 R R 0
6838 LIDQATAEIVETAKR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 80 829.4591 2 1656.9036 -0.0010 38.57 R T 0
6839 LIDQGDDAIAEVLNLWPDADR JW4193 ECK4229 yjgA conserved protein 76 1170.0794 2 2338.1442 0.0002 74.18 R Q 0
6840 LIDQYGPISR JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 49 581.3163 2 1160.6180 -0.0009 32.48 R I 0
6841 LIDSIIPEPLGGAHR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 51 529.9666 3 1586.8780 0.0001 46.53 K N 0
6842 LIDSQDVETR JW2751 ECK2774 pyrG CTP synthetase 89 588.2986 2 1174.5826 -0.0003 24.54 K G 0
6843 LIDVHCDEIDDEQSR 57.021465@C:6 JW0328 ECK0334 codA cytosine deaminase 61 615.2757 3 1842.8053 -0.0002 31.80 R F 0
6844 LIDVTTCIGCK 57.021465@C:7,57.021465@C:10 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 40 640.3237 2 1278.6328 0.0018 37.06 K A 0
6845 LIEEEALKENTQEVHAIVPVPIASYLLNEK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 14 848.2107 4 3388.8137 0.0009 61.29 R R 0
6846 LIELALER JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 66 478.7923 2 955.5700 -0.0001 40.55 R H 0
6847 LIELVEESGISELEISEGEESVR JW3223 ECK3242 accB acetyl CoA carboxylase, BCCP subunit 52 1273.6398 2 2545.2650 0.0005 59.75 K I 0
6848 LIELVGGR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 43 428.7664 2 855.5182 0.0004 33.17 R G 0
6849 LIENSSSEVKPK JW3982 ECK4014 yjbC 23S rRNA pseudouridine synthase 37 444.2459 3 1329.7159 0.0019 20.20 K A 0
6850 LIEPLIR JW0915 ECK0923 pepN aminopeptidase N 29 427.2785 2 852.5424 -0.0008 36.24 R L 0
6851 LIEQQAVIAAL JW4215 ECK4251 valS valyl-tRNA synthetase 81 584.8504 2 1167.6862 -0.0001 52.28 K - 0
6852 LIEVPVEYIAGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 74 665.8846 2 1329.7546 0.0004 49.26 K V 0
6853 LIFDKESHR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 27 382.2084 3 1143.6034 -0.0002 21.92 K V 0
6854 LIGDDEHGWDDDGVFNFEGGCYAK 57.021465@C:21 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 69 906.0467 3 2715.1183 0.0000 54.38 R T 0
6855 LIGGQIAPDHGEILFDGENIPAMSR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 11 884.1133 3 2649.3181 -0.0040 75.22 R S 0
6856 LIGHHIADEQVTDILR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 84 915.4971 2 1828.9796 0.0001 38.23 R R 0
6857 LIGHHIADEQVTDILRR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 33 497.2776 4 1985.0813 0.0007 37.10 R L 0
6858 LIGIMSR JW1615 ECK1618 add adenosine deaminase 36 395.2362 2 788.4578 0.0001 32.81 K T 0
6859 LIGSDDQSDIALLQIQNPSK JW3203 ECK3223 degQ serine endoprotease, periplasmic 117 1078.0661 2 2154.1176 0.0009 50.07 K L 0
6860 LIGTVGTAQK JW4011 ECK4043 qor quinone oxidoreductase, NADPH-dependent 32 494.2953 2 986.5760 0.0000 23.45 K A 0
6861 LIHEHCER 57.021465@C:6 JW2965 ECK2991 hybO hydrogenase 2, small subunit 27 365.1782 3 1092.5128 -0.0005 14.91 R R 0
6862 LIHGQVATR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 26 497.7934 2 993.5722 0.0004 10.70 R W 0
6863 LIIEELLEDGSDPDALYTIEHHLSADDLETLEK JW4212 ECK4248 yjgD conserved protein 95 1246.2816 3 3735.8230 -0.0024 73.34 R A 0
6864 LIITHVSSR JW2263 ECK2262 elaC binuclear zinc phosphodiesterase 26 342.5416 3 1024.6030 0.0000 23.22 K Y 0
6865 LIITITEGIPTLDMLTVK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 43 657.7200 3 1970.1382 0.0008 70.19 K V 0
6866 LIKPLLGTLEYGLPHK JW3574 ECK3589 mtlD mannitol-1-phosphate dehydrogenase, NAD(P)-binding 53 598.0287 3 1791.0643 -0.0015 46.74 R N 0
6867 LILASTSPWRR JW5155 ECK1072 yceF predicted protein 10 650.3796 2 1298.7446 -0.0012 45.91 K A 0
6868 LILNWYQTR JW2551 ECK2565 rnc RNase III 59 603.8353 2 1205.6560 0.0004 46.39 K L 0
6869 LILPLAIGK JW3352 ECK3376 aroB 3-dehydroquinate synthase 15 469.3258 2 936.6370 -0.0001 50.71 R S 0
6870 LILSNQYK JW2291 ECK2288 yfbU conserved protein 33 489.7844 2 977.5542 -0.0003 27.58 R M 0
6871 LIMDQIILQMGQK JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 57 765.9231 2 1529.8316 0.0007 59.05 R M 0
6872 LIMGLADGEVLVDGR JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 91 779.4187 2 1556.8228 -0.0002 53.40 R L 0
6873 LIMNTNR 15.994915@M:3 JW1089 ECK1089 hinT purine nucleoside phosphoramidase 32 439.2317 2 876.4488 0.0001 17.73 R H 0
6874 LINAVQDVYLDSK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 63 739.3982 2 1476.7818 -0.0004 43.91 K I 0
6875 LINDAYDSEYFATK JW3897 ECK3918 glpK glycerol kinase 95 825.3880 2 1648.7614 -0.0006 41.98 K V 0
6876 LINDVQDVLDEQLAGLAK JW5187 ECK1188 dhaK dihydroxyacetone kinase, N-terminal domain 96 977.5287 2 1953.0428 0.0010 64.32 K A 0
6877 LINFLLRPDVAK JW1109 ECK1109 potD polyamine transporter subunit -!- periplasmic-binding component of ABC superfamily 24 466.9536 3 1397.8390 -0.0003 46.19 K Q 0

43



6878 LINKEDAVVVDLR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 41 495.2877 3 1482.8413 0.0008 35.63 R Q 0
6879 LINQAVEIVR JW5196 ECK1261 yciO conserved protein 45 577.8478 2 1153.6810 -0.0008 37.79 R K 0
6880 LINSVQNYAWGSK JW1605 ECK1608 manA mannose-6-phosphate isomerase 74 740.3826 2 1478.7506 -0.0010 38.81 K T 0
6881 LINYLVEEFK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 55 634.3506 2 1266.6866 0.0006 52.21 R K 0
6882 LINYLVEEFKK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 43 698.3975 2 1394.7804 -0.0004 45.28 R D 0
6883 LIPAADISEQISTAGK JW5689 ECK3404 malP maltodextrin phosphorylase 93 807.4406 2 1612.8666 -0.0006 43.48 K E 0
6884 LIPAAVEGGLHQIETASGAVLK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 41 725.4109 3 2173.2109 0.0002 57.86 K A 0
6885 LIPAGTGYAYHQDR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 16 521.2634 3 1560.7684 0.0000 27.30 R M 0
6886 LIPLMILNALAGK JW5598 ECK3780 rffG dTDP-glucose 4,6-dehydratase 40 683.9283 2 1365.8420 0.0003 69.07 K S 0
6887 LIPLTTAEQVGK JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 67 635.3739 2 1268.7332 -0.0007 37.63 R W 0
6888 LIPLVILNALEGK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 73 696.9450 2 1391.8754 0.0002 67.29 K A 0
6889 LIQADCLAWLR 57.021465@C:6 JW0931 ECK0939 ycbY predicted methyltransferase 65 679.8663 2 1357.7180 0.0005 53.02 R E 0
6890 LIQESILR JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 18 486.2980 2 970.5814 0.0003 35.26 R N 0
6891 LIQLMNETVDGDYQTFK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 119 1007.9959 2 2013.9772 0.0055 49.93 K S 0
6892 LIQLYDLLAQIQQK JW0744 ECK0750 modE DNA-binding transcriptional dual regulator 53 843.9944 2 1685.9742 0.0027 66.40 R A 0
6893 LISAMDFYPTALDAADISIPK JW5243 ECK1492 ydeN conserved protein 76 1126.5802 2 2251.1458 0.0012 67.50 K D 0
6894 LISAVMGGR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 32 452.2572 2 902.4998 -0.0009 29.44 R T 0
6895 LISEFYPEDSGLFSPLLLNVVK JW1605 ECK1608 manA mannose-6-phosphate isomerase 80 1240.6699 2 2479.3252 0.0003 74.02 R L 0
6896 LISYSTR JW5158 ECK1094 ycfP conserved protein 39 420.2349 2 838.4552 0.0003 24.14 R H 0
6897 LITDGLAVFEK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 52 603.3422 2 1204.6698 -0.0004 53.46 K M 0
6898 LITIAVPR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 51 441.7927 2 881.5708 0.0011 38.92 R I 0
6899 LITSSSADGK JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 19 489.7590 2 977.5034 0.0006 18.57 R L 0
6900 LIVAVNSDASTKR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 14 458.5962 3 1372.7668 -0.0006 24.14 R L 0
6901 LIVGLANPGAEYAATR JW1195 ECK1192 pth peptidyl-tRNA hydrolase 97 808.4433 2 1614.8720 -0.0008 42.35 K H 0
6902 LIVHHNLPDLMYR JW4092 ECK4125 cadA lysine decarboxylase 1 19 540.9604 3 1619.8594 -0.0012 36.08 K A 0
6903 LIVIDPR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 49 413.2632 2 824.5118 -0.0002 33.00 K F 0
6904 LIVIEMNPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 52 542.8129 2 1083.6112 0.0002 39.82 R V 0
6905 LIVKPNAVNGELSEDDIQLFPLLR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 38 898.5003 3 2692.4791 -0.0007 61.56 K N 0
6906 LIYLGAGTSGR JW2421 ECK2423 yfeU predicted PTS component 44 554.3117 2 1106.6088 0.0006 33.54 R L 0
6907 LIYTASDLK JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 53 512.2896 2 1022.5646 -0.0001 31.91 R V 0
6908 LKAEDMAAANAMASHLR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 90 600.6341 3 1798.8805 -0.0013 35.93 R K 0
6909 LKAEEGIWMTDVPVPELGHNDLLIK JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 71 939.8335 3 2816.4787 0.0005 58.18 K I 0
6910 LKAFDHR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 48 443.7473 2 885.4800 -0.0019 18.13 R L 0
6911 LKANPQPELLK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 53 625.8766 2 1249.7386 -0.0008 27.05 K H 0
6912 LKAPLDIYLK JW1179 ECK1178 dadX alanine racemase 2, PLP-binding 36 587.3656 2 1172.7166 -0.0003 41.84 R V 0
6913 LKAQFAQQGR JW2363 ECK2362 dsdA D-serine ammonia-lyase 53 573.8227 2 1145.6308 0.0004 19.62 R I 0
6914 LKDGEDPGYTLYDLSER JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 35 657.6498 3 1969.9276 0.0007 41.10 K L JW1488
6915 LKDGLLAIAEKHPEIGDVR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 42 692.0591 3 2073.1555 -0.0026 39.70 K G 0
6916 LKDLETQSQDGTFDK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 95 862.9200 2 1723.8254 -0.0010 26.38 R L 0
6917 LKDLETQSQDGTFDKLTK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 90 1034.0365 2 2066.0584 0.0053 31.54 R K 0
6918 LKDLPAITLDGHQVEVCANIGTVR 57.021465@C:17 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 23 655.6036 4 2618.3853 0.0004 48.02 K D 0
6919 LKDLTNKR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 34 329.8693 3 986.5861 -0.0013 16.21 R A 0
6920 LKDLVNQDGGENWAK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 48 562.9526 3 1685.8360 -0.0014 31.92 R I 0
6921 LKDMALEDVLIITGELDENLFLAAR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 51 934.8365 3 2801.4877 -0.0007 84.33 K N 0
6922 LKDVDTSMK JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 14 346.1832 3 1035.5278 0.0006 19.07 K L 0
6923 LKEAAEK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 34 394.7290 2 787.4434 -0.0005 13.43 R A 0
6924 LKEIIHQQMGGLR JW5401 ECK2504 guaB IMP dehydrogenase 86 761.9291 2 1521.8436 -0.0013 27.35 R S 0
6925 LKELIDAGK JW4083 ECK4115 fumB anaerobic class I fumarate hydratase (fumarase B) 11 493.7975 2 985.5804 -0.0004 30.91 K E 0
6926 LKELTKR JW0101 ECK0104 guaC GMP reductase 46 444.2871 2 886.5596 -0.0003 16.07 R T 0
6927 LKENGFIK JW2101 ECK2107 metG methionyl-tRNA synthetase 28 316.8552 3 947.5438 -0.0002 21.79 R N 0
6928 LKEVMEYHNFQLVNYYK JW4135 ECK4173 purA adenylosuccinate synthetase 97 1109.5525 2 2217.0904 -0.0023 42.73 K A 0
6929 LKEYQYQEVK JW1709 ECK1717 thrS threonyl-tRNA synthetase 44 664.3483 2 1326.6820 0.0001 22.56 K G 0
6930 LKFESGGHR JW1202 ECK1199 prfA peptide chain release factor RF-1 27 515.7753 2 1029.5360 0.0005 17.58 R V 0
6931 LKFPADAPSR JW2777 ECK2801 ygdE predicted methyltransferase 23 551.3068 2 1100.5990 0.0012 25.76 R S 0
6932 LKFPEYR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 21 318.1798 3 951.5176 -0.0001 29.99 R A 0
6933 LKGILDSFK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 42 510.8077 2 1019.6008 -0.0006 38.07 K A 0
6934 LKGLDASIEHDIVHGLQALPSR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 32 593.0789 4 2368.2865 0.0002 52.09 R I 0
6935 LKGLTNKR JW5592 ECK3804 dapF diaminopimelate epimerase 41 465.2981 2 928.5816 -0.0001 15.59 R D 0
6936 LKGNTGENLLALLEGR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 92 849.4804 2 1696.9462 -0.0009 55.59 R L 0
6937 LKGVLNDLAK JW2573 ECK2590 clpB protein disaggregation chaperone 40 535.8318 2 1069.6490 -0.0005 29.36 R Q 0
6938 LKHWEAIK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 30 342.2031 3 1023.5875 0.0009 21.15 R K 0
6939 LKHWEAIKK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 18 384.9012 3 1151.6818 0.0004 18.47 R A 0
6940 LKIPLFFAYDVLHGQR JW2120 ECK2125 bglX beta-D-glucoside glucohydrolase, periplasmic 57 639.6965 3 1916.0677 0.0005 59.39 R T 0
6941 LKLASILAK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 54 478.8283 2 955.6420 -0.0010 34.80 R L 0
6942 LKLDHLGK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 37 462.2874 2 922.5602 0.0003 22.18 K E 0
6943 LKLDHLGKEVLESR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 76 818.9724 2 1635.9302 -0.0005 32.93 K L 0
6944 LKNDFDLDLPIAEWLDKEPELHEETLR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 70 820.4199 4 3277.6505 -0.0001 63.78 R E 0
6945 LKNELIVAQK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 45 578.3596 2 1154.7046 0.0024 23.76 K K 0
6946 LKNENPR JW5823 ECK1419 ydcH predicted protein 12 435.7436 2 869.4726 0.0007 16.03 R F 0
6947 LKNEQPQIR JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 22 375.8839 3 1124.6299 -0.0002 18.64 R A 0
6948 LKNLDLHNVSTR JW2713 ECK2738 pcm L-isoaspartate protein carboxylmethyltransferase type II 15 353.2023 4 1408.7801 0.0014 25.92 R H 0
6949 LKNYLVEK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 32 503.8000 2 1005.5854 -0.0004 23.92 K M 0
6950 LKQGIESATQK JW5058 ECK0420 yajQ predicted nucleotide binding protein 65 601.8405 2 1201.6664 -0.0001 19.39 K K 0
6951 LKQGIESATQKK JW5058 ECK0420 yajQ predicted nucleotide binding protein 57 665.8886 2 1329.7626 0.0010 16.66 K I 0
6952 LKQPANATVTAIEMAVEK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 41 638.6838 3 1913.0296 0.0003 45.01 K A 0
6953 LKSNIEEVR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 15 363.2086 3 1086.6040 0.0008 20.11 K A 0
6954 LKVAIANVLK JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 18 534.8604 2 1067.7062 -0.0003 35.26 K E 0
6955 LKVDNLCGPGVNDVSFTLR 57.021465@C:7 JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 47 702.0332 3 2103.0778 -0.0003 46.59 R K 0
6956 LKVPGETQTGK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 40 386.5556 3 1156.6450 -0.0002 21.01 K L 0
6957 LKVQAQIQGDEIR JW5058 ECK0420 yajQ predicted nucleotide binding protein 40 499.9512 3 1496.8318 0.0008 28.51 K V 0
6958 LKVSVSIFGR JW3945 ECK3973 nusG transcription termination factor 37 369.2290 3 1104.6652 -0.0002 39.32 R A 0
6959 LKVYAGNEHNHAAQQPQVLDI JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 41 782.4048 3 2344.1926 0.0003 33.89 K - 0
6960 LLADAPLVEVADGEYDVIVLPGGIK JW5057 ECK0418 yajL conserved protein 31 856.1392 3 2565.3958 0.0016 71.25 K G 0
6961 LLADGMESFNK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 68 612.8002 2 1223.5858 0.0004 37.39 R H 0
6962 LLAEAGYTADKPLTINLLYNTSDLHK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 50 719.3866 4 2873.5173 0.0001 52.20 K K 0
6963 LLAEAGYTADKPLTINLLYNTSDLHKK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 108 1001.5450 3 3001.6132 0.0009 46.86 K L 0
6964 LLAECEER 57.021465@C:5 JW3963 ECK3991 yjaG conserved protein 47 510.2454 2 1018.4762 0.0009 22.53 R D 0
6965 LLAECEERDIELIK 57.021465@C:5 JW3963 ECK3991 yjaG conserved protein 26 577.6384 3 1729.8934 0.0014 40.06 R G 0
6966 LLAEHNLDASAIK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 44 465.5926 3 1393.7560 -0.0005 29.75 R G 0
6967 LLAGELAPVSGEIGLAK JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 14 819.4772 2 1636.9398 0.0001 51.72 K G 0
6968 LLALLAER JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 60 449.7898 2 897.5650 0.0004 41.42 K R 0
6969 LLANETDAR JW5791 ECK4344 yjiY predicted inner membrane protein 71 501.7639 2 1001.5132 -0.0009 21.32 K F 0
6970 LLANQEEGTQIR JW3377 ECK3401 gntY predicted gluconate transport associated protein 68 686.3646 2 1370.7146 -0.0007 26.52 K V 0
6971 LLANRPESALAVTLAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 52 565.6684 3 1693.9834 -0.0005 39.74 R Q 0
6972 LLAPLAK JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 26 363.2495 2 724.4844 -0.0003 28.22 K D 0
6973 LLAQICQR 57.021465@C:6 JW1279 ECK1281 rnb ribonuclease II 41 501.2820 2 1000.5494 0.0006 27.92 R R 0
6974 LLASAAQENEPFWR JW2507 ECK2520 pepB aminopeptidase B 92 816.4125 2 1630.8104 0.0001 44.86 R L 0
6975 LLATHYQQTNLDWYNSR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 60 1062.0187 2 2122.0228 -0.0004 39.88 K N 0
6976 LLAYNCSPSFNWQK 57.021465@C:6 JW3975 ECK4007 aceA isocitrate lyase 75 864.4138 2 1726.8130 -0.0006 44.63 K N 0
6977 LLDAHKGQLPTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 29 450.2613 3 1347.7621 -0.0003 22.41 K L 0
6978 LLDAMHQR JW3379 ECK3403 malQ 4-alpha-glucanotransferase (amylomaltase) 37 328.5079 3 982.5019 0.0001 22.85 R T 0
6979 LLDEAER JW3997 ECK4029 malM maltose regulon periplasmic protein 20 423.2218 2 844.4290 0.0001 21.23 K L 0
6980 LLDEGNTVPFIAR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 44 722.8934 2 1443.7722 0.0001 45.67 R Y 0
6981 LLDGLAK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 25 365.2292 2 728.4438 0.0005 30.52 K K 0
6982 LLDHLKR JW5531 ECK3150 deaD ATP-dependent RNA helicase 31 447.7799 2 893.5452 0.0005 19.92 R G 0
6983 LLDIVCGAPNCR 57.021465@C:6,57.021465@C:11 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 72 694.3446 2 1386.6746 -0.0002 37.83 R Q 0
6984 LLDLAAPDIIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 47 654.8989 2 1307.7832 0.0021 53.42 R N 0
6985 LLDNAAADLAAISGQKPLITK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 78 708.4071 3 2122.1995 -0.0003 53.97 K A 0
6986 LLDNLLTK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 17 465.2869 2 928.5592 -0.0001 41.99 K N 0
6987 LLDQFADKIPAELLTALK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 33 667.0552 3 1998.1438 0.0036 67.83 R S 0
6988 LLDSLEDIVAVLGESR JW3115 ECK3134 yraL predicted methyltransferase 101 864.9737 2 1727.9328 0.0025 73.84 R Y 0
6989 LLDSLGK JW3206 ECK3226 argR DNA-binding transcriptional dual regulator, L-arginine-binding 41 373.2264 2 744.4382 0.0001 28.21 R A JW3718 JW4194
6990 LLDVPFTMADATTLTEAGYVGEDVENIIQK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 95 1085.2108 3 3252.6106 -0.0005 76.75 R L 0
6991 LLDYLKR JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 46 460.7815 2 919.5484 -0.0006 31.01 K K 0
6992 LLEDPVEVSANPSTR JW2560 ECK2574 srmB ATP-dependent RNA helicase 95 813.9200 2 1625.8254 -0.0005 37.51 R E 0
6993 LLEELGQVEK JW0406 ECK0410 nusB transcription antitermination protein 71 579.3241 2 1156.6336 -0.0002 39.52 R A 0
6994 LLEIPFNPVYR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 73 680.8849 2 1359.7552 0.0003 55.23 K N 0
6995 LLELQGIANTTLEMVAER JW5733 ECK4129 yjdC predicted transcriptional regulator 67 1001.0355 2 2000.0564 -0.0047 67.55 K V 0
6996 LLENGANTSFVNR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 70 717.8716 2 1433.7286 0.0023 32.70 R I 0
6997 LLEQEMVNFLFEGK JW2929 ECK2957 yggX protein that protects iron-sulfur proteins against oxidative damage 49 848.9343 2 1695.8540 -0.0001 68.01 K E 0
6998 LLEVTPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 34 414.2528 2 826.4910 -0.0003 26.46 K H 0
6999 LLFQGVQR JW5790 ECK4342 yjiA predicted GTPase 55 480.7842 2 959.5538 -0.0014 34.59 R L 0
7000 LLGDNTDGVGLLSDLER JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 90 893.9626 2 1785.9106 -0.0001 58.30 R L 0
7001 LLGEERPFR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 27 558.8112 2 1115.6078 -0.0008 29.06 R F 0
7002 LLGETLLR JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 54 457.7867 2 913.5588 -0.0008 40.82 K L 0
7003 LLGLEPPQFR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 30 585.3375 2 1168.6604 0.0001 49.30 R N 0
7004 LLGLFQNR JW2277 ECK2276 nuoH NADH:ubiquinone oxidoreductase, membrane subunit H 52 480.7851 2 959.5556 0.0004 43.79 R Y 0
7005 LLGQTSVDR JW0336 ECK0342 lacI DNA-binding transcriptional repressor 48 494.7745 2 987.5344 -0.0005 24.68 R L 0
7006 LLGTQYISK JW0452 ECK0457 acrA multidrug efflux system 51 511.7972 2 1021.5798 -0.0009 34.00 K Q 0
7007 LLGVDVGGIGDAHGR JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 20 479.2599 3 1434.7579 -0.0001 40.08 K T 0
7008 LLGVNEVR JW1269 ECK1272 ribA GTP cyclohydrolase II 15 450.2687 2 898.5228 -0.0007 30.43 K L 0
7009 LLHPETEAALTR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 39 675.8722 2 1349.7298 -0.0004 27.43 K L 0
7010 LLHTMLR JW1643 ECK1647 gloA glyoxalase I, Ni-dependent 40 442.2626 2 882.5106 -0.0003 25.22 R V 0
7011 LLIDDLSFSIPK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 68 680.8899 2 1359.7652 0.0003 60.93 R G 0
7012 LLIDICGGEAGPVIDITNEATLPK 57.021465@C:6 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 112 1255.1632 2 2508.3118 -0.0025 62.01 R R 0
7013 LLIEEEAAK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 17 508.2860 2 1014.5574 -0.0023 29.24 K L 0
7014 LLILGSGPAGYTAAVYAAR JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 112 932.5203 2 1863.0260 0.0006 53.72 K A 0
7015 LLKDDLPVVIDFWAPWCGPCR 57.021465@C:17,57.021465@C:20 JW2566 ECK2580 trxC thioredoxin 2 18 853.0951 3 2556.2635 -0.0023 69.91 K N 0
7016 LLKDENEYQAMSR JW5600 ECK3778 rffE UDP-N-acetyl glucosamine-2-epimerase 25 532.9269 3 1595.7589 -0.0025 27.27 R A 0
7017 LLKDGDIVNIDVTVIK JW0163 ECK0166 map methionine aminopeptidase 17 585.6803 3 1754.0191 0.0003 48.07 K D 0
7018 LLKEEGYSFDFAYTSVLK JW0738 ECK0744 gpmA phosphoglyceromutase 1 49 704.0293 3 2109.0661 -0.0008 52.80 K R 0
7019 LLKGEDITLFSPSDVPGLYDAFFADQEEFER JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 78 1183.5754 3 3547.7044 0.0009 73.37 R L 0
7020 LLKPYVGGFPLHNPQDYVYSK JW2988 ECK3011 ygiS predicted transporter subunit -!- periplasmic-binding component of ABC superfamily 63 609.5738 4 2434.2661 -0.0025 45.19 K E 0
7021 LLLAGVMLR JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 33 493.3149 2 984.6152 -0.0001 49.27 K D 0
7022 LLLAQGR JW1803 ECK1812 sdaA L-serine deaminase I 19 385.7477 2 769.4808 -0.0001 25.85 R H 0
7023 LLLDALR JW2921 ECK2949 yggV dITP/XTP pyrophosphatase 50 407.2632 2 812.5118 -0.0002 45.05 K N 0
7024 LLLDPGFGFGK JW3144 ECK3166 folP 7,8-dihydropteroate synthase 71 582.3265 2 1162.6384 -0.0001 55.60 K N 0
7025 LLLEKPDMLLLDEPTNHLDAESVAWLER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 80 1087.5676 3 3259.6810 0.0012 62.64 R F 0
7026 LLLETMR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 39 438.2547 2 874.4948 0.0002 35.18 R G 0
7027 LLLLDESLSALDYK JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 101 796.9425 2 1591.8704 -0.0005 62.98 R L 0
7028 LLLLTDQK JW0232 ECK0243 proB gamma-glutamate kinase 28 472.2947 2 942.5748 -0.0001 37.32 K G 0
7029 LLLPIPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 14 411.2837 2 820.5528 -0.0006 43.48 R L 0
7030 LLLSEACPLILDYHVALDNAR 57.021465@C:7 JW4135 ECK4173 purA adenylosuccinate synthetase 98 1198.6359 2 2395.2572 0.0003 60.91 R E 0
7031 LLLTNPLGSTELELNAQPGNVQLVDNK JW1200 ECK1197 lolB chaperone for lipoproteins 15 964.1887 3 2889.5443 -0.0004 61.34 R G 0
7032 LLMEETGIPVVVAEDPLTCVAR 57.021465@C:19 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 88 1206.6286 2 2411.2426 -0.0013 61.27 R G 0
7033 LLNDTDMAIIDK JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 67 681.3525 2 1360.6904 -0.0004 42.98 K R 0
7034 LLNDTDMAIIDKR 15.994915@M:7 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 44 511.9361 3 1532.7865 -0.0002 30.96 K R 0
7035 LLNHALGGSR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 28 346.5330 3 1036.5772 -0.0005 21.67 R K 0
7036 LLNLEQAGKPVADAASMQR JW2462 ECK2473 nlpB lipoprotein 68 671.3584 3 2011.0534 0.0014 40.94 K Y 0
7037 LLNLNDVQSGVLNIIFR JW4220 ECK4256 yjgR predicted ATPase 41 643.3706 3 1927.0900 0.0010 74.21 R I 0
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7038 LLNLPLSILVK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 23 611.9104 2 1221.8062 0.0003 63.25 K S 0
7039 LLNLQTYFTAGVK JW1194 ECK1191 ychF predicted GTP-binding protein 40 734.4142 2 1466.8138 0.0005 56.05 K E 0
7040 LLPEHDVAYDGNPLAQQHGPR JW2171 ECK2177 rsuA 16S rRNA pseudouridylate 516 synthase 27 776.3891 3 2326.1455 0.0002 35.25 K Y 0
7041 LLPGPTGER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 18 470.2664 2 938.5182 -0.0002 25.02 R N 0
7042 LLPHIPADQFPAQALACELYK 57.021465@C:17 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 86 1198.1270 2 2394.2394 -0.0012 57.21 K V 0
7043 LLPNFIFVANIESK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 51 802.9562 2 1603.8978 0.0006 62.26 K D 0
7044 LLPNFIFVANIESKDPQQIISGNEK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 43 938.8397 3 2813.4973 0.0010 62.19 K V 0
7045 LLPSLYQLEK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 25 602.3522 2 1202.6898 -0.0013 46.92 K A 0
7046 LLPTHVNR JW4291 ECK4319 iadA isoaspartyl dipeptidase 15 317.1906 3 948.5500 -0.0004 20.70 K N 0
7047 LLPWIDGLLDAGEK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 56 770.4253 2 1538.8360 0.0016 69.53 K H 0
7048 LLQDVAR JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 18 407.7427 2 813.4708 0.0000 15.66 R E 0
7049 LLQQSGTFDSR JW5571 ECK3864 bipA GTP-binding protein 59 626.3200 2 1250.6254 -0.0001 26.72 K A 0
7050 LLQVGGNMLLLDEPTNDLDIETLR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 80 1341.7042 2 2681.3938 -0.0006 66.34 K A 0
7051 LLQYAER JW2978 ECK3003 yqhD alcohol dehydrogenase, NAD(P)-dependent 39 446.7478 2 891.4810 -0.0003 25.12 K V 0
7052 LLRVLQEQEFERLGSNK JW2701 ECK2726 fhlA DNA-binding transcriptional activator 11 687.0489 3 2058.1249 0.0029 65.90 K I 0
7053 LLSDTECLVK 57.021465@C:7 JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 50 589.3100 2 1176.6054 -0.0006 34.71 R K 0
7054 LLSHRPVR JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 23 326.5383 3 976.5931 0.0000 16.84 K D 0
7055 LLSNFFAQTEALAFGK JW3985 ECK4017 pgi glucosephosphate isomerase 92 878.9679 2 1755.9212 0.0017 66.41 K S 0
7056 LLSPFASFDESALTGESIPVER JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 70 1183.0991 2 2364.1836 -0.0012 62.56 K A 0
7057 LLSQLGAK JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 40 415.2610 2 828.5074 0.0007 25.70 K V 0
7058 LLSSGPR JW4099 ECK4133 aspA aspartate ammonia-lyase 29 365.2162 2 728.4178 -0.0002 19.14 R A 0
7059 LLTEHGIQLLGYAR JW2284 ECK2283 lrhA DNA-binding transcriptional repressor 45 528.6349 3 1582.8829 -0.0002 43.87 K K 0
7060 LLTETIESLNTR JW5063 ECK0452 ylaC predicted inner membrane protein 69 695.3825 2 1388.7504 -0.0006 42.23 R E 0
7061 LLTGDSPFAANALGK JW1950 ECK1963 hchA Hsp31 molecular chaperone 41 737.8989 2 1473.7832 0.0005 44.39 K L 0
7062 LLTGPGGLAGHIGHTLADPHGPVCGCGR 57.021465@C:24,57.021465@C:26 JW5538 ECK3211 nanK predicted N-acetylmannosamine kinase 14 695.0978 4 2776.3621 -0.0029 39.02 K T 0
7063 LLTGTDDVQAIPVESASIVSLQDEK JW3097 ECK3116 garD (D)-galactarate dehydrogenase 59 876.7920 3 2627.3542 0.0000 55.47 R H 0
7064 LLTNNPK JW1269 ECK1272 ribA GTP cyclohydrolase II 19 400.2372 2 798.4598 -0.0001 18.87 R K 0
7065 LLTSPVLYNGNLVVGDSEGYLHWINVEDGR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 81 1110.5638 3 3328.6696 -0.0030 64.82 R F 0
7066 LLTSQGPGTAIDFGLK JW5057 ECK0418 yajL conserved protein 102 809.4458 2 1616.8770 -0.0004 47.58 K I 0
7067 LLTTCNIPVPSDVR 57.021465@C:5 JW2893 ECK2922 pgk phosphoglycerate kinase 64 792.9237 2 1583.8328 -0.0012 41.76 R V 0
7068 LLTWGFR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 43 446.7556 2 891.4966 0.0001 46.35 K F JW0823
7069 LLVAAQAVPR JW3775 ECK3797 hemX uroporphyrinogen III methylase 20 519.3268 2 1036.6390 -0.0003 31.75 R H 0
7070 LLVDACYSPVER 57.021465@C:6 JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 72 711.3582 2 1420.7018 -0.0002 41.02 R I 0
7071 LLVDIQHGHK JW5898 ECK0958 yccW predicted methyltransferase 12 387.2242 3 1158.6508 -0.0001 24.67 K T 0
7072 LLVDNNSEGEYAIIPASVADK JW0345 ECK0351 yaiL nucleoprotein/polynucleotide-associated enzyme 65 1109.5663 2 2217.1180 0.0016 50.05 R I 0
7073 LLVETDSPYLAPVPHR JW1086 ECK1086 ycfH predicted metallodependent hydrolase 31 602.9963 3 1805.9671 -0.0004 42.60 R G 0
7074 LLVHPSTSPVPK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 23 425.5870 3 1273.7392 -0.0003 25.83 K A 0
7075 LLVLEFSKPIIEPLSK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 54 913.5555 2 1825.0964 0.0001 57.27 R A 0
7076 LLVPTTFMNLSGK JW1195 ECK1192 pth peptidyl-tRNA hydrolase 17 710.8967 2 1419.7788 -0.0007 53.79 R A 0
7077 LLWQGAGLPVAPWVALTR JW0090 ECK0093 ddlB D-Alanine:D-alanine ligase 68 974.5631 2 1947.1116 0.0022 68.58 K A 0
7078 LLYCSFCGK 57.021465@C:4,57.021465@C:7 JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 45 574.2662 2 1146.5178 -0.0022 35.19 K S 0
7079 LLYECNPMAFLAEQAGGK 57.021465@C:5 JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 109 1006.4845 2 2010.9544 0.0001 61.21 R A 0
7080 LMAGELDAR 15.994915@M:2 JW0059 ECK0061 polB DNA polymerase II 13 496.2473 2 990.4800 -0.0003 21.25 K L 0
7081 LMDEAAQK JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 17 453.2233 2 904.4320 -0.0004 18.88 K T 0
7082 LMDKVENGNIILHTNR JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 55 622.9985 3 1865.9737 -0.0045 32.19 R T 0
7083 LMDLGCYR 57.021465@C:6 JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 43 514.2388 2 1026.4630 0.0004 36.59 R G 0
7084 LMDLTTLNDDDTDEKVIALCHQAK 57.021465@C:20 JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 31 690.5861 4 2758.3153 0.0001 47.08 K T 0
7085 LMDSIAK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 33 389.2122 2 776.4098 -0.0003 23.51 K G 0
7086 LMDSIAKGDEVLTNGGLVGR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 35 682.3616 3 2044.0630 0.0008 44.89 K V 0
7087 LMDYHLNEAEEGR JW1272 ECK1275 yciM conserved protein 22 788.8566 2 1575.6986 -0.0001 49.66 K A 0
7088 LMEAAVNK JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 48 438.2364 2 874.4582 0.0001 22.09 K E 0
7089 LMEEEGILAGISSGAAVAAALK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 84 701.0457 3 2100.1153 0.0016 65.91 R L 0
7090 LMEQITTSDELIDFLTLPGYR JW3974 ECK4006 aceB malate synthase A 70 819.0859 3 2454.2359 0.0007 74.26 R L 0
7091 LMERPIVVANGK JW2480 ECK2491 yfgD predicted oxidoreductase 27 442.9235 3 1325.7487 -0.0002 26.68 K A 0
7092 LMFASDIHGSLPATER JW5377 ECK2294 yfcE predicted phosphatase 31 582.2935 3 1743.8587 -0.0026 41.36 K V 0
7093 LMGDKVSAIAAMK 15.994915@M:2 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 15 450.9081 3 1349.7025 -0.0021 33.58 R K 0
7094 LMGEQFVTGETIAEALANAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 133 1061.0357 2 2120.0568 -0.0003 63.80 R K 0
7095 LMGESSGQTYR JW5741 ECK4175 rnr exoribonuclease R, RNase R 62 614.7848 2 1227.5550 -0.0002 23.36 R L 0
7096 LMGFGHR JW0710 ECK0709 gltA citrate synthase 34 409.2105 2 816.4064 -0.0001 24.69 R V 0
7097 LMGFSGR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 25 384.1971 2 766.3796 0.0001 30.14 K V 0
7098 LMGGGAGFAQQPLFSSK JW5927 ECK3028 ygiB conserved outer membrane protein 76 848.4292 2 1694.8438 -0.0011 44.76 R N 0
7099 LMHIHENRPGVLTALNK JW2880 ECK2909 serA D-3-phosphoglycerate dehydrogenase 27 648.3595 3 1942.0567 -0.0004 30.30 R I 0
7100 LMIIDWVR JW2507 ECK2520 pepB aminopeptidase B 20 523.2968 2 1044.5790 0.0000 55.10 R D 0
7101 LMLGQLQADSGR JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 66 644.8371 2 1287.6596 -0.0009 36.16 K I 0
7102 LMLPAWLGAGTALQK JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 86 785.4446 2 1568.8746 -0.0001 59.34 R V 0
7103 LMLPISLSFDHR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 67 714.8891 2 1427.7636 0.0043 53.17 R V 0
7104 LMNLPAPNPEAPR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 89 710.3740 2 1418.7334 -0.0005 39.05 K E 0
7105 LMPEFWQFPTVSMGLGPIGAIYQAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 56 1391.2105 2 2780.4064 -0.0005 76.71 K F 0
7106 LMPLHNK JW2463 ECK2474 dapA dihydrodipicolinate synthase 20 426.7420 2 851.4694 0.0008 18.97 R L 0
7107 LMPSEQWK JW0228 ECK0239 gpt guanine-hypoxanthine phosphoribosyltransferase 13 509.7551 2 1017.4956 0.0003 32.24 R G 0
7108 LMQMAER JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 32 439.7148 2 877.4150 0.0001 24.08 R F 0
7109 LMQQYFQCACSVADILR 57.021465@C:8,57.021465@C:10 JW5689 ECK3404 malP maltodextrin phosphorylase 121 1051.9943 2 2101.9740 -0.0006 59.20 R R 0
7110 LMSAIPLNGVCDSYSWAEAISLLR 15.994915@M:2,57.021465@C:11 JW0166 ECK0170 pyrH uridylate kinase 99 1341.6650 2 2681.3154 -0.0039 68.97 R N 0
7111 LMSGEIK JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 30 389.2124 2 776.4102 0.0001 22.77 R G 0
7112 LMSLQDGAISAYDLLDLLR JW5714 ECK4038 zur DNA-binding transcriptional activator, Zn(II)-binding 31 703.0422 3 2106.1048 0.0017 79.69 R E 0
7113 LMSWGLVDTFR JW1738 ECK1747 xthA exonuclease III 75 662.8396 2 1323.6646 0.0001 55.76 R H 0
7114 LMTEFNYNSVMQVPR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 97 914.9390 2 1827.8634 -0.0012 50.40 K V 0
7115 LMTLEQGKPLAEAK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 20 510.2845 3 1527.8317 -0.0012 29.99 R G 0
7116 LMTNHGGGNFK JW2498 ECK2510 hisS histidyl tRNA synthetase 11 392.5257 3 1174.5553 0.0001 18.99 K K 0
7117 LMVEQILTDLQK JW0742 ECK0748 galE UDP-galactose-4-epimerase 81 715.9000 2 1429.7854 0.0005 59.59 K A 0
7118 LMYVMGR JW5330 ECK2008 yeeF predicted amino-acid transporter 36 435.2222 2 868.4298 -0.0001 33.39 R D 0
7119 LNADDDVSEIFK JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 107 683.3306 2 1364.6466 0.0007 47.15 R N 0
7120 LNADTLVIADHNK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 95 712.3803 2 1422.7460 -0.0006 30.95 K A 0
7121 LNALPDVLEQFIHLR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 74 889.5017 2 1776.9888 0.0002 69.31 R A 0
7122 LNAPVDEQGR JW2294 ECK2291 pta phosphate acetyltransferase 68 549.7810 2 1097.5474 0.0009 21.44 K T 0
7123 LNAQLAQAEEK JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 36 607.8220 2 1213.6294 -0.0009 24.86 K L 0
7124 LNAQPHGASLYLPMEGLNCYR 57.021465@C:19 JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 31 802.0563 3 2403.1471 0.0007 47.27 R H 0
7125 LNAVPTTAYPTPAR JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 76 736.3986 2 1470.7826 -0.0003 32.82 K R 0
7126 LNDHKPASIGQASR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 72 747.3943 2 1492.7740 -0.0006 18.02 K I 0
7127 LNDMVNWGR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 66 552.7666 2 1103.5186 0.0005 37.58 K K 0
7128 LNDSNLFR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 27 489.7536 2 977.4926 -0.0003 31.06 K Q 0
7129 LNDVEYHESIDEMK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 41 574.5939 3 1720.7599 -0.0014 31.26 R H 0
7130 LNEAEQVLDMFGDHFGLNIVHVPAEDR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 27 767.1253 4 3064.4721 0.0010 69.72 R F 0
7131 LNEALAAQGDNVVINLASDEYFK JW0005 ECK0006 yaaA conserved protein 34 832.0873 3 2493.2401 0.0015 60.52 K S 0
7132 LNEFPEQFEPLFGLR JW1896 ECK1907 yecA conserved metal-binding protein 52 918.4712 2 1834.9278 0.0025 64.55 R E 0
7133 LNEIVAIYQK JW2962 ECK2988 hybC hydrogenase 2, large subunit 36 595.8423 2 1189.6700 -0.0005 40.52 K L 0
7134 LNELGASSINFVVR JW2891 ECK2920 mscS mechanosensitive channel 66 759.9175 2 1517.8204 0.0004 48.17 R V 0
7135 LNELLEFPTPFTYK JW0626 ECK0624 ybeD conserved protein 54 856.4525 2 1710.8904 0.0036 61.74 K V 0
7136 LNEVAHK JW5377 ECK2294 yfcE predicted phosphatase 40 405.7272 2 809.4398 0.0002 14.19 R V 0
7137 LNEVEFR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 32 453.7378 2 905.4610 0.0004 28.41 K A 0
7138 LNEVIELLQPAWQKEPDLNLLQFLQK JW3830 ECK3850 yihD conserved protein 79 1040.5765 3 3118.7077 0.0010 73.20 R L 0
7139 LNFSHGDYAEHGQR JW1666 ECK1672 pykF pyruvate kinase I 84 815.8714 2 1629.7282 -0.0001 23.25 R I 0
7140 LNGDNGEYTCDALIIATGASAR 57.021465@C:10 JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 21 761.3625 3 2281.0657 0.0013 50.03 R Y 0
7141 LNHLVDDK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 36 477.2555 2 952.4964 -0.0013 18.89 K M 0
7142 LNHSATHLMHAALR JW2667 ECK2692 alaS alanyl-tRNA synthetase 87 786.4148 2 1570.8150 0.0000 22.68 R Q 0
7143 LNIDQNPGTAPK JW5856 ECK3773 trxA thioredoxin 1 83 634.3350 2 1266.6554 -0.0014 25.07 K Y 0
7144 LNIGEDVEEMLR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 76 709.3535 2 1416.6924 0.0006 59.33 K S 0
7145 LNIGNPAPFGFDAPDEILVDVIR JW2287 ECK2284 yfbQ predicted aminotransferase 67 1241.6502 2 2481.2858 -0.0044 73.64 K N 0
7146 LNIKPGQTTFDGR JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 25 482.9280 3 1445.7622 -0.0005 29.39 K F 0
7147 LNINNDDIVAVGMTYQF JW0231 ECK0242 phoE outer membrane phosphoporin protein E 11 642.9820 3 1925.9242 0.0050 37.24 K - 0
7148 LNIPMLSAAMDTVTEAR JW5401 ECK2504 guaB IMP dehydrogenase 89 916.9662 2 1831.9178 0.0007 66.05 R L 0
7149 LNKEPIIEYLNSNIVLLK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 114 1057.1169 2 2112.2192 0.0000 59.19 K W 0
7150 LNLAGVSGSADLSQFPIALVQR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 33 752.7498 3 2255.2276 0.0002 62.18 R V 0
7151 LNLEYTVMSK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 61 599.3131 2 1196.6116 0.0007 41.51 R R 0
7152 LNLLVTDK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 54 458.2790 2 914.5434 -0.0003 38.37 K H 0
7153 LNLLVTDKHVEGWDDPR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 31 669.6816 3 2006.0230 0.0007 42.45 K M 0
7154 LNLSLDSQLYPQISGHK JW0099 ECK0102 yacF conserved protein 70 638.3424 3 1912.0054 0.0001 47.35 R S 0
7155 LNMGPEFLSAFTVGDQLLWGAAEPLRR JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 36 996.8519 3 2987.5339 0.0014 77.07 K M 0
7156 LNPTHPNIDYVMYMR JW2577 ECK2593 yfiO predicted lipoprotein 58 932.4475 2 1862.8804 -0.0002 43.58 R G 0
7157 LNQLSNQVDNLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 92 707.3755 2 1412.7364 -0.0007 32.08 K L 0
7158 LNSAVFPGGQGGPLMHVIAGK JW2535 ECK2548 glyA serine hydroxymethyltransferase 59 1025.5484 2 2049.0822 -0.0006 48.90 K A 0
7159 LNSLLDGALK JW2889 ECK2918 yggE conserved protein 45 522.3085 2 1042.6024 0.0002 43.69 K A 0
7160 LNTIHNLR JW0396 ECK0400 tgt tRNA-guanine transglycosylase 20 490.7860 2 979.5574 0.0012 20.83 R Y 0
7161 LNTLSPAEGSK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 48 558.7983 2 1115.5820 -0.0001 22.03 R K 0
7162 LNVEPGKLNEAFINAMAEICTPLPGAVSLLNAIR 57.021465@C:20 JW4336 ECK4365 yjjG predicted hydrolase 62 1212.6479 3 3634.9219 0.0005 78.16 R G 0
7163 LNVLVNVLGK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 32 534.8426 2 1067.6706 0.0003 49.54 R K 0
7164 LNVPENPIIPYIEGDGIGVDVTPAMLK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 25 1432.7603 2 2863.5060 0.0021 68.58 K V 0
7165 LNVPIGEILHVGDDLTTDVGGAIR JW3785 ECK3807 yigB predicted hydrolase 31 825.4488 3 2473.3246 0.0069 66.15 K S 0
7166 LNVTLTR JW1865 ECK1877 argS arginyl-tRNA synthetase 54 408.7505 2 815.4864 0.0000 27.39 R D 0
7167 LNVVDCGDLVYAFGDAR 57.021465@C:6 JW2904 ECK2932 speB agmatinase 97 942.4511 2 1882.8876 -0.0007 55.89 R E 0
7168 LPAAEIDPTYR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 47 623.3278 2 1244.6410 0.0009 34.82 R R 0
7169 LPAAEIDPTYRR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 25 467.9205 3 1400.7397 -0.0015 29.38 R L 0
7170 LPAALEK JW2462 ECK2473 nlpB lipoprotein 42 371.2287 2 740.4428 -0.0004 24.35 R V 0
7171 LPAKLPITVVR JW3684 ECK3699 trmE GTPase 59 402.9360 3 1205.7862 0.0003 36.49 R N 0
7172 LPALFCFPQILQHR 57.021465@C:6 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 55 580.6521 3 1738.9345 0.0003 60.26 R L 0
7173 LPAQIAR JW0861 ECK0868 ybjX conserved protein 50 384.7398 2 767.4650 -0.0002 22.82 R K 0
7174 LPASILVHENSYQPLDK JW0835 ECK0842 nfsA nitroreductase A, NADPH-dependent, FMN-dependent 34 642.0101 3 1923.0085 -0.0017 40.04 R G 0
7175 LPATDGQVK JW5100 ECK0729 tolB periplasmic protein 29 464.7581 2 927.5016 -0.0008 20.43 R F 0
7176 LPAVNNIYELR JW2553 ECK2567 lepA GTP binding membrane protein 69 651.3641 2 1300.7136 -0.0002 44.13 K E 0
7177 LPDAVEEAIEAEMEKEISCVDSAELGK 57.021465@C:19 JW3143 ECK3165 glmM phosphoglucosamine mutase 101 988.1352 3 2961.3838 0.0005 70.07 K A 0
7178 LPDFLSFFGGK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 50 614.3243 2 1226.6340 0.0005 68.87 K R 0
7179 LPDGTVK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 18 365.2112 2 728.4078 0.0011 20.61 K V 0
7180 LPDQPLAGKPVLIQTSSMGVIGGAR JW3691 ECK3706 yieF chromate reductase, Class I, flavoprotein 91 835.8001 3 2504.3785 0.0001 46.94 R C 0
7181 LPDWDAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 21 422.7139 2 843.4132 0.0006 30.22 R I 0
7182 LPEAGEDLELK JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 70 607.3186 2 1212.6226 -0.0010 36.43 R M 0
7183 LPEGWVIAPVSTVTTLIR JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 31 976.5637 2 1951.1128 -0.0014 66.51 K G 0
7184 LPEMINSVR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 57 529.7864 2 1057.5582 -0.0008 35.32 R G 0
7185 LPFAYAK JW0886 ECK0894 pflB pyruvate formate lyase I 28 405.2315 2 808.4484 0.0001 31.35 K D 0
7186 LPFICELAK 57.021465@C:5 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 34 545.8018 2 1089.5890 -0.0001 48.97 R A 0
7187 LPFTLATNQVEISPVHQPLLLDGTLDQLQQLR JW1639 ECK1643 ydhF predicted oxidoreductase 124 1199.9934 3 3596.9584 0.0018 66.25 R V 0
7188 LPGEEGLWQIHLQDGK JW0328 ECK0334 codA cytosine deaminase 61 607.3161 3 1818.9265 0.0000 47.92 R I 0
7189 LPGGQLEQAR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 82 534.7933 2 1067.5720 -0.0003 24.40 R E 0
7190 LPGILELSR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 53 499.3055 2 996.5964 -0.0002 45.95 R T 0
7191 LPGKPLVDINGKPMIVHVLER JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 51 775.7874 3 2324.3404 0.0001 43.82 R A 0
7192 LPGMGQIPDNVK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 63 634.8369 2 1267.6592 -0.0002 37.10 K S 0
7193 LPGVEEYIK JW1753 ECK1762 selD selenophosphate synthase 32 524.2897 2 1046.5648 0.0001 41.93 K L 0
7194 LPGVNDTR JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 33 436.2353 2 870.4560 0.0002 21.98 R T 0
7195 LPHFAVSIAVR JW2517 ECK2530 suhB inositol monophosphatase 38 403.9083 3 1208.7031 0.0003 40.69 R I 0
7196 LPIDLSQLK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 58 513.8133 2 1025.6120 0.0000 46.07 K V 0
7197 LPIIGVGGIDSVIAAR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 56 775.9670 2 1549.9194 0.0003 57.99 R E 0
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7198 LPITVVR JW3684 ECK3699 trmE GTPase 24 399.2658 2 796.5170 -0.0001 31.31 K N 0
7199 LPIVEQTPLFK JW2498 ECK2510 hisS histidyl tRNA synthetase 33 642.8815 2 1283.7484 -0.0004 49.01 R R 0
7200 LPIVVYTPDNVDVK JW2197 ECK2201 eco ecotin, a serine protease inhibitor 60 786.4369 2 1570.8592 -0.0014 45.94 K Y 0
7201 LPIYLDYSATTPVDPR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 80 910.9749 2 1819.9352 -0.0003 49.91 K V 0
7202 LPLAEFHR JW2507 ECK2520 pepB aminopeptidase B 56 491.7770 2 981.5394 -0.0001 31.66 R S 0
7203 LPLFYNLSPVNQR JW3765 ECK3783 rffA TDP-4-oxo-6-deoxy-D-glucose transaminase 57 780.9301 2 1559.8456 -0.0003 52.14 R T 0
7204 LPLNFKK JW0886 ECK0894 pflB pyruvate formate lyase I 29 430.2736 2 858.5326 -0.0001 26.37 K F 0
7205 LPLPTQYQTAIK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 58 686.8953 2 1371.7760 -0.0002 40.90 K V 0
7206 LPLRGPVENTAR JW0101 ECK0104 guaC GMP reductase 51 661.8804 2 1321.7462 -0.0004 24.82 K D 0
7207 LPLTLDPVR JW1074 ECK1074 yceD conserved protein 43 512.3135 2 1022.6124 0.0000 40.95 K T 0
7208 LPLTLMTLDDWALATITGADSEK JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 33 825.7616 3 2474.2630 0.0017 80.08 R Y 0
7209 LPMNFQPYDSDADWVITGVPFDMATSGR JW2904 ECK2932 speB agmatinase 18 1044.1479 3 3129.4219 0.0006 69.86 R A 0
7210 LPMTPITDSGR JW2463 ECK2474 dapA dihydrodipicolinate synthase 48 594.3080 2 1186.6014 -0.0001 33.04 R E 0
7211 LPNGVLR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 44 384.7400 2 767.4654 0.0002 25.83 R T 0
7212 LPPEVNLIAVAHYLQALECQR 57.021465@C:19 JW2962 ECK2988 hybC hydrogenase 2, large subunit 51 812.1031 3 2433.2875 0.0037 68.29 K D 0
7213 LPQHVLPLFGLCLGWPADNPDLKPR 57.021465@C:12 JW0835 ECK0842 nfsA nitroreductase A, NADPH-dependent, FMN-dependent 64 714.1359 4 2852.5145 -0.0014 60.48 K L 0
7214 LPQLGIEFSGPGAK JW3198 ECK3218 sspA stringent starvation protein A 71 707.3907 2 1412.7668 0.0005 47.34 R E 0
7215 LPQNITLTEV JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 14 564.3192 2 1126.6238 0.0005 47.36 R - 0
7216 LPQPVAEQAHK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 34 609.3358 2 1216.6570 0.0006 20.79 R L 0
7217 LPQVASPLTFATEEEIR JW0190 ECK0194 proS prolyl-tRNA synthetase 99 951.0038 2 1899.9930 -0.0012 53.10 K A 0
7218 LPQVEGTGGDVQPSQDLVR JW2573 ECK2590 clpB protein disaggregation chaperone 101 998.0112 2 1994.0078 0.0009 39.24 R V 0
7219 LPSCGFSAQAVQALAACGER 57.021465@C:4,57.021465@C:17 JW1646 ECK1650 ydhD conserved protein 112 1046.9976 2 2091.9806 -0.0023 51.45 K F 0
7220 LPSGGSIVIDSTEALTAIDINSAR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 63 800.7591 3 2399.2555 0.0012 63.20 R A 0
7221 LPSQPLPIIGSGK JW1639 ECK1643 ydhF predicted oxidoreductase 11 653.8897 2 1305.7648 -0.0007 43.96 R I 0
7222 LPTGIFYAQGVK JW4312 ECK4339 hsdM DNA methylase M 62 647.3635 2 1292.7124 -0.0004 42.33 R T 0
7223 LPTIIDAPAQEFATIYVSGGK JW0470 ECK0475 ybaK conserved protein 12 731.0600 3 2190.1582 0.0010 62.99 R R 0
7224 LPTLTADQK JW5655 ECK3541 yiaF conserved protein 40 493.7797 2 985.5448 0.0005 28.23 R K 0
7225 LPTLTADQKK JW5655 ECK3541 yiaF conserved protein 28 372.2202 3 1113.6388 -0.0006 22.79 R Q 0
7226 LPTPEEYQTYVAQVDK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 72 940.9690 2 1879.9234 0.0030 46.55 K T 0
7227 LPTQSSQLYGTNLVNLLK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 12 663.7051 3 1988.0935 -0.0007 58.60 R L 0
7228 LPVEFVPVR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 58 528.3161 2 1054.6176 0.0003 42.22 K F 0
7229 LPVLFAIDR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 37 522.3152 2 1042.6158 -0.0017 50.65 K A 0
7230 LPVVATLNELSEEALIQILK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 60 731.7633 3 2192.2681 0.0015 80.09 R E 0
7231 LPVVATLNELSEEALIQILKEPK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 44 849.8259 3 2546.4559 -0.0010 76.50 R N 0
7232 LPYITFPEGSEEHTYLHAQR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 36 597.7952 4 2387.1517 -0.0029 44.10 K Q 0
7233 LQAAATSAQK JW0675 ECK0676 pgm phosphoglucomutase 40 494.7748 2 987.5350 0.0001 17.16 R A 0
7234 LQAADVACR 57.021465@C:8 JW0232 ECK0243 proB gamma-glutamate kinase 37 502.2529 2 1002.4912 -0.0003 22.48 K A 0
7235 LQADAAHSALK JW5655 ECK3541 yiaF conserved protein 29 375.5399 3 1123.5979 -0.0007 19.95 K Q 0
7236 LQADEVQLHQK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 56 654.8489 2 1307.6832 0.0000 23.00 R E 0
7237 LQAFEGVVIAIR JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 26 658.3900 2 1314.7654 -0.0004 82.17 R N 0
7238 LQAGERDLDEIITIAGQELNEK JW0129 ECK0132 panC pantothenate synthetase 12 819.0940 3 2454.2602 0.0000 64.13 K G 0
7239 LQAHPEMLNPSVPLFR JW5146 ECK1019 ycdW 2-ketoacid reductase 35 616.9978 3 1847.9716 -0.0001 46.36 K L 0
7240 LQALLGR JW3899 ECK3920 yiiU conserved protein 36 385.7479 2 769.4812 0.0002 28.65 R M 0
7241 LQDAFPVLYTGR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 64 690.3693 2 1378.7240 -0.0005 46.85 R D 0
7242 LQDCYAALGIVHTHYR 57.021465@C:4 JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 14 479.9908 4 1915.9341 -0.0020 36.82 R H 0
7243 LQDDEYQWLSALPFFK JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 18 667.3318 3 1998.9736 0.0009 73.47 R A 0
7244 LQDGNWR JW2577 ECK2593 yfiO predicted lipoprotein 39 444.7201 2 887.4256 0.0007 22.24 K Q 0
7245 LQEDESFTNK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 64 605.7830 2 1209.5514 0.0002 24.43 K N 0
7246 LQEFLQHVS JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 40 550.7898 2 1099.5650 -0.0011 34.26 R - 0
7247 LQELGATR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 54 444.2506 2 886.4866 -0.0005 22.62 K L 0
7248 LQENSLFDIVNTIR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 45 831.4461 2 1660.8776 -0.0007 61.25 R Q 0
7249 LQEQNIDSLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 53 608.3198 2 1214.6250 -0.0004 28.78 K S 0
7250 LQESGSPIDLITLAESLER JW4012 ECK4044 dnaB replicative DNA helicase 119 1036.0499 2 2070.0852 0.0009 71.77 R Q 0
7251 LQESSPLPVLGAVPWSFDLIATR JW2294 ECK2291 pta phosphate acetyltransferase 71 1248.6789 2 2495.3432 0.0008 74.94 K A 0
7252 LQEYVAMLHTAAR JW1816 ECK1826 kdgR predicted DNA-binding transcriptional regulator 65 751.8930 2 1501.7714 0.0003 38.21 R K 0
7253 LQGEVTISGAK JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 38 551.8091 2 1101.6036 0.0007 25.67 K N 0
7254 LQGFSPASVCIVGTHTLR 57.021465@C:10 JW2487 ECK2498 ppx exopolyphosphatase 57 648.3434 3 1942.0084 -0.0010 44.03 R Q 0
7255 LQGIAQQNSFK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 68 617.3326 2 1232.6506 -0.0007 28.82 K H JW3485
7256 LQGIAQQNSFK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 52 617.3330 2 1232.6514 0.0001 27.00 K H JW3485
7257 LQGIDLK JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 26 393.7396 2 785.4646 0.0001 30.34 R S 0
7258 LQGNMGIGHVR JW2309 ECK2306 purF amidophosphoribosyltransferase 49 394.5451 3 1180.6135 0.0000 24.00 R Y 0
7259 LQHIDFVR JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 48 514.2878 2 1026.5610 0.0001 30.24 K A 0
7260 LQHIDFVRA JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 40 549.8062 2 1097.5978 -0.0004 31.88 K - 0
7261 LQHYYQFQVVIKPSPDNIQELYLGSLK JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 16 805.9310 4 3219.6949 -0.0020 54.92 R E 0
7262 LQIIVAER JW1163 ECK1162 minE cell division topological specificity factor 22 471.2926 2 940.5706 0.0001 35.95 R R 0
7263 LQILADEYLPVDEGGIPHDGLK JW0739 ECK0745 galM galactose-1-epimerase (mutarotase) 59 798.0843 3 2391.2311 -0.0011 53.05 K S 0
7264 LQINSNVLQIENELYAPIRPK JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 56 818.1237 3 2451.3493 0.0007 57.64 R R 0
7265 LQLADGSTALVTTVYDLTLANYGLER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 63 933.1582 3 2796.4528 -0.0018 78.65 R G 0
7266 LQLAMPLLPQEVQQQGVSVEK JW0451 ECK0456 acrB multidrug efflux system protein 46 1168.1374 2 2334.2602 -0.0015 57.47 K S 0
7267 LQLKPGMR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 23 471.7816 2 941.5486 0.0007 22.20 K V 0
7268 LQLLHDEGR JW1243 ECK1245 yciI predicted enzyme 35 540.7934 2 1079.5722 -0.0002 24.82 R L 0
7269 LQLMFSR JW5165 ECK1118 hflD predicted lysogenization regulator 22 447.7470 2 893.4794 0.0003 40.09 R N 0
7270 LQLTDSYQLLEK JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 26 725.8928 2 1449.7710 -0.0005 48.80 K I 0
7271 LQLVGVGYR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 61 502.7980 2 1003.5814 0.0001 37.19 K A 0
7272 LQMELVPER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 51 557.8007 2 1113.5868 0.0016 37.51 K L 0
7273 LQMQQLQQNNIVYFDLDKYDIR JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 45 929.1378 3 2784.3916 0.0011 55.72 R S 0
7274 LQPDEDGIGATLQPA JW1656 ECK1660 ydhQ conserved protein 39 762.8804 2 1523.7462 -0.0005 42.00 K - 0
7275 LQPDEGVDIQVLNK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 35 784.4197 2 1566.8248 -0.0004 41.90 R V 0
7276 LQPDEGVDIQVLNKVPGLDHK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 13 579.3169 4 2313.2385 0.0058 46.73 R H 0
7277 LQQIEEETGLTIEQVK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 122 929.4937 2 1856.9728 -0.0003 44.44 K D 0
7278 LQQLGGGEAIPLEGREENIVFEVPK JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 38 908.1536 3 2721.4390 0.0053 52.28 R E 0
7279 LQQPDIVETLITLPETQLK JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 103 1090.1147 2 2178.2148 0.0001 67.77 K E 0
7280 LQQPDIVETLITLPETQLKEYFTK JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 45 949.8513 3 2846.5321 0.0005 76.60 K Y 0
7281 LQQVGDKPRPK JW3945 ECK3973 nusG transcription termination factor 38 633.3696 2 1264.7246 -0.0005 7.08 R T 0
7282 LQSGDEYFR JW1865 ECK1877 argS arginyl-tRNA synthetase 36 557.7620 2 1113.5094 0.0003 28.32 K E 0
7283 LQSHPLKR JW3564 ECK3580 selA selenocysteine synthase 42 489.7958 2 977.5770 0.0000 15.68 R A 0
7284 LQSMMAPFSDLVPEVFR JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 34 983.9918 2 1965.9690 -0.0001 71.70 R S 0
7285 LQTEAQLQSFITTAQ JW0628 ECK0626 rlpA minor lipoprotein 59 839.9362 2 1677.8578 0.0005 52.87 R - 0
7286 LQTHPFLGPK JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 33 379.8852 3 1136.6338 -0.0005 26.98 R L 0
7287 LQTIIER JW2291 ECK2288 yfbU conserved protein 19 436.7635 2 871.5124 -0.0002 27.60 R G 0
7288 LQTLGLTQGTVVTISAEGEDEQK JW2408 ECK2410 ptsH phosphohistidinoprotein-hexose phosphotransferase component of PTS system (Hpr) 52 806.4180 3 2416.2322 -0.0012 49.03 K A 0
7289 LQTLGLTQGTVVTISAEGEDEQKAVEHLVK JW2408 ECK2410 ptsH phosphohistidinoprotein-hexose phosphotransferase component of PTS system (Hpr) 86 799.1793 4 3192.6881 0.0006 54.20 K L 0
7290 LQTMVSHFTIDPSR JW0600 ECK0601 uspG universal stress protein UP12 44 544.6121 3 1630.8145 0.0009 39.81 R I 0
7291 LQTVLFQQQLGTLR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 103 822.9745 2 1643.9344 -0.0015 49.39 R D 0
7292 LQVEAIK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 40 400.7476 2 799.4806 0.0003 25.78 K R 0
7293 LQVEAIKR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 52 478.7980 2 955.5814 0.0000 22.48 K G 0
7294 LQVGDLDNR JW2462 ECK2473 nlpB lipoprotein 42 515.2697 2 1028.5248 -0.0001 29.95 K S 0
7295 LQVTSEK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 19 402.7265 2 803.4384 -0.0004 18.62 R V 0
7296 LQVVTLLGSLR JW3691 ECK3706 yieF chromate reductase, Class I, flavoprotein 62 599.8796 2 1197.7446 0.0001 57.27 K K 0
7297 LQVVTLLGSLRK JW3691 ECK3706 yieF chromate reductase, Class I, flavoprotein 40 442.9539 3 1325.8399 0.0005 47.17 K G 0
7298 LRDAKPQGGIGLLTVK JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 85 833.5038 2 1664.9930 -0.0007 31.54 R L 0
7299 LRDDKQPVWLDEYR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 30 611.6473 3 1831.9201 -0.0015 36.14 R S 0
7300 LRDELAK JW2174 ECK2180 yejK nucleotide associated protein 33 422.7477 2 843.4808 -0.0005 18.39 R Y 0
7301 LRDELPGVK JW2498 ECK2510 hisS histidyl tRNA synthetase 27 513.8009 2 1025.5872 0.0004 22.50 R L 0
7302 LRDLGGLIVIDFIDMTPVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 11 715.0700 3 2142.1882 0.0011 70.24 R H 0
7303 LRDLSPLWEMYK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 61 775.9049 2 1549.7952 -0.0009 49.00 R Q 0
7304 LRDNPECADQEHQAK 57.021465@C:7 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 57 604.2761 3 1809.8065 0.0002 17.20 R S 0
7305 LRDQYDLHPVYK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 22 516.2711 3 1545.7915 -0.0024 27.01 K R 0
7306 LRDQYDLHPVYKR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 34 568.3056 3 1701.8950 0.0000 25.01 K V 0
7307 LRDTPILTFMNK JW5873 ECK4366 prfC peptide chain release factor RF-3 70 724.8995 2 1447.7844 -0.0011 43.68 R L 0
7308 LRDVVIGMGACTDSK 57.021465@C:11 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 56 541.2725 3 1620.7957 -0.0007 31.12 K V 0
7309 LRDWGVSR JW0637 ECK0635 leuS leucyl-tRNA synthetase 32 494.7707 2 987.5268 0.0018 24.18 R Q 0
7310 LREEFGVYAVASGR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 16 518.6071 3 1552.7995 -0.0002 36.16 R V 0
7311 LREEIAEQHR JW0886 ECK0894 pflB pyruvate formate lyase I 46 427.5615 3 1279.6627 -0.0007 18.43 R A 0
7312 LREELDFLK JW3148 ECK3170 greA transcription elongation factor 33 581.8271 2 1161.6396 0.0003 40.06 K S 0
7313 LREFIQR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 33 481.2825 2 960.5504 -0.0001 24.56 K A 0
7314 LREGITATDLVLTVTQMLR JW1268 ECK1271 acnA aconitate hydratase 1 48 710.7367 3 2129.1883 0.0006 70.55 K K 0
7315 LREGNSAGK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 24 466.2512 2 930.4878 -0.0005 13.52 R E 0
7316 LRELAENNPLGDYLR JW3862 ECK3884 fdhE formate dehydrogenase formation protein 32 591.6491 3 1771.9255 0.0039 44.84 R F 0
7317 LRELFLR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 36 473.7955 2 945.5764 0.0005 32.93 K V 0
7318 LRELSFLNSGVSIR JW5625 ECK3691 gyrB DNA gyrase, subunit B 31 530.9709 3 1589.8909 0.0019 44.80 R L 0
7319 LREQQEAER JW0907 ECK0915 mukB fused chromosome partitioning proteins 33 579.7974 2 1157.5802 0.0014 14.95 R L 0
7320 LREYQDIIR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 21 603.3356 2 1204.6566 0.0002 30.06 K E 0
7321 LRGETASFDIEANGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 79 804.4044 2 1606.7942 -0.0007 29.83 R V 0
7322 LRGSLLLGSLLVVSSFSTQAAEEMLRK 15.994915@M:24 JW1447 ECK1446 yncE conserved protein 11 974.5423 3 2920.6051 -0.0003 63.71 R A 0
7323 LRGSVNPECTLAQLGAAK 57.021465@C:9 JW3975 ECK4007 aceA isocitrate lyase 72 629.0034 3 1883.9884 -0.0001 39.98 K M 0
7324 LRGVHAVTR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 29 504.8066 2 1007.5986 -0.0001 17.30 R Y 0
7325 LRMTGEFASDMSDAAGTMWLDVAK 15.994915@M:11 JW3536 ECK3553 xylB xylulokinase 10 873.7340 3 2618.1802 -0.0014 81.69 R R 0
7326 LRPAFPPK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 36 463.2839 2 924.5532 -0.0012 21.55 K I 0
7327 LRPCTPR 57.021465@C:4 JW0518 ECK0522 folD bifunctional 5,10-methylene-tetrahydrofolate dehydrogenase -!- 5,10-methylene-tetrahydrofolate cyclohydrolase 12 450.2473 2 898.4800 -0.0007 17.24 R G 0
7328 LRPGAELLEGAHVGNFVEMK JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 63 723.0487 3 2166.1243 -0.0012 44.92 R K 0
7329 LRPMTGLDKPVAAFLDR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 43 634.0205 3 1899.0397 -0.0003 45.15 K H 0
7330 LRVLDAGGGEGQTAIKMAER JW0904 ECK0912 smtA S-adenosylmethionine-dependent methyltransferase 17 691.3700 3 2071.0882 0.0040 72.41 K G 0
7331 LRVNVDAGNR JW0172 ECK0176 yaeT conserved protein 15 371.8754 3 1112.6044 -0.0005 21.41 K F 0
7332 LSAELSR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 25 388.2192 2 774.4238 0.0003 21.66 K L 0
7333 LSAHQVQQTLR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 41 427.5743 3 1279.7011 0.0015 24.64 R R 0
7334 LSALVEIYR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 55 532.3107 2 1062.6068 -0.0005 41.88 R M 0
7335 LSANWMAAAGHPGEDAGLYEAVK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 35 786.7108 3 2357.1106 -0.0004 46.52 K A 0
7336 LSAQMAR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 43 388.7076 2 775.4006 -0.0003 19.31 R R 0
7337 LSASYVGEDNER JW1709 ECK1717 thrS threonyl-tRNA synthetase 76 670.3098 2 1338.6050 0.0000 24.33 R K 0
7338 LSCQLYQR 57.021465@C:3 JW2795 ECK2823 thyA thymidylate synthetase 44 534.2683 2 1066.5220 -0.0009 24.94 K S 0
7339 LSDDPIYR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 34 489.7487 2 977.4828 0.0011 26.78 K K 0
7340 LSDEELKGK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 68 509.7756 2 1017.5366 0.0025 19.04 K T 0
7341 LSDEVTDSPMVDK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 95 718.3345 2 1434.6544 -0.0004 30.52 R S 0
7342 LSDIAPTMLSLMGMEIPQEMTGKPLFIVE 15.994915@M:8,15.994915@M:12,15.994915@M:14,15.994915@M:20 JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 12 1085.8714 3 3254.5924 0.0090 72.29 K - 0
7343 LSDLGYTNK JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 40 505.7609 2 1009.5072 -0.0008 25.57 R S 0
7344 LSDPTTK JW4111 ECK4146 ampC beta-lactamase/D-alanine carboxypeptidase 12 381.2054 2 760.3962 -0.0005 38.59 K Y 0
7345 LSDQEIEQTLQAFEAR JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 81 939.4657 2 1876.9168 0.0002 61.23 K V 0
7346 LSDRLDAIR JW3577 ECK3592 yibL conserved protein 24 529.8014 2 1057.5882 0.0002 26.00 R H 0
7347 LSDVIEQQLEFLILEGTLRPGEK JW0109 ECK0112 pdhR DNA-binding transcriptional dual regulator 61 876.4815 3 2626.4227 0.0009 71.41 K L 0
7348 LSDYGVQLR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 75 525.7829 2 1049.5512 0.0007 32.88 R E 0
7349 LSEKELPLTESLALTIDR JW0738 ECK0744 gpmA phosphoglyceromutase 1 38 1014.5653 2 2027.1160 0.0011 53.47 K V 0
7350 LSELEQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 36 437.7351 2 873.4556 0.0001 21.20 R L 0
7351 LSELGNQYSNNVLDATMGWTK JW3465 ECK3483 prlC oligopeptidase A 110 1171.0601 2 2340.1056 0.0002 57.95 R L 0
7352 LSEVAHLLK JW2667 ECK2692 alaS alanyl-tRNA synthetase 37 505.3063 2 1008.5980 0.0013 30.24 R G 0
7353 LSEVEGVNNR JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 56 558.7858 2 1115.5570 -0.0001 21.83 R L 0
7354 LSFDILIPPDQIMGAR JW5741 ECK4175 rnr exoribonuclease R, RNase R 17 893.4813 2 1784.9480 -0.0013 64.02 R M 0
7355 LSFETSMHR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 20 369.8471 3 1106.5195 0.0016 28.37 R L 0
7356 LSFIRPGLR JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 22 353.5538 3 1057.6396 0.0000 34.03 R I 0
7357 LSFSLPADMTDQSGK JW5682 ECK3456 dcrB periplasmic protein 81 798.8822 2 1595.7498 -0.0003 48.89 K L 0
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7358 LSGAQVMATDLR JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 85 631.3315 2 1260.6484 -0.0012 35.11 K A 0
7359 LSGDTLDGETAFR JW2667 ECK2692 alaS alanyl-tRNA synthetase 78 691.3332 2 1380.6518 -0.0003 35.31 K L 0
7360 LSGEALQGTEGFGIDASILDR JW0166 ECK0170 pyrH uridylate kinase 83 1075.0436 2 2148.0726 0.0028 55.56 K M 0
7361 LSGETLEHAVEVSK JW3963 ECK3991 yjaG conserved protein 84 749.8904 2 1497.7662 -0.0011 33.65 R T 0
7362 LSGFGNFDLR JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 50 563.2877 2 1124.5608 -0.0005 48.80 K D 0
7363 LSGGFLFK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 47 434.7500 2 867.4854 0.0001 41.43 K M 0
7364 LSGHFLDR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 23 315.5030 3 943.4872 -0.0005 25.93 R L 0
7365 LSGKPLLLTELFLPASPLY JW5713 ECK4031 ubiC chorismate pyruvate lyase 93 1036.6059 2 2071.1972 0.0003 72.31 R - 0
7366 LSGLVLDEADEMLR JW5531 ECK3150 deaD ATP-dependent RNA helicase 15 780.9005 2 1559.7864 0.0001 56.41 K M 0
7367 LSGNTASGLPAR JW0811 ECK0817 moeA molybdopterin biosynthesis protein 42 572.3094 2 1142.6042 -0.0001 22.90 K Q 0
7368 LSGQHNYTNALAALALADAAGLPR JW0086 ECK0089 murD UDP-N-acetylmuramoyl-L-alanine:D-glutamate ligase 39 803.4276 3 2407.2610 0.0001 57.48 K A 0
7369 LSGSLACAVIAAMQGAHIIR 57.021465@C:7 JW3144 ECK3166 folP 7,8-dihydropteroate synthase 57 680.3681 3 2038.0825 0.0010 64.69 R V 0
7370 LSGSVTVGETPVIR JW2410 ECK2412 crr glucose-specific enzyme IIA component of PTS 62 707.8983 2 1413.7820 -0.0006 36.56 K I 0
7371 LSGVEVSGNLAGHSAEIEQLTK JW0172 ECK0176 yaeT conserved protein 65 747.0572 3 2238.1498 0.0006 43.58 K I 0
7372 LSGYTEDEKLNIAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 63 790.9121 2 1579.8096 0.0003 30.22 R R 0
7373 LSHNIATLK JW2100 ECK2106 mrp antiporter inner membrane protein 62 498.7954 2 995.5762 0.0000 21.23 K R 0
7374 LSHNIATLKR JW2100 ECK2106 mrp antiporter inner membrane protein 59 576.8461 2 1151.6776 0.0003 19.82 K V 0
7375 LSHTCFQVLAYEPYLELCEIMNQK 57.021465@C:5,57.021465@C:18 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 20 996.1434 3 2985.4084 0.0009 66.38 K V 0
7376 LSHVGQQVTLCGWVNR 57.021465@C:11 JW1855 ECK1867 aspS aspartyl-tRNA synthetase 38 618.6526 3 1852.9360 -0.0007 39.28 R R 0
7377 LSIAYGIAQAMHR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 75 715.8818 2 1429.7490 -0.0009 44.38 K E 0
7378 LSIISFHSLEDR JW0080 ECK0083 mraW S-adenosyl-dependent methyltransferase activity on membrane-located substrates 37 472.9208 3 1415.7406 -0.0003 45.88 R I 0
7379 LSINPRPPVER JW2050 ECK2059 dcd 2'-deoxycytidine 5'-triphosphate deaminase 14 639.3701 2 1276.7256 0.0004 27.74 R I 0
7380 LSIPGGCCSFDLPTLHIWLHLPQAQR 57.021465@C:7,57.021465@C:8 JW0099 ECK0102 yacF conserved protein 10 754.8867 4 3015.5177 -0.0034 62.82 R D 0
7381 LSITAYWSPLYFK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 67 794.9243 2 1587.8340 0.0004 60.92 K A 0
7382 LSIVDVNAGAQPLYNQQK JW0660 ECK0662 asnB asparagine synthetase B 22 653.3497 3 1957.0273 0.0004 43.71 R T 0
7383 LSKEYDHIKDVNDLPELLK JW4185 ECK4222 ppa inorganic pyrophosphatase 42 568.0567 4 2268.1977 -0.0023 43.69 K A 0
7384 LSLAATR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 29 366.2247 2 730.4348 0.0011 24.07 K S 0
7385 LSLDSALPDR JW0250 ECK0261 insH CP4-6 prophage; IS5 transposase and trans-activator 69 543.7933 2 1085.5720 0.0004 39.25 R T JW0540 JW0652 JW1324 JW1363 JW1882 JW1972 JW2014 JW2179 JW2949 JW3185 JW3472 JW5895 JW5914 JW5928 JW5935 JW5936 JW5951

7386 LSLELNGR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 45 451.2586 2 900.5026 -0.0001 32.77 R L 0
7387 LSLGDLDTLMPQDMINAKPISAAVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 32 881.1361 3 2640.3865 -0.0002 62.84 R E 0
7388 LSLNDASLFYEPESSSALGFGFR JW2553 ECK2567 lepA GTP binding membrane protein 82 1254.1077 2 2506.2008 -0.0006 66.48 K C 0
7389 LSLNGTIIVGR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 29 571.8485 2 1141.6824 0.0006 44.61 R D 0
7390 LSLWTGLLATVVYNQNR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 41 650.0265 3 1947.0577 -0.0001 71.01 R Q 0
7391 LSMPVALAPVGLCGMYAR 57.021465@C:13 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 68 953.4907 2 1904.9668 -0.0006 57.94 K R 0
7392 LSNAGIR JW1709 ECK1717 thrS threonyl-tRNA synthetase 48 365.7140 2 729.4134 0.0002 18.97 K V 0
7393 LSNAQVIDVTK JW3148 ECK3170 greA transcription elongation factor 96 594.3350 2 1186.6554 -0.0002 29.68 K M 0
7394 LSNDELNMLGEMIGEQDIEPLLQAANSDSEDAQSAR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 33 1301.9332 3 3902.7778 -0.0008 75.52 K Q 0
7395 LSNPELR JW5503 ECK3026 tolC transport channel 29 414.7327 2 827.4508 0.0007 22.65 R K 0
7396 LSPEIAR JW1753 ECK1762 selD selenophosphate synthase 22 393.2293 2 784.4440 -0.0002 23.01 K E JW5831
7397 LSPEMVSASTLAGDPITAR JW0675 ECK0676 pgm phosphoglucomutase 53 958.4920 2 1914.9694 -0.0025 47.69 K L 0
7398 LSPFFDEMQATPAPVEDIHGAR JW1268 ECK1271 acnA aconitate hydratase 1 76 810.0575 3 2427.1507 -0.0023 49.89 R I 0
7399 LSPIAEQLDK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 17 557.3110 2 1112.6074 -0.0004 33.73 R I 0
7400 LSPIAEQLDKISDGYISALLR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 62 768.0934 3 2301.2584 0.0005 70.29 R R 0
7401 LSPLHSVYVDQWDWER JW3722 ECK3738 asnA asparagine synthetase A 50 677.3305 3 2028.9697 0.0004 49.72 R V 0
7402 LSPPAFR JW2294 ECK2291 pta phosphate acetyltransferase 20 394.2267 2 786.4388 0.0001 30.11 R Y 0
7403 LSPSLGESSHHVCPR 57.021465@C:13 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 57 554.9379 3 1661.7919 -0.0024 21.68 R C 0
7404 LSPTLAMYR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 53 526.2839 2 1050.5532 0.0001 36.19 K A 0
7405 LSQDLAR JW5503 ECK3026 tolC transport channel 55 401.7245 2 801.4344 0.0000 20.61 R E 0
7406 LSQPGGSEDQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 29 587.2787 2 1172.5428 0.0007 17.74 R L 0
7407 LSSLTELTAK JW1716 ECK1725 yniC predicted hydrolase 43 531.8057 2 1061.5968 0.0000 35.52 K D 0
7408 LSTDEVK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 32 396.2108 2 790.4070 -0.0001 19.01 K V 0
7409 LSTLEVMK JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 36 460.7594 2 919.5042 -0.0007 31.48 R Y 0
7410 LSTNYFFADFWLGETIANGPFVHYPNEK JW0888 ECK0896 ycaO conserved protein 10 1093.1934 3 3276.5584 0.0028 74.63 R W 0
7411 LSTRPEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 23 415.7398 2 829.4650 -0.0007 14.60 K R 0
7412 LSTRPEKR JW1709 ECK1717 thrS threonyl-tRNA synthetase 24 493.7906 2 985.5666 -0.0002 13.89 K I 0
7413 LSVEWMNELSHWPNLNVLLTR JW0861 ECK0868 ybjX conserved protein 56 851.1091 3 2550.3055 0.0003 69.94 R Q 0
7414 LSVFKPIAQPR JW2294 ECK2291 pta phosphate acetyltransferase 46 419.2550 3 1254.7432 -0.0015 33.14 R T 0
7415 LSVLHGINAPEFFDK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 46 562.9667 3 1685.8783 0.0006 48.70 R A 0
7416 LSVRPAHLAR JW1243 ECK1245 yciI predicted enzyme 26 560.3403 2 1118.6660 -0.0012 20.62 R L 0
7417 LSYDTEASIAK JW0007 ECK0008 talB transaldolase B 70 599.3036 2 1196.5926 0.0002 28.67 R A 0
7418 LSYTGEVK JW0007 ECK0008 talB transaldolase B 32 448.7397 2 895.4648 -0.0003 23.73 K A 0
7419 LTAANMLDAK JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 72 524.2789 2 1046.5432 0.0003 32.24 R E 0
7420 LTADQTQYHFLSGFTAK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 25 643.3229 3 1926.9469 -0.0008 45.75 R L 0
7421 LTAEGVK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 32 359.2105 2 716.4064 -0.0003 19.32 K A 0
7422 LTAFEYTIMETLIR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 13 850.9502 2 1699.8858 0.0004 70.73 K N 0
7423 LTAHFYDR JW2536 ECK2549 hmp fused nitric oxide dioxygenase -!- dihydropteridine reductase 2 38 511.7561 2 1021.4976 -0.0005 25.72 K M 0
7424 LTALGDELR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 45 494.2768 2 986.5390 -0.0006 33.40 K F 0
7425 LTAMGVGER JW0637 ECK0635 leuS leucyl-tRNA synthetase 69 467.2443 2 932.4740 -0.0008 24.59 K K 0
7426 LTAPESNLEVSYQNYHR JW1606 ECK1609 ydgA conserved protein 15 674.3289 3 2019.9649 -0.0001 35.79 K G 0
7427 LTARPILDIALQYR JW4359 ECK4388 rob DNA-binding transcriptional activator 50 548.3264 3 1641.9574 0.0007 50.70 R F 0
7428 LTDAAIK JW0167 ECK0171 frr ribosome recycling factor 37 366.2184 2 730.4222 -0.0003 20.49 K K 0
7429 LTDAAIKK JW0167 ECK0171 frr ribosome recycling factor 38 430.2657 2 858.5168 -0.0005 18.72 K I 0
7430 LTDDLAK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 22 388.2134 2 774.4122 0.0000 21.85 K A 0
7431 LTDILAAGLQQK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 70 635.8721 2 1269.7296 0.0004 42.49 R G 0
7432 LTDMVTVGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 47 482.2627 2 962.5108 0.0001 27.98 K D 0
7433 LTDTPAIVSTDADEMSTQMAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 75 1113.0193 2 2224.0240 0.0001 46.75 R L 0
7434 LTEAGVTSVVGLLGTDSISR JW4291 ECK4319 iadA isoaspartyl dipeptidase 55 988.0388 2 1974.0630 -0.0002 58.71 R H 0
7435 LTEDNVKDTLR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 34 435.2329 3 1302.6769 -0.0009 26.27 R E 0
7436 LTEELTSR JW0907 ECK0915 mukB fused chromosome partitioning proteins 25 474.7535 2 947.4924 0.0001 23.50 R E 0
7437 LTEGIATLGAAFYPK JW1692 ECK1700 pps phosphoenolpyruvate synthase 65 776.4246 2 1550.8346 0.0002 53.97 R R 0
7438 LTEHFHYWTK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 41 681.3353 2 1360.6560 -0.0004 28.94 R H 0
7439 LTEILSETCSIIGANILNIAR 57.021465@C:9 JW0116 ECK0119 speD S-adenosylmethionine decarboxylase 57 1151.1291 2 2300.2436 0.0027 70.96 R Q 0
7440 LTEINVTSPTCIR 57.021465@C:11 JW2914 ECK2942 gshB glutathione synthetase 78 752.3956 2 1502.7766 0.0004 37.55 R E 0
7441 LTEMGFPCIGLPGTIDNDIK 57.021465@C:8 JW3887 ECK3908 pfkA 6-phosphofructokinase I 60 1096.0425 2 2190.0704 0.0004 61.67 R G 0
7442 LTETDQR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 40 431.7170 2 861.4194 0.0002 16.04 K I 0
7443 LTGAINLQDFYQAGII JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 12 868.9665 2 1735.9184 0.0040 69.03 K - 0
7444 LTGFLNNITLGELVNNQEVLDVSGR JW2515 ECK2528 iscR DNA-binding transcriptional activator 14 905.8155 3 2714.4247 0.0009 68.18 R Q 0
7445 LTGGLQLPNDETGDCQLFTQNLAR 57.021465@C:15 JW1178 ECK1177 dadA D-amino acid dehydrogenase 37 887.7692 3 2660.2858 -0.0005 54.69 K M 0
7446 LTGLEGEQLGIVSLR JW5829 ECK1716 infC protein chain initiation factor IF-3 120 792.9510 2 1583.8874 -0.0007 51.17 R E 0
7447 LTGLEPGELFVHR JW0122 ECK0125 can carbonic anhydrase 69 734.4010 2 1466.7874 -0.0006 46.11 R N 0
7448 LTGMAFR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 36 398.2128 2 794.4110 0.0002 29.76 K V 0
7449 LTGMVQDAQQNK JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 88 666.8323 2 1331.6500 -0.0002 23.08 K L 0
7450 LTGNNFHVYLKPDR JW0205 ECK0215 dnaQ DNA polymerase III epsilon subunit 38 419.2245 4 1672.8689 0.0005 31.15 R L 0
7451 LTGNNLLNLGWYQDVQDSLK JW5689 ECK3404 malP maltodextrin phosphorylase 89 1146.0870 2 2290.1594 0.0001 63.42 R A 0
7452 LTGNTLEVAQLHSTLGR JW2962 ECK2988 hybC hydrogenase 2, large subunit 85 603.9989 3 1808.9749 0.0005 39.39 K I 0
7453 LTGPASEQQAMEK JW2243 ECK2242 yfaY conserved protein 74 695.3373 2 1388.6600 -0.0005 24.25 K L 0
7454 LTGRPICVTAAADILR 57.021465@C:7 JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 60 576.3250 3 1725.9532 -0.0027 43.18 K S 0
7455 LTGYDAVCMQPNSGAQGEYAGLLAIR 57.021465@C:8 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 33 919.1110 3 2754.3112 0.0007 55.55 K H 0
7456 LTIAPALLK JW0007 ECK0008 talB transaldolase B 51 470.3155 2 938.6164 0.0000 42.03 R E 0
7457 LTIEPSVK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 19 443.7656 2 885.5166 -0.0004 27.93 K N 0
7458 LTIESATQGEG JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 39 553.2723 2 1104.5300 0.0002 31.69 R - 0
7459 LTIPEVELPNAELLGK JW5531 ECK3150 deaD ATP-dependent RNA helicase 50 868.4955 2 1734.9764 -0.0002 58.31 K R 0
7460 LTIPVDMATEFMTQVAK JW1606 ECK1609 ydgA conserved protein 22 947.9870 2 1893.9594 0.0015 68.14 K L 0
7461 LTIVPAQTSAEDVLK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 68 792.9455 2 1583.8764 -0.0005 43.85 R M 0
7462 LTIYALLDSPR JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 92 631.3614 2 1260.7082 0.0005 54.20 R A 0
7463 LTKPVELIATLDDSAK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 22 571.9922 3 1712.9548 -0.0011 47.04 K S 0
7464 LTLDLGGEKR JW2101 ECK2107 metG methionyl-tRNA synthetase 24 367.8801 3 1100.6185 -0.0003 31.04 R N 0
7465 LTLDQINTLVTLPGVGALK JW3194 ECK3214 nanA N-acetylneuraminate lyase 102 983.5831 2 1965.1516 0.0007 65.19 K Q 0
7466 LTLGLLR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 43 393.2659 2 784.5172 0.0002 41.67 K D 0
7467 LTLMSDDLTNVTVK JW1913 ECK1927 yedD predicted protein 72 775.4097 2 1548.8048 -0.0020 46.93 K R 0
7468 LTLNAEQSPAQ JW2500 ECK2512 yfgA conserved protein 36 586.3018 2 1170.5890 0.0009 29.79 R - 0
7469 LTLNGDTAVELDVLK JW0710 ECK0709 gltA citrate synthase 96 800.9454 2 1599.8762 0.0043 52.33 K G 0
7470 LTLNGDTAVELDVLKGTLGQDVIDIR JW0710 ECK0709 gltA citrate synthase 97 923.5064 3 2767.4974 0.0007 65.80 K T 0
7471 LTLTASEEQAR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 14 406.8815 3 1217.6227 -0.0025 16.77 R M 0
7472 LTLTMPETMSIER JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 23 761.3861 2 1520.7576 -0.0002 50.36 K R 0
7473 LTLVNHLGIDLGETPEQILSK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 42 764.0937 3 2289.2593 0.0012 58.46 K L 0
7474 LTNANVVDDVIDFMLGR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 109 946.4828 2 1890.9510 0.0001 80.13 K F 0
7475 LTNGFEVTSYIGGEGHNLQEHSVILIR JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 31 746.6381 4 2982.5233 0.0033 51.48 R G 0
7476 LTNHSLYLYGHCAEGDCR 57.021465@C:12,57.021465@C:17 JW0669 ECK0671 fur DNA-binding transcriptional dual regulator 14 542.2429 4 2164.9425 0.0008 29.27 R E 0
7477 LTNHSLYLYGHCAEGDCREDEHAHEGK 57.021465@C:12,57.021465@C:17 JW0669 ECK0671 fur DNA-binding transcriptional dual regulator 39 800.3491 4 3197.3673 -0.0006 24.69 R - 0
7478 LTNTDLSFGPFKEWYFANNYIYDMGR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 48 1054.8263 3 3161.4571 -0.0020 68.39 K N 0
7479 LTPALGQQK JW3997 ECK4029 malM maltose regulon periplasmic protein 50 478.2825 2 954.5504 0.0006 22.44 R L 0
7480 LTPLLEAPDADELLNWLR JW0048 ECK0050 apaH diadenosine tetraphosphatase 81 1040.0597 2 2078.1048 0.0001 75.03 R R 0
7481 LTPTYLGESIAVPHGTVEAK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 33 695.0406 3 2082.1000 0.0004 42.78 K D 0
7482 LTPYYQGIGPAWTK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 38 797.9167 2 1593.8188 -0.0003 44.90 K E 0
7483 LTQDVLDIAR JW2300 ECK2297 folX D-erythro-7,8-dihydroneopterin triphosphate 2'-epimerase and dihydroneopterin aldolase 86 572.3222 2 1142.6298 0.0004 41.88 K E 0
7484 LTQEQLDNFR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 55 632.3197 2 1262.6248 -0.0007 33.02 R Q 0
7485 LTQEQLDNFRQEVHGNGLSSYPHPK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 45 965.4773 3 2893.4101 -0.0007 38.30 R L 0
7486 LTQIAIADSDKLR JW3203 ECK3223 degQ serine endoprotease, periplasmic 26 481.9436 3 1442.8090 -0.0003 32.15 K V 0
7487 LTQLISAAQK JW5280 ECK1721 pfkB 6-phosphofructokinase II 73 536.8212 2 1071.6278 -0.0010 28.62 K Q 0
7488 LTQPEWFGWSQEK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 73 818.3931 2 1634.7716 -0.0013 50.13 K R 0
7489 LTQPEWFGWSQEKR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 43 597.9651 3 1790.8735 -0.0005 45.15 K N 0
7490 LTQSDIR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 20 416.7296 2 831.4446 -0.0003 19.82 K G 0
7491 LTQYSHGAGCGCK 57.021465@C:10,57.021465@C:12 JW1753 ECK1762 selD selenophosphate synthase 32 480.2113 3 1437.6121 -0.0009 17.66 R I 0
7492 LTREDVEK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 24 495.2664 2 988.5182 -0.0006 17.73 R H 0
7493 LTRPWGETTAR JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 34 429.8983 3 1286.6731 0.0000 24.62 R L 0
7494 LTSTEEFGK JW0451 ECK0456 acrB multidrug efflux system protein 37 506.2531 2 1010.4916 -0.0003 23.70 R I 0
7495 LTTAELPVIASLGIAEVPVIR JW0811 ECK0817 moeA molybdopterin biosynthesis protein 22 721.4313 3 2161.2721 0.0001 69.74 R K 0
7496 LTTDIGPVIDSEAK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 62 729.8879 2 1457.7612 -0.0001 38.58 R A 0
7497 LTTDKGEWLLYR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 31 498.9363 3 1493.7871 -0.0008 40.36 R A 0
7498 LTTGCSVIVTGK 57.021465@C:5 JW0913 ECK0921 asnS asparaginyl tRNA synthetase 63 618.3364 2 1234.6582 -0.0009 28.60 R V 0
7499 LTVADSAR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 39 416.7296 2 831.4446 -0.0003 20.63 R V 0
7500 LTVLDSLSK JW2893 ECK2922 pgk phosphoglycerate kinase 51 488.2897 2 974.5648 0.0000 40.46 K I 0
7501 LTVTVFK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 29 404.2523 2 806.4900 -0.0002 34.34 K V 0
7502 LTYAGNR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 11 397.7113 2 793.4080 -0.0002 13.67 K E 0
7503 LTYTGSLGEVMQESIQAALTVVR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 48 822.7691 3 2465.2855 0.0021 79.85 K A 0
7504 LVAAIDGIDR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 38 521.7992 2 1041.5838 0.0020 36.18 R I 0
7505 LVADHLIAANLAGHDSHGIGMIPSYVR JW0786 ECK0790 ybiC predicted dehydrogenase 47 707.6222 4 2826.4597 0.0000 47.60 K S 0
7506 LVADLIR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 42 400.2555 2 798.4964 0.0002 34.50 R G 0
7507 LVADLPESFYTQAAK JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 42 826.9295 2 1651.8444 -0.0012 48.63 R E 0
7508 LVADSITSQLER JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 80 666.3618 2 1330.7090 -0.0002 40.83 K R 0
7509 LVAEHFDWCHTIDR 57.021465@C:9 JW2918 ECK2946 yggS predicted enzyme 14 450.4637 4 1797.8257 0.0000 39.75 R L 0
7510 LVALFGCGDQEDYAEYFCDALGTIR 57.021465@C:7,57.021465@C:18 JW0671 ECK0672 fldA flavodoxin 1 61 1442.1526 2 2882.2906 0.0017 71.93 K D 0
7511 LVAMGGIGHTSCLYTDQDNQPAR 57.021465@C:12 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 48 835.3952 3 2503.1638 0.0054 37.44 K V 0
7512 LVATDTIYPHTGQAAK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 55 562.6339 3 1684.8799 0.0015 29.08 K A 0
7513 LVAVPHSK JW4185 ECK4222 ppa inorganic pyrophosphatase 28 425.7596 2 849.5046 -0.0025 20.56 K L 0
7514 LVCVGSEEK 57.021465@C:3 JW3467 ECK3485 gor glutathione oxidoreductase 37 510.7552 2 1019.4958 0.0002 22.19 K I 0
7515 LVDAEGLINR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 64 550.3089 2 1098.6032 0.0000 38.10 R M 0
7516 LVDAINQLR JW4099 ECK4133 aspA aspartate ammonia-lyase 81 521.3060 2 1040.5974 -0.0004 35.66 K E 0
7517 LVDCVIVATPNYLHKEPVIK 57.021465@C:4 JW5769 ECK4270 yjhC KpLE2 phage-like element; predicted oxidoreductase 12 577.8236 4 2307.2653 -0.0007 42.04 K A 0
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7518 LVDFSALTAGLDMSR JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 99 798.4090 2 1594.8034 0.0011 62.01 K F 0
7519 LVDGDELIGVDLTSGEDEVMLFSAEGK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 18 946.7915 3 2837.3527 0.0001 69.54 K V 0
7520 LVDIEQVSSTHAK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 98 713.8802 2 1425.7458 -0.0004 28.80 R V 0
7521 LVDIVEPTEK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 46 571.8192 2 1141.6238 0.0008 32.26 R T 0
7522 LVDLPGYGYAEVPEEMKR JW5930 ECK3857 yihA GTP-binding protein 52 689.3468 3 2065.0186 -0.0002 45.52 R K 0
7523 LVDNGAIAFIPAPFLHAVR JW1279 ECK1281 rnb ribonuclease II 56 674.3829 3 2020.1269 0.0012 59.43 R D 0
7524 LVEEGAQVSAGQPILEMDLDYLNANAR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 63 972.8179 3 2915.4319 -0.0017 61.55 R S 0
7525 LVEGDHNIDCK 57.021465@C:10 JW4069 ECK4101 phnA predicted phosphonate metabolizing protein 26 433.8714 3 1298.5924 0.0000 19.66 R I 0
7526 LVEGGVK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 30 351.2132 2 700.4118 -0.0001 18.73 R I 0
7527 LVESLQR JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 61 422.7480 2 843.4814 0.0001 23.28 R R 0
7528 LVEVIHQR JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 37 331.8662 3 992.5768 0.0001 21.96 R F 0
7529 LVEVPVGFK JW0675 ECK0676 pgm phosphoglucomutase 42 494.2969 2 986.5792 -0.0007 40.02 K W 0
7530 LVEYHQMTAPLIGYYSK JW0463 ECK0468 adk adenylate kinase 37 671.6766 3 2012.0080 0.0004 44.88 R E 0
7531 LVFITDTVQPVINQGGTK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 33 965.5357 2 1929.0568 -0.0002 50.73 K A 0
7532 LVGAPPGYVGYEEGGYLTEAVR JW2573 ECK2590 clpB protein disaggregation chaperone 65 1149.0762 2 2296.1378 0.0003 50.90 R R 0
7533 LVGEGSSVR JW0403 ECK0407 ybaD conserved protein 43 452.2482 2 902.4818 -0.0002 20.75 R R 0
7534 LVGLTGIDDAAR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 78 600.8323 2 1199.6500 -0.0010 40.23 R A 0
7535 LVGLVMTEK JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 31 495.2886 2 988.5626 0.0000 35.99 K G 0
7536 LVGPLIDVMGSAGEDLKR JW2667 ECK2692 alaS alanyl-tRNA synthetase 53 935.5080 2 1869.0014 -0.0014 52.98 K Q 0
7537 LVGSSHLLTDPAK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 58 669.3749 2 1336.7352 0.0002 28.06 R T 0
7538 LVGTVNAGEEVTLLQTDANTNYAQVK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 20 916.8066 3 2747.3980 0.0005 51.74 R D 0
7539 LVGVIPEDQSVLR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 39 712.9089 2 1423.8032 -0.0001 41.86 K A 0
7540 LVHGEEGLQAAK JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 59 626.3383 2 1250.6620 0.0001 20.49 R R 0
7541 LVHIPEEELLPGLEK JW2500 ECK2512 yfgA conserved protein 45 572.6579 3 1714.9519 0.0015 49.92 R Q 0
7542 LVHLVYDVR JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 26 371.8853 3 1112.6341 -0.0002 32.96 R R 0
7543 LVHSFHSYFLRPGDSK JW0442 ECK0446 tesB acyl-CoA thioesterase II 16 473.2462 4 1888.9557 -0.0029 31.36 R K 0
7544 LVHTLNGSGLAVGR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 26 465.2679 3 1392.7819 -0.0019 29.44 R T 0
7545 LVIEMETNGTIDPEEAIR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 16 677.3424 3 2029.0054 0.0017 40.07 K R 0
7546 LVIENYQGEGEMVTMPNHPNKPEMGSR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 35 765.1114 4 3056.4165 0.0012 38.62 K Q 0
7547 LVIESGDSAQSR JW1575 ECK1578 ynfB predicted protein 86 631.3227 2 1260.6308 -0.0002 24.16 K Q 0
7548 LVILDILSR JW3042 ECK3061 yqjI predicted transcriptional regulator 35 521.3369 2 1040.6592 -0.0001 59.80 R D 0
7549 LVIMGGSAGR JW0028 ECK0031 rihC ribonucleoside hydrolase 3 45 480.7683 2 959.5220 -0.0001 28.48 R G 0
7550 LVIPPELAYGK JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 26 600.3558 2 1198.6970 0.0009 45.07 K A 0
7551 LVISIAK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 41 372.2558 2 742.4970 0.0018 32.17 R K 0
7552 LVITPVDGSDPYEEMIPK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 66 1002.0047 2 2001.9948 -0.0021 52.72 R W 0
7553 LVITSDEGVR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 50 544.8006 2 1087.5866 -0.0006 29.57 R A 0
7554 LVIWINGDK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 24 529.3059 2 1056.5972 0.0006 43.87 K G 0
7555 LVIWINGDKGYNGLAEVGK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 15 682.7044 3 2045.0914 -0.0030 47.78 K K 0
7556 LVKDYLDGVDVAEGELVVLENVR JW2893 ECK2922 pgk phosphoglycerate kinase 120 1272.6808 2 2543.3470 -0.0012 66.82 R F 0
7557 LVKGEVVASTFDEPASR JW3756 ECK3775 rho transcription termination factor 46 602.3192 3 1803.9358 -0.0008 31.81 R H 0
7558 LVKPWVGGYTGK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 46 435.5834 3 1303.7284 -0.0005 32.18 R D 0
7559 LVKPWVGGYTGKDPLDNTYTR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 29 595.8134 4 2379.2245 0.0023 40.94 R N 0
7560 LVLADGLIDASAQKPEMIIDAATLTGAAK JW2507 ECK2520 pepB aminopeptidase B 75 966.1950 3 2895.5632 0.0005 62.73 R T 0
7561 LVLANAQMVVR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 100 607.3584 2 1212.7022 0.0011 39.10 R K 0
7562 LVLCDVLTYVER 57.021465@C:4 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 76 740.3972 2 1478.7798 -0.0005 61.31 R F 0
7563 LVLEVQQQLGGGIVR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 98 804.9748 2 1607.9350 -0.0007 48.32 R T 0
7564 LVLINPELLEK JW3248 ECK3273 def peptide deformylase 22 640.8949 2 1279.7752 0.0001 54.78 R S 0
7565 LVLLVQAVNPEFK JW2498 ECK2510 hisS histidyl tRNA synthetase 71 735.4394 2 1468.8642 -0.0011 54.38 R A 0
7566 LVLVLNCGSSSLK 57.021465@C:7 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 65 695.3918 2 1388.7690 -0.0006 42.69 K F 0
7567 LVMAHAGITPQWDLQTAK JW0048 ECK0050 apaH diadenosine tetraphosphatase 12 660.6839 3 1979.0299 0.0001 42.18 K E 0
7568 LVMSCMTPASDGTFISIDDEEAK 57.021465@C:5 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 97 1259.0628 2 2516.1110 -0.0009 52.32 R Q 0
7569 LVNAVQQDVHAILQLGEAQIEK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 70 806.1111 3 2415.3115 -0.0007 65.95 K S 0
7570 LVNERPATTLR JW3179 ECK3202 gltB glutamate synthase, large subunit 28 423.9142 3 1268.7208 0.0006 21.81 K D 0
7571 LVNNHLDEMMPVIYTPTVGAACER 57.021465@C:22 JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 36 910.7726 3 2729.2960 -0.0015 51.32 R F 0
7572 LVNPEELK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 40 471.2688 2 940.5230 0.0001 28.68 K Q 0
7573 LVNPEELKQDAIDAVEQHGIVFIDEIDK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 37 795.1635 4 3176.6249 0.0010 70.50 K I 0
7574 LVNQEWK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 35 458.7474 2 915.4802 -0.0011 23.67 K T 0
7575 LVNSQFSQR JW2903 ECK2931 yggG predicted peptidase 12 539.7855 2 1077.5564 -0.0002 22.97 K Q 0
7576 LVNTNVDQAAAASGR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 57 743.8841 2 1485.7536 0.0002 26.98 R V 0
7577 LVNWDPK JW4215 ECK4251 valS valyl-tRNA synthetase 35 436.2380 2 870.4614 0.0015 29.30 R L 0
7578 LVPEGIEGR JW5401 ECK2504 guaB IMP dehydrogenase 25 485.2718 2 968.5290 0.0000 28.67 K V 0
7579 LVPEHDPVHK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 33 585.8157 2 1169.6168 -0.0024 18.86 R V 0
7580 LVPFLDGQVIK JW5413 ECK2605 rimM 16S rRNA processing protein 37 614.8686 2 1227.7226 0.0000 53.78 R K 0
7581 LVPGYEAPVMLAYSAR JW3841 ECK3863 glnA glutamine synthetase 56 868.9553 2 1735.8960 -0.0007 50.86 R N 0
7582 LVPHATMPHPVK JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 31 442.9167 3 1325.7283 0.0005 24.30 R D 0
7583 LVPHATMPHPVKDVR JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 10 424.9878 4 1695.9221 -0.0022 24.71 R V 0
7584 LVPIIADEAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 32 548.8217 2 1095.6288 0.0001 37.51 R T 0
7585 LVPYYTVK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 11 491.7840 2 981.5534 0.0000 32.14 K E 0
7586 LVQEYLY JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 17 464.2449 2 926.4752 0.0004 44.20 K - 0
7587 LVQFNIQQGIDGLYVGGSTGEAFVQSLSER JW3194 ECK3214 nanA N-acetylneuraminate lyase 74 1071.5457 3 3211.6153 0.0004 72.97 R E 0
7588 LVQLNYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 28 453.2635 2 904.5124 -0.0006 29.47 R Y 0
7589 LVQQFADAGIR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 73 609.3353 2 1216.6560 -0.0002 35.58 R K 0
7590 LVQQFTK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 46 432.2529 2 862.4912 0.0000 23.45 K I 0
7591 LVSEALAER JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 58 494.2768 2 986.5390 -0.0005 26.79 R E 0
7592 LVSEYNATQK JW5625 ECK3691 gyrB DNA gyrase, subunit B 50 576.7983 2 1151.5820 -0.0002 22.27 K M 0
7593 LVSHANSVK JW2479 ECK2490 yfgC predicted peptidase 19 318.8498 3 953.5276 -0.0017 15.79 R T 0
7594 LVSIDEKPNFR JW1654 ECK1658 ribC riboflavin synthase, alpha subunit 47 439.9097 3 1316.7073 -0.0014 31.06 K T 0
7595 LVSNIDER JW2483 ECK2494 upp uracil phosphoribosyltransferase 61 473.2535 2 944.4924 -0.0002 21.68 K M 0
7596 LVSSAGTGHFYTTTK JW3611 ECK3626 rpmG 50S ribosomal subunit protein L33 25 523.9346 3 1568.7820 -0.0013 26.76 K N 0
7597 LVSSEVK JW5625 ECK3691 gyrB DNA gyrase, subunit B 14 381.2236 2 760.4326 -0.0003 18.64 K S 0
7598 LVSTHNEASLSR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 44 438.5651 3 1312.6735 0.0001 19.88 K S 0
7599 LVSWYDNETGYSNK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 94 838.3835 2 1674.7524 0.0000 38.87 K V 0
7600 LVTDEAELAGMPESALAAAK JW3465 ECK3483 prlC oligopeptidase A 23 994.0067 2 1985.9988 0.0009 50.89 K A 0
7601 LVTDELVIALVK JW0463 ECK0468 adk adenylate kinase 83 656.9081 2 1311.8016 0.0004 59.60 K E 0
7602 LVTIDNIQK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 22 522.3083 2 1042.6020 -0.0001 31.04 K T 0
7603 LVTPGIRPQGSEAGDQR JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 18 594.3145 3 1779.9217 -0.0011 25.57 K R 0
7604 LVTVIIKPFKLEDVR JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 15 443.2776 4 1769.0813 0.0000 46.91 K E 0
7605 LVTVIIKPFKLEDVREALSSIGIQGLTVTEVK JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 13 874.7663 4 3495.0361 0.0033 68.86 K G 0
7606 LVTYQTDANGQPVNQILVEAATDIAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 100 1386.7238 2 2771.4330 -0.0011 62.38 R E 0
7607 LVVATDTAFVPFEFK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 76 842.4535 2 1682.8924 0.0006 59.54 K Q 0
7608 LVVAVDQEGGR JW1093 ECK1093 nagZ beta N-acetyl-glucosaminidase 40 571.8122 2 1141.6098 0.0007 27.51 R V 0
7609 LVVDADNDIR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 37 565.2958 2 1128.5770 -0.0004 30.07 K A 0
7610 LVVDQEDADGR JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 73 608.7935 2 1215.5724 -0.0007 23.63 K F 0
7611 LVVGGFER JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 49 438.7504 2 875.4862 -0.0002 33.40 R V JW4090
7612 LVVGGFER JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 54 438.7500 2 875.4854 -0.0010 31.81 R V JW4090
7613 LVVHPYTVR JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 27 361.8819 3 1082.6239 0.0003 25.57 K S 0
7614 LVVHRTPR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 10 489.3036 2 976.5926 -0.0004 16.87 R H 0
7615 LVVNSATR JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 52 430.2536 2 858.4926 0.0004 20.16 R E 0
7616 LVVRPNHPLLQENVTLSR JW5226 ECK1416 ydcI predicted DNA-binding transcriptional regulator 47 695.7353 3 2084.1841 -0.0014 34.86 K V 0
7617 LVYDMYSTFGFEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 18 800.3735 2 1598.7324 -0.0003 54.45 R I 0
7618 LVYDQVSDWLENTGDWQPESEAIAEQVR JW1279 ECK1281 rnb ribonuclease II 56 1093.1809 3 3276.5209 -0.0003 68.69 K L 0
7619 LVYEHTAK JW0637 ECK0635 leuS leucyl-tRNA synthetase 30 480.7604 2 959.5062 -0.0013 11.69 K G 0
7620 LVYSTETGR JW1274 ECK1277 yciH conserved protein 39 513.2668 2 1024.5190 0.0001 22.99 R I 0
7621 LWCVFGCGGDRDK 57.021465@C:3,57.021465@C:7 JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 19 523.9026 3 1568.6860 -0.0003 40.08 K G 0
7622 LWDKETLEK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 49 581.3108 2 1160.6070 -0.0007 27.88 R M 0
7623 LWGAQTQR JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 18 480.2564 2 958.4982 -0.0002 21.53 K S 0
7624 LWHAVAEATGLK JW5865 ECK3386 yrfG predicted hydrolase 58 432.5748 3 1294.7026 -0.0009 35.46 R A 0
7625 LWICPSWR 57.021465@C:4 JW3227 ECK3246 prmA methylase for 50S ribosomal subunit protein L11 11 559.2849 2 1116.5552 0.0013 47.41 R D 0
7626 LWKDDDNTYHLK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 23 516.5889 3 1546.7449 0.0033 28.65 R G 0
7627 LWNDDHKRPR JW5499 ECK3004 dkgA 2,5-diketo-D-gluconate reductase A 40 668.8474 2 1335.6802 0.0006 17.93 K E 0
7628 LWQASGLGYTDLITR JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 96 847.4490 2 1692.8834 -0.0001 53.22 K L 0
7629 LWQATHAHPFDLTK JW5689 ECK3404 malP maltodextrin phosphorylase 71 832.9304 2 1663.8462 -0.0009 35.52 R F 0
7630 LWVAPPTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 14 470.2742 2 938.5338 0.0001 34.07 R M 0
7631 LWYIGPMFR JW2498 ECK2510 hisS histidyl tRNA synthetase 18 591.8099 2 1181.6052 -0.0002 56.64 R H 0
7632 LWYNQEK JW0900 ECK0908 ycaR conserved protein 28 490.7453 2 979.4760 -0.0004 27.94 K Q 0
7633 LYAIHGTNANFGIGLR JW0803 ECK0809 ybiS conserved protein 80 858.9628 2 1715.9110 0.0004 42.09 R V JW1968
7634 LYAIQPEETLTLDVK JW5185 ECK1186 dhaH fused predicted dihydroxyacetone-specific PTS enzyme HPr component -!- EI component 19 866.9720 2 1731.9294 0.0000 50.78 K T 0
7635 LYDADLPEYNVAVDR JW0931 ECK0939 ycbY predicted methyltransferase 73 876.9257 2 1751.8368 0.0002 44.30 R Y 0
7636 LYDGAWSEWGAR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 49 705.8252 2 1409.6358 -0.0005 46.24 K A 0
7637 LYDLDIESPGHEQK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 14 548.6016 3 1642.7830 -0.0008 35.26 R K 0
7638 LYDQMLEPK JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 55 568.7862 2 1135.5578 -0.0005 34.19 R W 0
7639 LYDTYGFPVDLTADVCR 57.021465@C:16 JW2667 ECK2692 alaS alanyl-tRNA synthetase 21 1002.9717 2 2003.9288 -0.0009 59.06 R E 0
7640 LYDWVLDNITIPVHPR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 61 651.0194 3 1950.0364 0.0001 60.32 R Q 0
7641 LYEGETLGVVGESGCGK 57.021465@C:15 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 63 877.9167 2 1753.8188 -0.0004 38.68 R S 0
7642 LYELCEIAR 57.021465@C:5 JW4346 ECK4375 deoB phosphopentomutase 53 583.7972 2 1165.5798 -0.0003 38.95 K E 0
7643 LYFEGELIDAATNKPVIK JW1427 ECK1424 ydcL predicted lipoprotein 48 674.3714 3 2020.0924 0.0044 49.74 R V 0
7644 LYFEPVTLEDVLEIVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 58 645.6882 3 1934.0428 0.0027 78.70 R I 0
7645 LYGDKLTNANVVDDVIDFMLGR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 55 823.4214 3 2467.2424 0.0009 80.01 R F 0
7646 LYHEEEVTVYDPQDVEFK JW5692 ECK3388 hslO heat shock protein Hsp33 43 747.3512 3 2239.0318 -0.0002 42.40 R C 0
7647 LYHFPHGGDVIDSPGVR JW4122 ECK4157 rsgA ribosome small subunit-dependent GTPase A 47 622.6476 3 1864.9210 -0.0011 35.46 R E 0
7648 LYIETMEK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 27 513.7628 2 1025.5110 0.0008 32.41 R V 0
7649 LYILQER JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 14 467.7715 2 933.5284 0.0001 36.61 R I 0
7650 LYIVSNK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 32 418.7474 2 835.4802 0.0000 26.88 K F 0
7651 LYIYDHCPYCLK 57.021465@C:7,57.021465@C:10 JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 19 548.9233 3 1643.7481 0.0004 39.60 K A 0
7652 LYKEDLIYR JW4215 ECK4251 valS valyl-tRNA synthetase 52 606.8345 2 1211.6544 -0.0005 31.18 R G 0
7653 LYNDAGISNDR JW0007 ECK0008 talB transaldolase B 69 619.2931 2 1236.5716 -0.0018 24.39 K I 0
7654 LYNIVPYGIDATGHIDYADLEK JW2535 ECK2548 glyA serine hydroxymethyltransferase 43 827.4158 3 2479.2256 -0.0014 55.69 K Q 0
7655 LYPANATTNSSHGVTSIDAIMPVLER JW1049 ECK1047 pyrC dihydro-orotase 40 919.8009 3 2756.3809 0.0005 52.29 K M 0
7656 LYPFTWDAVR JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 44 634.3273 2 1266.6400 0.0003 53.36 K Y 0
7657 LYPNVDFYSGIILK JW0710 ECK0709 gltA citrate synthase 66 821.4476 2 1640.8806 -0.0007 59.06 K A 0
7658 LYPVTMAVSK JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 18 554.8064 2 1107.5982 -0.0014 34.31 R Q 0
7659 LYQGINVHNAER JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 33 471.9121 3 1412.7145 -0.0014 24.83 R V 0
7660 LYQLIWR JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 23 496.2896 2 990.5646 -0.0005 46.87 K Q 0
7661 LYQPQDATTNPSLILNAAQIPEYR JW0007 ECK0008 talB transaldolase B 126 1358.6995 2 2715.3844 -0.0022 55.48 K K 0
7662 LYSTVFR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 44 443.2445 2 884.4744 -0.0011 31.41 K E 0
7663 LYTGEIPLFSHYQIESQIESAFQR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 15 952.8112 3 2855.4118 -0.0011 64.21 K E 0
7664 LYTSLGDAAVGR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 84 611.8245 2 1221.6344 -0.0008 33.51 R F 0
7665 LYTSSWR JW5300 ECK1830 proQ predicted structural transport element 29 456.7322 2 911.4498 -0.0003 27.59 R Y 0
7666 LYVLVFTTEK JW3997 ECK4029 malM maltose regulon periplasmic protein 48 606.8475 2 1211.6804 0.0003 50.63 K D 0
7667 LYVLVFTTEKDLQQTTQLLDPAK JW3997 ECK4029 malM maltose regulon periplasmic protein 55 888.8216 3 2663.4430 0.0008 65.24 K A 0
7668 LYVPVSSLHLISR JW1100 ECK1100 mfd transcription-repair coupling factor 12 495.2926 3 1482.8560 0.0000 45.58 K Y 0
7669 LYVQDGVYDR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 59 614.3036 2 1226.5926 -0.0004 31.18 R F 0
7670 LYVSENQLK JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 43 547.2980 2 1092.5814 0.0000 29.78 R I 0
7671 MAALIQSGLDLSPIITHR JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 70 646.0279 3 1935.0619 0.0008 53.98 K F 0
7672 MAASRPYAETMR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 34 461.8883 3 1382.6431 -0.0005 21.84 R K 0
7673 MADAIDAYQPDYVVLAK JW1220 ECK1227 purU formyltetrahydrofolate hydrolase 59 941.9667 2 1881.9188 0.0006 50.88 K Y 0
7674 MADLLDATHGYQLTDVAEEADVLLLNTCSIR 57.021465@C:28 JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 88 862.6751 4 3446.6713 0.0014 75.70 K E 0
7675 MADSDALR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 43 439.7052 2 877.3958 -0.0006 21.74 K V 0
7676 MAEENKWTDNAEPTEDSSDYHVTTSQHAR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 42 838.1133 4 3348.4241 0.0015 29.01 R Q 0
7677 MAEFGSCHR 57.021465@C:7 JW1709 ECK1717 thrS threonyl-tRNA synthetase 70 547.7289 2 1093.4432 -0.0001 19.67 R N 0
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7678 MAENPQQVLDFLTDLAK JW3465 ECK3483 prlC oligopeptidase A 103 966.9908 2 1931.9670 0.0008 73.83 K R 0
7679 MAENPQQVLDFLTDLAKR JW3465 ECK3483 prlC oligopeptidase A 48 697.0290 3 2088.0652 -0.0021 68.44 K A 0
7680 MAEQAGVKFR 15.994915@M:1 JW1178 ECK1177 dadA D-amino acid dehydrogenase 18 576.7938 2 1151.5730 -0.0026 74.99 R F 0
7681 MAERPEVQDALSAEGLK JW1627 ECK1631 gst glutathionine S-transferase 23 615.3139 3 1842.9199 0.0054 37.70 R - 0
7682 MAFAEQGITELSK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 81 712.8579 2 1423.7012 -0.0003 42.12 R H 0
7683 MAGMAIDGK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 32 447.2147 2 892.4148 0.0003 25.52 R D 0
7684 MAGQMGNER JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 63 497.2153 2 992.4160 -0.0007 17.62 K V 0
7685 MAGTADIEIR JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 78 538.7739 2 1075.5332 0.0001 32.04 K V 0
7686 MAICGSCGMMVNNVPK 57.021465@C:4,57.021465@C:7 JW4114 ECK4149 frdB fumarate reductase (anaerobic), Fe-S subunit 52 884.8865 2 1767.7584 -0.0013 39.34 R L 0
7687 MAIGPVIDNGFYYDVDLDR JW1709 ECK1717 thrS threonyl-tRNA synthetase 97 1087.0170 2 2172.0194 -0.0003 60.03 K T 0
7688 MAINWVESWEVVLADEEHK JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 60 762.3692 3 2284.0858 0.0025 68.73 K - 0
7689 MALELFKPFIYGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 52 778.9309 2 1555.8472 0.0000 56.92 K L 0
7690 MALGGVRDEAEIR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 19 472.9134 3 1415.7184 -0.0007 30.20 R G 0
7691 MALIPVK JW0623 ECK0621 lipA lipoate synthase 38 386.2436 2 770.4726 0.0002 37.44 K N 0
7692 MALIVDPMLATGGSVIATIDLLK JW2483 ECK2494 upp uracil phosphoribosyltransferase 93 1171.6573 2 2341.3000 0.0000 79.24 R K 0
7693 MALIVDPMLATGGSVIATIDLLKK JW2483 ECK2494 upp uracil phosphoribosyltransferase 90 1235.7046 2 2469.3946 -0.0003 73.78 R A 0
7694 MALLEADVALPVVR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 23 748.9291 2 1495.8436 0.0006 56.15 R E 0
7695 MAMHGVDTPIDYLNSHGTSTPVGDVK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 49 914.7694 3 2741.2864 0.0075 45.20 K E 0
7696 MANQANIPVITLDR JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 60 778.4165 2 1554.8184 -0.0003 44.12 K Q 0
7697 MAPALLTGNTIVIKPSEFTPNNAIAFAK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 67 977.2005 3 2928.5797 0.0014 58.78 K I 0
7698 MAPHIAFPMR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 57 390.8684 3 1169.5834 -0.0005 37.12 K F 0
7699 MAPPQISAEVLK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 23 642.3553 2 1282.6960 0.0005 40.99 K K 0
7700 MAPPQISAEVLKK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 23 706.4019 2 1410.7892 -0.0012 34.36 K M 0
7701 MAPVIQR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 57 407.7338 2 813.4530 0.0000 23.32 K L 0
7702 MAQILDTTPQPAQNIAPSAVIDATAK JW0174 ECK0178 lpxD UDP-3-O-(3-hydroxymyristoyl)-glucosamine N-acyltransferase 37 889.1336 3 2664.3790 -0.0002 51.43 R L 0
7703 MAQLVTELVPTMDMVR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 104 917.4674 2 1832.9202 0.0004 59.98 K M 0
7704 MAQPFSLR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 31 475.2502 2 948.4858 0.0008 35.75 R Y 0
7705 MAQQQGVAVK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 62 530.2848 2 1058.5550 0.0007 18.75 K T 0
7706 MASVSSGMQLPPGFK JW0460 ECK0465 ybaB conserved protein 89 768.8809 2 1535.7472 -0.0003 42.83 K M 0
7707 MAVAESGMGIVEDK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 84 718.8416 2 1435.6686 0.0000 38.55 K V 0
7708 MAVHPDDPPRPILGLPR JW4285 ECK4313 uxuA mannonate hydrolase 13 627.6779 3 1880.0119 0.0029 53.26 R I 0
7709 MAWHGAGTYR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 13 383.8465 3 1148.5177 -0.0010 24.95 R S 0
7710 MCGLVMLLPHGYEGQGPEHSSAR 57.021465@C:2 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 75 842.7273 3 2525.1601 -0.0013 44.42 R L 0
7711 MDAAQLTEEGYYSVFGK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 68 636.9615 3 1907.8627 0.0018 59.59 R S 0
7712 MDALELLINR JW1754 ECK1763 ydjA predicted oxidoreductase 59 594.3265 2 1186.6384 0.0004 57.94 - R 0
7713 MDALELLINRR JW1754 ECK1763 ydjA predicted oxidoreductase 31 448.5867 3 1342.7383 -0.0008 49.57 - S 0
7714 MDCSSECAMAGLLALR 57.021465@C:3,57.021465@C:7 JW0675 ECK0676 pgm phosphoglucomutase 115 892.8932 2 1783.7718 -0.0006 56.73 R D 0
7715 MDDCAPIAAYISQEK 57.021465@C:4 JW2944 ECK2971 glcG conserved protein 57 856.3864 2 1710.7582 -0.0010 47.10 R A 0
7716 MDEVIYEEFK JW3756 ECK3775 rho transcription termination factor 66 651.8002 2 1301.5858 0.0010 43.96 K G 0
7717 MDGHFDK JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 23 425.1815 2 848.3484 -0.0003 17.98 R V 0
7718 MDHFMDWLAK JW0886 ECK0894 pflB pyruvate formate lyase I 37 647.2911 2 1292.5676 -0.0006 48.89 R Q 0
7719 MDIDEAVR JW3702 ECK3717 phoU DNA-binding transcriptional regulator 54 474.7266 2 947.4386 0.0005 30.61 R I 0
7720 MDIIFYHPTFDTQWWIEALR JW5146 ECK1019 ycdW 2-ketoacid reductase 56 861.4227 3 2581.2463 -0.0001 71.80 - K 0
7721 MDIISVALK JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 28 495.2890 2 988.5634 0.0007 48.44 - R 0
7722 MDIISVALKR JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 14 382.5617 3 1144.6633 -0.0005 43.65 - H 0
7723 MDKCVEAFK 57.021465@C:4 JW0167 ECK0171 frr ribosome recycling factor 28 376.5128 3 1126.5166 0.0015 22.52 R T 0
7724 MDKIFVDEAVNELQTIQDMLR JW5841 ECK2324 prmB N5-glutamine methyltransferase 60 836.7533 3 2507.2381 -0.0019 76.42 - W 0
7725 MDLDGLAK JW0931 ECK0939 ycbY predicted methyltransferase 20 431.7206 2 861.4266 0.0000 36.03 R L 0
7726 MDLSQLTPR JW3197 ECK3217 sspB ClpXP protease specificity-enhancing factor 26 530.7766 2 1059.5386 0.0005 41.40 - R 0
7727 MDNGEGLPQYIK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 71 682.8292 2 1363.6438 -0.0003 37.11 R D 0
7728 MDNGEGLPQYIKDHPIYYAGPAK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 59 859.7530 3 2576.2372 0.0004 45.83 R T 0
7729 MDPNTQFLK JW3674 ECK3689 yidA predicted hydrolase 18 547.2705 2 1092.5264 -0.0010 33.81 K V 0
7730 MDQAGIIR JW4359 ECK4388 rob DNA-binding transcriptional activator 16 452.2393 2 902.4640 -0.0003 25.68 - D 0
7731 MDSSFTPIEQMLK JW2659 ECK2678 mprA DNA-binding transcriptional regulator 58 763.8652 2 1525.7158 0.0001 55.75 - F 0
7732 MDSYVDQLQAQGGSMIMLAK 15.994915@M:1 JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 27 734.6800 3 2201.0182 0.0015 55.14 R G 0
7733 MDTLAGIFGIGQHPK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 48 528.9448 3 1583.8126 -0.0003 50.85 K G 0
7734 MDVSYLLDSLNDK JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 18 756.8662 2 1511.7178 0.0001 59.83 - Q 0
7735 MDYFTLFGLPAR JW2511 ECK2524 hscB DnaJ-like molecular chaperone specific for IscU 12 715.8613 2 1429.7080 0.0016 65.46 - Y 0
7736 MDYTLTR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 45 450.2183 2 898.4220 0.0002 29.41 - I 0
7737 MEAAGKPTDKPNLVCGPVQICWHK 57.021465@C:15,57.021465@C:21 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 35 684.8415 4 2735.3369 0.0023 37.85 R F JW3485
7738 MEAIINSMTMK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 89 634.8060 2 1267.5974 0.0001 40.48 R E 0
7739 MEALGMIETRGLVALIEASDAMVK JW2441 ECK2452 cchA predicted carboxysome structural protein, ethanolamine utilization protein 10 850.1123 3 2547.3151 0.0042 73.78 - A 0
7740 MEAPAVR 15.994915@M:1 JW2662 ECK2681 luxS S-ribosylhomocysteinase 23 395.1992 2 788.3838 -0.0012 17.13 R V 0
7741 MEDAFDVQR JW0931 ECK0939 ycbY predicted methyltransferase 52 555.7480 2 1109.4814 0.0004 32.95 R D 0
7742 MEDDIKK JW0172 ECK0176 yaeT conserved protein 12 439.7184 2 877.4222 0.0008 16.21 K L 0
7743 MEDGDLDVLR JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 76 581.7755 2 1161.5364 0.0029 38.78 K E 0
7744 MEFPEPVISIAVEPK JW3302 ECK3327 fusA protein chain elongation factor EF-G 130 843.4445 2 1684.8744 -0.0002 56.21 R T 0
7745 MEFTTGLMSLDTALNEMLSR 15.994915@M:8 JW0811 ECK0817 moeA molybdopterin biosynthesis protein 137 1138.5348 2 2275.0550 0.0017 77.99 - V 0
7746 MELLSEYGLFLAK JW1264 ECK1266 sohB predicted inner membrane peptidase 19 505.2709 3 1512.7909 0.0012 37.88 - I 0
7747 MELSSLTAVSPVDGR JW1117 ECK1117 purB adenylosuccinate lyase 83 781.3984 2 1560.7822 0.0005 45.14 - Y 0
7748 MEMTNAQR JW2291 ECK2288 yfbU conserved protein 30 490.7180 2 979.4214 0.0000 19.06 - L 0
7749 MEMVSFSELVLNPVAQVK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 28 1011.0249 2 2020.0352 -0.0020 63.84 R F 0
7750 MEMVYCLPAELGVPTTSSPLK 57.021465@C:6 JW3206 ECK3226 argR DNA-binding transcriptional dual regulator, L-arginine-binding 39 1162.0730 2 2322.1314 0.0006 60.58 K N 0
7751 MENFTTNLNQLAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 90 776.3821 2 1550.7496 -0.0014 44.10 R V 0
7752 MEPAAPWQFLTGYYQYR JW3927 ECK3946 yijP conserved inner membrane protein 38 1060.9981 2 2119.9816 -0.0009 63.43 R Q 0
7753 MEPELVCDSDDLDALMDADALVITLPAR 57.021465@C:7 JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 63 1030.1555 3 3087.4447 -0.0005 75.46 R R 0
7754 MEQEGYAR JW3862 ECK3884 fdhE formate dehydrogenase formation protein 12 492.2162 2 982.4178 0.0001 18.68 R S 0
7755 MEQELHHR JW2573 ECK2590 clpB protein disaggregation chaperone 61 540.2559 2 1078.4972 -0.0006 15.47 R V 0
7756 MEQILPWQNMVEVIEPFYPK JW0250 ECK0261 insH CP4-6 prophage; IS5 transposase and trans-activator 75 1246.1233 2 2490.2320 -0.0005 77.47 R A JW0540 JW0652 JW1324 JW1882 JW1972 JW2014 JW2179 JW2949 JW3185 JW3472 JW5895 JW5914 JW5928 JW5935 JW5936 JW5951

7757 MEQNPQSQLK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 55 601.7951 2 1201.5756 -0.0004 20.76 - L 0
7758 MESLASLYK JW3823 ECK3839 pepQ proline dipeptidase 12 521.2676 2 1040.5206 -0.0005 40.18 - N 0
7759 METDLQAK JW0173 ECK0177 hlpA periplasmic chaperone 39 468.2286 2 934.4426 -0.0003 21.02 R M 0
7760 METTKPSFQDVLEFVR JW1989 ECK2001 yeeX conserved protein 36 642.9930 3 1925.9572 0.0015 55.65 K L 0
7761 METTQTSTIASK JW2767 ECK2791 sdaC predicted serine transporter 101 649.3186 2 1296.6226 -0.0005 21.23 - D 0
7762 METTQTSTIASKDSRSAWR 15.994915@M:1 JW2767 ECK2791 sdaC predicted serine transporter 12 724.6819 3 2171.0239 -0.0038 60.23 - K 0
7763 MFAAVGNHVVELHR JW2171 ECK2177 rsuA 16S rRNA pseudouridylate 516 synthase 47 527.2768 3 1578.8086 -0.0002 32.81 R E 0
7764 MFDGSSIGGWK JW3841 ECK3863 glnA glutamine synthetase 64 592.7739 2 1183.5332 0.0001 41.74 K G 0
7765 MFDNLTDR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 36 506.2318 2 1010.4490 -0.0001 33.90 - L 0
7766 MFDSLDLIIAGFHEPVFAPHDK JW1017 ECK1020 ycdX predicted zinc-binding hydrolase 53 625.5645 4 2498.2289 -0.0013 65.17 K A 0
7767 MFEINPVNNR JW5847 ECK2886 prfB peptide chain release factor RF-2 71 617.3059 2 1232.5972 0.0002 37.22 - I 0
7768 MFENITAAPADPILGLADLFR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 89 1138.0923 2 2274.1700 -0.0018 78.61 - A 0
7769 MFEPMELTNDAVIK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 41 819.3996 2 1636.7846 0.0007 53.24 - V 0
7770 MFFKEDWIPK JW2277 ECK2276 nuoH NADH:ubiquinone oxidoreductase, membrane subunit H 30 447.5616 3 1339.6630 -0.0005 46.96 K F 0
7771 MFIVGKPTIMGER JW0163 ECK0166 map methionine aminopeptidase 55 739.8959 2 1477.7772 -0.0011 39.40 K L 0
7772 MFLAQEIIR JW4345 ECK4374 deoA thymidine phosphorylase 34 560.8132 2 1119.6118 0.0009 46.89 - K 0
7773 MFNSDNLR JW1611 ECK1614 hdhA 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 53 498.7322 2 995.4498 0.0004 28.03 - L 0
7774 MFPQILVNVR JW3143 ECK3165 glmM phosphoglucosamine mutase 65 608.8461 2 1215.6776 -0.0021 49.54 K Y 0
7775 MFQDNPLLAQLK 15.994915@M:1 JW1279 ECK1281 rnb ribonuclease II 29 717.3744 2 1432.7342 -0.0041 24.23 - Q 0
7776 MFQQEVTITAPNGLHTRPAAQFVK JW2408 ECK2410 ptsH phosphohistidinoprotein-hexose phosphotransferase component of PTS system (Hpr) 65 895.4703 3 2683.3891 -0.0013 39.97 - E 0
7777 MFTGSIVAIVTPMDEK JW2463 ECK2474 dapA dihydrodipicolinate synthase 42 869.9417 2 1737.8688 0.0008 57.70 - G 0
7778 MFTINAEVR JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 76 540.7788 2 1079.5430 -0.0003 38.53 - K 0
7779 MFTINAEVRK JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 14 403.5534 3 1207.6384 0.0001 30.89 - E 0
7780 MGAEAIQALLK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 54 572.8233 2 1143.6320 0.0000 48.91 K S 0
7781 MGAHAEIESNTVICHGVEK 57.021465@C:14 JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 43 521.2480 4 2080.9629 -0.0040 26.84 R L 0
7782 MGANFLK 15.994915@M:1 JW3302 ECK3327 fusA protein chain elongation factor EF-G 47 398.7046 2 795.3946 -0.0002 25.66 R V 0
7783 MGAYAIDLLLAGYGGR JW3887 ECK3908 pfkA 6-phosphofructokinase I 40 820.9256 2 1639.8366 -0.0026 63.80 R C 0
7784 MGDQLSTAKGTVVNFVVK 15.994915@M:1 JW1794 ECK1803 fadD acyl-CoA synthetase (long-chain-fatty-acid--CoA ligase) 10 955.5051 2 1908.9956 -0.0022 74.82 R Y 0
7785 MGEIIIDAK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 27 495.2705 2 988.5264 0.0001 34.09 R C 0
7786 MGFGATR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 40 370.1814 2 738.3482 0.0000 22.38 R A 0
7787 MGFIEDVETIMAQIPEGHQTALFSATMPEAIR JW5531 ECK3150 deaD ATP-dependent RNA helicase 83 1178.5752 3 3532.7038 -0.0002 79.24 R R 0
7788 MGFLSGK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 21 370.1937 2 738.3728 -0.0006 30.38 - R 0
7789 MGFNNLGVDNLVENVKK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 56 630.9959 3 1889.9659 -0.0011 48.06 R A 0
7790 MGGFNLK JW0799 ECK0803 ompX outer membrane protein 42 383.6996 2 765.3846 0.0004 30.16 K Y 0
7791 MGGVSLWDLAVAYPVTSHLTVR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 84 791.4192 3 2371.2358 0.0000 63.88 K G 0
7792 MGHAGAIIAGGK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 66 541.7919 2 1081.5692 -0.0009 21.53 R G 0
7793 MGHIELASPTAHIWFLK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 50 651.0134 3 1950.0184 -0.0002 50.04 R S 0
7794 MGICKDDLAPSLGR 57.021465@C:4 JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 44 511.5903 3 1531.7491 0.0004 35.65 K A 0
7795 MGIMDEERR JW2943 ECK2970 glcB malate synthase G 20 568.7628 2 1135.5110 -0.0004 21.75 K T 0
7796 MGLALGR JW3302 ECK3327 fusA protein chain elongation factor EF-G 48 359.2072 2 716.3998 -0.0004 32.44 K L 0
7797 MGLQNYLQAQIR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 64 717.8796 2 1433.7446 -0.0003 46.22 K E 0
7798 MGLVEPLK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 53 443.7570 2 885.4994 0.0001 34.53 K E 0
7799 MGLVEPLKELFKDEVR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 38 635.0167 3 1902.0283 -0.0002 55.22 K K 0
7800 MGSEVFHHLAK JW2750 ECK2773 eno enolase 28 419.2134 3 1254.6184 0.0004 25.22 R V 0
7801 MGTMDPTFNPVITDDSAAFSEQAVAAMEK JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 42 1025.4644 3 3073.3714 -0.0003 64.46 K E 0
7802 MGVDPWHNWEAHYEVLPGK JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 12 567.0191 4 2264.0473 0.0002 48.28 R E 0
7803 MGVFASMR JW1247 ECK1249 yciC predicted inner membrane protein 33 449.7165 2 897.4184 -0.0015 33.82 K S 0
7804 MGVHSLK JW2066 ECK2077 yegQ predicted peptidase 21 386.2128 2 770.4110 0.0001 18.53 K I 0
7805 MGWLPSAPQLGTNPLTIAGEAEK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 106 1191.1123 2 2380.2100 0.0005 62.80 R A 0
7806 MGYMQAFVK JW2027 ECK2036 galF predicted subunit with GalU 39 537.7589 2 1073.5032 -0.0005 39.71 K Y 0
7807 MHEHATKFETEIIFDHINK JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 61 780.7192 3 2339.1358 -0.0011 36.94 R V 0
7808 MHELAEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 31 429.2127 2 856.4108 -0.0004 17.01 R N 0
7809 MHFFGDSEGR JW2782 ECK2807 ygdK predicted Fe-S metabolism protein 30 591.7523 2 1181.4900 -0.0022 30.55 K I 0
7810 MHGPQEVAFANK JW2943 ECK2970 glcB malate synthase G 42 664.8243 2 1327.6340 -0.0002 24.15 K L 0
7811 MHITYDLPVAIDDIIEAK JW3088 ECK3106 tdcB catabolic threonine dehydratase, PLP-dependent 56 686.3593 3 2056.0561 0.0010 64.50 - Q 0
7812 MHNDKDLSTWQTFR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 38 593.6144 3 1777.8214 0.0006 32.82 - R 0
7813 MHPAWFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 20 315.4901 3 943.4485 -0.0002 29.48 R I 0
7814 MHPMLNIAVR JW2517 ECK2530 suhB inositol monophosphatase 64 591.3174 2 1180.6202 -0.0007 33.61 - A 0
7815 MHQIALHGYFK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 52 672.8475 2 1343.6804 -0.0004 30.23 R T 0
7816 MHTAGINHR JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 24 346.1752 3 1035.5038 0.0007 15.45 K D 0
7817 MIAALQR JW1818 ECK1828 htpX predicted endopeptidase 40 401.7346 2 801.4546 0.0016 26.22 K L 0
7818 MIAEFESR JW2322 ECK2319 yfcL predicted protein 43 491.7375 2 981.4604 0.0016 29.27 - I 0
7819 MIAEMHK JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 28 430.2119 2 858.4092 0.0001 18.86 R D 0
7820 MIAEMHKDFDALNILRPDMEPR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 33 661.3275 4 2641.2809 -0.0005 50.11 R A 0
7821 MIALGADTVLLGR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 90 665.3812 2 1328.7478 -0.0008 53.44 R A 0
7822 MIAPILDEIADEYQGK JW5856 ECK3773 trxA thioredoxin 1 91 903.4531 2 1804.8916 0.0000 62.73 K L 0
7823 MIAVTTTSGTGSEVTPFAVVTDDATGQK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 52 928.7920 3 2783.3542 0.0007 53.83 K Y 0
7824 MIDTTLPLTDIHR JW1615 ECK1618 add adenosine deaminase 54 509.2732 3 1524.7978 0.0007 41.61 - H 0
7825 MIDYTAAGFTLLQGAHLYAPEDR JW4291 ECK4319 iadA isoaspartyl dipeptidase 48 851.7522 3 2552.2348 -0.0023 62.66 - G 0
7826 MIEFDNLTYLHGKPQGTGLLK JW2715 ECK2740 truD pseudoruidine synthase 25 594.5661 4 2374.2353 -0.0002 47.62 - A 0
7827 MIEGSCK 57.021465@C:6 JW0886 ECK0894 pflB pyruvate formate lyase I 25 412.6858 2 823.3570 0.0002 17.57 K A 0
7828 MIGDGVAFAVR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 74 568.2998 2 1134.5850 -0.0005 43.45 R H 0
7829 MIGLVGK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 27 359.2194 2 716.4242 -0.0011 29.31 - K 0
7830 MIGLVGKK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 37 423.2673 2 844.5200 -0.0003 22.73 - V 0
7831 MIGPNCPGVITPGECK 57.021465@C:6,57.021465@C:15 JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 86 865.4081 2 1728.8016 0.0019 35.59 R I 0
7832 MIGVHPR JW1692 ECK1700 pps phosphoenolpyruvate synthase 33 405.2260 2 808.4374 -0.0003 19.22 R A 0
7833 MIHDLEATGIR JW3466 ECK3484 yhiR predicted DNA (exogenous) processing protein 37 419.2201 3 1254.6385 -0.0004 30.26 R K 0
7834 MIHTLLGEENFQK JW0915 ECK0923 pepN aminopeptidase N 37 520.6021 3 1558.7845 0.0030 38.29 R G 0
7835 MIISAASDYR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 73 563.7816 2 1125.5486 -0.0002 32.43 - A 0
7836 MIIVTGGAGFIGSNIVK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 36 559.6524 3 1675.9354 0.0023 53.75 - A 0
7837 MILVTGHR JW5600 ECK3778 rffE UDP-N-acetyl glucosamine-2-epimerase 48 463.7651 2 925.5156 -0.0011 23.90 K R 0
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7838 MIMLFTNSHTIR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 37 488.5879 3 1462.7419 -0.0005 40.49 R D 0
7839 MIPGFEDGIK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 26 553.7813 2 1105.5480 0.0002 39.92 R G 0
7840 MIQEQTMLNVADNSGAR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 152 939.4484 2 1876.8822 0.0053 39.39 - R 0
7841 MISDIRK JW0167 ECK0171 frr ribosome recycling factor 31 431.7437 2 861.4728 -0.0013 19.12 - D 0
7842 MISGILASPGIAFGK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 82 731.4103 2 1460.8060 0.0000 53.41 - A 0
7843 MISGQEQPDSGTITLGETVK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 103 1046.0176 2 2090.0206 0.0005 38.97 R L 0
7844 MISLFDMFK JW1803 ECK1812 sdaA L-serine deaminase I 39 566.2822 2 1130.5498 -0.0005 67.03 - V 0
7845 MISPQSIAIACAAVGLVGK 57.021465@C:11 JW3578 ECK3593 lldP L-lactate permease 44 629.3464 3 1885.0174 0.0008 61.30 K E 0
7846 MISVFDIFK JW2768 ECK2792 sdaB L-serine deaminase II 57 550.2964 2 1098.5782 0.0000 65.31 - I 0
7847 MITGIQITK JW2563 ECK2577 yfiD pyruvate formate lyase subunit 41 502.7940 2 1003.5734 -0.0001 33.43 - A 0
7848 MITLWGR JW0822 ECK0828 yliJ predicted glutathione S-transferase 38 438.7415 2 875.4684 -0.0002 44.40 - N 0
7849 MIYSTLAEELSTTVHALALHTYTIK JW5060 ECK0429 bolA regulator of penicillin binding proteins and beta lactamase transcription (morphogene) 44 702.3730 4 2805.4629 0.0005 70.33 R E 0
7850 MKAVSHFR 15.994915@M:1 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 16 496.2598 2 990.5050 -0.0019 15.47 R T 0
7851 MKDDAIIILDPVNQDVITDGLNNGIR JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 59 951.4985 3 2851.4737 -0.0012 59.47 R T 0
7852 MKDEEWNDIIETNLSSVFR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 116 1163.5545 2 2325.0944 -0.0003 65.11 R L 0
7853 MKDIDTLISNNALWSK JW0122 ECK0125 can carbonic anhydrase 81 924.9799 2 1847.9452 0.0002 50.77 - M 0
7854 MKDLIPR JW2553 ECK2567 lepA GTP binding membrane protein 43 436.7549 2 871.4952 0.0003 25.70 K Q 0
7855 MKETVTVEPK JW2051 ECK2060 udk uridine/cytidine kinase 22 387.8775 3 1160.6107 -0.0004 19.87 R K 0
7856 MKFELDTTDGR JW0396 ECK0400 tgt tRNA-guanine transglycosylase 46 656.8135 2 1311.6124 -0.0003 33.31 - A 0
7857 MKGEMPSDFDAK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 21 452.5372 3 1354.5898 0.0001 25.72 R A 0
7858 MKGENWYR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 46 542.2557 2 1082.4968 0.0001 23.51 R G 0
7859 MKHTVEVMIPEAEIK JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 32 585.6438 3 1753.9096 -0.0009 34.63 - A 0
7860 MKHVVEQAQK 15.994915@M:1 JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 14 607.3199 2 1212.6252 -0.0033 40.47 K L 0
7861 MKIRSQVGMVLNLDK 15.994915@M:1 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 11 583.3246 3 1746.9520 0.0036 59.50 - C JW1462
7862 MKLDEIAR JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 31 488.2683 2 974.5220 0.0001 26.09 - L 0
7863 MKLPIYLDYSATTPVDPR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 83 1040.5431 2 2079.0716 0.0006 51.24 - V 0
7864 MKNALQELIIDGIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 93 793.4529 2 1584.8912 0.0005 54.55 R T 0
7865 MKNINPTQTAAWQALQK JW3985 ECK4017 pgi glucosephosphate isomerase 44 648.3435 3 1942.0087 -0.0006 38.68 - H 0
7866 MKPFIFGAR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 36 533.7968 2 1065.5790 -0.0002 35.64 K N 0
7867 MKPIFSR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 11 439.7492 2 877.4838 -0.0006 25.47 - G 0
7868 MKPSVILYK JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 31 360.2160 3 1077.6262 0.0006 28.22 - A 0
7869 MKPTTISLLQK JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 25 420.5846 3 1258.7320 0.0002 31.47 - Y 0
7870 MKTFTAKPETVK 15.994915@M:1 JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 28 466.2549 3 1395.7429 -0.0004 18.50 - R 0
7871 MKTFTAKPETVKR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 23 384.9697 4 1535.8497 0.0005 19.07 - D 0
7872 MKVAVLGAAGGIGQALALLLK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 60 665.4116 3 1993.2130 0.0009 68.60 - T 0
7873 MKVDEMVTVR JW2140 ECK2146 folE GTP cyclohydrolase I 58 604.3120 2 1206.6094 -0.0006 30.87 K D 0
7874 MKYDTSELCDIYQEDVNVVEPLFSNFGGR 57.021465@C:9 JW3900 ECK3921 rraA ribonuclease E (RNase E) inhibitor protein 49 1142.5265 3 3424.5577 -0.0014 70.47 - A 0
7875 MLAHCEAVTPIR 57.021465@C:5 JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 39 466.5728 3 1396.6966 0.0010 26.31 K R 0
7876 MLAHCEAVTPIRR 57.021465@C:5 JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 53 518.6067 3 1552.7983 0.0017 23.35 K T 0
7877 MLDAGMNVMR JW1666 ECK1672 pykF pyruvate kinase I 54 569.2643 2 1136.5140 0.0000 37.09 K L 0
7878 MLDAIGDLFMCGHNIIGAFTAYK 57.021465@C:11 JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 61 853.4127 3 2557.2163 -0.0003 78.78 K S 0
7879 MLDAQTIATVK JW2536 ECK2549 hmp fused nitric oxide dioxygenase -!- dihydropteridine reductase 2 40 595.8258 2 1189.6370 -0.0006 36.83 - A 0
7880 MLDASHVVVFCAK 57.021465@C:11 JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 29 492.9162 3 1475.7268 0.0005 40.06 K T 0
7881 MLDKMEK 15.994915@M:5 JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 30 455.7223 2 909.4300 0.0002 14.95 R L 0
7882 MLDMGFAQDIEHIAGETR JW2560 ECK2574 srmB ATP-dependent RNA helicase 33 678.6528 3 2032.9366 0.0020 59.25 R W 0
7883 MLDNVLR JW5932 ECK3799 hemC hydroxymethylbilane synthase 53 430.7367 2 859.4588 0.0003 33.37 - I 0
7884 MLDPLTIVDMAVAHFSPVNDLK 15.994915@M:10 JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 29 814.7529 3 2441.2369 0.0036 79.41 R H 0
7885 MLDPNLLR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 26 486.2709 2 970.5272 0.0002 40.19 - N 0
7886 MLDTNMK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 17 426.7016 2 851.3886 0.0006 22.22 - T 0
7887 MLEDQNLISAHGK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 68 728.3664 2 1454.7182 -0.0004 29.47 K T 0
7888 MLEEISSVK JW0710 ECK0709 gltA citrate synthase 53 518.2730 2 1034.5314 -0.0003 32.39 K H 0
7889 MLEEYRK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 32 484.7470 2 967.4794 -0.0001 20.50 - H 0
7890 MLEMGLNKEDYWWYR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 40 678.6465 3 2032.9177 0.0002 52.81 R D 0
7891 MLEVLDIPR JW3897 ECK3918 glpK glycerol kinase 65 543.3051 2 1084.5956 0.0006 49.19 K E 0
7892 MLGADGVTAGSVLLVDSVNNR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 44 696.6968 3 2087.0686 0.0005 55.60 K T 0
7893 MLGFGYDWSR JW0637 ECK0635 leuS leucyl-tRNA synthetase 57 616.2819 2 1230.5492 0.0002 50.51 K E 0
7894 MLGTTQR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 23 403.7131 2 805.4116 0.0000 18.90 R I 0
7895 MLHALFSHYR JW0028 ECK0031 rihC ribonucleoside hydrolase 3 48 637.8259 2 1273.6372 -0.0017 30.69 K S 0
7896 MLHDMTGADSSVSK JW5703 ECK3333 yheO predicted DNA-binding transcriptional regulator 60 493.5581 3 1477.6525 -0.0016 23.66 R C 0
7897 MLHDMTGADSSVSKCYFTRAK 57.021465@C:15 JW5703 ECK3333 yheO predicted DNA-binding transcriptional regulator 11 802.3724 3 2404.0954 -0.0020 78.82 R S 0
7898 MLHLTVEQAR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 48 599.3233 2 1196.6320 -0.0015 28.83 K G 0
7899 MLIDHVEK JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 11 492.7635 2 983.5124 0.0014 22.51 R G 0
7900 MLIIETLPLLR JW0129 ECK0132 panC pantothenate synthetase 48 656.4071 2 1310.7996 0.0001 64.20 - Q 0
7901 MLINATQQEELR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 72 723.3741 2 1444.7336 -0.0007 35.55 R V 0
7902 MLKPEMIEK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 46 559.7999 2 1117.5852 -0.0022 26.81 - L 0
7903 MLLPDTVGTGGDSHTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 76 828.9037 2 1655.7928 -0.0008 32.29 R F 0
7904 MLMPEDK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 31 432.2036 2 862.3926 -0.0001 25.81 R I 0
7905 MLNELFTTTAI JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 26 627.3262 2 1252.6378 0.0005 61.35 R - 0
7906 MLNKPVEELNIITCHLGNGGSVSAIR 57.021465@C:14 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 70 941.4935 3 2821.4587 0.0011 49.88 K N 0
7907 MLNNAMSVVILAAGK JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 69 766.4209 2 1530.8272 0.0011 54.36 - G 0
7908 MLNPFTPHICFTLWQELK 57.021465@C:10 JW0637 ECK0635 leuS leucyl-tRNA synthetase 26 759.0519 3 2274.1339 0.0010 62.78 R G 0
7909 MLNTCYR 57.021465@C:5 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 45 479.2175 2 956.4204 -0.0004 23.24 K I 0
7910 MLNVWHACPR 57.021465@C:8 JW2291 ECK2288 yfbU conserved protein 54 642.3096 2 1282.6046 -0.0016 31.88 R Q 0
7911 MLQEAVDALLDNGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 45 772.8910 2 1543.7674 0.0010 57.12 R R 0
7912 MLQEAVDALLDNGRR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 38 567.6297 3 1699.8673 -0.0002 50.10 R G 0
7913 MLQHFIK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 25 458.7575 2 915.5004 0.0004 26.14 K Q 0
7914 MLQLNVDERPLICGVGLGGYWAER 57.021465@C:13 JW5158 ECK1094 ycfP conserved protein 78 916.1320 3 2745.3742 0.0012 59.39 K I 0
7915 MLQLQEK JW0893 ECK0901 cmk cytidylate kinase 31 445.2443 2 888.4740 0.0001 25.84 R G 0
7916 MLQNPIHLR JW3963 ECK3991 yjaG conserved protein 33 374.5463 3 1120.6171 -0.0003 33.26 - L 0
7917 MLQQTIEQALLEQGR JW2878 ECK2905 zapA protein that localizes to the cytokinetic ring 70 879.4647 2 1756.9148 0.0006 54.02 R I 0
7918 MLQVYLVR JW4358 ECK4387 ytjC phosphoglyceromutase 2, co-factor independent 27 511.2962 2 1020.5778 -0.0012 42.01 - H 0
7919 MLSAFQLENNR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 70 661.8296 2 1321.6446 -0.0002 39.97 - L 0
7920 MLSFGGDHFVTLPLLR JW2904 ECK2932 speB agmatinase 15 901.9830 2 1801.9514 -0.0033 88.77 R A 0
7921 MLSGLYGVLRPLDLMQPYR JW0005 ECK0006 yaaA conserved protein 56 741.3997 3 2221.1773 0.0022 62.94 R L 0
7922 MLSIFKPAPHK JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 41 634.8623 2 1267.7100 -0.0010 29.15 - A 0
7923 MLSLEQK JW0907 ECK0915 mukB fused chromosome partitioning proteins 19 424.7309 2 847.4472 -0.0001 28.38 K M 0
7924 MLSQESLR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 10 482.2486 2 962.4826 -0.0028 23.05 R K 0
7925 MLSQESLRK 15.994915@M:1 JW2060 ECK2071 mdtB multidrug efflux system, subunit B 13 369.8646 3 1106.5720 -0.0033 25.85 R Q 0
7926 MLSSQEVATLITALGCGIGR 57.021465@C:16 JW5625 ECK3691 gyrB DNA gyrase, subunit B 43 1039.0431 2 2076.0716 0.0010 69.97 K D 0
7927 MLSSQEVATLITALGCGIGRDEYNPDKLR 57.021465@C:16 JW5625 ECK3691 gyrB DNA gyrase, subunit B 45 802.6582 4 3206.6037 -0.0027 64.85 K Y 0
7928 MLTEANLNSLR JW2970 ECK2995 yghZ aldo-keto reductase 49 631.3316 2 1260.6486 -0.0009 38.28 K L 0
7929 MLTEDQIK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 18 489.2518 2 976.4890 -0.0008 26.14 R T 0
7930 MLTLLNR JW0646 ECK0644 rihA ribonucleoside hydrolase 1 32 430.7549 2 859.4952 0.0004 37.29 R T 0
7931 MLTLSDGHLHGGVGHE JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 30 415.7034 4 1658.7845 0.0012 31.09 R - 0
7932 MLTVIAEIR JW2997 ECK3020 ygiN quinol monooxygenase 69 523.3075 2 1044.6004 0.0003 44.55 - T 0
7933 MLVEEDPGFFEK JW0122 ECK0125 can carbonic anhydrase 72 720.8382 2 1439.6618 -0.0023 45.91 K L 0
7934 MLVHLGEDDKK JW4312 ECK4339 hsdM DNA methylase M 17 321.9208 4 1283.6541 -0.0001 24.04 K L 0
7935 MLVSQDK JW2768 ECK2792 sdaB L-serine deaminase II 26 410.7152 2 819.4158 -0.0001 19.44 R T 0
7936 MMAQNIVAWR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 71 610.3071 2 1218.5996 -0.0005 41.83 R D 0
7937 MMDLISK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 34 419.2141 2 836.4136 0.0000 34.40 K I 0
7938 MMLFDEPTSALDPELR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 13 932.9438 2 1863.8730 -0.0016 58.40 K H 0
7939 MMQFMTMDGTFGNPASR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 68 961.4069 2 1920.7992 0.0002 53.89 K S 0
7940 MMRPGEPPTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 28 586.2894 2 1170.5642 0.0004 19.85 R E 0
7941 MMSQAMR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 44 427.6877 2 853.3608 0.0000 20.74 R K 0
7942 MMTSYVIGQAMK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 115 680.3268 2 1358.6390 -0.0005 41.93 K A 0
7943 MNAIIIDDHPLAIAAIR JW2366 ECK2365 evgA DNA-binding response regulator in two-component regulatory system with EvgS 45 616.3449 3 1846.0129 -0.0006 51.24 - N 0
7944 MNAVTEGR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 18 439.2130 2 876.4114 -0.0008 18.59 - K 0
7945 MNDIAHNLAQVR JW2918 ECK2946 yggS predicted enzyme 28 461.2382 3 1380.6928 -0.0005 32.39 - D 0
7946 MNDTPPAER JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 13 515.7350 2 1029.4554 0.0006 19.30 R G 0
7947 MNELMALHTGQSLEQIER JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 45 700.6776 3 2099.0110 -0.0028 44.32 R D 0
7948 MNFLPVK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 52 424.7386 2 847.4626 0.0001 39.42 K V 0
7949 MNFSHGSPEDHK JW1843 ECK1855 pykA pyruvate kinase II 29 462.5356 3 1384.5850 0.0021 19.11 R M 0
7950 MNIAGASFANIEGVK JW1753 ECK1762 selD selenophosphate synthase 84 761.3897 2 1520.7648 -0.0007 47.43 R A 0
7951 MNIDTDTQWATWEGVLNYYK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 111 1224.5620 2 2447.1094 -0.0009 67.26 K A 0
7952 MNIENLK JW5253 ECK1544 gnsB Qin prophage; predicted protein 33 431.2287 2 860.4428 0.0004 29.22 - T 0
7953 MNIFDHYR JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 24 365.8392 3 1094.4958 -0.0008 34.61 - Q 0
7954 MNIGQILETHLGMAAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 89 863.9521 2 1725.8896 -0.0009 54.17 R G 0
7955 MNIIEANVATPDAR JW0405 ECK0409 ribE riboflavin synthase beta chain 110 757.8850 2 1513.7554 -0.0003 38.90 - V 0
7956 MNILGFFQR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 32 563.2973 2 1124.5800 -0.0001 58.55 - L 0
7957 MNILLFGK JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 51 468.2727 2 934.5308 -0.0001 49.28 - T 0
7958 MNIPVFHDDQHGTAIISTAAILNGLR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 20 701.8684 4 2803.4445 0.0005 58.86 R V 0
7959 MNIQALLSEK JW1865 ECK1877 argS arginyl-tRNA synthetase 58 573.8127 2 1145.6108 -0.0005 48.45 - V 0
7960 MNIRPLHDR JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 45 576.3091 2 1150.6036 0.0007 20.86 - V 0
7961 MNKEILAVVEAVSNEK JW3138 ECK3158 nusA transcription termination/antitermination L factor 65 591.9854 3 1772.9344 0.0003 52.46 - A 0
7962 MNKETQPIDR JW1265 ECK1267 yciN predicted protein 20 411.2080 3 1230.6022 -0.0004 17.98 - E 0
7963 MNLHEYQAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 52 567.2738 2 1132.5330 -0.0005 12.09 - Q 0
7964 MNLTELK JW3756 ECK3775 rho transcription termination factor 43 424.7309 2 847.4472 -0.0001 31.57 - N 0
7965 MNMDGVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 40 411.6837 2 821.3528 0.0004 23.15 K H 0
7966 MNNFNLHTPTR JW2978 ECK3003 yqhD alcohol dehydrogenase, NAD(P)-dependent 52 672.8270 2 1343.6394 -0.0011 27.99 - I 0
7967 MNNMNVIIADDHPIVLFGIR JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 65 761.3979 3 2281.1719 0.0007 58.84 - K 0
7968 MNPDGIFLSNGPGDPAPCDYAITAIQK 57.021465@C:18 JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 24 954.7859 3 2861.3359 -0.0004 56.01 K F 0
7969 MNPETNSIANR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 57 623.7957 2 1245.5768 -0.0003 22.55 R Q 0
7970 MNPIAVTLLTGFLGAGK JW5790 ECK4342 yjiA predicted GTPase 65 568.3234 3 1701.9484 -0.0002 73.80 - T 0
7971 MNPIVINR JW2551 ECK2565 rnc RNase III 28 478.7707 2 955.5268 -0.0004 29.39 - L 0
7972 MNQNLLVTK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 55 530.7943 2 1059.5740 -0.0005 27.74 - R 0
7973 MNQTLLSSFGTPFER JW3009 ECK3032 ribB 3,4 dihydroxy-2-butanone-4-phosphate synthase 67 864.4243 2 1726.8340 -0.0007 55.32 - V 0
7974 MNSLIAQYPLVK JW2363 ECK2362 dsdA D-serine ammonia-lyase 59 688.8837 2 1375.7528 -0.0005 45.64 K D 0
7975 MNTEATHDQNEALTTGAR JW2500 ECK2512 yfgA conserved protein 53 653.9660 3 1958.8762 0.0010 22.38 - L 0
7976 MNVNFFVTCIGDALK 57.021465@C:9 JW5041 ECK0305 ykgE predicted oxidoreductase 25 864.9269 2 1727.8392 0.0018 66.24 - S 0
7977 MNYQNDDLR JW0737 ECK0743 aroG 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, phenylalanine repressible 45 584.7558 2 1167.4970 -0.0008 25.12 - I 0
7978 MPALDLIRPSVTAMR 15.994915@M:1,15.994915@M:14 JW2432 ECK2434 eutL predicted carboxysome structural protein with predicted role in ethanolamine utilization 12 568.3030 3 1701.8872 -0.0035 83.08 - V 0
7979 MPAMTQYIDGTGPLWK JW5791 ECK4344 yjiY predicted inner membrane protein 57 904.9391 2 1807.8636 -0.0001 55.28 K G 0
7980 MPIITFIDTPGAYPGVGAEER JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 93 1117.5619 2 2233.1092 0.0004 59.22 K G 0
7981 MPLPGSVVASVSPDELLK JW1431 ECK1429 ydcP predicted peptidase 87 920.0003 2 1837.9860 0.0002 58.66 K T 0
7982 MPNLLPFQTK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 30 594.8265 2 1187.6384 0.0012 48.15 K L 0
7983 MPQPYIK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 28 438.7363 2 875.4580 0.0005 27.51 R L 0
7984 MPSAVGYQPTLAEEMGVLQER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 81 1153.5607 2 2305.1068 -0.0013 55.04 R I 0
7985 MPTISGLR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 44 437.7444 2 873.4742 0.0000 33.98 R R 0
7986 MPTMAAMCYK 57.021465@C:8 JW0710 ECK0709 gltA citrate synthase 40 602.2545 2 1202.4944 -0.0012 36.99 K Y 0
7987 MPTQEAK JW0988 ECK0994 yccJ predicted protein 11 402.7000 2 803.3854 0.0006 18.59 - A 0
7988 MPTSLIHALALTK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 38 465.9391 3 1394.7955 -0.0001 45.07 K R 0
7989 MQAAGAQAYLVNTGWNGTGK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 108 1019.4943 2 2036.9740 0.0003 43.71 R R 0
7990 MQAAGAQAYLVNTGWNGTGKR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 35 732.0318 3 2193.0736 -0.0012 38.94 R I 0
7991 MQAASGQLQQSHLLK JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 127 820.4329 2 1638.8512 0.0001 28.06 R Q 0
7992 MQAIPMTLR JW3148 ECK3170 greA transcription elongation factor 30 530.7860 2 1059.5574 0.0006 38.80 - G 0
7993 MQALGFCFSMVPAIR 57.021465@C:7 JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 56 864.4258 2 1726.8370 0.0013 62.54 R R 0
7994 MQALLLEQQDGK JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 73 687.3582 2 1372.7018 -0.0001 37.82 - T 0
7995 MQAVGLDLPFQTR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 51 738.3873 2 1474.7600 -0.0001 52.19 R S 0
7996 MQDSILTTVVK JW1700 ECK1708 btuE predicted glutathione peroxidase 30 617.8392 2 1233.6638 0.0001 43.96 - D 0
7997 MQDSILTTVVKDIDGEVTTLEK JW1700 ECK1708 btuE predicted glutathione peroxidase 64 812.4247 3 2434.2523 0.0010 75.13 - F 0
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7998 MQDYTLEADEGR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 98 714.3087 2 1426.6028 -0.0006 31.26 R D 0
7999 MQDYTLEADEGRDMMLLDALIQLK JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 58 938.1244 3 2811.3514 0.0021 72.55 R E 0
8000 MQEALMSLMQMAK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 97 756.3578 2 1510.7010 -0.0004 58.43 R T 0
8001 MQEEIAQLEVTGESGAGLVK JW0460 ECK0465 ybaB conserved protein 122 1045.0279 2 2088.0412 0.0005 49.69 K V 0
8002 MQELAQVSQK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 77 581.3000 2 1160.5854 -0.0006 24.65 K L 0
8003 MQEQYRPEEIESK JW0637 ECK0635 leuS leucyl-tRNA synthetase 55 833.8906 2 1665.7666 -0.0001 25.26 - V 0
8004 MQEWFESGLQQWDISR JW2101 ECK2107 metG methionyl-tRNA synthetase 108 1020.4675 2 2038.9204 -0.0003 59.21 K D 0
8005 MQGEAIDIK JW2501 ECK2513 yfgB predicted enzyme 17 502.7576 2 1003.5006 -0.0001 28.98 R A 0
8006 MQGSVTEFLKPR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 79 696.8684 2 1391.7222 -0.0008 37.67 - L 0
8007 MQHSYPCCWR 57.021465@C:7,57.021465@C:8 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 51 475.5269 3 1423.5589 0.0006 26.38 K H 0
8008 MQIDSKPEELDR JW2573 ECK2590 clpB protein disaggregation chaperone 64 730.8552 2 1459.6958 -0.0019 27.68 R L 0
8009 MQLIGGTWYGGEMK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 59 785.8733 2 1569.7320 0.0002 48.48 R K 0
8010 MQLNEELR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 40 516.7613 2 1031.5080 0.0011 30.13 R H 0
8011 MQLNEELRHEVTPK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 13 431.7257 4 1722.8737 0.0015 30.71 R N 0
8012 MQLNSTEISELIK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 102 753.3979 2 1504.7812 0.0006 51.08 - Q 0
8013 MQNSALK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 28 396.2075 2 790.4004 -0.0003 18.31 - A 0
8014 MQPGITLR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 17 458.2578 2 914.5010 0.0003 31.78 K D 0
8015 MQQLDSIISAK JW5682 ECK3456 dcrB periplasmic protein 49 617.3295 2 1232.6444 0.0010 40.01 K G 0
8016 MQQLQNIIETAFER JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 86 860.9379 2 1719.8612 -0.0002 61.38 - R 0
8017 MQQQLGDQYSELAANEGYMK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 94 1152.5171 2 2303.0196 -0.0002 43.80 R T 0
8018 MQSDEGEINPVDILR JW3619 ECK3634 yicC conserved protein 65 858.4171 2 1714.8196 0.0001 49.90 K W 0
8019 MQTQVLFEHPLNEK JW0099 ECK0102 yacF conserved protein 45 571.9589 3 1712.8549 -0.0007 37.12 - M 0
8020 MQTSPLLTQLMEALR JW0461 ECK0466 recR gap repair protein 81 866.4605 2 1730.9064 0.0006 69.74 - C 0
8021 MQVILLDK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 52 480.2835 2 958.5524 0.0003 39.50 - V 0
8022 MQVLHVCSEMFPLLK 15.994915@M:1,15.994915@M:10,57.021465@C:7 JW3392 ECK3415 glgA glycogen synthase 13 932.4642 2 1862.9138 0.0046 68.62 - T 0
8023 MQVSVETTQGLGR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 92 703.3586 2 1404.7026 -0.0005 32.00 - R 0
8024 MRGEFYQQLTNDLETAR JW3592 ECK3607 kbl glycine C-acetyltransferase 58 691.3335 3 2070.9787 -0.0006 47.90 - A 0
8025 MRHPLVMGNWK JW3890 ECK3911 tpiA triosephosphate isomerase 60 684.8544 2 1367.6942 -0.0012 28.41 - L 0
8026 MRIEEDLK JW0101 ECK0104 guaC GMP reductase 32 517.2708 2 1032.5270 -0.0003 24.47 - L 0
8027 MRKNYIR JW0867 ECK0875 infA translation initiation factor IF-1 14 490.7757 2 979.5368 -0.0017 51.69 K I 0
8028 MRKQDIIFAILK JW3756 ECK3775 rho transcription termination factor 41 492.6302 3 1474.8688 -0.0006 44.22 R Q 0
8029 MRLEFSIYR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 47 607.8203 2 1213.6260 -0.0017 41.18 - Y 0
8030 MRLTSKGR 15.994915@M:1 JW2515 ECK2528 iscR DNA-binding transcriptional activator 10 482.7709 2 963.5272 -0.0011 42.51 - Y 0
8031 MRNASLFNK 15.994915@M:1 JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 16 366.1908 3 1095.5506 0.0012 22.97 K G 0
8032 MSEIAIVLDEAER JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 82 738.3736 2 1474.7326 -0.0009 53.44 K L 0
8033 MSELQYGK JW2573 ECK2590 clpB protein disaggregation chaperone 41 478.2312 2 954.4478 -0.0002 24.23 R I 0
8034 MSEPLLIAR JW4220 ECK4256 yjgR predicted ATPase 11 515.2918 2 1028.5690 0.0001 39.34 - T 0
8035 MSGIDSYLLR 15.994915@M:1 JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 16 585.7948 2 1169.5750 0.0000 69.02 R M 0
8036 MSGINFVANPLVNIHLQGR JW0328 ECK0334 codA cytosine deaminase 88 694.0422 3 2079.1048 0.0000 55.03 K F 0
8037 MSGKMTGIVK 15.994915@M:1 JW3525 ECK3543 cspA major cold shock protein 22 534.2830 2 1066.5514 0.0000 27.81 - W 0
8038 MSHPALTQLRALRYCK 15.994915@M:1,57.021465@C:15 JW5713 ECK4031 ubiC chorismate pyruvate lyase 11 981.0140 2 1960.0134 0.0000 78.33 - E 0
8039 MSIAIMAGVLEAR 15.994915@M:1,15.994915@M:6 JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 11 465.2441 3 1392.7105 0.0001 37.14 K G 0
8040 MSLEDFVGMFAMPALNVPAVPAIPQQ JW1606 ECK1609 ydgA conserved protein 36 925.1304 3 2772.3694 0.0005 80.50 K - 0
8041 MSNLVTSVVK JW3136 ECK3156 rbfA 30s ribosome binding factor 49 539.3014 2 1076.5882 -0.0017 35.20 R H 0
8042 MSRQKQR JW3623 ECK3638 gmk guanylate kinase 13 467.2550 2 932.4954 -0.0020 36.68 R H 0
8043 MSTIEER 15.994915@M:1 JW1080 ECK1080 acpP acyl carrier protein (ACP) 33 441.2052 2 880.3958 -0.0002 16.74 - V 0
8044 MSVHDQEMVIGR JW2424 ECK2426 yfeX conserved protein 17 467.8911 3 1400.6515 -0.0025 29.55 R T 0
8045 MSVVPVADVLQGR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 83 685.8763 2 1369.7380 -0.0006 48.49 - V 0
8046 MSYVEGLLSSNQK JW2294 ECK2291 pta phosphate acetyltransferase 97 728.3609 2 1454.7072 -0.0003 44.94 K D 0
8047 MTAHTPCFR 57.021465@C:7 JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 43 560.7552 2 1119.4958 0.0005 22.87 K S 0
8048 MTDEAGEDAK JW4185 ECK4222 ppa inorganic pyrophosphatase 42 533.7215 2 1065.4284 0.0000 16.72 K L 0
8049 MTDLDLAGK JW2893 ECK2922 pgk phosphoglycerate kinase 52 482.2435 2 962.4724 -0.0018 30.61 K R 0
8050 MTDLDLAGKR JW2893 ECK2922 pgk phosphoglycerate kinase 36 373.8655 3 1118.5747 -0.0006 25.88 K V 0
8051 MTDSNTQLSVMAPVGAALLGLR JW0602 ECK0603 rnk regulator of nucleoside diphosphate kinase 51 749.0612 3 2244.1618 0.0013 66.58 K V 0
8052 MTENIHK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 30 436.7185 2 871.4224 0.0002 16.54 - H 0
8053 MTESFAQLFEESLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 109 830.4008 2 1658.7870 0.0009 62.55 - E 0
8054 MTESFAQLFEESLKEIETRPGSIVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 83 966.4963 3 2896.4671 0.0032 70.18 - G 0
8055 MTETGGNFDK JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 47 550.2393 2 1098.4640 -0.0011 21.42 K G 0
8056 MTGGGFGGCIVALIPEELVPAVQQAVAEQYEAK 57.021465@C:9 JW0740 ECK0746 galK galactokinase 13 858.9351 4 3431.7113 0.0009 79.78 R T 0
8057 MTGLESYDVK JW5253 ECK1544 gnsB Qin prophage; predicted protein 74 571.7734 2 1141.5322 -0.0002 31.81 K I JW0976
8058 MTHDNKLQVEAIKR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 32 421.4805 4 1681.8929 -0.0003 21.76 - G 0
8059 MTHLPHWWQNGVIYQIYPK JW4198 ECK4234 treC trehalose-6-P hydrolase 56 804.4085 3 2410.2037 -0.0007 50.05 - S 0
8060 MTIGEIIAEPLR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 65 671.8738 2 1341.7330 0.0005 53.66 R T 0
8061 MTLEAIR JW0907 ECK0915 mukB fused chromosome partitioning proteins 48 417.2313 2 832.4480 0.0003 30.49 R V 0
8062 MTLEQALEFIDDDELVEVTPTSIR JW5571 ECK3864 bipA GTP-binding protein 91 1382.6838 2 2763.3530 0.0007 74.93 R I 0
8063 MTLQQQIIK JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 54 551.8181 2 1101.6216 0.0001 35.02 - A 0
8064 MTLTEIVAK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 50 503.2861 2 1004.5576 0.0001 38.75 R I 0
8065 MTNLFVR JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 46 440.7391 2 879.4636 0.0000 34.81 - S 0
8066 MTNTYMLPGK JW3213 ECK3233 tldD predicted peptidase 18 578.2800 2 1154.5454 -0.0009 31.20 R S 0
8067 MTPHPVEFELYYSV JW3841 ECK3863 glnA glutamine synthetase 36 856.4053 2 1710.7960 -0.0003 54.56 R - 0
8068 MTPITGGFANK JW0231 ECK0242 phoE outer membrane phosphoporin protein E 10 568.7937 2 1135.5728 0.0034 30.24 K T 0
8069 MTPTIELICGHR 57.021465@C:9 JW0835 ECK0842 nfsA nitroreductase A, NADPH-dependent, FMN-dependent 40 476.5753 3 1426.7041 -0.0020 38.53 - S 0
8070 MTQDELKK JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 32 496.7578 2 991.5010 0.0002 17.25 - A 0
8071 MTSVGSQDTTGPMTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 121 784.8559 2 1567.6972 0.0002 25.98 K D 0
8072 MTTNYIFVTGGVVSSLGK JW2751 ECK2774 pyrG CTP synthetase 32 937.4905 2 1872.9664 0.0010 55.66 - G 0
8073 MVAELQLPINVIGVLAGCENMPGGR 57.021465@C:18 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 70 1319.6787 2 2637.3428 -0.0011 74.71 R A 0
8074 MVAFSNYFFDTTQGHSQINGCTVR 57.021465@C:21 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 82 927.4226 3 2779.2460 -0.0024 52.80 K N 0
8075 MVAPVDGTIGK JW2410 ECK2412 crr glucose-specific enzyme IIA component of PTS 33 544.2940 2 1086.5734 -0.0008 29.33 K I 0
8076 MVDTSDEWIVTR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 90 726.3448 2 1450.6750 -0.0011 41.45 K T 0
8077 MVEREEAVVWDILDEVIR 15.994915@M:1 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 53 739.7121 3 2216.1145 -0.0003 73.41 K E 0
8078 MVGGVTPGK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 51 423.2312 2 844.4478 0.0002 20.65 K G 0
8079 MVHNGIEYGDMQLIAEAYSLLK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 97 1248.1187 2 2494.2228 -0.0007 68.70 K G 0
8080 MVKPGINLR JW0163 ECK0166 map methionine aminopeptidase 43 514.3073 2 1026.6000 -0.0007 26.31 R E 0
8081 MVLDFLLQEK JW2287 ECK2284 yfbQ predicted aminotransferase 74 618.3385 2 1234.6624 -0.0007 59.61 K V 0
8082 MVLTVTDDDLVR JW5592 ECK3804 dapF diaminopimelate epimerase 29 688.8581 2 1375.7016 -0.0001 44.56 R V 0
8083 MVMLFTNSHTIR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 51 483.9160 3 1448.7262 -0.0005 38.31 R D 0
8084 MVNLEPDMTISKNEMVK 15.994915@M:1,15.994915@M:8,15.994915@M:15 JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 10 507.4925 4 2025.9409 -0.0011 30.96 R L 0
8085 MVNSGTEATMSAIR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 61 734.3502 2 1466.6858 0.0001 31.24 R L 0
8086 MVPCDFIAPAITHNPLSDHHQK 57.021465@C:4 JW3985 ECK4017 pgi glucosephosphate isomerase 11 843.4104 3 2527.2094 -0.0007 46.32 K L 0
8087 MVPVVALVGRPNVGK JW5403 ECK2507 der predicted GTP-binding protein 20 512.6409 3 1534.9009 -0.0009 40.80 - S 0
8088 MVQAPIFHVNADDPEAVAFVTR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 71 809.7427 3 2426.2063 0.0010 52.48 K L 0
8089 MVQIPQNPLILVDGSSYLYR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 11 769.4122 3 2305.2148 0.0009 63.46 - A 0
8090 MVSNASALGR JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 65 503.2607 2 1004.5068 -0.0004 22.57 - N 0
8091 MVTFHTNHGDIVIK JW0514 ECK0518 ppiB peptidyl-prolyl cis-trans isomerase B (rotamase B) 26 537.9486 3 1610.8240 0.0001 37.09 - T 0
8092 MVTLEHLR JW3135 ECK3155 truB tRNA pseudouridine synthase 18 333.5197 3 997.5373 -0.0006 29.19 R E 0
8093 MVVSGAGAAAIACMNLLVALGLQK 57.021465@C:13 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 34 786.7629 3 2357.2669 0.0036 74.16 R H 0
8094 MVVTLIHPIAMDDGLR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 83 890.9748 2 1779.9350 -0.0024 50.05 K F JW3943
8095 MVYAPTQEHGK JW1692 ECK1700 pps phosphoenolpyruvate synthase 27 420.8730 3 1259.5972 0.0002 21.11 R Q 0
8096 MVYEAHSTDYQTR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 70 800.8573 2 1599.7000 0.0014 22.97 R T 0
8097 MVYSYTEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 30 510.7384 2 1019.4622 -0.0012 25.44 - K 0
8098 MWEFFER 15.994915@M:1 JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 42 530.7316 2 1059.4486 0.0003 46.37 R L 0
8099 MWEYNNR JW0755 ECK0761 ybhC predicted pectinesterase 18 506.7189 2 1011.4232 0.0001 27.46 R G 0
8100 MYAMGVDAWSLANHFSQMR JW3116 ECK3135 yraM conserved protein 58 739.0015 3 2213.9827 0.0018 59.27 R Q 0
8101 MYAVFQSGGK JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 67 544.2655 2 1086.5164 -0.0002 34.91 - Q 0
8102 MYDLGFIK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 32 493.7545 2 985.4944 0.0002 47.60 R D 0
8103 MYEFSDMAEVESTLEQLANREDGPFVVR JW1054 ECK1052 yceH conserved protein 102 1088.1723 3 3261.4951 -0.0005 73.68 R L 0
8104 MYFLNDLNFSR JW2019 ECK2028 wbbI conserved protein 78 710.3402 2 1418.6658 0.0007 56.58 - R 0
8105 MYGLPAAAIAIWHSAKPENR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 51 549.7902 4 2195.1317 0.0008 52.48 K A 0
8106 MYIGIDLGTSGVK JW3536 ECK3553 xylB xylulokinase 11 677.3561 2 1352.6976 -0.0034 50.96 - V 0
8107 MYPHEFSGGMR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 23 437.8582 3 1310.5528 -0.0008 27.97 K Q 0
8108 MYQDLIR JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 25 469.7420 2 937.4694 0.0003 33.99 - N 0
8109 MYSDLPK JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 33 427.2101 2 852.4056 0.0005 25.91 R V 0
8110 MYVDEIFSGLDYANFPK JW2140 ECK2146 folE GTP cyclohydrolase I 53 1004.9710 2 2007.9274 -0.0012 67.20 K I 0
8111 MYVVSTK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 22 414.2201 2 826.4256 -0.0002 24.56 - Q 0
8112 MYYPFVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 24 488.2417 2 974.4688 0.0005 42.27 - K 0
8113 NAADEDRDALR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 48 623.2940 2 1244.5734 -0.0012 19.09 R A 0
8114 NAADLYLYPNTLIVVK JW4171 ECK4209 cpdB 2':3'-cyclic-nucleotide 2'-phosphodiesterase 44 904.0041 2 1805.9936 0.0009 57.80 R A 0
8115 NAALPILFAALLAEEPVEIQNVPK JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 71 854.1513 3 2559.4321 0.0009 79.57 K L 0
8116 NADLPLAQAAIDR JW2577 ECK2593 yfiO predicted lipoprotein 77 684.3672 2 1366.7198 -0.0007 42.86 K F 0
8117 NADSIFQLLGELNR JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 37 795.4173 2 1588.8200 -0.0008 67.44 R L 0
8118 NADTVVIGR JW4349 ECK4378 lplA lipoate-protein ligase A 61 472.7615 2 943.5084 -0.0003 24.82 R A 0
8119 NAEFLQAYGVAIADGPLK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 51 938.9933 2 1875.9720 -0.0009 57.29 R G 0
8120 NAEYYAWVQNHLK JW3606 ECK3621 rfaG glucosyltransferase I 74 818.3981 2 1634.7816 -0.0025 42.86 R E 0
8121 NAFANLQK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 55 453.2452 2 904.4758 -0.0008 26.93 K V 0
8122 NAFRPLTVK JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 36 523.3106 2 1044.6066 -0.0013 26.71 R E 0
8123 NAFSQALK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 62 439.7400 2 877.4654 -0.0003 26.99 K N 0
8124 NAFSQALKNYLTEHPEATDPR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 16 801.3962 3 2401.1668 0.0006 46.92 K D 0
8125 NAGALTR JW0015 ECK0016 insL IS186/IS421 transposase 20 351.6981 2 701.3816 -0.0004 17.75 R R JW0572 JW5390
8126 NAGFINKR JW2101 ECK2107 metG methionyl-tRNA synthetase 53 460.2584 2 918.5022 -0.0012 18.74 R F 0
8127 NAHLVSTVVSGKEEEGAK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 55 618.9896 3 1853.9470 -0.0013 22.79 K F 0
8128 NAIAAVK JW2768 ECK2792 sdaB L-serine deaminase II 28 343.7134 2 685.4122 0.0001 19.09 R A 0
8129 NAIASVK JW1803 ECK1812 sdaA L-serine deaminase I 22 351.7108 2 701.4070 -0.0001 18.62 R A 0
8130 NAIDWLSR JW3691 ECK3706 yieF chromate reductase, Class I, flavoprotein 29 487.7561 2 973.4976 -0.0004 42.78 K L 0
8131 NAIIFSPHPR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 48 576.3196 2 1150.6246 -0.0001 28.20 R A 0
8132 NAITDTPLLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 19 557.3172 2 1112.6198 0.0009 40.34 R R 0
8133 NALATIAQAQEESLGDNKPADDLLNLEGVDR JW3138 ECK3158 nusA transcription termination/antitermination L factor 124 1094.2160 3 3279.6262 0.0044 59.53 K D 0
8134 NALATIAQAQEESLGDNKPADDLLNLEGVDRDLAFK JW3138 ECK3158 nusA transcription termination/antitermination L factor 124 1285.6515 3 3853.9327 -0.0007 63.14 K L 0
8135 NALEVEGLTK JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 10 537.2955 2 1072.5764 0.0001 33.43 R G 0
8136 NALFGIIQGSVYEDLR JW0396 ECK0400 tgt tRNA-guanine transglycosylase 96 897.9740 2 1793.9334 0.0024 63.19 K D 0
8137 NALPEGYAPAK JW5377 ECK2294 yfcE predicted phosphatase 22 565.7959 2 1129.5772 0.0006 26.53 R V 0
8138 NALQELIIDGIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 30 663.8854 2 1325.7562 0.0007 59.41 K T 0
8139 NALQLLHFWNAEIPLAQGAAVPLVR JW0028 ECK0031 rihC ribonucleoside hydrolase 3 53 914.5129 3 2740.5169 -0.0008 67.44 R A 0
8140 NAMPLLNR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 15 464.7553 2 927.4960 0.0000 32.01 K Y 0
8141 NANLVVVMGGNAAEAHPVGFR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 66 708.3638 3 2122.0696 -0.0044 44.33 K W 0
8142 NAPPPTKPVETQTQSTVPDKNDR JW3781 ECK3803 yifL predicted lipoprotein 59 840.7611 3 2519.2615 -0.0001 21.34 K A 0
8143 NAQGELEIQVGDEVDVALDAVEDGFGETLLSR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 19 1130.2168 3 3387.6286 -0.0030 81.37 K E 0
8144 NAQPDTLDAVLAK JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 58 678.3609 2 1354.7072 -0.0019 38.29 R L 0
8145 NASMAVLR 15.994915@M:4 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 60 439.2315 2 876.4484 -0.0002 19.71 R E 0
8146 NATLEVAEALER JW5531 ECK3150 deaD ATP-dependent RNA helicase 50 658.3461 2 1314.6776 -0.0003 43.77 K N 0
8147 NATPITNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 26 429.7375 2 857.4604 -0.0002 17.64 R F 0
8148 NAVENHFDTSYELESLLEQR JW2027 ECK2036 galF predicted subunit with GalU 31 798.7135 3 2393.1187 0.0052 55.49 K V 0
8149 NAVIEAAER JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 26 486.7592 2 971.5038 0.0004 24.08 R G 0
8150 NAVPTQSILTITSNVVYGQK JW5522 ECK3103 tdcE pyruvate formate-lyase 4/2-ketobutyrate formate-lyase 38 711.7237 3 2132.1493 0.0015 57.44 R T 0
8151 NAWLALER JW2660 ECK2679 emrA multidrug efflux system 34 486.7667 2 971.5188 -0.0001 41.37 R T 0
8152 NCDQTGGLSGRPLQLK 57.021465@C:2 JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 28 581.9653 3 1742.8741 0.0006 29.94 K S 0
8153 NCVNPHVAD 57.021465@C:2 JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 27 513.2272 2 1024.4398 0.0002 19.63 K - 0
8154 NDAADLGAAGGMGGMGGMGGMM 15.994915@M:21 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 48 972.8722 2 1943.7298 -0.0004 48.69 K - 0
8155 NDDNTWTVTVADLK JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 69 796.3833 2 1590.7520 -0.0005 49.47 R N 0
8156 NDDYLILDAVNNQVYVNPTNEVIDK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 49 1439.7090 2 2877.4034 0.0004 60.10 K M 0
8157 NDGRDADELLAILASK JW4198 ECK4234 treC trehalose-6-P hydrolase 70 850.9447 2 1699.8748 0.0008 55.42 R S 0
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8158 NDIAMGPLINAAALER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 78 834.9403 2 1667.8660 -0.0004 53.59 R V 0
8159 NDKTQLR JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 25 437.7408 2 873.4670 0.0003 14.28 K I 0
8160 NDLIEPFFDDTQIFIYPGFQYK JW0395 ECK0399 queA S-adenosylmethionine:tRNA ribosyltransferase-isomerase 83 1355.6570 2 2709.2994 -0.0008 74.88 K V 0
8161 NDLQGATLAIVPGDPDRVEK JW3808 ECK3825 udp uridine phosphorylase 69 703.3711 3 2107.0915 0.0006 40.71 K I 0
8162 NDLSYAGNFLNMMFSTPCEPYEVNPILER 57.021465@C:18 JW0710 ECK0709 gltA citrate synthase 51 1141.1896 3 3420.5470 0.0005 77.35 R A 0
8163 NDMGLTNVEIMIPFVR JW1692 ECK1700 pps phosphoenolpyruvate synthase 84 924.9707 2 1847.9268 -0.0005 66.12 R T 0
8164 NDNKPLSPETWQHLK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 47 602.9761 3 1805.9065 0.0006 32.97 K G 0
8165 NDNPQAASRPWDK JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 16 500.2397 3 1497.6973 0.0013 22.35 R E 0
8166 NDPLAMQR 15.994915@M:6 JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 43 480.7320 2 959.4494 -0.0001 20.17 R L 0
8167 NDQLKEPMFFGQPVNVAR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 50 697.3545 3 2089.0417 0.0003 44.89 K Y 0
8168 NDTYLEYEAFAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 51 732.3382 2 1462.6618 0.0003 45.44 R K 0
8169 NDVDDGVQDIQNDVNQLADSLESVLK JW2647 ECK2666 ygaM predicted protein 107 1422.1799 2 2842.3452 -0.0016 80.23 R S 0
8170 NDYGMPEQVQFWSVADNVR JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 38 752.3444 3 2254.0114 0.0002 57.00 R F 0
8171 NEAELNALWDSK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 90 695.3357 2 1388.6568 -0.0002 46.28 K V 0
8172 NEALMTEILHDHAIDTVIHFAGLK JW0742 ECK0748 galE UDP-galactose-4-epimerase 13 672.8518 4 2687.3781 0.0040 62.92 R A 0
8173 NEEALELLFGHLR JW5067 ECK0486 ybbN predicted thioredoxin domain-containing protein 55 514.2755 3 1539.8047 0.0003 56.84 R K 0
8174 NEEGVGKALK JW5499 ECK3004 dkgA 2,5-diketo-D-gluconate reductase A 12 348.8607 3 1043.5603 -0.0007 13.70 K N 0
8175 NEETLEPVPYFQK JW2483 ECK2494 upp uracil phosphoribosyltransferase 76 797.3934 2 1592.7722 0.0000 42.34 R L 0
8176 NEGISVR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 53 387.7089 2 773.4032 0.0001 20.97 R H JW4090
8177 NEGISVR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 54 387.7088 2 773.4030 0.0000 20.15 R H JW4090
8178 NELAEKEK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 37 480.7538 2 959.4930 0.0008 14.89 K N 0
8179 NELALHSK JW2768 ECK2792 sdaB L-serine deaminase II 32 456.2511 2 910.4876 0.0004 18.67 K E JW1803
8180 NELALHSKEELEQHLANVWEVMR JW2768 ECK2792 sdaB L-serine deaminase II 34 694.6028 4 2774.3821 0.0014 52.93 K G 0
8181 NELGQEVLEAGPSIPVEILGLSGVPAAGDEVTVVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 15 1172.2935 3 3513.8587 0.0023 72.45 R D 0
8182 NELGQEVLEAGPSIPVEILGLSGVPAAGDEVTVVRDEK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 132 1296.3471 3 3886.0195 -0.0014 68.36 R K 0
8183 NELLDVSDVSETINSIR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 28 952.4840 2 1902.9534 0.0001 59.34 R E 0
8184 NELLDVSDVSETINSIREDVFK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 18 841.4242 3 2521.2508 -0.0040 74.61 R A 0
8185 NELNEAAETLANFLK JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 108 838.9281 2 1675.8416 0.0000 68.86 R D 0
8186 NELNEAAETLANFLKDDANIHAIQR JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 84 937.4733 3 2809.3981 -0.0014 66.84 R A 0
8187 NELSQYGILPEEWGGESQFVHVSAK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 33 935.4562 3 2803.3468 0.0015 56.00 K A 0
8188 NELSSYK JW0190 ECK0194 proS prolyl-tRNA synthetase 26 420.7083 2 839.4020 -0.0004 21.39 R Q 0
8189 NENTLLPATLDYR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 55 760.3910 2 1518.7674 -0.0003 46.16 R Q 0
8190 NEPSGSLHGLMR JW1709 ECK1717 thrS threonyl-tRNA synthetase 62 649.3197 2 1296.6248 0.0005 27.75 R V 0
8191 NEQDGGDLVYFQGHISPGVYAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 56 808.0523 3 2421.1351 0.0002 46.42 R A 0
8192 NESQLALDGGDNLAYIATSMVNLR JW5873 ECK4366 prfC peptide chain release factor RF-3 54 855.7592 3 2564.2558 0.0017 70.08 K L 0
8193 NETNELFIPPGPR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 48 742.3806 2 1482.7466 -0.0001 43.01 R L 0
8194 NEVTGANVLVAIFSEQESQAAYLLR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 56 1361.7070 2 2721.3994 0.0021 76.96 R K 0
8195 NEYTVPTAPAEDAPR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 68 815.8888 2 1629.7630 -0.0004 32.28 R A 0
8196 NFASYGHLMGEMPR JW1753 ECK1762 selD selenophosphate synthase 12 537.2466 3 1608.7180 0.0003 41.15 R E 0
8197 NFDIDELEALHQELEAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 70 681.3329 3 2040.9769 0.0017 57.51 K I 0
8198 NFDLSPLYR JW3664 ECK3679 ibpA heat shock chaperone 32 562.7909 2 1123.5672 0.0011 46.83 R S 0
8199 NFDNMREDEGLADR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 45 561.2458 3 1680.7156 -0.0005 30.87 R A 0
8200 NFEPQHSVFK JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 18 616.8056 2 1231.5966 -0.0020 27.75 R K 0
8201 NFFDHVDIPAENINLLNGNAPDIDAECR 57.021465@C:27 JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 90 1061.8320 3 3182.4742 0.0017 60.67 R Q 0
8202 NFFEEDLQIR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 31 655.8225 2 1309.6304 0.0002 49.18 R F 0
8203 NFFEQLGVPTHLSDYGLDGSSIPALLK JW2978 ECK3003 yqhD alcohol dehydrogenase, NAD(P)-dependent 35 973.5035 3 2917.4887 0.0025 67.85 R K 0
8204 NFGGEQAAR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 52 475.2280 2 948.4414 0.0002 19.16 K T 0
8205 NFGKHPVTPWGVQTK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 61 848.4526 2 1694.8906 0.0015 28.52 R G 0
8206 NFGLYNER JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 36 506.7456 2 1011.4766 -0.0007 30.68 K V 0
8207 NFGMPAPEGYRK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 11 456.2237 3 1365.6493 -0.0006 30.30 R A 0
8208 NFGSGWTWLVK JW1648 ECK1652 sodB superoxide dismutase, Fe 47 647.8328 2 1293.6510 0.0005 55.54 K N 0
8209 NFIDAIIK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 39 467.2740 2 932.5334 0.0003 50.55 R E 0
8210 NFIDAIIKEK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 54 595.8425 2 1189.6704 -0.0002 47.54 R I 0
8211 NFKPGFR JW5526 ECK3113 garR tartronate semialdehyde reductase 22 433.2378 2 864.4610 0.0004 22.12 R I 0
8212 NFLAETGDIR JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 41 568.2907 2 1134.5668 0.0000 36.44 K A 0
8213 NFLDYCR 57.021465@C:6 JW0514 ECK0518 ppiB peptidyl-prolyl cis-trans isomerase B (rotamase B) 21 494.2214 2 986.4282 0.0002 36.07 K E 0
8214 NFLVPQGK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 29 451.7586 2 901.5026 0.0006 30.02 R A 0
8215 NFNLLGLLPEVVETIEEQAER JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 89 1207.1336 2 2412.2526 -0.0009 80.38 R A 0
8216 NFPMIPGIDFAGTVR JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 37 817.9211 2 1633.8276 -0.0010 61.34 R T 0
8217 NFQFASHMVMFDLPFNPDLLEQR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 72 932.7800 3 2795.3182 -0.0018 69.10 R I 0
8218 NFRNEGISVR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 28 397.8791 3 1190.6155 0.0000 24.07 R H JW2858
8219 NFSIIAHIDHGK JW2553 ECK2567 lepA GTP binding membrane protein 16 451.2423 3 1350.7051 0.0006 33.09 R S 0
8220 NGAEGVGLYR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 69 518.2640 2 1034.5134 -0.0010 27.98 R T 0
8221 NGAGIENYNFITTAGLK JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 82 891.9539 2 1781.8932 -0.0014 50.15 K Y 0
8222 NGAGIENYNFITTAGLKYTF JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 22 1097.5446 2 2193.0746 0.0005 61.18 K - 0
8223 NGALNAAIVGQPAYK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 93 743.9034 2 1485.7922 -0.0017 35.83 K I 0
8224 NGDSLTLRPEGTAGCVR 57.021465@C:15 JW2498 ECK2510 hisS histidyl tRNA synthetase 44 601.6320 3 1801.8742 0.0002 28.14 R A 0
8225 NGDTSNGVELGK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 29 595.7860 2 1189.5574 0.0000 21.40 R S 0
8226 NGEDPVAIRK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 31 549.7989 2 1097.5832 0.0003 21.45 R A 0
8227 NGEFIEITEK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 61 590.2980 2 1178.5814 -0.0003 36.13 K D 0
8228 NGEFIEITEKDTEGR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 45 869.4170 2 1736.8194 -0.0022 38.36 K W 0
8229 NGENALAFYSHYYQPLPLVLR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 59 822.4250 3 2464.2532 -0.0006 59.82 K G 0
8230 NGEYTYIINTTSGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 82 794.8841 2 1587.7536 0.0008 39.10 K R 0
8231 NGFAGYPVVTEENELVGIITGR JW5401 ECK2504 guaB IMP dehydrogenase 122 1168.1005 2 2334.1864 0.0009 69.65 R D 0
8232 NGFLLDGFPR JW0463 ECK0468 adk adenylate kinase 67 568.2983 2 1134.5820 0.0000 50.42 R T 0
8233 NGGDMGWLEDATIPDELKNAGLK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 53 815.3967 3 2443.1683 -0.0006 58.82 R E 0
8234 NGHEVVLWGHDPEHIATLER JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 42 578.0407 4 2308.1337 -0.0013 39.27 R D 0
8235 NGHLFVTDGVVK JW0396 ECK0400 tgt tRNA-guanine transglycosylase 65 643.3471 2 1284.6796 -0.0029 32.32 R I 0
8236 NGIIDLK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 67 386.7318 2 771.4490 0.0000 32.96 R E 0
8237 NGIIHTTIGK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 52 527.3059 2 1052.5972 -0.0005 24.17 K V 0
8238 NGIPQFR JW2133 ECK2139 yeiT predicted oxidoreductase 13 416.2283 2 830.4420 0.0022 27.29 R L 0
8239 NGITGPCYVGK 57.021465@C:7 JW0675 ECK0676 pgm phosphoglucomutase 33 583.2869 2 1164.5592 -0.0004 27.56 K D 0
8240 NGKGEVDDIDHLGNR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 46 546.9328 3 1637.7766 0.0008 24.34 R R 0
8241 NGKGEVDDIDHLGNRR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 50 449.4767 4 1793.8777 0.0007 22.47 R I 0
8242 NGLACITPISALNQPGK 57.021465@C:5 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 72 877.4669 2 1752.9192 0.0000 46.56 K K 0
8243 NGLACITPISALNQPGKK 57.021465@C:5 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 15 628.0119 3 1881.0139 -0.0003 40.27 K I 0
8244 NGLDLILSGDTGSSTISLLK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 50 1002.5470 2 2003.0794 0.0008 62.50 R N 0
8245 NGLDVVR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 61 386.7192 2 771.4238 -0.0001 24.56 R M 0
8246 NGLHVRPASR JW5185 ECK1186 dhaH fused predicted dihydroxyacetone-specific PTS enzyme HPr component -!- EI component 20 553.8121 2 1105.6096 -0.0007 17.04 R L 0
8247 NGLHVRPASRLVYTLSTFNADMLLEK 15.994915@M:22 JW5185 ECK1186 dhaH fused predicted dihydroxyacetone-specific PTS enzyme HPr component -!- EI component 13 987.8608 3 2960.5606 0.0064 90.35 R N 0
8248 NGLLLAR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 52 378.7397 2 755.4648 -0.0004 29.78 K E 0
8249 NGLLWDNSLNVDGIK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 93 829.4306 2 1656.8466 -0.0005 53.46 R T 0
8250 NGLVSSVR JW2515 ECK2528 iscR DNA-binding transcriptional activator 60 416.2376 2 830.4606 -0.0002 23.05 K G 0
8251 NGMECGIGVK 57.021465@C:5 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 47 532.7464 2 1063.4782 -0.0007 25.58 R N 0
8252 NGNIDLTDLR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 74 565.7938 2 1129.5730 0.0003 39.34 K A 0
8253 NGNPSGEGFTSGVTNNGR JW2203 ECK2207 ompC outer membrane porin protein C 102 882.8983 2 1763.7820 -0.0002 26.85 K D 0
8254 NGNVVDYQTGPIIWGEPGTNGQHAFYQLIHQGTK JW3985 ECK4017 pgi glucosephosphate isomerase 47 935.7114 4 3738.8165 -0.0014 55.05 R M 0
8255 NGPQLADLVK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 45 527.7987 2 1053.5828 0.0011 37.48 R L 0
8256 NGSTAIAGIMAESFLR JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 22 819.4198 2 1636.8250 0.0008 59.93 R E 0
8257 NGVHDFILVR JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 11 390.5523 3 1168.6351 0.0000 37.73 R A 0
8258 NGVLVFTGDYFLDEQGLPTAK JW1265 ECK1267 yciN predicted protein 74 1142.5777 2 2283.1408 -0.0013 62.17 R S 0
8259 NGVMIVNTSR JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 64 545.7875 2 1089.5604 0.0004 27.51 K G 0
8260 NGVNLFAGDK JW3841 ECK3863 glnA glutamine synthetase 47 517.7671 2 1033.5196 0.0005 35.26 K Y 0
8261 NGVNLFAGDKYAGLSEQALYYIGGVIK JW3841 ECK3863 glnA glutamine synthetase 65 954.1672 3 2859.4798 -0.0009 66.63 K H 0
8262 NHCEILQGNAR 57.021465@C:3 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 15 437.8783 3 1310.6131 -0.0019 20.00 R F 0
8263 NHDTGVSPVFAGGVEYAITPEIATR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 53 867.7694 3 2600.2864 -0.0005 51.44 K L 0
8264 NHETGELLATFELK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 64 801.4122 2 1600.8098 0.0003 47.96 R T 0
8265 NHFASEYIYNAYKDEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 50 664.6428 3 1990.9066 0.0005 34.85 K T 0
8266 NHFVTILGTIQGEQPGFINK JW3474 ECK3490 slp outer membrane lipoprotein 47 738.3952 3 2212.1638 -0.0001 50.67 R V 0
8267 NHGGEFVLR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 32 514.7668 2 1027.5190 -0.0007 24.07 R I 0
8268 NHGHIINIGSTAGSWPYAGGNVYGATK JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 95 914.7838 3 2741.3296 -0.0014 41.48 R A 0
8269 NHGLLHSGAR JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 46 531.2839 2 1060.5532 0.0007 16.31 R Y 0
8270 NHGYTVLDIQQDGPTIR JW1915 ECK1929 yedF conserved protein 36 642.9939 3 1925.9599 0.0004 40.11 R Y 0
8271 NHIGGNAYTEDCEGIQIHK 57.021465@C:12 JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 49 719.3323 3 2154.9751 -0.0001 28.34 R Y 0
8272 NHKDVAIVVK JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 43 374.8934 3 1121.6584 0.0026 18.69 K S 0
8273 NHLDDYVIGQEQAK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 40 543.9335 3 1628.7787 -0.0007 31.34 R K 0
8274 NHLNMHFVSNVDGTHIAEVLK JW3985 ECK4017 pgi glucosephosphate isomerase 75 792.4018 3 2374.1836 -0.0016 42.29 K K 0
8275 NHLNMHFVSNVDGTHIAEVLKK JW3985 ECK4017 pgi glucosephosphate isomerase 27 626.5771 4 2502.2793 -0.0007 39.05 K V 0
8276 NHMLVGGVRPHLYCLPILK 57.021465@C:14 JW1049 ECK1047 pyrC dihydro-orotase 20 555.0585 4 2216.2049 -0.0024 42.88 R R 0
8277 NHMSLHDLCSGMK 57.021465@C:9 JW3143 ECK3165 glmM phosphoglucosamine mutase 72 765.3364 2 1528.6582 -0.0003 29.74 R M 0
8278 NHNLGDSVNALTLEHYPGMTEK JW0768 ECK0774 moaE molybdopterin synthase, large subunit 44 814.0566 3 2439.1480 -0.0008 42.75 R A 0
8279 NHNLIMTR JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 24 499.7633 2 997.5120 -0.0006 21.96 R L 0
8280 NHPGVMTHVCGLFAR 57.021465@C:10 JW3645 ECK3661 ilvN acetolactate synthase I, small subunit 45 565.9444 3 1694.8114 -0.0020 34.81 R R 0
8281 NHTTIFSEWYALDLVK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 29 646.3316 3 1935.9730 0.0000 58.51 K N 0
8282 NIADAVNSVLTDTIADMSQDTSIHEFIK JW0424 ECK0428 yajG predicted lipoprotein 113 1016.8320 3 3047.4742 -0.0014 79.57 K Q 0
8283 NIADSFLPALSK JW0233 ECK0244 proA gamma-glutamylphosphate reductase 84 638.3507 2 1274.6868 -0.0002 53.96 K Q 0
8284 NIAHQVK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 32 405.2348 2 808.4550 -0.0004 15.10 K K 0
8285 NIAIEHSGYSVFAGVGER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 107 953.4767 2 1904.9388 0.0008 43.04 R T 0
8286 NIAIIAHVDHGK JW5571 ECK3864 bipA GTP-binding protein 76 644.3623 2 1286.7100 0.0005 26.06 R T 0
8287 NICWFGDEA 57.021465@C:3 JW3138 ECK3158 nusA transcription termination/antitermination L factor 52 556.2296 2 1110.4446 0.0007 53.75 R - 0
8288 NIDVLIADTAGR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 109 629.3432 2 1256.6718 -0.0005 45.73 R L 0
8289 NIDWLDGEGNDQVQESVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 106 1023.4746 2 2044.9346 0.0008 46.44 K - 0
8290 NIEFFEAR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 36 513.2561 2 1024.4976 -0.0001 40.60 K R 0
8291 NIFDQDYFIR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 51 665.8245 2 1329.6344 -0.0009 54.22 K S 0
8292 NIFGYQYTIPTHQGR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 88 897.9494 2 1793.8842 -0.0007 42.58 K G 0
8293 NIFLVGPMGAGK JW5947 ECK3377 aroK shikimate kinase I 39 602.3315 2 1202.6484 0.0004 46.87 R S 0
8294 NIGDALK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 14 365.7084 2 729.4022 0.0002 23.77 K E 0
8295 NIGEILELAGCDR 57.021465@C:11 JW0007 ECK0008 talB transaldolase B 98 730.3643 2 1458.7140 0.0003 53.91 R L 0
8296 NIGISAHIDAGK JW3302 ECK3327 fusA protein chain elongation factor EF-G 73 598.3249 2 1194.6352 -0.0004 27.39 R T 0
8297 NIGIYPEIK JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 15 523.7980 2 1045.5814 0.0006 40.44 K A 0
8298 NIGLLNK JW1269 ECK1272 ribA GTP cyclohydrolase II 12 386.2398 2 770.4650 0.0000 29.01 R I 0
8299 NIGPAGLTIVIVR JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 76 661.9112 2 1321.8078 -0.0002 49.10 K E 0
8300 NIGVNVK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 37 372.2247 2 742.4348 0.0012 22.54 K L 0
8301 NIHQQALR JW1049 ECK1047 pyrC dihydro-orotase 32 490.2748 2 978.5350 -0.0009 17.70 R E 0
8302 NIIAGLPGAEEGYTLDQFRK JW4285 ECK4313 uxuA mannonate hydrolase 23 731.3832 3 2191.1278 0.0005 50.67 R H 0
8303 NIIAVSSGK JW2100 ECK2106 mrp antiporter inner membrane protein 37 444.7613 2 887.5080 0.0004 24.94 K G 0
8304 NIIFAINK JW5689 ECK3404 malP maltodextrin phosphorylase 15 466.7818 2 931.5490 0.0001 39.31 K V 0
8305 NIILSSQPGTDDR JW0047 ECK0049 folA dihydrofolate reductase 77 708.3602 2 1414.7058 0.0006 30.80 K V 0
8306 NIIQHVENNR JW2300 ECK2297 folX D-erythro-7,8-dihydroneopterin triphosphate 2'-epimerase and dihydroneopterin aldolase 45 618.8258 2 1235.6370 0.0001 23.59 K F 0
8307 NIKVDEAGFEAAMEEQR JW2667 ECK2692 alaS alanyl-tRNA synthetase 46 646.3070 3 1935.8992 -0.0005 41.47 R R 0
8308 NILLVADHTK JW5567 ECK3877 yihW predicted DNA-binding transcriptional regulator 21 562.3267 2 1122.6388 -0.0009 29.52 R Y 0
8309 NILMIGPTGVGK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 51 600.3443 2 1198.6740 -0.0003 42.49 K T 0
8310 NILNELQK JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 29 486.2797 2 970.5448 0.0002 39.25 R D 0
8311 NILVVVPSHVFGEVLR JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 12 593.3491 3 1777.0255 0.0005 55.28 R Q 0
8312 NINPTQTAAWQALQK JW3985 ECK4017 pgi glucosephosphate isomerase 84 842.4439 2 1682.8732 -0.0007 43.36 K H 0
8313 NIPVELHVLLNDDAETPTR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 50 716.0433 3 2145.1081 0.0015 49.42 K M 0
8314 NIPVGSTVHNVEMKPGK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 14 602.9898 3 1805.9476 0.0019 26.30 R G 0
8315 NIPYMSGPQWLHDFVLR JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 16 691.6840 3 2072.0302 -0.0001 60.46 K D 0
8316 NIQDTNETLFYR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 72 757.3679 2 1512.7212 0.0005 39.94 R L 0
8317 NIRPLHDR JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 27 340.8612 3 1019.5618 -0.0007 17.19 M V 0
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8318 NISDDLR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 18 416.7116 2 831.4086 -0.0001 26.96 K A 0
8319 NISLSFFPGAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 51 590.8218 2 1179.6290 0.0004 51.39 K I 0
8320 NISPHLQR JW5158 ECK1094 ycfP conserved protein 17 322.1826 3 963.5260 0.0010 20.10 K I 0
8321 NISVTEVHAR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 18 375.8717 3 1124.5933 -0.0004 22.39 K H 0
8322 NITDIDDK JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 30 467.2299 2 932.4452 0.0002 24.59 R I 0
8323 NIVAAGLADR JW2909 ECK2937 metK methionine adenosyltransferase 1 54 500.2828 2 998.5510 0.0002 31.06 K C 0
8324 NIVDAIDK JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 20 444.2449 2 886.4752 -0.0007 31.25 K S 0
8325 NIVDGNHQMEPGMPESFNVLLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 59 823.7347 3 2468.1823 -0.0004 53.23 K E 0
8326 NIVELAIEAGCNCVASTYGVLASVSR 57.021465@C:11,57.021465@C:13 JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 37 918.4578 3 2752.3516 -0.0006 79.59 K R 0
8327 NIVNDPSVVFDDIVTNEQIQK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 59 796.4084 3 2386.2034 0.0019 61.60 R R 0
8328 NIVPDYR JW1915 ECK1929 yedF conserved protein 21 438.7330 2 875.4514 0.0013 29.91 K L 0
8329 NIVSLNYAVR JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 12 574.8252 2 1147.6358 0.0009 39.07 R E 0
8330 NIVTVGNDIETR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 20 665.8510 2 1329.6874 -0.0014 32.31 R S 0
8331 NIYIDDSSGLTPTEVR JW4012 ECK4044 dnaB replicative DNA helicase 44 890.4409 2 1778.8672 -0.0014 42.61 R S 0
8332 NIYTDPLNVLQAELLHR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 116 1005.0436 2 2008.0726 -0.0015 65.48 R S 0
8333 NKAELDEYREELVSHFAR JW5539 ECK3222 yhcB conserved protein 34 552.2791 4 2205.0873 0.0060 45.46 K S 0
8334 NKDGIPAVVER JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 32 399.8909 3 1196.6509 -0.0005 22.95 R L 0
8335 NKELMDNMR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 49 575.7710 2 1149.5274 0.0005 22.49 K N 0
8336 NKHQQHLAQLPK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 30 481.2722 3 1440.7948 -0.0003 17.58 R I 0
8337 NKLFGVTTLDIIR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 39 497.2961 3 1488.8665 0.0001 48.87 K S 0
8338 NKPATLSTGLVIQVPEYLSPGEK JW5362 ECK2165 yeiP predicted elongtion factor 34 814.4475 3 2440.3207 -0.0007 51.42 R I 0
8339 NKQNDLQAMHHK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 40 488.5771 3 1462.7095 -0.0005 16.27 K Y 0
8340 NKSEITDEEYKEFYK JW0462 ECK0467 htpG molecular chaperone HSP90 family 48 641.6385 3 1921.8937 -0.0007 31.61 R H 0
8341 NKVHIINLEK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 58 604.3609 2 1206.7072 -0.0011 24.12 R T 0
8342 NKVTDAEIAEVLAR JW2573 ECK2590 clpB protein disaggregation chaperone 12 510.2829 3 1527.8269 0.0014 41.35 R W 0
8343 NLAEGVPR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 48 428.2380 2 854.4614 0.0004 25.03 R G 0
8344 NLAELHIGQPVVHLEHGVGR JW1100 ECK1100 mfd transcription-repair coupling factor 47 725.7305 3 2174.1697 -0.0011 38.76 R Y 0
8345 NLAELPASAAHSHQHVVK JW2161 ECK2167 yeiR predicted enzyme 28 637.0060 3 1907.9962 -0.0004 24.89 R K 0
8346 NLALHVDGAR JW0854 ECK0861 ltaE L-allo-threonine aldolase, PLP-dependent 48 533.2937 2 1064.5728 0.0002 24.03 R I 0
8347 NLALLLDSVANDK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 36 693.3855 2 1384.7564 0.0003 56.89 K A 0
8348 NLALLLDSVANDKAALIAK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 48 651.7180 3 1952.1322 0.0016 59.91 K S 0
8349 NLALNIESR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 54 515.2881 2 1028.5616 0.0003 33.98 R G 0
8350 NLDDKTIASFQQQLSDMGYK JW3975 ECK4007 aceA isocitrate lyase 65 768.0390 3 2301.0952 0.0004 56.64 K F 0
8351 NLDITDTR JW3140 ECK3161 argG argininosuccinate synthetase 47 474.2432 2 946.4718 -0.0002 28.14 R E 0
8352 NLDLHNVSTR JW2713 ECK2738 pcm L-isoaspartate protein carboxylmethyltransferase type II 24 584.8067 2 1167.5988 -0.0007 24.15 K H 0
8353 NLDLIMGCER 57.021465@C:8 JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 64 610.7915 2 1219.5684 -0.0004 40.79 R R 0
8354 NLDNDDIEYK JW0190 ECK0194 proS prolyl-tRNA synthetase 41 619.7797 2 1237.5448 -0.0014 28.13 R Y 0
8355 NLETLSQTHK JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 39 585.8093 2 1169.6040 0.0000 21.23 K V 0
8356 NLEVCPK 57.021465@C:5 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 31 430.2207 2 858.4268 -0.0001 22.24 R C 0
8357 NLEVMVK JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 25 416.7336 2 831.4526 0.0002 27.99 K G 0
8358 NLFCSCVPISEYQ 57.021465@C:4,57.021465@C:6 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 67 808.8579 2 1615.7012 0.0002 52.42 R - 0
8359 NLGIETHVIEFAPMLMAEQLDQMGGEQLR JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 54 1090.8712 3 3269.5918 0.0037 71.89 K R 0
8360 NLGLDVLDVVNLR JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 51 720.4144 2 1438.8142 -0.0002 63.93 R V 0
8361 NLHDLLMAAPAGLR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 41 497.9418 3 1490.8036 0.0008 51.34 R A 0
8362 NLIEWLPGSTIWAGK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 41 842.9570 2 1683.8994 0.0011 65.31 K R 0
8363 NLKPEGIFLLHTIGSK JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 59 589.6766 3 1766.0080 -0.0011 44.42 R K 0
8364 NLLDTAVLEGTDEESAR JW4201 ECK4237 mgtA magnesium transporter 81 916.9478 2 1831.8810 0.0012 50.43 K S 0
8365 NLLGITTSVHCVAGVVDYVVK 57.021465@C:11 JW3097 ECK3116 garD (D)-galactarate dehydrogenase 53 748.7405 3 2243.1997 0.0013 59.39 K I 0
8366 NLLGLMQGTLQEK JW2943 ECK2970 glcB malate synthase G 71 722.8951 2 1443.7756 0.0001 55.27 R M 0
8367 NLLKDVTR JW2768 ECK2792 sdaB L-serine deaminase II 42 479.7874 2 957.5602 -0.0004 26.32 R V 0
8368 NLLKPLR JW3546 ECK3563 yiaJ predicted DNA-binding transcriptional repressor 25 427.2835 2 852.5524 -0.0020 25.37 K E 0
8369 NLLREEPLEILREEDFVAER JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 44 618.3293 4 2469.2881 0.0019 55.31 R E 0
8370 NLLTLLNLEK JW0442 ECK0446 tesB acyl-CoA thioesterase II 51 585.8582 2 1169.7018 -0.0001 59.11 K I 0
8371 NLMSDGNVQIVK JW1656 ECK1660 ydhQ conserved protein 62 659.3450 2 1316.6754 -0.0003 38.34 K T 0
8372 NLNDTNYNR JW0755 ECK0761 ybhC predicted pectinesterase 28 562.2599 2 1122.5052 -0.0002 20.41 R M 0
8373 NLNLDLQTLTEEAVR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 110 864.9604 2 1727.9062 0.0008 58.30 K L 0
8374 NLPIETNIMDLEAAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 107 836.4351 2 1670.8556 0.0008 54.65 R A 0
8375 NLPKEDAHALGIFLR JW1217 ECK1220 narJ molybdenum-cofactor-assembly chaperone subunit (delta subunit) of nitrate reductase 1 36 565.3173 3 1692.9301 -0.0010 42.88 K D 0
8376 NLPWTLK JW1769 ECK1778 yeaD conserved protein 20 436.2555 2 870.4964 0.0002 41.79 R S 0
8377 NLQDSLR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 36 423.2268 2 844.4390 -0.0013 24.63 K T 0
8378 NLQEEDIK JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 28 494.7501 2 987.4856 -0.0016 22.79 R V 0
8379 NLQQSAPINFSLVAVNLDQK JW1338 ECK1341 ydaO predicted C32 tRNA thiolase 37 733.7308 3 2198.1706 0.0011 57.47 R Q 0
8380 NLSEMQFYVTQNHGTEPPFTGR JW1767 ECK1776 yeaA methionine sulfoxide reductase B 51 851.7328 3 2552.1766 0.0011 47.46 K L 0
8381 NLSHNYSLLAR JW3144 ECK3166 folP 7,8-dihydropteroate synthase 62 644.3435 2 1286.6724 -0.0007 29.92 K L 0
8382 NLSLESAIDKESDLLEPLR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 37 714.7146 3 2141.1220 0.0005 58.28 K S 0
8383 NLSLLQAR JW5503 ECK3026 tolC transport channel 44 457.7752 2 913.5358 0.0014 34.20 R L 0
8384 NLSNFASLGSECTVDR 57.021465@C:12 JW3176 ECK3198 elbB isoprenoid biosynthesis protein with amidotransferase-like domain 102 885.4089 2 1768.8032 -0.0018 41.47 K E 0
8385 NLSWLQYQQGQVVPVS JW3116 ECK3135 yraM conserved protein 19 923.4787 2 1844.9428 0.0009 55.71 R - 0
8386 NLSYVLAEK JW5608 ECK3749 yieP predicted transcriptional regulator 35 518.7866 2 1035.5586 -0.0014 32.83 K L 0
8387 NLTCVFVDNGLLR 57.021465@C:4 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 102 760.8984 2 1519.7822 0.0006 53.84 K L 0
8388 NLTDYGAFVDLGGVDGLLHITDMAWK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 104 1411.1957 2 2820.3768 -0.0023 76.10 K R 0
8389 NLTSQMVEYGQVK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 87 748.8739 2 1495.7332 -0.0007 39.98 K R 0
8390 NLVDSER JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 14 416.7117 2 831.4088 0.0002 20.41 K I 0
8391 NLVLVHAAR JW3895 ECK3916 fpr ferredoxin-NADP reductase 53 496.8033 2 991.5920 -0.0006 25.07 K Y 0
8392 NLVQQVAK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 28 450.2684 2 898.5222 -0.0012 24.37 K T 0
8393 NMAGSLVR JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 57 424.2260 2 846.4374 -0.0007 23.79 R H 0
8394 NMFIRPSDEELAGFKPDFIVMNGAK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 50 707.3545 4 2825.3889 0.0010 55.55 K C 0
8395 NMIAFSGSHFR JW5794 ECK4349 mdoB phosphoglycerol transferase I 42 633.8055 2 1265.5964 -0.0010 33.46 K L 0
8396 NMIGAFYQPASVVVDLDCLK 57.021465@C:18 JW3352 ECK3376 aroB 3-dehydroquinate synthase 125 1120.5574 2 2239.1002 -0.0014 65.73 K T 0
8397 NMINVALNNGTLQHPVK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 98 931.9990 2 1861.9834 0.0003 39.98 R G 0
8398 NMITGAAQMDGAILVVAATDGPMPQTR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 138 1365.1717 2 2728.3288 -0.0058 77.07 K E JW3943
8399 NMNVPGEDQYR JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 52 661.7926 2 1321.5706 -0.0015 28.17 R T 0
8400 NMQNTMGQVTTSAEQMLK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 29 671.3128 3 2010.9166 -0.0007 53.20 K G 0
8401 NMSDLSLETTLFNEK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 112 871.4217 2 1740.8288 0.0048 53.91 K L 0
8402 NMSTYVDYIINQIDSDNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 54 711.6653 3 2131.9741 0.0010 68.19 K L 0
8403 NMSTYVDYK JW2203 ECK2207 ompC outer membrane porin protein C 49 560.7524 2 1119.4902 -0.0004 29.75 K I JW1371 JW1949
8404 NMVGAVVGVQPFGGEGLSGTGPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 114 1079.5520 2 2157.0894 0.0008 49.90 R A 0
8405 NMVTQWGFSEK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 60 663.8108 2 1325.6070 -0.0002 44.66 R L 0
8406 NNAGGHANHSLFWK JW3879 ECK3901 sodA superoxide dismutase, Mn 57 776.8741 2 1551.7336 0.0007 25.74 R G 0
8407 NNASPADPQVH JW5692 ECK3388 hslO heat shock protein Hsp33 37 575.2676 2 1148.5206 -0.0003 18.54 R - 0
8408 NNDTVHDFTKDPIQPYIDGEWVK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 28 683.5807 4 2730.2937 0.0013 51.02 K A 0
8409 NNDYSLVYTVENNQLGLYK JW5243 ECK1492 ydeN conserved protein 55 749.7024 3 2246.0854 -0.0001 55.63 R L 0
8410 NNEFNHENLQLGINEAHALGK JW2066 ECK2077 yegQ predicted peptidase 38 591.2936 4 2361.1453 -0.0010 39.92 R K 0
8411 NNEHIQVITSLTNALDDESVIER JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 58 870.7716 3 2609.2930 -0.0001 56.42 R L 0
8412 NNEVYLIEVNPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 88 730.3807 2 1458.7468 0.0002 41.23 K A 0
8413 NNGSEVQSLDPHKIEGVPESNISR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 18 652.3254 4 2605.2725 -0.0005 35.22 R D 0
8414 NNIAHMLVLPSLMAAIVTQHR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 51 583.0716 4 2328.2573 0.0015 63.40 R H 0
8415 NNIPVIAQHTGADSASVIFDAIQAAK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 55 884.4637 3 2650.3693 -0.0021 59.09 R A 0
8416 NNLDNAVEQLR JW5503 ECK3026 tolC transport channel 70 643.3282 2 1284.6418 -0.0002 35.51 R Q 0
8417 NNLFFVIR JW5794 ECK4349 mdoB phosphoglycerol transferase I 42 511.7929 2 1021.5712 0.0003 49.26 R G 0
8418 NNMTIGIGAGQMSR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 93 725.3499 2 1448.6852 -0.0012 34.46 K V 0
8419 NNPLLVGESGVGK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 111 642.3512 2 1282.6878 -0.0001 33.56 K T 0
8420 NNPVLIGEPGVGK JW2573 ECK2590 clpB protein disaggregation chaperone 56 647.3617 2 1292.7088 0.0000 34.31 K T 0
8421 NNQHDVAIVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 75 583.3070 2 1164.5994 -0.0005 20.69 K I 0
8422 NNSLSQEVQNAQHQR JW3899 ECK3920 yiiU conserved protein 27 584.9508 3 1751.8306 0.0006 27.57 K E 0
8423 NNTAPAPWTYDNIAYMK JW0637 ECK0635 leuS leucyl-tRNA synthetase 74 985.4615 2 1968.9084 0.0045 48.29 K N 0
8424 NNVEELLK JW3116 ECK3135 yraM conserved protein 48 479.7643 2 957.5140 0.0009 33.30 K S 0
8425 NNVIGLLEDPK JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 42 606.3353 2 1210.6560 0.0004 44.02 R S 0
8426 NNVLALGDLAK JW0880 ECK0888 ycaC predicted hydrolase 40 564.3247 2 1126.6348 0.0004 42.41 K Y 0
8427 NNVLSGLFCGLR 57.021465@C:9 JW2943 ECK2970 glcB malate synthase G 53 675.3531 2 1348.6916 -0.0004 57.73 R G 0
8428 NNVVVSR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 36 394.2245 2 786.4344 -0.0002 17.63 R R 0
8429 NNWGQTEQQQEPSAAR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 83 922.4195 2 1842.8244 -0.0001 24.28 K Q 0
8430 NNYGQYLYK JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 28 581.7798 2 1161.5450 -0.0004 33.77 K M 0
8431 NPALITMFDRPTFSAGAVYIDPDVNISGTSPSGR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 94 1189.5903 3 3565.7491 -0.0019 61.71 R S 0
8432 NPDIVAGVAALK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 33 584.3408 2 1166.6670 0.0011 43.24 K D 0
8433 NPDKHLEAGCDLLK 57.021465@C:10 JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 48 537.2714 3 1608.7924 -0.0006 27.80 K Q 0
8434 NPEAMAASLK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 55 516.2632 2 1030.5118 0.0001 29.11 R A 0
8435 NPEVQALLNDAPALGDYLDEESREHFAGLCK 57.021465@C:30 JW2498 ECK2510 hisS histidyl tRNA synthetase 58 868.6680 4 3470.6429 0.0016 64.09 K L 0
8436 NPGDEPIFTSTLELDMNDVEASLAGPK JW1268 ECK1271 acnA aconitate hydratase 1 27 954.1234 3 2859.3484 0.0001 73.98 R R 0
8437 NPINGDPIFLDPEK JW0396 ECK0400 tgt tRNA-guanine transglycosylase 48 784.9006 2 1567.7866 -0.0016 46.94 R S 0
8438 NPLFLLDEIDKMSSDMR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 34 675.3332 3 2022.9778 0.0024 68.50 K G 0
8439 NPLHCHR 57.021465@C:5 JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 35 467.2271 2 932.4396 -0.0003 14.49 R F 0
8440 NPLYEEIADVTIR JW5947 ECK3377 aroK shikimate kinase I 59 766.9015 2 1531.7884 0.0003 57.11 R T 0
8441 NPLYSTAIGK JW1816 ECK1826 kdgR predicted DNA-binding transcriptional regulator 31 532.2928 2 1062.5710 0.0001 32.85 R V 0
8442 NPMDFVLWK JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 37 575.2919 2 1148.5692 0.0005 57.16 R M 0
8443 NPMELTDVADLLK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 83 729.8778 2 1457.7410 -0.0025 59.33 R S 0
8444 NPNNEHYLDTK JW1269 ECK1272 ribA GTP cyclohydrolase II 52 672.8124 2 1343.6102 -0.0002 20.16 R A 0
8445 NPPAGEEEFLLDLLTNR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 96 964.4915 2 1926.9684 -0.0002 67.55 K V 0
8446 NPPAGEEEFLLDLLTNRVPPGVDEAAYVK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 54 1051.8765 3 3152.6077 0.0047 67.28 K A 0
8447 NPQEHYNELAK JW0675 ECK0676 pgm phosphoglucomutase 15 448.2170 3 1341.6292 -0.0021 21.53 K R 0
8448 NPSISTHLLGSNASSVIR JW0600 ECK0601 uspG universal stress protein UP12 56 618.3336 3 1851.9790 -0.0013 38.29 R H 0
8449 NPVATGER JW5287 ECK1755 ynjE predicted thiosulfate sulfur transferase 10 422.2197 2 842.4248 0.0003 24.34 K G 0
8450 NPYLTYAR JW0174 ECK0178 lpxD UDP-3-O-(3-hydroxymyristoyl)-glucosamine N-acyltransferase 37 499.2585 2 996.5024 -0.0004 29.04 K M 0
8451 NQAILPLK JW5625 ECK3691 gyrB DNA gyrase, subunit B 24 448.7814 2 895.5482 -0.0008 31.44 K G 0
8452 NQGDHLLHSTR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 70 639.3208 2 1276.6270 -0.0002 18.28 R K 0
8453 NQGDHLLHSTRK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 32 469.2474 3 1404.7204 -0.0019 17.38 R Q 0
8454 NQGLFFPHDLPEFSLTEIDEMLK JW0003 ECK0004 thrC threonine synthase 89 907.4476 3 2719.3210 0.0007 73.90 K L 0
8455 NQIADLVGADPR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 54 634.8346 2 1267.6546 0.0025 38.18 R E 0
8456 NQIIGVLDIDSTVFGR JW1821 ECK1831 yebR conserved protein 102 873.9730 2 1745.9314 0.0004 62.01 K F 0
8457 NQILTMGCYGIGVTR 57.021465@C:8 JW0190 ECK0194 proS prolyl-tRNA synthetase 94 841.9214 2 1681.8282 0.0002 48.89 R V 0
8458 NQIQPIAER JW0336 ECK0342 lacI DNA-binding transcriptional repressor 22 534.7933 2 1067.5720 -0.0002 23.86 R E 0
8459 NQLGSTIIVLATVVEGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 89 871.5074 2 1741.0002 0.0018 68.31 K V 0
8460 NQLLAEAAK JW0451 ECK0456 acrB multidrug efflux system protein 38 479.2718 2 956.5290 0.0000 26.82 R H 0
8461 NQLRDEVDR JW0141 ECK0144 dksA transcriptional regulator of rRNA transcription, DnaK suppressor protein 40 572.7889 2 1143.5632 0.0000 19.92 R T 0
8462 NQLTTQQLINGVAGTDFMLK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 99 1096.5727 2 2191.1308 0.0002 60.29 R G 0
8463 NQLVVSVPSGNFGDLTAGLLAK JW0003 ECK0004 thrC threonine synthase 82 734.0709 3 2199.1909 0.0011 62.34 R S 0
8464 NQNLLVTK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 28 465.2738 2 928.5330 -0.0010 25.75 M R 0
8465 NQQLPLTVSYVGQTAEGAQMK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 34 755.0511 3 2262.1315 0.0002 47.58 K L 0
8466 NQTLDECLDVIIESAHSR 57.021465@C:7 JW0655 ECK0650 ybeX predicteed ion transport 34 700.6723 3 2098.9951 -0.0003 55.20 R F 0
8467 NQTLLTLHSLNMLHSR JW3984 ECK4016 lysC aspartokinase III 18 626.6702 3 1876.9888 -0.0053 42.21 R G 0
8468 NQVDINEIQTAVENQLMSGPYK JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 107 1246.1104 2 2490.2062 0.0002 65.52 R Q 0
8469 NQVLEKLGLNSEEQK JW5795 ECK4350 yjjA conserved protein 10 576.9760 3 1727.9062 0.0008 58.49 K E 0
8470 NQVVGTINFQLDGK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 90 766.9069 2 1531.7992 -0.0001 45.22 K T 0
8471 NQYYGITAGPAYR JW0799 ECK0803 ompX outer membrane protein 71 737.3595 2 1472.7044 -0.0004 37.33 K I 0
8472 NRDELLALIR JW0655 ECK0650 ybeX predicteed ion transport 55 606.8566 2 1211.6986 0.0000 44.41 K D 0
8473 NRPTFAYGR JW2965 ECK2991 hybO hydrogenase 2, small subunit 35 541.2805 2 1080.5464 0.0001 22.93 K L 0
8474 NRWPLGR JW0768 ECK0774 moaE molybdopterin synthase, large subunit 11 449.7541 2 897.4936 0.0004 26.17 R V 0
8475 NSEAAWGVAQEAIAIGAK JW5130 ECK0956 yccU predicted CoA-binding protein with NAD(P)-binding Rossmann-fold domain 95 893.4601 2 1784.9056 0.0000 52.84 R T 0
8476 NSGAELGKPVTIGNNVWIGGR JW0448 ECK0453 maa maltose O-acetyltransferase 63 713.7144 3 2138.1214 -0.0017 42.72 R A 0
8477 NSGPDKLTLQR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 70 614.8361 2 1227.6576 0.0005 22.69 K K 0
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8478 NSIWPYNFGLSCCYVEMVTSFTAVHDVAR 57.021465@C:12,57.021465@C:13 JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 26 1141.8577 3 3422.5513 -0.0010 74.01 K F 0
8479 NSLMITLSQSGETADTLAGLR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 54 726.7075 3 2177.1007 0.0010 57.96 R L 0
8480 NSMIALIQR JW3088 ECK3106 tdcB catabolic threonine dehydratase, PLP-dependent 50 523.2950 2 1044.5754 0.0005 39.45 R N 0
8481 NSNFFGLVDGLNFAVQYLGK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 103 1102.0621 2 2202.1096 -0.0011 76.68 R N 0
8482 NSQGELVGFDIDLAK JW2306 ECK2303 hisJ histidine/lysine/arginine/ornithine transporter subunit -!- periplasmic-binding component of ABC superfamily 66 803.4092 2 1604.8038 -0.0007 53.20 K E 0
8483 NSQGESALNLSLFLKDPATTK JW1606 ECK1609 ydgA conserved protein 29 745.3936 3 2233.1590 0.0000 52.90 K E 0
8484 NSQTGNWQAYDMIAEGVSMITTK JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 43 849.0618 3 2544.1636 0.0012 71.22 K Q 0
8485 NSTAMLTTFNEVNMKPIMDLR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 83 1213.5969 2 2425.1792 -0.0011 55.81 K K 0
8486 NSVIDEVVVCDTIPLSDEIK 57.021465@C:10 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 80 1123.0671 2 2244.1196 0.0001 58.77 R S 0
8487 NTDFFGLVDGLNFAVQYQGK JW2203 ECK2207 ompC outer membrane porin protein C 119 1117.0508 2 2232.0870 0.0020 71.09 R N 0
8488 NTDIAEELELPPVK JW2513 ECK2526 iscU scaffold protein 53 784.4146 2 1566.8146 0.0005 49.24 K I 0
8489 NTEDLSSYLK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 58 585.2879 2 1168.5612 0.0002 38.83 R R 0
8490 NTGIYLTGLQQVGDFTFEGAAR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 48 786.7294 3 2357.1664 0.0012 61.53 R S 0
8491 NTGMTLLSSVGGASGPLFGTFFIR JW5186 ECK1187 dhaL dihydroxyacetone kinase, C-terminal domain 103 1215.6297 2 2429.2448 0.0037 71.04 K A 0
8492 NTHFQTVHGLDADGQYSSAR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 122 1102.5100 2 2203.0054 0.0013 27.93 K D 0
8493 NTIGVGVNRPGCFAEYLVIPAFNAFK 57.021465@C:12 JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 31 1427.7389 2 2853.4632 -0.0003 64.06 R I 0
8494 NTITELPAMFDELAHIR JW3546 ECK3563 yiaJ predicted DNA-binding transcriptional repressor 22 657.6718 3 1969.9936 0.0005 65.20 R E 0
8495 NTLEIVQEGVEAR JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 74 729.3832 2 1456.7518 -0.0003 40.75 K K 0
8496 NTLIVPDTLTLSEALESFK JW4177 ECK4214 ytfL predicted inner membrane protein 40 697.7127 3 2090.1163 0.0017 69.42 R T 0
8497 NTLLHEQWCDLLEENSVDAVK 57.021465@C:9 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 24 838.4059 3 2512.1959 0.0055 53.62 R V 0
8498 NTLNKPVIMGR JW0047 ECK0049 folA dihydrofolate reductase 19 414.9045 3 1241.6917 0.0004 25.83 R H 0
8499 NTLWQVGTDHAGIATQMVVER JW4215 ECK4251 valS valyl-tRNA synthetase 78 776.0583 3 2325.1531 -0.0004 48.01 K K 0
8500 NTMLTVFSR JW3927 ECK3946 yijP conserved inner membrane protein 15 534.7790 2 1067.5434 0.0002 42.16 R Q 0
8501 NTNFEDAK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 33 469.7142 2 937.4138 -0.0003 19.44 R V 0
8502 NTNITGVIVNK JW2294 ECK2291 pta phosphate acetyltransferase 74 586.8360 2 1171.6574 0.0014 30.99 K L 0
8503 NTPVSELITLGENMGLENLAR JW3756 ECK3775 rho transcription termination factor 68 1136.0855 2 2270.1564 -0.0012 74.97 K M 0
8504 NTQGVILIR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 40 507.3082 2 1012.6018 -0.0011 31.07 R T 0
8505 NTSFAPGNVSIK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 37 617.8246 2 1233.6346 -0.0006 32.91 K W 0
8506 NTSPEIAEAIFEVAGYDEK JW0988 ECK0994 yccJ predicted protein 146 1041.9967 2 2081.9788 -0.0003 62.49 R M 0
8507 NTTHLVWATGGGMVPEEEMNQYLAK JW2363 ECK2362 dsdA D-serine ammonia-lyase 74 926.1066 3 2775.2980 -0.0016 53.26 R G 0
8508 NTTIPTK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 29 387.7216 2 773.4286 0.0004 18.02 K H 0
8509 NTTIPVAR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 17 436.2534 2 870.4922 0.0000 22.67 R A 0
8510 NTVGDNLDDLVTILR JW2243 ECK2242 yfaY conserved protein 88 829.4415 2 1656.8684 0.0003 64.13 R E 0
8511 NTVSQMVYK JW4130 ECK4168 hfq HF-I, host factor for RNA phage Q beta replication 43 535.2713 2 1068.5280 0.0008 27.57 K H 0
8512 NTVVIMTSNLGSDLIQER JW2573 ECK2590 clpB protein disaggregation chaperone 93 995.5177 2 1989.0208 0.0007 53.36 R F 0
8513 NTWTLLPR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 26 500.7827 2 999.5508 0.0007 43.59 R E 0
8514 NTYASPEQWQEK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 70 740.8393 2 1479.6640 0.0010 30.53 R A 0
8515 NTYASPEQWQEKAETLAK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 29 698.6762 3 2093.0068 0.0004 40.88 R L 0
8516 NTYGALASLELAQQFVDKNELEK JW2497 ECK2509 yfgM conserved protein 63 861.1092 3 2580.3058 -0.0012 60.25 K A 0
8517 NTYGTGCFMLMNTGEK 57.021465@C:7 JW3897 ECK3918 glpK glycerol kinase 107 912.3914 2 1822.7682 -0.0005 45.76 K A 0
8518 NVAAALGKPLSELTVTILAKPR JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 70 754.7896 3 2261.3470 0.0000 54.97 R H 0
8519 NVAKPLVSYIDK JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 22 449.5942 3 1345.7608 0.0001 34.10 R A 0
8520 NVALEEQAVEAVLAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 111 792.4353 2 1582.8560 -0.0005 53.45 R A 0
8521 NVAVFDTAFHQTMPEESYLYALPYNLYK JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 21 1108.8693 3 3323.5861 0.0012 64.77 K E 0
8522 NVDGEIDCSGK 57.021465@C:8 JW1017 ECK1020 ycdX predicted zinc-binding hydrolase 41 597.2586 2 1192.5026 -0.0003 21.10 K M 0
8523 NVDIILNAQTTEVK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 71 779.4277 2 1556.8408 -0.0001 41.46 K G 0
8524 NVDKQTQDFAAR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 21 464.9003 3 1391.6791 -0.0003 20.60 K R 0
8525 NVDLALAGITITDER JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 106 800.9317 2 1599.8488 0.0021 53.68 K K 0
8526 NVDPTGPAPDLGMSVERFYNPLVR 15.994915@M:13 JW1389 ECK1391 paaG acyl-CoA hydratase 11 1330.6583 2 2659.3020 -0.0043 74.35 R R 0
8527 NVEASFELNDASK JW5058 ECK0420 yajQ predicted nucleotide binding protein 91 712.3387 2 1422.6628 0.0002 36.56 R T 0
8528 NVEDLSEVALR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 94 622.8279 2 1243.6412 0.0005 42.28 R Q 0
8529 NVEEGGSLTIIATALIDTGSK JW3756 ECK3775 rho transcription termination factor 92 1045.0550 2 2088.0954 0.0004 64.81 R M 0
8530 NVEGSVYDFVAEGIEEQAEYLKR JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 72 882.4301 3 2644.2685 0.0030 70.22 R Y 0
8531 NVFSGIR JW2101 ECK2107 metG methionyl-tRNA synthetase 19 396.7217 2 791.4288 -0.0001 30.76 R S 0
8532 NVGENALAISR JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 40 572.3091 2 1142.6036 -0.0007 29.39 R V 0
8533 NVGFIGWR JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 21 474.7558 2 947.4970 -0.0006 43.03 K G 0
8534 NVGIDPEVYSGFAFGMGMER JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 99 1088.4948 2 2174.9750 -0.0014 61.96 R L 0
8535 NVGSFDNNDENVGSGMVGAPACGDVMK 57.021465@C:22 JW2513 ECK2526 iscU scaffold protein 19 914.3923 3 2740.1551 0.0024 44.05 R L 0
8536 NVIAVPDSLTSQLLAALKPLIDQGGLSR JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 46 963.8857 3 2888.6353 0.0020 79.13 R I 0
8537 NVIEVAPLAYMR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 13 688.3741 2 1374.7336 0.0007 50.62 R G 0
8538 NVIGNIFAR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 39 502.2878 2 1002.5610 0.0000 43.26 K F 0
8539 NVLGSYGYSEIR JW2498 ECK2510 hisS histidyl tRNA synthetase 31 679.3409 2 1356.6672 0.0000 39.28 K L 0
8540 NVLIEAAR JW3176 ECK3198 elbB isoprenoid biosynthesis protein with amidotransferase-like domain 39 443.2613 2 884.5080 0.0002 27.34 R I 0
8541 NVLQPIGWDAFGLPAEGAAVK JW0637 ECK0635 leuS leucyl-tRNA synthetase 58 1077.0718 2 2152.1290 -0.0026 61.65 K N 0
8542 NVLSSGK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 23 352.7005 2 703.3864 0.0000 17.56 K V 0
8543 NVPFESGIDSVGSAR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 102 767.8782 2 1533.7418 -0.0004 40.33 K L 0
8544 NVPLFEQALEFAR JW4291 ECK4319 iadA isoaspartyl dipeptidase 32 767.4078 2 1532.8010 0.0024 61.85 R K 0
8545 NVQLNGPTTDIIGEAPAMQDVFR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 43 829.4165 3 2485.2277 0.0008 58.42 R I 0
8546 NVSELLDVFER JW0099 ECK0102 yacF conserved protein 57 660.8428 2 1319.6710 -0.0011 59.26 R G 0
8547 NVTCYVSR 57.021465@C:4 JW4360 ECK4389 creA conserved protein 42 499.7396 2 997.4646 -0.0004 23.70 K A 0
8548 NVVAGDPSPDGQGR JW0190 ECK0194 proS prolyl-tRNA synthetase 60 684.8284 2 1367.6422 -0.0006 20.98 R L 0
8549 NVVITDVNEYR JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 98 661.3421 2 1320.6696 0.0024 36.29 R L 0
8550 NVVMITAQNHGFAVDEATLPANLR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 24 861.1135 3 2580.3187 0.0070 48.76 K V 0
8551 NVVVETLEQLGIR JW1084 ECK1084 tmk thymidylate kinase 57 735.4202 2 1468.8258 0.0009 64.85 R D 0
8552 NWEEDDGEEYCTAAADLADAQAVCDK 57.021465@C:11,57.021465@C:24 JW1119 ECK1119 trmU tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase 80 982.7279 3 2945.1619 0.0014 51.70 K L 0
8553 NWGIGDFGDLK JW3379 ECK3403 malQ 4-alpha-glucanotransferase (amylomaltase) 10 611.2994 2 1220.5842 0.0016 52.74 K A 0
8554 NWSGFGGALDMLEENPLPAVAVVIPK JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 21 908.8065 3 2723.3977 -0.0014 76.66 R L 0
8555 NWVMIPHVTHFDK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 14 406.7086 4 1622.8053 0.0027 40.65 R T 0
8556 NWVMIPHVTHFDKTDITELEAFR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 31 700.6033 4 2798.3841 -0.0007 54.51 R K 0
8557 NWVMIPHVTHFDKTDITELEAFRK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 43 976.5007 3 2926.4803 0.0003 50.34 R Q 0
8558 NWVSPVDAIVER JW0637 ECK0635 leuS leucyl-tRNA synthetase 26 692.8647 2 1383.7148 0.0001 50.12 R D 0
8559 NWVSPVDAIVERDEK JW0637 ECK0635 leuS leucyl-tRNA synthetase 34 586.3007 3 1755.8803 0.0011 46.48 R G 0
8560 NYCLICWK 57.021465@C:3,57.021465@C:6 JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 10 578.7676 2 1155.5206 0.0002 44.93 K - 0
8561 NYDTYFAVVDR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 50 681.8198 2 1361.6250 -0.0001 45.61 K N 0
8562 NYDVIKK JW1709 ECK1717 thrS threonyl-tRNA synthetase 20 440.2503 2 878.4860 0.0000 19.50 K K 0
8563 NYETPDAVEASQK JW2517 ECK2530 suhB inositol monophosphatase 63 726.3361 2 1450.6576 0.0001 25.21 K G 0
8564 NYFDLVAR JW1409 ECK1405 azoR NADH-azoreductase, FMN-dependent 29 499.2590 2 996.5034 0.0005 44.61 K A 0
8565 NYGAAQPGR JW5927 ECK3028 ygiB conserved outer membrane protein 23 467.2298 2 932.4450 -0.0014 17.80 K T 0
8566 NYGITAPIDVHLMVKPVDR 15.994915@M:13 JW3349 ECK3373 rpe D-ribulose-5-phosphate 3-epimerase 28 718.7172 3 2153.1298 -0.0006 43.95 R I 0
8567 NYGSLIGEATAER JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 105 690.8414 2 1379.6682 0.0001 39.12 R I 0
8568 NYGVVYDALGYTDMLPEFGGDTAYSDDFFVGR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 12 1185.5284 3 3553.5634 -0.0024 74.22 R V 0
8569 NYGVVYDVTSWTDVLPEFGGDTYGSDNFMQQR 15.994915@M:29 JW2203 ECK2207 ompC outer membrane porin protein C 52 1226.2108 3 3675.6106 0.0006 71.01 R G 0
8570 NYITESGK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 36 456.2270 2 910.4394 -0.0002 21.34 K I 0
8571 NYLGIDGIPEFGR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 58 725.8701 2 1449.7256 0.0005 53.99 K C 0
8572 NYLTEHPEATDPR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 16 514.9106 3 1541.7100 -0.0011 27.27 K D 0
8573 NYLTEHPEATDPRDYLQSAK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 13 587.7842 4 2347.1077 -0.0002 41.52 K S 0
8574 NYQAALFILR JW3465 ECK3483 prlC oligopeptidase A 57 604.8430 2 1207.6714 0.0001 51.47 K Q 0
8575 NYQFSGGLHGVGISVVNALSK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 64 716.3801 3 2146.1185 0.0016 51.62 K R 0
8576 NYSSPPNFGAQVVAAVLNDEALK JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 62 1202.6075 2 2403.2004 -0.0065 68.75 R A 0
8577 NYTGDILNFETATELLHDSGVK JW5187 ECK1188 dhaK dihydroxyacetone kinase, N-terminal domain 20 813.0681 3 2436.1825 0.0016 61.77 K V 0
8578 NYTIGDVIAR JW0637 ECK0635 leuS leucyl-tRNA synthetase 75 561.3009 2 1120.5872 -0.0004 38.27 R Y 0
8579 NYTITQR JW2462 ECK2473 nlpB lipoprotein 27 448.2355 2 894.4564 0.0005 21.76 K D 0
8580 NYTPYEGDESFLAGATEATTTLWDK JW0886 ECK0894 pflB pyruvate formate lyase I 115 1390.6333 2 2779.2520 0.0021 65.90 K V 0
8581 NYVVYETTR JW3351 ECK3375 damX predicted protein 13 572.7850 2 1143.5554 -0.0006 27.31 K N 0
8582 NYWSALDSDKK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 45 663.8211 2 1325.6276 0.0024 31.92 R N 0
8583 PALDLIRPSVTAMR JW2432 ECK2434 eutL predicted carboxysome structural protein with predicted role in ethanolamine utilization 22 513.9604 3 1538.8594 -0.0010 42.60 M V 0
8584 PEATPFQVMIVDDHPLMR JW2181 ECK2185 narP DNA-binding response regulator in two-component regulatory system with NarQ or NarX 55 699.3481 3 2095.0225 -0.0007 54.44 M R 0
8585 PFKPLVTAGIESLLNTFLYR JW3811 ECK3828 yigP conserved protein 54 760.4318 3 2278.2736 0.0011 78.49 M S 0
8586 PGRFELKPTLEK JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 17 354.4568 4 1413.7981 0.0003 28.61 M V 0
8587 PHSYDYDAIVIGSGPGGEGAAMGLVK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 93 854.4165 3 2560.2277 0.0009 48.46 M Q 0
8588 PKKNEAPASFEK JW0412 ECK0416 xseB exonuclease VII small subunit 30 449.2415 3 1344.7027 -0.0010 17.94 M A 0
8589 PLLDSFTVDHTR JW2662 ECK2681 luxS S-ribosylhomocysteinase 78 467.5771 3 1399.7095 0.0000 38.89 M M 0
8590 PLSAQQLAAQK JW5608 ECK3749 yieP predicted transcriptional regulator 78 577.8295 2 1153.6444 -0.0010 25.54 M N 0
8591 PQHDQLHR JW5692 ECK3388 hslO heat shock protein Hsp33 31 515.7623 2 1029.5100 -0.0003 14.08 M Y 0
8592 PQQNYLDELTPAFTSLLAIK JW2133 ECK2139 yeiT predicted oxidoreductase 50 1131.6039 2 2261.1932 -0.0011 72.03 M E 0
8593 PSFDIVSEVDLQEAR JW5058 ECK0420 yajQ predicted nucleotide binding protein 50 852.9262 2 1703.8378 0.0013 52.81 M N 0
8594 PVITLPDGSQR JW1709 ECK1717 thrS threonyl-tRNA synthetase 45 591.8272 2 1181.6398 -0.0007 37.03 M H 0
8595 QAADHPVIATYPEGLYLK JW5898 ECK0958 yccW predicted methyltransferase 30 662.6821 3 1985.0245 -0.0012 42.97 R G 0
8596 QADAALK JW2497 ECK2509 yfgM conserved protein 14 358.7002 2 715.3858 -0.0007 17.56 K T 0
8597 QADLMVVAGTCFTK 57.021465@C:11 JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 51 770.8785 2 1539.7424 0.0000 46.85 R M 0
8598 QAEDESDREVEGGR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 46 526.2321 3 1575.6745 -0.0016 17.59 R G 0
8599 QAFNKPGELNIDR JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 20 501.2631 3 1500.7675 -0.0010 29.82 R V 0
8600 QAFTVSESNKG JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 52 584.2858 2 1166.5570 0.0003 23.37 R - 0
8601 QAGELQEK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 35 451.7327 2 901.4508 0.0004 16.48 K L 0
8602 QAGIALAGGHSIDAPEPIFGLAVTGIVPTER JW1753 ECK1762 selD selenophosphate synthase 14 1019.8835 3 3056.6287 -0.0007 61.31 R V 0
8603 QAGIAMPQVAIYHAPDINAFATGAR JW1818 ECK1828 htpX predicted endopeptidase 55 861.7760 3 2582.3062 -0.0002 54.02 R R 0
8604 QAGLGGEIICYVA 57.021465@C:10 JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 54 675.8402 2 1349.6658 0.0009 55.44 R - 0
8605 QAGYTVVTTSSEQGKPLFK JW2565 ECK2579 yfiF predicted methyltransferase 41 681.0247 3 2040.0523 -0.0003 34.22 R T 0
8606 QAHWNMR JW0797 ECK0801 dps Fe-binding and storage protein 15 471.7214 2 941.4282 -0.0007 20.11 K G 0
8607 QAIANSFAR JW2175 ECK2181 yejL conserved protein 56 489.2618 2 976.5090 0.0001 25.24 R A 0
8608 QAIEHIK JW5756 ECK4245 yjgK conserved protein 18 419.7425 2 837.4704 -0.0004 17.58 R A 0
8609 QAIFATPAFQVDGK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 64 746.8934 2 1491.7722 0.0001 47.19 K F 0
8610 QAIPMTLR 15.994915@M:5 JW3148 ECK3170 greA transcription elongation factor 13 315.8446 3 944.5120 0.0007 23.55 M G 0
8611 QAITQLEALDNR JW2577 ECK2593 yfiO predicted lipoprotein 84 686.3652 2 1370.7158 0.0005 40.07 R Y 0
8612 QAITSAGTGCMAALDAER 57.021465@C:10 JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 126 911.9265 2 1821.8384 0.0035 37.44 R Y 0
8613 QAIVAEVSEVAK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 52 622.3480 2 1242.6814 -0.0004 36.62 K G 0
8614 QAIVAVR JW4215 ECK4251 valS valyl-tRNA synthetase 37 378.7400 2 755.4654 0.0001 23.04 K N 0
8615 QALDMGLVNTVVPLADLEK JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 121 1013.5477 2 2025.0808 -0.0006 63.78 K E 0
8616 QALDMGLVNTVVPLADLEKETVR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 52 837.7871 3 2510.3395 -0.0018 62.51 K W 0
8617 QALELPR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 36 413.7432 2 825.4718 0.0010 29.85 K E 0
8618 QALELVR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 39 414.7507 2 827.4868 0.0004 28.40 R E 0
8619 QALENVSTWVR JW3775 ECK3797 hemX uroporphyrinogen III methylase 43 651.8434 2 1301.6722 -0.0005 39.99 R A 0
8620 QALHATMLR 15.994915@M:7 JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 16 528.7843 2 1055.5540 -0.0005 28.67 R L 0
8621 QALIDANLR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 38 507.2909 2 1012.5672 0.0007 33.72 R L 0
8622 QALILNLPGQPK JW0008 ECK0009 mog predicted molybdochelatase 17 646.3905 2 1290.7664 0.0005 46.61 K S 0
8623 QALLALVLNR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 60 555.8549 2 1109.6952 0.0032 53.96 R D 0
8624 QALQGVTFHMQPGEMAFLTGHSGAGK JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 18 675.8311 4 2699.2953 0.0007 47.89 R S 0
8625 QALVEQMQPGSAALIFAAPEVTR JW2876 ECK2903 pepP proline aminopeptidase P II 107 1214.1377 2 2426.2608 -0.0019 57.27 R S 0
8626 QANELPGAPSQEEAVIAFGK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 42 1028.5206 2 2055.0266 -0.0006 46.49 R F 0
8627 QAQDGHLPTLDLTASTGISDTSYSGSK JW5503 ECK3026 tolC transport channel 101 917.4422 3 2749.3048 0.0005 46.42 R T 0
8628 QAQEILDTDHYGLER JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 59 596.6234 3 1786.8484 -0.0001 36.04 R V 0
8629 QAQINGLEMAFLSAEEKR JW1615 ECK1618 add adenosine deaminase 22 679.0140 3 2034.0202 -0.0002 52.67 R A 0
8630 QAQYNFVGASEQLESAHR JW5503 ECK3026 tolC transport channel 42 678.9922 3 2033.9548 -0.0007 38.27 K S 0
8631 QASITQELTEIVSGAAAV JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 44 596.6516 3 1786.9330 0.0019 74.80 R - 0
8632 QATFEEMIAR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 76 598.2926 2 1194.5706 0.0003 39.98 K R 0
8633 QATKGEVVSHIASDNVLGGK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 26 670.6922 3 2009.0548 0.0006 30.25 R I 0
8634 QAVLDQFAK JW2997 ECK3020 ygiN quinol monooxygenase 43 510.2797 2 1018.5448 0.0001 34.42 R I 0
8635 QAVPTLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 36 392.7374 2 783.4602 0.0000 24.31 R A 0
8636 QAVQIEK JW1692 ECK1700 pps phosphoenolpyruvate synthase 48 408.2345 2 814.4544 -0.0004 19.65 K H 0
8637 QAVTMDKPFLNAYSR JW3974 ECK4006 aceB malate synthase A 56 580.9634 3 1739.8684 0.0020 38.53 R L 0
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8638 QAVTNPQNTLFAIK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 76 772.9253 2 1543.8360 0.0002 42.85 R R 0
8639 QAVTNPQNTLFAIKR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 24 567.6527 3 1699.9363 -0.0006 37.08 R L 0
8640 QAVVAAAAGADFIAPSAAMDGQVQAIR JW0361 ECK0366 hemB porphobilinogen synthase 28 867.1149 3 2598.3229 0.0007 52.76 K Q 0
8641 QAVVSAQSSLDAMEAGYSVGTR JW5503 ECK3026 tolC transport channel 52 743.0273 3 2226.0601 0.0016 47.31 K T 0
8642 QAVVVPESK JW0655 ECK0650 ybeX predicteed ion transport 49 478.7742 2 955.5338 0.0000 22.08 R R 0
8643 QAYILQNEDKR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 40 689.3593 2 1376.7040 -0.0007 23.19 K I 0
8644 QCAQLHAAGHR 57.021465@C:2 JW0232 ECK0243 proB gamma-glutamate kinase 30 416.8718 3 1247.5936 -0.0004 15.43 R I 0
8645 QCNPALAALLDK 57.021465@C:2 JW5689 ECK3404 malP maltodextrin phosphorylase 86 657.3479 2 1312.6812 0.0003 46.55 K S 0
8646 QDAIDAVEQHGIVFIDEIDK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 62 752.3783 3 2254.1131 0.0013 65.85 K I 0
8647 QDAIDAVEQHGIVFIDEIDKICK 57.021465@C:22 JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 83 886.1135 3 2655.3187 -0.0027 68.03 K R 0
8648 QDEANRLSR JW1272 ECK1275 yciM conserved protein 11 544.7756 2 1087.5366 -0.0004 60.69 K D 0
8649 QDGPTALILSR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 74 585.8273 2 1169.6400 -0.0004 38.40 R Q 0
8650 QDIGEILIDNPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 91 677.8644 2 1353.7142 0.0002 44.31 R V 0
8651 QDIIFAILK JW3756 ECK3775 rho transcription termination factor 57 530.8240 2 1059.6334 0.0006 57.71 K Q 0
8652 QDLDQLQAGAR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 78 607.8095 2 1213.6044 -0.0007 27.33 R V 0
8653 QDLMLAGVICGNR 57.021465@C:10 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 50 723.8630 2 1445.7114 -0.0005 49.37 R Y 0
8654 QDLNTLEK JW1276 ECK1279 yciT predicted DNA-binding transcriptional regulator 39 480.7533 2 959.4920 -0.0003 15.02 R L 0
8655 QDNTIEMASLESCIR 57.021465@C:13 JW0666 ECK0668 glnS glutamyl-tRNA synthetase 62 883.9056 2 1765.7966 -0.0009 47.07 K E 0
8656 QDQTDIEMFELLEPIADGFR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 81 1184.0621 2 2366.1096 -0.0003 76.27 R N 0
8657 QDVLGDLMSR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 91 567.2846 2 1132.5546 0.0000 47.67 R N 0
8658 QDVPSFRPGDTVEVK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 50 837.4273 2 1672.8400 -0.0019 34.13 K V 0
8659 QDYEPQGASVTILVSEEPVDPK JW0116 ECK0119 speD S-adenosylmethionine decarboxylase 59 1201.0915 2 2400.1684 -0.0012 49.30 R L 0
8660 QDYYEILGVSK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 18 657.8319 2 1313.6492 -0.0010 45.86 K T 0
8661 QEAAAPAPAAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 20 512.7750 2 1023.5354 0.0006 17.40 K A 0
8662 QEAAPAAAPAPAAGVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 94 710.3827 2 1418.7508 -0.0009 23.39 K E 0
8663 QEAEADDYSYDLLR JW2903 ECK2931 yggG predicted peptidase 99 844.3758 2 1686.7370 -0.0001 44.01 R Q 0
8664 QEAGMVFQQFYLFPHLTALENVMFGPLR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 64 1095.2189 3 3282.6349 -0.0009 79.15 R V 0
8665 QEANNDILK JW0159 ECK0162 yaeH conserved protein 17 522.7696 2 1043.5246 0.0000 22.74 R I 0
8666 QEDANFSNNAMAEAFK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 76 893.8882 2 1785.7618 -0.0009 44.32 K A 0
8667 QEEVHVR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 41 448.7329 2 895.4512 0.0001 16.89 K G 0
8668 QEEVINIANIQSR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 92 757.4025 2 1512.7904 0.0009 41.00 K L 0
8669 QEFDVIGTVNALEQR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 68 859.9388 2 1717.8630 -0.0005 57.09 R L 0
8670 QEIGQIVGCSR 57.021465@C:9 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 66 623.8134 2 1245.6122 -0.0012 28.62 R E 0
8671 QEITAALWK JW0116 ECK0119 speD S-adenosylmethionine decarboxylase 29 530.2955 2 1058.5764 0.0003 41.55 R E 0
8672 QEIVTDPLEQEVNK JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 120 821.4198 2 1640.8250 -0.0007 39.12 K N 0
8673 QELDLYICLRPVR 57.021465@C:8 JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 34 837.9534 2 1673.8922 0.0000 49.10 R Y 0
8674 QELFHLIR JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 23 352.5378 3 1054.5916 -0.0008 39.17 R V 0
8675 QELRDEGK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 14 487.7486 2 973.4826 -0.0002 14.24 K A 0
8676 QELVSMLMDR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 67 611.3012 2 1220.5878 -0.0015 48.49 R H 0
8677 QENVYYYITTLNENYHMPAMPEGAEEGIR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 71 1144.8551 3 3431.5435 -0.0002 60.46 K K 0
8678 QEQQEQEAAELQAVTAIAEGR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 79 767.0436 3 2298.1090 0.0004 56.13 R R 0
8679 QESGVALR JW1905 ECK1919 fliY cystine transporter subunit -!- periplasmic-binding component of ABC superfamily 19 430.2355 2 858.4564 0.0005 32.71 R K 0
8680 QETPTAFYIK JW3097 ECK3116 garD (D)-galactarate dehydrogenase 38 599.3108 2 1196.6070 -0.0006 35.93 R V 0
8681 QEVHGNGLSSYPHPK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 41 550.6056 3 1648.7950 -0.0006 20.82 R L 0
8682 QEVTTEGGLDVAGQR JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 86 780.3866 2 1558.7586 0.0000 30.01 R D 0
8683 QEYDQALADAQQANAAVTAAK JW0452 ECK0457 acrA multidrug efflux system 90 726.3540 3 2176.0402 0.0005 43.21 K A 0
8684 QEYTSLLYIPSQAPWDMWNR 15.994915@M:17 JW0462 ECK0467 htpG molecular chaperone HSP90 family 77 1257.5918 2 2513.1690 0.0004 63.80 K D 0
8685 QFAQTPALYR JW4359 ECK4388 rob DNA-binding transcriptional activator 28 597.8164 2 1193.6182 -0.0010 32.22 K R 0
8686 QFDDMQR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 22 470.2031 2 938.3916 0.0000 22.43 K M 0
8687 QFDLDQAFSAK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 27 635.3094 2 1268.6042 0.0005 46.65 R I 0
8688 QFDYLVNSMR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 52 636.8057 2 1271.5968 0.0000 44.10 K V 0
8689 QFFDDGMHLPSPYGIR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 28 627.2979 3 1878.8719 -0.0004 51.83 K L 0
8690 QFGLTPLGHFTVNPEIQPGAQR JW5831 ECK1858 znuA zinc transporter subunit -!- periplasmic-binding component of ABC superfamily 67 803.0883 3 2406.2431 -0.0012 49.22 K L 0
8691 QFHEANNMTDALAALSAAVAAQLPCR 57.021465@C:25 JW0915 ECK0923 pepN aminopeptidase N 48 924.1182 3 2769.3328 0.0001 68.68 K D 0
8692 QFHHLVR JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 42 468.7614 2 935.5082 -0.0006 17.98 K I 0
8693 QFIDGLALPEEEKAR JW1117 ECK1117 purB adenylosuccinate lyase 51 572.6372 3 1714.8898 0.0008 42.89 K L 0
8694 QFLNGPVHSFR JW1711 ECK1720 ydiY conserved protein 30 434.5629 3 1300.6669 -0.0006 33.05 R F 0
8695 QFLSLMEKPDVDHIEGLSPAISIEQK JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 27 731.8822 4 2923.4997 -0.0002 55.35 R S 0
8696 QFPNIDNAYMELGTNR JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 42 941.9409 2 1881.8672 -0.0007 51.47 R A 0
8697 QFQEALSR JW5689 ECK3404 malP maltodextrin phosphorylase 54 489.7538 2 977.4930 0.0000 24.73 K Q 0
8698 QFSLNLR JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 33 439.2483 2 876.4820 0.0003 38.31 R T 0
8699 QFTDDLIAR JW2768 ECK2792 sdaB L-serine deaminase II 37 539.7802 2 1077.5458 0.0004 38.37 K N 0
8700 QFVEVIIAPSASEEALK JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 57 915.9960 2 1829.9774 0.0000 51.56 R I 0
8701 QGADIVFGSAQR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 78 624.8197 2 1247.6248 -0.0010 34.68 K F 0
8702 QGAFIAR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 40 381.7163 2 761.4180 -0.0002 21.61 R N 0
8703 QGAPTDLPK JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 54 463.7508 2 925.4870 0.0002 22.95 K A 0
8704 QGAVSAAPFGSASILPISWMYIR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 99 1211.6333 2 2421.2520 0.0007 70.21 R M 0
8705 QGCTIVQPLDMEVGAGTSHPMTCLR 57.021465@C:3,57.021465@C:23 JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 73 920.0975 3 2757.2707 -0.0001 45.80 R E 0
8706 QGDKYVGFDVDLWAAIAK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 59 666.0110 3 1995.0112 0.0011 60.73 K E 0
8707 QGDLICLDGK 57.021465@C:6 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 57 559.7784 2 1117.5422 -0.0016 36.96 K L 0
8708 QGEEDFLAFSR JW2174 ECK2180 yejK nucleotide associated protein 37 649.8043 2 1297.5940 0.0002 46.18 R A 0
8709 QGEPDPELNTSLK JW1964 ECK1978 yeeN conserved protein 28 714.3539 2 1426.6932 -0.0007 30.02 K F 0
8710 QGFAEPSLK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 36 488.7584 2 975.5022 -0.0002 31.12 K D 0
8711 QGFAEPSLKDAVAGK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 44 506.6036 3 1516.7890 0.0006 33.90 K A 0
8712 QGFELDATHGTAIVLGEAGINPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 81 1183.6096 2 2365.2046 0.0021 53.70 K L 0
8713 QGFFAVQQTCPHCQGR 57.021465@C:10,57.021465@C:13 JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 61 640.9575 3 1919.8507 -0.0011 31.66 R G 0
8714 QGFVDLLADR JW0646 ECK0644 rihA ribonucleoside hydrolase 1 81 567.3011 2 1132.5876 -0.0001 49.90 R L 0
8715 QGGDPYLVMADFAAYVEAQK JW5689 ECK3404 malP maltodextrin phosphorylase 100 1087.0175 2 2172.0204 0.0008 70.36 K Q 0
8716 QGGITLMMDRLSNPAKLR 15.994915@M:7,15.994915@M:8 JW3747 ECK3766 ilvC ketol-acid reductoisomerase, NAD(P)-binding 22 678.3582 3 2032.0528 -0.0029 73.44 K A 0
8717 QGGTLQLFR JW1178 ECK1177 dadA D-amino acid dehydrogenase 54 510.2854 2 1018.5562 0.0003 37.69 R T 0
8718 QGIKPLKK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 48 456.3048 2 910.5950 -0.0012 16.37 K T 0
8719 QGIQVATGDGILNLLSLQPAGK JW3249 ECK3274 fmt 10-formyltetrahydrofolate:L-methionyl-tRNA(fMet) N-formyltransferase 112 1097.1157 2 2192.2168 0.0004 65.37 K K 0
8720 QGISLSYLEQLFSR JW2515 ECK2528 iscR DNA-binding transcriptional activator 91 820.9357 2 1639.8568 -0.0002 67.31 R L 0
8721 QGITSYSLVPFPGH JW0458 ECK0463 apt adenine phosphoribosyltransferase 68 751.8854 2 1501.7562 -0.0001 52.88 K - 0
8722 QGIVLATGGGSVK JW5947 ECK3377 aroK shikimate kinase I 59 593.8430 2 1185.6714 -0.0002 28.93 K S 0
8723 QGIWIEK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 39 437.2451 2 872.4756 0.0000 33.84 R L 0
8724 QGLITLQDDELHINPAHSR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 38 540.0315 4 2156.0969 -0.0007 41.89 R T 0
8725 QGLLDALHK JW3379 ECK3403 malQ 4-alpha-glucanotransferase (amylomaltase) 19 332.1941 3 993.5605 -0.0001 35.71 K Y 0
8726 QGLLTVEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 73 444.2636 2 886.5126 0.0003 27.60 K K 0
8727 QGLLTVEKK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 29 339.2096 3 1014.6070 -0.0003 21.79 K G 0
8728 QGLNNHVHPHK JW3784 ECK3806 xerC site-specific tyrosine recombinase 20 427.5585 3 1279.6537 0.0004 14.90 K L 0
8729 QGMWLNADQQSR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 79 717.3329 2 1432.6512 -0.0004 33.16 K V 0
8730 QGNALGWATAGGSGFR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 106 775.3788 2 1548.7430 -0.0002 43.82 R G 0
8731 QGNEFGATTGR JW4135 ECK4173 purA adenylosuccinate synthetase 72 569.2668 2 1136.5190 -0.0020 20.98 K R 0
8732 QGNKVELLPENSEFKPIVVDLR JW4003 ECK4035 lexA DNA-binding transcriptional repressor 11 631.8489 4 2523.3665 -0.0032 49.40 K Q 0
8733 QGPQIVVGTPGR JW5531 ECK3150 deaD ATP-dependent RNA helicase 76 604.8409 2 1207.6672 0.0000 28.77 R L 0
8734 QGQEIIAGNFR JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 72 616.8220 2 1231.6294 -0.0014 31.58 R A 0
8735 QGQMVPAFDK JW3748 ECK3767 ppiC peptidyl-prolyl cis-trans isomerase C (rotamase C) 12 560.7758 2 1119.5370 -0.0013 32.65 R V 0
8736 QGTDAAMALAMGHVMLR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 65 591.6250 3 1771.8532 0.0001 49.98 K E 0
8737 QGTHQAMDDIR JW5740 ECK4158 orn oligoribonuclease 29 424.5314 3 1270.5724 0.0000 20.13 K E 0
8738 QGVDLNSIEWAHH JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 55 753.3599 2 1504.7052 -0.0006 40.58 K - 0
8739 QGVLEEFGVTMIGATADAIDK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 96 1083.0435 2 2164.0724 0.0003 69.25 R A 0
8740 QGVLEEFGVTMIGATADAIDKAEDR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 106 879.4348 3 2635.2826 0.0028 73.69 R R 0
8741 QGVLEEFGVTMIGATADAIDKAEDRR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 41 698.8526 4 2791.3813 0.0004 68.44 R R 0
8742 QGYPIGCK 57.021465@C:7 JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 53 461.7265 2 921.4384 0.0006 22.51 R V 0
8743 QHEFSHATGELTALLSAIK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 26 685.0285 3 2052.0637 -0.0002 54.19 K L 0
8744 QHIAALGRPDFSSK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 72 763.9071 2 1525.7996 -0.0004 27.02 R I 0
8745 QHLELSR JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 25 441.7431 2 881.4716 -0.0002 19.36 K D 0
8746 QHLNLLHILALYK JW5689 ECK3404 malP maltodextrin phosphorylase 63 788.4722 2 1574.9298 0.0002 49.94 R E 0
8747 QHQHLMQAWAIVR JW1865 ECK1877 argS arginyl-tRNA synthetase 37 539.9524 3 1616.8354 -0.0004 34.35 R K 0
8748 QHVPVFVTDEMVGHK JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 74 861.9348 2 1721.8550 -0.0008 34.38 R L 0
8749 QIADDYQQALR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 49 660.8306 2 1319.6466 -0.0003 33.27 K D 0
8750 QIAENPILLYMK JW1646 ECK1650 ydhD conserved protein 73 716.8968 2 1431.7790 -0.0006 53.18 R G 0
8751 QIAMGVDGANEVYNEIR JW3119 ECK3138 yraP predicted protein 90 939.9550 2 1877.8954 0.0014 48.57 K Q 0
8752 QIASLGIYPAVDPLDSTSR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 101 1002.0254 2 2002.0362 -0.0009 53.58 R Q 0
8753 QIDAVLK JW3890 ECK3911 tpiA triosephosphate isomerase 55 393.7396 2 785.4646 -0.0001 25.66 R T 0
8754 QIDEYGNFVK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 50 606.7985 2 1211.5824 0.0001 35.63 K I 0
8755 QIEALQQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 37 479.2719 2 956.5292 0.0001 21.08 K G 0
8756 QIEDAGLR JW2751 ECK2774 pyrG CTP synthetase 54 451.2404 2 900.4662 -0.0002 22.07 K V 0
8757 QIEKEAVEIVSEVLK JW0675 ECK0676 pgm phosphoglucomutase 24 857.4848 2 1712.9550 -0.0010 58.14 K N 0
8758 QIGGGLCTAMVRGDVAACKAATDAGAAAAQR 15.994915@M:10,57.021465@C:7,57.021465@C:18 JW2441 ECK2452 cchA predicted carboxysome structural protein, ethanolamine utilization protein 11 1012.1606 3 3033.4600 0.0059 61.01 K I 0
8759 QIGIYSPNGQQYTPQDR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 88 982.9786 2 1963.9426 0.0039 36.32 R E 0
8760 QIGNVELPQEAFLAILHVGK JW2553 ECK2567 lepA GTP binding membrane protein 35 726.0756 3 2175.2050 -0.0001 66.16 K D 0
8761 QIGPTLK JW2914 ECK2942 gshB glutathione synthetase 14 378.7343 2 755.4540 -0.0001 19.84 R E 0
8762 QIGTEDFAR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 26 518.7568 2 1035.4990 0.0005 27.52 R T 0
8763 QIHQLMENCTR 57.021465@C:9 JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 45 477.2273 3 1428.6601 -0.0001 22.29 K L 0
8764 QIIDEDLASGK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 48 594.8088 2 1187.6030 -0.0002 31.29 R H 0
8765 QIIGADGLIFQDLNDLIDAVR JW2309 ECK2306 purF amidophosphoribosyltransferase 32 767.0819 3 2298.2239 0.0020 80.13 R A 0
8766 QIIIATGEGAK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 61 550.8192 2 1099.6238 0.0003 27.84 K A 0
8767 QILDLLTAPVYEPWIDLR JW2161 ECK2167 yeiR predicted enzyme 60 1078.0943 2 2154.1740 0.0015 75.65 K A 0
8768 QILDLNPALNFVCIDVANGYSEHFVQFVAK 57.021465@C:13 JW0101 ECK0104 guaC GMP reductase 81 1141.2469 3 3420.7189 0.0012 71.93 K A 0
8769 QILDVLDVIAPVEVR JW1891 ECK1901 yecJ predicted protein 86 839.9905 2 1677.9664 0.0000 69.10 K E 0
8770 QILEGVEYK JW1816 ECK1826 kdgR predicted DNA-binding transcriptional regulator 18 539.7924 2 1077.5702 -0.0003 33.13 K R 0
8771 QILLDTYYGR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 47 621.3296 2 1240.6446 -0.0004 41.39 K D 0
8772 QILPEANSQIVGFR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 41 786.4309 2 1570.8472 0.0007 45.72 R Y 0
8773 QILTNIIQSEDR JW2891 ECK2920 mscS mechanosensitive channel 62 715.3856 2 1428.7566 -0.0006 42.28 K I 0
8774 QINLPTEVSEAIYNR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 40 873.9540 2 1745.8934 -0.0013 53.95 K M 0
8775 QISEELHLDEILNA JW0671 ECK0672 fldA flavodoxin 1 15 812.4147 2 1622.8148 -0.0003 55.61 K - 0
8776 QISLHFVPTAILSR JW0008 ECK0009 mog predicted molybdochelatase 47 791.4587 2 1580.9028 -0.0010 49.19 R Q 0
8777 QISLLLR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 25 421.7765 2 841.5384 0.0000 39.37 R R 0
8778 QITGNYYPELAALNVENFK JW5503 ECK3026 tolC transport channel 63 728.7038 3 2183.0896 -0.0003 57.74 R T 0
8779 QITGSQTVSGTWK JW5760 ECK4255 yjgQ conserved inner membrane protein 12 464.9090 3 1391.7052 0.0006 36.87 K T 0
8780 QIVGDMPVYLTFDIDCLDPAFAPGTGTPVIGGLTSDR 57.021465@C:16 JW2904 ECK2932 speB agmatinase 12 1303.6407 3 3907.9003 -0.0008 76.59 K A 0
8781 QIVLNCGEEPSVVANTVK 57.021465@C:6 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 116 979.0064 2 1955.9982 -0.0002 42.75 R G 0
8782 QIVTLTYPHIGNVGTNDADEESSQVHAQGLVIR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 34 891.2063 4 3560.7961 0.0101 48.10 R D 0
8783 QIWQSMLELSGVKDGELIPAK 15.994915@M:6 JW2318 ECK2315 flk predicted flagella assembly protein 11 1179.6234 2 2357.2322 0.0022 75.94 K L 0
8784 QIYEHGVPQAPLAVTGETEK JW5625 ECK3691 gyrB DNA gyrase, subunit B 45 723.0375 3 2166.0907 -0.0050 34.80 R T 0
8785 QKEIADGLASAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 66 694.3618 2 1386.7090 -0.0012 25.07 R A 0
8786 QKGHAELYR JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 31 551.2941 2 1100.5736 0.0010 16.60 R G 0
8787 QKGHTELYR JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 12 377.8681 3 1130.5825 -0.0006 16.59 R G 0
8788 QKLESQISTLYGGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 66 790.4256 2 1578.8366 0.0002 34.86 R L 0
8789 QKLHGYLPSR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 38 599.8377 2 1197.6608 -0.0009 21.77 R Q 0
8790 QKQYAPMSVAQQSLVLFAAER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 38 789.0842 3 2364.2308 0.0048 54.71 K G 0
8791 QKVDLSTFSDEEVMR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 93 892.4297 2 1782.8448 -0.0008 40.30 R L 0
8792 QKVFMVDR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 12 511.7768 2 1021.5390 0.0012 22.83 R F 0
8793 QKVPAKPVNCMGLTFK 57.021465@C:10 JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 22 606.6635 3 1816.9687 -0.0005 31.32 R N 0
8794 QKVTDVEGK JW3302 ECK3327 fusA protein chain elongation factor EF-G 39 502.2747 2 1002.5348 0.0003 16.15 R H 0
8795 QLAEDPFNNWVALNK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 41 586.9656 3 1757.8750 0.0013 54.76 K K 0
8796 QLAEDPFNNWVALNKK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 22 629.6629 3 1885.9669 -0.0016 47.84 K G 0
8797 QLAEQSLDTSALEALADYIIQR JW0411 ECK0415 ispA geranyltranstransferase 112 816.7589 3 2447.2549 0.0006 77.27 K N 0
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8798 QLAEQVLTHLDLNGIASK JW1865 ECK1877 argS arginyl-tRNA synthetase 81 650.6933 3 1949.0581 0.0001 53.87 R V 0
8799 QLAFNMLPLLPDSEGSVR JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 31 994.0189 2 1986.0232 -0.0010 63.94 R E 0
8800 QLAFNMLPLLPDSEGSVREER JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 45 801.0776 3 2400.2110 0.0004 57.79 R R 0
8801 QLAHDGHELVYVPCHR 57.021465@C:14 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 19 644.3153 3 1929.9241 -0.0026 27.02 R S 0
8802 QLAHGDFGPSFK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 15 435.2187 3 1302.6343 -0.0014 31.02 K Y 0
8803 QLASVTVEDSR JW0167 ECK0171 frr ribosome recycling factor 62 602.8117 2 1203.6088 -0.0007 27.22 R T 0
8804 QLAYPINK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 19 473.7717 2 945.5288 0.0005 29.17 R L 0
8805 QLDGVLSSAR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 75 523.2851 2 1044.5556 -0.0007 31.19 R A 0
8806 QLDHGQK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 15 413.2143 2 824.4140 0.0001 13.46 K V 0
8807 QLDKLNSLLDGALK JW2889 ECK2918 yggE conserved protein 30 509.9631 3 1526.8675 0.0008 48.87 R A 0
8808 QLDLYHMQEEAPGMVFWHNDGWTIFR JW1709 ECK1717 thrS threonyl-tRNA synthetase 32 805.8748 4 3219.4701 0.0006 64.70 K E 0
8809 QLDPLVVGQEHYDTAR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 41 614.3113 3 1839.9121 0.0005 37.20 R G 0
8810 QLDSGKLDEAMAR JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 39 478.5730 3 1432.6972 -0.0007 29.17 R F 0
8811 QLDVFLDPNDPK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 44 700.8558 2 1399.6970 -0.0012 46.59 R V 0
8812 QLEAATQLEGK JW2573 ECK2590 clpB protein disaggregation chaperone 67 594.3169 2 1186.6192 -0.0002 27.98 K T 0
8813 QLEFGLFDFR JW3465 ECK3483 prlC oligopeptidase A 79 636.3246 2 1270.6346 0.0001 63.57 R L 0
8814 QLEKDDVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 49 487.7609 2 973.5072 -0.0008 15.87 R L 0
8815 QLEQEQMK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 32 517.2525 2 1032.4904 -0.0006 19.95 K Q 0
8816 QLEQEQMKQDVPSFRPGDTVEVK 15.994915@M:7 JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 14 676.8367 4 2703.3177 0.0004 33.41 K V 0
8817 QLETLAEQVGVDFFPSDVGQKPVDIVNAALK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 92 1109.9195 3 3326.7367 -0.0031 67.57 K E 0
8818 QLFVNTLQEK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 41 610.3376 2 1218.6606 -0.0002 38.21 R G 0
8819 QLGEDPWVAIAK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 74 663.8563 2 1325.6980 0.0001 46.67 K R 0
8820 QLGIPFAR JW3143 ECK3165 glmM phosphoglucosamine mutase 13 451.2662 2 900.5178 -0.0002 40.87 K A 0
8821 QLGKDVADVHDIAK JW0671 ECK0672 fldA flavodoxin 1 46 503.6066 3 1507.7980 -0.0014 26.27 K S 0
8822 QLHSYGYK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 16 332.5033 3 994.4881 0.0009 19.23 K G 0
8823 QLIAQSWHTDEIRK JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 34 575.6405 3 1723.8997 -0.0010 30.84 R L 0
8824 QLIASLQK JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 18 450.7794 2 899.5442 0.0003 28.28 R K 0
8825 QLIDGIK JW1117 ECK1117 purB adenylosuccinate lyase 48 393.7394 2 785.4642 -0.0004 32.03 R D 0
8826 QLIDGIKDLAVQYR JW1117 ECK1117 purB adenylosuccinate lyase 45 544.6421 3 1630.9045 0.0001 50.11 R D 0
8827 QLIHSEHGK JW2161 ECK2167 yeiR predicted enzyme 18 524.7799 2 1047.5452 -0.0008 15.75 R V 0
8828 QLINTVHVDMLIVPLRDEEE JW3462 ECK3480 uspA universal stress global response regulator 44 788.4144 3 2362.2214 0.0010 57.44 R - 0
8829 QLIQTPYGSAWMYVYQRPVDGLK JW4181 ECK4218 ytfP conserved protein 29 905.1318 3 2712.3736 0.0001 55.00 R L 0
8830 QLIQVNPDILMR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 39 720.4057 2 1438.7968 0.0002 53.77 R L 0
8831 QLLAAVGQSR JW0232 ECK0243 proB gamma-glutamate kinase 38 521.8039 2 1041.5932 0.0003 29.17 K L 0
8832 QLLAEVQSICPPGVTIMNVR 57.021465@C:10 JW2027 ECK2036 galF predicted subunit with GalU 58 742.3976 3 2224.1710 0.0002 58.69 R Q 0
8833 QLLAPVNSISR JW1627 ECK1631 gst glutathionine S-transferase 57 599.3509 2 1196.6872 -0.0005 36.27 R Y 0
8834 QLLDEVQSICPPHVTIMQVR 57.021465@C:10 JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 75 788.4118 3 2362.2136 0.0000 53.38 R Q 0
8835 QLLEYDDVANDQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 90 789.8730 2 1577.7314 -0.0007 37.73 K R 0
8836 QLLQELQESFGGPTGEHNSPR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 74 775.3804 3 2323.1194 0.0003 49.37 K S 0
8837 QLLTDNMDILHAMK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 31 548.2813 3 1641.8221 0.0002 49.39 R D 0
8838 QLNAVNR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 29 407.7300 2 813.4454 -0.0002 17.94 R H 0
8839 QLNKLQHK JW2578 ECK2594 yfiA cold shock protein associated with 30S ribosomal subunit 40 504.8012 2 1007.5878 0.0003 14.97 R G 0
8840 QLNKLQHKGEAR JW2578 ECK2594 yfiA cold shock protein associated with 30S ribosomal subunit 18 474.6041 3 1420.7905 0.0005 15.00 R R 0
8841 QLNQVEILGK JW1117 ECK1117 purB adenylosuccinate lyase 65 571.3311 2 1140.6476 -0.0025 35.44 R I 0
8842 QLNVFEGER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 62 546.2777 2 1090.5408 0.0001 33.23 R V 0
8843 QLPCPAELLR 57.021465@C:4 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 39 598.8268 2 1195.6390 0.0007 45.29 K L 0
8844 QLPDKAIDLIDEAASSIR JW2573 ECK2590 clpB protein disaggregation chaperone 35 652.3528 3 1954.0366 -0.0006 60.25 R M 0
8845 QLPLNFYQIQTK JW0190 ECK0194 proS prolyl-tRNA synthetase 43 746.9120 2 1491.8094 0.0008 48.72 K F 0
8846 QLQTILFEK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 60 560.3237 2 1118.6328 -0.0008 41.31 K Q 0
8847 QLSELIYSR JW2101 ECK2107 metG methionyl-tRNA synthetase 42 554.8036 2 1107.5926 0.0002 38.16 R L 0
8848 QLSFFWRPEEVDVSR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 21 632.3198 3 1893.9376 0.0004 51.89 K D 0
8849 QLSLPPQVVFEAILTR JW3171 ECK3193 ptsN sugar-specific enzyme IIA component of PTS 17 906.0248 2 1810.0350 -0.0002 68.67 K E 0
8850 QLTAQAPVDPIVLGK JW5413 ECK2605 rimM 16S rRNA processing protein 49 775.4512 2 1548.8878 0.0003 43.62 K M 0
8851 QLTEAGTGLNR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 32 580.3070 2 1158.5994 0.0001 24.38 R L 0
8852 QLVAQLEK JW1821 ECK1831 yebR conserved protein 26 464.7766 2 927.5386 -0.0003 26.85 R V 0
8853 QLVDLGVK JW2536 ECK2549 hmp fused nitric oxide dioxygenase -!- dihydropteridine reductase 2 24 436.2660 2 870.5174 0.0000 36.41 K Q 0
8854 QLWPHTK JW1709 ECK1717 thrS threonyl-tRNA synthetase 16 455.2505 2 908.4864 -0.0005 23.08 K M 0
8855 QLWWGHR JW4215 ECK4251 valS valyl-tRNA synthetase 14 328.1710 3 981.4912 -0.0022 33.05 R I 0
8856 QLYNAPTIVER JW2751 ECK2774 pyrG CTP synthetase 49 652.3537 2 1302.6928 -0.0004 33.91 R H 0
8857 QLYNPVQWTK JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 40 638.8378 2 1275.6610 0.0000 43.40 R S 0
8858 QLYQHMAK JW5539 ECK3222 yhcB conserved protein 16 340.1767 3 1017.5083 0.0018 19.04 R S 0
8859 QLYTGYEK JW0710 ECK0709 gltA citrate synthase 11 501.2497 2 1000.4848 -0.0016 24.17 R R 0
8860 QMAVEIGR JW2751 ECK2774 pyrG CTP synthetase 40 452.2396 2 902.4646 0.0003 27.62 R E 0
8861 QMEGAWLGSDLVDQGK JW0172 ECK0176 yaeT conserved protein 74 867.4117 2 1732.8088 -0.0001 50.29 R E 0
8862 QMEGAWLGSDLVDQGKER JW0172 ECK0176 yaeT conserved protein 72 673.6581 3 2017.9525 -0.0001 43.26 R L 0
8863 QMEITPAIR JW2578 ECK2594 yfiA cold shock protein associated with 30S ribosomal subunit 64 529.7867 2 1057.5588 -0.0002 31.74 K Q 0
8864 QMGNSEVGHVNLGAGR JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 39 542.5983 3 1624.7731 -0.0008 26.63 R I 0
8865 QMIMVLAPK JW5829 ECK1716 infC protein chain initiation factor IF-3 25 515.7931 2 1029.5716 0.0001 40.57 R K 0
8866 QMLMSWVER JW5129 ECK0954 mgsA methylglyoxal synthase 53 590.2868 2 1178.5590 0.0014 45.93 K H 0
8867 QMLNNAQR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 27 487.7454 2 973.4762 0.0000 18.37 K G 0
8868 QMLQEMGREPTPEELAER JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 58 715.3418 3 2143.0036 -0.0003 38.28 R M 0
8869 QMNDEIHQNLVGVSNHR JW0885 ECK0893 pflA pyruvate formate lyase activating enzyme 1 67 664.3222 3 1989.9448 0.0009 29.43 K T 0
8870 QMPEIVER JW5625 ECK3691 gyrB DNA gyrase, subunit B 30 501.2581 2 1000.5016 0.0004 29.03 R G 0
8871 QMQFFGAR JW0886 ECK0894 pflB pyruvate formate lyase I 59 492.7398 2 983.4650 0.0003 36.11 K A JW5522
8872 QMQMNAQAEK JW2577 ECK2593 yfiO predicted lipoprotein 42 589.7683 2 1177.5220 0.0000 19.66 R V 0
8873 QMQVGGKDPLVPEENDKTTVIALR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 46 660.3524 4 2637.3805 0.0011 40.44 R E 0
8874 QNDISSIVVELDYPVDISEVSR JW5790 ECK4342 yjiA predicted GTPase 15 826.4193 3 2476.2361 0.0028 64.97 K V 0
8875 QNDLQAMHHK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 48 611.2933 2 1220.5720 0.0000 17.27 K Y 0
8876 QNDQIDVLLAK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 40 628.8462 2 1255.6778 0.0007 41.58 K G 0
8877 QNEWGTLLR JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 27 558.7934 2 1115.5722 -0.0001 42.29 K T 0
8878 QNGDGVGGSITYDYEGFGIGGAISSSK JW2203 ECK2207 ompC outer membrane porin protein C 92 1318.6054 2 2635.1962 -0.0075 56.51 R R 0
8879 QNGISYSK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 42 448.7272 2 895.4398 0.0000 19.05 R F 0
8880 QNGMFSFSGLTK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 19 658.8190 2 1315.6234 0.0004 48.44 K E 0
8881 QNGVLISNGQGK JW5571 ECK3864 bipA GTP-binding protein 38 607.8277 2 1213.6408 -0.0005 23.33 R A 0
8882 QNLAQQER JW5478 ECK2930 tktA transketolase 1, thiamin-binding 27 493.7547 2 985.4948 0.0007 17.21 R T 0
8883 QNLATFCQTWDDENVHK 57.021465@C:7 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 50 702.6494 3 2104.9264 -0.0008 38.89 R L JW1488
8884 QNLEASGVR JW0172 ECK0176 yaeT conserved protein 52 487.2564 2 972.4982 -0.0005 20.55 K V 0
8885 QNLISVNSPIAR JW3148 ECK3170 greA transcription elongation factor 23 656.3722 2 1310.7298 -0.0007 39.29 K G 0
8886 QNLLDIESLK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 12 586.8299 2 1171.6452 0.0005 48.90 R V 0
8887 QNLLDIESLKVDDLDIHAYR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 14 593.3128 4 2369.2221 -0.0007 54.98 R Y 0
8888 QNLTAPATMIDWRPVVHEMR JW2876 ECK2903 pepP proline aminopeptidase P II 14 592.0531 4 2364.1833 0.0002 48.57 R L 0
8889 QNNMTLDQMR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 42 625.7834 2 1249.5522 -0.0020 28.81 K S 0
8890 QNQLEQLAEQYDELKHEFEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 29 630.5571 4 2518.1993 0.0019 58.51 K K 0
8891 QNSDFWYFTGFNEPEAVLVLIK JW2876 ECK2903 pepP proline aminopeptidase P II 42 1309.1543 2 2616.2940 0.0041 74.91 R S 0
8892 QPALGYLN JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 42 438.2351 2 874.4556 0.0007 38.74 K - 0
8893 QPANATVTAIEMAVEK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 29 558.2911 3 1671.8515 0.0013 50.23 K A 0
8894 QPDAMTHPDGMQIK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 25 523.5777 3 1567.7113 -0.0011 26.78 K I 0
8895 QPDLIPLLR JW3715 ECK3730 atpE F0 sector of membrane-bound ATP synthase, subunit c 17 532.8267 2 1063.6388 -0.0001 51.07 R T 0
8896 QPFSNTHLINGIQPNLLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 13 678.7095 3 2033.1067 0.0009 45.29 K E 0
8897 QPIFDLFDVENEIQR JW3216 ECK3235 rng ribonuclease G 82 931.9673 2 1861.9200 -0.0010 64.48 R A 0
8898 QPLELVDMVEK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 12 650.8446 2 1299.6746 0.0003 48.33 R L 0
8899 QPLELVDMVEKLDLYITVK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 49 749.4174 3 2245.2304 0.0024 75.76 R G 0
8900 QPLEVVR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 33 420.7502 2 839.4858 -0.0006 25.69 R D 0
8901 QPLHIPFAIELYDNEGK JW0915 ECK0923 pepN aminopeptidase N 43 662.0109 3 1983.0109 0.0008 53.91 K V 0
8902 QPNFTEK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 12 432.2155 2 862.4164 -0.0020 20.41 R L 0
8903 QPNFTEKLELPSLQDFGALLEEQSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 46 716.1197 4 2860.4497 0.0005 67.99 R E 0
8904 QPQDPLLVPLFTLIR JW1018 ECK1021 ycdY conserved protein 61 584.0140 3 1749.0202 0.0012 72.61 R E 0
8905 QPSQEELSIAR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 17 629.3248 2 1256.6350 -0.0009 27.38 R Y 0
8906 QPVGVGDVTSGLLLVK JW1628 ECK1632 pdxY pyridoxal kinase 2/pyridoxine kinase 16 791.4644 2 1580.9142 0.0005 52.56 R L 0
8907 QQALMLR JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 18 430.2444 2 858.4742 -0.0004 26.50 R H 0
8908 QQAQKLGIR JW1100 ECK1100 mfd transcription-repair coupling factor 12 347.8767 3 1040.6083 -0.0008 14.59 R K 0
8909 QQAQVEQVLK JW2667 ECK2692 alaS alanyl-tRNA synthetase 52 585.8276 2 1169.6406 0.0003 26.82 R T 0
8910 QQAQVEQVLKTEEEQFAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 64 721.0339 3 2160.0799 -0.0012 45.99 R T 0
8911 QQASLEEQNNDALSPAIR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 124 992.4900 2 1982.9654 -0.0002 35.69 R R 0
8912 QQAVIEPK JW3351 ECK3375 damX predicted protein 23 456.7608 2 911.5070 -0.0005 19.85 R K 0
8913 QQEALALSDELIAELK JW1409 ECK1405 azoR NADH-azoreductase, FMN-dependent 14 885.9787 2 1769.9428 0.0019 62.51 R A 0
8914 QQFVGEFTGER JW2066 ECK2077 yegQ predicted peptidase 17 649.3120 2 1296.6094 -0.0003 37.27 R K 0
8915 QQGGFSAQPWDWAFYAEQVR JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 93 1186.0480 2 2370.0814 -0.0002 63.60 K R 0
8916 QQGVAFPNDFR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 45 639.8152 2 1277.6158 0.0005 37.51 R R 0
8917 QQGVAFPNDFRR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 43 478.9126 3 1433.7160 -0.0003 31.83 R D 0
8918 QQIEEATSDYDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 56 727.8230 2 1453.6314 -0.0006 25.27 R E 0
8919 QQIEEATSDYDREK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 66 856.3921 2 1710.7696 0.0000 24.05 R L 0
8920 QQIGVVGMAVMGR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 62 673.3570 2 1344.6994 -0.0010 42.85 K N 0
8921 QQIIGLAEVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 34 563.8329 2 1125.6512 0.0008 37.25 K D 0
8922 QQILADLFGQVTEAYIEPTFR JW0448 ECK0453 maa maltose O-acetyltransferase 47 813.7572 3 2438.2498 0.0016 74.39 R C 0
8923 QQILTEEQYLDALEEFGDEFDAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 60 1366.1330 2 2730.2514 -0.0034 70.52 R M 0
8924 QQLGLSPQDSLGTR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 52 750.3941 2 1498.7736 -0.0002 35.53 K S 0
8925 QQLPDDATLR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 16 578.8017 2 1155.5888 0.0005 29.53 R H 0
8926 QQQALQYELEK JW5539 ECK3222 yhcB conserved protein 44 689.3537 2 1376.6928 -0.0008 31.02 R N 0
8927 QQQDLVNDALNVE JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 41 743.3627 2 1484.7108 0.0002 45.57 K - 0
8928 QQQENAGEMELADLEGFYR JW1865 ECK1877 argS arginyl-tRNA synthetase 41 743.3363 3 2226.9871 0.0021 56.86 K D 0
8929 QQTVYGPLMEYIADNR JW3157 ECK3179 yrbA predicted DNA-binding transcriptional regulator 29 949.4590 2 1896.9034 -0.0005 57.98 K I 0
8930 QQVNVPLVADIHFDYR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 18 638.6681 3 1912.9825 0.0030 53.37 K I 0
8931 QQVWLPVESR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 23 621.3349 2 1240.6552 -0.0012 41.47 R D 0
8932 QQVYELSEVVDQLDIPVLCYGLR 57.021465@C:19 JW1226 ECK1233 tdk thymidine kinase/deoxyuridine kinase 66 912.8023 3 2735.3851 0.0012 75.00 R T 0
8933 QREAEYKDWTIEQITR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 30 517.2617 4 2065.0177 -0.0049 38.55 K E 0
8934 QRHDALISK JW3623 ECK3638 gmk guanylate kinase 32 356.5366 3 1066.5880 -0.0004 16.91 K L 0
8935 QRHDWFVER JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 32 424.8790 3 1271.6152 -0.0008 27.06 K L 0
8936 QRVMIAMALLCRPK 15.994915@M:4,15.994915@M:7,57.021465@C:11 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 12 573.6446 3 1717.9120 -0.0033 56.16 R L 0
8937 QRWPDVLLQFEDFAQK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 24 674.0153 3 2019.0241 0.0026 63.55 K N 0
8938 QSALDFHEFPVPGK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 24 524.5998 3 1570.7776 -0.0003 44.64 K I 0
8939 QSDDLKPVFDQAFTK JW5655 ECK3541 yiaF conserved protein 44 580.2923 3 1737.8551 -0.0024 41.43 K V 0
8940 QSDPEYFFKEEDR JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 38 563.9179 3 1688.7319 0.0000 35.90 K L 0
8941 QSDPEYFFKEEDRLFGR JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 10 541.5096 4 2162.0093 0.0025 50.74 K F 0
8942 QSGFLDPVNYR JW3474 ECK3490 slp outer membrane lipoprotein 46 648.3222 2 1294.6298 -0.0006 41.35 R N 0
8943 QSHAISTASGVGEHFADK JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 38 461.2256 4 1840.8733 0.0031 25.44 K T 0
8944 QSITLPPHLDTGSSNFALHTFR JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 31 813.7517 3 2438.2333 -0.0010 45.47 K G 0
8945 QSLGGLIEAYEAVAR JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 92 788.9200 2 1575.8254 -0.0001 60.30 R R 0
8946 QSLQGLVVLMDIR JW5930 ECK3857 yihA GTP-binding protein 78 736.4200 2 1470.8254 0.0027 61.79 R H 0
8947 QSLTLEELYQMFR JW5186 ECK1187 dhaL dihydroxyacetone kinase, C-terminal domain 81 829.4162 2 1656.8178 -0.0002 67.01 R D 0
8948 QSNPEDPESVLTEMAK JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 34 887.9119 2 1773.8092 0.0003 49.55 R A 0
8949 QSNTLLIFINQIR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 71 780.4490 2 1558.8834 0.0004 62.01 K M 0
8950 QSPDINQGVDR JW2909 ECK2937 metK methionine adenosyltransferase 1 55 614.7994 2 1227.5842 -0.0001 21.62 K A 0
8951 QSPFSFVLSFNPADVQPNAR JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 61 1111.0566 2 2220.0986 0.0024 65.70 K I 0
8952 QSPLALWQAHYVK JW5932 ECK3799 hemC hydroxymethylbilane synthase 13 514.2806 3 1539.8200 0.0002 43.19 R D 0
8953 QSPNTMSDMAAFEK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 74 778.8399 2 1555.6652 0.0007 39.09 K L 0
8954 QSSDPYIMVR JW2343 ECK2340 vacJ predicted lipoprotein 52 598.2921 2 1194.5696 -0.0007 34.54 R E 0
8955 QSSLMVESLVQK JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 90 674.8622 2 1347.7098 0.0032 40.34 K L 0
8956 QSSMFDDHPASAER JW2903 ECK2931 yggG predicted peptidase 39 526.5593 3 1576.6561 -0.0016 24.01 R A 0
8957 QSVDQPVQTGYK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 68 675.3384 2 1348.6622 -0.0001 24.08 R A 0
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8958 QSWLTHQPSLYSR JW3006 ECK3029 ygiC predicted enzyme 51 801.9047 2 1601.7948 -0.0001 36.39 R L 0
8959 QTAFMDSMK JW2507 ECK2520 pepB aminopeptidase B 28 529.7360 2 1057.4574 0.0003 32.83 K S 0
8960 QTAFSQYDRPQAR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 27 523.2590 3 1566.7552 0.0012 24.85 K R 0
8961 QTDELTGLSSLVVLDSAER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 100 1017.0232 2 2032.0318 -0.0006 58.47 R T 0
8962 QTDIPCTVK 57.021465@C:6 JW1119 ECK1119 trmU tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase 11 531.2688 2 1060.5230 0.0009 24.40 R A 0
8963 QTDLVEAMAK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 49 553.2814 2 1104.5482 -0.0002 34.05 R T 0
8964 QTFNTAIAAIMELMNK JW0637 ECK0635 leuS leucyl-tRNA synthetase 31 599.3079 3 1794.9019 0.0012 73.91 R L 0
8965 QTFNTAIAAIMELMNKLAK JW0637 ECK0635 leuS leucyl-tRNA synthetase 21 703.3803 3 2107.1191 0.0021 77.56 R A 0
8966 QTGMQMVQSVLERIGEVK JW2030 ECK2039 wcaK predicted pyruvyl transferase 14 678.3544 3 2032.0414 -0.0031 74.04 R - 0
8967 QTGRPHGFLR JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 31 584.8210 2 1167.6274 0.0014 19.14 R K 0
8968 QTHQTPVIMLTAR JW3883 ECK3905 cpxR DNA-binding response regulator in two-component regulatory system with CpxA 17 499.2732 3 1494.7978 0.0000 32.34 R G 0
8969 QTIETIATLVDMAEQATGQR JW0385 ECK0389 mak manno(fructo)kinase 60 726.0355 3 2175.0847 0.0004 72.58 R G 0
8970 QTIQVIVGAK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 36 528.8245 2 1055.6344 0.0005 32.55 K A 0
8971 QTISLGGCEIYTGQLNGTEVALLK 57.021465@C:8 JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 50 1283.1652 2 2564.3158 0.0003 58.10 R S 0
8972 QTIVVDYSAPNVAK JW1865 ECK1877 argS arginyl-tRNA synthetase 75 752.9040 2 1503.7934 0.0003 37.56 K E 0
8973 QTLCNALK 57.021465@C:4 JW1656 ECK1660 ydhQ conserved protein 29 474.2527 2 946.4908 0.0003 25.11 R L 0
8974 QTLGQHDFSAGEGLYTHMK JW3722 ECK3738 asnA asparagine synthetase A 53 707.3341 3 2118.9805 0.0011 36.56 R A 0
8975 QTLIDHLNQK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 61 605.3329 2 1208.6512 0.0000 27.50 K N 0
8976 QTLQAQLTR JW5505 ECK3033 yqiC conserved protein 79 529.8013 2 1057.5880 0.0000 27.62 R L 0
8977 QTMEIHHTK JW3879 ECK3901 sodA superoxide dismutase, Mn 47 562.7799 2 1123.5452 0.0008 16.19 K H 0
8978 QTMLINEK JW2929 ECK2957 yggX protein that protects iron-sulfur proteins against oxidative damage 21 488.7599 2 975.5052 -0.0006 25.52 K K 0
8979 QTMLINEKKLNMMNAEHR 15.994915@M:12,15.994915@M:13 JW2929 ECK2957 yggX protein that protects iron-sulfur proteins against oxidative damage 14 745.0360 3 2232.0862 0.0050 80.27 K K 0
8980 QTQINLLSSMAI JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 27 659.8554 2 1317.6962 0.0000 61.35 K - 0
8981 QTSGDLYQMEQIR JW3194 ECK3214 nanA N-acetylneuraminate lyase 63 784.8723 2 1567.7300 0.0000 38.65 K R 0
8982 QTSGDLYQMEQIRR JW3194 ECK3214 nanA N-acetylneuraminate lyase 18 575.6173 3 1723.8301 -0.0011 31.95 K E 0
8983 QTTFNDMIK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 31 549.2686 2 1096.5226 0.0004 34.20 R I 0
8984 QTVDEALKDAQTR JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 61 492.2542 3 1473.7408 -0.0015 28.92 R I 0
8985 QTVYAFLGDGEMDEPESK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 134 1008.4509 2 2014.8872 0.0044 48.27 K G 0
8986 QTYCGPIGAEYMHITSTEEKR 57.021465@C:4 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 43 618.5387 4 2470.1257 0.0001 39.58 K W 0
8987 QVAAALVQAGNVAEGYVNGMLAR JW2156 ECK2162 fruB fused fructose-specific PTS enzyme IIA component -!- HPr component 69 768.0715 3 2301.1927 0.0029 67.65 R E 0
8988 QVADNLAQR JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 14 507.7698 2 1013.5250 -0.0003 21.53 R Q 0
8989 QVADNPGGAYNPLFLYGGTGLGK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 84 1155.0826 2 2308.1506 0.0020 56.51 R T 0
8990 QVAILAVAGAEK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 75 585.3487 2 1168.6828 0.0013 37.21 K I 0
8991 QVANGVVDAFVHTVEQYVTKPVDAK JW2978 ECK3003 yqhD alcohol dehydrogenase, NAD(P)-dependent 64 905.4772 3 2713.4098 0.0023 69.62 R I 0
8992 QVASFPR JW5100 ECK0729 tolB periplasmic protein 23 402.7220 2 803.4294 0.0004 24.98 R H 0
8993 QVASHINEETGR JW1263 ECK1265 yciK predicted oxoacyl-(acyl carrier protein) reductase, EmrKY-TolC system 23 447.5564 3 1339.6474 -0.0007 18.58 R Q 0
8994 QVCNLADPVGQVIDGGVLDSGLR 57.021465@C:3 JW0233 ECK0244 proA gamma-glutamylphosphate reductase 113 1191.6077 2 2381.2008 -0.0001 60.41 R L 0
8995 QVDILGK JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 23 386.7318 2 771.4490 0.0000 27.92 K F 0
8996 QVDILGKFPLPVEVIPMAR JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 57 708.0745 3 2121.2017 -0.0003 64.23 K S 0
8997 QVDRTELK JW2553 ECK2567 lepA GTP binding membrane protein 44 494.7749 2 987.5352 0.0004 17.47 K C 0
8998 QVDVLYR JW5689 ECK3404 malP maltodextrin phosphorylase 33 446.7479 2 891.4812 -0.0001 28.95 K D 0
8999 QVEALVEASKEEVK JW2101 ECK2107 metG methionyl-tRNA synthetase 47 520.2818 3 1557.8236 -0.0013 30.70 R A 0
9000 QVEAPDDWHR JW5689 ECK3404 malP maltodextrin phosphorylase 29 418.1948 3 1251.5626 -0.0006 25.07 K S 0
9001 QVEEMLA 15.994915@M:5 JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 25 418.1971 2 834.3796 0.0003 25.08 K - 0
9002 QVFGQEFK JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 17 491.7533 2 981.4920 0.0001 30.21 K L 0
9003 QVGMATLAVPIHNAEEAFNPNAVK JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 33 841.0996 3 2520.2770 -0.0024 55.38 R V 0
9004 QVGVPYIIVFLNK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 70 497.2973 3 1488.8701 -0.0001 63.06 R C JW3943
9005 QVHASINPVETLFVVDAMTGQDAANTAK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 51 976.4908 3 2926.4506 0.0011 61.30 K A 0
9006 QVHESMPK JW5505 ECK3033 yqiC conserved protein 28 478.2370 2 954.4594 0.0001 17.30 R G 0
9007 QVHSNSFMRPSPR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 26 771.8831 2 1541.7516 -0.0005 20.37 K V 0
9008 QVIDASHAEGK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 19 577.7938 2 1153.5730 0.0003 18.87 K W 0
9009 QVIDDAAAHLSEVAQGDDVDAIEQAIK JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 42 941.1334 3 2820.3784 0.0008 60.23 R N 0
9010 QVIFNPNLFPYENMEGK JW5158 ECK1094 ycfP conserved protein 17 680.6681 3 2038.9825 0.0004 56.48 R I 0
9011 QVIGQVAADLR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 60 585.3361 2 1168.6576 0.0012 35.70 K A 0
9012 QVIQFIDLSLITK JW0797 ECK0801 dps Fe-binding and storage protein 82 759.4509 2 1516.8872 0.0008 62.62 R Q 0
9013 QVLGTHVSQK JW2667 ECK2692 alaS alanyl-tRNA synthetase 50 548.8090 2 1095.6034 -0.0001 18.45 R G 0
9014 QVLTHGFTVDGQGR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 32 505.5944 3 1513.7614 -0.0022 29.11 R K 0
9015 QVMQSWADAEWFLNRPALAEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 25 830.7456 3 2489.2150 -0.0013 56.64 K L 0
9016 QVMVYTHDSIGLGEDGPTHQPVEQVASLR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 88 1055.1875 3 3162.5407 0.0004 43.46 R V 0
9017 QVNLTER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 52 430.2352 2 858.4558 -0.0001 21.24 R G 0
9018 QVPFSGEIWIDR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 25 723.8722 2 1445.7298 -0.0004 50.48 R A 0
9019 QVPQAQHISLTNFLDSGLYTSLTER JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 41 940.1503 3 2817.4291 -0.0005 62.51 R L 0
9020 QVQQPVMDR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 48 550.7790 2 1099.5434 -0.0010 22.24 K Y 0
9021 QVRPGADYNWSLK JW0623 ECK0621 lipA lipoate synthase 28 511.9315 3 1532.7727 -0.0009 33.55 R L 0
9022 QVSDGVAHIHASFNNTIVTITDR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 67 832.4278 3 2494.2616 0.0051 46.63 K Q 0
9023 QVSFNSIYMMADSGAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 38 888.9063 2 1775.7980 0.0009 53.70 K G 0
9024 QVSTNLAWEHNR JW2904 ECK2932 speB agmatinase 23 485.5760 3 1453.7062 0.0000 26.51 R F 0
9025 QVSVPLAAVLAIYAR JW3197 ECK3217 sspB ClpXP protease specificity-enhancing factor 23 524.3149 3 1569.9229 -0.0014 68.15 R E 0
9026 QVVVGLPDVR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 47 541.3221 2 1080.6296 0.0006 41.46 R G 0
9027 QVWAGAIDTVGDK JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 37 680.3488 2 1358.6830 0.0001 40.06 K V 0
9028 QWFTDVK JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 32 462.2346 2 922.4546 -0.0001 36.17 R I 0
9029 QWIIDTPFQPELENAIR JW1692 ECK1700 pps phosphoenolpyruvate synthase 91 1035.5366 2 2069.0586 0.0005 62.64 R E 0
9030 QWILGLPGDATDYKLDDQYR JW1200 ECK1197 lolB chaperone for lipoproteins 37 789.7262 3 2366.1568 0.0025 55.62 R L 0
9031 QWVNLPLVLHGASGLSTK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 44 640.6949 3 1919.0629 -0.0001 51.64 R D 0
9032 QWVNMQDDYHCIYCIVDQHAITVR 57.021465@C:11,57.021465@C:14 JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 18 766.8522 4 3063.3797 0.0006 57.65 R Q 0
9033 QYAPMSVAQQSLVLFAAER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 122 1055.0440 2 2108.0734 0.0010 62.06 K G 0
9034 QYATTYINIVGK JW2517 ECK2530 suhB inositol monophosphatase 27 685.8691 2 1369.7236 -0.0006 42.60 K L 0
9035 QYDINEAIALLK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 71 695.8825 2 1389.7504 0.0001 56.31 K E 0
9036 QYDINEAIALLKELATAK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 56 668.7052 3 2003.0938 -0.0001 70.89 K F 0
9037 QYENMYFSWMR JW4215 ECK4251 valS valyl-tRNA synthetase 61 777.8289 2 1553.6432 0.0001 54.36 K D 0
9038 QYGEAFEKR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 46 564.2777 2 1126.5408 0.0002 21.49 K H 0
9039 QYHHPLAIHLDHHTK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 64 923.9772 2 1845.9398 0.0011 19.85 K F 0
9040 QYHLSANEINQIINA JW2291 ECK2288 yfbU conserved protein 27 864.4401 2 1726.8656 0.0018 51.30 R - 0
9041 QYIEKDAALER JW2573 ECK2590 clpB protein disaggregation chaperone 12 445.9012 3 1334.6818 -0.0011 23.50 R R 0
9042 QYLIAPSILSADFAR JW3349 ECK3373 rpe D-ribulose-5-phosphate 3-epimerase 32 832.9537 2 1663.8928 -0.0005 60.46 K L 0
9043 QYMAEVESGVYPGEEHSFH JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 91 732.6493 3 2194.9261 -0.0006 38.31 R - 0
9044 QYPIVSIEDGLDESDWDGFAYQTK JW2750 ECK2773 eno enolase 101 1388.6350 2 2775.2554 0.0002 64.34 K V 0
9045 QYQALFNLEGVDLEFRDEALDAIAK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 98 956.8190 3 2867.4352 0.0013 67.57 K K 0
9046 QYQALFNLEGVDLEFRDEALDAIAKK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 22 749.8898 4 2995.5301 0.0013 64.10 K A 0
9047 QYSELEEEWKAEK JW2573 ECK2590 clpB protein disaggregation chaperone 14 556.9294 3 1667.7664 -0.0014 34.40 R A 0
9048 QYTTVVADTGDIAAMK JW0007 ECK0008 talB transaldolase B 115 842.4159 2 1682.8172 -0.0013 42.17 R L 0
9049 RAAGEAPAAPQVTAEDASASLAELLNAGLGGSDNE JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 11 1108.5377 3 3322.5913 0.0000 68.15 R - 0
9050 RAALGVLR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 50 428.2796 2 854.5446 -0.0003 22.98 R I 0
9051 RAAPAVVNVYNR JW3204 ECK3224 degS serine endoprotease, periplasmic 11 443.9175 3 1328.7307 -0.0005 25.10 R G 0
9052 RAASEAVKDAALSCDQFFVNHR 57.021465@C:14 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 85 831.4079 3 2491.2019 -0.0008 38.20 K W 0
9053 RAATILAEQLEAFVDLR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 50 639.3583 3 1915.0531 0.0004 62.00 R D 0
9054 RADAIFIEELR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 71 666.8678 2 1331.7210 0.0014 43.37 R K 0
9055 RADAIFIEELRK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 65 487.6115 3 1459.8127 -0.0020 36.61 R A 0
9056 RADDALWR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 38 501.7592 2 1001.5038 -0.0004 26.44 R R 0
9057 RADKEGAASFYVVDTSDFGNSGNWR JW1596 ECK1599 ydgH predicted protein 17 688.0718 4 2748.2581 0.0055 46.67 R V 0
9058 RADQIQWSAGIEPGDPR JW3975 ECK4007 aceA isocitrate lyase 51 632.6513 3 1894.9321 0.0036 37.44 R Y 0
9059 RAEAAPAATGGGIPGMLPWPK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 27 683.3649 3 2047.0729 0.0057 48.10 K V 0
9060 RAEDYLR JW3841 ECK3863 glnA glutamine synthetase 47 461.7402 2 921.4658 -0.0010 20.56 K S 0
9061 RAEGDGEGFIVIDDLVDTGGTAVAIR JW0228 ECK0239 gpt guanine-hypoxanthine phosphoribosyltransferase 35 882.7835 3 2645.3287 -0.0010 62.52 K E 0
9062 RAEITPANADTVTR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 64 757.8999 2 1513.7852 0.0005 22.32 R E 0
9063 RAELEAK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 32 408.7323 2 815.4500 -0.0001 15.07 R L 0
9064 RAEMLAELMR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 50 610.3176 2 1218.6206 -0.0006 39.06 R F 0
9065 RAENGEEPIKEHLLLTR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 48 502.0266 4 2004.0773 0.0020 29.48 R Y 0
9066 RAENMLWHK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 30 395.5378 3 1183.5916 -0.0006 22.73 K L 0
9067 RAFIEENALK JW5625 ECK3691 gyrB DNA gyrase, subunit B 47 595.8297 2 1189.6448 -0.0005 27.65 R A 0
9068 RAGAPFGPGANPMHGR 15.994915@M:13 JW0886 ECK0894 pflB pyruvate formate lyase I 75 536.9313 3 1607.7721 -0.0018 19.88 R D 0
9069 RAGEITAMAHTR JW2876 ECK2903 pepP proline aminopeptidase P II 63 438.5638 3 1312.6696 0.0025 19.86 R A 0
9070 RAGTPFAPGANPMHGR JW5522 ECK3103 tdcE pyruvate formate-lyase 4/2-ketobutyrate formate-lyase 56 546.2752 3 1635.8038 -0.0015 24.78 R D 0
9071 RAIEDSR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 16 423.7254 2 845.4362 0.0007 14.52 R V 0
9072 RAIHTLWNVLDELDQAWLPVEK JW0738 ECK0744 gpmA phosphoglyceromutase 1 79 882.8063 3 2645.3971 0.0006 68.13 K S 0
9073 RAISIVTETR JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 23 573.3347 2 1144.6548 -0.0015 23.85 R N 0
9074 RALPLPVSVPSHCALMKPAADK 57.021465@C:13 JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 37 590.3245 4 2357.2689 -0.0022 36.48 K L 0
9075 RALVDAELAR JW3900 ECK3921 rraA ribonuclease E (RNase E) inhibitor protein 42 557.3221 2 1112.6296 -0.0005 26.21 R L 0
9076 RALYLGK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 27 410.7549 2 819.4952 -0.0014 21.32 R I 0
9077 RAMAWEEHDE JW3897 ECK3918 glpK glycerol kinase 18 637.2672 2 1272.5198 0.0004 12.64 K - 0
9078 RAMDVYCHR 57.021465@C:7 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 28 403.1864 3 1206.5374 -0.0012 18.63 K L 0
9079 RANDIALK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 31 450.7674 2 899.5202 0.0014 18.97 K C 0
9080 RANVSTTTVSHVINK JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 47 542.9694 3 1625.8864 0.0016 22.60 K T 0
9081 RAQAWQR JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 40 458.2491 2 914.4836 0.0002 17.60 R L 0
9082 RAQSVVDYLISK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 52 460.2612 3 1377.7618 0.0001 41.24 R G 0
9083 RAQVAELAR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 28 507.2961 2 1012.5776 0.0000 19.61 R A 0
9084 RATITLR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 29 415.7642 2 829.5138 0.0006 19.94 K R 0
9085 RAVEEAR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 26 415.7275 2 829.4404 -0.0001 13.56 K A 0
9086 RAVEGTPFECLK 57.021465@C:10 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 56 703.8580 2 1405.7014 -0.0009 31.73 R D 0
9087 RAVIESENSAER JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 65 680.8441 2 1359.6736 -0.0004 18.42 R D 0
9088 RAVIESENSAERDQLLENLQEGMEVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 33 747.6237 4 2986.4657 -0.0008 46.99 R G 0
9089 RAVQNAMR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 50 473.2561 2 944.4976 0.0003 15.36 K L 0
9090 RAVYLHQR JW1327 ECK1329 uspE stress-induced protein 50 348.2014 3 1041.5824 -0.0008 17.18 R I 0
9091 RCQQWLEQR 57.021465@C:2 JW3765 ECK3783 rffA TDP-4-oxo-6-deoxy-D-glucose transaminase 38 652.3193 2 1302.6240 -0.0011 23.70 R F 0
9092 RDDAIPQVALTASVMDAMLELSR JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 28 834.7619 3 2501.2639 0.0020 75.59 R T 0
9093 RDDEVIVLTGK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 67 622.8476 2 1243.6806 0.0034 30.36 R D 0
9094 RDDEVIVLTGKDK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 28 496.6059 3 1486.7959 -0.0031 25.43 R G 0
9095 RDDFANETADDAEAGDSEE JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 155 1028.8960 2 2055.7774 -0.0003 29.28 R - 0
9096 RDDSILLAQHTR JW5548 ECK3988 nudC NADH pyrophosphatase 59 475.5920 3 1423.7542 0.0011 24.18 R H 0
9097 RDEQNLELVLR JW2174 ECK2180 yejK nucleotide associated protein 83 692.8810 2 1383.7474 0.0005 36.47 K D 0
9098 RDEVEEAWK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 52 581.2795 2 1160.5444 -0.0017 23.90 R W 0
9099 RDIAVVVAENVPAADILSECKK 57.021465@C:20 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 12 799.7663 3 2396.2771 0.0039 47.57 R V 0
9100 RDNADPSGLGNTLGWAWAWPLNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 44 856.4228 3 2566.2466 0.0002 64.57 R R 0
9101 RDPASLTK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 26 444.2509 2 886.4872 0.0000 17.46 R M 0
9102 RDPQEAER JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 28 500.7440 2 999.4734 0.0001 13.52 K L 0
9103 RDPQGHHVAYK JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 36 654.3337 2 1306.6528 -0.0002 14.60 K A 0
9104 RDTTLQHPR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 45 375.2035 3 1122.5887 -0.0009 16.05 K C 0
9105 RDTWSDHIR JW0835 ECK0842 nfsA nitroreductase A, NADPH-dependent, FMN-dependent 51 395.8635 3 1184.5687 -0.0001 21.99 R R 0
9106 RDWYVVDATGK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 67 655.3301 2 1308.6456 -0.0005 33.71 K T 0
9107 REDVVVATK JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 49 508.7901 2 1015.5656 -0.0006 18.39 R V 0
9108 REEDDRVR JW3841 ECK3863 glnA glutamine synthetase 21 358.8477 3 1073.5213 -0.0002 13.75 R M 0
9109 REEEEQQQR JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 11 616.2860 2 1230.5574 -0.0013 12.88 R E 0
9110 REEESAAAAEVEER JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 92 788.3657 2 1574.7168 -0.0003 22.40 R T 0
9111 REEMIKR JW3585 ECK3600 grxC glutaredoxin 3 61 321.1795 3 960.5167 -0.0009 15.99 K S 0
9112 REEYGDMAEQK JW2767 ECK2791 sdaC predicted serine transporter 53 678.2988 2 1354.5830 0.0007 19.98 K C 0
9113 REFNVEANVGKPQVAYR JW3302 ECK3327 fusA protein chain elongation factor EF-G 20 495.0130 4 1976.0229 0.0000 30.26 K E 0
9114 REGDLPAYWADASK JW0742 ECK0748 galE UDP-galactose-4-epimerase 48 526.9224 3 1577.7454 -0.0020 37.43 R A 0
9115 REGFELAVSRPK JW5571 ECK3864 bipA GTP-binding protein 67 694.8854 2 1387.7562 -0.0008 27.01 R V 0
9116 REGRPSEGETLIAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 37 524.2813 3 1569.8221 -0.0003 20.83 R L 0
9117 REGTDLFLK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 17 539.7985 2 1077.5824 0.0005 31.98 R S 0
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9118 REHMLQQK JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 19 357.1903 3 1068.5491 -0.0007 15.53 K V 0
9119 REISMSIK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 39 482.2679 2 962.5212 -0.0006 12.30 R R 0
9120 RELHTIK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 27 448.7689 2 895.5232 -0.0006 16.01 K L 0
9121 RENGLWIVEAEDIDTGKK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 82 691.6911 3 2072.0515 -0.0024 43.34 R Y 0
9122 REPGMLAR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 30 465.2529 2 928.4912 0.0001 19.41 K W 0
9123 REPVTEEEK JW3737 ECK3757 yifE conserved protein 43 558.7800 2 1115.5454 -0.0005 15.78 K L 0
9124 REPVTEEEKLFVAVCR 57.021465@C:15 JW3737 ECK3757 yifE conserved protein 44 654.6752 3 1961.0038 -0.0003 39.49 K G 0
9125 REQEAAELKR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 14 410.5579 3 1228.6519 -0.0005 16.89 R K 0
9126 REQLLEVGDFLK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 71 723.9013 2 1445.7880 0.0004 50.09 K K 0
9127 RETLEDAVK JW2563 ECK2577 yfiD pyruvate formate lyase subunit 34 530.7852 2 1059.5558 -0.0002 21.97 R H 0
9128 RETLEMVVR JW1178 ECK1177 dadA D-amino acid dehydrogenase 36 566.8100 2 1131.6054 -0.0015 28.33 R D 0
9129 REWFVPGNR JW3249 ECK3274 fmt 10-formyltetrahydrofolate:L-methionyl-tRNA(fMet) N-formyltransferase 40 580.8006 2 1159.5866 -0.0020 32.12 R L 0
9130 RFAPEQAISAAK JW4208 ECK4244 yjgJ predicted transcriptional regulator 20 644.8532 2 1287.6918 -0.0017 26.86 R V 0
9131 RFAQAIHAK JW3975 ECK4007 aceA isocitrate lyase 26 521.3011 2 1040.5876 -0.0002 17.67 R Y 0
9132 RFDETGHSQIMVEPVADVTAYGVVDCK 57.021465@C:26 JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 26 756.6110 4 3022.4149 -0.0015 46.92 R G 0
9133 RFDGVLASELADPQLYK JW2101 ECK2107 metG methionyl-tRNA synthetase 37 641.3385 3 1920.9937 -0.0008 50.52 K T 0
9134 RFDSCFLTAK 57.021465@C:5 JW3403 ECK3425 yhhX predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 38 622.8079 2 1243.6012 -0.0007 33.34 R K 0
9135 RFDVAMK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 35 433.7309 2 865.4472 -0.0007 23.34 R K 0
9136 RFDVAMKK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 15 332.1887 3 993.5443 0.0013 20.06 R I 0
9137 RFEEHLQHEAQER JW0600 ECK0601 uspG universal stress protein UP12 53 570.2762 3 1707.8068 -0.0009 19.64 R L 0
9138 RFFGAAR JW3756 ECK3775 rho transcription termination factor 38 412.7297 2 823.4448 -0.0004 22.09 K N 0
9139 RFGAPSYNR JW0675 ECK0676 pgm phosphoglucomutase 34 534.2714 2 1066.5282 -0.0026 21.39 K L 0
9140 RFGGESVLAGSIIVR JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 16 520.9666 3 1559.8780 -0.0003 42.98 K Q 0
9141 RFGIEPR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 33 437.7481 2 873.4816 -0.0004 22.92 R V 0
9142 RFGVEDGSVEGLR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 87 710.8623 2 1419.7100 -0.0006 32.96 K A 0
9143 RFHTLSGGKPQVEGAEDYTDSDD JW3737 ECK3757 yifE conserved protein 81 842.0452 3 2523.1138 -0.0013 29.57 K - 0
9144 RFIQQGHK JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 28 338.5260 3 1012.5562 -0.0005 15.00 R V 0
9145 RFMDDHGFLDIETPMLTK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 64 722.6831 3 2165.0275 -0.0011 52.86 R A 0
9146 RFMKEPQEVR JW5531 ECK3150 deaD ATP-dependent RNA helicase 28 440.5675 3 1318.6807 -0.0010 20.22 R I 0
9147 RFNHGAQPPVQSALDGK JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 55 607.9831 3 1820.9275 -0.0006 24.51 R T 0
9148 RFNIPGSK JW3907 ECK3928 rpmE 50S ribosomal subunit protein L31 27 459.7615 2 917.5084 0.0001 24.61 K - 0
9149 RFPLHEMR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 19 362.5275 3 1084.5607 0.0008 22.20 K D JW3485
9150 RFQASDMVR JW2553 ECK2567 lepA GTP binding membrane protein 44 555.2793 2 1108.5440 -0.0007 24.80 K V 0
9151 RFQDEEVQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 39 603.7967 2 1205.5788 0.0000 19.43 R D 0
9152 RFSLEGGDALIPMLK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 17 549.6368 3 1645.8886 0.0025 53.43 K E 0
9153 RFTIDCSGVR 57.021465@C:6 JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 43 605.8032 2 1209.5918 -0.0005 27.81 K R 0
9154 RFYDAVSTFK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 42 617.3169 2 1232.6192 0.0004 34.36 K I 0
9155 RFYGVQFHPEVTHTR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 55 469.2412 4 1872.9357 -0.0024 29.42 K Q 0
9156 RFYTDGPR JW4198 ECK4234 treC trehalose-6-P hydrolase 22 506.2534 2 1010.4922 -0.0011 20.92 R A 0
9157 RGDDFITLNAEQAMQGAADILR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 102 1203.0973 2 2404.1800 -0.0004 64.39 R Q 0
9158 RGDIVVFK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 34 467.2792 2 932.5438 -0.0004 26.38 K Y 0
9159 RGDSVSFDEYWK JW2101 ECK2107 metG methionyl-tRNA synthetase 27 744.8414 2 1487.6682 0.0002 40.96 K K 0
9160 RGDYAVNVNYNVQNAGEKPLEISSFGQLK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 77 803.4089 4 3209.6065 -0.0038 47.04 K Q 0
9161 RGDYLGATVQVIPHITNAIK JW2751 ECK2774 pyrG CTP synthetase 45 722.7390 3 2165.1952 -0.0003 46.33 R E 0
9162 RGEEDDTSGHYLR JW0765 ECK0771 moaB molybdopterin biosynthesis protein B 54 512.2336 3 1533.6790 -0.0019 19.36 R D 0
9163 RGEIDKK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 17 423.2458 2 844.4770 0.0003 13.37 K V 0
9164 RGELGIMGTELNSELAK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 63 909.4748 2 1816.9350 -0.0002 44.97 K A 0
9165 RGELLFGTVDTWLIWK JW3897 ECK3918 glpK glycerol kinase 20 645.3561 3 1933.0465 0.0005 67.04 R M 0
9166 RGESSGPDVSR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 52 573.7781 2 1145.5416 -0.0009 15.54 K E 0
9167 RGEVISIVETR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 20 629.8593 2 1257.7040 0.0000 31.20 R G 0
9168 RGFAVTPPELTK JW0738 ECK0744 gpmA phosphoglyceromutase 1 57 658.3715 2 1314.7284 -0.0010 33.43 R D 0
9169 RGFEGGQMPLYR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 53 705.8497 2 1409.6848 -0.0025 32.67 R R 0
9170 RGFEYSDCWVDDAR 57.021465@C:8 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 54 888.3757 2 1774.7368 -0.0001 40.23 K L 0
9171 RGGDLGEFR JW3748 ECK3767 ppiC peptidyl-prolyl cis-trans isomerase C (rotamase C) 34 503.7568 2 1005.4990 0.0000 12.45 K Q 0
9172 RGGGLCLGGK 57.021465@C:6 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 37 487.7634 2 973.5122 -0.0003 19.82 K I 0
9173 RGGVVQYVDASR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 57 653.8465 2 1305.6784 -0.0004 25.19 K I 0
9174 RGHIPGALNVPWTELVR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 21 639.0266 3 1914.0580 -0.0008 46.01 R E 0
9175 RGHLTASTVIQYR JW5668 ECK3511 kdgK ketodeoxygluconokinase 62 501.2794 3 1500.8164 0.0003 26.14 K G 0
9176 RGIEEAYR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 22 497.2589 2 992.5032 -0.0007 19.69 R T 0
9177 RGIEGSSLDVPENIVHSGK JW5058 ECK0420 yajQ predicted nucleotide binding protein 73 665.3480 3 1993.0222 -0.0006 36.17 K T 0
9178 RGIEVGHIFQLGTK JW0190 ECK0194 proS prolyl-tRNA synthetase 42 518.9636 3 1553.8690 0.0011 39.44 K Y 0
9179 RGIGYLPQEASIFR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 33 536.2947 3 1605.8623 -0.0004 44.82 R R 0
9180 RGIVGNIYK JW3216 ECK3235 rng ribonuclease G 22 510.3031 2 1018.5916 -0.0007 24.92 R G 0
9181 RGLSIQR JW5625 ECK3691 gyrB DNA gyrase, subunit B 26 415.2540 2 828.4934 0.0005 19.15 R Y 0
9182 RGNHEVMMR JW1268 ECK1271 acnA aconitate hydratase 1 27 377.1831 3 1128.5275 -0.0007 17.02 R G 0
9183 RGPAIAQAFDAEGKPSK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 83 581.6442 3 1741.9108 -0.0002 26.88 K A 0
9184 RGQDDAIMEEHQIQPIDMVVVNLYPFAQTVAR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 45 921.7132 4 3682.8237 0.0000 67.13 R E 0
9185 RGQTVLDLAGGTGDLTAK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 54 591.6554 3 1771.9444 0.0017 40.24 R F 0
9186 RGRPGQAEPVAQK JW0494 ECK0499 allR DNA-binding transcriptional regulator 22 465.2598 3 1392.7576 -0.0010 15.03 R G 0
9187 RGSAIDLPVYSYVEHTR JW2051 ECK2060 udk uridine/cytidine kinase 65 655.0062 3 1961.9968 0.0009 41.99 K M 0
9188 RGSLPIALDEVITDGHK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 28 607.6672 3 1819.9798 0.0005 44.84 R R 0
9189 RGSLPIALDEVITDGHKR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 27 495.0272 4 1976.0797 -0.0006 39.68 R A 0
9190 RGTENEDFMFLNLGPNHPSAHGAFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 91 938.7772 3 2813.3098 0.0007 43.54 K I 0
9191 RGTVIDHIPAQIGFK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 73 826.4671 2 1650.9196 -0.0008 39.03 K L 0
9192 RGVANTVLIEK JW5187 ECK1188 dhaK dihydroxyacetone kinase, N-terminal domain 13 600.3591 2 1198.7036 0.0003 20.95 R L 0
9193 RGVIKPR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 30 413.2744 2 824.5342 -0.0001 14.43 K T 0
9194 RGVLAVMPDMDKFPYTVR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 46 699.0322 3 2094.0748 -0.0005 47.99 K V 0
9195 RGWQVTLYCADEAPALGASGNR 57.021465@C:9 JW5380 ECK2318 trmC fused 5-methylaminomethyl-2-thiouridine forming enzyme methyltransferase -!- FAD-dependent demodification enzyme 92 798.0532 3 2391.1378 -0.0010 44.53 R Q 0
9196 RGYTAASIR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 36 497.7751 2 993.5356 0.0001 19.15 R E 0
9197 RHAQEEMTHMQR JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 65 518.5734 3 1552.6984 -0.0003 16.94 R L 0
9198 RHDMGSVR JW5548 ECK3988 nudC NADH pyrophosphatase 40 479.2375 2 956.4604 -0.0006 14.04 R Q 0
9199 RHEAWITLEK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 46 428.2346 3 1281.6820 -0.0011 27.89 K A 0
9200 RHEQLLQER JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 29 403.5541 3 1207.6405 -0.0016 18.81 R N 0
9201 RHGHNEADEPSATQPLMYQK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 34 578.0235 4 2308.0649 -0.0006 23.13 R I 0
9202 RHGLHTDASHR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 40 643.8266 2 1285.6386 -0.0001 13.57 R Y 0
9203 RHLEFFNTQPFVAAPILGVTLALEEQR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 31 774.9214 4 3095.6565 0.0011 66.30 R A 0
9204 RHNIVAIADIDTR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 61 747.4122 2 1492.8098 -0.0011 30.18 K K 0
9205 RHNIVAIADIDTRK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 26 406.2336 4 1620.9053 -0.0005 26.71 K L 0
9206 RHPDLVISSQGSNQLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 82 903.9823 2 1805.9500 0.0005 26.18 K A 0
9207 RHPHVFADSSAENSSEVLAR JW2752 ECK2775 mazG nucleoside triphosphate pyrophosphohydrolase 33 553.0245 4 2208.0689 0.0016 26.17 R W 0
9208 RHPLKGDR JW1279 ECK1281 rnb ribonuclease II 24 489.7834 2 977.5522 0.0004 13.36 R S 0
9209 RHSIEYLR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 39 537.2959 2 1072.5772 -0.0006 20.05 K E 0
9210 RHVGGVAEYR JW0101 ECK0104 guaC GMP reductase 52 381.8718 3 1142.5936 -0.0009 17.56 K A 0
9211 RICTLGEK 57.021465@C:3 JW5625 ECK3691 gyrB DNA gyrase, subunit B 41 488.7658 2 975.5170 -0.0002 18.42 R L 0
9212 RIDAIDVTSK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 55 559.3139 2 1116.6132 -0.0005 24.60 R T 0
9213 RIDESGFDIR JW3349 ECK3373 rpe D-ribulose-5-phosphate 3-epimerase 41 604.3069 2 1206.5992 -0.0001 31.68 R L 0
9214 RIDKEGVFHTEWLD JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 25 582.2932 3 1743.8578 -0.0002 43.23 K - 0
9215 RIDQMEAEAESHSFGK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 75 612.2840 3 1833.8302 -0.0014 31.31 R Q 0
9216 RIDVADVGETVLADTVGFIR JW4131 ECK4169 hflX predicted GTPase 53 716.0553 3 2145.1441 0.0013 71.87 R H 0
9217 RIDVQQVEK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 48 557.8142 2 1113.6138 -0.0003 21.30 R - 0
9218 RIEAVTGEGAIATVHADSDR JW2667 ECK2692 alaS alanyl-tRNA synthetase 82 690.0186 3 2067.0340 -0.0005 31.13 R L 0
9219 RIEDGINQVQCSVAEYPEAITYLLEQYDR 57.021465@C:11 JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 136 1158.2274 3 3471.6604 -0.0013 71.98 K V 0
9220 RIEELTGVPIDIISTGPDR JW4135 ECK4173 purA adenylosuccinate synthetase 39 694.3792 3 2080.1158 -0.0005 51.27 K T 0
9221 RIEETQK JW0460 ECK0465 ybaB conserved protein 28 452.2481 2 902.4816 -0.0005 13.61 R E 0
9222 RIEETQKEK JW0460 ECK0465 ybaB conserved protein 17 580.8168 2 1159.6190 -0.0006 13.46 R M 0
9223 RIEEVLTLALQNEPSGMQVVTAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 12 842.7915 3 2525.3527 0.0004 55.32 K - 0
9224 RIEGDDRTELK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 13 444.5683 3 1330.6831 -0.0010 18.43 R E 0
9225 RIEQASAR JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 14 465.7594 2 929.5042 -0.0001 14.29 R E 0
9226 RIETLFTNDLDHGPYISETLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 31 623.3211 4 2489.2553 0.0003 49.52 K V 0
9227 RIGHTVER JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 33 323.1858 3 966.5356 -0.0004 13.77 R E 0
9228 RIGHTVEREDTPAIR JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 19 583.9835 3 1748.9287 0.0006 20.16 R G 0
9229 RIGYPVIIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 48 353.5621 3 1057.6645 -0.0002 32.57 K A 0
9230 RIINEPTAAALAYGLDK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 59 606.0033 3 1814.9881 -0.0010 42.75 K G 0
9231 RILEAWR JW0141 ECK0144 dksA transcriptional regulator of rRNA transcription, DnaK suppressor protein 30 472.2768 2 942.5390 -0.0009 29.52 R N 0
9232 RILLMVK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 24 436.7910 2 871.5674 -0.0003 29.78 R A 0
9233 RILLSNDDGVHAPGIQTLAK JW2714 ECK2739 surE broad specificity 5'(3')-nucleotidase and polyphosphatase 15 706.7274 3 2117.1604 0.0011 79.30 M A 0
9234 RILVTGVASK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 57 522.3323 2 1042.6500 0.0002 22.66 K L 0
9235 RIMMPQTWK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 24 595.8107 2 1189.6068 -0.0031 32.79 R G 0
9236 RIPIVGDEHADMEK JW4215 ECK4251 valS valyl-tRNA synthetase 36 537.2715 3 1608.7927 -0.0002 28.72 R G 0
9237 RIQGMEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 36 431.2342 2 860.4538 0.0001 16.49 R W 0
9238 RIQNAGTEVVEAK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 49 472.2592 3 1413.7558 -0.0018 20.49 K A 0
9239 RIQSIHYLDR JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 25 434.2423 3 1299.7051 0.0003 25.58 R K 0
9240 RISALGPGGLTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 50 399.9069 3 1196.6989 0.0000 27.50 R E 0
9241 RISLDEAMASGHVK JW0675 ECK0676 pgm phosphoglucomutase 47 505.2647 3 1512.7723 0.0004 29.75 K E 0
9242 RISLGLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 35 393.7631 2 785.5116 -0.0006 25.57 R Q 0
9243 RISNEESISAMFEH JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 24 550.5918 3 1648.7536 0.0021 40.44 R - 0
9244 RISTVPEAVEMQSR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 50 534.9470 3 1601.8192 -0.0004 29.74 K V 0
9245 RITGTPFEALVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 41 680.3896 2 1358.7646 -0.0024 39.76 R Q 0
9246 RIVDEVRK JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 37 338.8730 3 1013.5972 -0.0008 18.11 R I 0
9247 RIVDTLTASALNEPSAMAAALEL JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 57 786.4181 3 2356.2325 0.0016 66.24 K - 0
9248 RIVLPEGDEPR JW2294 ECK2291 pta phosphate acetyltransferase 38 427.5698 3 1279.6876 -0.0009 27.43 K T 0
9249 RIVQVPFAELVK JW2927 ECK2955 yggH tRNA (m7G46) methyltransferase, SAM-dependent 44 699.9265 2 1397.8384 -0.0009 44.81 R S 0
9250 RIVVNYAK JW3262 ECK3287 secY preprotein translocase membrane subunit 45 481.7926 2 961.5706 -0.0002 21.05 R R 0
9251 RIWAAVGGR JW2777 ECK2801 ygdE predicted methyltransferase 52 493.2875 2 984.5604 -0.0013 25.30 R R 0
9252 RIYGITAK JW3465 ECK3483 prlC oligopeptidase A 25 461.2789 2 920.5432 -0.0010 21.34 K E 0
9253 RIYGVLER JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 22 503.2955 2 1004.5764 -0.0002 27.99 R Q 0
9254 RIYKFPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 23 317.8637 3 950.5693 -0.0010 20.87 K M 0
9255 RIYNANR JW3135 ECK3155 truB tRNA pseudouridine synthase 16 453.7486 2 905.4826 -0.0005 16.30 K A 0
9256 RIYNEISK JW2929 ECK2957 yggX protein that protects iron-sulfur proteins against oxidative damage 15 511.7852 2 1021.5558 0.0003 19.56 K E 0
9257 RKAEQAAAEQALK JW2551 ECK2565 rnc RNase III 51 707.3938 2 1412.7730 -0.0004 18.04 R K 0
9258 RKLDELDLIVVDHPQVK JW1769 ECK1778 yeaD conserved protein 49 505.0413 4 2016.1361 -0.0004 39.67 R A 0
9259 RKLEEEAR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 27 344.1925 3 1029.5557 -0.0010 14.80 R R 0
9260 RKLLDYLK JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 23 350.2212 3 1047.6418 -0.0023 32.33 R R 0
9261 RKLPATIILR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 33 394.2676 3 1179.7810 -0.0006 27.57 R A 0
9262 RKNNQHDVAIVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 44 725.4053 2 1448.7960 0.0000 17.05 R I 0
9263 RKPESIFDYR JW2795 ECK2823 thyA thymidylate synthetase 12 655.8459 2 1309.6772 -0.0006 29.50 K F 0
9264 RKPTMLVTDLTLR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 31 515.3049 3 1542.8929 0.0013 37.20 K F 0
9265 RLASTEWVDIVNEENEVIAQASR JW2296 ECK2293 yfcD predicted NUDIX hydrolase 67 877.1119 3 2628.3139 -0.0004 59.69 R E 0
9266 RLASYEK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 20 433.7395 2 865.4644 -0.0012 17.02 K A 0
9267 RLDDVYGDR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 56 554.7720 2 1107.5294 -0.0013 22.77 K N 0
9268 RLDEVYALYADPDADFDKLAAEQGR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 84 947.7947 3 2840.3623 0.0008 54.49 K L 0
9269 RLDFGGCR 57.021465@C:7 JW2001 ECK2014 hisG ATP phosphoribosyltransferase 55 490.7399 2 979.4652 -0.0005 23.31 R L 0
9270 RLDFMMQEFNR JW3619 ECK3634 yicC conserved protein 25 496.2363 3 1485.6871 0.0014 45.44 R E 0
9271 RLDHFAAHGCK 57.021465@C:10 JW3063 ECK3083 uxaC uronate isomerase 39 437.8842 3 1310.6308 0.0007 17.71 K V 0
9272 RLDITESTVK JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 61 581.3269 2 1160.6392 -0.0008 24.22 R V 0
9273 RLDMLNEELSDKER JW2573 ECK2590 clpB protein disaggregation chaperone 56 583.2926 3 1746.8560 -0.0010 33.08 K Q 0
9274 RLDNAALAAGISPNYINAHGKPQSISAETK JW3379 ECK3403 malQ 4-alpha-glucanotransferase (amylomaltase) 60 777.6610 4 3106.6149 -0.0011 37.23 K R 0
9275 RLDSVLR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 47 429.7612 2 857.5078 -0.0005 23.32 K L 0
9276 RLDTLCELNVMEQVYNLGHSTIMQSAWK 57.021465@C:6 JW0122 ECK0125 can carbonic anhydrase 40 834.9094 4 3335.6085 -0.0014 66.96 R R 0
9277 RLDYQGIYTPDQVER JW1074 ECK1074 yceD conserved protein 31 618.3110 3 1851.9112 -0.0002 36.69 K V 0
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9278 RLEAFVR JW2766 ECK2790 ygdH conserved protein 33 445.7638 2 889.5130 -0.0003 24.64 K I 0
9279 RLEARPTADLCIDCK 57.021465@C:11,57.021465@C:14 JW0141 ECK0144 dksA transcriptional regulator of rRNA transcription, DnaK suppressor protein 20 606.6375 3 1816.8907 -0.0018 28.76 R T 0
9280 RLEDNLPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 36 506.7803 2 1011.5460 0.0000 12.49 K L 0
9281 RLEDQQR JW5682 ECK3456 dcrB periplasmic protein 48 472.7494 2 943.4842 0.0008 13.98 K S 0
9282 RLEEGLVELRGEK JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 43 509.9549 3 1526.8429 0.0012 29.55 K Q 0
9283 RLFVVDAFCGANPDTR 57.021465@C:9 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 73 613.3055 3 1836.8947 0.0007 46.72 K L 0
9284 RLGCEVTEGKDEWQAVAPSWR 57.021465@C:4 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 51 825.4010 3 2473.1812 0.0004 41.58 R F 0
9285 RLGGEVADAAFIINLFDLGGEQR JW0458 ECK0463 apt adenine phosphoribosyltransferase 15 821.0993 3 2460.2761 -0.0001 70.04 R L 0
9286 RLGIEEGIELNPPLFDLFLK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 24 771.7666 3 2312.2780 0.0001 69.21 K N 0
9287 RLGIEINR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 39 485.7929 2 969.5712 -0.0006 26.95 R R 0
9288 RLGNSVDWER JW4215 ECK4251 valS valyl-tRNA synthetase 45 616.3123 2 1230.6100 -0.0005 26.87 R E 0
9289 RLGVQLD JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 33 400.7349 2 799.4552 0.0000 28.20 R - 0
9290 RLHEFGGDITK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 51 424.8946 3 1271.6620 -0.0001 22.83 K F 0
9291 RLHEYKR JW5689 ECK3404 malP maltodextrin phosphorylase 15 501.2857 2 1000.5568 0.0003 13.93 K Q 0
9292 RLHKEPGV JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 29 468.2743 2 934.5340 -0.0008 15.86 R - 0
9293 RLHPLSSK JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 33 469.2830 2 936.5514 0.0009 16.54 R N 0
9294 RLHQNQVFGLTVPLITK JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 47 655.3861 3 1963.1365 -0.0003 46.83 R A 0
9295 RLHTVLER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 42 512.3063 2 1022.5980 -0.0005 19.91 R L 0
9296 RLLAEHNLDASAIK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 80 775.9362 2 1549.8578 0.0003 28.23 R G 0
9297 RLLDLAAPDIIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 30 488.9682 3 1463.8828 0.0005 48.97 K N 0
9298 RLLENGANTSFVNR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 57 530.9489 3 1589.8249 -0.0025 29.84 R I 0
9299 RLLNFLESR JW1017 ECK1020 ycdX predicted zinc-binding hydrolase 38 574.3329 2 1146.6512 0.0003 39.47 R G 0
9300 RLLTGTR JW4107 ECK4141 efp Elongation factor EF-P 21 408.7561 2 815.4976 -0.0001 18.28 R V 0
9301 RLLTTCNIPVPSDVR 57.021465@C:6 JW2893 ECK2922 pgk phosphoglycerate kinase 19 580.9863 3 1739.9371 0.0020 37.79 K V 0
9302 RLLYEMVDR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 30 597.8176 2 1193.6206 -0.0020 34.72 R E 0
9303 RLMDLGCYR 57.021465@C:7 JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 38 592.2883 2 1182.5620 -0.0018 32.35 K G 0
9304 RLNEVIELLQPAWQKEPDLNLLQFLQK JW3830 ECK3850 yihD conserved protein 78 819.7097 4 3274.8097 0.0021 69.33 K L 0
9305 RLPGVDITQNGGSGQLSSIFIR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 48 772.4209 3 2314.2409 0.0017 51.68 R G 0
9306 RLPHFAVSIAVR JW2517 ECK2530 suhB inositol monophosphatase 40 683.4085 2 1364.8024 -0.0016 36.95 K I 0
9307 RLQAFEGVVIAIR JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 38 491.2963 3 1470.8671 0.0000 45.32 K N 0
9308 RLQDPLAELVK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 45 641.3795 2 1280.7444 -0.0008 44.03 R I 0
9309 RLQVTSEK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 30 480.7770 2 959.5394 -0.0004 18.28 R V 0
9310 RLSGHALK JW0385 ECK0389 mak manno(fructo)kinase 24 441.2694 2 880.5242 0.0000 15.51 R G 0
9311 RLSLELNGR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 53 529.3088 2 1056.6030 -0.0010 29.09 R L 0
9312 RLSNQNVTVAVLSTYQHR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 55 696.0421 3 2085.1045 -0.0035 36.67 R S 0
9313 RLSPIAEQLDK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 43 635.3615 2 1268.7084 -0.0004 28.33 R I 0
9314 RLSPPAFR JW2294 ECK2291 pta phosphate acetyltransferase 33 472.2774 2 942.5402 0.0003 26.17 R Y 0
9315 RLTPFDR JW3883 ECK3905 cpxR DNA-binding response regulator in two-component regulatory system with CpxA 31 452.7533 2 903.4920 -0.0005 26.55 K A 0
9316 RLTTLTR JW5808 ECK0142 pcnB poly(A) polymerase I 32 430.7700 2 859.5254 0.0014 18.86 K D 0
9317 RLVDAGVK JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 27 429.2640 2 856.5134 0.0004 19.16 K E 0
9318 RLVEHKK JW3756 ECK3775 rho transcription termination factor 32 455.2850 2 908.5554 0.0000 13.32 K D 0
9319 RLVEYHQMTAPLIGYYSK JW0463 ECK0468 adk adenylate kinase 45 723.7103 3 2168.1091 0.0004 41.42 K E 0
9320 RLVHLVYDVR JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 61 423.9188 3 1268.7346 -0.0006 29.77 K R 0
9321 RLVITPVDGSDPYEEMIPK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 35 720.3732 3 2158.0978 -0.0003 49.24 R W 0
9322 RLVMEAACLFAQR 57.021465@C:8 JW0861 ECK0868 ybjX conserved protein 30 522.2741 3 1563.8005 -0.0010 44.10 K L 0
9323 RLVPGYEAPVMLAYSAR JW3841 ECK3863 glnA glutamine synthetase 58 947.0056 2 1891.9966 -0.0012 45.16 K N 0
9324 RLVQFNIQQGIDGLYVGGSTGEAFVQSLSER JW3194 ECK3214 nanA N-acetylneuraminate lyase 17 1123.5821 3 3367.7245 0.0084 68.21 R E 0
9325 RLVTYQTDANGQPVNQILVEAATDIAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 96 976.8526 3 2927.5360 0.0007 57.10 K E 0
9326 RLVVGGFER JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 47 516.8010 2 1031.5874 -0.0001 28.06 K V JW2858
9327 RLWEAVGVQVSR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 20 467.2643 3 1398.7711 -0.0022 36.43 R L 0
9328 RLWIDSPAR JW0822 ECK0828 yliJ predicted glutathione S-transferase 41 557.3110 2 1112.6074 -0.0015 31.26 K R 0
9329 RLYELEK JW5090 ECK0630 ybeB predicted protein 25 475.7688 2 949.5230 -0.0003 12.33 R L 0
9330 RLYQQLAADLK JW3065 ECK3085 exuR DNA-binding transcriptional repressor 45 659.8768 2 1317.7390 -0.0013 33.32 R E 0
9331 RMDDLLQGFVAQHR JW2766 ECK2790 ygdH conserved protein 73 562.6223 3 1684.8451 -0.0017 45.60 R M 0
9332 RMGHAGAIIAGGK 15.994915@M:2 JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 52 418.8961 3 1253.6665 0.0004 17.05 K G 0
9333 RMHELAEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 44 338.5114 3 1012.5124 -0.0001 16.20 K N 0
9334 RMLGTTQR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 37 481.7637 2 961.5128 0.0001 17.29 R I 0
9335 RMNDTPPAER JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 18 593.7835 2 1185.5524 -0.0035 74.78 K G 0
9336 RMNQLLVS JW0462 ECK0467 htpG molecular chaperone HSP90 family 20 480.7691 2 959.5236 0.0014 29.53 R - 0
9337 RMQAAGAQAYLVNTGWNGTGK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 82 732.0318 3 2193.0736 -0.0012 38.12 K R 0
9338 RMVEEDPAHPR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 27 446.2186 3 1335.6340 -0.0014 18.50 R Y 0
9339 RMYTNPLR JW2498 ECK2510 hisS histidyl tRNA synthetase 49 525.7786 2 1049.5426 -0.0014 23.60 R V 0
9340 RNALAMR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 45 416.2336 2 830.4526 -0.0019 18.51 R W 0
9341 RNDVNPEITDR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 65 664.8306 2 1327.6466 -0.0015 21.02 R F JW4090
9342 RNDVNPEITDRFEFFIGGR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 41 571.2884 4 2281.1245 0.0006 51.57 R E JW2858
9343 RNELPDTLGLR JW1716 ECK1725 yniC predicted hydrolase 27 642.3569 2 1282.6992 -0.0001 35.17 R I 0
9344 RNETNELFIPPGPR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 36 547.2902 3 1638.8488 0.0009 35.66 K L 0
9345 RNFGMPAPEGYRK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 13 508.2580 3 1521.7522 0.0013 25.69 R A 0
9346 RNFNLLGLLPEVVETIEEQAER JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 74 857.1262 3 2568.3568 0.0022 79.58 R A 0
9347 RNIHQQALR JW1049 ECK1047 pyrC dihydro-orotase 43 568.3255 2 1134.6364 -0.0005 16.15 K E 0
9348 RNMINVALNNGTLQHPVK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 62 673.7021 3 2018.0845 0.0003 34.35 R G 0
9349 RNNFTTGR JW2751 ECK2774 pyrG CTP synthetase 49 483.2495 2 964.4844 0.0005 16.54 R I 0
9350 RNNVVVSR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 53 472.2753 2 942.5360 0.0002 16.46 K R 0
9351 RNPLYSTAIGK JW1816 ECK1826 kdgR predicted DNA-binding transcriptional regulator 39 610.3433 2 1218.6720 0.0000 27.15 R V 0
9352 RNPMDFVLWK JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 36 653.3419 2 1304.6692 -0.0008 49.11 K M 0
9353 RNYGSLIGEATAER JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 65 768.8903 2 1535.7660 -0.0031 32.69 R I 0
9354 RPDDWHLHLR JW1049 ECK1047 pyrC dihydro-orotase 35 672.8493 2 1343.6840 -0.0006 28.97 R D 0
9355 RPDGSVIR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 27 450.2565 2 898.4984 0.0000 9.91 R F 0
9356 RPDGSVNVR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 38 500.2702 2 998.5258 0.0001 17.56 R R 0
9357 RPDLIIR JW5932 ECK3799 hemC hydroxymethylbilane synthase 31 441.7797 2 881.5448 0.0003 23.91 R S 0
9358 RPDLMIDGPLQYDAAVMADVAK JW2294 ECK2291 pta phosphate acetyltransferase 38 797.0668 3 2388.1786 -0.0031 59.61 K S 0
9359 RPEIIAAIAEAR JW3148 ECK3170 greA transcription elongation factor 66 655.3824 2 1308.7502 -0.0010 37.61 R E 0
9360 RPEITLVTNK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 30 585.8457 2 1169.6768 0.0000 24.34 K Q 0
9361 RPEPYKGK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 53 487.7745 2 973.5344 -0.0001 14.03 R G 0
9362 RPETEAVSMLLEQAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 67 865.4488 2 1728.8830 0.0002 45.40 R L 0
9363 RPFGITGK JW3063 ECK3083 uxaC uronate isomerase 43 438.2578 2 874.5010 -0.0014 21.62 R L 0
9364 RPFSSLDQTVDEMFDTLLVNGSYHR JW5187 ECK1188 dhaK dihydroxyacetone kinase, N-terminal domain 49 732.6052 4 2926.3917 -0.0002 67.60 R T 0
9365 RPFYQVVVADSR JW2590 ECK2606 rpsP 30S ribosomal subunit protein S16 47 479.5931 3 1435.7575 0.0002 35.79 K N 0
9366 RPGAEADYTEEEIAQAAER JW4285 ECK4313 uxuA mannonate hydrolase 47 702.6626 3 2104.9660 -0.0002 36.55 K F 0
9367 RPHFDAGR JW2965 ECK2991 hybO hydrogenase 2, small subunit 24 319.1664 3 954.4774 -0.0009 17.18 R F 0
9368 RPKEPAILAEISGIVSFGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 78 1006.5815 2 2011.1484 0.0019 59.29 R E 0
9369 RPLLHVETPPR JW5947 ECK3377 aroK shikimate kinase I 37 438.9249 3 1313.7529 -0.0039 23.78 K E 0
9370 RPLSWVVGDQGVYR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 61 816.4356 2 1630.8566 -0.0013 39.95 R A 0
9371 RPLVLCVR 57.021465@C:6 JW2308 ECK2305 ubiX 3-octaprenyl-4-hydroxybenzoate carboxy-lyase 20 506.8073 2 1011.6000 -0.0011 27.07 R E 0
9372 RPLVVMSPK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 36 513.8094 2 1025.6042 -0.0013 23.94 R S 0
9373 RPMWFQLYVLR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 32 503.6113 3 1507.8121 0.0000 54.06 K D 0
9374 RPQVLDVPYLLSIQLDSFQK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 10 787.1048 3 2358.2926 -0.0021 66.46 K F 0
9375 RPTGGVESLR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 31 536.2990 2 1070.5834 0.0003 19.41 R A 0
9376 RPTRPADFDAR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 14 434.5614 3 1300.6624 -0.0013 19.47 R M 0
9377 RPTTEPLKEVQFK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 33 524.9621 3 1571.8645 -0.0026 26.99 K A 0
9378 RPVLYLGGGVINAPAR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 48 551.6577 3 1651.9513 -0.0007 39.70 K V 0
9379 RPVNSDLR JW4012 ECK4044 dnaB replicative DNA helicase 11 478.7667 2 955.5188 -0.0011 18.19 K E 0
9380 RPVSSDDVEMAINHIK JW0403 ECK0407 ybaD conserved protein 73 604.3086 3 1809.9040 -0.0003 38.41 K S 0
9381 RPVTGNNR JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 32 457.2518 2 912.4890 0.0001 13.47 K S 0
9382 RPYSVILLDEVEK JW2573 ECK2590 clpB protein disaggregation chaperone 36 520.9593 3 1559.8561 0.0002 43.96 R A 0
9383 RQDIESNLQYDAGDK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 68 584.6111 3 1750.8115 -0.0007 28.81 K G 0
9384 RQDIESNLQYDAGDKGIYR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 74 747.7011 3 2240.0815 -0.0005 34.05 K H 0
9385 RQDLVYEKEDLLISGPGK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 36 687.3722 3 2059.0948 -0.0001 39.09 K Y 0
9386 RQLAYPINK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 31 551.8224 2 1101.6302 0.0008 22.49 R L 0
9387 RQPVASFEQALDWLVK JW5625 ECK3691 gyrB DNA gyrase, subunit B 46 629.6762 3 1886.0068 0.0018 63.61 R E 0
9388 RQSLQGLVVLMDIR 15.994915@M:11 JW5930 ECK3857 yihA GTP-binding protein 12 548.6477 3 1642.9213 0.0026 36.88 K H 0
9389 RQTFNTAIAAIMELMNKLAK JW0637 ECK0635 leuS leucyl-tRNA synthetase 79 755.4139 3 2263.2199 0.0017 69.90 R A 0
9390 RQVNNLR JW3909 ECK3930 metJ DNA-binding transcriptional repressor, S-adenosylmethionine-binding 15 450.2628 2 898.5110 0.0013 36.97 R H 0
9391 RQYGELVRPEPSR JW5604 ECK3770 rep DNA helicase and single-stranded DNA-dependent ATPase 37 529.6181 3 1585.8325 0.0001 22.67 R F 0
9392 RRGEDISAGAVVFPAGTR JW0811 ECK0817 moeA molybdopterin biosynthesis protein 82 620.3330 3 1857.9772 -0.0037 31.74 R L 0
9393 RRPLWEFEIDTAR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 15 563.6337 3 1687.8793 -0.0001 43.00 R Q 0
9394 RRPPITVFDDFWK JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 25 559.6347 3 1675.8823 -0.0010 47.74 K K 0
9395 RRPQFSK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 19 306.8467 3 917.5183 -0.0011 15.34 R R 0
9396 RRPQFSKR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 23 358.8809 3 1073.6209 0.0001 14.29 R - 0
9397 RRPTGGVESLR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 34 409.9020 3 1226.6842 -0.0002 18.33 K A 0
9398 RRPYSVILLDEVEK JW2573 ECK2590 clpB protein disaggregation chaperone 30 572.9926 3 1715.9560 -0.0009 39.54 R A 0
9399 RRTELDIEK JW2594 ECK2610 grpE heat shock protein 27 387.2189 3 1158.6349 -0.0008 19.26 R A 0
9400 RRVEIAR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 22 300.5226 3 898.5460 -0.0002 16.09 R A 0
9401 RSALQYK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 12 433.2481 2 864.4816 -0.0001 18.41 R V 0
9402 RSDAEPHYLPQLR JW1163 ECK1162 minE cell division topological specificity factor 43 791.4107 2 1580.8068 0.0009 30.06 R K 0
9403 RSDIEIVAINDLLDADYMAYMLK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 89 1336.6684 2 2671.3222 -0.0015 76.68 K Y 0
9404 RSDVIEIR JW1666 ECK1672 pykF pyruvate kinase I 40 494.2823 2 986.5500 -0.0009 23.38 K E 0
9405 RSDVPYK JW0406 ECK0410 nusB transcription antitermination protein 15 432.7322 2 863.4498 -0.0002 17.61 K V 0
9406 RSFESDAEAK JW3125 ECK3144 yhbS predicted acyltransferase with acyl-CoA N-acyltransferase domain 31 570.2699 2 1138.5252 -0.0002 18.64 R L 0
9407 RSFFVGNDHMVEDVER JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 69 968.9513 2 1935.8880 -0.0016 36.33 R F 0
9408 RSHDALTAVTSLSVDK JW1075 ECK1075 rpmF 50S ribosomal subunit protein L32 92 850.4517 2 1698.8888 -0.0012 34.16 R T 0
9409 RSHDALTAVTSLSVDKTSGEK JW1075 ECK1075 rpmF 50S ribosomal subunit protein L32 100 734.7166 3 2201.1280 -0.0007 31.17 R H 0
9410 RSPEWSAFGIRPPLR JW4359 ECK4388 rob DNA-binding transcriptional activator 10 590.3252 3 1767.9538 0.0006 42.06 R L 0
9411 RSQILDEAK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 27 530.2929 2 1058.5712 -0.0007 19.91 R A 0
9412 RSQILDEAKAEAEQER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 48 624.9846 3 1871.9320 -0.0018 31.69 R T 0
9413 RSSEVYGQTNIGGK JW3897 ECK3918 glpK glycerol kinase 76 748.3787 2 1494.7428 0.0003 20.86 R G 0
9414 RSTIFPNMIGLTIAVHNGR JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 73 699.7173 3 2096.1301 -0.0013 48.05 R Q 0
9415 RSVAIALR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 54 443.2848 2 884.5550 -0.0006 22.91 K N 0
9416 RSVNIFDK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 31 489.7723 2 977.5300 0.0006 26.04 R T 0
9417 RSVNMEPK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 30 480.7500 2 959.4854 -0.0004 17.42 R L 0
9418 RTAEICEHLK 57.021465@C:6 JW3897 ECK3918 glpK glycerol kinase 52 419.5517 3 1255.6333 -0.0011 19.25 R R 0
9419 RTAEICEHLKR 57.021465@C:6 JW3897 ECK3918 glpK glycerol kinase 40 471.5857 3 1411.7353 -0.0002 18.47 R D 0
9420 RTAWLLEHEAPDAK JW5550 ECK3959 murI glutamate racemase 37 546.2860 3 1635.8362 -0.0007 30.55 R S 0
9421 RTDAQNTAAYIGNGDR JW2203 ECK2207 ompC outer membrane porin protein C 53 574.9430 3 1721.8072 -0.0008 22.76 K A 0
9422 RTDAQNTAAYIGNGDRAETYTGGLK JW2203 ECK2207 ompC outer membrane porin protein C 62 881.7629 3 2642.2669 -0.0015 32.28 K Y 0
9423 RTDIVETLFGIR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 14 473.9368 3 1418.7886 0.0003 54.73 K E 0
9424 RTELDIEK JW2594 ECK2610 grpE heat shock protein 39 502.2747 2 1002.5348 0.0002 21.00 R A 0
9425 RTEPAAPVASTK JW3351 ECK3375 damX predicted protein 83 614.3380 2 1226.6614 -0.0005 17.67 K A 0
9426 RTFAIISHPDAGK JW5873 ECK4366 prfC peptide chain release factor RF-3 38 471.5928 3 1411.7566 -0.0006 25.00 R T 0
9427 RTFQPSVLK JW3680 ECK3695 rpmH 50S ribosomal subunit protein L34 18 538.3162 2 1074.6178 -0.0006 25.63 K R 0
9428 RTGAQVR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 36 394.2301 2 786.4456 -0.0003 13.58 K G 0
9429 RTGTVLAAVK JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 42 508.3169 2 1014.6192 0.0007 20.78 R L 0
9430 RTGWLDTVAVR JW4135 ECK4173 purA adenylosuccinate synthetase 45 637.3545 2 1272.6944 0.0007 37.27 R R 0
9431 RTIFELR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 26 467.7765 2 933.5384 -0.0010 32.90 R K 0
9432 RTIGLVYRPGSPLR JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 30 528.9824 3 1583.9254 -0.0007 31.35 R S 0
9433 RTKPEKLELK JW3611 ECK3626 rpmG 50S ribosomal subunit protein L33 54 621.3825 2 1240.7504 0.0002 17.50 K K 0
9434 RTSHITVVVSDR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 56 685.3805 2 1368.7464 -0.0009 20.41 K - 0
9435 RTYIGSMPGK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 42 555.2922 2 1108.5698 -0.0001 22.64 R L 0
9436 RVAALEGDVLGSYQHGAR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 79 633.6657 3 1897.9753 -0.0004 34.44 R I 0
9437 RVALADK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 17 386.7371 2 771.4596 -0.0006 16.49 K Y 0

59



9438 RVALADKYFAK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 18 321.1884 4 1280.7245 0.0004 28.11 K R 0
9439 RVALYGIDYLMK JW0886 ECK0894 pflB pyruvate formate lyase I 49 721.3970 2 1440.7794 -0.0003 48.26 R D 0
9440 RVDAEGMK JW1117 ECK1117 purB adenylosuccinate lyase 53 453.2292 2 904.4438 0.0002 16.75 K Q 0
9441 RVDFSLAR JW1963 ECK1977 amn AMP nucleosidase 40 482.2719 2 962.5292 -0.0005 29.25 R L 0
9442 RVDYSGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 34 426.7191 2 851.4236 -0.0012 16.50 K S 0
9443 RVEIDPSLLEDDKEMLEDLVAAAFNDAAR JW0460 ECK0465 ybaB conserved protein 98 1082.5382 3 3244.5928 0.0008 79.89 R R 0
9444 RVEIEVK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 26 436.7637 2 871.5128 0.0001 12.03 R G 0
9445 RVEITGPVER JW3974 ECK4006 aceB malate synthase A 36 385.8875 3 1154.6407 -0.0001 22.80 R K 0
9446 RVEITLSPL JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 26 514.3111 2 1026.6076 0.0003 45.17 R - 0
9447 RVELITTDGFLHPNQVLK JW3942 ECK3966 coaA pantothenate kinase 44 694.0563 3 2079.1471 -0.0006 44.99 R E 0
9448 RVEVDGIQAWWDLDAK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 62 950.9819 2 1899.9492 0.0014 56.03 K E 0
9449 RVFAYATHPIFSGNAANNLR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 69 740.3867 3 2218.1383 -0.0011 37.13 K N 0
9450 RVFPAIDYNR JW3756 ECK3775 rho transcription termination factor 39 625.8346 2 1249.6546 -0.0020 32.01 K S 0
9451 RVGGSTYQVPVEVRPVR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 49 633.6896 3 1898.0470 -0.0017 30.32 R R 0
9452 RVGGSTYQVPVEVRPVRR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 44 685.7238 3 2054.1496 -0.0001 26.90 R N 0
9453 RVGNQLGLR JW2766 ECK2790 ygdH conserved protein 34 506.8036 2 1011.5926 -0.0011 21.57 R E 0
9454 RVGTSMLTR JW5403 ECK2507 der predicted GTP-binding protein 29 510.7841 2 1019.5536 -0.0009 21.56 R I 0
9455 RVGYLVVSTDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 44 632.8534 2 1263.6922 -0.0013 29.39 K G 0
9456 RVHAPSGR JW0463 ECK0468 adk adenylate kinase 31 440.2490 2 878.4834 -0.0001 13.83 R V 0
9457 RVIESLIHSGEPLGLEAGSK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 47 698.0510 3 2091.1312 -0.0012 39.94 R A 0
9458 RVLALDMGALVAGAK JW2573 ECK2590 clpB protein disaggregation chaperone 31 495.6254 3 1483.8544 0.0001 47.64 R Y 0
9459 RVNPDDSKED JW3136 ECK3156 rbfA 30s ribosome binding factor 30 587.7710 2 1173.5274 0.0012 13.83 R - 0
9460 RVPELHR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 38 302.8474 3 905.5204 0.0008 18.35 R A 0
9461 RVPLAPDIDAAIIAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 44 530.9823 3 1589.9251 -0.0001 45.69 R G 0
9462 RVPLGNANLIGR JW2660 ECK2679 emrA multidrug efflux system 49 640.3827 2 1278.7508 -0.0012 30.34 R E 0
9463 RVPYMLVCGDKEVESGK 57.021465@C:8 JW1709 ECK1717 thrS threonyl-tRNA synthetase 59 656.3288 3 1965.9646 -0.0005 31.92 R V 0
9464 RVQALLDQLR JW2713 ECK2738 pcm L-isoaspartate protein carboxylmethyltransferase type II 35 606.3644 2 1210.7142 -0.0003 34.22 R A 0
9465 RVTFLGFDAATEAR JW2291 ECK2288 yfbU conserved protein 81 777.4061 2 1552.7976 -0.0020 42.85 R Y 0
9466 RVTITIAADSIETAVK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 98 844.4822 2 1686.9498 -0.0017 43.16 R S 0
9467 RVVEPLITLAK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 54 619.8950 2 1237.7754 -0.0002 35.01 R T 0
9468 RVVEVAER JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 24 479.2772 2 956.5398 -0.0004 18.40 R V 0
9469 RVVLPEGEEAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 35 418.8982 3 1253.6728 0.0001 22.58 K V 0
9470 RVVMCSGK 57.021465@C:5 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 34 468.7409 2 935.4672 -0.0009 16.65 K V 0
9471 RVVTFRPGQK JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 39 396.5718 3 1186.6936 0.0001 19.22 R L 0
9472 RVVVTGLGMLSPVGNTVESTWK JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 68 777.4225 3 2329.2457 -0.0007 52.04 R A 0
9473 RVWVSNPSWPNHK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 33 536.2784 3 1605.8134 -0.0031 29.24 K S 0
9474 RVYAAQSTHLPLK JW3262 ECK3287 secY preprotein translocase membrane subunit 51 742.4228 2 1482.8310 0.0004 24.42 R V 0
9475 RWKPEILDGFTK JW5740 ECK4158 orn oligoribonuclease 19 497.2768 3 1488.8086 -0.0002 40.15 R Q 0
9476 RWSDGLHQAVEAK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 60 748.8837 2 1495.7528 -0.0002 26.90 R E 0
9477 RYAGVGDIIK JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 64 364.5460 3 1090.6162 0.0027 29.67 R I 0
9478 RYEGEIIQSDRPGENILLFK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 49 595.0682 4 2376.2437 0.0001 44.28 R R 0
9479 RYEMLDAIQPQMATMFR JW0861 ECK0868 ybjX conserved protein 29 701.0059 3 2099.9959 0.0005 55.72 R G 0
9480 RYGAHGTSHFYVTQEAAK JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 72 674.9972 3 2021.9698 -0.0010 21.52 R M 0
9481 RYGFIYVNK JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 22 580.3159 2 1158.6172 -0.0013 31.34 K H 0
9482 RYGIEKPYEK JW1117 ECK1117 purB adenylosuccinate lyase 25 641.8427 2 1281.6708 -0.0008 20.71 R L 0
9483 RYGSDKPDLR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 31 402.8784 3 1205.6134 -0.0017 18.33 R N 0
9484 RYGTVPHSGFGLGFER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 54 593.9695 3 1778.8867 0.0016 35.01 R L 0
9485 RYILAPK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 21 430.7717 2 859.5288 0.0009 22.00 R G 0
9486 RYPDLTLHR JW5741 ECK4175 rnr exoribonuclease R, RNase R 12 390.8840 3 1169.6302 -0.0004 27.32 R A 0
9487 RYPEGTK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 40 425.7245 2 849.4344 -0.0001 14.76 K L 0
9488 RYPFLTESLAR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 20 676.8694 2 1351.7242 -0.0005 39.37 R H 0
9489 RYSDGSANNLTHK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 13 488.2389 3 1461.6949 -0.0011 17.50 K T 0
9490 RYVESQVYQGVVENLASEQAAR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 50 832.7541 3 2495.2405 0.0002 44.79 R M 0
9491 SAADRDAAFEK JW5503 ECK3026 tolC transport channel 30 590.7832 2 1179.5518 -0.0002 20.55 K I 0
9492 SAAGCTIK 57.021465@C:5 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 27 404.2050 2 806.3954 -0.0002 17.00 R L 0
9493 SAAGNYVFNER JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 47 614.2912 2 1226.5678 -0.0002 30.79 K K 0
9494 SAAYDFTHELLTTLEVDDPAMVAK JW5733 ECK4129 yjdC predicted transcriptional regulator 18 879.7630 3 2636.2672 -0.0007 70.64 K Q 0
9495 SACTYVGASR 57.021465@C:3 JW0101 ECK0104 guaC GMP reductase 61 536.2480 2 1070.4814 -0.0001 20.53 R L 0
9496 SADASLADMNDPSLITVR JW3775 ECK3797 hemX uroporphyrinogen III methylase 99 938.4594 2 1874.9042 -0.0001 47.06 K R 0
9497 SADIISAR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 28 416.7297 2 831.4448 -0.0002 23.13 K N 0
9498 SADKAPLAAEAMGIIAPR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 35 594.6589 3 1780.9549 0.0045 48.45 K L 0
9499 SADLISIGPMLQGMR JW2294 ECK2291 pta phosphate acetyltransferase 83 794.9133 2 1587.8120 0.0007 56.82 R K 0
9500 SADSEYPYR JW2876 ECK2903 pepP proline aminopeptidase P II 31 544.2385 2 1086.4624 0.0007 23.49 R Q 0
9501 SADSSYLAGPDDIYVSPSQIR JW3756 ECK3775 rho transcription termination factor 86 1121.0373 2 2240.0600 0.0004 48.08 R R 0
9502 SAEALQWDLSFR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 79 711.8545 2 1421.6944 0.0006 52.59 K L 0
9503 SAEHEVSLQSAK JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 70 643.3226 2 1284.6306 -0.0002 20.62 K N 0
9504 SAEHVLTMLNEHEVK JW3841 ECK3863 glnA glutamine synthetase 62 868.9349 2 1735.8552 -0.0011 34.33 M F 0
9505 SAEIKELLAEIAELSDKVTFK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 84 778.7654 3 2333.2744 0.0015 69.99 K E 0
9506 SAELLDTMAHDYR JW5539 ECK3222 yhcB conserved protein 64 761.3535 2 1520.6924 -0.0004 40.17 R Q 0
9507 SAFDEFSTPAAR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 63 649.8040 2 1297.5934 -0.0004 39.75 K K 0
9508 SAFTPASEVLLR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 42 645.8563 2 1289.6980 0.0002 43.86 M H 0
9509 SAGGAFANINRPVSGPTHEK JW5492 ECK2983 yghU predicted S-transferase 40 670.6762 3 2009.0068 -0.0009 26.51 K T 0
9510 SAGGIVLTGSAAAK JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 49 601.8403 2 1201.6660 -0.0006 26.46 K S 0
9511 SAGTITLHGK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 42 328.8541 3 983.5405 0.0006 19.28 K Q 0
9512 SAGTYVQIVAR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 93 582.8214 2 1163.6282 -0.0015 31.93 R D 0
9513 SAIGAGLGSLVGAGIGALSSSK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 90 625.0177 3 1872.0313 -0.0004 64.38 K K 0
9514 SAIGAGLGSLVGAGIGALSSSKK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 51 667.7162 3 2000.1268 0.0004 56.65 K D 0
9515 SAIGRLPK JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 40 421.2663 2 840.5180 0.0000 20.54 R H 0
9516 SAIGYIVEALR JW4286 ECK4314 uxuB D-mannonate oxidoreductase, NAD-binding 31 596.3406 2 1190.6666 0.0008 55.17 K L 0
9517 SAIVEVLSPGQRPTKR JW3097 ECK3116 garD (D)-galactarate dehydrogenase 40 580.0032 3 1736.9878 -0.0018 28.28 K G 0
9518 SALAEAEVEYYDK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 74 744.3483 2 1486.6820 -0.0006 40.30 R T 0
9519 SALFNQIVAER JW2715 ECK2740 truD pseudoruidine synthase 44 624.3407 2 1246.6668 -0.0002 42.71 R L 0
9520 SALINFLK JW3765 ECK3783 rffA TDP-4-oxo-6-deoxy-D-glucose transaminase 26 453.2763 2 904.5380 -0.0001 45.61 R E 0
9521 SALLVLEDGTQFHGR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 95 821.9305 2 1641.8464 -0.0010 43.07 K A 0
9522 SALMFNLQEPYFTWPLIAADGGYAFK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 87 1475.7277 2 2949.4408 -0.0002 77.47 K Y 0
9523 SALNSLQGAFSAR JW3684 ECK3699 trmE GTPase 29 661.3465 2 1320.6784 -0.0001 42.91 R V 0
9524 SALPTPHEIR JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 25 374.2084 3 1119.6034 -0.0004 24.61 R N 0
9525 SALQYAASVAGLMITTECMVTDLPK 57.021465@C:18 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 28 890.7782 3 2669.3128 0.0013 80.19 R N 0
9526 SALTEGLEVMGIYDGYLGLYEDR JW3887 ECK3908 pfkA 6-phosphofructokinase I 70 1282.6148 2 2563.2150 0.0000 75.84 R M 0
9527 SALVPFFAGIPHR JW3595 ECK3610 rfaF ADP-heptose:LPS heptosyltransferase II 53 471.2664 3 1410.7774 0.0003 49.63 K T 0
9528 SAMEPVWNGK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 29 559.7684 2 1117.5222 -0.0002 30.97 K E 0
9529 SAMEPVWNGKEFVPR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 16 582.9592 3 1745.8558 0.0000 39.82 K L 0
9530 SAMVLEDLIGQFLYGSK 15.994915@M:3 JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 41 629.6574 3 1885.9504 0.0007 78.83 K G 0
9531 SANHAVEEVR JW3942 ECK3966 coaA pantothenate kinase 56 556.2780 2 1110.5414 -0.0002 17.48 K L 0
9532 SANIALVLYK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 70 546.3265 2 1090.6384 -0.0001 43.29 R D 0
9533 SAPYFLEILDKR JW3674 ECK3689 yidA predicted hydrolase 30 726.3982 2 1450.7818 -0.0001 54.29 K V 0
9534 SAQKPGLHPR JW5107 ECK0796 ybiN predicted SAM-dependent methyltransferase 34 545.8093 2 1089.6040 -0.0003 15.57 M N 0
9535 SAQNVVNALEK JW2403 ECK2406 ligA DNA ligase, NAD(+)-dependent 34 586.8171 2 1171.6196 -0.0001 33.51 K A 0
9536 SAQPVDIQIFGR JW2878 ECK2905 zapA protein that localizes to the cytokinetic ring 35 665.8597 2 1329.7048 0.0008 46.11 M S 0
9537 SASAFNTDK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 33 470.7222 2 939.4298 0.0001 18.78 K L 0
9538 SASLAYQNAVTAVSEGKPDSIPAAEK JW2497 ECK2509 yfgM conserved protein 84 868.7762 3 2603.3068 -0.0011 41.77 R F 0
9539 SATELLAYCNETGYSLSGLAMQNELALHSK 57.021465@C:9 JW1803 ECK1812 sdaA L-serine deaminase I 120 1091.1915 3 3270.5527 -0.0010 57.41 K K 0
9540 SATGLDEDALAFALLPLAAACAR 57.021465@C:21 JW2131 ECK2136 cdd cytidine/deoxycytidine deaminase 111 1159.0964 2 2316.1782 0.0000 75.16 K T 0
9541 SATNGLTPAPQAR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 48 642.3383 2 1282.6620 -0.0009 22.15 R D 0
9542 SATNSVLWFMGDDIPHVPNKR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 97 795.3987 3 2383.1743 -0.0001 51.90 K G 0
9543 SATPAQAQAVHK JW3890 ECK3911 tpiA triosephosphate isomerase 48 604.8225 2 1207.6304 -0.0004 17.77 K F 0
9544 SAVEQQMNELLAEYLLENPTDAK JW5625 ECK3691 gyrB DNA gyrase, subunit B 96 1303.6352 2 2605.2558 -0.0023 67.60 K I 0
9545 SAVFIPFAGVTQTWDDYTAK JW3981 ECK4013 pepE (alpha)-aspartyl dipeptidase 101 1109.0462 2 2216.0778 -0.0012 64.75 R T 0
9546 SAVLTAEQALK JW5588 ECK3814 yigI conserved protein 46 565.8240 2 1129.6334 -0.0008 33.29 M L 0
9547 SAVNAIETR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 62 480.7583 2 959.5020 -0.0014 23.29 R Q 0
9548 SAVYGSDAIGGVVNIITTR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 83 947.0080 2 1892.0014 0.0011 58.58 R D 0
9549 SAWDAINEMNQLSEHILVER JW0744 ECK0750 modE DNA-binding transcriptional dual regulator 70 785.7190 3 2354.1352 0.0026 68.51 K A 0
9550 SAWEAGVK JW2497 ECK2509 yfgM conserved protein 40 424.2188 2 846.4230 -0.0005 24.81 R S 0
9551 SAWVRAKTACEVAEISYK 57.021465@C:10 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 11 518.0162 4 2068.0357 -0.0053 30.38 R K 0
9552 SAYALGASLGR JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 99 533.2878 2 1064.5610 -0.0003 33.12 K Y 0
9553 SAYANAAER JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 37 476.7272 2 951.4398 -0.0012 18.19 R L 0
9554 SAYPDPQALIGR JW2101 ECK2107 metG methionyl-tRNA synthetase 67 644.3381 2 1286.6616 -0.0001 43.50 R H 0
9555 SCACTTCHCIVR 57.021465@C:2,57.021465@C:4,57.021465@C:7,57.021465@C:9 JW2509 ECK2522 fdx [2Fe-2S] ferredoxin 27 508.8765 3 1523.6077 -0.0025 19.55 K E 0
9556 SCAFLIADGVMPSNENR 57.021465@C:2 JW2667 ECK2692 alaS alanyl-tRNA synthetase 46 940.9348 2 1879.8550 -0.0006 48.79 R G 0
9557 SCAHFGVK 57.021465@C:2 JW2565 ECK2579 yfiF predicted methyltransferase 27 453.2193 2 904.4240 0.0016 19.01 R G 0
9558 SCMGLTGCGTIDELR 57.021465@C:2,57.021465@C:8 JW5401 ECK2504 guaB IMP dehydrogenase 106 835.3702 2 1668.7258 -0.0011 42.22 R T 0
9559 SCQTALYHIAEALVR 57.021465@C:2 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 37 577.9662 3 1730.8768 -0.0005 52.71 R W 0
9560 SCVEVAR 57.021465@C:2 JW5755 ECK4238 yjgF ketoacid-binding protein 39 410.7028 2 819.3910 0.0001 18.14 R L 0
9561 SDAEPHYLPQLR JW1163 ECK1162 minE cell division topological specificity factor 11 475.9088 3 1424.7046 -0.0002 34.52 R K 0
9562 SDDMSMGLPSSAGEHGVLR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 60 649.2960 3 1944.8662 -0.0008 37.62 M S 0
9563 SDDNRNNVIGLLEDPK JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 40 600.3024 3 1797.8854 -0.0002 43.27 K S 0
9564 SDDTHNHSVLFNR JW2876 ECK2903 pepP proline aminopeptidase P II 16 386.1827 4 1540.7017 -0.0003 23.16 K V 0
9565 SDDVALPLEFTDAAANK JW0152 ECK0155 yadR conserved protein 71 888.9358 2 1775.8570 -0.0007 52.19 M V 0
9566 SDEIPEAAK JW3909 ECK3930 metJ DNA-binding transcriptional repressor, S-adenosylmethionine-binding 34 480.2377 2 958.4608 0.0001 21.21 R E 0
9567 SDEVLSDR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 40 460.7187 2 919.4228 -0.0019 21.42 K V 0
9568 SDFAQMLDAHANFLR JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 84 868.4140 2 1734.8134 -0.0014 52.84 R S 0
9569 SDGAEVAVSK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 40 481.7430 2 961.4714 -0.0001 19.57 K T 0
9570 SDIALIQIQNPK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 65 670.3830 2 1338.7514 0.0008 40.26 R N 0
9571 SDIEIVAINDLLDADYMAYMLK 15.994915@M:20 JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 119 1266.6163 2 2531.2180 0.0007 77.13 R Y 0
9572 SDILNAVGITLDETTTR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 102 909.9755 2 1817.9364 -0.0006 59.94 R E 0
9573 SDIQMIFQDPLASLNPR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 48 972.9955 2 1943.9764 -0.0011 66.28 R M 0
9574 SDKIIHLTDDSFDTDVLK JW5856 ECK3773 trxA thioredoxin 1 67 1031.5205 2 2061.0264 -0.0002 44.10 M A 0
9575 SDKLPEYTPDVNQLYDALYNK JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 39 1243.6092 2 2485.2038 0.0026 55.65 R A 0
9576 SDLALELDGAK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 46 566.2983 2 1130.5820 0.0001 38.81 R N 0
9577 SDLFNVNAGIVK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 92 638.8487 2 1275.6828 0.0006 46.68 R N 0
9578 SDLFPDEIYVFTPEGR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 29 942.9542 2 1883.8938 -0.0003 61.54 K I 0
9579 SDLGGTMR JW2751 ECK2774 pyrG CTP synthetase 51 418.7004 2 835.3862 0.0005 19.97 K L 0
9580 SDLSADINEHLIVELYSK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 23 682.6856 3 2045.0350 0.0033 86.61 R - 0
9581 SDLWQLVQFSR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 81 689.8600 2 1377.7054 0.0014 59.22 K R 0
9582 SDMGGAATVTGALAFAITR JW2507 ECK2520 pepB aminopeptidase B 28 905.4602 2 1808.9058 -0.0032 61.20 K G 0
9583 SDNDELQQIAHLR JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 64 513.5914 3 1537.7524 0.0039 39.79 M R 0
9584 SDNDYAQLVK JW3823 ECK3839 pepQ proline dipeptidase 62 576.7804 2 1151.5462 0.0004 30.75 K D 0
9585 SDNLKTEMDEYIR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 31 538.5872 3 1612.7398 -0.0005 40.47 K N 0
9586 SDNVIFSATGITK JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 81 676.8564 2 1351.6982 -0.0001 43.21 R G 0
9587 SDSLDISWLK JW4312 ECK4339 hsdM DNA methylase M 48 582.3013 2 1162.5880 0.0010 53.27 K D 0
9588 SDSQTLVVK JW0232 ECK0243 proB gamma-glutamate kinase 21 488.7685 2 975.5224 -0.0011 22.90 M L 0
9589 SDSRENLR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 26 488.7439 2 975.4732 0.0000 15.14 R H 0
9590 SDSTWHGFK JW4092 ECK4125 cadA lysine decarboxylase 1 24 532.7438 2 1063.4730 0.0008 24.28 R N 0
9591 SDVELER JW0101 ECK0104 guaC GMP reductase 60 424.2115 2 846.4084 0.0001 21.59 R Q 0
9592 SDVFHLGLTK JW3808 ECK3825 udp uridine phosphorylase 56 558.8059 2 1115.5972 -0.0002 40.48 K N 0
9593 SDVIEIR JW1666 ECK1672 pykF pyruvate kinase I 44 416.2320 2 830.4494 -0.0003 28.29 R E 0
9594 SDVLFNFNK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 59 542.2773 2 1082.5400 0.0005 42.07 K A 0
9595 SDVMVVGFDGTPDGEK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 93 826.8771 2 1651.7396 -0.0002 42.21 K A 0
9596 SDVQAAKDDAAR JW1667 ECK1673 lpp murein lipoprotein 75 623.8050 2 1245.5954 0.0005 17.58 R A 0
9597 SDVTPALSEMMQMK JW2497 ECK2509 yfgM conserved protein 61 784.3616 2 1566.7086 -0.0004 49.81 K I 0
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9598 SDYPNQVNNVLCFPFIFR 57.021465@C:12 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 77 1115.5412 2 2229.0678 0.0002 67.85 R G 0
9599 SEAEARPTNFIR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 82 695.8577 2 1389.7008 0.0009 24.60 M Q 0
9600 SEALLDIPMLEQYLELVGPK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 47 753.4041 3 2257.1905 -0.0009 79.57 K L 0
9601 SEAMYSVLKQVEMVAQSDSTVLILGETGTGK 15.994915@M:4 JW2701 ECK2726 fhlA DNA-binding transcriptional activator 18 1096.5533 3 3286.6381 0.0068 69.81 R E 0
9602 SEDQVELVEK JW1268 ECK1271 acnA aconitate hydratase 1 80 588.2933 2 1174.5720 0.0002 27.09 R Y 0
9603 SEDVVQLAHHVR JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 42 695.3649 2 1388.7152 -0.0007 25.81 K Q 0
9604 SEEGIVLVTR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 67 551.8090 2 1101.6034 0.0006 35.72 R E 0
9605 SEFAENDAYVHATPLIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 77 966.9770 2 1931.9394 0.0017 40.54 K R 0
9606 SEFITVARPYAK JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 66 691.3772 2 1380.7398 -0.0003 32.94 M A 0
9607 SEFLIEK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 31 433.2370 2 864.4594 0.0003 32.50 R G 0
9608 SEFSQTVPELVAWAR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 11 573.9602 3 1718.8588 -0.0039 60.49 M K 0
9609 SEGFGITLFER JW5155 ECK1072 yceF predicted protein 49 628.3193 2 1254.6240 -0.0003 53.55 K L 0
9610 SEITDEEYKEFYK JW0462 ECK0467 htpG molecular chaperone HSP90 family 31 560.9259 3 1679.7559 -0.0007 35.88 K H 0
9611 SEKAEAAAE JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 22 453.2138 2 904.4130 -0.0006 14.28 R - 0
9612 SEKDSMGAIDVPADKLWGAQTQR JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 13 626.5612 4 2502.2157 -0.0014 43.32 R S 0
9613 SEKIDNEEVLIMSESDILAIVEA JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 52 1274.1414 2 2546.2682 0.0011 75.98 K - 0
9614 SEKPAIVGEPEMPSTIADVAQEK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 61 809.4083 3 2425.2031 -0.0015 44.50 R G 0
9615 SEKPMLSPQAELELLETDERLDALLER JW3837 ECK3859 yihI conserved protein 11 782.1560 4 3124.5949 -0.0012 63.16 K L 0
9616 SELDTAFNR JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 13 526.7541 2 1051.4936 0.0001 32.35 R A 0
9617 SELEAFEVALENVRPTVEVK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 86 1130.0963 2 2258.1780 -0.0012 60.71 K S 0
9618 SELLDSR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 34 410.2139 2 818.4132 -0.0001 24.13 R F JW3485
9619 SELSQLSPQPLWDIFAK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 62 980.0144 2 1958.0142 -0.0006 68.85 M I 0
9620 SELVNVAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 33 430.2479 2 858.4812 0.0003 24.80 K K 0
9621 SELVNVAKK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 20 494.2952 2 986.5758 -0.0001 20.08 K V 0
9622 SELVSNELTK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 27 560.2985 2 1118.5824 0.0005 27.94 K A 0
9623 SEMCLVMEQMGLVVEAHHHEVATAGQNEVATR 57.021465@C:4 JW3841 ECK3863 glnA glutamine synthetase 31 891.6676 4 3562.6413 -0.0013 53.06 R F 0
9624 SEPIKGDVLNYDEVMER JW0886 ECK0894 pflB pyruvate formate lyase I 38 665.3224 3 1992.9454 -0.0009 40.99 K M 0
9625 SEPLPLAFAVQDGASYAGAILKDELK JW3149 ECK3171 dacB D-alanyl-D-alanine carboxypeptidase 44 901.8129 3 2702.4169 0.0001 75.81 R Q 0
9626 SEPMLNDTESYFNTAIK JW3997 ECK4029 malM maltose regulon periplasmic protein 66 980.4537 2 1958.8928 -0.0002 50.71 K N 0
9627 SEQGMSLLQPGK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 81 637.8256 2 1273.6366 0.0031 33.48 R A 0
9628 SEQHAQGADAVVDLNNELK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 49 679.9993 3 2036.9761 -0.0001 35.61 M T 0
9629 SEQLPTR JW5692 ECK3388 hslO heat shock protein Hsp33 28 415.7220 2 829.4294 0.0000 20.06 R L 0
9630 SEQNNTEMTFQIQR JW3584 ECK3599 secB protein export chaperone 59 863.3970 2 1724.7794 0.0007 37.42 M I 0
9631 SERFPNDVDPIETR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 30 558.9405 3 1673.7997 -0.0011 33.16 M D 0
9632 SESAIPAEQFK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 60 603.8031 2 1205.5916 -0.0011 30.65 K N 0
9633 SETIATLLAEDETLDENELGEILHAIEK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 72 1032.8543 3 3095.5411 0.0013 79.76 K N 0
9634 SETITVNCPTCGK 57.021465@C:8,57.021465@C:11 JW5008 ECK0101 yacG conserved protein 48 733.8342 2 1465.6538 -0.0002 25.76 M T 0
9635 SEVAVPGIDASTFDGIIQK JW1477 ECK1476 osmC osmotically inducible, stress-inducible membrane protein 31 974.0074 2 1946.0002 0.0006 55.21 K A 0
9636 SEVLTHIGNEMLAK JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 74 771.4026 2 1540.7906 -0.0012 38.49 R G 0
9637 SEWAGTVYPCVPGHEIVGR 57.021465@C:10 JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 50 705.3414 3 2113.0024 -0.0028 43.33 R V 0
9638 SFDEDVDYYVPVAEIEK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 21 1009.4671 2 2016.9196 -0.0007 55.21 K L 0
9639 SFDEDVDYYVPVAEIEKLENQHFDEITK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 24 843.9007 4 3371.5737 0.0017 64.42 K A 0
9640 SFDFILNTVAAPHNLDDFTTLLK JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 70 864.7827 3 2591.3263 -0.0007 70.17 K R 0
9641 SFDFILNTVAAPHNLDDFTTLLKR JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 26 687.8646 4 2747.4293 0.0010 66.43 K D 0
9642 SFDIYSR JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 38 444.2164 2 886.4182 -0.0002 31.42 R L 0
9643 SFDPMISETLVEVMNAEGPQLHTNAIPK JW3467 ECK3485 gor glutathione oxidoreductase 92 1023.5062 3 3067.4968 -0.0025 66.59 R A 0
9644 SFDSVAQAWDAAMADAK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 112 892.4016 2 1782.7886 0.0003 59.82 K A 0
9645 SFEDIKEFGEEIAR JW0403 ECK0407 ybaD conserved protein 63 557.2738 3 1668.7996 0.0002 49.59 R L 0
9646 SFELPALPYAK JW1648 ECK1652 sodB superoxide dismutase, Fe 72 618.3372 2 1234.6598 0.0002 50.72 M D 0
9647 SFESDAEAK JW3125 ECK3144 yhbS predicted acyltransferase with acyl-CoA N-acyltransferase domain 22 492.2197 2 982.4248 0.0004 21.77 R L 0
9648 SFFDGVKK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 16 309.8361 3 926.4865 0.0005 28.84 K F 0
9649 SFFDNPQMALAK JW0636 ECK0634 rlpB minor lipoprotein 56 684.8345 2 1367.6544 0.0000 46.29 R D 0
9650 SFFENDLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 34 514.2447 2 1026.4748 -0.0022 38.38 R F 0
9651 SFFGYVHPK JW5330 ECK2008 yeeF predicted amino-acid transporter 43 541.2768 2 1080.5390 -0.0002 33.67 K W 0
9652 SFFVGNDHMVEDVER JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 55 594.2698 3 1779.7876 -0.0011 41.77 R F 0
9653 SFGAEDSHK JW0406 ECK0410 nusB transcription antitermination protein 43 489.2200 2 976.4254 0.0004 16.56 K F 0
9654 SFGAPTITK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 44 461.2561 2 920.4976 0.0009 30.00 K D 0
9655 SFGDIPLVHGMPFISGIGIEALQNK 15.994915@M:11 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 72 886.1324 3 2655.3754 0.0023 62.21 R I 0
9656 SFHMGEAFHQHER JW5566 ECK3878 yihX predicted hydrolase 40 538.2399 3 1611.6979 -0.0020 23.89 K G 0
9657 SFIDPEVLR JW2565 ECK2579 yfiF predicted methyltransferase 33 538.2929 2 1074.5712 0.0003 43.35 K R 0
9658 SFLESLGSDQAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 37 641.3179 2 1280.6212 -0.0035 40.13 K D 0
9659 SFLLDAGAEYNGYAADLTR JW3823 ECK3839 pepQ proline dipeptidase 73 1023.9912 2 2045.9678 -0.0015 56.50 R T 0
9660 SFLVNVEKV JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 35 517.7979 2 1033.5812 0.0006 42.66 K - 0
9661 SFQDTTGSGTGDLR JW4198 ECK4234 treC trehalose-6-P hydrolase 114 721.3307 2 1440.6468 -0.0012 26.07 K G 0
9662 SFSHQAGASSK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 65 553.7645 2 1105.5144 -0.0007 15.09 R Q 0
9663 SFTFVTK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 27 415.2265 2 828.4384 0.0003 32.04 R T 0
9664 SFTMSNPNR JW0915 ECK0923 pepN aminopeptidase N 48 527.2423 2 1052.4700 -0.0009 18.88 R I 0
9665 SFVAVHNQPGLYVGQQAR JW3474 ECK3490 slp outer membrane lipoprotein 26 657.6780 3 1970.0122 0.0000 34.01 K F 0
9666 SFVVADIPGLIEGAAEGAGLGIR JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 60 738.0711 3 2211.1915 0.0016 78.74 K F 0
9667 SFWLGLTR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 29 490.2717 2 978.5288 0.0002 49.28 R G 0
9668 SFWLSAAR JW2715 ECK2740 truD pseudoruidine synthase 20 469.2477 2 936.4808 -0.0008 40.99 R S 0
9669 SFYYCAR 57.021465@C:5 JW2066 ECK2077 yegQ predicted peptidase 18 483.7108 2 965.4070 0.0005 27.03 K T 0
9670 SGAFVPGIRPGEQTAK JW3262 ECK3287 secY preprotein translocase membrane subunit 18 538.9581 3 1613.8525 0.0000 29.11 K Y 0
9671 SGALAGTVLNDANNQAK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 125 822.4209 2 1642.8272 -0.0002 33.41 K A 0
9672 SGALQEQVANK JW2101 ECK2107 metG methionyl-tRNA synthetase 73 572.8015 2 1143.5884 0.0001 21.25 R M 0
9673 SGALTESPVVR JW1754 ECK1763 ydjA predicted oxidoreductase 49 558.3064 2 1114.5982 0.0001 26.86 R E 0
9674 SGALTVSEIAAAGLPALFVPFQHK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 61 808.7813 3 2423.3221 0.0009 67.85 R D 0
9675 SGASVGIDDMVIPEK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 21 759.3794 2 1516.7442 0.0000 44.46 R K 0
9676 SGASVGIDDMVIPEKK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 23 549.2873 3 1644.8401 0.0008 37.26 R H 0
9677 SGAVDVIVVDSVAALTPK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 69 870.9911 2 1739.9676 0.0009 64.80 R A 0
9678 SGAYQSWIEQNYEGR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 78 894.4030 2 1786.7914 0.0004 42.89 K Q 0
9679 SGAYQSWIEQNYEGRQ JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 76 958.4323 2 1914.8500 0.0004 42.44 K - 0
9680 SGCLAVIEEVMLDEPQYWK 57.021465@C:3 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 88 756.3629 3 2266.0669 0.0019 69.04 R K 0
9681 SGCLAVIEEVMLDEPQYWKK 57.021465@C:3 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 19 799.0609 3 2394.1609 0.0009 63.46 R Y 0
9682 SGCTNYLPTLITTSDELMK 57.021465@C:3 JW0663 ECK0665 nagA N-acetylglucosamine-6-phosphate deacetylase 57 1072.5162 2 2143.0178 0.0001 60.72 K Q 0
9683 SGDFDTFR JW3138 ECK3158 nusA transcription termination/antitermination L factor 35 472.7100 2 943.4054 0.0020 30.47 K R 0
9684 SGDFDTFRR JW3138 ECK3158 nusA transcription termination/antitermination L factor 22 550.7593 2 1099.5040 -0.0006 25.83 K W 0
9685 SGDFKVEADD JW0766 ECK0772 moaC molybdopterin biosynthesis, protein C 34 541.7355 2 1081.4564 0.0000 25.12 K - 0
9686 SGDIDPAIIFHLHDTLGMSVDAINK JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 31 670.5918 4 2678.3381 0.0006 60.81 R L 0
9687 SGDLTAFEPELLK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 86 710.3718 2 1418.7290 -0.0002 52.45 K E 0
9688 SGDTLSAISK JW2640 ECK2659 ygaU predicted protein 29 489.7588 2 977.5030 0.0002 26.15 K Q 0
9689 SGEDIFGDGVLEILQDGFGFLR JW3756 ECK3775 rho transcription termination factor 110 1192.5917 2 2383.1688 -0.0006 80.55 K S 0
9690 SGEGLYFIDK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 49 564.7823 2 1127.5500 0.0001 43.31 K E 0
9691 SGEGLYFIDKELSTLDTQN JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 72 1065.5163 2 2129.0180 0.0016 62.35 K - 0
9692 SGEIDMTNNSMPIELFQK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 78 1027.4818 2 2052.9490 -0.0005 55.21 R L 0
9693 SGELPVDNFGVPLAGSLIPWIDK JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 84 1212.6439 2 2423.2732 -0.0003 73.73 R Q 0
9694 SGELPVDNFGVPLAGSLIPWIDKQLDNGQSR JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 31 1108.2413 3 3321.7021 0.0029 74.93 R E 0
9695 SGEQTAVAQDSVAAHLR JW2498 ECK2510 hisS histidyl tRNA synthetase 63 580.6267 3 1738.8583 -0.0016 29.46 R T 0
9696 SGESPSDALLR JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 25 566.2858 2 1130.5570 0.0003 29.50 R G 0
9697 SGETEDATIADLAVGTAAGQIK JW2750 ECK2773 eno enolase 137 1059.5345 2 2117.0544 0.0057 51.67 R T 0
9698 SGEYVSR JW4107 ECK4141 efp Elongation factor EF-P 56 399.1929 2 796.3712 -0.0002 17.25 R V 0
9699 SGFIFIGPK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 60 483.2765 2 964.5384 0.0004 45.53 R A 0
9700 SGFLIPNAK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 36 473.7712 2 945.5278 -0.0005 35.12 R Y 0
9701 SGFPDLLVDTLLATEDR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 104 931.4805 2 1860.9464 -0.0005 74.89 R H 0
9702 SGFQYHGR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 67 476.2255 2 950.4364 0.0007 19.28 R V 0
9703 SGGLVVNDIAQLAGMSEQEIALAAEAAR JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 116 1392.7132 2 2783.4118 -0.0005 79.25 K E 0
9704 SGGVTFAARPQDHSQK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 52 562.6159 3 1684.8259 -0.0023 19.96 R V 0
9705 SGHPGAPMGMADIAEVLWR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 47 665.6583 3 1993.9531 0.0028 58.75 K D 0
9706 SGIQLAELDELAAAVAELPR JW2918 ECK2946 yggS predicted enzyme 43 689.3765 3 2065.1077 0.0021 74.92 K L 0
9707 SGISFVDR JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 64 440.7299 2 879.4452 0.0003 31.02 R S 0
9708 SGITFSQELK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 54 555.2960 2 1108.5774 0.0011 34.26 R D 0
9709 SGKLDVFYDLYNLAQK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 35 625.3283 3 1872.9631 0.0011 59.20 R R 0
9710 SGKSELEAFEVALENVRPTVEVK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 76 1266.1712 2 2530.3278 0.0001 57.84 R S 0
9711 SGKYDTIICNYPNGDMVGHTGVMEAAVK 57.021465@C:9 JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 17 757.6054 4 3026.3925 -0.0011 43.10 K A 0
9712 SGLASLHAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 60 456.2563 2 910.4980 -0.0003 20.88 R V 0
9713 SGLLVMVK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 74 423.7597 2 845.5048 0.0004 38.86 K A 0
9714 SGLNAENYENFIQTDAAINR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 115 1120.5325 2 2239.0504 0.0000 48.41 R G 0
9715 SGLNLEGLENFIQTDASINR JW3203 ECK3223 degQ serine endoprotease, periplasmic 143 1096.0528 2 2190.0910 -0.0005 65.88 R G 0
9716 SGLPQAALNYIK JW4135 ECK4173 purA adenylosuccinate synthetase 50 637.8590 2 1273.7034 0.0005 45.84 R R 0
9717 SGLQWSDGQPLTAEDFVLGWQR JW2988 ECK3011 ygiS predicted transporter subunit -!- periplasmic-binding component of ABC superfamily 28 830.7407 3 2489.2003 0.0028 65.63 R A 0
9718 SGLTLLTNSAEAIHVLAQSEIK JW1759 ECK1768 ydjF predicted DNA-binding transcriptional regulator 70 765.7564 3 2294.2474 -0.0006 64.42 R V 0
9719 SGMHQDVPKEDVIIESVTVSE JW0514 ECK0518 ppiB peptidyl-prolyl cis-trans isomerase B (rotamase B) 33 767.0419 3 2298.1039 -0.0009 43.72 R - 0
9720 SGMLAVK JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 55 353.2023 2 704.3900 0.0011 23.68 K G 0
9721 SGMSEFDINIAYLTATGHR JW3823 ECK3839 pepQ proline dipeptidase 71 1041.9993 2 2081.9840 0.0000 55.97 R D 0
9722 SGNANTDYNAAIALVQDK JW0732 ECK0731 ybgF predicted protein 104 932.9548 2 1863.8950 -0.0012 44.26 K S 0
9723 SGPCVEGGPDNVAQQFYDYR 57.021465@C:4 JW0849 ECK0856 ybjP predicted lipoprotein 116 1129.9919 2 2257.9692 -0.0005 47.70 R I 0
9724 SGPGDEFYLQAVQELVDSALAHR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 89 1251.6161 2 2501.2176 -0.0009 76.36 R I 0
9725 SGQAETLADHEGR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 63 457.5491 3 1369.6255 0.0032 19.11 R H 0
9726 SGQGDALAVVFPGSLLELWR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 54 1058.0664 2 2114.1182 0.0024 77.32 R V 0
9727 SGQSVIFNESVDHGPFPLAQLK JW1606 ECK1609 ydgA conserved protein 38 790.7411 3 2369.2015 -0.0001 52.09 K K 0
9728 SGRDPISQAAFALPLPAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 42 920.0100 2 1838.0054 0.0004 49.06 R D 0
9729 SGRFMLQDLLGNFIPFLKK JW5791 ECK4344 yjiY predicted inner membrane protein 32 742.0828 3 2223.2266 0.0029 74.93 R T 0
9730 SGSAAQGFQLLDEAELK JW0384 ECK0388 rdgC DNA-binding protein, non-specific 85 882.4437 2 1762.8728 -0.0008 50.39 R S 0
9731 SGSPLVIGLGMGENFIASDQLALLPVTR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 34 952.5173 3 2854.5301 0.0039 75.43 R R 0
9732 SGTEPLIR JW3143 ECK3165 glmM phosphoglucosamine mutase 37 436.7453 2 871.4760 -0.0002 24.04 K V 0
9733 SGTGSVDYAK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 14 492.7352 2 983.4558 0.0000 18.82 K A 0
9734 SGTIAFSGAYHGR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 34 662.3265 2 1322.6384 0.0018 25.81 R T 0
9735 SGTLNIAGNHFDFTK JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 34 541.2703 3 1620.7891 -0.0005 41.46 R T 0
9736 SGTLPVHQIVGMGEAYR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 67 907.9641 2 1813.9136 -0.0009 40.37 R I 0
9737 SGTLTYEAVK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 42 534.7822 2 1067.5498 0.0000 25.32 R Q 0
9738 SGTRKEELLTTQEELQK JW3756 ECK3775 rho transcription termination factor 24 664.0210 3 1989.0412 0.0035 22.31 R M 0
9739 SGVGFHILK JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 60 479.2796 2 956.5446 0.0003 31.94 R V 0
9740 SGVLTGLPDAYGR JW0886 ECK0894 pflB pyruvate formate lyase I 50 653.3422 2 1304.6698 -0.0026 40.38 K G 0
9741 SGWLLYGR JW4351 ECK4380 serB 3-phosphoserine phosphatase 18 476.2571 2 950.4996 0.0023 43.24 R G 0
9742 SHAIEQVGKK JW3747 ECK3766 ilvC ketol-acid reductoisomerase, NAD(P)-binding 41 548.8087 2 1095.6028 -0.0008 15.58 R L 0
9743 SHALNATK JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 36 421.2299 2 840.4452 -0.0001 13.97 R R 0
9744 SHALNATKR JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 21 499.2805 2 996.5464 -0.0001 13.78 R R 0
9745 SHATAQEEILK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 73 613.8225 2 1225.6304 0.0002 22.29 R L 0
9746 SHATVITR JW0105 ECK0108 nadC quinolinate phosphoribosyltransferase 33 442.7513 2 883.4880 0.0006 16.78 R E 0
9747 SHDALTAVTSLSVDK JW1075 ECK1075 rpmF 50S ribosomal subunit protein L32 82 772.4018 2 1542.7890 0.0001 39.64 R T 0
9748 SHDALTAVTSLSVDKTSGEK JW1075 ECK1075 rpmF 50S ribosomal subunit protein L32 64 682.6828 3 2045.0266 -0.0009 34.04 R H 0
9749 SHDPLGSDTR JW1486 ECK1485 yddW predicted liprotein 10 542.7546 2 1083.4946 0.0002 15.30 R G 0
9750 SHDPLGSDTRGAAAYDESYADTRR JW1486 ECK1485 yddW predicted liprotein 12 871.0631 3 2610.1675 -0.0019 71.05 R W 0
9751 SHGFDHLYGSEELK JW5794 ECK4349 mdoB phosphoglycerol transferase I 23 540.2546 3 1617.7420 -0.0003 31.24 K S 0
9752 SHHISVYEIVGEQGLLHEK JW0750 ECK0756 ybhE 6-phosphogluconolactonase 89 725.7106 3 2174.1100 -0.0020 40.35 K G 0
9753 SHHNVGGLPK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 49 523.2805 2 1044.5464 0.0001 17.19 K E 0
9754 SHHQAYAWLLTPHPK JW1100 ECK1100 mfd transcription-repair coupling factor 15 447.2344 4 1784.9085 -0.0025 31.96 R A 0
9755 SHILSVTAQR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 10 556.3154 2 1110.6162 0.0018 22.30 R M 0
9756 SHIQFYDGIK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 52 604.3090 2 1206.6034 0.0002 31.66 R T 0
9757 SHIWLLVNDDQR JW3645 ECK3661 ilvN acetolactate synthase I, small subunit 71 748.3856 2 1494.7566 -0.0012 42.17 K L 0
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9758 SHLAELVASAK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 56 563.3163 2 1124.6180 -0.0008 29.07 M A 0
9759 SHLDEVIAR JW1441 ECK1440 ydcY predicted protein 35 520.2798 2 1038.5450 -0.0007 24.51 M V 0
9760 SHLMEELKK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 39 372.2025 3 1113.5857 0.0005 21.31 K I 0
9761 SHNPYWK JW3065 ECK3085 exuR DNA-binding transcriptional repressor 23 466.2246 2 930.4346 -0.0001 20.67 R K 0
9762 SHNVTPNTSR JW5330 ECK2008 yeeF predicted amino-acid transporter 37 556.7761 2 1111.5376 0.0005 15.22 M V 0
9763 SHPAGALGAR JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 31 468.7543 2 935.4940 0.0004 16.82 R L 0
9764 SHQLTFADSEFSSK JW5895 ECK0261 insH IS5 element protein 62 792.3702 2 1582.7258 -0.0005 34.00 M R JW0250 JW0540 JW0652 JW1324 JW1882 JW1972 JW2014 JW2179 JW2949 JW3185 JW3472 JW5914 JW5928 JW5935 JW5936 JW5951

9765 SHRDTLFSAPIAR JW1859 ECK1871 yecO predicted methyltransferase 26 490.9319 3 1469.7739 0.0001 29.44 M L 0
9766 SHRPPMPDDLR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 23 440.8874 3 1319.6404 -0.0001 22.89 K A 0
9767 SHVVVNGHTK JW0176 ECK0180 lpxA UDP-N-acetylglucosamine acetyltransferase 29 539.2934 2 1076.5722 -0.0004 14.19 K I 0
9768 SHVWGNVK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 33 463.7456 2 925.4766 -0.0003 20.19 R L 0
9769 SIADQAR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 22 380.7011 2 759.3876 0.0002 18.13 R T 0
9770 SIAGGFPLAGVTGR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 43 651.8619 2 1301.7092 0.0002 46.31 K A 0
9771 SIALLAMTGKPTSPLGLAAK JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 58 647.3800 3 1939.1182 0.0005 48.99 K A 0
9772 SIATLFELCER 57.021465@C:9 JW0907 ECK0915 mukB fused chromosome partitioning proteins 78 669.8389 2 1337.6632 -0.0016 54.08 R L 0
9773 SICLNFGIAQDYK 57.021465@C:3 JW0666 ECK0668 glnS glutamyl-tRNA synthetase 93 764.8769 2 1527.7392 0.0000 50.29 K G 0
9774 SIDAVVDVTNYVLLELGQPMHAFDKDR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 46 762.1409 4 3044.5345 0.0068 79.43 R I 0
9775 SIDFYTK JW1643 ECK1647 gloA glyoxalase I, Ni-dependent 40 437.2214 2 872.4282 0.0003 31.88 R V 0
9776 SIDVQISR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 45 459.2561 2 916.4976 -0.0001 28.70 R L 0
9777 SIEGTAR JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 18 367.1956 2 732.3766 0.0001 16.04 R S 0
9778 SIEKELEWVR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 49 644.8479 2 1287.6812 -0.0010 39.73 K Q 0
9779 SIENLDNLHTR JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 21 437.8925 3 1310.6557 -0.0021 28.67 K V 0
9780 SIEPGDIPTPLMAEYYR JW1642 ECK1646 nemA N-ethylmaleimide reductase, FMN-linked 39 976.4770 2 1950.9394 -0.0002 55.65 R Q 0
9781 SIEPLKVALQDAGLSVSDIDDVILVGGQTR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 24 1036.8980 3 3107.6722 0.0009 73.28 R M 0
9782 SIEQAMLDAGLSAEEASAGAHAAMINFAK JW3785 ECK3807 yigB predicted hydrolase 70 968.8015 3 2903.3827 0.0035 67.78 R W 0
9783 SIEVDWDPGF JW5413 ECK2605 rimM 16S rRNA processing protein 35 582.7642 2 1163.5138 0.0003 58.82 R - 0
9784 SIFPATELANDFTVFNV JW2263 ECK2262 elaC binuclear zinc phosphodiesterase 17 942.9725 2 1883.9304 0.0000 75.61 R - 0
9785 SIGHQDPGATSVMFMMQMLALAAKE JW5186 ECK1187 dhaL dihydroxyacetone kinase, C-terminal domain 11 888.7601 3 2663.2585 0.0006 74.72 R - 0
9786 SIGLLATSSEAAYFAEIIEAVEK JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 52 804.7568 3 2411.2486 0.0015 78.90 K N 0
9787 SIGNTVSPQDVMNK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 73 745.3690 2 1488.7234 -0.0007 33.51 K L 0
9788 SIGTLSAFEQNALEGMLDTLK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 138 1119.5698 2 2237.1250 0.0001 74.96 K K 0
9789 SIGTLSAFEQNALEGMLDTLKK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 45 789.4144 3 2365.2214 0.0016 69.49 K D 0
9790 SIGVCNFQIHHLQR 57.021465@C:5 JW5499 ECK3004 dkgA 2,5-diketo-D-gluconate reductase A 25 570.2938 3 1707.8596 -0.0032 32.27 K L 0
9791 SIGVGQYQHDVSQTQLAR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 52 663.0042 3 1985.9908 -0.0011 33.25 K K 0
9792 SIHTIDATQPLEAVMDAIR JW1084 ECK1084 tmk thymidylate kinase 47 694.3610 3 2080.0612 -0.0012 62.69 K T 0
9793 SIIARPVA JW1279 ECK1281 rnb ribonuclease II 28 413.7610 2 825.5074 0.0003 25.83 R - 0
9794 SIIDKLSLAGK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 41 382.2357 3 1143.6853 -0.0009 39.28 K S 0
9795 SIIKEFR JW3252 ECK3277 mscL mechanosensitive channel 31 446.7663 2 891.5180 0.0003 26.13 M E 0
9796 SIIPPGTTLLAEVPLLDNNGK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 21 721.4071 3 2161.1995 0.0001 65.39 R F 0
9797 SIIVATGAK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 37 430.2657 2 858.5168 -0.0007 22.88 R W 0
9798 SILIDKNTK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 34 516.3080 2 1030.6014 -0.0007 20.76 M V 0
9799 SILILGAGPIVIGQACEFDYSGAQACK 57.021465@C:16,57.021465@C:26 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 59 946.8106 3 2837.4100 0.0009 63.29 K A 0
9800 SILLTALAR JW3820 ECK3836 fre flavin reductase 81 479.3080 2 956.6014 -0.0004 45.16 R N 0
9801 SILSELVR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 50 458.7768 2 915.5390 0.0001 47.26 K Q 0
9802 SIMELSGR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 32 446.7315 2 891.4484 0.0000 29.39 K T 0
9803 SIMIEIR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 32 431.2468 2 860.4790 0.0001 38.49 R E 0
9804 SINAAFK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 28 375.7109 2 749.4072 0.0002 23.09 R R 0
9805 SINAEVTNSAIELK JW3619 ECK3634 yicC conserved protein 109 744.8996 2 1487.7846 0.0015 37.82 K V 0
9806 SIPADPAPELGLDTSRPIMYVLPYNSK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 15 982.1759 3 2943.5059 0.0008 58.02 K A 0
9807 SIPHMLEHFR JW2294 ECK2291 pta phosphate acetyltransferase 13 422.8840 3 1265.6302 -0.0036 32.60 R A 0
9808 SIQDYPKPGILFR JW0458 ECK0463 apt adenine phosphoribosyltransferase 44 767.4241 2 1532.8336 -0.0015 42.59 K D 0
9809 SIQPAMLR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 18 458.2582 2 914.5018 0.0012 28.50 R D 0
9810 SIQPAMLRDDEILTHPVFNR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 35 784.7422 3 2351.2048 -0.0007 46.16 R Y 0
9811 SIQVEMAKFQSIF JW0304 ECK0310 betB betaine aldehyde dehydrogenase, NAD-dependent 16 509.9353 3 1526.7841 0.0040 44.24 K - 0
9812 SISEITQDSLVQGLGK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 96 837.9491 2 1673.8836 0.0002 48.47 K E 0
9813 SISTATAVTAQIIAQVASHIYGGTTINR JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 15 948.8454 3 2843.5144 0.0003 74.47 K I 0
9814 SISTIAESK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 46 468.2558 2 934.4970 -0.0001 22.68 K R 0
9815 SITAQSVYR JW1247 ECK1249 yciC predicted inner membrane protein 40 512.7743 2 1023.5340 -0.0009 26.24 M D 0
9816 SITDACIGWEDTDALLR 57.021465@C:6 JW0737 ECK0743 aroG 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, phenylalanine repressible 74 968.4589 2 1934.9032 -0.0012 55.95 K Q 0
9817 SITDFGIFIGLDGGIDGLVHLSDISWNVAGEEAVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 121 1224.9563 3 3671.8471 -0.0001 93.37 K E 0
9818 SITKDQIIEAVAAMSVMDVVELISAMEEK 15.994915@M:17 JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 16 1056.2029 3 3165.5869 0.0010 80.61 M F 0
9819 SITLSDSAAAR JW2512 ECK2525 iscA FeS cluster assembly protein 82 546.2879 2 1090.5612 -0.0006 26.06 M V 0
9820 SIVEAALLDTMYDLPSMEDVEK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 109 1235.0914 2 2468.1682 -0.0019 72.19 R V 0
9821 SIVVAIER JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 43 443.7710 2 885.5274 -0.0009 30.87 K F 0
9822 SIWMIGLHAFAK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 46 687.3736 2 1372.7326 0.0002 52.12 R R 0
9823 SKAEQALK JW3069 ECK3089 yqjD conserved protein 29 437.7531 2 873.4916 -0.0002 14.70 R Q 0
9824 SKAPNSPVAGR JW2294 ECK2291 pta phosphate acetyltransferase 46 542.2987 2 1082.5828 -0.0003 16.85 K A 0
9825 SKATNLLYTR JW0797 ECK0801 dps Fe-binding and storage protein 61 583.8298 2 1165.6450 -0.0004 25.62 K N 0
9826 SKDGAYVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 46 448.2354 2 894.4562 0.0003 15.66 K E 0
9827 SKEHTTEHLR JW3069 ECK3089 yqjD conserved protein 36 413.2142 3 1236.6208 -0.0003 13.75 M A 0
9828 SKFGANAILAVSLANAK JW2750 ECK2773 eno enolase 48 558.9892 3 1673.9458 -0.0006 44.14 K A 0
9829 SKGESSLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 58 549.2830 2 1096.5514 0.0002 22.66 R D 0
9830 SKGNVIDPLDMVDGISLPELLEK JW4215 ECK4251 valS valyl-tRNA synthetase 33 828.1078 3 2481.3016 -0.0021 69.11 K R 0
9831 SKGNVIDPLDMVDGISLPELLEKR JW4215 ECK4251 valS valyl-tRNA synthetase 30 880.1428 3 2637.4066 0.0021 65.66 K T 0
9832 SKIEAEEEKFDFSILDK JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 14 676.6772 3 2027.0098 -0.0001 46.56 K V 0
9833 SKIEETR JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 37 431.7351 2 861.4556 0.0000 14.11 R W 0
9834 SKIFDFVKPGVITGDDVQK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 103 1047.0677 2 2092.1208 0.0005 44.29 M V 0
9835 SKIFEDNSLTIGHTPLVR JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 47 676.3681 3 2026.0825 -0.0022 40.29 M L 0
9836 SKILAAIR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 46 436.2902 2 870.5658 0.0008 24.19 R Q 0
9837 SKLENMFANMTEGEVHEVNIVLK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 52 878.1073 3 2631.3001 -0.0036 57.26 K A 0
9838 SKNNGIDPQVMVER 15.994915@M:11 JW0637 ECK0635 leuS leucyl-tRNA synthetase 12 401.4528 4 1601.7821 -0.0011 21.74 K Y 0
9839 SKPAPAVR JW0908 ECK0916 ycbB predicted carboxypeptidase 11 413.2507 2 824.4868 0.0000 18.80 R A 0
9840 SKPEMLIELFR JW3138 ECK3158 nusA transcription termination/antitermination L factor 44 681.8764 2 1361.7382 0.0006 52.28 R I 0
9841 SKPIVMER JW0623 ECK0621 lipA lipoate synthase 27 480.2710 2 958.5274 0.0004 18.91 M G 0
9842 SKQQIGVVGMAVMGR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 72 520.9497 3 1559.8273 -0.0003 36.81 M N 0
9843 SKSDVFHLGLTK JW3808 ECK3825 udp uridine phosphorylase 63 666.3694 2 1330.7242 -0.0002 32.51 M N 0
9844 SKSENLYSAAR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 48 613.3116 2 1224.6086 -0.0012 19.56 M E 0
9845 SKSFFDGVKK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 22 381.5448 3 1141.6126 -0.0004 24.53 R F 0
9846 SLADIGEALK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 18 508.7848 2 1015.5550 0.0001 41.88 R T 0
9847 SLADIQQR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 48 465.7537 2 929.4928 -0.0001 24.47 R Y 0
9848 SLADMIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 34 389.2123 2 776.4100 -0.0002 35.98 K G 0
9849 SLADVNVK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 26 423.2402 2 844.4658 0.0005 25.46 K C 0
9850 SLAEQGVTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 37 466.7560 2 931.4974 0.0000 19.62 K E 0
9851 SLAICTLLDKPSR 57.021465@C:5 JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 80 737.4067 2 1472.7988 -0.0032 42.75 K R 0
9852 SLAICTLLDKPSRR 57.021465@C:5 JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 23 408.2332 4 1628.9037 0.0004 38.79 K E 0
9853 SLAISLILQDTSR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 67 708.9066 2 1415.7986 0.0004 55.25 K T 0
9854 SLALGFYHK JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 12 518.2841 2 1034.5536 -0.0011 33.67 R L 0
9855 SLATAAGAVAGGVAGQGVQSAMNK JW1633 ECK1637 slyB outer membrane lipoprotein 148 1058.5440 2 2115.0734 -0.0006 46.15 R T 0
9856 SLAVEYAQSGIR JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 88 647.3434 2 1292.6722 -0.0002 36.33 K V 0
9857 SLAVLDTVFTALLQKPHGR JW3352 ECK3376 aroB 3-dehydroquinate synthase 34 689.3965 3 2065.1677 -0.0008 63.44 K D 0
9858 SLDDFLI JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 37 411.7157 2 821.4168 -0.0002 61.31 K - JW1225
9859 SLDDFLIK JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 24 475.7634 2 949.5122 0.0002 49.26 K Q 0
9860 SLDDFLIKQ JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 46 539.7927 2 1077.5708 0.0002 48.38 K - 0
9861 SLDDGFMHAVFNPSFNALATAMATAR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 31 919.1036 3 2754.2890 -0.0003 71.10 R H 0
9862 SLDDQFAELKADDAISEQLAQLK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 59 850.0978 3 2547.2716 0.0012 58.69 K A 0
9863 SLDEAQAIK JW2513 ECK2526 iscU scaffold protein 53 487.7614 2 973.5082 0.0003 23.89 K N 0
9864 SLDELVQR JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 36 480.2610 2 958.5074 -0.0009 33.16 R A 0
9865 SLDEVRDDIAAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 56 666.3434 2 1330.6722 -0.0006 29.94 K V 0
9866 SLDINPFSPIGVDEQQVR JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 40 1007.5167 2 2013.0188 0.0023 56.23 R F 0
9867 SLDINQIALHQLIK JW2174 ECK2180 yejK nucleotide associated protein 15 535.9824 3 1604.9254 0.0003 49.76 M R 0
9868 SLDVMGSPIR JW5403 ECK2507 der predicted GTP-binding protein 14 537.7842 2 1073.5538 0.0000 36.39 K I 0
9869 SLECVEYPELGMEAIWK 57.021465@C:4 JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 100 1027.4841 2 2052.9536 0.0001 61.75 K I 0
9870 SLEEIIR JW1648 ECK1652 sodB superoxide dismutase, Fe 39 430.2483 2 858.4820 0.0009 36.79 K S 0
9871 SLELPAIVGTGSVTSQVK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 134 893.5013 2 1784.9880 -0.0002 50.51 R N 0
9872 SLEPVVR JW3619 ECK3634 yicC conserved protein 13 400.2369 2 798.4592 -0.0007 24.28 R E 0
9873 SLEQIEWVNVVGEFEDSTALINNLPK JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 40 982.1705 3 2943.4897 0.0032 79.62 K L 0
9874 SLEQYFGR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 52 500.2486 2 998.4826 0.0005 39.26 R E 0
9875 SLESAAQAAK JW0395 ECK0399 queA S-adenosylmethionine:tRNA ribosyltransferase-isomerase 38 488.2588 2 974.5030 -0.0001 22.60 R N 0
9876 SLFDGTLQGIHR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 22 448.5737 3 1342.6993 0.0001 42.67 K T 0
9877 SLGINIELEDE JW3950 ECK3978 rpoB RNA polymerase, beta subunit 53 616.3063 2 1230.5980 0.0002 52.44 R - 0
9878 SLGITNPEEIDRYSLR JW0159 ECK0162 yaeH conserved protein 21 621.6584 3 1861.9534 0.0001 43.11 K Q 0
9879 SLGLPVKR JW0003 ECK0004 thrC threonine synthase 30 435.2817 2 868.5488 -0.0005 24.67 K F 0
9880 SLGNFFTVR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 41 520.7793 2 1039.5440 -0.0010 46.46 K D 0
9881 SLGQFNLDGINPAPR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 102 799.9179 2 1597.8212 0.0000 47.35 K G 0
9882 SLIADEDNPNLK JW0152 ECK0155 yadR conserved protein 82 664.8379 2 1327.6612 -0.0007 30.60 K L 0
9883 SLIASTLYR JW2051 ECK2060 udk uridine/cytidine kinase 52 512.2952 2 1022.5758 -0.0002 38.03 K E 0
9884 SLIDSGKDYVVSMLDSLGK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 109 1014.0220 2 2026.0294 0.0002 72.77 R L 0
9885 SLIGPDGEQYKLPR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 21 524.9504 3 1571.8294 -0.0012 37.71 R S 0
9886 SLIMQYKPTHAAVVFDAK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 37 673.6955 3 2018.0647 -0.0013 38.75 R G 0
9887 SLKPGAILINACR 57.021465@C:12 JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 50 706.9051 2 1411.7956 -0.0012 33.31 R G 0
9888 SLLAQLDQK JW3192 ECK3212 nanE predicted N-acetylmannosamine-6-P epimerase 51 508.2929 2 1014.5712 0.0004 39.67 M I 0
9889 SLLEDGGVIR JW0384 ECK0388 rdgC DNA-binding protein, non-specific 73 529.7958 2 1057.5770 0.0003 37.94 K A 0
9890 SLLKPEHQGLATEVMCR 57.021465@C:16 JW1753 ECK1762 selD selenophosphate synthase 59 657.0045 3 1967.9917 -0.0005 33.57 K M 0
9891 SLLNVPAGK JW4185 ECK4222 ppa inorganic pyrophosphatase 43 449.7714 2 897.5282 -0.0001 30.89 M D 0
9892 SLLREEIEGSGILSK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 84 815.9537 2 1629.8928 -0.0008 43.52 R D 0
9893 SLLREEIEGSGILSKDDIIDVMK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 39 854.1230 3 2559.3472 0.0007 57.12 R K 0
9894 SLLTNETSELDLLDQRPFDQTDFDILK JW5703 ECK3333 yheO predicted DNA-binding transcriptional regulator 77 1056.1979 3 3165.5719 0.0000 66.97 R S 0
9895 SLMQLVPIYVLSANGER JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 13 945.5113 2 1889.0080 0.0001 64.51 K S 0
9896 SLNFLDFEQPIAELEAK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 98 982.5041 2 1962.9936 -0.0001 67.96 M I 0
9897 SLNQANDIAADFGSK JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 100 775.8757 2 1549.7368 -0.0004 40.38 R S 0
9898 SLNVALR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 38 386.7377 2 771.4608 0.0005 27.68 R Q 0
9899 SLPALMR JW2752 ECK2775 mazG nucleoside triphosphate pyrophosphohydrolase 13 394.2274 2 786.4402 -0.0019 30.32 R A 0
9900 SLQEAVMEEIIKPILPAEWLTSATK JW2909 ECK2937 metK methionine adenosyltransferase 1 20 933.1739 3 2796.4999 0.0015 77.10 K F 0
9901 SLQFLDGTQLDFVK JW2512 ECK2525 iscA FeS cluster assembly protein 66 805.9247 2 1609.8348 -0.0004 58.64 K E 0
9902 SLQKEWANDLDQLINLEK JW5689 ECK3404 malP maltodextrin phosphorylase 48 719.7115 3 2156.1127 0.0014 61.90 K F 0
9903 SLRDDTWVTLR JW2992 ECK3015 ygiW conserved protein 13 454.5772 3 1360.7098 -0.0002 39.55 K G 0
9904 SLSDTLEEVLSSSGEK JW3069 ECK3089 yqjD conserved protein 82 840.9123 2 1679.8100 -0.0001 60.15 K S 0
9905 SLSELFMTHPPLDKR JW1818 ECK1828 htpX predicted endopeptidase 27 590.9782 3 1769.9128 -0.0006 43.23 K I 0
9906 SLSTEATAK JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 38 454.2402 2 906.4658 0.0001 18.15 M I 0
9907 SLTEIKDVLASR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 69 666.3790 2 1330.7434 -0.0022 39.74 K G 0
9908 SLTLINWNGFFAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 91 769.9095 2 1537.8044 0.0005 64.23 R T 0
9909 SLTLLAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 34 387.2475 2 772.4804 -0.0002 32.49 K Q 0
9910 SLTPGQEFVK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 20 553.2981 2 1104.5816 0.0001 32.33 K I 0
9911 SLVLGISGGQDSTLAGK JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 47 801.9384 2 1601.8622 -0.0001 43.73 K L 0
9912 SLVNTYQEILK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 34 654.3639 2 1306.7132 0.0001 45.40 K N 0
9913 SLVNTYQEILKNELAEK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 25 664.6931 3 1991.0575 -0.0001 54.79 K E 0
9914 SLVNTYQEILKNELAEKEK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 19 563.0575 4 2248.2009 0.0060 48.58 K N 0
9915 SLVQGMK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 24 381.7132 2 761.4118 0.0013 24.07 R N 0
9916 SLVSDDKK JW2410 ECK2412 crr glucose-specific enzyme IIA component of PTS 26 446.2426 2 890.4706 -0.0002 16.31 K D 0
9917 SLWQDAR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 17 438.2215 2 874.4284 -0.0013 29.67 R R 0
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9918 SLYEADLVDEAK JW2893 ECK2922 pgk phosphoglycerate kinase 75 676.8327 2 1351.6508 0.0001 38.83 K R 0
9919 SLYEADLVDEAKR JW2893 ECK2922 pgk phosphoglycerate kinase 66 754.8829 2 1507.7512 -0.0005 35.98 K L 0
9920 SLYIPYAGPVLLEFPLLNK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 77 1074.1115 2 2146.2084 0.0006 74.99 R G 0
9921 SLYVDTAPMR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 32 576.7896 2 1151.5646 0.0001 34.47 R G 0
9922 SMAVVGCDPSIMGYGPVPASK 57.021465@C:7 JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 69 1062.0019 2 2121.9892 -0.0003 46.83 R L 0
9923 SMDLEQECEQLREELNETNSETK 57.021465@C:8 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 68 938.0822 3 2811.2248 0.0075 51.62 K R 0
9924 SMDLEQECEQLREELNETNSETKR 57.021465@C:8 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 70 990.1128 3 2967.3166 -0.0019 49.53 K K 0
9925 SMDSVMAQYQK JW2051 ECK2060 udk uridine/cytidine kinase 36 644.2889 2 1286.5632 -0.0003 33.66 R T 0
9926 SMEKPSDHAPVWATFR JW1738 ECK1747 xthA exonuclease III 75 929.9488 2 1857.8830 -0.0002 36.89 R R 0
9927 SMIDTGIGGTGK JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 63 568.7840 2 1135.5534 -0.0008 30.56 R A 0
9928 SMIGQLLNVGPSER JW3144 ECK3166 folP 7,8-dihydropteroate synthase 72 750.8958 2 1499.7770 0.0005 50.20 K L 0
9929 SMISPVVCSNIDDFSGLIIK 57.021465@C:8 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 119 1098.0583 2 2194.1020 0.0008 63.54 R A 0
9930 SMLDVVR JW2594 ECK2610 grpE heat shock protein 51 410.2232 2 818.4318 -0.0001 34.34 K K 0
9931 SMLLDSVEPLPLVDVVK JW2665 ECK2685 yqaB predicted hydrolase 45 618.6816 3 1853.0230 0.0011 64.97 R S 0
9932 SMLNPGSALLTLSYLGAER 15.994915@M:2 JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 93 1005.0224 2 2008.0302 0.0005 61.84 R A 0
9933 SMQDPIADMLTR 15.994915@M:9 JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 75 697.3259 2 1392.6372 -0.0005 39.41 M I 0
9934 SMQEVAMSSQEASK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 78 756.8367 2 1511.6588 -0.0007 26.02 R M 0
9935 SMSLLNDVQK 15.994915@M:2 JW5385 ECK2351 yfdN CPS-53 (KpLE1) prophage; predicted protein 11 575.7909 2 1149.5672 -0.0027 53.92 M F 0
9936 SMSPAVEK JW0167 ECK0171 frr ribosome recycling factor 22 424.7129 2 847.4112 0.0003 19.18 R A 0
9937 SMTGHLLGAAGAVESIYSILALR JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 86 1165.6301 2 2329.2456 -0.0007 68.92 K D 0
9938 SMVMTEAQK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 59 512.7436 2 1023.4726 -0.0003 22.16 R E 0
9939 SNCLITHQPDWGSLQIQYR 57.021465@C:3 JW2765 ECK2789 yqcD conserved protein 10 772.7114 3 2315.1124 0.0008 46.47 K G 0
9940 SNDADPGLNVK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 32 565.2779 2 1128.5412 0.0002 23.14 K L 0
9941 SNDGETPEGIGFAIPFQLATK JW3204 ECK3224 degS serine endoprotease, periplasmic 75 1096.5477 2 2191.0808 0.0013 61.53 K I 0
9942 SNDLTVNCLTGK 57.021465@C:8 JW5571 ECK3864 bipA GTP-binding protein 75 661.3244 2 1320.6342 -0.0001 34.05 R K 0
9943 SNDVIQDDVFR JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 60 654.3150 2 1306.6154 0.0001 40.26 K R 0
9944 SNDVSLPILVLTAR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 22 749.4358 2 1496.8570 0.0008 59.52 R E 0
9945 SNELEDALLDLLDNLDKGNIQFDR JW5790 ECK4342 yjiA predicted GTPase 99 920.7949 3 2759.3629 0.0014 80.10 R L 0
9946 SNEYANLVGGER JW1692 ECK1700 pps phosphoenolpyruvate synthase 89 654.8125 2 1307.6104 -0.0001 32.72 K Y 0
9947 SNEYANLVGGERYEPDEENPMLGFR JW1692 ECK1700 pps phosphoenolpyruvate synthase 60 962.7713 3 2885.2921 -0.0006 49.74 K G 0
9948 SNFDVLTR JW5952 ECK4284 yjhU KpLE2 phage-like element; predicted DNA-binding transcriptional regulator 12 476.2486 2 950.4826 0.0006 30.90 R C 0
9949 SNFEFLK JW4313 ECK4340 hsdR endonuclease R 11 442.7299 2 883.4452 0.0013 15.73 K G 0
9950 SNGDGVGGSISYEYEGFGIVGAYGAADR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 63 923.4199 3 2767.2379 0.0017 57.58 R T 0
9951 SNIEEVR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 40 423.7188 2 845.4230 -0.0012 19.95 K A 0
9952 SNILIINGAK JW2996 ECK3019 mdaB NADPH quinone reductase 35 521.8163 2 1041.6180 -0.0002 35.31 M K 0
9953 SNILLIGPTGSGK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 48 628.8636 2 1255.7126 -0.0010 38.42 K T 0
9954 SNILPYQNTL JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 43 581.8090 2 1161.6034 0.0006 48.68 R - 0
9955 SNIQCGSVLLPEMK 57.021465@C:5 JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 71 788.3973 2 1574.7800 0.0004 41.98 R I 0
9956 SNITPTRK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 20 458.7640 2 915.5134 -0.0003 14.58 K A 0
9957 SNKPFHYQAPFPLK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 51 837.4419 2 1672.8692 -0.0034 34.57 M K 0
9958 SNKPFHYQAPFPLKK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 47 901.4914 2 1800.9682 0.0009 29.86 M D 0
9959 SNLEDGVAFAIEK JW3674 ECK3689 yidA predicted hydrolase 80 696.8534 2 1391.6922 -0.0010 46.60 K Y 0
9960 SNLFQGSWNFER JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 60 742.8496 2 1483.6846 0.0002 50.74 R M 0
9961 SNLIGMGILPLEFPQGVTR JW1268 ECK1271 acnA aconitate hydratase 1 80 1021.5591 2 2041.1036 0.0006 65.51 R K 0
9962 SNLPSVFR JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 18 460.2535 2 918.4924 0.0002 35.43 K D 0
9963 SNNALQTIINAR JW0328 ECK0334 codA cytosine deaminase 66 657.8596 2 1313.7046 -0.0004 42.14 M L 0
9964 SNNGSSPLVLWYNQLGMNDVDR JW1692 ECK1700 pps phosphoenolpyruvate synthase 71 1240.0860 2 2478.1574 -0.0023 63.58 M V 0
9965 SNNQVRPVTLTR JW3618 ECK3633 rph ribonuclease PH (pseudogene) 25 462.2598 3 1383.7576 -0.0006 21.87 R N 0
9966 SNNTEPTWFPDSQNLAFTSDQAGRPQVYK JW5100 ECK0729 tolB periplasmic protein 98 1100.1842 3 3297.5308 -0.0017 50.39 R V 0
9967 SNPLGEDFDYRK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 56 720.8410 2 1439.6674 -0.0005 32.32 R E 0
9968 SNPNLDVQMVPVSVMFGR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 44 995.4972 2 1988.9798 -0.0012 60.13 R A 0
9969 SNPQAELIKDVYGIDDALR JW0232 ECK0243 proB gamma-glutamate kinase 40 706.3690 3 2116.0852 0.0050 57.40 R A 0
9970 SNQEPATILLIDDHPMLR JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 46 688.3576 3 2062.0510 -0.0007 50.04 M T 0
9971 SNQNTCINQMPCVSLGEPVER 57.021465@C:6,57.021465@C:12 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 86 1217.0510 2 2432.0874 -0.0009 42.85 R G 0
9972 SNSYDSSSIK JW5625 ECK3691 gyrB DNA gyrase, subunit B 24 544.2487 2 1086.4828 0.0000 19.69 M V 0
9973 SNTFVAELK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 60 504.7718 2 1007.5290 0.0003 34.54 R G 0
9974 SNTGLVIDPYFSGTK JW3897 ECK3918 glpK glycerol kinase 41 799.9065 2 1597.7984 -0.0004 47.81 R V 0
9975 SNTIVLK JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 59 387.7399 2 773.4652 0.0005 23.97 K V 0
9976 SNTPILVDGK JW3985 ECK4017 pgi glucosephosphate isomerase 33 522.2898 2 1042.5650 -0.0008 27.55 R D 0
9977 SNTPILVDGKDVMPEVNAVLEK JW3985 ECK4017 pgi glucosephosphate isomerase 41 790.0859 3 2367.2359 0.0005 53.59 R M 0
9978 SNTPLNVLALNQPENIENR JW3116 ECK3135 yraM conserved protein 47 1068.5561 2 2135.0976 0.0006 49.64 K V 0
9979 SNVHFFSGR JW3606 ECK3621 rfaG glucosyltransferase I 33 350.8423 3 1049.5051 0.0010 26.55 R N 0
9980 SNVPAELK JW2872 ECK2899 gcvH glycine cleavage complex lipoylprotein 33 429.2400 2 856.4654 0.0001 23.08 M Y 0
9981 SNVPALEACPQK 57.021465@C:9 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 81 657.3293 2 1312.6440 -0.0005 26.42 K R 0
9982 SNVPALEACPQKR 57.021465@C:9 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 52 735.3807 2 1468.7468 0.0012 23.95 K G 0
9983 SNVSMLGK JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 47 418.2206 2 834.4266 -0.0003 23.04 R V 0
9984 SNYAVTGLYFYDNDVVQMAK JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 77 1149.5414 2 2297.0682 0.0009 57.78 K N 0
9985 SNYPWFR JW5689 ECK3404 malP maltodextrin phosphorylase 30 485.2327 2 968.4508 0.0004 41.85 R H 0
9986 SPAFDSIMAETLK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 50 705.3533 2 1408.6920 0.0012 50.78 K V 0
9987 SPAGAIQFEAVDAPEIIPDPFDPSK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 100 1306.1497 2 2610.2848 -0.0005 65.27 R K 0
9988 SPAGAIQFEAVDAPEIIPDPFDPSKK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 71 913.8010 3 2738.3812 0.0008 61.86 R R 0
9989 SPAIEEWLR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 50 550.7900 2 1099.5654 -0.0006 46.48 R K 0
9990 SPEEIAVLR JW2876 ECK2903 pepP proline aminopeptidase P II 86 507.2851 2 1012.5556 0.0005 34.21 K R 0
9991 SPEEITLLAVSK JW2918 ECK2946 yggS predicted enzyme 91 643.8637 2 1285.7128 0.0000 44.73 R T 0
9992 SPEWSAFGIRPPLR JW4359 ECK4388 rob DNA-binding transcriptional activator 17 538.2912 3 1611.8518 -0.0004 46.78 R L 0
9993 SPFIHQQFAQQLNIEHPYGR JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 55 603.3056 4 2409.1933 -0.0045 42.04 K V 0
9994 SPFVTSGIR JW2535 ECK2548 glyA serine hydroxymethyltransferase 41 482.2660 2 962.5174 -0.0011 28.98 K V 0
9995 SPGVFFDSDKGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 48 428.5466 3 1282.6180 -0.0012 29.40 R T 0
9996 SPHVAALGSEAGGTLYGLQVLER JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 54 775.7447 3 2324.2123 -0.0001 51.10 K I 0
9997 SPIAGMPVLEVWK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 17 713.8926 2 1425.7706 0.0017 56.98 K A 0
9998 SPIEYVLIQLADPLLRPIRR JW2919 ECK2947 yggT predicted inner membrane protein 54 788.1374 3 2361.3904 0.0009 69.61 R L 0
9999 SPIGELINNK JW5841 ECK2324 prmB N5-glutamine methyltransferase 52 542.8038 2 1083.5930 0.0006 36.23 R F 0

10000 SPLLPQLGLGADYTYSNGYR JW5503 ECK3026 tolC transport channel 30 729.0357 3 2184.0853 0.0001 55.16 R D 0
10001 SPLLTPEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 19 442.7581 2 883.5016 0.0001 21.50 K A 0
10002 SPMVGTFYR JW3223 ECK3242 accB acetyl CoA carboxylase, BCCP subunit 39 529.2606 2 1056.5066 0.0003 33.71 R T 0
10003 SPMYAGVIEGVGPR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 81 716.8664 2 1431.7182 0.0002 41.12 R Y 0
10004 SPNAAEEHLK JW4003 ECK4035 lexA DNA-binding transcriptional repressor 45 548.2750 2 1094.5354 -0.0002 18.04 R A 0
10005 SPQPLMSPAWSPDGSK JW5100 ECK0729 tolB periplasmic protein 57 842.9039 2 1683.7932 0.0005 41.93 R L 0
10006 SPSLFVNAATWGLLFTGK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 55 955.0145 2 1908.0144 0.0001 72.39 R L 0
10007 SPTYWNNAK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 40 540.7595 2 1079.5044 0.0008 25.75 R T 0
10008 SPVEPVQSTAPQPK JW0192 ECK0196 rcsF predicted outer membrane protein, signal 66 732.8881 2 1463.7616 -0.0003 24.09 R A 0
10009 SPVLLALDYNPTGDKEAPVYACLVGK 57.021465@C:22 JW2507 ECK2520 pepB aminopeptidase B 61 930.8170 3 2789.4292 -0.0018 57.37 R G 0
10010 SPVSHYR JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 49 423.2171 2 844.4196 0.0005 16.30 R M 0
10011 SPVSIGGVVVGR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 88 563.8326 2 1125.6506 0.0001 39.26 R V 0
10012 SPVTLEYDLDDAGR JW3564 ECK3580 selA selenocysteine synthase 72 775.8697 2 1549.7248 -0.0011 43.23 R G 0
10013 SQADVDTAHR JW5733 ECK4129 yjdC predicted transcriptional regulator 16 550.2609 2 1098.5072 0.0018 14.84 R L 0
10014 SQAIEGLVK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 41 472.7742 2 943.5338 0.0000 30.06 K A 0
10015 SQAYLGVLVDDLCTLGTKEPYR 57.021465@C:13 JW3719 ECK3734 gidA glucose-inhibited cell-division protein 24 833.4252 3 2497.2538 0.0017 63.02 R M 0
10016 SQDLASQAEESFVEAE JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 92 870.3838 2 1738.7530 -0.0002 52.27 R - 0
10017 SQFFYIHPDNPQQR JW5196 ECK1261 yciO conserved protein 44 592.9525 3 1775.8357 -0.0023 37.20 M L 0
10018 SQGLDDYICK 57.021465@C:9 JW2751 ECK2774 pyrG CTP synthetase 61 599.7742 2 1197.5338 0.0002 34.76 K R 0
10019 SQGLDDYICKR 57.021465@C:9 JW2751 ECK2774 pyrG CTP synthetase 58 677.8241 2 1353.6336 -0.0010 30.81 K F 0
10020 SQGQEEAEKLR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 21 425.5491 3 1273.6255 -0.0007 20.36 R A 0
10021 SQGVAAYGAK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 43 476.2482 2 950.4818 -0.0003 19.52 R E 0
10022 SQILDEAK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 43 452.2428 2 902.4710 0.0001 23.83 R A 0
10023 SQILDEAKAEAEQER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 97 858.9250 2 1715.8354 0.0028 34.74 R T 0
10024 SQILSGIR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 34 437.2610 2 872.5074 -0.0004 28.69 R Q 0
10025 SQLDWLVPHQANLR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 37 559.6337 3 1675.8793 -0.0001 46.47 R I 0
10026 SQLEEIIKK JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 22 544.3215 2 1086.6284 0.0000 27.85 K F 0
10027 SQLITSYSHSK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 33 417.5512 3 1249.6318 0.0016 21.89 K D 0
10028 SQLLTSDLVK JW3119 ECK3138 yraP predicted protein 42 552.3191 2 1102.6236 0.0003 39.19 R S 0
10029 SQLNYSEENLK JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 61 662.8223 2 1323.6300 -0.0005 28.35 R Q 0
10030 SQMITLK JW0655 ECK0650 ybeX predicteed ion transport 40 410.7331 2 819.4516 -0.0008 27.32 R R 0
10031 SQNGAAMSFGR JW0886 ECK0894 pflB pyruvate formate lyase I 72 563.2588 2 1124.5030 -0.0001 26.30 K T 0
10032 SQPEVNDAITK JW1596 ECK1599 ydgH predicted protein 22 601.3065 2 1200.5984 -0.0001 23.37 R A 0
10033 SQPIFNDK JW5689 ECK3404 malP maltodextrin phosphorylase 18 474.7429 2 947.4712 0.0000 24.03 M Q 0
10034 SQPLNADQELVSDVVACQLVIK 57.021465@C:17 JW1891 ECK1901 yecJ predicted protein 29 809.4251 3 2425.2535 0.0012 60.85 M Q 0
10035 SQPVLVQPGQTGAMNSTLWVGPEIQDK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 60 1440.7315 2 2879.4484 -0.0003 53.13 K M 0
10036 SQSMVDGNAYELLLDLFETK JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 60 1137.0558 2 2272.0970 0.0037 77.62 R I 0
10037 SQSNLGITFNDLYEYVAGLK JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 88 1116.5660 2 2231.1174 0.0065 73.67 K Q 0
10038 SQSNPMPIIMVTAK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 34 758.8959 2 1515.7772 -0.0016 44.74 R G 0
10039 SQSSNDVFPTAMHVAALLALR JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 45 743.3881 3 2227.1425 0.0006 62.76 K K 0
10040 SQTNDLDDLDGDTQDFQIHR JW4312 ECK4339 hsdM DNA methylase M 36 778.3476 3 2332.0210 0.0006 42.19 K A 0
10041 SQTVHFQGNPVTVANSIPQAGSK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 71 789.7401 3 2366.1985 0.0006 37.64 M A 0
10042 SQVGMVLNLDK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 51 602.3239 2 1202.6332 0.0003 40.24 R C JW1462
10043 SQVPFAWAPGWNSPQAWNK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 66 1086.0253 2 2170.0360 -0.0024 58.93 R F 0
10044 SQVSTEFIPTR JW0765 ECK0771 moaB molybdopterin biosynthesis protein B 40 632.8304 2 1263.6462 0.0003 35.45 M I 0
10045 SQVTFQYDDGK JW2909 ECK2937 metK methionine adenosyltransferase 1 76 644.2959 2 1286.5772 -0.0006 29.33 K I 0
10046 SRDDLQAVMAMVR JW5058 ECK0420 yajQ predicted nucleotide binding protein 69 746.3738 2 1490.7330 -0.0004 49.35 K G 0
10047 SRDPQLQVVTNK JW5682 ECK3456 dcrB periplasmic protein 66 692.8805 2 1383.7464 -0.0005 22.77 R A 0
10048 SRDTFIR JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 12 447.7437 2 893.4728 0.0010 19.99 K L 0
10049 SREFLMK JW0190 ECK0194 proS prolyl-tRNA synthetase 26 455.7442 2 909.4738 -0.0003 22.80 R D 0
10050 SRLPQNITLTEV JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 45 685.8855 2 1369.7564 -0.0001 40.49 K - 0
10051 SRPSLPER JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 26 471.2623 2 940.5100 0.0010 18.95 K I 0
10052 SRPYLFSNSLAPAIVAASIK JW3592 ECK3607 kbl glycine C-acetyltransferase 62 702.3967 3 2104.1683 0.0004 52.95 R V 0
10053 SRQATSRAR JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 12 516.7864 2 1031.5582 -0.0001 33.57 K Q 0
10054 SRSDVELER JW0101 ECK0104 guaC GMP reductase 37 545.7778 2 1089.5410 -0.0004 18.98 K Q 0
10055 SRVEAAVWVHQER JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 28 522.9425 3 1565.8057 -0.0006 26.11 K I 0
10056 SRVENASPKDE JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 42 616.2999 2 1230.5852 0.0012 15.02 K - 0
10057 SRYEQLAEAIR JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 42 668.3535 2 1334.6924 -0.0018 32.17 R A 0
10058 SSAFEAGQFIMDYLK JW0768 ECK0774 moaE molybdopterin synthase, large subunit 39 853.9084 2 1705.8022 0.0001 66.19 R T 0
10059 SSAIYLLRPTNK JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 53 681.8899 2 1361.7652 -0.0015 32.30 K V 0
10060 SSAKQEELVK JW3206 ECK3226 argR DNA-binding transcriptional dual regulator, L-arginine-binding 39 559.8060 2 1117.5974 -0.0003 17.47 R A 0
10061 SSALNTLTNQK JW5930 ECK3857 yihA GTP-binding protein 79 588.8148 2 1175.6150 0.0005 26.60 K S 0
10062 SSDIQPAPVAGMK JW2861 ECK2888 dsbC protein disulfide isomerase II 68 650.8318 2 1299.6490 -0.0002 27.40 K T 0
10063 SSDYDAIIK JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 44 506.2532 2 1010.4918 -0.0002 32.57 K E 0
10064 SSEAGGSSSFASNNIYDYTNETANDVFDVR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 89 1073.1334 3 3216.3784 0.0028 57.33 R L 0
10065 SSEVYGQTNIGGK JW3897 ECK3918 glpK glycerol kinase 90 670.3283 2 1338.6420 0.0005 24.01 R G 0
10066 SSFADILNHADNVINQQTR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 55 715.0226 3 2142.0460 0.0007 55.91 R M 0
10067 SSFNNINASISSINAYK JW5503 ECK3026 tolC transport channel 98 915.4549 2 1828.8952 -0.0003 45.08 R Q 0
10068 SSFTAMYTAVTTHR JW3467 ECK3485 gor glutathione oxidoreductase 82 786.8764 2 1571.7382 -0.0020 41.51 K Q 0
10069 SSIHSYR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 19 425.2145 2 848.4144 0.0003 16.65 R G 0
10070 SSILDATIFLADKNDFAAMNK JW5295 ECK1807 yoaB conserved protein 32 762.3879 3 2284.1419 0.0011 62.42 K A 0
10071 SSINPFLFPGEGE JW3862 ECK3884 fdhE formate dehydrogenase formation protein 23 697.3360 2 1392.6574 0.0014 59.21 R - 0
10072 SSIPVFGVDALPEALALVK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 53 642.7036 3 1925.0890 0.0016 71.93 K S 0
10073 SSLIIWPESAITDLEINQQPFLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 66 1321.7056 2 2641.3966 -0.0036 71.16 K A 0
10074 SSLIQALLK JW3623 ECK3638 gmk guanylate kinase 51 486.8080 2 971.6014 -0.0001 51.06 K T 0
10075 SSLLNALAGR JW3684 ECK3699 trmE GTPase 59 501.2908 2 1000.5670 0.0005 43.41 K E 0
10076 SSLLNALLGLQK JW4122 ECK4157 rsgA ribosome small subunit-dependent GTPase A 58 628.8821 2 1255.7496 -0.0004 62.11 K E 0
10077 SSLLNALSGFLSYQGSLR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 36 957.0104 2 1912.0062 0.0008 69.76 K I 0
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10078 SSLQFIDPK JW2462 ECK2473 nlpB lipoprotein 17 517.7793 2 1033.5440 -0.0003 36.72 R G 0
10079 SSNTETFVAIR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 60 612.8145 2 1223.6144 -0.0002 35.06 K V 0
10080 SSPGGLLNMVSKRPTTEPLK 15.994915@M:9 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 12 710.0515 3 2127.1327 -0.0032 61.93 K E 0
10081 SSPHLELLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 27 351.2013 3 1050.5821 -0.0001 31.08 K K 0
10082 SSSSLLPELSAEANPFR JW5539 ECK3222 yhcB conserved protein 61 902.9578 2 1803.9010 0.0009 56.28 K N 0
10083 SSSVETMPDLPLK JW1692 ECK1700 pps phosphoenolpyruvate synthase 87 702.3581 2 1402.7016 0.0003 42.25 K V 0
10084 SSTAVNLALALAAEGAK JW2100 ECK2106 mrp antiporter inner membrane protein 56 793.9409 2 1585.8672 -0.0002 56.26 K V 0
10085 SSVDILVPDLPESVADATVATWHK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 78 1275.6570 2 2549.2994 -0.0018 64.83 M K 0
10086 SSVGFLIVR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 53 489.2927 2 976.5708 0.0003 42.26 K L 0
10087 SSVGHIR JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 34 378.2112 2 754.4078 -0.0007 16.10 K D 0
10088 SSWQEVNELIAASNVYTIK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 49 718.0364 3 2151.0874 0.0027 63.08 R N 0
10089 SSYHADLQAK JW0623 ECK0621 lipA lipoate synthase 41 560.2747 2 1118.5348 -0.0007 18.93 R G 0
10090 SSYLDYAMSVIVGR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 95 780.8887 2 1559.7628 -0.0025 66.75 K A 0
10091 STAESIVYSALETLAQR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 98 919.9785 2 1837.9424 0.0003 69.11 K S 0
10092 STCGCGSSFSI 57.021465@C:3,57.021465@C:5 JW0152 ECK0155 yadR conserved protein 53 581.7288 2 1161.4430 0.0000 38.28 K - 0
10093 STCTGVEMFR 57.021465@C:3 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 69 594.2625 2 1186.5104 -0.0006 32.73 K K JW3943
10094 STCTGVEMFRK 57.021465@C:3 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 51 658.3102 2 1314.6058 -0.0002 25.18 K L JW3943
10095 STFISSVK JW3997 ECK4029 malM maltose regulon periplasmic protein 45 434.7423 2 867.4700 -0.0001 28.20 R G 0
10096 STFIVGFPGETEEDFQMLLDFLK JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 59 888.4364 3 2662.2874 -0.0001 80.26 R E 0
10097 STFLLDSLGK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 32 540.8005 2 1079.5864 0.0002 47.69 K Q 0
10098 STFQQLPGTGVKPDQFHSQTR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 29 787.0638 3 2358.1696 -0.0021 32.56 R E 0
10099 STGADFGCQPVMSLTSSLIAVR 57.021465@C:8 JW4013 ECK4045 alr alanine racemase 1, PLP-binding, biosynthetic 79 1149.0664 2 2296.1182 -0.0009 63.09 R E 0
10100 STGEAMELMEQLASK JW0451 ECK0456 acrB multidrug efflux system protein 76 812.8812 2 1623.7478 -0.0005 55.16 K L 0
10101 STGEVMGVGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 74 496.7452 2 991.4758 0.0003 23.79 R T 0
10102 STGHAGGIHNWR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 28 431.5455 3 1291.6147 -0.0022 18.41 K I 0
10103 STGIADTVLFGPEPEFFLFDDIR JW3841 ECK3863 glnA glutamine synthetase 67 1293.6403 2 2585.2660 -0.0028 77.58 R F 0
10104 STGSYSLVTQQPLGGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 74 811.9222 2 1621.8298 -0.0013 35.10 R A 0
10105 STGWGGYLVVGYNF JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 26 760.3652 2 1518.7158 0.0016 65.52 R - 0
10106 STHHYTDSVGGILR JW0451 ECK0456 acrB multidrug efflux system protein 53 771.8861 2 1541.7576 -0.0010 27.57 K S 0
10107 STIFPNMIGLTIAVHNGR JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 71 971.0218 2 1940.0290 -0.0011 55.06 R Q 0
10108 STIIGDAAVR JW1865 ECK1877 argS arginyl-tRNA synthetase 30 501.7824 2 1001.5502 -0.0003 28.55 R T 0
10109 STLFNALTK JW1194 ECK1191 ychF predicted GTP-binding protein 53 497.7821 2 993.5496 0.0002 41.10 K A 0
10110 STLNIPGTGGK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 53 522.7875 2 1043.5604 -0.0006 29.09 R S 0
10111 STLNLPETGFPMR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 43 731.8708 2 1461.7270 -0.0015 46.99 K G 0
10112 STLTPVVISNMDEIK JW2410 ECK2412 crr glucose-specific enzyme IIA component of PTS 78 823.9375 2 1645.8604 0.0007 47.67 K E 0
10113 STLTPVVISNMDEIKELIK JW2410 ECK2412 crr glucose-specific enzyme IIA component of PTS 35 710.7290 3 2129.1652 -0.0001 60.65 K L 0
10114 STMDHYAASNPLNK JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 20 516.9089 3 1547.7049 0.0011 28.49 K E 0
10115 STMMAGLSYAHFTQYGYLR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 51 733.0115 3 2196.0127 -0.0006 49.88 K T 0
10116 STPFAAQVAAER JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 73 624.3227 2 1246.6308 0.0002 30.52 K C 0
10117 STPTLLSLMDEGVR JW5243 ECK1492 ydeN conserved protein 87 759.8950 2 1517.7754 -0.0005 57.67 K F 0
10118 STPYCTDIGK 57.021465@C:5 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 24 571.2631 2 1140.5116 -0.0004 24.47 R M 0
10119 STQVYGQDVWLPAETLDLIR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 36 768.7342 3 2303.1808 0.0009 66.59 K E 0
10120 STRGEVLAVGNGR JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 33 439.2405 3 1314.6997 -0.0008 21.25 K I 0
10121 STSDDIHNTTATGK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 21 724.3372 2 1446.6598 0.0013 17.58 M C 0
10122 STTWFVGADWLAEHIDDPEIQIIDAR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 62 1000.1574 3 2997.4504 -0.0005 72.49 M M 0
10123 STVEAIWAGIK JW3722 ECK3738 asnA asparagine synthetase A 55 587.8271 2 1173.6396 0.0002 49.12 K A 0
10124 STVGHDLNLDVCSK 57.021465@C:12 JW3907 ECK3928 rpmE 50S ribosomal subunit protein L31 72 772.8722 2 1543.7298 -0.0002 32.02 R C 0
10125 STVGTITEIHDYLR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 31 535.6145 3 1603.8217 0.0012 43.77 R L 0
10126 STVLAPTTVVTR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 38 622.8636 2 1243.7126 -0.0009 33.09 R Q 0
10127 SVAAVGHDAK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 35 477.7534 2 953.4922 -0.0008 14.92 K Q 0
10128 SVAEAANTPVALVFGR JW2516 ECK2529 yfhQ predicted methyltransferase 32 801.4341 2 1600.8536 -0.0036 53.44 K E 0
10129 SVAIALR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 50 365.2345 2 728.4544 0.0001 26.84 R N 0
10130 SVALEEGAILAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 74 614.8484 2 1227.6822 -0.0001 40.56 K F 0
10131 SVANAEQMDR 15.994915@M:8 JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 38 568.7551 2 1135.4956 0.0029 16.13 R L 0
10132 SVANAIIAACDEVLNNGK 57.021465@C:10 JW4099 ECK4133 aspA aspartate ammonia-lyase 69 929.9702 2 1857.9258 0.0005 56.95 K C 0
10133 SVANSQDIDLVVDANAVAYNSSDVK JW0173 ECK0177 hlpA periplasmic chaperone 54 865.4242 3 2593.2508 0.0000 52.11 K D 0
10134 SVANSQDIDLVVDANAVAYNSSDVKDITADVLK JW0173 ECK0177 hlpA periplasmic chaperone 105 1150.5811 3 3448.7215 0.0006 62.93 K Q 0
10135 SVCISINEVVCHGIPDDAK 57.021465@C:3,57.021465@C:11 JW0163 ECK0166 map methionine aminopeptidase 37 705.0078 3 2112.0016 0.0036 47.75 K L 0
10136 SVDALLIDDIQFFANK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 57 904.9762 2 1807.9378 0.0023 69.60 R E 0
10137 SVDDVIAQVK JW2904 ECK2932 speB agmatinase 58 537.2955 2 1072.5764 0.0001 36.78 R Q 0
10138 SVDEAANSDIVDK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 91 681.8223 2 1361.6300 -0.0010 25.56 R L 0
10139 SVDEAANSDIVDKLVAEL JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 77 944.4815 2 1886.9484 0.0012 67.18 R - 0
10140 SVDEAIAACGDVPEIMVIGGGR 57.021465@C:9 JW0047 ECK0049 folA dihydrofolate reductase 45 739.3610 3 2215.0612 -0.0001 55.14 K V 0
10141 SVDGIQVGEGR JW5606 ECK3762 ilvE branched-chain amino-acid aminotransferase 26 558.7859 2 1115.5572 0.0002 27.78 R C 0
10142 SVDPNTASPYASYLQYGHIAGIDEILEGK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 51 1036.8439 3 3107.5099 0.0011 63.31 R K 0
10143 SVDTPVIGLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 31 514.8025 2 1027.5904 -0.0009 35.72 R E 0
10144 SVDVGTWIAGVGYR JW0799 ECK0803 ompX outer membrane protein 82 740.3832 2 1478.7518 0.0000 51.80 R F 0
10145 SVDVGTWIAGVGYRF JW0799 ECK0803 ompX outer membrane protein 52 813.9173 2 1625.8200 0.0000 61.10 R - 0
10146 SVEEILGK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 51 437.7477 2 873.4808 0.0002 30.91 K - 0
10147 SVEELNTELLNLLR JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 98 821.9549 2 1641.8952 0.0015 66.05 K E 0
10148 SVEENLALFEK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 67 639.8328 2 1277.6510 0.0007 43.44 R M 0
10149 SVEFAVFAGPANDPK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 20 774.8876 2 1547.7606 -0.0012 46.68 K G 0
10150 SVEYMAAQGVEHLYEVGPGK JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 76 722.0179 3 2163.0319 0.0013 48.67 K V 0
10151 SVFDTLATAAK JW2924 ECK2952 ansB periplasmic L-asparaginase II 63 562.3035 2 1122.5924 0.0005 45.91 K T 0
10152 SVFELTQQHHHDHLICLDCGK 57.021465@C:16,57.021465@C:19 JW0669 ECK0671 fur DNA-binding transcriptional dual regulator 53 858.7372 3 2573.1898 -0.0005 36.22 K V 0
10153 SVFNSAGLEVR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 70 589.8118 2 1177.6090 0.0000 39.63 K E 0
10154 SVFPIQSYSGNSELQYVSYR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 100 1162.5653 2 2323.1160 0.0040 52.29 R L 0
10155 SVGEMAENQFR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 59 634.2902 2 1266.5658 -0.0003 31.03 R V 0
10156 SVGEVMAIGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 51 509.7706 2 1017.5266 -0.0011 32.09 K T 0
10157 SVGGEVIEQPR JW1818 ECK1828 htpX predicted endopeptidase 45 585.8091 2 1169.6036 -0.0004 26.10 R N 0
10158 SVGKLEPGELYYFAGIDEAR JW0175 ECK0179 fabZ (3R)-hydroxymyristol acyl carrier protein dehydratase 46 738.7075 3 2213.1007 0.0004 52.71 K F 0
10159 SVGTQVDDGTLEVR JW3119 ECK3138 yraP predicted protein 84 738.3702 2 1474.7258 -0.0004 31.49 R V 0
10160 SVGVMGDGR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 48 439.2135 2 876.4124 0.0001 20.86 R K 0
10161 SVIEALK JW2751 ECK2774 pyrG CTP synthetase 48 380.2341 2 758.4536 -0.0001 29.43 K H 0
10162 SVITPEIEQK JW1611 ECK1614 hdhA 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 11 572.3159 2 1142.6172 -0.0010 28.71 K M 0
10163 SVITVGPYLR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 29 552.8242 2 1103.6338 0.0001 40.37 R L 0
10164 SVIVCNGYK 57.021465@C:5 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 11 520.2654 2 1038.5162 -0.0006 24.26 R D 0
10165 SVKDDMLK JW0172 ECK0176 yaeT conserved protein 53 468.2468 2 934.4790 -0.0004 21.28 K Q 0
10166 SVLAAWIADESKR JW4171 ECK4209 cpdB 2':3'-cyclic-nucleotide 2'-phosphodiesterase 68 723.3910 2 1444.7674 0.0000 45.09 R A 0
10167 SVLCIGGSWLVPADALEAGDYDR 57.021465@C:4 JW1839 ECK1851 eda multifunctional 2-keto-3-deoxygluconate 6-phosphate aldolase -!- 2-keto-4-hydroxyglutarate aldolase -!- oxaloacetate decarboxylase 91 1232.5942 2 2463.1738 -0.0001 64.90 K I 0
10168 SVLELIEK JW2484 ECK2495 purM phosphoribosylaminoimidazole synthetase 39 465.7789 2 929.5432 -0.0001 45.06 K V 0
10169 SVLQVLHIPDER JW3248 ECK3273 def peptide deformylase 32 469.2644 3 1404.7714 -0.0012 44.70 M L 0
10170 SVMAGVIIR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 69 473.2811 2 944.5476 0.0000 35.89 K A 0
10171 SVMIDASHLPFAQNISR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 70 629.3248 3 1884.9526 0.0009 48.59 R V 0
10172 SVMLAAGDTFR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 20 584.2950 2 1166.5754 0.0002 37.01 K A 0
10173 SVMLQSLNNIR JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 62 637.8498 2 1273.6850 0.0038 39.04 M T 0
10174 SVMTLFSGPTDIYSHQVR JW3198 ECK3218 sspA stringent starvation protein A 27 680.0069 3 2036.9989 -0.0001 50.86 R I 0
10175 SVNDVKADEQILDIGDASAQELAEILK JW2893 ECK2922 pgk phosphoglycerate kinase 74 962.1642 3 2883.4708 -0.0003 71.23 K N 0
10176 SVNIFDK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 33 411.7216 2 821.4286 0.0004 30.21 R T 0
10177 SVNMEPK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 20 402.6997 2 803.3848 0.0001 18.79 R L 0
10178 SVNSMGLGIMGGGSLEEALTELETGR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 136 1304.6329 2 2607.2512 -0.0007 73.84 R A 0
10179 SVPAIFLDR JW0196 ECK0200 gmhB D,D-heptose 1,7-bisphosphate phosphatase 17 509.2901 2 1016.5656 0.0002 44.21 K D 0
10180 SVPGYSNIISMIGMLAER JW1859 ECK1871 yecO predicted methyltransferase 12 969.4964 2 1936.9782 0.0032 73.93 R F 0
10181 SVPVKDTEVVER JW0230 ECK0241 crl DNA-binding transcriptional regulator 59 679.3696 2 1356.7246 -0.0002 22.98 K L 0
10182 SVPVQHPMYIDGQFVTWR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 44 720.6949 3 2159.0629 0.0007 45.92 M G 0
10183 SVQAPLLK JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 29 428.2684 2 854.5222 -0.0002 27.72 K N 0
10184 SVQIEVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 35 415.7401 2 829.4656 -0.0002 24.55 K K 0
10185 SVQQIDWDLALIQK JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 68 828.9522 2 1655.8898 0.0015 56.50 M Y 0
10186 SVSLGVAQPDAYKDK JW2889 ECK2918 yggE conserved protein 58 789.4116 2 1576.8086 -0.0009 30.33 R A 0
10187 SVSQSDRDTLK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 42 618.3151 2 1234.6156 0.0004 17.21 K N 0
10188 SVTAIDISSEK JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 68 575.3035 2 1148.5924 0.0001 28.90 K L 0
10189 SVTFCAR 57.021465@C:5 JW2294 ECK2291 pta phosphate acetyltransferase 22 420.7054 2 839.3962 0.0002 22.90 K S 0
10190 SVTLNVDQPAATCWFHPHQHGK 57.021465@C:13 JW0119 ECK0122 cueO multicopper oxidase (laccase) 19 633.3054 4 2529.1925 -0.0046 38.35 R T 0
10191 SVVNDTDGIVR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 76 587.8068 2 1173.5990 0.0002 28.32 K V 0
10192 SVVNLIHGVR JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 15 365.2206 3 1092.6400 -0.0002 32.62 K D 0
10193 SVVPVADVLQGR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 64 620.3559 2 1238.6972 -0.0009 42.63 M V 0
10194 SVVQTVR JW5503 ECK3026 tolC transport channel 38 394.7349 2 787.4552 0.0000 20.66 R S 0
10195 SVVSCDTDFGVCAHCYGR 57.021465@C:5,57.021465@C:12,57.021465@C:15 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 67 697.2886 3 2088.8440 -0.0012 35.82 R D 0
10196 SVVSGATPVMR JW2101 ECK2107 metG methionyl-tRNA synthetase 35 552.2975 2 1102.5804 0.0000 26.83 K D 0
10197 SVYIAEQLADYFR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 58 787.8963 2 1573.7780 0.0004 61.75 R S 0
10198 SWDYLYEPDPK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 80 706.8220 2 1411.6294 -0.0002 44.99 K A 0
10199 SWQNFMDNFITIR JW3775 ECK3797 hemX uroporphyrinogen III methylase 56 836.4009 2 1670.7872 -0.0003 65.08 K R 0
10200 SWSFGEVK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 37 470.2320 2 938.4494 -0.0002 39.17 R K 0
10201 SWSQGHLQINHHAK JW0786 ECK0790 ybiC predicted dehydrogenase 38 548.2778 3 1641.8116 -0.0007 20.57 R T 0
10202 SWTGLISTGITYK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 100 713.8824 2 1425.7502 0.0000 50.35 K F 0
10203 SWTGLISTGITYKF JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 47 787.4174 2 1572.8202 0.0015 59.05 K - 0
10204 SYAIDPITLPSAR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 46 702.3803 2 1402.7460 0.0004 46.22 R G 0
10205 SYCGFIAIVGRPNVGK 57.021465@C:3 JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 53 579.9749 3 1736.9029 -0.0003 43.61 K S 0
10206 SYGTDVTLGFPINEYNSLR JW0172 ECK0176 yaeT conserved protein 77 1073.5259 2 2145.0372 -0.0004 57.00 K A 0
10207 SYLELWLPMLETNNR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 46 939.9746 2 1877.9346 0.0001 70.30 R S 0
10208 SYLQTYPFIK JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 34 630.3372 2 1258.6598 0.0002 46.46 K S 0
10209 SYPITIASGLFNEPASFLPLK JW3352 ECK3376 aroB 3-dehydroquinate synthase 116 1133.1119 2 2264.2092 0.0000 69.88 R S 0
10210 SYPLDIHNVQDHLK JW0797 ECK0801 dps Fe-binding and storage protein 64 839.9312 2 1677.8478 0.0003 38.60 K E 0
10211 SYREQITYVADRPGHDR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 16 688.3403 3 2061.9991 0.0010 25.55 K R 0
10212 SYTHELIAR JW5550 ECK3959 murI glutamate racemase 50 545.2879 2 1088.5612 -0.0001 23.60 R F 0
10213 SYTHIIR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 36 445.2476 2 888.4806 -0.0011 21.23 R N 0
10214 SYTLPSLPYAYDALEPHFDK JW3879 ECK3901 sodA superoxide dismutase, Mn 83 1164.0646 2 2326.1146 -0.0011 59.01 M Q 0
10215 SYWESHQHEIQPLTR JW3546 ECK3563 yiaJ predicted DNA-binding transcriptional repressor 45 637.6426 3 1909.9060 -0.0010 31.42 K N 0
10216 SYYALAESVK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 70 565.7894 2 1129.5642 -0.0013 35.36 R N 0
10217 TAAALHILVK JW3748 ECK3767 ppiC peptidyl-prolyl cis-trans isomerase C (rotamase C) 69 518.8291 2 1035.6436 -0.0005 31.48 K E 0
10218 TAAALHILVKEEK JW3748 ECK3767 ppiC peptidyl-prolyl cis-trans isomerase C (rotamase C) 14 474.9489 3 1421.8249 0.0006 27.85 K L 0
10219 TAAELQAQSPLALFDELGLR JW2782 ECK2807 ygdK predicted Fe-S metabolism protein 89 1072.0734 2 2142.1322 0.0003 69.80 K A 0
10220 TAAFSLPLLQNLDPELK JW5531 ECK3150 deaD ATP-dependent RNA helicase 44 935.5194 2 1869.0242 -0.0004 68.34 K A 0
10221 TAAFSLPLLQNLDPELKAPQILVLAPTR JW5531 ECK3150 deaD ATP-dependent RNA helicase 57 1010.5847 3 3028.7323 -0.0002 70.87 K E 0
10222 TAAILLDTK JW1666 ECK1672 pykF pyruvate kinase I 11 473.2843 2 944.5540 -0.0002 31.28 K G 0
10223 TAAILLDTKGPEIR JW1666 ECK1672 pykF pyruvate kinase I 21 499.9591 3 1496.8555 -0.0007 36.38 K T 0
10224 TAALIGVDYLAVSFPR JW1843 ECK1855 pykA pyruvate kinase II 33 846.9694 2 1691.9242 -0.0003 61.91 K C 0
10225 TAALVMNIDDMSK JW0174 ECK0178 lpxD UDP-3-O-(3-hydroxymyristoyl)-glucosamine N-acyltransferase 37 704.8438 2 1407.6730 -0.0006 44.80 K R 0
10226 TAAQDGDMIFFGADNKK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 28 610.2887 3 1827.8443 -0.0018 39.26 R I 0
10227 TAAVADYYAPIR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 74 655.8404 2 1309.6662 -0.0004 37.18 R S 0
10228 TAAYLLPALQHLLDFPR JW2560 ECK2574 srmB ATP-dependent RNA helicase 50 647.0320 3 1938.0742 0.0014 68.13 K K 0
10229 TACEVAEISYK 57.021465@C:3 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 57 635.8022 2 1269.5898 -0.0012 29.56 K K 0
10230 TACEVAEISYKK 57.021465@C:3 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 41 466.9029 3 1397.6869 0.0010 24.25 K F 0
10231 TACLPNFHLLR 57.021465@C:3 JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 10 447.9076 3 1340.7010 -0.0013 42.72 K Q 0
10232 TADMIPPLLFPR JW3862 ECK3884 fdhE formate dehydrogenase formation protein 24 685.8784 2 1369.7422 -0.0005 58.06 R L 0
10233 TADQGTNIQTPAQMAK JW4114 ECK4149 frdB fumarate reductase (anaerobic), Fe-S subunit 77 837.9094 2 1673.8042 -0.0001 27.24 R Y 0
10234 TAEDENVVGLQR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 80 665.8332 2 1329.6518 -0.0005 28.32 R V 0
10235 TAEDYLGEPVTEAVITVPAYFNDAQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 67 1435.1981 2 2868.3816 0.0000 64.23 K Q 0
10236 TAEEWNIPDAEGYANSR JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 15 961.9296 2 1921.8446 0.0005 43.94 K T 0
10237 TAEGGAEHVQPITGDNIVNVLDDFR JW2565 ECK2579 yfiF predicted methyltransferase 84 889.7714 3 2666.2924 -0.0012 59.17 R Q 0
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10238 TAEICEHLK 57.021465@C:5 JW3897 ECK3918 glpK glycerol kinase 55 550.7735 2 1099.5324 -0.0007 21.56 R R 0
10239 TAEICEHLKR 57.021465@C:5 JW3897 ECK3918 glpK glycerol kinase 21 419.5522 3 1255.6348 0.0005 19.88 R D 0
10240 TAELLLEVNLGATAIGTGLNTPK JW4099 ECK4133 aspA aspartate ammonia-lyase 43 766.0982 3 2295.2728 0.0043 63.80 R E 0
10241 TAGAYWR JW1709 ECK1717 thrS threonyl-tRNA synthetase 49 412.7058 2 823.3970 -0.0006 24.27 K G 0
10242 TAGGKDLRPALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 23 409.5787 3 1225.7143 0.0000 19.47 R I 0
10243 TAGNVGSLK JW3351 ECK3375 damX predicted protein 34 423.7373 2 845.4600 -0.0006 19.53 K S 0
10244 TAGSSGANPFACIAAGIASLWGPAHGGANEAALK 57.021465@C:12 JW0710 ECK0709 gltA citrate synthase 127 1065.8590 3 3194.5552 -0.0015 76.66 R M 0
10245 TAHQLVLSK JW1666 ECK1672 pykF pyruvate kinase I 31 332.8659 3 995.5759 -0.0006 20.35 K G 0
10246 TAIAEGLAWR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 60 544.2984 2 1086.5822 0.0000 40.71 K I 0
10247 TAIAPVITIDGPSGAGK JW0893 ECK0901 cmk cytidylate kinase 67 784.4372 2 1566.8598 -0.0017 41.16 M G 0
10248 TAIIWEGDDASQSK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 27 760.8651 2 1519.7156 0.0001 36.11 R H 0
10249 TAISDLEVENR JW4215 ECK4251 valS valyl-tRNA synthetase 70 623.8169 2 1245.6192 -0.0008 34.27 R E 0
10250 TAISQFEGYIK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 75 628.8298 2 1255.6450 0.0003 45.93 R L 0
10251 TAIVEGLAQR JW2573 ECK2590 clpB protein disaggregation chaperone 69 529.3035 2 1056.5924 -0.0003 30.92 K I 0
10252 TALAIDAIINQR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 96 649.8747 2 1297.7348 -0.0004 47.60 K D 0
10253 TALAQYR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 35 411.7272 2 821.4398 0.0004 22.46 R E 0
10254 TALGNDYHALFSFDDALAGR JW2507 ECK2520 pepB aminopeptidase B 91 1077.5163 2 2153.0180 0.0003 57.56 K L 0
10255 TALIDHLDTMAER JW0797 ECK0801 dps Fe-binding and storage protein 77 743.3716 2 1484.7286 -0.0007 39.43 R A 0
10256 TALITGALQGIGEGIAR JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 13 547.6492 3 1639.9258 0.0001 55.00 K T 0
10257 TALLVHLLK JW2560 ECK2574 srmB ATP-dependent RNA helicase 59 504.3342 2 1006.6538 0.0000 39.19 K Q 0
10258 TALMTSR 15.994915@M:4 JW1843 ECK1855 pykA pyruvate kinase II 19 398.2047 2 794.3948 -0.0009 16.82 R I 0
10259 TALNFVQTLSGVASK JW0105 ECK0108 nadC quinolinate phosphoribosyltransferase 46 768.4249 2 1534.8352 -0.0002 54.02 R V 0
10260 TALVANPWQLGNVAAMLER JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 104 1027.5459 2 2053.0772 -0.0006 66.23 K A 0
10261 TALYSWLFAR JW2395 ECK2394 gltX glutamyl-tRNA synthetase 58 614.3300 2 1226.6454 0.0006 58.13 R N 0
10262 TAMDDVWLK JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 40 539.7657 2 1077.5168 0.0004 43.09 K L 0
10263 TANDFYIPEDEPFK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 68 843.3884 2 1684.7622 0.0001 48.27 K I 0
10264 TANSGYLTR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 75 491.7509 2 981.4872 -0.0007 22.05 K R 0
10265 TAPHIMVVER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 20 576.8136 2 1151.6126 0.0006 25.25 K D 0
10266 TAPSQVLK JW1049 ECK1047 pyrC dihydro-orotase 17 422.2504 2 842.4862 0.0001 20.62 M I 0
10267 TAPWLENLEGGIDYLK JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 51 909.9668 2 1817.9190 -0.0009 62.58 R A 0
10268 TAQDLPQPLLWPQLQVSEGEK JW3595 ECK3610 rfaF ADP-heptose:LPS heptosyltransferase II 29 793.0850 3 2376.2332 0.0006 58.29 R S 0
10269 TAQPGDHILVMSNGGFGGIHQK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 62 755.3791 3 2263.1155 -0.0011 37.11 K L 0
10270 TAQSVLVR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 45 437.2613 2 872.5080 0.0001 23.30 K W 0
10271 TAQTPGGTGALR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 66 565.3014 2 1128.5882 -0.0005 21.05 R V 0
10272 TARDEVILPYWR JW1117 ECK1117 purB adenylosuccinate lyase 34 759.9063 2 1517.7980 -0.0010 44.03 K Q 0
10273 TASFLYALGWTQHSVGAQNIR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 74 774.0658 3 2319.1756 -0.0003 54.10 K T 0
10274 TASITGACVALVDALQK 57.021465@C:8 JW3618 ECK3633 rph ribonuclease PH (pseudogene) 54 859.4608 2 1716.9070 -0.0008 55.14 R L 0
10275 TASLITVFSVSEDGSVLSK JW0750 ECK0756 ybhE 6-phosphogluconolactonase 15 970.5140 2 1939.0134 -0.0014 59.03 R E 0
10276 TASSDLYQLFR JW2766 ECK2790 ygdH conserved protein 53 650.8304 2 1299.6462 0.0004 50.71 R N 0
10277 TASSGDYNKNQYYGITAGPAYR JW0799 ECK0803 ompX outer membrane protein 27 799.7078 3 2396.1016 -0.0016 33.18 R I 0
10278 TASSLANQYHIDSEQAR JW2487 ECK2498 ppx exopolyphosphatase 22 630.9695 3 1889.8867 0.0001 29.17 R R 0
10279 TATAQQLEYLK JW0458 ECK0463 apt adenine phosphoribosyltransferase 68 633.3402 2 1264.6658 -0.0005 31.83 M N 0
10280 TATPATASQFYTVK JW2640 ECK2659 ygaU predicted protein 59 743.3827 2 1484.7508 -0.0003 33.40 K S 0
10281 TAVAEYPTK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 31 490.2583 2 978.5020 -0.0002 20.98 R S 0
10282 TAVAYPPASLVNTFGEWMAK JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 10 1077.0399 2 2152.0652 -0.0009 66.03 K N 0
10283 TAVDTYR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 31 413.2086 2 824.4026 -0.0002 19.90 K Y 0
10284 TAVGQTIQIGSGITK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 113 737.4169 2 1472.8192 -0.0005 35.80 K G 0
10285 TAVINAASGR JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 48 480.2669 2 958.5192 -0.0003 20.68 R Q 0
10286 TAVINKR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 20 401.2507 2 800.4868 0.0001 15.07 R A 0
10287 TAVNVIGYTDSTGGHDLNMR JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 54 707.6745 3 2120.0017 0.0060 38.13 K L 0
10288 TAWENIIAPQLDAR JW0765 ECK0771 moaB molybdopterin biosynthesis protein B 54 799.4200 2 1596.8254 -0.0005 52.77 R T 0
10289 TAWIHEQAK JW1327 ECK1329 uspE stress-induced protein 46 542.2827 2 1082.5508 0.0000 21.34 R Y 0
10290 TAYWELVR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 34 519.2744 2 1036.5342 0.0000 42.49 R D 0
10291 TAYWELVRDHFAILK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 35 621.3373 3 1860.9901 0.0014 54.78 R V 0
10292 TCAFIDAEHALDPIYAR 57.021465@C:2 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 69 654.9842 3 1961.9308 0.0003 51.75 K K 0
10293 TCIHGDQVLAQPLGADRK 57.021465@C:2 JW5741 ECK4175 rnr exoribonuclease R, RNase R 52 495.5088 4 1978.0061 0.0007 28.95 K G 0
10294 TCPTGAIHFGTK 57.021465@C:2 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 28 430.5480 3 1288.6222 -0.0012 26.43 K E JW1471
10295 TDADAADLITSDCDPYDSEFITGER 57.021465@C:13 JW3975 ECK4007 aceA isocitrate lyase 108 926.3962 3 2776.1668 0.0011 54.51 R T 0
10296 TDAEQAQELAR JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 61 616.2991 2 1230.5836 -0.0003 23.79 K I 0
10297 TDAGMFDVSHMTIVDLR JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 22 636.6379 3 1906.8919 0.0003 56.97 R G 0
10298 TDAQNTAAYIGNGDR JW2203 ECK2207 ompC outer membrane porin protein C 118 783.8600 2 1565.7054 -0.0015 26.00 R A 0
10299 TDAQNTAAYIGNGDRAETYTGGLK JW2203 ECK2207 ompC outer membrane porin protein C 36 829.7289 3 2486.1649 -0.0024 35.57 R Y 0
10300 TDDDLYDTVIGYR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 60 773.3571 2 1544.6996 0.0003 51.23 R G 0
10301 TDDPVEAIEQMEIELSR JW0907 ECK0915 mukB fused chromosome partitioning proteins 89 987.9698 2 1973.9250 0.0000 70.12 R L 0
10302 TDGDQVQINNVNILGR JW0755 ECK0761 ybhC predicted pectinesterase 79 878.4529 2 1754.8912 0.0001 44.84 R Q 0
10303 TDGLDPDQAVVDFYSLGLGEIYPIAASHGR JW5403 ECK2507 der predicted GTP-binding protein 122 1059.5233 3 3175.5481 0.0019 74.16 K G 0
10304 TDGSPTYNFCVVVDDWDMEITHVIR 57.021465@C:10 JW2395 ECK2394 gltX glutamyl-tRNA synthetase 62 990.4528 3 2968.3366 -0.0006 74.13 R G 0
10305 TDGSSTLASFGER JW1606 ECK1609 ydgA conserved protein 90 664.3093 2 1326.6040 -0.0010 33.11 K V 0
10306 TDIAQLLGK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 50 479.7824 2 957.5502 0.0007 43.87 M D 0
10307 TDIDKIR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 37 430.7450 2 859.4754 -0.0009 21.21 K T 0
10308 TDIDLTK JW2599 ECK2614 yfjF predicted protein 24 403.2188 2 804.4230 0.0001 25.20 R N 0
10309 TDINQALNR JW2573 ECK2590 clpB protein disaggregation chaperone 58 522.7750 2 1043.5354 -0.0006 26.58 R L 0
10310 TDIPVAGGAVKPLMR JW0646 ECK0644 rihA ribonucleoside hydrolase 1 34 508.9568 3 1523.8486 -0.0009 36.13 R E 0
10311 TDITELEAFR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 99 597.8045 2 1193.5944 0.0017 47.66 K K 0
10312 TDITELEAFRK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 43 661.8507 2 1321.6868 -0.0009 38.33 K Q 0
10313 TDIVETLFGIR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 89 632.3509 2 1262.6872 0.0002 64.46 R E 0
10314 TDIVEYVR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 36 497.7638 2 993.5130 0.0000 35.48 K A 0
10315 TDKDSLFWGEQTIER JW0988 ECK0994 yccJ predicted protein 16 608.9633 3 1823.8681 -0.0008 42.58 K K 0
10316 TDKETPYVPIPEGGVK JW5791 ECK4344 yjiY predicted inner membrane protein 20 577.3051 3 1728.8935 0.0000 34.45 R I 0
10317 TDKFIVR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 56 439.7589 2 877.5032 0.0012 21.58 R R 0
10318 TDKLTSLR JW0007 ECK0008 talB transaldolase B 56 467.2717 2 932.5288 -0.0002 20.75 M Q 0
10319 TDKPQPVNALLK JW5503 ECK3026 tolC transport channel 34 662.3854 2 1322.7562 0.0004 30.62 K E 0
10320 TDKVYYHHTGHIGGIK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 80 913.4706 2 1824.9266 -0.0004 19.82 R Q 0
10321 TDLDKLVIEMETNGTIDPEEAIR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 90 1301.6502 2 2601.2858 0.0016 62.90 R R 0
10322 TDLDKLVIEMETNGTIDPEEAIRR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 78 920.1359 3 2757.3859 0.0004 59.06 R A 0
10323 TDLEYVLPDGSK JW4285 ECK4313 uxuA mannonate hydrolase 55 668.8349 2 1335.6552 -0.0006 42.15 R A 0
10324 TDLHGTAVR JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 48 485.2591 2 968.5036 -0.0004 17.88 R V 0
10325 TDLIQRPR JW0361 ECK0366 hemB porphobilinogen synthase 25 499.7905 2 997.5664 -0.0004 21.32 M R 0
10326 TDLNYLQGVDGPIGR JW0466 ECK0471 gsk inosine/guanosine kinase 70 809.4147 2 1616.8148 -0.0010 46.47 R C 0
10327 TDPTSAFGGIIAFNR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 72 783.8993 2 1565.7840 0.0003 55.48 K E 0
10328 TDSTNLSQDAVNMVR JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 39 825.8912 2 1649.7678 -0.0001 42.02 R G 0
10329 TDSVANRR JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 25 459.7413 2 917.4680 0.0002 13.67 K L 0
10330 TDTATDKDYLDIER JW0915 ECK0923 pepN aminopeptidase N 53 828.3917 2 1654.7688 0.0002 32.13 R V 0
10331 TDTFLFHYNFPPYSVGETGMVGSPK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 71 931.1082 3 2790.3028 0.0028 57.28 R R 0
10332 TDTLLEISVLPLDSYAKPDIEANYQGR JW3474 ECK3490 slp outer membrane lipoprotein 51 1007.8518 3 3020.5336 -0.0006 62.17 K L 0
10333 TDTSDADGQIVEERPVTFSAEQLAAALDTFR JW3135 ECK3155 truB tRNA pseudouridine synthase 89 1118.5413 3 3352.6021 -0.0036 67.72 R G 0
10334 TDVLDLTINTR JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 87 630.8435 2 1259.6724 0.0003 45.39 K G 0
10335 TDVLIDEVR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 84 530.2879 2 1058.5612 0.0005 36.22 K A 0
10336 TEALEPFHPDR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 49 656.3195 2 1310.6244 -0.0010 29.21 K I 0
10337 TEANIIR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 46 408.7326 2 815.4506 0.0005 22.18 K A 0
10338 TECAVDAIR 57.021465@C:3 JW1839 ECK1851 eda multifunctional 2-keto-3-deoxygluconate 6-phosphate aldolase -!- 2-keto-4-hydroxyglutarate aldolase -!- oxaloacetate decarboxylase 51 517.7502 2 1033.4858 -0.0003 25.03 R A 0
10339 TEDEMGLR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 39 475.7160 2 949.4174 0.0000 24.13 R V 0
10340 TEDIDLINVINEETLLQQPEER JW0202 ECK0212 gloB predicted hydroxyacylglutathione hydrolase 78 871.1077 3 2610.3013 -0.0012 63.87 R F 0
10341 TEEEQFAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 21 505.2324 2 1008.4502 -0.0009 21.47 K T 0
10342 TEEFDAIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 43 476.7345 2 951.4544 -0.0005 29.38 K I 0
10343 TEELLTLPANEVLWR JW5692 ECK3388 hslO heat shock protein Hsp33 50 892.4827 2 1782.9508 -0.0008 60.08 K L 0
10344 TEEQLANIAR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 54 572.8013 2 1143.5880 -0.0002 27.67 R G 0
10345 TEEVIAENPGKK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 48 438.9011 3 1313.6815 -0.0011 19.61 K L 0
10346 TEFDKDNGFTVLDACQVNDR 57.021465@C:15 JW2904 ECK2932 speB agmatinase 58 782.0217 3 2343.0433 -0.0005 42.95 R S 0
10347 TEFDVILK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 50 482.7711 2 963.5276 0.0001 43.20 K A 0
10348 TEFLFMDR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 51 529.7525 2 1057.4904 0.0002 48.47 R D 0
10349 TEFLFMDRDALPTEEEQFAAYK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 47 884.4169 3 2650.2289 0.0028 57.38 R A 0
10350 TEGGAVWLDPK JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 43 586.8012 2 1171.5878 0.0006 38.64 K K 0
10351 TEGSDNREENRR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 16 731.8349 2 1461.6552 -0.0002 13.39 R N 0
10352 TEIDKHIYLR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 45 644.3564 2 1286.6982 0.0001 25.13 K N 0
10353 TEIEDVLILEPR JW2023 ECK2032 rfbC dTDP-4-deoxyrhamnose-3,5-epimerase 55 713.8938 2 1425.7730 0.0016 53.66 R V 0
10354 TELDIEK JW2594 ECK2610 grpE heat shock protein 27 424.2242 2 846.4338 0.0003 25.06 R A 0
10355 TELEGIFNDSTLLADLDSALPEGSVR JW1220 ECK1227 purU formyltetrahydrofolate hydrolase 144 1381.6901 2 2761.3656 -0.0001 73.28 R E 0
10356 TELLKELDR JW0099 ECK0102 yacF conserved protein 47 558.8165 2 1115.6184 -0.0002 33.48 R Q 0
10357 TELPIGAYQVSGEYAMIK JW0361 ECK0366 hemB porphobilinogen synthase 85 985.5007 2 1968.9868 0.0002 51.91 R F 0
10358 TEMAKGSVTHQR 15.994915@M:3 JW1776 ECK1785 yeaK conserved protein 10 454.2249 3 1359.6529 -0.0035 28.93 M L 0
10359 TEMDEYIR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 21 528.7369 2 1055.4592 -0.0002 31.40 K N 0
10360 TENLYILPASQTR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 91 753.4013 2 1504.7880 -0.0004 39.68 R D 0
10361 TEPKPVAQTPK JW3351 ECK3375 damX predicted protein 48 598.3375 2 1194.6604 -0.0004 18.51 K R 0
10362 TEPLQITTELPGR JW0452 ECK0457 acrA multidrug efflux system 62 727.8961 2 1453.7776 0.0001 42.20 K T 0
10363 TEPTYTLYATFDNIGGLK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 22 1002.5036 2 2002.9926 0.0039 59.00 R A 0
10364 TEQLQLDTAMWDTAQAK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 126 975.4676 2 1948.9206 0.0005 49.69 K D 0
10365 TEQQLTAMK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 52 525.2684 2 1048.5222 0.0000 23.25 K V 0
10366 TEQQYENATR JW1178 ECK1177 dadA D-amino acid dehydrogenase 58 620.2834 2 1238.5522 -0.0005 18.55 R D 0
10367 TEQTQPAAPAKPTSDIPN JW3142 ECK3164 secG preprotein translocase membrane subunit 69 933.4652 2 1864.9158 -0.0008 26.53 K - 0
10368 TESEEMLAK 15.994915@M:6 JW1666 ECK1672 pykF pyruvate kinase I 34 527.2420 2 1052.4694 -0.0001 18.38 K M 0
10369 TESFAQLFEESLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 103 764.8806 2 1527.7466 0.0011 61.22 M E 0
10370 TESFAQLFEESLKEIETRPGSIVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 80 922.8146 3 2765.4220 -0.0014 66.99 M G 0
10371 TETKDFLPGMLDATAGGVVQADEQLLESAR JW2296 ECK2293 yfcD predicted NUDIX hydrolase 56 1054.8576 3 3161.5510 -0.0039 68.52 R R 0
10372 TETMILRDPFDA JW4135 ECK4173 purA adenylosuccinate synthetase 40 704.8415 2 1407.6684 -0.0019 51.44 R - 0
10373 TETQQTFVNGLLGFITLGIYTPLEAR JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 47 961.5157 3 2881.5253 0.0028 80.30 K V 0
10374 TEVELLK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 27 416.2446 2 830.4746 -0.0002 29.14 R T 0
10375 TEVTYGDVTLDFGKPFEK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 97 1023.5090 2 2045.0034 0.0043 52.36 K L 0
10376 TEYCGQLR 57.021465@C:4 JW1855 ECK1867 aspS aspartyl-tRNA synthetase 21 513.7372 2 1025.4598 -0.0001 21.84 R L 0
10377 TEYELACMR 57.021465@C:7 JW3823 ECK3839 pepQ proline dipeptidase 27 586.7569 2 1171.4992 -0.0009 32.97 K E 0
10378 TFAHVDPVKEPIPVIPTCHYMMGGIPTK 57.021465@C:18 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 41 784.6509 4 3134.5745 -0.0011 46.29 R V 0
10379 TFAIISHPDAGK JW5873 ECK4366 prfC peptide chain release factor RF-3 51 628.8344 2 1255.6542 -0.0017 29.58 R T 0
10380 TFAISPGHMNQLR JW0466 ECK0471 gsk inosine/guanosine kinase 12 491.2536 3 1470.7390 -0.0011 34.90 R A 0
10381 TFAYTNHTLMPEALER JW5689 ECK3404 malP maltodextrin phosphorylase 77 947.4611 2 1892.9076 -0.0014 41.76 K W 0
10382 TFCAHAPGAVEPLQSAIK 57.021465@C:3 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 17 632.9927 3 1895.9563 -0.0001 36.76 K Y 0
10383 TFCIPHGGGGPGMGPIGVK 57.021465@C:3 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 43 613.6392 3 1837.8958 -0.0008 39.92 K A 0
10384 TFDDKAPETVK JW0514 ECK0518 ppiB peptidyl-prolyl cis-trans isomerase B (rotamase B) 53 625.8166 2 1249.6186 -0.0004 22.48 K N 0
10385 TFDLDELVTTLSGGNGAGK JW0907 ECK0915 mukB fused chromosome partitioning proteins 11 947.9752 2 1893.9358 0.0040 68.59 R S 0
10386 TFDNGVICASEQSVVVVDSVYDAVR 57.021465@C:8 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 29 1365.1584 2 2728.3022 0.0009 67.43 K E 0
10387 TFEAIQYYLLK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 55 694.8766 2 1387.7386 0.0000 55.95 K A 0
10388 TFEELLAK JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 25 475.7633 2 949.5120 0.0001 42.08 K H 0
10389 TFEVLATNGDTHLGGEDFDSR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 105 1141.0244 2 2280.0342 0.0048 43.73 K L 0
10390 TFEVTEDESKEK JW0637 ECK0635 leuS leucyl-tRNA synthetase 64 721.3382 2 1440.6618 -0.0002 23.09 R Y 0
10391 TFGEAACQQELEAFLAHR 57.021465@C:7 JW1615 ECK1618 add adenosine deaminase 36 693.3305 3 2076.9697 0.0009 53.49 R D 0
10392 TFGFGAGR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 12 406.7059 2 811.3972 -0.0004 30.69 R E 0
10393 TFGFGAGREDVWEPDLDVNWGDEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 66 913.7487 3 2738.2243 -0.0006 59.34 R A 0
10394 TFGMEGLFR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 44 529.2603 2 1056.5060 -0.0002 51.70 R Q 0
10395 TFHIGGAASR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 42 339.5139 3 1015.5199 0.0001 22.45 R A 0
10396 TFIGIKEEEINNR JW2300 ECK2297 folX D-erythro-7,8-dihydroneopterin triphosphate 2'-epimerase and dihydroneopterin aldolase 49 521.6104 3 1561.8094 -0.0006 32.44 R Q 0
10397 TFILHDGPPYANGSIHIGHSVNK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 42 619.3198 4 2473.2501 0.0000 36.07 K I 0
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10398 TFLDQTGGLWASGALYGK JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 114 942.9777 2 1883.9408 -0.0009 59.37 R L 0
10399 TFLEHGIR JW1615 ECK1618 add adenosine deaminase 28 486.7668 2 971.5190 0.0002 25.55 K A 0
10400 TFNCGVGMIIALPAPEVDK 57.021465@C:4 JW2484 ECK2495 purM phosphoribosylaminoimidazole synthetase 40 1016.5149 2 2031.0152 -0.0016 58.59 R A 0
10401 TFNEFFVRPLR JW4121 ECK4156 psd phosphatidylserine decarboxylase 47 475.9271 3 1424.7595 0.0031 45.94 R D 0
10402 TFNGTIIFISHDR JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 24 507.5998 3 1519.7776 -0.0007 43.36 K S 0
10403 TFQEILAALGTGDALASK JW5067 ECK0486 ybbN predicted thioredoxin domain-containing protein 12 602.6594 3 1804.9564 -0.0006 66.49 K Y 0
10404 TFQGLILTLQDYWAR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 56 912.9867 2 1823.9588 0.0020 72.94 R Q 0
10405 TFQPSVLK JW3680 ECK3695 rpmH 50S ribosomal subunit protein L34 33 460.2666 2 918.5186 0.0012 29.21 R R 0
10406 TFQPSVLKR JW3680 ECK3695 rpmH 50S ribosomal subunit protein L34 21 359.2137 3 1074.6193 0.0008 25.53 R N 0
10407 TFRDELFEHYK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 11 371.9347 4 1483.7097 0.0000 36.59 K S 0
10408 TFSEAIISGEWK JW3985 ECK4017 pgi glucosephosphate isomerase 68 684.3460 2 1366.6774 0.0006 48.21 K G 0
10409 TFSIIKPNAVAK JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 28 644.8844 2 1287.7542 -0.0008 33.66 R N 0
10410 TFTAKPETVK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 41 561.3137 2 1120.6128 0.0000 20.45 K R 0
10411 TFTAKPETVKR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 33 426.5784 3 1276.7134 -0.0006 19.64 K D 0
10412 TFTDAAEVIGEAWESR JW2101 ECK2107 metG methionyl-tRNA synthetase 56 594.6165 3 1780.8277 0.0009 60.22 K E 0
10413 TFTPSESLSSLSLFLSLAR JW0861 ECK0868 ybjX conserved protein 22 1028.5524 2 2055.0902 0.0014 72.79 R G 0
10414 TFTTQETMTNAHSAR JW3985 ECK4017 pgi glucosephosphate isomerase 43 565.9303 3 1694.7691 0.0008 22.33 K D 0
10415 TFVAFDVVAR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 43 562.8088 2 1123.6030 0.0006 47.58 R Y 0
10416 TFVCVETAYASETQK 57.021465@C:4 JW1769 ECK1778 yeaD conserved protein 62 867.4060 2 1732.7974 -0.0004 39.14 K V 0
10417 TFVHPTSNK JW4312 ECK4339 hsdM DNA methylase M 38 515.7691 2 1029.5236 -0.0006 17.88 R Q 0
10418 TFWITNQQTMTAR JW3927 ECK3946 yijP conserved inner membrane protein 58 799.3937 2 1596.7728 0.0010 43.10 K N 0
10419 TGAAGSLMDVLHHPGMNHR JW2543 ECK2557 tadA tRNA-specific adenosine deaminase 66 667.6562 3 1999.9468 -0.0001 36.46 K V 0
10420 TGAGMMDCK 57.021465@C:8 JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 69 485.6920 2 969.3694 -0.0024 20.26 R K 0
10421 TGAGMMDCKK 57.021465@C:8 JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 30 549.7404 2 1097.4662 -0.0006 17.62 R A 0
10422 TGAVINVK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 44 401.2448 2 800.4750 -0.0006 22.47 K K 0
10423 TGAWSSLLDIIPSMAK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 63 845.4472 2 1688.8798 -0.0008 71.40 R A 0
10424 TGCDLLPETVGR 57.021465@C:3 JW2463 ECK2474 dapA dihydrodipicolinate synthase 25 659.3270 2 1316.6394 0.0000 37.82 R L 0
10425 TGCVEAIASGR 57.021465@C:3 JW5538 ECK3211 nanK predicted N-acetylmannosamine kinase 98 560.7737 2 1119.5328 -0.0014 25.44 R G 0
10426 TGDIGLFR JW2667 ECK2692 alaS alanyl-tRNA synthetase 56 439.7405 2 877.4664 0.0008 35.33 R I 0
10427 TGDIVEYLVK JW0190 ECK0194 proS prolyl-tRNA synthetase 54 568.8135 2 1135.6124 0.0001 47.34 K Q 0
10428 TGDKVELEGK JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 22 359.1922 3 1074.5548 -0.0009 19.07 K Y 0
10429 TGDTVNDEDISNTIR JW0172 ECK0176 yaeT conserved protein 104 825.3841 2 1648.7536 -0.0003 33.38 R A 0
10430 TGDVIEVFEIIEIQR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 41 880.9734 2 1759.9322 -0.0034 67.72 R T 0
10431 TGEDIPITAR JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 56 536.7850 2 1071.5554 -0.0005 28.42 K R 0
10432 TGELSIHCTELR 57.021465@C:8 JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 39 472.5691 3 1414.6855 -0.0020 29.18 K L JW4090
10433 TGEQFERPVTVGYMYMLK 15.994915@M:14 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 66 722.3533 3 2164.0381 0.0050 45.85 R L 0
10434 TGEVIGATQLTEGELIVEAGGR JW1656 ECK1660 ydhQ conserved protein 42 734.0535 3 2199.1387 0.0005 54.55 K A 0
10435 TGEVPADVAAQAR JW5755 ECK4238 yjgF ketoacid-binding protein 78 642.8304 2 1283.6462 -0.0008 26.44 K Q 0
10436 TGFAYADQISLLALEQSAQAAR JW3213 ECK3233 tldD predicted peptidase 66 1162.5980 2 2323.1814 0.0007 61.65 K T 0
10437 TGFNDSLLDIR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 69 625.8222 2 1249.6298 -0.0003 47.87 R Y 0
10438 TGFYMSLIGTPDEQR JW2662 ECK2681 luxS S-ribosylhomocysteinase 44 857.9087 2 1713.8028 -0.0002 51.40 R V 0
10439 TGGDAPDQTTTIVR JW2294 ECK2291 pta phosphate acetyltransferase 85 716.3572 2 1430.6998 -0.0003 24.72 R A 0
10440 TGGLADVIGALPAAQIADGVDAR JW3392 ECK3415 glgA glycogen synthase 14 717.7202 3 2150.1388 0.0057 63.74 K V 0
10441 TGHALLHTLYQQNLK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 70 868.9753 2 1735.9360 -0.0009 30.40 R N 0
10442 TGHWDNYKDAMFTTSSENR JW1709 ECK1717 thrS threonyl-tRNA synthetase 116 1130.4888 2 2258.9630 -0.0021 34.93 K E 0
10443 TGIAFDDSPVPAQNR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 79 794.3912 2 1586.7678 -0.0011 36.34 R S 0
10444 TGIEINPQAIFDIQIK JW5689 ECK3404 malP maltodextrin phosphorylase 57 600.6692 3 1798.9858 0.0028 64.70 R R 0
10445 TGISAAFLGNTAEQVIDHLR JW1327 ECK1329 uspE stress-induced protein 53 705.0393 3 2112.0961 -0.0002 64.09 R C 0
10446 TGKPITPEAENAADWVLNSLADLPQAIK JW0196 ECK0200 gmhB D,D-heptose 1,7-bisphosphate phosphatase 28 988.1883 3 2961.5431 -0.0015 73.83 R K 0
10447 TGKYDAVIALGTVIR JW0405 ECK0409 ribE riboflavin synthase beta chain 103 788.9565 2 1575.8984 0.0000 47.40 K G 0
10448 TGLGLVAVCDAQQQVQGVFTDGDLR 57.021465@C:9 JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 19 1324.1594 2 2646.3042 -0.0029 62.44 R R 0
10449 TGLILDIFAQR JW4131 ECK4169 hflX predicted GTPase 60 623.8614 2 1245.7082 0.0003 60.93 R A 0
10450 TGLKVEER JW5362 ECK2165 yeiP predicted elongtion factor 48 466.2638 2 930.5130 -0.0003 18.64 R F 0
10451 TGLMGER JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 31 382.1918 2 762.3690 -0.0004 22.11 R F 0
10452 TGLMMLVGSINR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 42 646.3473 2 1290.6800 0.0013 50.33 K V 0
10453 TGLPGVAWVR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 56 528.3033 2 1054.5920 -0.0002 44.59 K V 0
10454 TGNAVILR JW0233 ECK0244 proA gamma-glutamylphosphate reductase 82 422.2564 2 842.4982 0.0009 24.48 K G 0
10455 TGNMMQPQLADK JW4215 ECK4251 valS valyl-tRNA synthetase 40 667.3161 2 1332.6176 0.0011 29.44 R I 0
10456 TGNRHDLAVEPPAPTVLQK JW4346 ECK4375 deoB phosphopentomutase 42 511.5295 4 2042.0889 -0.0018 31.10 R L 0
10457 TGNTDSLALQNIGLETDSR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 110 1002.9948 2 2003.9750 -0.0009 46.57 R G 0
10458 TGPEAILELEHMGLPFSR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 57 666.3437 3 1996.0093 0.0006 61.90 K L 0
10459 TGPLNESELEWLDDILTK JW1896 ECK1907 yecA conserved metal-binding protein 105 1037.0227 2 2072.0308 -0.0004 71.82 K Y 0
10460 TGQFDIIR JW3578 ECK3593 lldP L-lactate permease 72 475.2585 2 948.5024 -0.0005 37.66 K S 0
10461 TGQVGWELQR JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 51 587.3042 2 1172.5938 0.0000 33.46 K A 0
10462 TGSAALDLAYVAAGR JW2517 ECK2530 suhB inositol monophosphatase 90 718.3804 2 1434.7462 -0.0003 46.13 R V 0
10463 TGSITSVQAVYVPADDLTDPSPATTFAHLDATVVLSR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 55 1272.6511 3 3814.9315 0.0050 65.42 K Q 0
10464 TGSLIMIFEVEGAAPAAAPAKQEAAAPAPAAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 12 1017.2058 3 3048.5956 0.0004 53.45 K A 0
10465 TGSLNLYVMDLASGQIR JW5100 ECK0729 tolB periplasmic protein 85 919.4776 2 1836.9406 0.0003 59.49 K Q 0
10466 TGTAVVRSSR JW2924 ECK2952 ansB periplasmic L-asparaginase II 11 517.2899 2 1032.5652 -0.0023 16.58 K V 0
10467 TGTGTLSIFGHQMR JW2795 ECK2823 thyA thymidylate synthetase 78 753.3798 2 1504.7450 -0.0005 39.11 R F 0
10468 TGTLFAMEQMGVAPDLTTFAK JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 96 1115.0503 2 2228.0860 0.0003 62.28 R S 0
10469 TGTLTVGKPR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 20 343.8731 3 1028.5975 -0.0004 18.05 K V 0
10470 TGTPAAQIGLK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 16 528.8064 2 1055.5982 0.0007 43.91 K K 0
10471 TGTVLAAVK JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 36 430.2657 2 858.5168 -0.0006 26.15 R L 0
10472 TGTVLTAVLQDHGTLAEHDIYIAGR JW3820 ECK3836 fre flavin reductase 75 884.4646 3 2650.3720 0.0005 50.61 R F 0
10473 TGVGVQDVLER JW2553 ECK2567 lepA GTP binding membrane protein 78 586.8173 2 1171.6200 0.0003 36.34 K L 0
10474 TGVGYPQLSAVIECADAAHGLGGMIVSDGGCTTPGDVAK 57.021465@C:14,57.021465@C:31 JW0101 ECK0104 guaC GMP reductase 109 1277.9365 3 3830.7877 -0.0037 60.78 K A 0
10475 TGVLDQVLDALK JW2978 ECK3003 yqhD alcohol dehydrogenase, NAD(P)-dependent 87 636.3640 2 1270.7134 0.0002 65.57 K G 0
10476 TGVPAYAVDEVILGQVLTAGAGQNPAR JW5453 ECK2842 yqeF predicted acyltransferase 65 889.8083 3 2666.4031 0.0005 68.90 R Q 0
10477 TGVPVVWIK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 28 499.8053 2 997.5960 0.0000 43.80 R R 0
10478 TGVSNTLENEFK JW0173 ECK0177 hlpA periplasmic chaperone 56 669.8300 2 1337.6454 -0.0007 38.01 K G 0
10479 TGWLDTVAVR JW4135 ECK4173 purA adenylosuccinate synthetase 65 559.3038 2 1116.5930 0.0003 45.90 R R 0
10480 TGYAVKPIAGR JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 46 378.2208 3 1131.6406 0.0005 22.35 K C 0
10481 TGYYLDQR JW5898 ECK0958 yccW predicted methyltransferase 46 508.2456 2 1014.4766 -0.0004 27.63 K D 0
10482 THAGIEQAISR JW3975 ECK4007 aceA isocitrate lyase 38 591.8146 2 1181.6146 -0.0006 22.79 R G 0
10483 THAPVDFDTAVASTITSHDAGYINK JW0886 ECK0894 pflB pyruvate formate lyase I 62 658.5729 4 2630.2625 0.0011 46.78 R Q 0
10484 THDNKLQVEAIK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 22 465.9244 3 1394.7514 -0.0003 21.21 M R 0
10485 THDNKLQVEAIKR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 44 517.9582 3 1550.8528 0.0000 20.08 M G 0
10486 THEQTTAAER JW4347 ECK4376 deoD purine-nucleoside phosphorylase 28 572.2733 2 1142.5320 0.0004 13.41 R Q 0
10487 THGQPATPSTIGK JW1117 ECK1117 purB adenylosuccinate lyase 55 647.8409 2 1293.6672 -0.0004 19.52 R E 0
10488 THGSALFTR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 24 495.2617 2 988.5088 -0.0001 21.20 R G 0
10489 THGVDTDYPLDHEFITGGEYR JW5625 ECK3691 gyrB DNA gyrase, subunit B 68 808.0365 3 2421.0877 0.0004 43.20 R R 0
10490 THLHTLSLVAK JW3171 ECK3193 ptsN sugar-specific enzyme IIA component of PTS 58 610.3608 2 1218.7070 -0.0013 25.30 K R 0
10491 THLLHAVGNGIMAR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 45 497.2728 3 1488.7966 -0.0018 28.62 K K 0
10492 THLQDATPLTLGQEISGWVAMLEHNLK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 67 1001.5185 3 3001.5337 0.0005 79.20 R H 0
10493 THLTEDVINAAEK JW2880 ECK2909 serA D-3-phosphoglycerate dehydrogenase 44 720.8697 2 1439.7248 -0.0007 31.34 R L 0
10494 THMAVHPMGKPAVTHYR JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 11 483.9967 4 1931.9577 -0.0035 20.60 R I 0
10495 THNQGVFDVYTPDILR JW0886 ECK0894 pflB pyruvate formate lyase I 70 625.6527 3 1873.9363 0.0041 49.57 K C 0
10496 THSEVLEAVK JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 28 556.8010 2 1111.5874 0.0002 22.41 R V 0
10497 THTALEYK JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 34 481.7511 2 961.4876 0.0007 19.16 R A 0
10498 THTGNYEQWIANYQQTLR JW4285 ECK4313 uxuA mannonate hydrolase 43 741.6906 3 2222.0500 -0.0004 46.45 K N 0
10499 THVDVSDATLTALK JW0328 ECK0334 codA cytosine deaminase 47 490.9318 3 1469.7736 0.0010 34.81 R A 0
10500 THVINVSHHLR JW3979 ECK4011 metH homocysteine-N5-methyltetrahydrofolate transmethylase, B12-dependent 56 438.2459 3 1311.7159 -0.0002 18.89 R Q 0
10501 THYTLALTGK JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 45 552.8057 2 1103.5968 -0.0006 27.44 R V 0
10502 TIADKQADTNQEQAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 16 830.9109 2 1659.8072 0.0009 16.73 K T 0
10503 TIAELVEQFNLPIEK JW0190 ECK0194 proS prolyl-tRNA synthetase 87 872.4787 2 1742.9428 -0.0026 64.72 K T 0
10504 TIAGEIGSSTMPHK JW1117 ECK1117 purB adenylosuccinate lyase 48 714.8611 2 1427.7076 -0.0001 28.72 K V 0
10505 TIAIVIGTHGWAAEQLLK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 62 641.0350 3 1920.0832 -0.0001 53.40 M T 0
10506 TIAMGSSDGLR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 57 554.2763 2 1106.5380 -0.0008 27.06 R R 0
10507 TIAMGSSDGLRR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 23 421.8865 3 1262.6377 -0.0025 23.55 R G 0
10508 TIANLLTA JW2507 ECK2520 pepB aminopeptidase B 61 408.7448 2 815.4750 -0.0002 47.93 R - 0
10509 TIAQQVR JW0518 ECK0522 folD bifunctional 5,10-methylene-tetrahydrofolate dehydrogenase -!- 5,10-methylene-tetrahydrofolate cyclohydrolase 35 408.2402 2 814.4658 -0.0003 19.74 K S 0
10510 TIATENAPAAIGPYVQGVDLGNMIITSGQIPVNPK JW5755 ECK4238 yjgF ketoacid-binding protein 35 888.2213 4 3548.8561 0.0014 64.25 K T 0
10511 TICAGNVVTGEMCEELILSGADIVK 57.021465@C:3,57.021465@C:13 JW0101 ECK0104 guaC GMP reductase 71 1340.1560 2 2678.2974 0.0009 62.76 K V 0
10512 TIDKLAELQER JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 59 658.3642 2 1314.7138 -0.0004 29.87 K F 0
10513 TIDLGLER JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 31 458.7588 2 915.5030 0.0006 37.58 K V 0
10514 TIEDLNAIESCAR 57.021465@C:11 JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 55 746.3584 2 1490.7022 -0.0011 40.99 R R 0
10515 TIEVDDELYSYIASHTK JW0674 ECK0675 seqA regulatory protein for replication initiation 24 661.9895 3 1982.9467 -0.0006 53.82 K H 0
10516 TIEWLNYIATELHK JW1627 ECK1631 gst glutathionine S-transferase 19 577.6421 3 1729.9045 0.0006 63.07 K G 0
10517 TIFCTFLQR 57.021465@C:4 JW2929 ECK2957 yggX protein that protects iron-sulfur proteins against oxidative damage 45 593.3076 2 1184.6006 -0.0006 47.64 R E 0
10518 TIFGEAASR JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 38 476.2479 2 950.4812 -0.0009 27.18 K V 0
10519 TIFHLMPCAEQK 57.021465@C:8 JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 38 492.2449 3 1473.7129 0.0020 37.77 K L 0
10520 TIGLVYRPGSPLR JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 38 714.9198 2 1427.8250 0.0003 36.51 R S 0
10521 TIIDDLGEK JW3135 ECK3155 truB tRNA pseudouridine synthase 11 502.2690 2 1002.5234 0.0002 37.30 R L 0
10522 TIIGDDVFVGSDTQLVAPVTVGK JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 21 777.7538 3 2330.2396 0.0027 56.65 K G 0
10523 TIIGFGSPNK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 40 517.2878 2 1032.5610 0.0007 36.06 K A 0
10524 TIIHLLKPQPR JW4312 ECK4339 hsdM DNA methylase M 28 439.2789 3 1314.8149 0.0013 27.69 K E 0
10525 TIIMPVDVFEMELSDK JW0600 ECK0601 uspG universal stress protein UP12 99 933.9655 2 1865.9164 0.0011 70.21 K A 0
10526 TIKPVKR JW5404 ECK2519 sseB rhodanase-like enzyme, sulfur transfer from thiosulfate 15 421.2845 2 840.5544 0.0000 14.00 K A 0
10527 TILDVGCGSGYHMWR 57.021465@C:7 JW1860 ECK1872 yecP predicted methyltransferase 19 584.6046 3 1750.7920 0.0000 44.57 R M 0
10528 TILEELGEIAFWK JW0811 ECK0817 moeA molybdopterin biosynthesis protein 49 774.9190 2 1547.8234 0.0000 73.16 K L 0
10529 TILVPIDISDSELTQR JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 116 900.4909 2 1798.9672 -0.0004 55.01 R V 0
10530 TILWNGPVGVFEFPNFR JW2893 ECK2922 pgk phosphoglycerate kinase 32 665.0157 3 1992.0253 -0.0003 69.57 K K 0
10531 TILWNGPVGVFEFPNFRK JW2893 ECK2922 pgk phosphoglycerate kinase 33 707.7148 3 2120.1226 0.0019 60.66 K G 0
10532 TINSQLDYSLNSLK JW1606 ECK1609 ydgA conserved protein 71 798.4173 2 1594.8200 -0.0002 45.93 K V 0
10533 TINTLNDTGSMEAVCFLTELHVK 57.021465@C:15 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 54 865.0922 3 2592.2548 -0.0014 61.67 K G 0
10534 TIPLQDQDTR JW5067 ECK0486 ybbN predicted thioredoxin domain-containing protein 27 593.8064 2 1185.5982 -0.0007 24.87 K Y 0
10535 TIPQADAMK 15.994915@M:8 JW0463 ECK0468 adk adenylate kinase 19 495.7497 2 989.4848 -0.0002 18.42 R E 0
10536 TIPSVLTALFCAR 57.021465@C:11 JW3702 ECK3717 phoU DNA-binding transcriptional regulator 46 724.8999 2 1447.7852 -0.0005 64.43 R S 0
10537 TIPVPMVVGHEYVGEVVGIGQEVK JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 11 846.1205 3 2535.3397 -0.0010 57.83 K G 0
10538 TIQQGFEAAK JW3116 ECK3135 yraM conserved protein 39 546.7867 2 1091.5588 -0.0022 26.46 R N 0
10539 TIQVLQR JW2573 ECK2590 clpB protein disaggregation chaperone 31 429.2637 2 856.5128 -0.0003 27.01 R R 0
10540 TISQLYDPEK JW2101 ECK2107 metG methionyl-tRNA synthetase 39 597.3057 2 1192.5968 -0.0006 33.53 R G 0
10541 TISYNLPVYNAFGMIEQEIPK JW0985 ECK0991 cbpA curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 88 1214.1167 2 2426.2188 -0.0003 71.87 R T 0
10542 TITIAELR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 16 458.7767 2 915.5388 0.0000 36.15 K D 0
10543 TITIAELRDEKGELLVPER JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 46 728.0740 3 2181.2002 -0.0003 44.83 K K 0
10544 TITSTEALLPVLDQVR JW1816 ECK1826 kdgR predicted DNA-binding transcriptional regulator 68 878.4959 2 1754.9772 -0.0005 57.59 R E 0
10545 TIVALNPAPAR JW3731 ECK3746 rbsK ribokinase 66 561.8352 2 1121.6558 0.0002 31.77 K E 0
10546 TIVDQELLPYVQVK JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 84 822.9630 2 1643.9114 -0.0019 52.73 R Y 0
10547 TIVDVLDATTTLYNAK JW5503 ECK3026 tolC transport channel 12 579.9803 3 1736.9191 -0.0004 61.59 R Q 0
10548 TIVVYGTR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 41 454.7636 2 907.5126 0.0001 27.59 K - 0
10549 TKAEADISEYITK JW5253 ECK1544 gnsB Qin prophage; predicted protein 26 490.2555 3 1467.7447 -0.0010 32.75 K K 0
10550 TKAEADISEYITKK JW5253 ECK1544 gnsB Qin prophage; predicted protein 58 532.9543 3 1595.8411 0.0003 30.13 K I 0
10551 TKDQFVQPVVK JW1728 ECK1737 osmE DNA-binding transcriptional regulator 67 644.8664 2 1287.7182 -0.0004 24.74 R D 0
10552 TKENLGSGFISLFR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 75 784.9247 2 1567.8348 -0.0008 49.96 K G 0
10553 TKESYKVPYGAVLAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 29 551.9781 3 1652.9125 -0.0013 30.92 R G 0
10554 TKHAVTEASPMVK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 86 699.8742 2 1397.7338 0.0002 18.53 R A 0
10555 TKPASAIAEAIDAGQR JW2918 ECK2946 yggS predicted enzyme 48 533.6215 3 1597.8427 0.0004 35.31 K Q 0
10556 TKPEKLELK JW3611 ECK3626 rpmG 50S ribosomal subunit protein L33 29 543.3315 2 1084.6484 -0.0008 18.88 R K 0
10557 TKPEKLELKK JW3611 ECK3626 rpmG 50S ribosomal subunit protein L33 42 607.3790 2 1212.7434 -0.0006 17.70 R F 0
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10558 TKPHVNVGTIGHVDHGK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 16 599.3239 3 1794.9499 0.0009 20.26 R T JW3943
10559 TKPIVFSGAQPSGELTIGNYMGALR JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 38 869.7916 3 2606.3530 0.0005 53.60 M Q 0
10560 TKPTQHSVK JW2751 ECK2774 pyrG CTP synthetase 23 513.2904 2 1024.5662 -0.0002 13.37 K E 0
10561 TKSWTLVR JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 40 495.7904 2 989.5662 0.0005 25.18 K V 0
10562 TKTGELSIHCTELR 57.021465@C:10 JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 56 548.9505 3 1643.8297 -0.0003 25.41 K L 0
10563 TLAASGIK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 29 380.7318 2 759.4490 0.0000 20.58 R D 0
10564 TLADNFHIPATNMNPVIFAGDKPGQNTK JW4015 ECK4047 aphA acid phosphatase/phosphotransferase, class B, non-specific 16 753.6317 4 3010.4977 0.0009 50.50 K S 0
10565 TLAEGQNVEFEIQDGQK JW1812 ECK1821 cspC stress protein, member of the CspA-family 116 953.4631 2 1904.9116 0.0002 38.54 K G 0
10566 TLAEGQNVEFEIQDGQKGPAAVNVTAI JW1812 ECK1821 cspC stress protein, member of the CspA-family 32 933.8103 3 2798.4091 0.0004 51.69 K - 0
10567 TLAEGQR JW0618 ECK0616 cspE DNA-binding transcriptional repressor 36 387.7089 2 773.4032 0.0001 15.45 K V 0
10568 TLAEGQRVEFEITNGAK JW0618 ECK0616 cspE DNA-binding transcriptional repressor 54 931.9835 2 1861.9524 -0.0008 37.45 K G 0
10569 TLAQDILGK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 64 479.7820 2 957.5494 -0.0001 41.19 R T 0
10570 TLAQEVLGTTK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 76 580.8301 2 1159.6456 0.0008 39.43 R V 0
10571 TLAWKPDIIR JW5794 ECK4349 mdoB phosphoglycerol transferase I 14 404.9080 3 1211.7022 -0.0004 39.20 K L 0
10572 TLCVVQEGFPTYGGLEGGAMER 57.021465@C:3 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 123 1186.0589 2 2370.1032 0.0049 50.73 R L 0
10573 TLDAAAALAAANK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 31 600.8331 2 1199.6516 0.0006 36.53 R R 0
10574 TLDAAAALAAANKR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 48 452.9245 3 1355.7517 -0.0003 33.98 R V 0
10575 TLDDDAAAGVVAQLQAEQGVEK JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 42 743.3735 3 2227.0987 0.0020 51.87 K V 0
10576 TLDDVIEGADIFLGCSGPK 57.021465@C:15 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 71 1003.9901 2 2005.9656 -0.0009 66.69 R V 0
10577 TLDEVQLTLDDK JW2504 ECK2516 yfhM conserved protein 14 463.9083 3 1388.7031 -0.0005 26.20 R G 0
10578 TLDNLASR JW3927 ECK3946 yijP conserved inner membrane protein 34 445.2404 2 888.4662 -0.0003 23.34 K M 0
10579 TLEEEEIAATVAK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 93 702.3664 2 1402.7182 -0.0009 40.41 R C 0
10580 TLEEVEAINLLPAHEFPTDK JW1100 ECK1100 mfd transcription-repair coupling factor 74 756.0579 3 2265.1519 -0.0009 54.29 R A 0
10581 TLEEVTGDQMGVTGVR JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 114 846.4167 2 1690.8188 -0.0007 39.50 R L 0
10582 TLEFLGHK JW1865 ECK1877 argS arginyl-tRNA synthetase 39 315.5113 3 943.5121 -0.0007 30.64 R V 0
10583 TLEGWGYDYYVFDK JW2197 ECK2201 eco ecotin, a serine protease inhibitor 67 878.3988 2 1754.7830 0.0004 56.27 K V 0
10584 TLELMEEVAK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 17 581.8045 2 1161.5944 -0.0007 41.88 R R 0
10585 TLESILMAAGYK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 17 648.8469 2 1295.6792 -0.0002 54.60 R V 0
10586 TLESSAVVIGQR JW2018 ECK2027 wbbJ predicted acyl transferase 69 630.3511 2 1258.6876 -0.0004 33.74 R V 0
10587 TLEWATSSPPPFYNFAVVPHVHER JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 28 696.1000 4 2780.3709 -0.0002 53.78 R D 0
10588 TLFEPGEMVR JW3945 ECK3973 nusG transcription termination factor 30 589.7975 2 1177.5804 0.0004 43.42 K V 0
10589 TLFIDDSEAILDAAAQFGIR JW5865 ECK3386 yrfG predicted hydrolase 48 722.7076 3 2165.1010 0.0007 77.17 R Y 0
10590 TLFLGYSVAGQR JW2363 ECK2362 dsdA D-serine ammonia-lyase 74 656.3563 2 1310.6980 -0.0002 44.33 R L 0
10591 TLFTVSAGGQPAYSQDFAPLPADIR JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 45 874.7779 3 2621.3119 -0.0006 57.73 R H 0
10592 TLGADALEPK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 30 507.7760 2 1013.5374 -0.0019 30.77 R R 0
10593 TLGEFIVEK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 14 518.2898 2 1034.5650 0.0002 39.06 K Q 0
10594 TLGGDLGAAIK JW0622 ECK0620 tatE TatABCE protein translocation system subunit 82 508.2925 2 1014.5704 -0.0004 38.02 R G 0
10595 TLGIGVINFAYYLAK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 23 821.9654 2 1641.9162 0.0032 67.15 R H 0
10596 TLGIVGMGR JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 47 452.2570 2 902.4994 -0.0012 34.06 K I 0
10597 TLGLYPDEVVLR JW3379 ECK3403 malQ 4-alpha-glucanotransferase (amylomaltase) 39 687.8850 2 1373.7554 0.0001 49.70 K G 0
10598 TLGTAACPPYHIAFVIGGTSAETNLK 57.021465@C:7 JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 74 1345.1858 2 2688.3570 -0.0010 49.32 R T JW4083
10599 TLHLADEK JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 24 309.5026 3 925.4860 -0.0009 20.17 K L 0
10600 TLIETGHPK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 32 498.2794 2 994.5442 -0.0006 19.12 K R 0
10601 TLIFAMPGSTK JW0765 ECK0771 moaB molybdopterin biosynthesis protein B 43 583.3180 2 1164.6214 0.0001 48.08 K A 0
10602 TLILNNLEFDHADIFDDLK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 68 749.3832 3 2245.1278 0.0011 62.98 R A 0
10603 TLIQAVAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 51 422.2683 2 842.5220 -0.0004 27.59 R V 0
10604 TLIVEAIVR JW3147 ECK3169 yhbY predicted RNA-binding protein 21 507.3218 2 1012.6290 0.0010 44.05 K E 0
10605 TLIVPPDAPMRPK JW5531 ECK3150 deaD ATP-dependent RNA helicase 21 478.9431 3 1433.8075 0.0011 33.04 R R 0
10606 TLLAETLAR JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 32 494.2957 2 986.5768 0.0009 37.01 K L 0
10607 TLLGTALRPAATR JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 47 447.6048 3 1339.7926 -0.0009 33.22 M V 0
10608 TLLIPEHK JW0404 ECK0408 ribD fused diaminohydroxyphosphoribosylaminopyrimidine deaminase -!- 5-amino-6-(5-phosphoribosylamino) uracil reductase 38 475.7869 2 949.5592 -0.0004 24.74 R G 0
10609 TLLNDKGYQEVITYSFVDPK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 44 777.4018 3 2329.1836 -0.0005 52.89 K V 0
10610 TLLPSSIEALAR JW0749 ECK0755 ybhA predicted hydrolase 20 635.8719 2 1269.7292 0.0001 51.03 K A 0
10611 TLLQYSPSSTNSQPWHFIVASTEEGK JW0567 ECK0570 nfnB dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive 59 969.8094 3 2906.4064 -0.0021 54.66 K A 0
10612 TLLTQFR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 19 439.7582 2 877.5018 -0.0002 35.17 K D 0
10613 TLLTQVAPPGVTAHVVDVAK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 42 672.7211 3 2015.1415 0.0000 45.08 K M 0
10614 TLLTTALR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 51 444.7795 2 887.5444 0.0004 35.29 R H 0
10615 TLLVTTGSEAVENAVK JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 127 816.4458 2 1630.8770 -0.0006 44.41 K I 0
10616 TLNAYMDKEGYSK JW5625 ECK3691 gyrB DNA gyrase, subunit B 46 760.3579 2 1518.7012 -0.0011 26.55 R K 0
10617 TLNDAFIILDESQNTTIEQMK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 30 808.7373 3 2423.1901 0.0012 61.23 R M 0
10618 TLNDAVEVK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 70 494.7695 2 987.5244 0.0009 24.36 R H 0
10619 TLNLNFIK JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 19 481.7872 2 961.5598 0.0002 46.28 R K 0
10620 TLNLNFIKK JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 10 545.8346 2 1089.6546 0.0000 36.91 R L 0
10621 TLNLTALYR JW1843 ECK1855 pykA pyruvate kinase II 57 532.8087 2 1063.6028 0.0003 44.45 R G 0
10622 TLPELSVAALTEIVK JW0741 ECK0747 galT galactose-1-phosphate uridylyltransferase 90 792.4667 2 1582.9188 0.0007 64.10 K T 0
10623 TLPSGHPK JW0230 ECK0241 crl DNA-binding transcriptional regulator 15 418.7350 2 835.4554 0.0003 15.67 M S 0
10624 TLPTTMEFVDIAGLVK JW1194 ECK1191 ychF predicted GTP-binding protein 93 867.9704 2 1733.9262 -0.0011 64.43 R G 0
10625 TLQLLAAGAR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 82 507.3089 2 1012.6032 0.0004 36.22 R E 0
10626 TLQSDAGQLVGGHYEVSGHSIR JW0938 ECK0946 ycbZ predicted peptidase 23 578.5421 4 2310.1393 0.0040 38.22 R L 0
10627 TLQYGEALDDLLTAIK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 77 882.4749 2 1762.9352 0.0001 69.70 R N 0
10628 TLSETIVQLIEDAENKEK JW0939 ECK0947 ycbG conserved protein 39 687.3644 3 2059.0714 0.0028 67.10 K Y 0
10629 TLSNGKPVTK JW3974 ECK4006 aceB malate synthase A 11 348.8728 3 1043.5966 -0.0008 16.06 K A 0
10630 TLSPYLQEVAK JW5873 ECK4366 prfC peptide chain release factor RF-3 32 624.8466 2 1247.6786 0.0026 40.46 M R 0
10631 TLTASSSSR JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 31 455.2350 2 908.4554 -0.0009 17.10 M A 0
10632 TLTATLPAYLNALTGK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 67 824.4701 2 1646.9256 0.0014 61.05 K G 0
10633 TLTAVDCCLMVIDAAK 15.994915@M:10,57.021465@C:7,57.021465@C:8 JW5873 ECK4366 prfC peptide chain release factor RF-3 60 898.9324 2 1795.8502 -0.0016 47.90 R G 0
10634 TLTGHLAMYHFSPTETSR JW5600 ECK3778 rffE UDP-N-acetyl glucosamine-2-epimerase 37 513.0026 4 2047.9813 0.0029 37.52 R Q 0
10635 TLTISDNGVGMTR JW0462 ECK0467 htpG molecular chaperone HSP90 family 87 682.8457 2 1363.6768 0.0004 38.18 R D 0
10636 TLTISDNGVGMTRDEVIDHLGTIAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 53 886.1251 3 2655.3535 -0.0002 51.72 R S 0
10637 TLTKAVAEAYYASR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 11 515.2760 3 1542.8062 0.0020 65.01 R E 0
10638 TLTLLGENTEEGREK JW1264 ECK1266 sohB predicted inner membrane peptidase 45 563.9595 3 1688.8567 -0.0014 30.84 R F 0
10639 TLTLSGMLAEAIR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 81 688.3844 2 1374.7542 0.0002 61.75 R R 0
10640 TLTNGCICCSR 57.021465@C:6,57.021465@C:8,57.021465@C:9 JW5790 ECK4342 yjiA predicted GTPase 61 671.2890 2 1340.5634 -0.0001 24.03 K S 0
10641 TLTQEDVEALEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 64 688.3512 2 1374.6878 0.0000 36.57 R R 0
10642 TLTQTLNEK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 32 524.2879 2 1046.5612 0.0004 23.80 K S 0
10643 TLVAEPSVFLLDEPLSNLDAALR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 73 1242.1732 2 2482.3318 0.0001 73.62 R V 0
10644 TLVAVMENYQQADGR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 76 847.9124 2 1693.8102 0.0009 45.16 R I 0
10645 TLVGDLQPDSGTVK JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 60 715.3796 2 1428.7446 -0.0014 36.15 K W 0
10646 TLVGSEYNTR JW0740 ECK0746 galK galactokinase 44 570.2881 2 1138.5616 -0.0002 25.73 R R 0
10647 TLVLYRPTK JW3147 ECK3169 yhbY predicted RNA-binding protein 31 545.8342 2 1089.6538 -0.0007 27.40 K E 0
10648 TLVPVLGVPVQSAALSGVDSLYSIVQMPR JW0512 ECK0516 purE N5-carboxyaminoimidazole ribonucleotide mutase 46 999.5543 3 2995.6411 -0.0004 77.65 K G 0
10649 TLVSSAMIDR JW0675 ECK0676 pgm phosphoglucomutase 17 546.7891 2 1091.5636 -0.0008 34.87 K V 0
10650 TLWMQLGVINEQAAVLAR JW5130 ECK0956 yccU predicted CoA-binding protein with NAD(P)-binding Rossmann-fold domain 11 671.7044 3 2012.0914 0.0036 61.02 K D 0
10651 TLYYQNTR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 38 529.7672 2 1057.5198 0.0006 23.81 K D 0
10652 TMACGIAGLSVAADSLSAIK 57.021465@C:4 JW0886 ECK0894 pflB pyruvate formate lyase I 123 968.4980 2 1934.9814 0.0010 57.94 R Y 0
10653 TMAMIQLLLGNMGMAGGGVNALR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 91 773.7323 3 2318.1751 0.0021 74.61 R G JW1470
10654 TMAQLFR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 19 433.7305 2 865.4464 -0.0016 34.95 K D 0
10655 TMDIGGDKELPYMNFPK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 41 652.6476 3 1954.9210 0.0043 47.49 R E 0
10656 TMLDTMNHGGR JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 55 616.7786 2 1231.5426 -0.0011 22.82 R I 0
10657 TMLFNIHTLDWDDK JW3897 ECK3918 glpK glycerol kinase 40 583.6153 3 1747.8241 0.0001 54.83 R M 0
10658 TMLFNIHTLDWDDKMLEVLDIPR JW3897 ECK3918 glpK glycerol kinase 63 939.1429 3 2814.4069 -0.0015 68.10 R E 0
10659 TMLYAINGGVDEK JW0886 ECK0894 pflB pyruvate formate lyase I 91 705.8502 2 1409.6858 -0.0001 39.78 K L 0
10660 TMNITSK JW2578 ECK2594 yfiA cold shock protein associated with 30S ribosomal subunit 28 397.7073 2 793.4000 -0.0003 20.38 M Q 0
10661 TMNLGTVSEER JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 54 618.7974 2 1235.5802 -0.0014 29.07 R R 0
10662 TMNLGTVSEERR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 35 464.9017 3 1391.6833 0.0007 25.36 R S 0
10663 TMNTPHGDAITVFDLR JW2662 ECK2681 luxS S-ribosylhomocysteinase 25 596.6301 3 1786.8685 0.0013 44.81 K F 0
10664 TMVDDLKNQLGSTIIVLATVVEGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 34 848.8036 3 2543.3890 0.0012 80.31 R V 0
10665 TMVDILYR JW3193 ECK3213 nanT sialic acid transporter 32 505.7708 2 1009.5270 0.0004 42.09 R G 0
10666 TMVHWWSQK JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 48 601.7919 2 1201.5692 -0.0009 33.76 R E 0
10667 TMYNFNFNVLDPYIVRPVAVAWR JW2343 ECK2340 vacJ predicted lipoprotein 82 929.1475 3 2784.4207 -0.0002 66.58 R D 0
10668 TNAALDTANTISSVK JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 105 753.3939 2 1504.7732 -0.0001 35.17 R R 0
10669 TNAVDVVLMDMSMPGIGGLEATR JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 61 793.0564 3 2376.1474 -0.0014 70.40 R K 0
10670 TNDDFFEMMK JW3756 ECK3775 rho transcription termination factor 72 639.2622 2 1276.5098 -0.0005 49.68 K R 0
10671 TNELKADEER JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 67 602.7938 2 1203.5730 0.0000 17.56 R V 0
10672 TNEQIELLEALLDQQK JW1814 ECK1823 yebO predicted protein 24 629.0022 3 1883.9848 0.0009 66.20 R R 0
10673 TNEQIELLEALLDQQKR JW1814 ECK1823 yebO predicted protein 70 681.0363 3 2040.0871 0.0019 59.55 R Q 0
10674 TNISTIFIR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 30 532.8085 2 1063.6024 -0.0001 44.04 R T 0
10675 TNLCVAVR 57.021465@C:4 JW0347 ECK0353 frmA alcohol dehydrogenase class III/glutathione-dependent formaldehyde dehydrogenase 34 466.7528 2 931.4910 0.0002 27.86 K E 0
10676 TNLFMKPIFSQAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 45 776.9178 2 1551.8210 -0.0021 43.45 K K 0
10677 TNLIGAVAR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 52 457.7745 2 913.5344 0.0000 32.12 R V 0
10678 TNLQEAQPLGNGK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 88 685.3563 2 1368.6980 -0.0017 25.49 R K 0
10679 TNLQEAQPLGNGKK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 69 749.4047 2 1496.7948 0.0003 21.24 R A 0
10680 TNNLMADPEGSFFSVEGGEIR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 75 1135.5240 2 2269.0334 0.0015 56.80 K A 0
10681 TNNSIASSHILALNYDHWHYSVVAR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 81 956.8109 3 2867.4109 0.0007 44.36 R Y 0
10682 TNPLLTPFELPPFSK JW3465 ECK3483 prlC oligopeptidase A 29 850.9673 2 1699.9200 0.0015 63.96 M I 0
10683 TNVAFSDFTPTEYSTK JW5243 ECK1492 ydeN conserved protein 31 904.4219 2 1806.8292 -0.0019 45.33 K G 0
10684 TNVDLQIR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 68 479.7685 2 957.5224 -0.0019 31.23 K I 0
10685 TNVLFFTK JW4312 ECK4339 hsdM DNA methylase M 54 485.2739 2 968.5332 0.0001 43.97 K G 0
10686 TNVPHIFAIGDIVGQPMLAHK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 75 753.4085 3 2257.2037 -0.0004 51.85 R G 0
10687 TPAAEITPR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 67 478.2630 2 954.5114 -0.0019 22.16 K V 0
10688 TPADIMPLYLWLMGDDSR JW1263 ECK1265 yciK predicted oxoacyl-(acyl carrier protein) reductase, EmrKY-TolC system 28 1047.5057 2 2092.9968 0.0007 77.18 K R 0
10689 TPAIPYEDLSVAR JW1178 ECK1177 dadA D-amino acid dehydrogenase 62 716.3772 2 1430.7398 -0.0008 43.84 R Y 0
10690 TPAPDWLAGYWQTK JW1913 ECK1927 yedD predicted protein 60 817.4037 2 1632.7928 -0.0007 55.51 K G 0
10691 TPAQIVIR JW5499 ECK3004 dkgA 2,5-diketo-D-gluconate reductase A 66 449.2792 2 896.5438 -0.0005 27.74 K W 0
10692 TPASFEPSIDYVVTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 88 827.4227 2 1652.8308 0.0012 45.67 R I 0
10693 TPAVIKK JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 46 378.7525 2 755.4904 0.0000 17.93 R A 0
10694 TPDAHFFTEVR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 25 440.5510 3 1318.6312 0.0006 35.68 R Y JW1463
10695 TPEEPVKR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 29 478.2643 2 954.5140 0.0006 16.41 R D 0
10696 TPEGQAPEEIIMDQHEEIEAVEPEASAEQVDPR JW2594 ECK2610 grpE heat shock protein 66 1225.2324 3 3672.6754 0.0016 50.17 K D 0
10697 TPEGYASGSLGPTTAGR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 113 811.3942 2 1620.7738 -0.0004 30.19 K M 0
10698 TPELMQK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 48 423.7229 2 845.4312 -0.0005 22.62 R T 0
10699 TPELNLFK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 51 481.2715 2 960.5284 0.0005 42.85 K E 0
10700 TPETHPLTWR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 37 413.2158 3 1236.6256 0.0006 27.82 R L 0
10701 TPEVALSR JW4291 ECK4319 iadA isoaspartyl dipeptidase 55 436.7459 2 871.4772 0.0009 24.61 R L 0
10702 TPEYDELFSGDPIWATESIGGMGLDGR JW0886 ECK0894 pflB pyruvate formate lyase I 107 1457.1655 2 2912.3164 -0.0008 68.38 R T 0
10703 TPFKLEFYHQGMYFDTPVK JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 17 587.7911 4 2347.1353 0.0007 49.70 K I 0
10704 TPFTDEHLQPFER JW4312 ECK4339 hsdM DNA methylase M 34 539.5948 3 1615.7626 -0.0006 40.11 R V 0
10705 TPGGAPSTSEEVLEELALDYPLPK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 97 1257.1361 2 2512.2576 -0.0008 65.44 K V 0
10706 TPGGEVEFEVIKVEYL JW3148 ECK3170 greA transcription elongation factor 40 904.9692 2 1807.9238 -0.0005 59.37 K - 0
10707 TPGHPEVGYTAGVETTTGPLGQGIANAVGMAIAEK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 86 1132.2358 3 3393.6856 -0.0019 60.63 K T 0
10708 TPGNIAAIRPMK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 58 634.8604 2 1267.7062 -0.0007 27.65 R D 0
10709 TPGQTLLKPTAQ JW1576 ECK1579 speG spermidine N1-acetyltransferase 57 627.8555 2 1253.6964 -0.0014 27.62 K - 0
10710 TPGREDATEDAK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 39 645.3019 2 1288.5892 -0.0003 15.75 K A 0
10711 TPHAWYFQQAGNGIFAR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 44 655.3234 3 1962.9484 -0.0005 46.32 K Q 0
10712 TPHWLIK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 18 447.7635 2 893.5124 0.0001 29.60 R Q 0
10713 TPIAHTMAWPNR JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 20 465.5712 3 1393.6918 -0.0008 30.66 R V 0
10714 TPIGCFR 57.021465@C:5 JW5453 ECK2842 yqeF predicted acyltransferase 26 425.7158 2 849.4170 0.0004 25.77 R G 0
10715 TPIHPNIFYFSTEK JW5625 ECK3691 gyrB DNA gyrase, subunit B 46 565.2906 3 1692.8500 -0.0010 44.79 K D 0
10716 TPKPIAQALAEGK JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 39 441.9265 3 1322.7577 0.0020 27.35 R S 0
10717 TPLIISGPAEDSSEMYKR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 62 665.3364 3 1992.9874 0.0046 37.68 R V 0
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10718 TPMAESIAR JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 47 488.2498 2 974.4850 -0.0004 23.80 R Q 0
10719 TPNIQIIHAGLECGLFK 57.021465@C:13 JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 95 956.0116 2 1910.0086 0.0004 49.88 K K 0
10720 TPNLGKK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 33 379.2319 2 756.4492 -0.0002 15.37 K S 0
10721 TPNQAQYIANILDHDITFGVGPAGTGK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 90 933.4750 3 2797.4032 -0.0004 62.45 R T 0
10722 TPPAAVLLK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 18 455.2915 2 908.5684 -0.0010 32.43 K K 0
10723 TPPAAVLLKK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 46 519.3395 2 1036.6644 0.0000 25.29 K A 0
10724 TPPGAGDEIQLTDAIDMLIEK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 70 1114.0623 2 2226.1100 0.0010 70.55 K E 0
10725 TPPGAGDEIQLTDAIDMLIEKETVEAYHMK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 27 829.6591 4 3314.6073 0.0023 67.65 K G 0
10726 TPQAASPLASWLSYLENLHSK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 77 771.7342 3 2312.1808 0.0008 66.97 R T 0
10727 TPSDVLAVHLLLK JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 22 469.2865 3 1404.8377 0.0037 48.62 K E 0
10728 TPSFAHLQQIPAAIR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 49 550.6422 3 1648.9048 -0.0002 42.21 R G 0
10729 TPSMEQAIGLLSGGNQQK JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 73 929.9699 2 1857.9252 -0.0001 52.65 K V 0
10730 TPTISDEVK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 12 495.2609 2 988.5072 -0.0004 24.90 R Q 0
10731 TPVGNTAAICIYPR 57.021465@C:10 JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 98 766.8964 2 1531.7782 -0.0033 38.16 K F 0
10732 TPVLTSVK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 28 422.7605 2 843.5064 -0.0001 24.25 K K 0
10733 TQANLSETLFKPR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 44 502.2752 3 1503.8038 -0.0007 35.09 M F 0
10734 TQDATHGNSLSHR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 64 475.2264 3 1422.6574 -0.0025 15.63 R V 0
10735 TQDVLLVAQYQFDFGLRPSIAYTK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 38 925.1575 3 2772.4507 0.0021 62.95 K S 0
10736 TQEVVAQEQK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 67 580.3013 2 1158.5880 0.0001 17.78 R D 0
10737 TQFASPVLHSLLDTDAYK JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 40 669.3463 3 2005.0171 0.0014 52.75 M L 0
10738 TQFTGDTASLLVENGR JW2462 ECK2473 nlpB lipoprotein 99 854.9287 2 1707.8428 0.0001 42.45 R G 0
10739 TQGAAAFEGAVIAYEPVWAIGTGK JW3890 ECK3911 tpiA triosephosphate isomerase 149 1204.1182 2 2406.2218 0.0001 63.11 K S 0
10740 TQGLGPANPIASNSTAEGK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 110 906.9602 2 1811.9058 0.0046 30.57 R A 0
10741 TQGVELEIR JW1633 ECK1637 slyB outer membrane lipoprotein 45 522.7876 2 1043.5606 -0.0004 34.06 K K 0
10742 TQIGSLSGGNQQK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 62 659.3411 2 1316.6676 -0.0008 22.10 R V 0
10743 TQIVNWLTR JW5186 ECK1187 dhaL dihydroxyacetone kinase, C-terminal domain 46 565.8197 2 1129.6248 0.0004 44.41 R C 0
10744 TQLIDVIAEK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 60 565.3266 2 1128.6386 -0.0004 41.68 K A 0
10745 TQLIDVIAEKAELSK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 86 829.4721 2 1656.9296 -0.0001 49.54 K T 0
10746 TQLINLFEVADGK JW5930 ECK3857 yihA GTP-binding protein 43 724.3934 2 1446.7722 0.0004 57.48 R R 0
10747 TQLINLFEVADGKR JW5930 ECK3857 yihA GTP-binding protein 77 802.4437 2 1602.8728 0.0000 51.49 R L 0
10748 TQLPSGSELSLYDIAPVTPGVAVDLSHIPTAVK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 135 1125.9398 3 3374.7976 0.0003 64.53 K I 0
10749 TQLQDAVPMTLGQEFR JW4099 ECK4133 aspA aspartate ammonia-lyase 51 917.4615 2 1832.9084 -0.0006 50.07 R A 0
10750 TQMSAAHTPEQITR JW3592 ECK3607 kbl glycine C-acetyltransferase 63 785.8857 2 1569.7568 0.0000 23.73 R A 0
10751 TQNLSVNVGGR JW1656 ECK1660 ydhQ conserved protein 56 572.8072 2 1143.5998 0.0003 26.60 K A 0
10752 TQPDYDYQDGK JW2889 ECK2918 yggE conserved protein 14 665.2826 2 1328.5506 -0.0014 22.49 R S 0
10753 TQPLYDTQVSVSHTTR JW3623 ECK3638 gmk guanylate kinase 18 611.6428 3 1831.9066 0.0001 28.60 K Q 0
10754 TQQEIPNAETMK JW3808 ECK3825 udp uridine phosphorylase 51 695.3372 2 1388.6598 -0.0007 27.02 R Q 0
10755 TQQESLQK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 23 481.2511 2 960.4876 0.0001 16.82 R A 0
10756 TQQIEELQK JW3975 ECK4007 aceA isocitrate lyase 54 558.7984 2 1115.5822 0.0001 24.25 R E 0
10757 TQRPSTCNTVETLLVNK 57.021465@C:7 JW0233 ECK0244 proA gamma-glutamylphosphate reductase 67 654.3420 3 1960.0042 -0.0005 36.81 K N 0
10758 TQSLFANAFGYPATHTIQAPGR JW0740 ECK0746 galK galactokinase 70 783.3974 3 2347.1704 -0.0006 48.32 K V 0
10759 TQTAERPSTTRPAR JW3351 ECK3375 damX predicted protein 18 524.6133 3 1570.8181 0.0006 16.23 K Q 0
10760 TQTAPVATPQELADYDAIIFGTPTR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 88 1338.6784 2 2675.3422 -0.0020 61.63 K F 0
10761 TQTFIPGKDAALEDSIAR JW0888 ECK0896 ycaO conserved protein 57 645.0053 3 1931.9941 -0.0012 39.26 M F 0
10762 TQTGALIMIFDSADGAADAAPAQAEEK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 21 898.0978 3 2691.2716 0.0019 59.48 K K 0
10763 TQTGELSIHCTELR 57.021465@C:10 JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 72 822.9045 2 1643.7944 0.0008 30.20 K L 0
10764 TQTLSQLENSGAFIER JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 90 897.4555 2 1792.8964 0.0009 45.02 M H 0
10765 TQTSGVQIR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 57 495.2724 2 988.5302 0.0001 20.67 R T 0
10766 TQTYNADAIEVLTGLEPVR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 30 1045.5415 2 2089.0684 -0.0006 61.29 M R 0
10767 TQVNNAVSVDEK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 76 652.3279 2 1302.6412 -0.0002 21.70 K D 0
10768 TQVNNAVSVDEKDIEAFK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 30 669.6721 3 2005.9945 -0.0012 39.65 K K 0
10769 TQVNNAVSVDEKDIEAFKK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 55 712.3705 3 2134.0897 -0.0008 35.41 K L 0
10770 TQVVVLGAGPAGYSAAFR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 99 882.4751 2 1762.9356 -0.0008 46.84 K C 0
10771 TRDAINNVEAYFEQHPALLK JW3460 ECK3478 pitA phosphate transporter, low-affinity 28 583.0542 4 2328.1877 0.0015 50.49 R Q 0
10772 TRDNEIVAK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 33 523.2856 2 1044.5566 0.0004 16.75 R L 0
10773 TRDPAVDK JW3582 ECK3597 cysE serine acetyltransferase 39 451.2404 2 900.4662 -0.0001 14.17 R Y 0
10774 TRDPAVDKYSTPLLYLK JW3582 ECK3597 cysE serine acetyltransferase 40 495.7756 4 1979.0733 0.0006 42.48 R G 0
10775 TREELDQEAR JW3837 ECK3859 yihI conserved protein 39 623.8046 2 1245.5946 -0.0003 18.20 K D 0
10776 TREGNDFYHEMTDSNVIDK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 27 568.5056 4 2269.9933 0.0023 38.19 R V 0
10777 TRELEKLENSLGGIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 44 562.9839 3 1685.9299 -0.0012 39.11 R D 0
10778 TRLQEYLQGR JW2551 ECK2565 rnc RNase III 43 632.3431 2 1262.6716 -0.0014 30.64 K H 0
10779 TRLSFETSMHR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 28 455.5628 3 1363.6666 -0.0001 26.59 R L 0
10780 TRPDLSEIFDDSSK JW2294 ECK2291 pta phosphate acetyltransferase 74 805.3885 2 1608.7624 -0.0006 42.25 R A 0
10781 TRPVLEGSFR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 34 581.3219 2 1160.6292 -0.0009 26.32 K H 0
10782 TRRPEVMGGLGGFGALCALPQK 57.021465@C:17 JW2484 ECK2495 purM phosphoribosylaminoimidazole synthetase 50 772.4081 3 2314.2025 -0.0014 44.48 K Y 0
10783 TRSTLNIPGTGGKSK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 19 506.2847 3 1515.8323 -0.0045 63.42 K S 0
10784 TRVPDMSAYR JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 31 598.2974 2 1194.5802 -0.0012 26.09 K K 0
10785 TRVPDMSAYRK JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 35 441.8996 3 1322.6770 0.0005 23.43 K L 0
10786 TRVSLGLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 31 437.2790 2 872.5434 -0.0009 23.29 R Q 0
10787 TSAEALQQAIDDNFWQAEYR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 94 1178.5457 2 2355.0768 0.0002 58.68 K D 0
10788 TSAESILTTGPVVPVIVVK JW1839 ECK1851 eda multifunctional 2-keto-3-deoxygluconate 6-phosphate aldolase -!- 2-keto-4-hydroxyglutarate aldolase -!- oxaloacetate decarboxylase 72 955.5641 2 1909.1136 0.0001 57.12 K K 0
10789 TSAVNWCPNDQTVLANEQVIDGCCWR 57.021465@C:7,57.021465@C:23,57.021465@C:24 JW0637 ECK0635 leuS leucyl-tRNA synthetase 12 1031.7916 3 3092.3530 -0.0009 53.64 K C 0
10790 TSAVVEETR JW3775 ECK3797 hemX uroporphyrinogen III methylase 56 496.2565 2 990.4984 0.0003 19.01 K E 0
10791 TSDFIESR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 37 477.7303 2 953.4460 0.0006 24.31 R E 0
10792 TSDIHETIIK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 49 578.8138 2 1155.6130 -0.0005 23.74 K A 0
10793 TSEDINDALNYR JW2300 ECK2297 folX D-erythro-7,8-dihydroneopterin triphosphate 2'-epimerase and dihydroneopterin aldolase 76 705.8286 2 1409.6426 0.0004 37.54 R T 0
10794 TSEELHHYYEIVWDEEQTHK JW5158 ECK1094 ycfP conserved protein 61 858.3910 3 2572.1512 0.0006 44.42 R F 0
10795 TSEGFFR JW3975 ECK4007 aceA isocitrate lyase 40 422.2033 2 842.3920 -0.0001 28.58 R T 0
10796 TSELFDVWWD JW2926 ECK2954 yggL predicted protein 57 649.2908 2 1296.5670 0.0007 69.90 R - 0
10797 TSGAPLEGLVR JW3135 ECK3155 truB tRNA pseudouridine synthase 15 550.3087 2 1098.6028 -0.0005 36.53 R V 0
10798 TSGCSGMAYVLEFVDEPTPEDIVFEDK 57.021465@C:4 JW2512 ECK2525 iscA FeS cluster assembly protein 34 1012.4566 3 3034.3480 0.0017 70.86 R G 0
10799 TSHAMHDTFR JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 33 401.5167 3 1201.5283 -0.0016 17.96 K E 0
10800 TSHITVVVSDR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 47 607.3303 2 1212.6460 -0.0001 22.76 R - 0
10801 TSHTSIMAR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 37 502.2531 2 1002.4916 0.0000 18.61 R S 0
10802 TSIAWTR JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 19 417.7274 2 833.4402 0.0007 27.28 R I 0
10803 TSIWQWIHHQK JW3974 ECK4006 aceB malate synthase A 50 732.3805 2 1462.7464 -0.0006 40.72 R T 0
10804 TSLGQSIAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 70 452.7583 2 903.5020 -0.0005 22.23 K A 0
10805 TSLIPHQLNIAHDVGR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 53 590.9920 3 1769.9542 0.0006 37.36 R R 0
10806 TSLKDTTVGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 38 359.8682 3 1076.5828 0.0001 19.03 K A 0
10807 TSLLDYIR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 64 490.7742 2 979.5338 0.0000 52.07 K S 0
10808 TSLPGSTGLR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 47 494.7745 2 987.5344 -0.0004 26.57 R F 0
10809 TSLVIAHR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 28 448.7687 2 895.5228 -0.0011 21.14 R L 0
10810 TSNHHDVVLNWLK JW2465 ECK2476 bcp thiol peroxidase, thioredoxin-dependent 53 521.6071 3 1561.7995 -0.0007 37.08 K E 0
10811 TSPSIDVAFQAVDQDALK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 84 952.9836 2 1903.9526 0.0000 52.94 K A 0
10812 TSQAAPVQAQPR JW3904 ECK3925 ftsN essential cell division protein 48 627.3336 2 1252.6526 0.0002 18.74 R Q 0
10813 TSQDADFTAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 70 542.2512 2 1082.4878 -0.0001 20.17 K T 0
10814 TSQLITPLFEYSGACSGCGETPYIK 57.021465@C:15,57.021465@C:18 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 15 927.1028 3 2778.2866 -0.0014 56.51 R L 0
10815 TSQYLLSTLK JW0190 ECK0194 proS prolyl-tRNA synthetase 55 577.3280 2 1152.6414 0.0024 39.28 R E 0
10816 TSSLSILAIAGVEPYQEKPGEEYMNEAQLAHFR JW0141 ECK0144 dksA transcriptional regulator of rRNA transcription, DnaK suppressor protein 95 1226.9418 3 3677.8036 0.0003 57.36 K R 0
10817 TSSTGLVYQVVEAGK JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 48 769.9068 2 1537.7990 0.0004 43.76 K G 0
10818 TSSTGLVYQVVEAGKGEAPK JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 37 674.3577 3 2020.0513 0.0036 43.67 K D 0
10819 TSSTGLVYQVVEAGKGEAPKDSDTVVVNYK JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 15 786.1541 4 3140.5873 -0.0004 46.05 K G 0
10820 TSTFLDVYIER JW0886 ECK0894 pflB pyruvate formate lyase I 69 672.3458 2 1342.6770 0.0002 50.74 R D 0
10821 TSWVYAGK JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 40 456.2350 2 910.4554 0.0007 28.53 R G 0
10822 TSYSEFLSQLANQYASCLKGD 57.021465@C:17 JW5831 ECK1858 znuA zinc transporter subunit -!- periplasmic-binding component of ABC superfamily 43 1191.5500 2 2381.0854 0.0009 69.32 K - 0
10823 TTADYVDAGYWAASAIK JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 61 901.9334 2 1801.8522 0.0001 52.55 K E 0
10824 TTALLTDMNQVLASSAGNAVEVR JW4345 ECK4374 deoA thymidine phosphorylase 49 787.7391 3 2360.1955 -0.0049 60.16 R E 0
10825 TTDELDAIFFGR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 58 692.8410 2 1383.6674 0.0004 59.31 K G 0
10826 TTDVEATVNQIK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 99 659.8453 2 1317.6760 -0.0016 31.96 R A 0
10827 TTDVTGTIELPEGVEMVMPGDNIK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 82 1273.6218 2 2545.2290 -0.0001 62.55 R M JW3943
10828 TTFADVAGCDEAKEEVAELVEYLR 57.021465@C:9 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 47 905.7658 3 2714.2756 0.0012 67.94 K E 0
10829 TTFADVAGCDEAKEEVAELVEYLREPSR 57.021465@C:9 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 20 796.8838 4 3183.5061 0.0032 65.07 K F 0
10830 TTFSLEPDAAFGVPSPDLIQYFSR JW0026 ECK0029 fkpB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 77 1329.6575 2 2657.3004 -0.0009 70.16 K R 0
10831 TTGEHEVSFQVHSEVFAK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 40 677.9973 3 2030.9701 0.0004 37.11 R V 0
10832 TTGISVSTR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 46 461.2533 2 920.4920 -0.0006 21.88 K Y 0
10833 TTIADIEK JW0172 ECK0176 yaeT conserved protein 22 445.7451 2 889.4756 0.0001 26.44 R G 0
10834 TTIADIEKGLEDFYYSVGK JW0172 ECK0176 yaeT conserved protein 54 717.0288 3 2148.0646 0.0020 74.21 R Y 0
10835 TTIMNFR JW5895 ECK0261 insH IS5 element protein 16 441.7289 2 881.4432 0.0003 33.06 R H JW0250 JW0540 JW0652 JW1324 JW1363 JW1882 JW1972 JW2014 JW2179 JW2949 JW3185 JW3472 JW5914 JW5928 JW5935 JW5936 JW5951

10836 TTINLVPENEVLNVLEGEDAETNALR JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 69 1427.2276 2 2852.4406 0.0005 66.90 K A 0
10837 TTIVSVR JW3903 ECK3924 hslV peptidase component of the HslUV protease 38 388.2371 2 774.4596 -0.0002 22.95 M R 0
10838 TTLAGDTLDNSNGIVWDMAWLYR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 39 871.4201 3 2611.2385 0.0007 69.94 R Y 0
10839 TTLDQLLDIVQGPDYPTEAEIITSR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 56 1394.7169 2 2787.4192 0.0015 70.55 K A 0
10840 TTLLQAITGVNADRLPEEK JW3563 ECK3579 selB selenocysteinyl-tRNA-specific translation factor 36 690.3793 3 2068.1161 -0.0004 53.78 K K 0
10841 TTLPDSAHVASASTIPNR JW0849 ECK0856 ybjP predicted lipoprotein 39 613.3176 3 1836.9310 -0.0021 30.02 R D 0
10842 TTLSTDPK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 27 431.7295 2 861.4444 0.0000 18.01 K R 0
10843 TTLTAAITTVLAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 96 652.3953 2 1302.7760 0.0002 55.18 K T JW3943
10844 TTNTHTLQIEEILELLPHR JW0175 ECK0179 fabZ (3R)-hydroxymyristol acyl carrier protein dehydratase 33 753.4100 3 2257.2082 0.0015 59.42 M F 0
10845 TTNYIFVTGGVVSSLGK JW2751 ECK2774 pyrG CTP synthetase 104 871.9695 2 1741.9244 -0.0005 53.06 M G 0
10846 TTPSIIAYTQDGETLVGQPAK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 93 1095.5684 2 2189.1222 0.0007 49.17 R R 0
10847 TTPSIIAYTQDGETLVGQPAKR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 58 782.7481 3 2345.2225 -0.0001 44.51 R Q 0
10848 TTQDGVEAAR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 21 524.2568 2 1046.4990 -0.0003 27.88 K M 0
10849 TTSSAAIATGLAQK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 108 660.3625 2 1318.7104 0.0013 28.95 K G 0
10850 TTTGDGIVAGLQVLAAMAR JW3143 ECK3165 glmM phosphoglucosamine mutase 99 922.9982 2 1843.9818 -0.0007 70.95 K N 0
10851 TTTQELLAQAEK JW5714 ECK4038 zur DNA-binding transcriptional activator, Zn(II)-binding 83 666.8539 2 1331.6932 0.0000 36.53 K I 0
10852 TTTQNEILR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 38 538.2907 2 1074.5668 -0.0002 23.27 K L 0
10853 TTTTDDPLQVLQQVLDR JW1801 ECK1810 pabB aminodeoxychorismate synthase, subunit I 64 972.0069 2 1941.9992 -0.0015 70.99 R A 0
10854 TTVNGMPALR JW0637 ECK0635 leuS leucyl-tRNA synthetase 38 530.2845 2 1058.5544 0.0003 30.84 K E 0
10855 TTVPQIFIDAQHIGGCDDLYALDAR 57.021465@C:16 JW3585 ECK3600 grxC glutaredoxin 3 37 930.4570 3 2788.3492 0.0003 60.04 R G 0
10856 TVAAMDVLAPGIGEIIGGSQR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 88 1028.0490 2 2054.0834 0.0005 61.98 K E 0
10857 TVAAMDVLAPGIGEIIGGSQREER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 54 823.7635 3 2468.2687 -0.0005 57.37 K L 0
10858 TVAAMSDFAAGANIDGK JW0190 ECK0194 proS prolyl-tRNA synthetase 98 819.8932 2 1637.7718 0.0000 42.11 R H 0
10859 TVAEGVTEYMAWLNR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 77 870.4244 2 1738.8342 -0.0006 60.28 K D 0
10860 TVAPAGGEAFEAR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 77 638.3196 2 1274.6246 -0.0008 27.72 K F 0
10861 TVATHALSIFGDHSDVMAVR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 60 709.6924 3 2126.0554 -0.0024 44.57 R Q 0
10862 TVAVHSSADR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 48 521.7666 2 1041.5186 -0.0017 15.00 K D 0
10863 TVAVHSSADRDLK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 16 466.9159 3 1397.7259 -0.0002 18.39 K H 0
10864 TVAVTPDYAEIAK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 37 689.3657 2 1376.7168 -0.0019 35.91 K L 0
10865 TVCYNFMPVLDWTR 57.021465@C:3 JW4285 ECK4313 uxuA mannonate hydrolase 35 901.4241 2 1800.8336 0.0009 63.88 R T 0
10866 TVDALGNVHYDDNQVILK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 31 672.0126 3 2013.0160 -0.0007 41.44 R G 0
10867 TVDALMR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 42 403.2153 2 804.4160 -0.0002 26.47 K L 0
10868 TVDDFINEVIEPNK JW2926 ECK2954 yggL predicted protein 36 816.9101 2 1631.8056 0.0014 57.12 K L 0
10869 TVDGPSHK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 45 420.7144 2 839.4142 0.0005 13.57 K D 0
10870 TVDGPSHKDWR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 38 433.2148 3 1296.6226 0.0015 18.75 K G 0
10871 TVDVTIR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 40 402.2347 2 802.4548 0.0000 25.63 R R 0
10872 TVDVTIRR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 29 480.2853 2 958.5560 0.0002 21.03 R I 0
10873 TVEAASALEQGDLKR JW0740 ECK0746 galK galactokinase 26 529.9487 3 1586.8243 -0.0021 29.36 R M 0
10874 TVEASEDKFTGFVFK JW5873 ECK4366 prfC peptide chain release factor RF-3 28 568.9539 3 1703.8399 -0.0006 44.05 R I 0
10875 TVEDAVKEMLEHMASTLAQGER JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 60 815.7300 3 2444.1682 0.0007 73.77 K I 0
10876 TVEVTLR JW2889 ECK2918 yggE conserved protein 31 409.2424 2 816.4702 -0.0002 27.05 R Q 0
10877 TVEWYLSNTK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 57 620.8139 2 1239.6132 -0.0002 40.33 K W 0
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10878 TVGAGVVAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 36 401.2451 2 800.4756 0.0000 19.30 R V JW3943
10879 TVGELHLR JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 12 308.8468 3 923.5186 -0.0003 24.28 R T 0
10880 TVGFKPAGGVR JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 27 363.5451 3 1087.6135 -0.0002 22.11 K T 0
10881 TVGIVGVGNVGR JW2317 ECK2314 pdxB erythronate-4-phosphate dehydrogenase 52 564.3300 2 1126.6454 -0.0003 35.18 R R 0
10882 TVGQLLK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 37 379.7421 2 757.4696 -0.0002 28.04 K E 0
10883 TVGWIAHWSEMHSDGMK JW0710 ECK0709 gltA citrate synthase 77 986.4455 2 1970.8764 -0.0002 42.25 R I 0
10884 TVHCCELQDILQNQYSALITNIGK 57.021465@C:4,57.021465@C:5 JW2962 ECK2988 hybC hydrogenase 2, large subunit 68 940.1341 3 2817.3805 0.0015 64.22 R G 0
10885 TVHSLTQALAK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 44 390.2277 3 1167.6613 0.0001 25.36 R F 0
10886 TVIATLLNYFS JW3765 ECK3783 rffA TDP-4-oxo-6-deoxy-D-glucose transaminase 49 621.3429 2 1240.6712 0.0010 77.20 R - 0
10887 TVILNEGDFVVFYPGEVHKPLCAVGAPAQVR 57.021465@C:22 JW5756 ECK4245 yjgK conserved protein 114 1128.2582 3 3381.7528 -0.0015 54.58 K K 0
10888 TVINFDNAIIAAGSRPIQLPFIPHEDPR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 63 1034.5558 3 3100.6456 -0.0001 60.99 K I 0
10889 TVINQVTYLPIASEVTDVNR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 92 1116.5967 2 2231.1788 -0.0009 56.30 K Y 0
10890 TVIYQTTITR JW2673 ECK2699 srlB glucitol/sorbitol-specific enzyme IIA component of PTS 45 598.3379 2 1194.6612 0.0004 30.12 M I 0
10891 TVKLPLR JW0101 ECK0104 guaC GMP reductase 14 413.7792 2 825.5438 0.0002 25.59 K G 0
10892 TVKLPLRGPVENTAR JW0101 ECK0104 guaC GMP reductase 12 550.9937 3 1649.9593 0.0015 28.47 K D 0
10893 TVLEADPMPVIK JW0749 ECK0755 ybhA predicted hydrolase 91 656.8628 2 1311.7110 0.0004 42.88 K A 0
10894 TVLHLIPSGILR JW4135 ECK4173 purA adenylosuccinate synthetase 40 440.2783 3 1317.8131 0.0000 46.34 K E 0
10895 TVLHYMDVVSVPLCR 57.021465@C:14 JW3194 ECK3214 nanA N-acetylneuraminate lyase 64 894.9599 2 1787.9052 -0.0010 47.58 K K 0
10896 TVLIPFENKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 34 608.8558 2 1215.6970 -0.0004 34.95 K D 0
10897 TVLITLGSR JW3731 ECK3746 rbsK ribokinase 45 480.2976 2 958.5806 -0.0004 36.82 R G 0
10898 TVLMVTHR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 32 478.7713 2 955.5280 0.0008 22.46 K L 0
10899 TVLTEFNR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 41 490.2644 2 978.5142 0.0008 31.57 K L 0
10900 TVMLESWR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 36 511.2604 2 1020.5062 -0.0001 37.83 K W 0
10901 TVNMMELIR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 61 553.7884 2 1105.5622 -0.0001 48.56 K N 0
10902 TVNVADIESVVAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 18 686.8752 2 1371.7358 0.0001 48.26 K I 0
10903 TVPMFNEALAELNK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 111 788.9056 2 1575.7966 0.0001 55.13 K I 0
10904 TVQAALDIAR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 71 529.3032 2 1056.5918 -0.0008 33.78 R Y 0
10905 TVQQAIDEGYR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 43 640.3177 2 1278.6208 0.0005 30.67 R G 0
10906 TVRPMFLQFIEPSK JW2051 ECK2060 udk uridine/cytidine kinase 37 564.9765 3 1691.9077 0.0009 52.62 K Q 0
10907 TVTELLQGR JW0888 ECK0896 ycaO conserved protein 30 508.7905 2 1015.5664 0.0003 35.37 R G 0
10908 TVTHMQDEAANFPDPVDR JW0141 ECK0144 dksA transcriptional regulator of rRNA transcription, DnaK suppressor protein 50 681.6459 3 2041.9159 -0.0006 35.92 R A 0
10909 TVTTFSELELDESLLEALQDK JW2560 ECK2574 srmB ATP-dependent RNA helicase 74 1191.1024 2 2380.1902 0.0006 69.39 M G 0
10910 TVTYDFER JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 36 515.7461 2 1029.4776 0.0010 32.28 K L JW5173
10911 TVVADGVGQGYK JW0159 ECK0162 yaeH conserved protein 48 597.3113 2 1192.6080 -0.0006 25.12 K E 0
10912 TVVPYTSEIYGR JW1049 ECK1047 pyrC dihydro-orotase 81 692.8585 2 1383.7024 -0.0009 39.31 K A 0
10913 TVVTAVSQAVR JW0915 ECK0923 pepN aminopeptidase N 59 565.8291 2 1129.6436 -0.0018 31.08 K H 0
10914 TVVWGEISPFRPFCSK 57.021465@C:14 JW5008 ECK0101 yacG conserved protein 35 637.3263 3 1908.9571 0.0014 52.60 K R 0
10915 TVWEEVSGGLDIMK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 89 782.3899 2 1562.7652 0.0004 58.98 K I 0
10916 TVYSTENPDLLVLEFR JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 108 948.4916 2 1894.9686 0.0011 58.18 K N 0
10917 TWAWETAFDQIR JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 90 762.3677 2 1522.7208 0.0004 59.72 K E 0
10918 TWEEIPALDKELK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 36 524.6158 3 1570.8256 0.0013 45.06 K A 0
10919 TWFVEAK JW5058 ECK0420 yajQ predicted nucleotide binding protein 32 440.7319 2 879.4492 0.0002 37.60 K L 0
10920 TWGVPMSLFVHKDTEELHPR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 32 793.7351 3 2378.1835 -0.0005 45.99 R T 0
10921 TWLGNSAGR JW4355 ECK4384 slt lytic murein transglycosylase, soluble 16 481.2468 2 960.4790 0.0013 24.64 R I 0
10922 TWLLAQADFLVK JW3775 ECK3797 hemX uroporphyrinogen III methylase 17 702.8989 2 1403.7832 0.0020 61.59 K L 0
10923 TWLLWCER 57.021465@C:6 JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 27 582.2867 2 1162.5588 -0.0004 52.74 K G 0
10924 TWQTQPALLTASVALYR JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 89 960.0229 2 1918.0312 0.0000 55.14 K V 0
10925 TWRPNVAYFEGDNEMK JW0127 ECK0130 panD aspartate 1-decarboxylase 36 652.9687 3 1955.8843 0.0007 42.94 R R 0
10926 TWRPNVAYFEGDNEMKR JW0127 ECK0130 panD aspartate 1-decarboxylase 63 705.0020 3 2111.9842 -0.0005 38.47 R T 0
10927 TWTGQGR JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 15 403.2009 2 804.3872 -0.0006 18.25 K T JW2644
10928 TYDLEVWIPAQNTYR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 68 934.9625 2 1867.9104 0.0000 55.21 K E 0
10929 TYGCGSAIASSSLVTEWVK 57.021465@C:4 JW2513 ECK2526 iscU scaffold protein 111 1008.4913 2 2014.9680 0.0010 53.87 K G 0
10930 TYGGAAR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 14 348.1773 2 694.3400 0.0002 15.48 K A JW3943
10931 TYGSNSELLLGNAGTVSDLGEDFGHEFYEAELK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 121 1188.2220 3 3561.6442 0.0020 66.26 R Y 0
10932 TYHKESDELIAK JW3890 ECK3911 tpiA triosephosphate isomerase 49 717.3668 2 1432.7190 -0.0007 19.27 R K 0
10933 TYHKESDELIAKK JW3890 ECK3911 tpiA triosephosphate isomerase 34 521.2785 3 1560.8137 -0.0010 18.50 R F 0
10934 TYLAVAAAVDALER JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 43 731.8990 2 1461.7834 0.0008 57.56 K Q 0
10935 TYLVTLESPVADDTAEQFAK JW2171 ECK2177 rsuA 16S rRNA pseudouridylate 516 synthase 102 1099.5468 2 2197.0790 0.0001 52.55 K G 0
10936 TYLYQETK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 25 523.2633 2 1044.5120 -0.0008 26.23 K A JW4083
10937 TYLYQGIAER JW3664 ECK3679 ibpA heat shock chaperone 52 607.3141 2 1212.6136 -0.0003 35.34 R N 0
10938 TYNFGLYPAGDEWQLALSDGETGK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 59 1316.6134 2 2631.2122 -0.0006 61.27 K N 0
10939 TYNPQDIEQPLYEHWEK JW4215 ECK4251 valS valyl-tRNA synthetase 24 730.6757 3 2189.0053 -0.0013 45.31 K Q 0
10940 TYQQQVAK JW2535 ECK2548 glyA serine hydroxymethyltransferase 39 483.2562 2 964.4978 0.0001 18.04 K N 0
10941 TYSINEGNYIK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 47 651.3221 2 1300.6296 -0.0002 33.28 K F 0
10942 TYSINEGNYIKFPNGVK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 22 648.6669 3 1942.9789 0.0000 42.38 K K 0
10943 TYVPADDYR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 21 550.2561 2 1098.4976 -0.0005 25.32 R V 0
10944 TYVVMEEVK JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 48 549.2810 2 1096.5474 0.0000 35.17 R Q 0
10945 VAAASAGGIVGSLSQSQLGNLGEK JW2903 ECK2931 yggG predicted peptidase 97 738.7294 3 2213.1664 0.0013 49.56 R L 0
10946 VAADFLAK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 39 417.7396 2 833.4646 0.0000 33.06 R N 0
10947 VAAHVWSADEK JW0739 ECK0745 galM galactose-1-epimerase (mutarotase) 34 404.8716 3 1211.5930 -0.0004 21.88 K L 0
10948 VAALAEAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 47 400.7347 2 799.4548 -0.0004 21.35 R L 0
10949 VAALEGDVLGSYQHGAR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 57 581.6319 3 1741.8739 -0.0009 37.92 R I 0
10950 VAALLCHDTFTHPQPTAPEVQKPTLH 57.021465@C:6 JW5473 ECK2904 ygfB predicted protein 28 727.8746 4 2907.4693 -0.0008 36.41 R - 0
10951 VAALNGLNR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 58 464.2715 2 926.5284 -0.0013 25.22 R L 0
10952 VAALVGEVLPDGMVNIIGVGSCPSR 57.021465@C:22 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 81 837.4426 3 2509.3060 0.0028 63.50 K G 0
10953 VAAQLYWQGEVIPGEISFR JW2100 ECK2106 mrp antiporter inner membrane protein 13 1082.0644 2 2162.1142 -0.0017 58.58 R A 0
10954 VAATILFLQQR JW2181 ECK2185 narP DNA-binding response regulator in two-component regulatory system with NarQ or NarX 60 630.3764 2 1258.7382 -0.0014 46.91 R G 0
10955 VAAVVNNGVVLESDVDGLMQSVK JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 57 781.7455 3 2342.2147 -0.0004 62.72 K L 0
10956 VACETYVK 57.021465@C:3 JW2909 ECK2937 metK methionine adenosyltransferase 1 33 485.2392 2 968.4638 0.0002 21.80 R T 0
10957 VADAMLAQGVI JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 17 544.2941 2 1086.5736 -0.0007 28.55 K - 0
10958 VADFFMDFLGASEGLNAK JW2174 ECK2180 yejK nucleotide associated protein 18 966.4649 2 1930.9152 0.0019 70.52 K A 0
10959 VADGATVVSTSTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 105 632.3307 2 1262.6468 0.0003 22.75 R N 0
10960 VADILESNAR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 59 544.2911 2 1086.5676 0.0007 28.26 R Q 0
10961 VADISLLQ JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 59 429.7503 2 857.4860 0.0003 45.05 R - 0
10962 VADITLDPK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 31 486.2739 2 970.5332 -0.0002 30.43 R T 0
10963 VADLDPSFHDLTEADFQETFNVGSFASGK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 83 1048.8189 3 3143.4349 -0.0010 62.94 K E 0
10964 VADLEVK JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 14 387.2237 2 772.4328 -0.0002 36.67 K Y 0
10965 VADLFEAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 45 460.7455 2 919.4764 0.0001 33.91 R R 0
10966 VADVHKEQLQK JW5063 ECK0452 ylaC predicted inner membrane protein 38 432.2419 3 1293.7039 -0.0002 17.56 R M 0
10967 VADVINNDPLVGDK JW5689 ECK3404 malP maltodextrin phosphorylase 85 734.8854 2 1467.7562 -0.0005 38.71 K L 0
10968 VADVINNDPLVGDKLK JW5689 ECK3404 malP maltodextrin phosphorylase 49 570.6527 3 1708.9363 0.0005 38.69 K V 0
10969 VADWQIAAILNIGQR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 69 834.4657 2 1666.9168 0.0014 62.40 K A 0
10970 VADYPFTTLVPSLGVVR JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 76 917.5088 2 1833.0030 -0.0006 62.00 K M 0
10971 VAEAEMATMEK JW0637 ECK0635 leuS leucyl-tRNA synthetase 69 605.2778 2 1208.5410 -0.0006 26.21 K K 0
10972 VAEAIAASFGSFADFK JW1648 ECK1652 sodB superoxide dismutase, Fe 92 815.9091 2 1629.8036 -0.0002 57.72 K A 0
10973 VAEEIEDIVGIDATDAVR JW2553 ECK2567 lepA GTP binding membrane protein 57 957.9863 2 1913.9580 -0.0001 54.51 R C 0
10974 VAEETPHLIHK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 40 637.3477 2 1272.6808 -0.0017 20.75 K V 0
10975 VAEFFGK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 36 399.2130 2 796.4114 -0.0004 30.37 K E 0
10976 VAEFFGKEPR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 59 590.3112 2 1178.6078 -0.0005 28.31 K K 0
10977 VAEHAEICGR 57.021465@C:8 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 44 571.2742 2 1140.5338 -0.0007 18.48 K C 0
10978 VAEKIDGQWVTHQWLK JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 35 485.2615 4 1937.0169 0.0009 41.47 R K 0
10979 VAEMLAPVLTGNDLILVQGAGNIGK JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 52 831.7966 3 2492.3680 0.0008 64.52 R I 0
10980 VAEPGEVLAAGGR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 68 613.3301 2 1224.6456 -0.0004 31.53 R V 0
10981 VAETPESVIAR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 29 586.3191 2 1170.6236 -0.0008 29.72 R T 0
10982 VAEVGITGLNADFLR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 121 787.9305 2 1573.8464 0.0001 53.40 K Q 0
10983 VAEYGVDCLR 57.021465@C:8 JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 63 591.2843 2 1180.5540 -0.0005 33.46 K I 0
10984 VAFAGLK JW2203 ECK2207 ompC outer membrane porin protein C 28 353.2180 2 704.4214 -0.0005 29.23 R F JW2918
10985 VAFENIEDAAR JW1615 ECK1618 add adenosine deaminase 84 617.8067 2 1233.5988 -0.0001 39.10 R H 0
10986 VAFINTGFLDR JW2943 ECK2970 glcB malate synthase G 76 626.8377 2 1251.6608 -0.0003 49.28 R T 0
10987 VAFMPWNGYNFEDSILVSER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 20 792.0436 3 2373.1090 -0.0011 65.56 R V 0
10988 VAFQAVIK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 46 438.2710 2 874.5274 -0.0001 33.23 R A 0
10989 VAFSGGEFQLNADRDGK JW1606 ECK1609 ydgA conserved protein 41 604.2952 3 1809.8638 -0.0007 38.62 K A 0
10990 VAFTALVEK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 51 489.2869 2 976.5592 -0.0001 39.34 K A 0
10991 VAGEALSRPVVSDGLVLIHTSNGQLQALNEADGAVK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 12 907.9885 4 3627.9249 0.0031 53.42 K W 0
10992 VAGEMNLSK JW5300 ECK1830 proQ predicted structural transport element 39 474.7442 2 947.4738 -0.0008 22.72 R T 0
10993 VAHECILDIRPLKEETGISELDIAK 57.021465@C:5 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 35 713.1317 4 2848.4977 -0.0027 48.70 R R 0
10994 VAHECILDIRPLKEETGISELDIAKR 57.021465@C:5 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 21 752.1577 4 3004.6017 0.0003 45.74 R L 0
10995 VAHILYHNPR JW5567 ECK3877 yihW predicted DNA-binding transcriptional regulator 18 407.2283 3 1218.6631 0.0009 20.03 R F 0
10996 VAIANVLK JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 29 414.2709 2 826.5272 -0.0003 32.42 K E 0
10997 VAIANVLKEEGFIEDFK JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 62 641.3475 3 1921.0207 0.0011 55.25 K V 0
10998 VAIANVLKEEGFIEDFKVEGDTKPELELTLK JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 31 869.4711 4 3473.8553 0.0011 75.12 K Y 0
10999 VAIASTGIIR JW5538 ECK3211 nanK predicted N-acetylmannosamine kinase 61 500.8114 2 999.6082 0.0006 33.03 R D 0
11000 VAIDAINAAGAPHCFLSVTK 57.021465@C:14 JW0737 ECK0743 aroG 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, phenylalanine repressible 62 685.6944 3 2054.0614 -0.0004 45.94 K W 0
11001 VAIKGPLTTPVGGGIR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 39 768.4658 2 1534.9170 -0.0023 34.51 R S 0
11002 VAIKLVDGDELIGVDLTSGEDEVMLFSAEGK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 13 1083.8833 3 3248.6281 -0.0091 69.86 K V 0
11003 VAINEAIELAK JW0406 ECK0410 nusB transcription antitermination protein 84 585.8405 2 1169.6664 0.0009 39.78 K S 0
11004 VAITIAR JW0405 ECK0409 ribE riboflavin synthase beta chain 54 372.2422 2 742.4698 -0.0002 26.66 R F 0
11005 VAIVGLGWLGMPLAMSLSAR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 42 1021.5678 2 2041.1210 -0.0004 76.08 K G 0
11006 VALADKYFAK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 26 563.3189 2 1124.6232 0.0003 30.62 R R 0
11007 VALAENDLHVPTFTK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 55 827.9429 2 1653.8712 -0.0013 43.02 K L 0
11008 VALAGAQDYYGVVPDLTCLGK 57.021465@C:18 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 89 1105.5619 2 2209.1092 0.0005 58.98 R I 0
11009 VALDPLTGPMPYQGR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 89 807.9190 2 1613.8234 -0.0001 45.77 K E 0
11010 VALFSTGDELQLPGQPLGDGQIYDTNR JW0811 ECK0817 moeA molybdopterin biosynthesis protein 26 968.8173 3 2903.4301 0.0000 59.77 R L 0
11011 VALIENAEFVEGSDK JW2101 ECK2107 metG methionyl-tRNA synthetase 107 810.9088 2 1619.8030 -0.0011 43.26 R L 0
11012 VALLDIPANGEIIR JW3097 ECK3116 garD (D)-galactarate dehydrogenase 33 747.4396 2 1492.8646 0.0033 50.76 K Y 0
11013 VALLSHSNFGSSDCPSSSK 57.021465@C:14 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 54 660.6422 3 1978.9048 -0.0006 30.94 R M 0
11014 VALPPDAVLTVTLSDASLADAPSK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 24 784.4282 3 2350.2628 -0.0003 61.62 K V 0
11015 VALPPLSNSFISLVK JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 32 792.9720 2 1583.9294 0.0009 62.96 R D 0
11016 VALQDAGLSVSDIDDVILVGGQTR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 104 1221.1476 2 2440.2806 -0.0003 63.56 K M 0
11017 VALTGLTMAEK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 78 567.3156 2 1132.6166 0.0004 37.64 R F 0
11018 VALVDGQR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 47 429.2457 2 856.4768 0.0002 22.73 R L 0
11019 VALVPTMGNLHDGHMK JW0129 ECK0132 panC pantothenate synthetase 15 573.9603 3 1718.8591 -0.0005 34.27 R L 0
11020 VALVQPHEPGATTVPAR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 80 581.6563 3 1741.9471 -0.0004 28.43 R K 0
11021 VALYGIDYLMK JW0886 ECK0894 pflB pyruvate formate lyase I 58 643.3469 2 1284.6792 0.0005 53.75 R D 0
11022 VAMLSYSTGTSGAGSDVEK JW2294 ECK2291 pta phosphate acetyltransferase 130 930.4375 2 1858.8604 -0.0013 34.77 R V 0
11023 VAMTLTGAK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 59 446.2521 2 890.4896 0.0001 25.68 K S 0
11024 VANEVSRVARA JW0088 ECK0091 murG N-acetylglucosaminyl transferase 25 586.3312 2 1170.6478 0.0010 62.90 R - 0
11025 VANLAEAQPDR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 68 592.3070 2 1182.5994 0.0002 23.75 K E 0
11026 VANLAEAQPDREIEK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 30 561.6285 3 1681.8637 0.0001 27.20 K R 0
11027 VANLAEAQPDREIEKR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 38 613.6619 3 1837.9639 -0.0006 25.22 K G 0
11028 VANLEAQLAEAQTR JW2594 ECK2610 grpE heat shock protein 110 757.4021 2 1512.7896 0.0000 38.45 K E 0
11029 VANLGSLGDQVNVK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 77 707.3886 2 1412.7626 0.0004 38.78 K A 0
11030 VANLPFVGSDVLASAACMDKDVTK 57.021465@C:17 JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 30 836.7536 3 2507.2390 -0.0010 57.37 R R 0
11031 VANLPFVGSDVLASAACMDKDVTKR 57.021465@C:17 JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 23 666.8426 4 2663.3413 0.0004 54.31 R L 0
11032 VANLTAFTPDFK JW0663 ECK0665 nagA N-acetylglucosamine-6-phosphate deacetylase 47 662.3507 2 1322.6868 -0.0001 48.81 K I 0
11033 VAPEALTLLAR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 73 577.3506 2 1152.6866 -0.0001 46.80 K Q 0
11034 VAQSLQTWR JW5146 ECK1019 ycdW 2-ketoacid reductase 50 544.7959 2 1087.5772 -0.0002 28.28 K F 0
11035 VAQVGKPLELYHYPADR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 34 489.7639 4 1955.0265 -0.0001 33.90 R F 0
11036 VAQYISFLELNQIAK JW2889 ECK2918 yggE conserved protein 61 868.9825 2 1735.9504 -0.0003 57.44 R K 0
11037 VASIIGR JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 42 358.2265 2 714.4384 -0.0003 23.32 R Y 0
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11038 VASPAIVEAKPVK JW0674 ECK0675 seqA regulatory protein for replication initiation 49 436.9347 3 1307.7823 0.0011 24.17 R T 0
11039 VATEFSETAPATLK JW2893 ECK2922 pgk phosphoglycerate kinase 132 732.8825 2 1463.7504 -0.0003 33.55 R S 0
11040 VATIQTLGGSGALK JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 106 658.3826 2 1314.7506 0.0000 34.89 R V 0
11041 VATISGSDAK JW3775 ECK3797 hemX uroporphyrinogen III methylase 11 474.7535 2 947.4924 0.0001 18.05 K T 0
11042 VATLEDATEMVNLYR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 86 862.9295 2 1723.8444 -0.0005 54.60 K D 0
11043 VATNLAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 28 372.7218 2 743.4290 0.0001 19.93 K N 0
11044 VATTIGEK JW3460 ECK3478 pitA phosphate transporter, low-affinity 14 409.7343 2 817.4540 -0.0004 18.69 R I 0
11045 VATYDLQPEMSSAELTEK JW3587 ECK3602 gpmI phosphoglycero mutase III, cofactor-independent 83 1006.4799 2 2010.9452 -0.0004 44.43 K L 0
11046 VAVATIGAVLPGDFK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 23 486.6172 3 1456.8298 0.0008 50.19 R I 0
11047 VAVDSEVTVR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 75 537.7930 2 1073.5714 -0.0002 27.39 R G 0
11048 VAVEAGIADYWYK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 86 742.8749 2 1483.7352 0.0005 48.99 R Y JW2449
11049 VAVEKDR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 38 408.7322 2 815.4498 -0.0002 13.96 K R 0
11050 VAVFTQGANAEAAK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 77 688.8620 2 1375.7094 0.0000 26.24 R A 0
11051 VAVGAALLSMPVR JW0172 ECK0176 yaeT conserved protein 28 642.3784 2 1282.7422 -0.0008 48.67 R T 0
11052 VAVIGGGNTAVEEALYLSNIASEVHLIHR JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 69 758.9096 4 3031.6093 0.0005 63.96 K R 0
11053 VAVLGAAGGIGQALALLLK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 97 868.0466 2 1734.0786 0.0019 75.41 K T 0
11054 VAVLGLAQAR JW4286 ECK4314 uxuB D-mannonate oxidoreductase, NAD-binding 45 499.3111 2 996.6076 -0.0002 35.41 K D 0
11055 VAVNATPESAR JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 23 557.7964 2 1113.5782 0.0005 21.44 K I 0
11056 VAVTELAHIVDETLAANNLDR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 106 1132.5985 2 2263.1824 0.0017 65.50 K S 0
11057 VAVTGAGQSPALDVTVHAIGK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 33 664.3682 3 1990.0828 -0.0020 39.50 R T 0
11058 VAVTGNK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 17 344.7030 2 687.3914 -0.0001 14.76 K R 0
11059 VAVTGNKR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 36 422.7533 2 843.4920 -0.0005 14.00 K T 0
11060 VAVVDIQSDK JW2674 ECK2700 srlD sorbitol-6-phosphate dehydrogenase 69 537.2952 2 1072.5758 -0.0005 27.69 R A 0
11061 VAVVGAGYIAVELAGVINGLGAK JW3467 ECK3485 gor glutathione oxidoreductase 20 714.4177 3 2140.2313 0.0058 77.92 R T 0
11062 VAWLQVISPDMLVK 15.994915@M:11 JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 10 538.9677 3 1613.8813 -0.0039 33.35 R E 0
11063 VAYDFGPQMADLNLAFGVK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 20 686.0121 3 2055.0145 0.0009 63.90 R N 0
11064 VCASVSYQQMHGFSAEQLR 57.021465@C:2 JW2363 ECK2362 dsdA D-serine ammonia-lyase 37 733.3422 3 2197.0048 0.0003 38.91 R N 0
11065 VCDELVACFDNPDLTFSAR 57.021465@C:2,57.021465@C:8 JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 17 1115.0013 2 2227.9880 0.0002 57.55 K I 0
11066 VCEFWADR 57.021465@C:2 JW4198 ECK4234 treC trehalose-6-P hydrolase 48 541.7400 2 1081.4654 0.0004 36.54 K G 0
11067 VCEYIAETSAHDK 57.021465@C:2 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 64 508.2323 3 1521.6751 -0.0020 24.46 K T 0
11068 VCLDKVIETMYETGKDMNAK 57.021465@C:2 JW2768 ECK2792 sdaB L-serine deaminase II 21 782.3791 3 2344.1155 0.0043 56.22 R Y 0
11069 VCLELGGK 57.021465@C:2 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 22 438.2364 2 874.4582 0.0000 30.37 K A 0
11070 VCLGAEK 57.021465@C:2 JW1843 ECK1855 pykA pyruvate kinase II 21 388.7023 2 775.3900 0.0002 19.87 R I 0
11071 VCQVTGK 57.021465@C:2 JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 27 396.2074 2 790.4002 -0.0004 15.81 R R 0
11072 VDAAIEESVIAHMNELLIALSDDAELSREDR JW1441 ECK1440 ydcY predicted protein 44 856.9281 4 3423.6833 0.0005 77.73 R Y 0
11073 VDAAWQILNALQ JW4111 ECK4146 ampC beta-lactamase/D-alanine carboxypeptidase 11 671.3624 2 1340.7102 0.0015 67.88 R - 0
11074 VDADTLK JW3722 ECK3738 asnA asparagine synthetase A 30 381.2055 2 760.3964 -0.0003 19.90 R H 0
11075 VDAHDIFSHSTTK JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 26 729.3542 2 1456.6938 -0.0008 28.97 R I 0
11076 VDALALITHR JW2553 ECK2567 lepA GTP binding membrane protein 90 554.8270 2 1107.6394 -0.0005 42.97 R D 0
11077 VDALVAAGVDVLLIDSSHGHSEGVLQR JW5401 ECK2504 guaB IMP dehydrogenase 60 690.1191 4 2756.4473 0.0017 59.62 R I 0
11078 VDAYAGDPILTLMER JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 48 832.4222 2 1662.8298 0.0011 60.86 K F 0
11079 VDDEFIER JW0466 ECK0471 gsk inosine/guanosine kinase 57 511.7430 2 1021.4714 -0.0002 30.88 K Y 0
11080 VDDIELSLSK JW2287 ECK2284 yfbQ predicted aminotransferase 60 559.8006 2 1117.5866 0.0001 38.96 R F 0
11081 VDDLAVDLVER JW0886 ECK0894 pflB pyruvate formate lyase I 75 622.3302 2 1242.6458 0.0004 43.96 R F 0
11082 VDEAGFEAAMEEQR JW2667 ECK2692 alaS alanyl-tRNA synthetase 90 791.3457 2 1580.6768 -0.0007 40.64 K R 0
11083 VDEIATDVDK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 64 552.7746 2 1103.5346 0.0001 25.82 R T 0
11084 VDEIATDVDKTPHAWYFQQAGNGIFAR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 92 1017.1651 3 3048.4735 0.0005 50.47 R Q 0
11085 VDEPLNVEGK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 44 550.2852 2 1098.5558 0.0002 27.98 K A 0
11086 VDESLEK JW0462 ECK0467 htpG molecular chaperone HSP90 family 36 410.2085 2 818.4024 0.0004 18.95 K L 0
11087 VDESLEKLADEVDESAKEAEK JW0462 ECK0467 htpG molecular chaperone HSP90 family 87 778.7114 3 2333.1124 0.0002 50.50 K A 0
11088 VDFDADKLKENLEALLVALK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 38 748.7546 3 2243.2420 0.0007 74.78 K K 0
11089 VDFDKDFFGK JW0913 ECK0921 asnS asparaginyl tRNA synthetase 41 406.5327 3 1216.5763 -0.0001 42.78 K E 0
11090 VDGAEVVVK JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 52 458.2611 2 914.5076 0.0005 23.74 K R 0
11091 VDGFFEIGLRPWDFAAGELLVR JW2517 ECK2530 suhB inositol monophosphatase 54 836.4413 3 2506.3021 0.0014 73.78 R E 0
11092 VDGGAVANNFLMQFQSDILGTR 15.994915@M:12 JW3897 ECK3918 glpK glycerol kinase 135 1185.0817 2 2368.1488 0.0008 71.04 R V 0
11093 VDGLHYFSDNK JW2203 ECK2207 ompC outer membrane porin protein C 53 647.8063 2 1293.5980 -0.0008 32.66 K D 0
11094 VDGLHYFSDNKDVDGDQTYMR JW2203 ECK2207 ompC outer membrane porin protein C 78 1238.0509 2 2474.0872 0.0065 38.87 K L 0
11095 VDGTKPVAEVR JW0463 ECK0468 adk adenylate kinase 68 585.8282 2 1169.6418 0.0015 20.18 K A 0
11096 VDGVFTADPAKDPTATMYEQLTYSEVLEK JW0166 ECK0170 pyrH uridylate kinase 55 1073.5200 3 3217.5382 0.0005 57.87 K E 0
11097 VDIDNWR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 39 459.2276 2 916.4406 0.0004 35.04 R W 0
11098 VDIITGTLGK JW3592 ECK3607 kbl glycine C-acetyltransferase 43 508.8029 2 1015.5912 -0.0001 39.47 R A 0
11099 VDKSQETTHFGFQTVAK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 15 481.4956 4 1921.9533 -0.0001 28.66 M E 0
11100 VDLAQLVK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 60 443.2738 2 884.5330 0.0000 43.52 R T 0
11101 VDLDGNPCGELDEQHVEHAR 57.021465@C:8 JW5300 ECK1830 proQ predicted structural transport element 44 573.2587 4 2289.0057 -0.0023 31.21 R K 0
11102 VDLINTR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 36 415.7401 2 829.4656 -0.0002 28.41 K D 0
11103 VDLLNQHSNR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 26 399.2107 3 1194.6103 -0.0003 22.63 R S 0
11104 VDLLVYSAGIAK JW2674 ECK2700 srlD sorbitol-6-phosphate dehydrogenase 16 624.8636 2 1247.7126 0.0001 48.32 R A 0
11105 VDLMSFSGHK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 53 560.7761 2 1119.5376 -0.0006 34.72 K I 0
11106 VDLNRPMK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 38 486.7680 2 971.5214 -0.0007 20.91 R E JW4083
11107 VDLNRPMKEILAQLSQYPVSTR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 67 853.4632 3 2557.3678 -0.0009 60.40 R L JW4083
11108 VDLQNRPFR JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 31 382.2120 3 1143.6142 -0.0007 25.55 K L 0
11109 VDLSTFSDEEVMR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 108 764.3534 2 1526.6922 0.0000 46.48 K L 0
11110 VDPNFPFAMLFPGSR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 21 847.9221 2 1693.8296 0.0011 70.07 R T 0
11111 VDPQTGEVIDQGTLDHLTGQLTAFGEFIQR JW3691 ECK3706 yieF chromate reductase, Class I, flavoprotein 104 1095.8840 3 3284.6302 -0.0010 70.49 K V 0
11112 VDQLSNDVNAMR 15.994915@M:11 JW1667 ECK1673 lpp murein lipoprotein 87 689.3248 2 1376.6350 -0.0004 24.88 K S 0
11113 VDRFNKR JW3907 ECK3928 rpmE 50S ribosomal subunit protein L31 19 467.7649 2 933.5152 0.0009 14.77 R F 0
11114 VDSASEFK JW2667 ECK2692 alaS alanyl-tRNA synthetase 50 441.7136 2 881.4126 -0.0003 20.97 R G 0
11115 VDSASEFKGYDHLELNGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 16 670.3259 3 2007.9559 0.0021 36.95 R V 0
11116 VDSSGFQTEPVAADGK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 100 804.3806 2 1606.7466 -0.0007 29.57 K L 0
11117 VDTGGLALLLHLIDLAK JW5535 ECK3180 yrbB predicted protein 61 881.5276 2 1761.0406 0.0008 77.27 R K 0
11118 VDTGGLALLLHLIDLAKK JW5535 ECK3180 yrbB predicted protein 46 630.7187 3 1889.1343 -0.0006 69.12 R Q 0
11119 VDVFLTPENEVVINEINTLPGFTNISMYPK JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 29 849.1878 4 3392.7221 0.0008 74.69 R L 0
11120 VDVLINGER JW2553 ECK2567 lepA GTP binding membrane protein 60 507.7826 2 1013.5506 0.0001 29.14 R V 0
11121 VDVTGTSK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 21 403.7162 2 805.4178 -0.0002 17.66 K G 0
11122 VDVVDDKR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 30 315.8381 3 944.4925 -0.0003 18.39 R N 0
11123 VDYEAIPK JW1753 ECK1762 selD selenophosphate synthase 13 467.7478 2 933.4810 0.0003 28.48 R L 0
11124 VDYPGGEK JW4198 ECK4234 treC trehalose-6-P hydrolase 34 432.7085 2 863.4024 0.0001 19.98 K W 0
11125 VEAAVWVHQER JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 37 662.3432 2 1322.6718 -0.0012 27.29 R I 0
11126 VEAHATTPFWR JW1018 ECK1021 ycdY conserved protein 27 438.8908 3 1313.6506 -0.0011 33.16 K T 0
11127 VEALANFPIER JW4114 ECK4149 frdB fumarate reductase (anaerobic), Fe-S subunit 23 629.8425 2 1257.6704 -0.0012 43.54 K D 0
11128 VEALEIEVAELK JW1054 ECK1052 yceH conserved protein 91 671.8768 2 1341.7390 -0.0001 49.64 R Q 0
11129 VEATPQDIIAWTEGNALVATGSPFNPVVWK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 39 803.4175 4 3209.6409 0.0014 75.51 R D 0
11130 VEAVNMDER JW5741 ECK4175 rnr exoribonuclease R, RNase R 33 531.7476 2 1061.4806 -0.0004 23.76 R K 0
11131 VECLELDNLMETAYATAVSANFR 15.994915@M:10,57.021465@C:3 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 30 878.4130 3 2632.2172 0.0023 61.48 R T 0
11132 VEDALHATR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 54 506.2646 2 1010.5146 0.0002 19.25 R A 0
11133 VEDATLVLSVGDEVEAK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 70 887.4592 2 1772.9038 -0.0005 49.07 R F 0
11134 VEEHIADALEK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 57 627.3221 2 1252.6296 -0.0002 27.63 K G 0
11135 VEEINDDNHAEGLIGYVR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 51 681.6633 3 2041.9681 -0.0024 41.36 R E 0
11136 VEETEDADAFR JW5571 ECK3864 bipA GTP-binding protein 67 641.2829 2 1280.5512 -0.0007 26.98 R V 0
11137 VEFEITNGAK JW0618 ECK0616 cspE DNA-binding transcriptional repressor 69 554.2875 2 1106.5604 -0.0003 32.46 R G 0
11138 VEGGQHLNVNVLR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 64 717.8940 2 1433.7734 -0.0004 30.48 R R 0
11139 VEGGVVDLNTLK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 58 622.3480 2 1242.6814 -0.0005 38.85 K A 0
11140 VEGISALRDESDKDGMR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 49 626.6384 3 1876.8934 -0.0014 29.48 R I 0
11141 VEGKDDVTGEELTTR JW0463 ECK0468 adk adenylate kinase 87 824.9036 2 1647.7926 -0.0025 24.14 K K 0
11142 VEGNVSEVLVK JW0119 ECK0122 cueO multicopper oxidase (laccase) 23 586.8288 2 1171.6430 -0.0018 31.27 K F 0
11143 VEGWENAEAAK JW4185 ECK4222 ppa inorganic pyrophosphatase 54 602.2851 2 1202.5556 -0.0010 26.66 K A 0
11144 VEGWENAEAAKAEIVASFER JW4185 ECK4222 ppa inorganic pyrophosphatase 79 736.0305 3 2205.0697 -0.0004 54.87 K A 0
11145 VEHEDIAKR JW0915 ECK0923 pepN aminopeptidase N 41 548.7911 2 1095.5676 0.0004 15.89 R T 0
11146 VEHIQILACGTSYNSGMVSR 57.021465@C:9 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 77 741.3612 3 2221.0618 -0.0001 38.84 K Y 0
11147 VEIDSPRR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 15 324.5136 3 970.5190 -0.0006 20.90 R A 0
11148 VEIPIDAPGIDALLR JW3125 ECK3144 yhbS predicted acyltransferase with acyl-CoA N-acyltransferase domain 41 796.4567 2 1590.8988 0.0008 62.58 R R 0
11149 VELENGHVVTAHISGK JW0867 ECK0875 infA translation initiation factor IF-1 52 845.4504 2 1688.8862 0.0017 23.86 R M 0
11150 VELQALTTSDFER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 88 754.8830 2 1507.7514 -0.0004 46.42 R I 0
11151 VEMNVQYR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 52 519.7553 2 1037.4960 -0.0003 27.13 R V 0
11152 VEMVQIVRPEDSMAALEEMTGHAEK JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 29 700.8386 4 2799.3253 0.0012 55.75 K V 0
11153 VENALAALR JW3009 ECK3032 ribB 3,4 dihydroxy-2-butanone-4-phosphate synthase 66 478.7799 2 955.5452 0.0003 32.42 R E 0
11154 VEQAFELTDASAER JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 45 783.3755 2 1564.7364 -0.0003 35.53 K S 0
11155 VEQALMVTIAGIAAGMR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 24 577.6477 3 1729.9213 -0.0004 68.07 R N 0
11156 VEQEYGKPGEK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 25 632.3143 2 1262.6140 -0.0001 18.00 K F 0
11157 VERGDVISDGPEAPHDILR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 38 519.5184 4 2074.0445 0.0001 33.62 R L 0
11158 VERPEVR JW3897 ECK3918 glpK glycerol kinase 19 442.7514 2 883.4882 0.0006 17.70 R E 0
11159 VESSKDFLIATLKPR JW4114 ECK4149 frdB fumarate reductase (anaerobic), Fe-S subunit 20 426.7477 4 1702.9617 -0.0001 40.09 K - 0
11160 VETDFAAEVAAMSK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 106 734.8531 2 1467.6916 0.0001 49.81 K Q 0
11161 VETGSGIGFGATVK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 68 661.8509 2 1321.6872 -0.0005 33.92 R A 0
11162 VEVAGWVEDPDTYPMAAK JW0913 ECK0921 asnS asparaginyl tRNA synthetase 66 989.4667 2 1976.9188 -0.0001 49.44 K R 0
11163 VEVDGIQAWWDLDAK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 33 872.9300 2 1743.8454 -0.0014 61.04 R E 0
11164 VEVETPEENTGDVIGDLSR JW3302 ECK3327 fusA protein chain elongation factor EF-G 120 1029.9976 2 2057.9806 0.0053 45.52 K R 0
11165 VEVNLQAEPEHNR JW0766 ECK0772 moaC molybdopterin biosynthesis, protein C 65 512.2585 3 1533.7537 0.0000 24.97 K V 0
11166 VEVTPGLK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 29 421.7525 2 841.4904 -0.0004 24.50 R I 0
11167 VEYMLQSQINPQLAGHGGR JW3377 ECK3401 gntY predicted gluconate transport associated protein 57 700.0214 3 2097.0424 -0.0001 39.59 R V 0
11168 VFATYAK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 26 400.2207 2 798.4268 -0.0007 23.54 R W 0
11169 VFAYATHPIFSGNAANNLR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 98 688.3539 3 2062.0399 0.0015 40.67 R N 0
11170 VFEGNRPTNSILLR JW3985 ECK4017 pgi glucosephosphate isomerase 40 539.3016 3 1614.8830 -0.0012 34.03 K E 0
11171 VFFTCDSHEQLLPLEQAINAR 57.021465@C:5 JW5854 ECK3820 yigL predicted hydrolase 76 830.0808 3 2487.2206 -0.0009 56.43 K W 0
11172 VFGILQALGEER JW1816 ECK1826 kdgR predicted DNA-binding transcriptional regulator 73 666.3694 2 1330.7242 -0.0001 55.71 K E 0
11173 VFGNSHGMLQGYCSTR 57.021465@C:13 JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 66 605.2744 3 1812.8014 -0.0021 31.85 K H 0
11174 VFGQVDDAK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 56 489.7480 2 977.4814 -0.0003 24.29 R L 0
11175 VFHDYLR JW0904 ECK0912 smtA S-adenosylmethionine-dependent methyltransferase 22 317.1678 3 948.4816 -0.0003 27.11 R E 0
11176 VFHQLGR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 38 428.7433 2 855.4720 0.0005 19.86 K W 0
11177 VFIALHGR JW0090 ECK0093 ddlB D-Alanine:D-alanine ligase 32 304.8521 3 911.5345 0.0003 27.73 K G 0
11178 VFIKPGNGK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 28 480.2866 2 958.5586 -0.0012 19.31 R I 0
11179 VFIMDDAEQFMPNYLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 91 994.9663 2 1987.9180 0.0010 64.74 R F 0
11180 VFITDHNHGSFK JW2018 ECK2027 wbbJ predicted acyl transferase 13 467.9018 3 1400.6836 -0.0001 25.10 K H 0
11181 VFLFGAK JW5689 ECK3404 malP maltodextrin phosphorylase 26 391.2339 2 780.4532 0.0000 40.07 R A 0
11182 VFLGTDSAPHAR JW1049 ECK1047 pyrC dihydro-orotase 45 424.2226 3 1269.6460 -0.0005 25.29 R H 0
11183 VFLNIGDK JW1843 ECK1855 pykA pyruvate kinase II 30 453.2584 2 904.5022 0.0005 36.87 K F 0
11184 VFMADFEDSLAPDWNK JW3974 ECK4006 aceB malate synthase A 68 942.9276 2 1883.8406 0.0007 58.61 K V 0
11185 VFMATANGTVK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 45 569.7997 2 1137.5848 -0.0003 27.24 K K 0
11186 VFMQPASEGTGIIAGGAMR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 130 946.9734 2 1891.9322 0.0038 44.74 R A 0
11187 VFNMNKPGALR JW0166 ECK0170 pyrH uridylate kinase 60 623.8402 2 1245.6658 0.0008 28.46 R R 0
11188 VFNMNKPGALRR JW0166 ECK0170 pyrH uridylate kinase 25 468.2628 3 1401.7666 0.0004 24.93 R V 0
11189 VFPAIDYNR JW3756 ECK3775 rho transcription termination factor 30 547.7851 2 1093.5556 0.0000 38.22 R S 0
11190 VFPDKPITEKPLAVR JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 16 570.6700 3 1708.9882 0.0006 32.22 R M 0
11191 VFQTHSPVVDSISVK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 65 548.2975 3 1641.8707 -0.0018 35.23 R R 0
11192 VFQTHSPVVDSISVKR JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 14 450.5004 4 1797.9725 -0.0011 31.19 R R 0
11193 VFSSTEDAESIFDYQPWFIQK JW5413 ECK2605 rimM 16S rRNA processing protein 68 1269.0971 2 2536.1796 0.0000 66.25 R A 0
11194 VFTEVTVGGPLSNNK JW1843 ECK1855 pykA pyruvate kinase II 71 781.4142 2 1560.8138 -0.0008 39.16 K G 0
11195 VFVAEPSVEDTIAILR JW2573 ECK2590 clpB protein disaggregation chaperone 82 879.9850 2 1757.9554 -0.0008 58.60 K G 0
11196 VFVEVFDEEALKLEDVK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 25 670.3547 3 2008.0423 0.0018 80.99 R W 0
11197 VFVINPGTPNAECGVSYCPPDAVEATDTALK 57.021465@C:13,57.021465@C:18 JW3377 ECK3401 gntY predicted gluconate transport associated protein 31 823.8935 4 3291.5449 0.0022 52.36 R F 0
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11198 VFVYGNR JW1220 ECK1227 purU formyltetrahydrofolate hydrolase 33 427.7297 2 853.4448 0.0002 24.76 R T 0
11199 VGAADDLASGR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 90 516.2590 2 1030.5034 -0.0008 22.66 R S 0
11200 VGAAPLAAFSQIR JW2403 ECK2406 ligA DNA ligase, NAD(+)-dependent 63 650.8723 2 1299.7300 0.0002 46.77 R H 0
11201 VGAATEVEMK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 72 517.7627 2 1033.5108 -0.0005 22.76 K E 0
11202 VGAATEVEMKEK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 30 431.2237 3 1290.6493 0.0003 20.48 K K 0
11203 VGAAVGAGAGNEER JW5401 ECK2504 guaB IMP dehydrogenase 81 629.3126 2 1256.6106 -0.0003 19.30 R V 0
11204 VGACTLVAADSETVDR 57.021465@C:4 JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 15 555.2703 3 1662.7891 0.0010 33.17 R A 0
11205 VGADFLKR JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 47 453.2634 2 904.5122 -0.0007 26.70 K Y 0
11206 VGADIVR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 54 365.2159 2 728.4172 -0.0009 22.85 R V 0
11207 VGAGPFPTELFDETGEFLCK 57.021465@C:19 JW4135 ECK4173 purA adenylosuccinate synthetase 105 1107.5247 2 2213.0348 -0.0002 67.68 R Q 0
11208 VGAHIINDIR JW3144 ECK3166 folP 7,8-dihydropteroate synthase 38 369.8805 3 1106.6197 0.0000 26.99 K S 0
11209 VGAITAANR JW1642 ECK1646 nemA N-ethylmaleimide reductase, FMN-linked 29 436.7509 2 871.4872 -0.0003 19.62 K I 0
11210 VGALPTAALGILPSVIGQFHQQQK JW5226 ECK1416 ydcI predicted DNA-binding transcriptional regulator 51 825.1356 3 2472.3850 -0.0002 63.02 R E 0
11211 VGATYSR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 48 377.1981 2 752.3816 0.0001 17.25 K D 0
11212 VGDAPITPDFVLK JW3143 ECK3165 glmM phosphoglucosamine mutase 59 686.3797 2 1370.7448 0.0002 47.88 R L 0
11213 VGDAVQADVDEAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 77 672.8226 2 1343.6306 -0.0009 26.95 K R 0
11214 VGDAVQADVDEARR JW2667 ECK2692 alaS alanyl-tRNA synthetase 62 500.9180 3 1499.7322 -0.0005 24.66 K A 0
11215 VGDEPYYPVNDNK JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 59 755.3466 2 1508.6786 0.0003 30.23 K N 0
11216 VGDFAVAVGNPFGLGQTATSGIVSALGR JW3203 ECK3223 degQ serine endoprotease, periplasmic 64 887.8048 3 2660.3926 0.0004 68.62 R S 0
11217 VGDGTQDNLSGCEK 57.021465@C:12 JW3722 ECK3738 asnA asparagine synthetase A 53 740.3226 2 1478.6306 -0.0001 20.95 R A 0
11218 VGDIVIFNDGYGVK JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 68 748.3928 2 1494.7710 -0.0008 47.28 K S 0
11219 VGDIVVSDEAR JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 76 580.3010 2 1158.5874 -0.0005 28.33 K Y 0
11220 VGDLFDKETFAEK JW4135 ECK4173 purA adenylosuccinate synthetase 63 749.8729 2 1497.7312 -0.0038 38.39 R L 0
11221 VGDLSTEMIEHFFR JW2004 ECK2017 hisB fused histidinol-phosphatase -!- imidazoleglycerol-phosphate dehydratase 41 840.9058 2 1679.7970 -0.0006 60.61 R S 0
11222 VGDNDNLSALAAILAGADK JW0232 ECK0243 proB gamma-glutamate kinase 67 914.4757 2 1826.9368 -0.0004 64.44 K L 0
11223 VGDTVIEFDLPLLEEK JW2410 ECK2412 crr glucose-specific enzyme IIA component of PTS 112 908.9825 2 1815.9504 -0.0001 66.44 K A 0
11224 VGDVLVTSGLGGR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 57 615.3460 2 1228.6774 0.0001 37.90 R F 0
11225 VGDWVNVER JW1654 ECK1658 ribC riboflavin synthase, alpha subunit 79 537.2727 2 1072.5308 0.0008 33.41 K A 0
11226 VGDYTVAIGNPFGLGETVTSGIVSALGR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 121 1375.7207 2 2749.4268 -0.0017 77.81 R S 0
11227 VGEALEYGIVGINTGIISNEVAPFGGIK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 21 939.8398 3 2816.4976 0.0018 67.86 R A 0
11228 VGEENIFIFGHTVEQVK JW5689 ECK3404 malP maltodextrin phosphorylase 56 973.5043 2 1944.9940 -0.0004 50.08 K A 0
11229 VGEEVEIVGIK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 68 586.3314 2 1170.6482 -0.0013 77.46 K E JW3943
11230 VGEEVEIVGIKETQK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 48 553.3050 3 1656.8932 -0.0001 33.72 K S JW3943
11231 VGELSGGER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 53 452.2303 2 902.4460 0.0004 18.65 R G 0
11232 VGEQLMEVLMLHK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 11 509.6075 3 1525.8007 0.0010 55.73 R N 0
11233 VGFFNPIASEK JW2590 ECK2606 rpsP 30S ribosomal subunit protein S16 58 604.8194 2 1207.6242 0.0005 43.94 R E 0
11234 VGFFNPIASEKEEGTR JW2590 ECK2606 rpsP 30S ribosomal subunit protein S16 50 594.3002 3 1779.8788 -0.0004 39.33 R L 0
11235 VGFFNPIASEKEEGTRLDLDR JW2590 ECK2606 rpsP 30S ribosomal subunit protein S16 40 798.4075 3 2392.2007 -0.0017 45.56 R I 0
11236 VGFGYGK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 26 364.1919 2 726.3692 -0.0007 25.15 R A 0
11237 VGFIGLGIMGKPMSK JW5526 ECK3113 garR tartronate semialdehyde reductase 44 512.2878 3 1533.8416 0.0004 47.26 K N 0
11238 VGFRFEDGK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 36 527.7695 2 1053.5244 0.0002 28.70 R K 0
11239 VGFRFEDGKK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 16 394.8804 3 1181.6194 0.0000 24.74 R V 0
11240 VGGIDPLIGR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 46 498.7965 2 995.5784 0.0021 37.98 R E 0
11241 VGGLLGGKPGVTVFHMGDSK JW4291 ECK4319 iadA isoaspartyl dipeptidase 38 652.6848 3 1955.0326 0.0027 40.21 R K 0
11242 VGGMAEIVGFNTELLQPR JW1178 ECK1177 dadA D-amino acid dehydrogenase 82 966.0069 2 1929.9992 0.0010 59.30 R R 0
11243 VGGSTYQVPVEVRPVR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 60 581.6561 3 1741.9465 -0.0010 33.12 R R 0
11244 VGGSTYQVPVEVRPVRR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 65 633.6888 3 1898.0446 -0.0039 29.49 R N 0
11245 VGGVATYR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 42 411.7262 2 821.4378 -0.0017 21.88 R N 0
11246 VGIGPGSICTTR 57.021465@C:9 JW5401 ECK2504 guaB IMP dehydrogenase 65 609.3192 2 1216.6238 0.0004 32.90 K I 0
11247 VGIGPGSVCTTR 57.021465@C:9 JW0101 ECK0104 guaC GMP reductase 66 602.3109 2 1202.6072 -0.0005 27.89 K V 0
11248 VGIGPSSSHTVGPMK JW1803 ECK1812 sdaA L-serine deaminase I 12 485.2546 3 1452.7420 0.0024 25.81 K A 0
11249 VGINELLR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 56 457.2768 2 912.5390 -0.0002 41.43 K T 0
11250 VGINGFGR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 54 410.2262 2 818.4378 -0.0020 29.02 K I JW5906
11251 VGIVFGGK JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 11 388.7369 2 775.4592 0.0002 31.98 R S 0
11252 VGIVYNYANASDLPAK JW2924 ECK2952 ansB periplasmic L-asparaginase II 48 847.9411 2 1693.8676 0.0002 40.44 K A 0
11253 VGKEFASEPVWFGDSDR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 30 642.6387 3 1924.8943 -0.0011 43.40 K A 0
11254 VGLETLLGVLNASSR JW5165 ECK1118 hflD predicted lysogenization regulator 55 764.9386 2 1527.8626 0.0007 66.75 R Q 0
11255 VGLFGGAGVGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 62 481.2769 2 960.5392 0.0000 38.56 K T 0
11256 VGLFQDTSAF JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 54 542.7692 2 1083.5238 0.0001 55.07 K - 0
11257 VGLIAGSGGGSPR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 113 564.3121 2 1126.6096 0.0003 25.93 R F 0
11258 VGLIAGSGGGSPRFQVFGADAMRGPR 15.994915@M:22 JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 12 859.4414 3 2575.3024 -0.0052 68.25 R G 0
11259 VGLLDNSR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 38 437.2433 2 872.4720 0.0004 26.77 K M 0
11260 VGLLTGDVAQK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 52 550.8193 2 1099.6240 0.0003 31.72 R K 0
11261 VGLSFSLPIYQGGMVNSQVK JW5503 ECK3026 tolC transport channel 40 708.7114 3 2123.1124 0.0041 59.35 K Q 0
11262 VGLSPTPCLER 57.021465@C:8 JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 67 614.8211 2 1227.6276 -0.0004 32.89 R V 0
11263 VGLTNEELQK JW2516 ECK2529 yfhQ predicted methyltransferase 48 565.8048 2 1129.5950 -0.0029 27.52 R C 0
11264 VGMAGSNVALHVNNLFDR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 46 638.6592 3 1912.9558 -0.0018 45.73 R E 0
11265 VGNLAFLDVTGR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 61 631.3487 2 1260.6828 0.0002 48.85 K I 0
11266 VGNLFSADLFYSPDGEMFDVMEK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 95 1306.0921 2 2610.1696 0.0039 70.32 R Y 0
11267 VGNQLGLR JW2766 ECK2790 ygdH conserved protein 47 428.7544 2 855.4942 0.0016 23.89 R E 0
11268 VGPALTFALR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 61 522.8137 2 1043.6128 0.0002 45.77 K E JW3101
11269 VGPVPIFYSPYLQLPVGDK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 79 1045.0722 2 2088.1298 0.0003 63.81 K R 0
11270 VGPVPIFYSPYLQLPVGDKR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 34 749.0844 3 2244.2314 0.0007 58.07 K R 0
11271 VGQVTGLAWTEVGGDLLTIETACVPGK 57.021465@C:23 JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 12 924.4810 3 2770.4212 0.0001 67.90 R G 0
11272 VGSCGAVLPHVK 57.021465@C:4 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 79 612.3314 2 1222.6482 -0.0009 24.92 R L 0
11273 VGSFDGGWGASYMAR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 65 780.8487 2 1559.6828 0.0002 45.29 K I 0
11274 VGSLGWANK JW2203 ECK2207 ompC outer membrane porin protein C 63 466.2538 2 930.4930 0.0008 31.01 R A 0
11275 VGSVETSTFDTQKR JW0934 ECK0942 pqiB paraquat-inducible protein B 36 518.9295 3 1553.7667 -0.0017 23.51 R N 0
11276 VGTPAITR JW2535 ECK2548 glyA serine hydroxymethyltransferase 39 407.7428 2 813.4710 0.0002 20.94 R R 0
11277 VGTSMLTR JW5403 ECK2507 der predicted GTP-binding protein 35 432.7338 2 863.4530 -0.0004 23.72 R I 0
11278 VGTVTPNVAEAVK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 61 642.8613 2 1283.7080 -0.0004 29.82 K N 0
11279 VGVENLVNAVPQLK JW2924 ECK2952 ansB periplasmic L-asparaginase II 35 740.4302 2 1478.8458 0.0003 50.99 K D 0
11280 VGVGVMLNDLF JW3794 ECK3815 pldA outer membrane phospholipase A 58 582.3103 2 1162.6060 0.0005 69.94 R - 0
11281 VGVIMQDK JW0732 ECK0731 ybgF predicted protein 17 445.2440 2 888.4734 -0.0004 24.90 K G 0
11282 VGVLDIPGFYVGLTDDVK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 30 954.0117 2 1906.0088 0.0002 67.35 K V 0
11283 VGVLSNDFFVNLLDMR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 97 919.9778 2 1837.9410 0.0016 75.17 R Y 0
11284 VGVNQVVGVNLFDVYR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 101 889.4830 2 1776.9514 -0.0008 57.27 K G 0
11285 VGVVGIGGLGHMGIK JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 48 465.2706 3 1392.7900 -0.0012 41.00 K L 0
11286 VGVYSSPHLVR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 44 405.2281 3 1212.6625 0.0010 27.06 K Y 0
11287 VGWGGSLQLVADMIK JW2277 ECK2276 nuoH NADH:ubiquinone oxidoreductase, membrane subunit H 54 787.4246 2 1572.8346 0.0012 66.10 R M 0
11288 VGYINDQYVLNPTQDELK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 85 1055.0290 2 2108.0434 0.0009 48.20 R E 0
11289 VGYINDQYVLNPTQDELKESK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 66 818.4109 3 2452.2109 -0.0011 43.11 R L 0
11290 VGYLVVSTDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 60 554.8037 2 1107.5928 0.0005 33.42 R G 0
11291 VGYQAQVIPALLAGLALGVIETR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 71 784.7935 3 2351.3587 0.0010 80.36 K L 0
11292 VGYQAQVIPALLAGLALGVIETRLKR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 62 688.1662 4 2748.6357 -0.0021 79.12 K I 0
11293 VHEGRPHIQDR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 36 672.3497 2 1342.6848 -0.0005 15.85 K I 0
11294 VHELANWLR JW2560 ECK2574 srmB ATP-dependent RNA helicase 24 379.8767 3 1136.6083 -0.0008 35.58 R E 0
11295 VHFISALHGSGVGNLFESVR JW5403 ECK2507 der predicted GTP-binding protein 57 709.3765 3 2125.1077 0.0008 47.04 R E 0
11296 VHFQQADDDNDVAVSLVIALIVENPQQQLK JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 63 1116.2477 3 3345.7213 0.0010 73.77 K L 0
11297 VHGGILGR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 36 404.7437 2 807.4728 0.0013 20.15 K R 0
11298 VHIINLEK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 30 483.2925 2 964.5704 -0.0001 26.44 K T 0
11299 VHLEPTINLPLSNNWGSINTEAK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 66 849.7780 3 2546.3122 -0.0008 52.09 R L 0
11300 VHLITCHNDMAK 57.021465@C:6 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 57 719.8496 2 1437.6846 -0.0011 21.45 K N 0
11301 VHLPPLR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 22 416.2634 2 830.5122 -0.0004 27.07 R E 0
11302 VHPNGIR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 16 396.7271 2 791.4396 -0.0006 16.01 K L 0
11303 VHQGHLAR JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 31 306.5069 3 916.4989 -0.0002 13.77 R K 0
11304 VHSECLTGDALFSLR 57.021465@C:5 JW1269 ECK1272 ribA GTP cyclohydrolase II 37 568.9511 3 1703.8315 0.0015 45.41 R C 0
11305 VHTFEEEIEFVQGLNHSTGK JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 64 767.7098 3 2300.1076 0.0003 52.03 R N 0
11306 VHTQYAGHPIAFDDR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 38 576.2821 3 1725.8245 0.0023 27.91 R Y 0
11307 VHTSYHQAVTATGR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 91 764.3866 2 1526.7586 -0.0003 18.16 R L 0
11308 VHVHVEEGSPK JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 52 406.5467 3 1216.6183 -0.0017 17.69 R D 0
11309 VHVHVEEGSPKDR JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 74 744.8815 2 1487.7484 0.0004 17.84 R I 0
11310 VHVTDYTNASR JW3897 ECK3918 glpK glycerol kinase 49 631.8100 2 1261.6054 0.0003 22.23 R T 0
11311 VHYCFFNLGGAAHEIGVR 57.021465@C:4 JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 46 683.0035 3 2045.9887 -0.0006 46.20 R Q 0
11312 VHYDTTLNGGFATAMALNADATEK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 15 837.7319 3 2510.1739 -0.0007 49.19 K V 0
11313 VIAAGANVVR JW1843 ECK1855 pykA pyruvate kinase II 44 485.2956 2 968.5766 0.0000 24.74 K M 0
11314 VIADCGCEGR 57.021465@C:5,57.021465@C:7 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 41 568.7447 2 1135.4748 -0.0001 18.84 K A 0
11315 VIADCGCEGRA 57.021465@C:5,57.021465@C:7 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 77 604.2629 2 1206.5112 -0.0008 19.56 K - 0
11316 VIADHIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 47 412.2427 2 822.4708 -0.0003 19.37 R S 0
11317 VIADYEER JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 12 497.7461 2 993.4776 0.0009 23.84 K K 0
11318 VIAGFAGGTADAFTLFELFER JW3903 ECK3924 hslV peptidase component of the HslUV protease 104 1116.5710 2 2231.1274 0.0014 77.89 K K 0
11319 VIAIVVQPGVEFDHSNIIHYQPQEAQPLAQWIENTR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 15 1035.7881 4 4139.1233 0.0006 60.42 R M 0
11320 VIALDLDGTLLTPK JW0749 ECK0755 ybhA predicted hydrolase 27 734.9348 2 1467.8550 0.0001 56.67 R K 0
11321 VIALQPISQK JW2748 ECK2771 ygcF conserved protein 45 548.8394 2 1095.6642 -0.0009 32.07 R D 0
11322 VIARPFIGDK JW4346 ECK4375 deoB phosphopentomutase 41 558.3322 2 1114.6498 0.0001 27.09 R A 0
11323 VIASCFFEASTR 57.021465@C:5 JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 76 694.3376 2 1386.6606 0.0005 42.42 K T 0
11324 VIASDELMTK JW3006 ECK3029 ygiC predicted enzyme 11 553.7914 2 1105.5682 -0.0006 29.81 K F 0
11325 VIASELGEER JW3974 ECK4006 aceB malate synthase A 85 551.7901 2 1101.5656 -0.0008 26.89 K F 0
11326 VIASTQPAQTTVYLEQPEAIDYKR JW0328 ECK0334 codA cytosine deaminase 37 907.8075 3 2720.4007 -0.0013 41.27 K - 0
11327 VIAVPGK JW1913 ECK1927 yedD predicted protein 43 342.2263 2 682.4380 0.0004 23.36 R L 0
11328 VICQGFTGSQGTFHSEQAIAYGTK 57.021465@C:3 JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 53 863.0821 3 2586.2245 0.0074 38.33 K M 0
11329 VIDELRPK JW2560 ECK2574 srmB ATP-dependent RNA helicase 22 323.8624 3 968.5654 -0.0001 22.34 R T 0
11330 VIDFSGNYEDYLR JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 39 795.8754 2 1589.7362 0.0002 51.94 R S 0
11331 VIDGADGAR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 60 437.2249 2 872.4352 0.0001 17.55 R F 0
11332 VIDGQINLR JW3974 ECK4006 aceB malate synthase A 56 514.2983 2 1026.5820 -0.0002 30.74 K D 0
11333 VIDHYENPR JW2513 ECK2526 iscU scaffold protein 32 571.7822 2 1141.5498 -0.0018 19.36 K N 0
11334 VIDIWAAANDR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 86 622.3255 2 1242.6364 0.0008 45.49 K V 0
11335 VIDLLIK JW3194 ECK3214 nanA N-acetylneuraminate lyase 48 407.2758 2 812.5370 -0.0001 41.65 K T 0
11336 VIDLMCPFAK 57.021465@C:6 JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 56 597.3066 2 1192.5986 0.0002 51.21 K G 0
11337 VIDQGTGETMGDMTK JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 95 791.8577 2 1581.7008 -0.0006 29.78 R H 0
11338 VIDSRLVGEGSSVRR JW0403 ECK0407 ybaD conserved protein 13 543.9710 3 1628.8912 -0.0047 43.45 K R 0
11339 VIDTTAAGDSFSAGYLAVR JW5668 ECK3511 kdgK ketodeoxygluconokinase 88 957.4845 2 1912.9544 0.0015 47.77 K L 0
11340 VIEAESLDLR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 55 572.8140 2 1143.6134 -0.0001 36.41 K Y 0
11341 VIEFSDDSIEAR JW0669 ECK0671 fur DNA-binding transcriptional dual regulator 38 690.8358 2 1379.6570 0.0003 38.22 K Q 0
11342 VIEIAVK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 13 386.2525 2 770.4904 0.0003 28.49 R G 0
11343 VIELQGIAGTSAAR JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 126 693.3918 2 1384.7690 0.0017 37.68 K E 0
11344 VIELTKK JW3709 ECK3724 atpC F1 sector of membrane-bound ATP synthase, epsilon subunit 38 415.7701 2 829.5256 -0.0017 19.32 R A 0
11345 VIEPVKR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 25 420.7682 2 839.5218 -0.0010 18.19 R T 0
11346 VIEQTVR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 48 422.7481 2 843.4816 0.0002 18.98 R E 0
11347 VIESLIHSGEPLGLEAGSK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 26 646.0175 3 1935.0307 -0.0006 42.57 R A 0
11348 VIETFGASEGGNK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 73 654.8261 2 1307.6376 0.0019 26.57 K G 0
11349 VIETMYETGK JW2768 ECK2792 sdaB L-serine deaminase II 62 585.7893 2 1169.5640 0.0003 29.29 K D JW1803 JW5520
11350 VIETMYETGKDMNAK 15.994915@M:5,15.994915@M:12 JW2768 ECK2792 sdaB L-serine deaminase II 22 587.9387 3 1760.7943 -0.0016 31.12 K Y JW1803
11351 VIETMYETGKDMNAK 15.994915@M:5,15.994915@M:12 JW1803 ECK1812 sdaA L-serine deaminase I 12 587.9380 3 1760.7922 -0.0037 30.95 K Y JW1803
11352 VIFDNNYRPR JW5668 ECK3511 kdgK ketodeoxygluconokinase 14 431.8948 3 1292.6626 0.0000 29.49 K L 0
11353 VIFDVAHNPHAAEYLTGR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 22 503.2605 4 2009.0129 0.0009 39.97 R M 0
11354 VIFLTADAFGVLPPVSR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 33 601.3455 3 1801.0147 0.0010 63.65 K L 0
11355 VIFLVPHGWAVDIPAMLMASQGQK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 41 870.1308 3 2607.3706 0.0000 68.60 K M 0
11356 VIGAGQVYGLSAR JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 89 645.8616 2 1289.7086 -0.0005 36.52 R G 0
11357 VIGCLSK 57.021465@C:4 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 13 388.7203 2 775.4260 -0.0001 22.42 K L 0
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11358 VIGHEYFHNWTGNR JW0915 ECK0923 pepN aminopeptidase N 34 433.2101 4 1728.8113 -0.0006 32.70 R V 0
11359 VIGHLAHGNLEYK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 20 363.4503 4 1449.7721 -0.0008 24.61 K H 0
11360 VIGHLAHGNLEYKHPYLEDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 39 591.0577 4 2360.2017 -0.0006 29.33 K D 0
11361 VIGIGSPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 39 399.7453 2 797.4760 0.0001 23.56 K A 0
11362 VIGITNEEAISTAR JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 97 737.3986 2 1472.7826 -0.0008 36.21 K R 0
11363 VIGMENAMPWNLPADLAWFK JW0047 ECK0049 folA dihydrofolate reductase 66 1152.0704 2 2302.1262 -0.0016 75.43 R R 0
11364 VIGQNEAVDAVSNAIR JW2573 ECK2590 clpB protein disaggregation chaperone 116 828.4389 2 1654.8632 -0.0005 46.01 R R 0
11365 VIGSTTYQEFSNIFEK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 57 931.9609 2 1861.9072 -0.0025 55.62 R D 0
11366 VIGSTTYQEFSNIFEKDR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 28 712.0202 3 2133.0388 0.0010 52.53 R A 0
11367 VIGTATSENGAQAISDYLGANGK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 77 746.3727 3 2236.0963 -0.0009 47.31 K G 0
11368 VIGVGGGGGNAVEHMVR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 49 536.9459 3 1607.8159 -0.0042 32.55 K E 0
11369 VIGYTDLPGR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 32 545.7981 2 1089.5816 -0.0001 36.19 K L 0
11370 VIHDISEMNR JW1692 ECK1700 pps phosphoenolpyruvate synthase 51 405.2050 3 1212.5932 0.0010 24.09 K I 0
11371 VIHVVDKK JW2504 ECK2516 yfhM conserved protein 21 313.1993 3 936.5761 0.0005 16.69 R S 0
11372 VIIAAHGNSLR JW0738 ECK0744 gpmA phosphoglyceromutase 1 66 575.8386 2 1149.6626 0.0009 22.49 R A 0
11373 VIIMDEPTDALTDTETESLFR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 58 1198.5804 2 2395.1462 -0.0001 59.97 K V 0
11374 VIKPIMDGLTPIAK JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 70 748.4496 2 1494.8846 0.0003 41.31 R Q 0
11375 VILAGEVTTPVTVR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 87 727.9320 2 1453.8494 -0.0010 40.60 K G 0
11376 VILSQQMASAIIAAGQEEAQK JW2944 ECK2971 glcG conserved protein 66 729.3878 3 2185.1416 0.0004 57.40 K N 0
11377 VILVGNLGQDPEVR JW4020 ECK4051 ssb Single-stranded DNA-binding protein 98 754.9248 2 1507.8350 -0.0007 42.59 K Y 0
11378 VILVNSNPATIMTDPEMADATYIEPIHWEVVR 15.994915@M:17 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 137 1214.2712 3 3639.7918 -0.0033 62.28 R K 0
11379 VIMEGHQGDEYDEALSTLAELEDIGWK JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 13 1016.8100 3 3047.4082 0.0013 70.29 R V 0
11380 VIMVDHEGNKVDGDQIMYIIAR JW3143 ECK3165 glmM phosphoglucosamine mutase 15 629.8209 4 2515.2545 -0.0016 47.94 R E 0
11381 VINDNFGIIEGLMTTVHATTATQK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 94 1287.6655 2 2573.3164 0.0006 66.82 K T 0
11382 VINELTEK JW5947 ECK3377 aroK shikimate kinase I 54 473.2660 2 944.5174 -0.0004 24.83 K Q 0
11383 VINEPVK JW1668 ECK1674 ynhG conserved protein 10 399.7398 2 797.4650 0.0003 24.13 K Y 0
11384 VINESTNQNAAVK JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 92 694.3623 2 1386.7100 -0.0003 20.51 K R 0
11385 VINGFMIQGGGFEPGMK JW0514 ECK0518 ppiB peptidyl-prolyl cis-trans isomerase B (rotamase B) 78 891.4388 2 1780.8630 -0.0009 49.37 R Q 0
11386 VINGVVELPKDQAVLIEPFDTVTVQGFYR JW1596 ECK1599 ydgH predicted protein 41 1082.9184 3 3245.7334 -0.0002 63.70 R S 0
11387 VINQGEGAIPAR JW5746 ECK4203 fklB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 63 612.8381 2 1223.6616 -0.0006 23.76 R T 0
11388 VINQGEGAIPARTDR JW5746 ECK4203 fklB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 56 532.9531 3 1595.8375 -0.0005 22.14 R V 0
11389 VINQLTGGLAGMAK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 102 686.8860 2 1371.7574 0.0031 40.24 K G 0
11390 VINSGQVCNCAER 57.021465@C:8,57.021465@C:10 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 90 753.8426 2 1505.6706 -0.0008 21.97 R V 0
11391 VINYLNKLLGNELVAINQYFLHAR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 61 704.6459 4 2814.5545 0.0001 73.19 K M 0
11392 VIPATILGIQSDR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 57 691.9039 2 1381.7932 0.0004 46.56 K V 0
11393 VIPLPDEQATLDLGER JW4126 ECK4164 yjeE ATPase with strong ADP affinity 22 883.4700 2 1764.9254 -0.0003 50.43 R V 0
11394 VIPSIAYTEPEVAWVGLTEK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 98 1101.5885 2 2201.1624 0.0006 62.35 K E 0
11395 VIPYWNETILPR JW0738 ECK0744 gpmA phosphoglyceromutase 1 70 750.9161 2 1499.8176 0.0041 53.03 R M 0
11396 VISHVEEEAK JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 16 380.8678 3 1139.5816 -0.0005 18.12 R I 0
11397 VISQVEAQR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 46 515.2883 2 1028.5620 0.0006 21.09 K K 0
11398 VISVQEMHAQIK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 16 461.5865 3 1381.7377 -0.0010 31.28 K - 0
11399 VITLTGK JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 33 366.2369 2 730.4592 0.0003 24.98 K D 0
11400 VIVEGINLVK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 60 542.3422 2 1082.6698 -0.0001 42.00 K K 0
11401 VIVEGINLVKK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 52 606.3896 2 1210.7646 -0.0002 34.06 K H 0
11402 VIVNVVAE JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 52 421.7528 2 841.4910 0.0002 37.46 K - 0
11403 VIVSGEWLLNHQGQLIK JW5127 ECK0943 ymbA conserved protein 40 645.3674 3 1933.0804 0.0020 47.63 K R 0
11404 VIVSQLHR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 63 476.2903 2 950.5660 0.0000 21.88 R S 0
11405 VIVTGCLGAK 57.021465@C:6 JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 57 509.2916 2 1016.5686 -0.0003 28.84 K E 0
11406 VIVVTDGER JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 68 494.2771 2 986.5396 0.0000 25.02 K I 0
11407 VIYVPGK JW0637 ECK0635 leuS leucyl-tRNA synthetase 30 388.2390 2 774.4634 -0.0005 25.59 K L 0
11408 VKAALELAEQR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 62 614.3558 2 1226.6970 -0.0012 25.90 R E 0
11409 VKAEMENLR JW2594 ECK2610 grpE heat shock protein 48 363.8619 3 1088.5639 -0.0010 20.64 R R 0
11410 VKAEMENLRR JW2594 ECK2610 grpE heat shock protein 22 415.8959 3 1244.6659 0.0000 19.60 R R 0
11411 VKAPVIVQFSNGGASFIAGK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 74 664.0421 3 1989.1045 -0.0001 46.48 K G 0
11412 VKAQDVQR JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 58 472.2697 2 942.5248 0.0003 14.86 K H 0
11413 VKDDLQELAVVESFPTK JW5829 ECK1716 infC protein chain initiation factor IF-3 119 959.5121 2 1917.0096 0.0002 47.52 R I 0
11414 VKDDLQELAVVESFPTKIEGR JW5829 ECK1716 infC protein chain initiation factor IF-3 90 791.7606 3 2372.2600 0.0012 52.27 R Q 0
11415 VKEGDPNLGVIAETLTEHGTR JW2914 ECK2942 gshB glutathione synthetase 48 559.7947 4 2235.1497 0.0001 46.13 R Y 0
11416 VKEVVDFCHR 57.021465@C:8 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 60 644.8273 2 1287.6400 0.0008 24.47 R F 0
11417 VKFDELSLK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 36 539.8106 2 1077.6066 -0.0002 36.60 K L 0
11418 VKGGFTVELNGIR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 73 695.3959 2 1388.7772 -0.0003 37.11 K A 0
11419 VKGILEQYGHK JW0885 ECK0893 pflA pyruvate formate lyase activating enzyme 1 30 424.5751 3 1270.7035 0.0003 24.61 R V 0
11420 VKGLIEEMASAYEDPKEVIEFYSK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 45 694.6008 4 2774.3741 0.0016 63.24 R N 0
11421 VKHPSEIVNVGDEITVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 95 932.5128 2 1863.0110 0.0009 33.73 R V 0
11422 VKIDVAIADDQLDEVIDIVSK JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 54 766.7526 3 2297.2360 -0.0005 64.45 K A 0
11423 VKIEIVVPDDIVDTCVDTIIR 57.021465@C:15 JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 46 804.7741 3 2411.3005 0.0024 61.94 K T 0
11424 VKKGDVLK JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 34 443.7893 2 885.5640 -0.0007 15.81 K A 0
11425 VKLDEAGVR JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 58 493.7849 2 985.5552 -0.0003 21.52 K M 0
11426 VKLEQIAADIK JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 66 614.3688 2 1226.7230 -0.0003 37.07 R S 0
11427 VKLPLTLDPVR JW1074 ECK1074 yceD conserved protein 48 417.5991 3 1249.7755 -0.0002 41.50 K T 0
11428 VKNELSQYGILPEEWGGESQFVHVSAK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 32 758.6347 4 3030.5097 0.0011 51.42 R A 0
11429 VKNIIGIK JW2463 ECK2474 dapA dihydrodipicolinate synthase 18 442.7998 2 883.5850 -0.0003 20.89 K E 0
11430 VKNPGLWELPFGTTAR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 51 595.9928 3 1784.9566 -0.0008 48.93 R E 0
11431 VKNTSFAPGNVSIK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 11 731.4046 2 1460.7946 -0.0040 65.03 K W 0
11432 VKNVLSSGK JW3271 ECK3296 rplX 50S ribosomal subunit protein L24 43 466.2820 2 930.5494 -0.0003 18.29 K V 0
11433 VKPFIEHCALAPLPGEGSFAGSILSHDFVEAALMR 57.021465@C:8 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 16 1256.3081 3 3765.9025 0.0016 79.89 R R 0
11434 VKPGSLGHR JW4346 ECK4375 deoB phosphopentomutase 21 317.5225 3 949.5457 -0.0001 15.72 K E 0
11435 VKPIRDEDGLAIDFEIEGEYPQFGNNDPR JW0886 ECK0894 pflB pyruvate formate lyase I 38 834.1557 4 3332.5937 -0.0012 52.88 K V 0
11436 VKPITLR JW4072 ECK4104 proP proline/glycine betaine transporter 25 413.7788 2 825.5430 -0.0005 21.43 K D 0
11437 VKPNQQVTIIDSEGK JW5571 ECK3864 bipA GTP-binding protein 41 552.6369 3 1654.8889 -0.0001 25.06 K T 0
11438 VKPQVYAGLFPVSSDDYEAFR JW2553 ECK2567 lepA GTP binding membrane protein 46 796.7335 3 2387.1787 -0.0011 52.29 K D 0
11439 VKSQAIEGLVK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 40 586.3574 2 1170.7002 0.0030 25.62 R A 0
11440 VKVEHADEYDLWGSR JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 42 601.9596 3 1802.8570 -0.0016 35.10 R V 0
11441 VKVGDTVIEFDLPLLEEK JW2410 ECK2412 crr glucose-specific enzyme IIA component of PTS 44 682.0460 3 2043.1162 0.0023 62.66 R A 0
11442 VKWILDHVEGSR JW3897 ECK3918 glpK glycerol kinase 33 480.2646 3 1437.7720 -0.0009 33.42 K E 0
11443 VKYWMTFNEINNQR JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 40 614.9699 3 1841.8879 -0.0005 43.33 K N 0
11444 VLAAIDAR JW1796 ECK1805 yeaZ predicted peptidase 59 414.7499 2 827.4852 -0.0011 25.63 R M 0
11445 VLADGQFYR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 72 534.7771 2 1067.5396 -0.0002 30.88 R V 0
11446 VLADMAAAEQELEQAFER JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 38 674.3263 3 2019.9571 -0.0001 67.17 K W 0
11447 VLAEMGPQK 15.994915@M:5 JW0904 ECK0912 smtA S-adenosylmethionine-dependent methyltransferase 19 494.7597 2 987.5048 -0.0010 25.16 R L 0
11448 VLAEQALAQPTTDELMTLVNK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 79 762.4070 3 2284.1992 0.0009 58.76 K F 0
11449 VLAEQNADVR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 50 557.7952 2 1113.5758 -0.0019 20.72 K R 0
11450 VLAGEPR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 36 371.2163 2 740.4180 0.0000 18.89 R I 0
11451 VLAGVWSQEAASIAQEIK JW5127 ECK0943 ymbA conserved protein 97 950.5123 2 1899.0100 0.0000 60.08 K R 0
11452 VLALAALHHHVDVASEDALVPLASHLDVR JW0893 ECK0901 cmk cytidylate kinase 66 767.9215 4 3067.6569 0.0003 51.00 R F 0
11453 VLALDMGALVAGAK JW2573 ECK2590 clpB protein disaggregation chaperone 128 664.8834 2 1327.7522 -0.0011 56.31 R Y 0
11454 VLARAGHGSR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 12 512.2954 2 1022.5762 0.0030 34.55 K R 0
11455 VLATEIAKPSVAAAQYNIAANHIDNVQIIR JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 59 801.6936 4 3202.7453 -0.0007 48.56 R M 0
11456 VLAVAVYNHYK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 68 638.8551 2 1275.6956 -0.0018 31.85 K R 0
11457 VLAYYKPEGELCTR 57.021465@C:12 JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 40 566.9553 3 1697.8441 -0.0005 33.31 R N 0
11458 VLCAAQPLSIQVHPNKHNSEIGFAK 57.021465@C:3 JW1605 ECK1608 manA mannose-6-phosphate isomerase 13 690.3668 4 2757.4381 -0.0003 36.09 K E 0
11459 VLCLQDEIADHTLK 57.021465@C:3 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 52 552.2870 3 1653.8392 -0.0003 42.97 R M 0
11460 VLCTASIEEGVPR 57.021465@C:3 JW3618 ECK3633 rph ribonuclease PH (pseudogene) 59 715.8690 2 1429.7234 0.0000 35.63 K F 0
11461 VLDAAVAGK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 59 422.2498 2 842.4850 -0.0011 22.19 K I 0
11462 VLDAVLK JW5689 ECK3404 malP maltodextrin phosphorylase 41 379.2446 2 756.4746 0.0001 31.78 K E 0
11463 VLDDTMAVADILTSMVVDVSDLLDQAR JW4135 ECK4173 purA adenylosuccinate synthetase 89 969.1562 3 2904.4468 0.0008 81.54 K Q 0
11464 VLDEFVVHTLGENAR JW2766 ECK2790 ygdH conserved protein 69 849.9442 2 1697.8738 0.0002 46.24 R R 0
11465 VLDEGTQKNDR JW2795 ECK2823 thyA thymidylate synthetase 12 425.5492 3 1273.6258 -0.0006 16.65 K T 0
11466 VLDFEEGR JW0175 ECK0179 fabZ (3R)-hydroxymyristol acyl carrier protein dehydratase 47 482.7400 2 963.4654 -0.0007 31.75 R F 0
11467 VLDGAVMVYCAVGGVQPQSETVWR 57.021465@C:10 JW3302 ECK3327 fusA protein chain elongation factor EF-G 57 874.4329 3 2620.2769 -0.0007 58.27 R Q 0
11468 VLDHQDVFGVLLQQVGTTGEIHDYTALISELK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 31 885.4661 4 3537.8353 -0.0001 71.52 K S 0
11469 VLDICAR 57.021465@C:5 JW2535 ECK2548 glyA serine hydroxymethyltransferase 44 423.7289 2 845.4432 0.0004 27.62 K Y 0
11470 VLDIIDILFSDTVK JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 119 795.9532 2 1589.8918 0.0003 79.64 R A 0
11471 VLDLASPIGR JW3756 ECK3775 rho transcription termination factor 52 520.8088 2 1039.6030 0.0006 41.93 R G 0
11472 VLDLIAHISK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 52 554.8400 2 1107.6654 0.0003 42.06 K - 0
11473 VLDQFAITLPEDLFAR JW2308 ECK2305 ubiX 3-octaprenyl-4-hydroxybenzoate carboxy-lyase 57 924.4990 2 1846.9834 0.0006 67.54 R W 0
11474 VLDVGCGAGVLSVAFAR 57.021465@C:6 JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 94 845.9507 2 1689.8868 -0.0002 56.27 K H 0
11475 VLDVTLLNELAVSSLTR JW0434 ECK0438 ybaX predicted aluminum resistance protein 71 922.0309 2 1842.0472 0.0010 67.53 K D 0
11476 VLDWAAEGLHNVSISQVELR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 53 746.0624 3 2235.1654 0.0006 54.32 R S 0
11477 VLEELEDWLHNLPGTSVDILR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 96 1224.6434 2 2447.2722 0.0027 73.21 R L 0
11478 VLEELNALLLQEEA JW3595 ECK3610 rfaF ADP-heptose:LPS heptosyltransferase II 58 792.4297 2 1582.8448 -0.0005 64.91 R - 0
11479 VLEGGEGHDVVLVEIGGTVGDIESLPFLEAIR JW2751 ECK2774 pyrG CTP synthetase 26 1107.2514 3 3318.7324 -0.0021 76.59 R Q 0
11480 VLEITGPHSYEQVLEHVHHYVPKPK JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 21 734.8909 4 2935.5345 -0.0001 43.62 K H 0
11481 VLELFAQSGAQWLVILGDVLNHGPR JW5377 ECK2294 yfcE predicted phosphatase 32 911.5017 3 2731.4833 0.0025 80.16 R N 0
11482 VLEMVEAGSELRDR JW3592 ECK3607 kbl glycine C-acetyltransferase 55 535.2751 3 1602.8035 0.0000 37.34 K L 0
11483 VLENAEGDR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 77 501.7463 2 1001.4780 0.0004 18.47 R T 0
11484 VLENAEGDRTTPSIIAYTQDGETLVGQPAKR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 33 833.1793 4 3328.6881 -0.0016 44.58 R Q 0
11485 VLEQSAESVPEYGK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 79 768.3817 2 1534.7488 -0.0026 31.25 R A 0
11486 VLESAIANAEHNDGADIDDLK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 94 737.3573 3 2209.0501 0.0001 42.80 K V 0
11487 VLESAIANAEHNDGADIDDLKVTK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 47 635.3224 4 2537.2605 -0.0004 41.51 K I 0
11488 VLESGVDILIGTTGR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 40 765.4303 2 1528.8460 0.0000 51.22 K L 0
11489 VLESLHGALAADAALLSAAER JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 56 693.3800 3 2077.1182 0.0014 57.78 R Q 0
11490 VLETILHSEQAK JW1753 ECK1762 selD selenophosphate synthase 32 456.5891 3 1366.7455 -0.0002 31.05 K F 0
11491 VLEVDLQR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 30 486.2796 2 970.5446 -0.0001 34.63 K K 0
11492 VLEVQGMK JW1843 ECK1855 pykA pyruvate kinase II 18 452.2519 2 902.4892 -0.0002 28.66 K V 0
11493 VLEVSNLR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 72 465.2745 2 928.5344 0.0004 32.37 K K 0
11494 VLEVSNLRK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 21 529.3216 2 1056.6286 -0.0004 12.69 K S 0
11495 VLEVTLR JW1839 ECK1851 eda multifunctional 2-keto-3-deoxygluconate 6-phosphate aldolase -!- 2-keto-4-hydroxyglutarate aldolase -!- oxaloacetate decarboxylase 52 415.2606 2 828.5066 -0.0001 34.97 R T 0
11496 VLFCHGGGR 57.021465@C:4 JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 45 501.7504 2 1001.4862 -0.0002 20.81 K G 0
11497 VLFMVDGTTTDAVDPAEIWPEFIAR JW3684 ECK3699 trmE GTPase 31 931.7988 3 2792.3746 0.0015 74.49 R L 0
11498 VLFPEIDALFGVPAPAK JW3028 ECK3046 cca fused tRNA nucleotidyl transferase -!- 2'3'-cyclic phosphodiesterase/2'nucleotidase/phosphatase 19 892.5037 2 1782.9928 0.0009 71.33 R W 0
11499 VLFPYFAGFSQLLR JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 47 829.4589 2 1656.9032 0.0006 71.81 R D 0
11500 VLGANFDGSK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 57 504.2614 2 1006.5082 0.0000 27.64 R N 0
11501 VLGAWSDLTR JW5566 ECK3878 yihX predicted hydrolase 44 559.3039 2 1116.5932 0.0006 43.24 R I 0
11502 VLGDKIQLVGDDLFVTNTK JW2750 ECK2773 eno enolase 52 692.3846 3 2074.1320 0.0011 52.06 K I 0
11503 VLGETIKDALGEHILER JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 65 631.6855 3 1892.0347 -0.0021 46.89 K V 0
11504 VLGEVKK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 44 386.7500 2 771.4854 0.0001 17.07 R E 0
11505 VLGFITDAGGR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 46 553.3040 2 1104.5934 0.0007 40.02 K T 0
11506 VLGGSHR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 41 363.2062 2 724.3978 -0.0001 14.05 K R 0
11507 VLGHLGLER JW5571 ECK3864 bipA GTP-binding protein 48 497.2956 2 992.5766 0.0000 27.52 K I 0
11508 VLGKPQTDPTLEWFLSHCHIHK 57.021465@C:18 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 25 661.5929 4 2642.3425 -0.0001 44.31 M Y 0
11509 VLGLELGADDYLPKPFNDR JW3883 ECK3905 cpxR DNA-binding response regulator in two-component regulatory system with CpxA 101 1066.5544 2 2131.0942 -0.0006 57.60 R E 0
11510 VLGSLYYR JW1018 ECK1021 ycdY conserved protein 26 485.7709 2 969.5272 -0.0011 33.61 R Q 0
11511 VLGTDGFGR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 55 461.2429 2 920.4712 -0.0004 29.49 R S 0
11512 VLHATQELVTLGLAKPILIGRPNVIEMR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 40 771.2045 4 3080.7889 -0.0008 53.35 R I 0
11513 VLHHGPDNAAVR JW5892 ECK0143 yadB glutamyl-Q tRNA(Asp) synthetase 10 429.2301 3 1284.6685 -0.0003 17.45 R I 0
11514 VLHNHSEELTLR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 66 724.3868 2 1446.7590 0.0012 22.15 K L 0
11515 VLHPLPR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 33 416.2635 2 830.5124 -0.0003 21.13 K V 0
11516 VLHSAWLNSHYQTGLK JW4201 ECK4237 mgtA magnesium transporter 46 618.6597 3 1852.9573 -0.0011 33.27 R N 0
11517 VLHTLAGK JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 47 419.7599 2 837.5052 -0.0019 18.51 K A 0
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11518 VLIEATSNQVNQFGGYTGMTPADFR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 120 1358.6555 2 2715.2964 0.0002 53.69 K E 0
11519 VLIEQMR JW3619 ECK3634 yicC conserved protein 35 444.7520 2 887.4894 -0.0004 29.08 K E 0
11520 VLIIVPETLQHQWLVEMLR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 40 773.1080 3 2316.3022 -0.0004 65.80 R R 0
11521 VLINLLPNTPETVGIINQQLLEK JW5146 ECK1019 ycdW 2-ketoacid reductase 59 853.8301 3 2558.4685 0.0003 65.68 R L 0
11522 VLITYGGGSVK JW2978 ECK3003 yqhD alcohol dehydrogenase, NAD(P)-dependent 60 547.3161 2 1092.6176 -0.0001 30.78 R K 0
11523 VLKDDNLLALFDIPK JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 11 571.9979 3 1712.9719 0.0006 62.64 K I 0
11524 VLLADEVGLGK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 60 557.3290 2 1112.6434 -0.0006 42.58 R T 0
11525 VLLAQALFADPDILLLDEPTNNLDIDTIR JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 76 806.1883 4 3220.7241 0.0011 79.66 R W 0
11526 VLLDALK JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 15 386.2522 2 770.4898 -0.0002 29.16 R L 0
11527 VLLEIADLK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 52 507.3157 2 1012.6168 0.0001 48.64 K V 0
11528 VLLFGQAIQTAGTVK JW5873 ECK4366 prfC peptide chain release factor RF-3 82 773.4541 2 1544.8936 0.0011 50.38 K G 0
11529 VLLGVAGFQAR JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 60 565.8367 2 1129.6588 -0.0019 42.77 R A 0
11530 VLLHLIDIDPIDGTDPVENAR JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 28 772.4134 3 2314.2184 0.0015 57.79 R I 0
11531 VLLLDEPTNHLDIETIDWLEGFLK JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 48 941.8325 3 2822.4757 0.0014 79.75 R T 0
11532 VLLLDNLSDYIKPGMSVEAIQGIIASMK JW1989 ECK2001 yeeX conserved protein 76 1006.8797 3 3017.6173 -0.0006 79.42 R G 0
11533 VLLPAFPDIR JW3392 ECK3415 glgA glycogen synthase 24 570.8426 2 1139.6706 0.0004 54.39 R R 0
11534 VLLTLEELELPYEQILAGR JW0822 ECK0828 yliJ predicted glutathione S-transferase 15 1100.1174 2 2198.2202 0.0005 73.67 K E 0
11535 VLLVGQSPNAELSAR JW3119 ECK3138 yraP predicted protein 80 777.4342 2 1552.8538 -0.0034 38.33 K A 0
11536 VLMQDFTGVPAVVDLAAMR JW1268 ECK1271 acnA aconitate hydratase 1 43 678.3575 3 2032.0507 0.0021 65.69 R E 0
11537 VLMTYLKPVLPK JW2101 ECK2107 metG methionyl-tRNA synthetase 46 467.9560 3 1400.8462 -0.0004 43.36 R L 0
11538 VLNEMAADDALSEAVR JW0185 ECK0189 yaeP conserved protein 56 852.4169 2 1702.8192 -0.0002 45.09 K E 0
11539 VLNEVTHYYLTK JW0451 ECK0456 acrB multidrug efflux system protein 59 740.3957 2 1478.7768 0.0000 36.64 K E 0
11540 VLNIFPSIDTGVCAASVR 57.021465@C:13 JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 136 960.0058 2 1917.9970 -0.0010 55.95 K K 0
11541 VLNLCDK 57.021465@C:5 JW2573 ECK2590 clpB protein disaggregation chaperone 36 431.2285 2 860.4424 -0.0001 26.52 R L 0
11542 VLNLLEMPR JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 44 542.8127 2 1083.6108 -0.0001 48.65 R S 0
11543 VLNNEIILVTCGSAFK 57.021465@C:11 JW3302 ECK3327 fusA protein chain elongation factor EF-G 109 889.4792 2 1776.9438 -0.0004 51.36 R N 0
11544 VLNNGDLGENK JW1666 ECK1672 pykF pyruvate kinase I 69 586.7986 2 1171.5826 -0.0007 22.66 K G 0
11545 VLNQFDDAGIVTR JW0669 ECK0671 fur DNA-binding transcriptional dual regulator 90 724.3802 2 1446.7458 -0.0008 39.81 R H 0
11546 VLPAVAMLEER JW2893 ECK2922 pgk phosphoglycerate kinase 71 614.3408 2 1226.6670 -0.0022 50.53 K A 0
11547 VLPAVVSVR JW3203 ECK3223 degQ serine endoprotease, periplasmic 30 470.3030 2 938.5914 0.0001 32.75 K V 0
11548 VLPDIAAAIDVIHAQVSGGGR JW2421 ECK2423 yfeU predicted PTS component 69 687.0482 3 2058.1228 0.0008 65.11 R L 0
11549 VLPELNGK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 22 435.2582 2 868.5018 0.0001 28.41 K L 0
11550 VLPHLSDLTGR JW1860 ECK1872 yecP predicted methyltransferase 23 403.2313 3 1206.6721 0.0002 37.35 R T 0
11551 VLPITIHGDAAVTGQGVVQETLNMSK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 37 893.4779 3 2677.4119 0.0012 80.95 K A 0
11552 VLQALLSR JW3942 ECK3966 coaA pantothenate kinase 24 450.2866 2 898.5586 -0.0013 33.88 R W 0
11553 VLQLINAYR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 70 545.3245 2 1088.6344 0.0003 41.43 K F 0
11554 VLQLLGLPYR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 23 586.3636 2 1170.7126 0.0002 52.64 K K 0
11555 VLQLLGLPYRK JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 50 650.4109 2 1298.8072 -0.0001 43.70 K I 0
11556 VLQLQFIDPDVR JW5158 ECK1094 ycfP conserved protein 10 721.9044 2 1441.7942 0.0013 53.06 K L 0
11557 VLRAPHVSEK JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 30 379.2243 3 1134.6511 0.0001 19.08 K A 0
11558 VLRDDDNKPLVYEPGLHFK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 31 564.5512 4 2254.1757 0.0010 36.96 K I 0
11559 VLRDNVVIYEGELESLRR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 14 540.7994 4 2159.1685 -0.0011 45.88 R F 0
11560 VLSCGNGGSHCDAMHFAEELTGR 57.021465@C:4,57.021465@C:11 JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 16 627.0229 4 2504.0625 -0.0006 44.29 K Y 0
11561 VLSEITSSLNK JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 68 595.8342 2 1189.6538 -0.0015 35.92 K D 0
11562 VLSESDFQVNQLLDILR JW5058 ECK0420 yajQ predicted nucleotide binding protein 109 995.0364 2 1988.0582 0.0005 68.93 K A 0
11563 VLSGPGLVNLYR JW2385 ECK2384 glk glucokinase 70 644.3744 2 1286.7342 -0.0004 44.13 R A 0
11564 VLSGPQAQPAGDKAEFIEK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 34 662.3493 3 1984.0261 -0.0004 31.96 K V 0
11565 VLSLLVPALLVAGAANAAEVYNK JW2203 ECK2207 ompC outer membrane porin protein C 14 766.1143 3 2295.3211 0.0010 79.10 K D 0
11566 VLSMGDFSTELCGGTHASR 57.021465@C:12 JW2667 ECK2692 alaS alanyl-tRNA synthetase 62 675.6438 3 2023.9096 0.0005 45.97 R T 0
11567 VLSSIADKLQAGERDLDEIITIAGQELNEK JW0129 ECK0132 panC pantothenate synthetase 21 817.9376 4 3267.7213 0.0015 78.37 K G 0
11568 VLTCGQWGER 57.021465@C:4 JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 54 603.2899 2 1204.5652 -0.0005 29.13 R V 0
11569 VLTEAAVAGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 88 479.7819 2 957.5492 -0.0001 23.99 R R 0
11570 VLTGGVDANALHRPK JW3756 ECK3775 rho transcription termination factor 38 516.6267 3 1546.8583 0.0003 25.11 K R 0
11571 VLTGLTK JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 54 366.2365 2 730.4584 -0.0004 23.99 K R 0
11572 VLTMFDLR JW1716 ECK1725 yniC predicted hydrolase 39 497.7732 2 993.5318 0.0002 49.63 K D 0
11573 VLTPEFVAR JW1220 ECK1227 purU formyltetrahydrofolate hydrolase 30 516.2982 2 1030.5818 0.0007 38.35 R F 0
11574 VLTQEMVK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 46 474.2653 2 946.5160 0.0004 25.29 K K 0
11575 VLTQTMVTSADEGGLHTK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 42 629.9872 3 1886.9398 -0.0008 31.92 R D 0
11576 VLTVFGTRPEAIK JW5600 ECK3778 rffE UDP-N-acetyl glucosamine-2-epimerase 11 477.6170 3 1429.8292 -0.0001 38.09 K M 0
11577 VLTVNIK JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 12 393.7577 2 785.5008 -0.0002 29.04 R G 0
11578 VLTVWQQLR JW1179 ECK1178 dadX alanine racemase 2, PLP-binding 40 571.8375 2 1141.6604 -0.0004 44.15 R A 0
11579 VLVCVPVGATQVER 57.021465@C:4 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 49 763.9215 2 1525.8284 -0.0002 38.43 R R 0
11580 VLVDWHR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 32 462.7562 2 923.4978 0.0001 29.39 R A 0
11581 VLVEGLQR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 53 457.2768 2 912.5390 -0.0001 28.71 K A 0
11582 VLVLVAAPEGIAALEK JW2483 ECK2494 upp uracil phosphoribosyltransferase 80 796.9855 2 1591.9564 0.0017 56.12 K A 0
11583 VLVPTQEAIQK JW3975 ECK4007 aceA isocitrate lyase 52 613.3614 2 1224.7082 0.0006 29.70 K L 0
11584 VLVRMEAIINSMTMKER 15.994915@M:12,15.994915@M:14 JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 13 685.0259 3 2052.0559 0.0029 66.55 K A 0
11585 VLVSSTK JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 21 367.2264 2 732.4382 0.0002 17.65 R S 0
11586 VLVTLGGR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 26 407.7614 2 813.5082 0.0010 30.21 K Y 0
11587 VLVTTLTK JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 24 437.7839 2 873.5532 -0.0002 29.05 R R 0
11588 VLVVDDLLATGGTIEATVK JW0458 ECK0463 apt adenine phosphoribosyltransferase 93 957.5440 2 1913.0734 0.0014 63.55 K L 0
11589 VLVVDGEPVPYCLAR 57.021465@C:12 JW2914 ECK2942 gshB glutathione synthetase 67 843.9473 2 1685.8800 -0.0010 46.83 R I 0
11590 VLVVDGGGSVR JW3900 ECK3921 rraA ribonuclease E (RNase E) inhibitor protein 34 529.3032 2 1056.5918 -0.0008 27.04 R R 0
11591 VLVVEDNALLR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 68 620.8669 2 1239.7192 0.0007 42.86 R H 0
11592 VLVVSADVYRPAAIK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 34 534.3188 3 1599.9346 -0.0001 38.50 K Q 0
11593 VLVYFYPK JW2465 ECK2476 bcp thiol peroxidase, thioredoxin-dependent 32 514.7945 2 1027.5744 0.0002 42.56 R A 0
11594 VLWYGEK JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 23 447.7398 2 893.4650 0.0004 34.93 R I 0
11595 VLYAMNVLGNDWNK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 26 818.9111 2 1635.8076 -0.0002 53.43 R A 0
11596 VLYEMDGVPEELAR JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 71 810.9004 2 1619.7862 -0.0002 46.37 K E 0
11597 VLYFENDHEK JW3379 ECK3403 malQ 4-alpha-glucanotransferase (amylomaltase) 22 431.8752 3 1292.6038 0.0000 27.96 K T 0
11598 VLYPINSK JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 17 467.2737 2 932.5328 -0.0002 27.89 K D 0
11599 VLYPNDNHTAGK JW5689 ECK3404 malP maltodextrin phosphorylase 50 664.8332 2 1327.6518 -0.0002 20.88 K K 0
11600 VLYPNDNHTAGKK JW5689 ECK3404 malP maltodextrin phosphorylase 14 486.2557 3 1455.7453 -0.0016 18.00 K L 0
11601 VLYTPEIAENQQMISLLSPFQNK JW0469 ECK0474 ushA bifunctional UDP-sugar hydrolase -!- 5'-nucleotidase 40 888.4632 3 2662.3678 0.0001 65.50 R G 0
11602 VMAGLGIAVVSTSK JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 103 666.8818 2 1331.7490 0.0008 44.38 K G 0
11603 VMANSAASSLK 15.994915@M:2 JW0304 ECK0310 betB betaine aldehyde dehydrogenase, NAD-dependent 14 365.5228 3 1093.5466 0.0030 17.80 K E 0
11604 VMCHDAVEVLHK 57.021465@C:3 JW2927 ECK2955 yggH tRNA (m7G46) methyltransferase, SAM-dependent 38 479.9038 3 1436.6896 -0.0008 24.60 R M 0
11605 VMDLAAFTLAR JW0166 ECK0170 pyrH uridylate kinase 83 604.3284 2 1206.6422 -0.0007 54.01 K D 0
11606 VMDSNDLEKER JW5571 ECK3864 bipA GTP-binding protein 59 668.3138 2 1334.6130 -0.0004 22.17 R G 0
11607 VMDTLHQAGYLK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 16 459.2397 3 1374.6973 0.0007 30.27 K I 0
11608 VMEELYPR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 22 518.7604 2 1035.5062 0.0004 32.28 R L 0
11609 VMENLLLESADK JW5790 ECK4342 yjiA predicted GTPase 54 681.3525 2 1360.6904 -0.0004 44.22 R L 0
11610 VMGFIGGTSDRPAPISDKEVDAIMNR JW3945 ECK3973 nusG transcription termination factor 95 926.1290 3 2775.3652 -0.0032 48.15 R L 0
11611 VMGQALPELVDQVVEVVQR JW0626 ECK0624 ybeD conserved protein 76 1055.0725 2 2108.1304 0.0006 70.57 K H 0
11612 VMIAMALLCRPK 57.021465@C:9 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 62 701.8898 2 1401.7650 -0.0007 46.02 R L 0
11613 VMIDNNRPPAVLR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 36 498.9447 3 1493.8123 -0.0013 30.47 R N 0
11614 VMIHQPLGGYQGQATDIEIHAR JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 59 609.3125 4 2433.2209 -0.0013 38.16 R E 0
11615 VMILDSGDPNGPLSR JW0636 ECK0634 rlpB minor lipoprotein 50 785.8988 2 1569.7830 0.0010 42.26 K A 0
11616 VMLKVEELR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 32 372.8861 3 1115.6365 -0.0006 31.74 R Q 0
11617 VMLLFTNPTDVER JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 96 767.9000 2 1533.7854 -0.0007 51.36 R L 0
11618 VMLNAGLSPEHEEK 15.994915@M:2 JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 11 523.9253 3 1568.7541 0.0035 22.15 K L 0
11619 VMLQAYDEGR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 70 591.2848 2 1180.5550 0.0005 29.58 K L 0
11620 VMLQAYDEGRLDK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 27 513.2606 3 1536.7600 -0.0005 31.70 K L 0
11621 VMLSELFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 53 497.7730 2 993.5314 -0.0003 51.00 R I 0
11622 VMMIDEPAILDQAIAR JW3674 ECK3689 yidA predicted hydrolase 119 893.4651 2 1784.9156 -0.0008 57.09 K I 0
11623 VMMNVGNPDR JW1692 ECK1700 pps phosphoenolpyruvate synthase 59 566.7657 2 1131.5168 0.0003 27.76 K A 0
11624 VMMSSLR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 21 412.2118 2 822.4090 -0.0001 23.69 K Q 0
11625 VMNLDRFDLL JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 42 618.3265 2 1234.6384 0.0005 57.35 K - 0
11626 VMNMQAK JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 26 411.2041 2 820.3936 0.0001 19.99 K A 0
11627 VMQAQGSQLTNK JW2535 ECK2548 glyA serine hydroxymethyltransferase 74 652.8348 2 1303.6550 -0.0003 21.77 R Y 0
11628 VMQDLAEEGMTMVIVTHEIGFAEK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 40 893.4339 3 2677.2799 -0.0003 67.11 K V 0
11629 VMSLLEPTKK JW3347 ECK3371 trpS tryptophanyl-tRNA synthetase 28 573.3330 2 1144.6514 -0.0010 29.37 R M 0
11630 VMSMVDSVLLVVDAFDGPMPQTR 15.994915@M:2 JW5571 ECK3864 bipA GTP-binding protein 20 841.7502 3 2522.2288 0.0068 78.85 R F 0
11631 VMSTGQTYNADR JW2553 ECK2567 lepA GTP binding membrane protein 34 671.8056 2 1341.5966 -0.0017 21.25 K L 0
11632 VMVEGEDEAQVTEFAHR JW3143 ECK3165 glmM phosphoglucosamine mutase 37 649.6353 3 1945.8841 0.0001 35.94 R I 0
11633 VMVMVDDK 15.994915@M:4 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 14 476.7281 2 951.4416 0.0012 23.50 K E 0
11634 VMVMVDDKELR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 37 445.5662 3 1333.6768 0.0036 31.65 K I 0
11635 VMWHAAQIR JW3467 ECK3485 gor glutathione oxidoreductase 17 371.1988 3 1110.5746 -0.0012 28.19 K E 0
11636 VNAALAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 16 343.7133 2 685.4120 -0.0001 18.82 R A 0
11637 VNADGTLATTGHPEALGSALTHK JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 37 566.0432 4 2260.1437 -0.0012 34.00 R W 0
11638 VNADIVNK JW2101 ECK2107 metG methionyl-tRNA synthetase 59 436.7456 2 871.4766 0.0003 22.04 R V 0
11639 VNAEYVEAFTK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 67 635.8197 2 1269.6248 0.0007 40.76 R G 0
11640 VNAEYVEAFTKGEVK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 60 842.4331 2 1682.8516 0.0001 41.09 R G 0
11641 VNAICPGYVR 57.021465@C:5 JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 55 574.7976 2 1147.5806 -0.0001 30.55 R T 0
11642 VNAISAGPIR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 61 499.2932 2 996.5718 0.0003 26.39 R T 0
11643 VNASTLKEPEEIK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 39 486.5995 3 1456.7767 -0.0007 26.47 R L 0
11644 VNDEGIIEDAR JW2513 ECK2526 iscU scaffold protein 66 615.8026 2 1229.5906 0.0019 29.97 K F 0
11645 VNDGPFADFNGVVEEVDYEK JW3945 ECK3973 nusG transcription termination factor 108 1122.0107 2 2242.0068 0.0004 58.63 R S 0
11646 VNDQEISR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 38 480.7409 2 959.4672 0.0001 18.21 K G 0
11647 VNDTMCKR 57.021465@C:6 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 36 512.2393 2 1022.4640 0.0003 15.20 R L 0
11648 VNEDEMYPGEAGIDIYNLTK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 74 1136.0278 2 2270.0410 -0.0002 55.29 K Y 0
11649 VNEDLGLLSEEK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 101 673.3449 2 1344.6752 -0.0020 39.51 K A 0
11650 VNEELPWPDDLVVR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 47 840.9335 2 1679.8524 0.0006 56.60 R L 0
11651 VNEIETYMDGVHLICTTAK 57.021465@C:15 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 58 732.0223 3 2193.0451 0.0006 52.88 R V 0
11652 VNENLDINPTHYLDINHADIVAR JW2174 ECK2180 yejK nucleotide associated protein 40 662.3376 4 2645.3213 0.0017 52.75 R I 0
11653 VNEVNFDKPENAR JW3756 ECK3775 rho transcription termination factor 69 766.3781 2 1530.7416 -0.0010 23.90 K N 0
11654 VNGELVDACDLIENDAQLSIITAK 57.021465@C:9 JW1709 ECK1717 thrS threonyl-tRNA synthetase 50 867.7740 3 2600.3002 -0.0001 63.98 R D 0
11655 VNGELVDACDLIENDAQLSIITAKDEEGLEIIR 57.021465@C:9 JW1709 ECK1717 thrS threonyl-tRNA synthetase 98 1219.2836 3 3654.8290 -0.0008 68.42 R H 0
11656 VNGGLLVQDR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 82 535.8013 2 1069.5880 0.0002 27.68 R D 0
11657 VNGIAPGAILTDALK JW1611 ECK1614 hdhA 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 56 726.9246 2 1451.8346 -0.0001 53.32 R S 0
11658 VNHLVEALTHLR JW3684 ECK3699 trmE GTPase 31 467.9362 3 1400.7868 -0.0019 39.87 R I 0
11659 VNIEIDPQTQAVVDTVER JW1654 ECK1658 ribC riboflavin synthase, alpha subunit 104 1013.5253 2 2025.0360 -0.0017 48.79 R V 0
11660 VNINGGAPQR JW5100 ECK0729 tolB periplasmic protein 70 513.2773 2 1024.5400 -0.0013 21.12 K I 0
11661 VNKLELNYDNFMEEFTAILHR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 32 649.8275 4 2595.2809 0.0017 67.71 R Q 0
11662 VNLIGEHTDYNDGFVLPCAIDYQTVISCAPR 57.021465@C:18,57.021465@C:28 JW0740 ECK0746 galK galactokinase 76 1179.8972 3 3536.6698 -0.0007 61.42 R D 0
11663 VNLPASTSTPQPRPEKPVYLSVK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 18 627.8505 4 2507.3729 -0.0019 34.40 K A 0
11664 VNLVEQLESLSVTK JW4121 ECK4156 psd phosphatidylserine decarboxylase 133 779.9378 2 1557.8610 -0.0002 62.00 K I 0
11665 VNNFWETSGLNILETLAR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 94 1039.0395 2 2076.0644 0.0006 73.90 K L 0
11666 VNNIGEIAAAGADMFVAGSAIFDQPDYKK JW3349 ECK3373 rpe D-ribulose-5-phosphate 3-epimerase 24 753.8749 4 3011.4705 0.0008 71.62 K V 0
11667 VNNVDPAKLQESSPLPVLGAVPWSFDLIATR JW2294 ECK2291 pta phosphate acetyltransferase 54 1111.9331 3 3332.7775 0.0005 71.13 K A 0
11668 VNPADDIEVINTELALADLDTCER 57.021465@C:22 JW1194 ECK1191 ychF predicted GTP-binding protein 134 1343.6465 2 2685.2784 -0.0019 65.90 K A 0
11669 VNPETTLFLVASK JW3985 ECK4017 pgi glucosephosphate isomerase 82 709.8980 2 1417.7814 -0.0002 51.96 K T 0
11670 VNPGSIILSAEMMLR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 54 544.2932 3 1629.8578 -0.0003 67.95 K H 0
11671 VNPIDFENSEGNLGLSNAVLQHLASK JW1117 ECK1117 purB adenylosuccinate lyase 79 922.8063 3 2765.3971 -0.0012 57.69 K L 0
11672 VNPVVPEVVNQVCFK 57.021465@C:13 JW4099 ECK4133 aspA aspartate ammonia-lyase 78 864.4608 2 1726.9070 -0.0005 48.92 K V 0
11673 VNPYSAGMGLMPGHVYR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 47 616.9678 3 1847.8816 0.0007 41.59 K A 0
11674 VNQVAEVLQLAHLLDR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 58 606.6792 3 1817.0158 -0.0002 65.02 R K 0
11675 VNSDVLTVSTVNSQDQVTQKPLR JW3229 ECK3248 fis global DNA-binding transcriptional dual regulator 73 843.4485 3 2527.3237 -0.0005 35.52 R D 0
11676 VNSFCNIDSAVLLPEVWVGR 57.021465@C:5 JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 24 759.0569 3 2274.1489 0.0022 66.31 R S 0
11677 VNSMYQTAQPHVYAVGDVIGYPSLASAAYDQGR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 107 1176.8999 3 3527.6779 0.0002 53.06 K I 0
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11678 VNTFLANR JW2512 ECK2525 iscA FeS cluster assembly protein 26 467.7583 2 933.5020 -0.0012 27.29 R G 0
11679 VNTIEERPGGAANVAMNIASLGANAR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 54 866.1131 3 2595.3175 -0.0012 47.59 K L 0
11680 VNVAGMTPDNMAPLCEAIVAVL 57.021465@C:15 JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 17 762.3830 3 2284.1272 0.0007 79.41 R - 0
11681 VNVDAGNR JW0172 ECK0176 yaeT conserved protein 30 422.7171 2 843.4196 -0.0001 18.33 R F 0
11682 VNVGDKVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 53 429.7558 2 857.4970 0.0001 17.14 K T 0
11683 VNVGGDR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 31 358.6877 2 715.3608 -0.0003 16.12 K L 0
11684 VNVLVATDVAAR JW2560 ECK2574 srmB ATP-dependent RNA helicase 72 614.3562 2 1226.6978 -0.0005 38.19 R G 0
11685 VNVWLHK JW0931 ECK0939 ycbY predicted methyltransferase 34 448.2610 2 894.5074 0.0000 27.07 R E 0
11686 VNWNRVILEGR JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 11 452.5907 3 1354.7503 0.0034 33.13 R K 0
11687 VNYGVTVLPTFK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 47 669.3771 2 1336.7396 0.0007 47.78 K G 0
11688 VPAGMTMMYHAQER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 55 541.2474 3 1620.7204 -0.0007 32.49 R I 0
11689 VPAGSVVVSGNLPSK JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 72 705.9011 2 1409.7876 -0.0002 32.42 R D 0
11690 VPAGSVVVSGNLPSKDGK JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 52 570.9851 3 1709.9335 0.0024 28.91 R Y 0
11691 VPAYDPEAVAEHAIGMMMTLNR JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 42 806.0542 3 2415.1408 0.0023 71.46 R R 0
11692 VPDIGADEVEITEILVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 102 920.5016 2 1838.9886 0.0010 64.20 K V 0
11693 VPDNYIGLFETDSGFLR JW1046 ECK1044 solA N-methyltryptophan oxidase, FAD-binding 62 971.9813 2 1941.9480 0.0008 64.52 R S 0
11694 VPEGIGETAIVQIR JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 64 741.4194 2 1480.8242 -0.0006 43.78 R N 0
11695 VPFAEVASDGSEAFPFLR JW1046 ECK1044 solA N-methyltryptophan oxidase, FAD-binding 60 969.9836 2 1937.9526 0.0005 60.86 R N 0
11696 VPGDSEVK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 16 415.7165 2 829.4184 0.0004 17.95 R Q 0
11697 VPGGASLTR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 63 429.2454 2 856.4762 -0.0003 20.61 R K 0
11698 VPGLDFK JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 37 388.2210 2 774.4274 -0.0002 34.32 R R 0
11699 VPGSLIALHR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 40 354.8852 3 1061.6338 -0.0007 31.78 R H 0
11700 VPGTIGFATVR JW0029 ECK0032 dapB dihydrodipicolinate reductase 42 559.3213 2 1116.6280 -0.0011 37.00 R A 0
11701 VPHFGYADR JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 52 354.5101 3 1060.5085 -0.0006 26.39 R I 0
11702 VPLFVQIGEVIK JW4107 ECK4141 efp Elongation factor EF-P 68 671.4106 2 1340.8066 -0.0001 57.83 K V 0
11703 VPLHTLR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 40 418.2614 2 834.5082 0.0006 20.20 R A 0
11704 VPLIVGR JW1269 ECK1272 ribA GTP cyclohydrolase II 33 377.2525 2 752.4904 -0.0004 29.66 R N 0
11705 VPLPPLTEER JW0167 ECK0171 frr ribosome recycling factor 54 575.8269 2 1149.6392 -0.0001 36.27 R R 0
11706 VPMNIVAQR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 69 514.2892 2 1026.5638 -0.0006 29.27 K Y 0
11707 VPPGVDEAAYVK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 12 622.8307 2 1243.6468 0.0021 31.43 R A 0
11708 VPQDVSLIGYDNVR JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 77 787.9122 2 1573.8098 -0.0001 42.01 R N 0
11709 VPQDYVTQSGPLR JW5655 ECK3541 yiaF conserved protein 80 730.3803 2 1458.7460 -0.0006 33.53 R E 0
11710 VPSEQLTLLVR JW2909 ECK2937 metK methionine adenosyltransferase 1 67 627.8745 2 1253.7344 0.0002 44.64 K E 0
11711 VPTPNVSVVDLTVR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 86 748.4274 2 1494.8402 -0.0003 45.85 R L 0
11712 VPYEVGR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 36 410.2212 2 818.4278 -0.0008 23.40 K A 0
11713 VPYIAQVMNDAPAVASTDYMK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 88 1142.5544 2 2283.0942 0.0027 56.51 R L 0
11714 VQALADAAR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 62 457.7566 2 913.4986 0.0005 21.04 R E 0
11715 VQAQIQGDEIR JW5058 ECK0420 yajQ predicted nucleotide binding protein 75 628.8331 2 1255.6516 -0.0003 26.03 K V 0
11716 VQAVDTIAAGDTFNGALITALLEEKPLPEAIR JW3731 ECK3746 rbsK ribokinase 33 1112.9400 3 3335.7982 0.0005 70.58 R F 0
11717 VQAVSTELGGER JW3138 ECK3158 nusA transcription termination/antitermination L factor 81 623.3243 2 1244.6340 -0.0019 25.92 R I 0
11718 VQDLQVVGTCGK 57.021465@C:10 JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 87 652.3371 2 1302.6596 -0.0006 28.45 K R 0
11719 VQDQNQIPELNVYQCGTYQMHSLQEAQDIAR 57.021465@C:15 JW2662 ECK2681 luxS S-ribosylhomocysteinase 25 1226.2423 3 3675.7051 0.0005 52.62 K S 0
11720 VQELAEK JW0190 ECK0194 proS prolyl-tRNA synthetase 29 408.7267 2 815.4388 0.0000 18.05 R L 0
11721 VQEYVANYINADWIESLTATSER JW2294 ECK2291 pta phosphate acetyltransferase 107 1336.6456 2 2671.2766 0.0001 65.87 K S 0
11722 VQFGDYQANGMMAVAK JW1865 ECK1877 argS arginyl-tRNA synthetase 108 865.4050 2 1728.7954 -0.0008 43.49 K K 0
11723 VQGEIPENADLK JW5692 ECK3388 hslO heat shock protein Hsp33 47 656.8412 2 1311.6678 0.0008 28.42 R T 0
11724 VQGKDEVILTLNK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 64 728.9216 2 1455.8286 -0.0009 31.78 R S 0
11725 VQGLSEVFER JW0888 ECK0896 ycaO conserved protein 57 582.3062 2 1162.5978 -0.0003 38.81 R Y 0
11726 VQIGSNNIR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 44 500.7800 2 999.5454 -0.0007 24.80 R A 0
11727 VQILLSDNEDASLTPFTPDNE JW0412 ECK0416 xseB exonuclease VII small subunit 21 773.3730 3 2317.0972 0.0010 59.36 R - 0
11728 VQLDNQPVDFTSFLADLENLSALQAQQK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 52 1044.8664 3 3131.5774 0.0000 79.52 K G 0
11729 VQLHWDEK JW0637 ECK0635 leuS leucyl-tRNA synthetase 47 527.7687 2 1053.5228 -0.0016 27.01 K R 0
11730 VQLHWDEKR JW0637 ECK0635 leuS leucyl-tRNA synthetase 35 404.2157 3 1209.6253 -0.0002 24.56 K T 0
11731 VQLLGSGSILR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 53 571.8483 2 1141.6820 0.0002 44.29 K H 0
11732 VQLNSGMSLIVR JW5300 ECK1830 proQ predicted structural transport element 58 658.8711 2 1315.7276 -0.0005 46.20 R A 0
11733 VQMLAQAAEEHPLHGGTGIAHTR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 40 606.8100 4 2423.2109 -0.0019 29.75 K W 0
11734 VQNASYQVAAYLADEIAK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 109 977.4996 2 1952.9846 0.0004 58.69 K L JW3485
11735 VQNTNGVYVVPAFTGLGAPYWDPYAR JW3897 ECK3918 glpK glycerol kinase 110 1428.2110 2 2854.4074 -0.0004 65.01 K G 0
11736 VQPGDMVLLSPACASLDQFK 57.021465@C:13 JW0086 ECK0089 murD UDP-N-acetylmuramoyl-L-alanine:D-glutamate ligase 45 1088.5423 2 2175.0700 -0.0004 58.84 R N 0
11737 VQQAIDTITLLQMEIEELK JW3899 ECK3920 yiiU conserved protein 28 739.0694 3 2214.1864 0.0046 72.73 K E 0
11738 VQQAIDTITLLQMEIEELKEK JW3899 ECK3920 yiiU conserved protein 18 824.7800 3 2471.3182 -0.0010 66.48 K N 0
11739 VQQMIHPGVEALLLPSPISVEMSAMR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 99 945.1638 3 2832.4696 -0.0004 62.75 K L 0
11740 VQQPEFAAAK JW3975 ECK4007 aceA isocitrate lyase 37 544.7899 2 1087.5652 -0.0010 24.59 K D 0
11741 VQQQLESSDLDQYR JW5531 ECK3150 deaD ATP-dependent RNA helicase 91 854.9102 2 1707.8058 -0.0004 34.55 K A 0
11742 VQSELGQSLATRPELEDIEASAR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 44 833.7606 3 2498.2600 -0.0012 44.54 R F 0
11743 VQSGIHGNATQTSIPGVFAAGDVMDHIYR JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 75 761.1278 4 3040.4821 -0.0001 50.90 K Q 0
11744 VQSMPEINDADK JW0172 ECK0176 yaeT conserved protein 23 673.8173 2 1345.6200 0.0017 29.68 R T 0
11745 VQSMPEINDADKTVK JW0172 ECK0176 yaeT conserved protein 31 558.9503 3 1673.8291 -0.0004 28.57 R L 0
11746 VQTYPGR JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 12 410.7192 2 819.4238 0.0000 35.13 K F 0
11747 VRDALEAAGLK JW1853 ECK1865 yebC conserved protein 46 571.8302 2 1141.6458 0.0003 28.28 K A 0
11748 VRDDANTLHIEPLPYSLEE JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 42 737.7029 3 2210.0869 0.0013 50.14 R - 0
11749 VRDIEALDELLATLTDDKPR JW2748 ECK2771 ygcF conserved protein 91 761.7453 3 2282.2141 0.0022 65.19 R V 0
11750 VRDIMIPR JW0655 ECK0650 ybeX predicteed ion transport 22 333.8638 3 998.5696 0.0001 27.55 R S 0
11751 VRDLTAEIWFGR JW2876 ECK2903 pepP proline aminopeptidase P II 19 488.2651 3 1461.7735 0.0005 48.59 R R 0
11752 VRDMFEQAK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 45 562.2817 2 1122.5488 -0.0003 22.80 R K 0
11753 VRDQLLEIGSQQLAFTHQEAK JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 46 804.4274 3 2410.2604 0.0001 45.01 R Q 0
11754 VRDYLWK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 13 490.2714 2 978.5282 -0.0004 29.50 K N 0
11755 VREILSLR JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 32 329.2097 3 984.6073 -0.0005 30.37 K E 0
11756 VREILSLREPK JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 10 335.7070 4 1338.7989 0.0005 27.72 K S 0
11757 VRENEPFDVALR JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 58 722.8805 2 1443.7464 -0.0005 35.07 K R 0
11758 VRENEPFDVALRR JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 47 800.9311 2 1599.8476 -0.0005 31.89 K F 0
11759 VRETSMKMAEILTGAR 15.994915@M:8 JW2691 ECK2716 hycE hydrogenase 3, large subunit 15 603.6507 3 1807.9303 0.0018 60.16 R K 0
11760 VRGDYGGYKDDSGVHHLNVLDFQR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 49 916.4471 3 2746.3195 -0.0016 36.62 K Q 0
11761 VRIDGFR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 23 431.7480 2 861.4814 -0.0007 24.14 K K 0
11762 VRIDPIIVAQDGSLSGPGMACTTVAK 57.021465@C:21 JW0628 ECK0626 rlpA minor lipoprotein 84 886.1310 3 2655.3712 -0.0011 46.67 K Q 0
11763 VRIEAQMHGGGHER JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 57 788.8911 2 1575.7676 -0.0012 18.31 R G 0
11764 VRLDYVIPSR JW5571 ECK3864 bipA GTP-binding protein 50 609.3536 2 1216.6926 -0.0002 36.00 R G 0
11765 VRLEILPAGK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 22 548.3480 2 1094.6814 0.0003 33.10 K G 0
11766 VRNDMGLTNVEIMIPFVR JW1692 ECK1700 pps phosphoenolpyruvate synthase 32 702.0400 3 2103.0982 0.0015 60.54 R T 0
11767 VRPGVQVK JW0452 ECK0457 acrA multidrug efflux system 30 441.7799 2 881.5452 0.0006 17.43 K A 0
11768 VRPHSIHALMGENGAGK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 36 444.2347 4 1772.9097 -0.0005 21.75 K S 0
11769 VRPMAWSCLGGGR 57.021465@C:8 JW1639 ECK1643 ydhF predicted oxidoreductase 13 723.8595 2 1445.7044 0.0024 59.13 R L 0
11770 VRPVQPR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 25 426.2634 2 850.5122 -0.0014 15.68 R R 0
11771 VRQEEHIELIASENYTSPR JW2535 ECK2548 glyA serine hydroxymethyltransferase 33 568.5399 4 2270.1305 0.0014 33.87 K V 0
11772 VSADILK JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 38 373.2262 2 744.4378 -0.0002 26.47 R A 0
11773 VSAIAAMK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 36 395.7280 2 789.4414 -0.0004 24.16 K K 0
11774 VSAIAAMKK 15.994915@M:7 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 12 312.1847 3 933.5323 0.0005 16.00 K A 0
11775 VSCPEEIAFR 57.021465@C:3 JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 62 604.2922 2 1206.5698 -0.0003 35.21 K K 0
11776 VSDAASNDTESLAGAEQAAGVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 55 697.6662 3 2089.9768 0.0004 37.35 K A 0
11777 VSDLQETLIGR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 72 615.8383 2 1229.6620 0.0006 41.10 K F 0
11778 VSDPSYFNDFDNK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 72 774.3362 2 1546.6578 0.0003 40.50 K Y 0
11779 VSDSVLASEIQGEAGSLVIEK JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 60 711.0427 3 2130.1063 0.0008 55.91 K L 0
11780 VSDYDGYNQFVVHR JW5100 ECK0729 tolB periplasmic protein 69 566.9339 3 1697.7799 0.0003 36.06 R S 0
11781 VSEGQTVR JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 70 438.2325 2 874.4504 -0.0004 15.96 R L 0
11782 VSEISIVGR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 70 480.2796 2 958.5446 0.0000 31.61 R N 0
11783 VSFDKDKR JW0462 ECK0467 htpG molecular chaperone HSP90 family 25 497.7697 2 993.5248 0.0005 8.47 R T 0
11784 VSFTIESGAK JW3525 ECK3543 cspA major cold shock protein 56 519.7766 2 1037.5386 -0.0006 32.22 K G 0
11785 VSGEGHITCGHCR 57.021465@C:9,57.021465@C:12 JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 59 735.3226 2 1468.6306 0.0007 16.93 R N 0
11786 VSGGLHGVGVSVVNALSQK JW5625 ECK3691 gyrB DNA gyrase, subunit B 39 603.3387 3 1806.9943 -0.0008 43.30 K L 0
11787 VSGGSYEYFEGMGLPELISEVK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 37 797.7192 3 2390.1358 0.0007 66.99 K K 0
11788 VSGIMGAR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 43 395.7155 2 789.4164 -0.0003 23.75 K K 0
11789 VSGNSPVIFDVTHALQCR 57.021465@C:17 JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 84 1000.5046 2 1998.9946 0.0002 51.87 K D 0
11790 VSGYAVR JW0886 ECK0894 pflB pyruvate formate lyase I 58 376.2081 2 750.4016 -0.0008 19.76 R F JW2563 JW5522
11791 VSILDENIAHDDKPGLYFHEEYVDMCR 57.021465@C:26 JW1709 ECK1717 thrS threonyl-tRNA synthetase 87 1089.1691 3 3264.4855 -0.0001 50.54 K G 0
11792 VSILGGGLAGWQR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 84 657.3697 2 1312.7248 -0.0002 48.21 K D 0
11793 VSISTTMGAGVAVDQAGLSASVN JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 54 1068.0379 2 2134.0612 0.0038 77.68 K - 0
11794 VSITERPDWR JW3006 ECK3029 ygiC predicted enzyme 19 420.2228 3 1257.6466 -0.0001 30.13 R E 0
11795 VSLAADPVEEIKVGFDILK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 20 681.7178 3 2042.1316 0.0018 64.38 R S 0
11796 VSLAVVK JW3251 ECK3276 trkA NAD-binding component of TrK potassium transporter 13 358.2395 2 714.4644 0.0005 27.20 K A 0
11797 VSLDDPEALTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 76 594.3114 2 1186.6082 0.0002 35.54 K I 0
11798 VSLDKVIETMYETGKDMNAK JW1803 ECK1812 sdaA L-serine deaminase I 77 758.0446 3 2271.1120 -0.0007 58.45 R Y 0
11799 VSLELGGNAPFIVFDDADLDKAVEGALASK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 11 1021.1958 3 3060.5656 0.0001 72.37 K F 0
11800 VSLEQIEFWQGGEHR JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 50 605.6322 3 1813.8748 0.0001 49.06 R L 0
11801 VSLHMHQGSPTQIADAVSK JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 79 669.3409 3 2005.0009 -0.0041 31.74 R G 0
11802 VSLIAGVSK JW2667 ECK2692 alaS alanyl-tRNA synthetase 51 437.2739 2 872.5332 0.0002 29.91 K D 0
11803 VSLLFPWHTLER JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 31 499.9452 3 1496.8138 -0.0001 52.65 R Q 0
11804 VSLVAAR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 37 358.2270 2 714.4394 0.0007 23.13 R L 0
11805 VSLVYGQMNEPPGNR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 82 830.9093 2 1659.8040 0.0002 34.55 K L 0
11806 VSNASALGR JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 61 437.7407 2 873.4668 0.0000 19.09 M N 0
11807 VSNILAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 52 372.7342 2 743.4538 -0.0002 23.55 R S 0
11808 VSQAFTVFLPVR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 57 682.3898 2 1362.7650 -0.0009 53.35 K S 0
11809 VSQAFWHEWR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 13 449.2193 3 1344.6361 -0.0003 39.17 K K 0
11810 VSQALDILTYTNK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 90 733.3987 2 1464.7828 0.0004 45.55 K K 0
11811 VSQALDILTYTNKK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 78 797.4457 2 1592.8768 -0.0006 41.68 K A 0
11812 VSQASDSYYYR JW2261 ECK2260 elaB conserved protein 56 669.8015 2 1337.5884 -0.0003 26.73 R A 0
11813 VSQEGKPSETRFK JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 17 498.2644 3 1491.7714 0.0034 11.81 R V 0
11814 VSQWLVEYTQQR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 92 768.8936 2 1535.7726 -0.0006 42.77 R L 0
11815 VSRPGLR JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 13 392.7429 2 783.4712 -0.0002 17.81 R I 0
11816 VSSGCIRMNAPDIK 15.994915@M:8,57.021465@C:5 JW1668 ECK1674 ynhG conserved protein 14 521.9243 3 1562.7511 -0.0034 42.29 R A 0
11817 VSSSEGVTVGPVLMGVAKPVHVLTPIASVR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 75 996.2301 3 2985.6685 0.0000 50.17 R R 0
11818 VSTGSLIMVFEVAGEAGAAAPAAK 15.994915@M:8 JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 38 755.0602 3 2262.1588 0.0024 61.30 K Q 0
11819 VSTLDLENLPR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 61 628.8459 2 1255.6772 0.0001 44.89 R N 0
11820 VSVADVSK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 47 402.7266 2 803.4386 -0.0002 22.03 R V 0
11821 VSVPTMDAAEAFK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 54 683.3395 2 1364.6644 -0.0001 44.34 R L 0
11822 VSVSGLGDR JW1769 ECK1778 yeaD conserved protein 67 445.2404 2 888.4662 -0.0002 24.68 K F 0
11823 VSVSIFGR JW3945 ECK3973 nusG transcription termination factor 58 432.7504 2 863.4862 -0.0002 37.90 K A 0
11824 VSWHEAR JW1709 ECK1717 thrS threonyl-tRNA synthetase 39 442.7223 2 883.4300 0.0001 19.22 K E 0
11825 VSYFGQK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 30 414.7159 2 827.4172 -0.0005 24.08 R M 0
11826 VSYPIYHIDNIVKPVSK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 52 658.0347 3 1971.0823 -0.0005 40.29 R A 0
11827 VSYQVLNQHSPR JW0466 ECK0471 gsk inosine/guanosine kinase 74 714.3730 2 1426.7314 -0.0003 23.92 R L 0
11828 VTAEDVLKPGTADILVPR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 25 632.0266 3 1893.0580 0.0010 48.43 R N 0
11829 VTAERDPANLK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 44 607.3299 2 1212.6452 -0.0010 20.14 R W 0
11830 VTAERDPANLKWDEVGVDVVAEATGLFLTDETAR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 15 922.7186 4 3686.8453 0.0026 74.75 R K 0
11831 VTAIHPATGISESELLTLAAAVEQGATHPLAQAIVR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 25 909.7493 4 3634.9681 -0.0001 68.12 R E 0
11832 VTAIPSDFITVASTESCPFAIMANEEK 57.021465@C:17 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 60 976.8048 3 2927.3926 -0.0006 66.79 K R 0
11833 VTAIPSDFITVASTESCPFAIMANEEKR 57.021465@C:17 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 40 1028.8384 3 3083.4934 -0.0009 62.06 K F 0
11834 VTALFVDGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 20 475.2712 2 948.5278 -0.0001 32.77 K A 0
11835 VTALPAIADDSGLAVDVLGGAPGIYSAR JW2921 ECK2949 yggV dITP/XTP pyrophosphatase 117 1335.2112 2 2668.4078 0.0007 64.93 K Y 0
11836 VTASHTTAMHSYNGAYTSR JW0328 ECK0334 codA cytosine deaminase 38 514.4902 4 2053.9317 0.0041 21.07 R L 0
11837 VTAVDAK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 17 352.2027 2 702.3908 -0.0003 16.45 K G 0
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11838 VTAVEAK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 36 359.2106 2 716.4066 -0.0002 16.57 K E 0
11839 VTAVEAKEDGIYVTMEGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 45 647.3275 3 1938.9607 -0.0002 38.68 K K 0
11840 VTDAEIAEVLAR JW2573 ECK2590 clpB protein disaggregation chaperone 91 643.8513 2 1285.6880 0.0002 45.57 K W 0
11841 VTDDIGR JW0637 ECK0635 leuS leucyl-tRNA synthetase 12 388.2009 2 774.3872 0.0000 18.94 K R 0
11842 VTDDIGRR JW0637 ECK0635 leuS leucyl-tRNA synthetase 32 466.2515 2 930.4884 0.0001 17.36 K Q 0
11843 VTDEDLVVEIPR JW2509 ECK2522 fdx [2Fe-2S] ferredoxin 75 692.8699 2 1383.7252 0.0006 44.11 R Y 0
11844 VTDIEPGLVGGTEFSNVR JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 86 945.4833 2 1888.9520 -0.0009 45.26 R F 0
11845 VTDSLAVAR JW0205 ECK0215 dnaQ DNA polymerase III epsilon subunit 23 466.2638 2 930.5130 -0.0003 24.21 K K 0
11846 VTDVADRFPDR JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 30 645.8252 2 1289.6358 -0.0006 26.23 R A 0
11847 VTDVIDVTIAEVR JW1279 ECK1281 rnb ribonuclease II 85 715.3987 2 1428.7828 0.0006 52.21 K M 0
11848 VTDYLQMGQEVPVK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 86 803.9114 2 1605.8082 0.0011 42.37 K V 0
11849 VTEAFFSALPLMLK JW1606 ECK1609 ydgA conserved protein 29 522.9574 3 1565.8504 -0.0024 68.36 K G 0
11850 VTEKETTFNELMNQQA JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 72 941.9460 2 1881.8774 -0.0004 41.74 K - 0
11851 VTESAALAGYK JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 77 555.2951 2 1108.5756 -0.0008 26.48 R W 0
11852 VTFSTPDGDVTAVNDLNFSLR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 28 1134.5609 2 2267.1072 0.0003 57.22 R A 0
11853 VTGATDLSNK JW2667 ECK2692 alaS alanyl-tRNA synthetase 43 503.2643 2 1004.5140 0.0002 19.09 K S 0
11854 VTGELIAHHFVNK JW5604 ECK3770 rep DNA helicase and single-stranded DNA-dependent ATPase 19 488.9354 3 1463.7844 -0.0040 29.40 R T 0
11855 VTGETGEAIDDLR JW5473 ECK2904 ygfB predicted protein 92 688.3383 2 1374.6620 -0.0006 31.51 K N 0
11856 VTGETNTDDLSPAPDAWSRPDIPLHALAMLK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 107 1111.2256 3 3330.6550 -0.0003 59.27 K N 0
11857 VTGIVEHK JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 47 441.7560 2 881.4974 0.0004 17.47 K D 0
11858 VTGIVEHKDATDEQR JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 29 425.2164 4 1696.8365 -0.0013 18.53 K Q 0
11859 VTGQALTVNEK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 76 580.3193 2 1158.6240 -0.0004 23.36 K G 0
11860 VTGQALTVNEKGEDVVVPGLFAVGEIACVSVHGANR 57.021465@C:28 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 21 923.9821 4 3691.8993 0.0002 61.32 K L 0
11861 VTIAPDDER JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 65 508.2564 2 1014.4982 0.0000 22.51 K V 0
11862 VTIDFTGSVDGEEFEGGK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 113 943.9365 2 1885.8584 0.0004 48.53 R A 0
11863 VTIEGWNGPVEIDQIK JW2483 ECK2494 upp uracil phosphoribosyltransferase 92 899.4725 2 1796.9304 -0.0003 52.24 K G 0
11864 VTIHGWAYGIHDGLLR JW0122 ECK0125 can carbonic anhydrase 45 603.3247 3 1806.9523 -0.0005 43.15 K D 0
11865 VTIHTARPGIVIGK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 45 731.4481 2 1460.8816 -0.0010 27.96 R K 0
11866 VTINGAHNCR 57.021465@C:9 JW0460 ECK0465 ybaB conserved protein 62 571.2800 2 1140.5454 -0.0004 17.28 K R 0
11867 VTIPGSDNEYYK JW0172 ECK0176 yaeT conserved protein 32 693.3315 2 1384.6484 -0.0025 34.38 K V 0
11868 VTITIAADSIETAVK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 79 766.4320 2 1530.8494 -0.0011 48.94 R S 0
11869 VTITPHVAAITRPAEAVEYISR JW5146 ECK1019 ycdW 2-ketoacid reductase 40 798.7756 3 2393.3050 -0.0016 42.97 R T 0
11870 VTKPEAGHFAK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 60 592.8243 2 1183.6340 -0.0009 17.59 R A 0
11871 VTKPVFVR JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 40 473.2976 2 944.5806 0.0000 22.58 K N 0
11872 VTLDTATYVPIDDDHKWVVLGR JW0172 ECK0176 yaeT conserved protein 38 629.0815 4 2512.2969 0.0007 50.59 K T 0
11873 VTLEIEQR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 20 494.2768 2 986.5390 -0.0005 29.22 R Y 0
11874 VTLELSGCPIDADGFCPMDKFDSVLNEAVK 57.021465@C:8,57.021465@C:16 JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 24 832.6450 4 3326.5509 0.0002 65.02 R - 0
11875 VTLEPLER JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 28 478.7739 2 955.5332 -0.0005 33.22 K G 0
11876 VTLGGEDVR JW1195 ECK1192 pth peptidyl-tRNA hydrolase 27 473.2535 2 944.4924 -0.0002 26.37 R L 0
11877 VTLPEFER JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 36 495.7673 2 989.5200 0.0018 37.93 K A 0
11878 VTLRGER JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 20 415.7455 2 829.4764 -0.0005 17.32 K M 0
11879 VTLTLRPAPANTGVIYR JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 64 614.6921 3 1841.0545 0.0022 38.90 K R 0
11880 VTLWQGLADQSNLNGVDAVINLAGEPIADKR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 82 1093.2442 3 3276.7108 0.0005 67.59 R W 0
11881 VTMAELDDAAR JW2120 ECK2125 bglX beta-D-glucoside glucohydrolase, periplasmic 65 596.2869 2 1190.5592 -0.0008 35.85 K H 0
11882 VTNLTDYGCFVEIEEGVEGLVHVSEMDWTNK 15.994915@M:26,57.021465@C:9 JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 108 1196.2166 3 3585.6280 0.0002 78.31 R N 0
11883 VTPLTAQETLPLVQCFGR 57.021465@C:15 JW0811 ECK0817 moeA molybdopterin biosynthesis protein 21 677.3631 3 2029.0675 0.0008 56.95 R I 0
11884 VTPNMSTWRPCDQVESAVAWK 57.021465@C:11 JW5478 ECK2930 tktA transketolase 1, thiamin-binding 29 821.3908 3 2461.1506 -0.0014 47.09 R Y 0
11885 VTPVGTPVTEEDFLQPGNK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 83 1014.5181 2 2027.0216 0.0005 46.65 R Q 0
11886 VTQNGAVWR JW0628 ECK0626 rlpA minor lipoprotein 56 515.7746 2 1029.5346 -0.0010 23.45 R I 0
11887 VTQPIIGPLRR JW2919 ECK2947 yggT predicted inner membrane protein 20 625.3900 2 1248.7654 -0.0011 29.92 K V 0
11888 VTSNSVMNSFFIPR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 92 799.9053 2 1597.7960 0.0038 51.69 K L 0
11889 VTSVEAITDTVYR JW3820 ECK3836 fre flavin reductase 35 727.3795 2 1452.7444 -0.0015 42.52 K V 0
11890 VTTAFTFIK JW3119 ECK3138 yraP predicted protein 11 514.2950 2 1026.5754 0.0006 44.19 R - 0
11891 VTTENGEVFLMGLVTER JW3119 ECK3138 yraP predicted protein 43 947.9805 2 1893.9464 -0.0042 61.52 K E 0
11892 VTTIIQGGTSSVTALTGSTEESQF JW3975 ECK4007 aceA isocitrate lyase 45 1207.6002 2 2413.1858 -0.0001 54.48 K - 0
11893 VTTVLVPSQLQDK JW3167 ECK3189 yhbN predicted transporter subunit -!- periplasmic-binding component of ABC superfamily 44 714.4084 2 1426.8022 -0.0008 38.41 R N 0
11894 VTVDGEIVR JW2171 ECK2177 rsuA 16S rRNA pseudouridylate 516 synthase 66 494.2770 2 986.5394 -0.0002 29.67 R N 0
11895 VTVDGLR JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 30 380.2216 2 758.4286 -0.0001 24.51 K A 0
11896 VTVEGHADER JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 75 556.7701 2 1111.5256 -0.0001 17.07 K G 0
11897 VTVEHPDKLEEK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 28 475.2526 3 1422.7360 0.0005 20.31 K F 0
11898 VTVELTPYDLSK JW0867 ECK0875 infA translation initiation factor IF-1 52 682.8690 2 1363.7234 0.0000 43.10 K G 0
11899 VTVHMSADAR JW2363 ECK2362 dsdA D-serine ammonia-lyase 22 362.8500 3 1085.5282 -0.0005 20.59 K A 0
11900 VTVKDAIAADQLFTTLMGDAVEPR JW5625 ECK3691 gyrB DNA gyrase, subunit B 21 641.0887 4 2560.3257 0.0050 71.62 R R 0
11901 VTVQDAVEK JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 63 494.7691 2 987.5236 -0.0001 23.53 R I 0
11902 VTVQSLDVVR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 48 558.3236 2 1114.6326 -0.0019 34.47 R V 0
11903 VTVTLECQR 57.021465@C:7 JW1074 ECK1074 yceD conserved protein 59 553.2871 2 1104.5596 -0.0001 27.47 K C 0
11904 VTVVATGIGMDK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 56 595.8260 2 1189.6374 -0.0001 33.33 R R 0
11905 VTVVATGIGMDKRPEITLVTNK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 45 781.4420 3 2341.3042 0.0002 41.49 R Q 0
11906 VTYGEHVFDFGKPFEK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 37 633.9810 3 1898.9212 0.0009 44.12 K L 0
11907 VVAAAIEQNYDER JW0190 ECK0194 proS prolyl-tRNA synthetase 91 739.3674 2 1476.7202 -0.0005 29.95 R G 0
11908 VVADAIAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 40 393.7394 2 785.4642 -0.0003 20.92 K F 0
11909 VVADFLSSVGVDR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 114 682.3646 2 1362.7146 0.0005 50.85 K V 0
11910 VVADIAGVPAQINIAEVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 56 918.0222 2 1834.0298 -0.0014 51.11 K K 0
11911 VVADLYK JW1596 ECK1599 ydgH predicted protein 35 404.2341 2 806.4536 0.0000 25.73 R A 0
11912 VVAENALQDALR JW0090 ECK0093 ddlB D-Alanine:D-alanine ligase 88 649.8566 2 1297.6986 -0.0004 40.19 K L 0
11913 VVAKDYIDESTGELICAANMELSLDLLAK 15.994915@M:20,57.021465@C:16 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 35 1066.5377 3 3196.5913 0.0032 72.02 K L 0
11914 VVANQIIHMLESN JW5947 ECK3377 aroK shikimate kinase I 23 734.3852 2 1466.7558 0.0008 55.83 K - 0
11915 VVAQGAPYTWENLCQPLAEVDDVLGR 57.021465@C:14 JW3465 ECK3483 prlC oligopeptidase A 23 967.4805 3 2899.4197 0.0023 69.14 R I 0
11916 VVASPGQGQQFEIQASK JW0913 ECK0921 asnS asparaginyl tRNA synthetase 99 887.4594 2 1772.9042 -0.0013 33.02 K V 0
11917 VVCEATMMCAR 57.021465@C:3,57.021465@C:9 JW0175 ECK0179 fabZ (3R)-hydroxymyristol acyl carrier protein dehydratase 55 664.2851 2 1326.5556 0.0005 29.54 K S 0
11918 VVDAAVEK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 47 415.7345 2 829.4544 -0.0001 19.62 K A 0
11919 VVDLAAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 43 358.2215 2 714.4284 0.0009 21.71 R L 0
11920 VVDLNNLTFDR JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 43 653.3432 2 1304.6718 -0.0006 46.68 R Q 0
11921 VVEATLSAK JW3144 ECK3166 folP 7,8-dihydropteroate synthase 33 459.2683 2 916.5220 -0.0008 22.82 R E 0
11922 VVEDGKQSELEAMCR 57.021465@C:14 JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 44 584.2741 3 1749.8005 -0.0022 27.67 K D 0
11923 VVEEANNVDIR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 15 629.3260 2 1256.6374 0.0014 26.83 K E 0
11924 VVEEAPAPGITPELR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 64 789.4307 2 1576.8468 0.0008 37.66 K R 0
11925 VVEETLVSHLLK JW2765 ECK2789 yqcD conserved protein 29 456.2696 3 1365.7870 0.0003 43.72 K S 0
11926 VVEGLPVMALNVNNVDVNFFR JW2504 ECK2516 yfhM conserved protein 54 782.7492 3 2345.2258 0.0057 67.75 K V 0
11927 VVEHPHILDIAQQAMR JW1113 ECK1113 pepT peptidase T 59 619.6646 3 1855.9720 -0.0008 42.96 K D 0
11928 VVEPLITLAK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 64 541.8446 2 1081.6746 0.0001 43.74 R T 0
11929 VVFEHITTK JW1049 ECK1047 pyrC dihydro-orotase 53 537.3029 2 1072.5912 -0.0004 25.70 K D 0
11930 VVFLPDYCVSAAEK 57.021465@C:8 JW5689 ECK3404 malP maltodextrin phosphorylase 34 799.3994 2 1596.7842 -0.0016 46.97 K L 0
11931 VVFNEITK JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 39 475.2714 2 948.5282 0.0003 30.83 R N 0
11932 VVFSCPVLEPTGPLHTQFGYHIIK 57.021465@C:5 JW3748 ECK3767 ppiC peptidyl-prolyl cis-trans isomerase C (rotamase C) 16 685.6137 4 2738.4257 0.0005 50.06 K V 0
11933 VVGDHMGMLATVMNGLAMR JW0166 ECK0170 pyrH uridylate kinase 31 668.3282 3 2001.9628 0.0007 59.37 R D 0
11934 VVGDVIGK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 15 393.7400 2 785.4654 0.0008 23.33 R Y 0
11935 VVGDVVFEDAAKR JW0518 ECK0522 folD bifunctional 5,10-methylene-tetrahydrofolate dehydrogenase -!- 5,10-methylene-tetrahydrofolate cyclohydrolase 22 468.9205 3 1403.7397 -0.0010 34.13 K A 0
11936 VVGFVLGKPPVSEQK JW1195 ECK1192 pth peptidyl-tRNA hydrolase 11 528.6432 3 1582.9078 -0.0004 36.66 K L 0
11937 VVGLEYR JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 33 418.2373 2 834.4600 0.0002 30.11 K D 0
11938 VVGQLGQVLGPR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 69 611.8670 2 1221.7194 0.0002 37.06 R G 0
11939 VVGYMVSPLLWK JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 50 696.3919 2 1390.7692 0.0009 56.95 R K 0
11940 VVIAGRPNAGK JW3684 ECK3699 trmE GTPase 17 361.2202 3 1080.6388 -0.0016 18.84 K S 0
11941 VVIDESVIDGQSKPLLIYGKPEAQQASGE JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 70 1024.2032 3 3069.5878 0.0009 49.61 K - 0
11942 VVILSAGTGNPFFTTDSAACLR 57.021465@C:20 JW0166 ECK0170 pyrH uridylate kinase 24 766.3913 3 2296.1521 0.0000 56.49 R G 0
11943 VVINKDTTTIIDGVGEEAAIQGR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 49 800.4305 3 2398.2697 -0.0005 45.87 R V 0
11944 VVISGLQK JW0452 ECK0457 acrA multidrug efflux system 30 422.2685 2 842.5224 -0.0001 27.38 R V 0
11945 VVITATQMLDSMIK JW1666 ECK1672 pykF pyruvate kinase I 72 775.4208 2 1548.8270 0.0016 60.68 K N 0
11946 VVKPGGWVITATPGPR JW1811 ECK1820 rrmA 23S rRNA m1G745 methyltransferase 28 545.6515 3 1633.9327 0.0023 36.83 R H 0
11947 VVLADINESMLK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 61 666.3659 2 1330.7172 0.0007 47.70 K M 0
11948 VVLASNGSQVTVSPR JW1633 ECK1637 slyB outer membrane lipoprotein 87 757.4201 2 1512.8256 -0.0003 30.67 R - 0
11949 VVLATGNVGK JW2921 ECK2949 yggV dITP/XTP pyrophosphatase 24 479.2899 2 956.5652 -0.0002 24.79 K V 0
11950 VVLFGPFATFSTK JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 59 707.3924 2 1412.7702 0.0000 59.44 R F 0
11951 VVLPEGEEAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 36 549.7933 2 1097.5720 0.0003 25.80 R V 0
11952 VVLVSDR JW5060 ECK0429 bolA regulator of penicillin binding proteins and beta lactamase transcription (morphogene) 40 394.2372 2 786.4598 -0.0001 23.39 K F 0
11953 VVMLNPPR JW3563 ECK3579 selB selenocysteinyl-tRNA-specific translation factor 10 463.2683 2 924.5220 0.0005 29.36 R R 0
11954 VVMTADAVK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 74 467.2575 2 932.5004 0.0003 24.11 K Q 0
11955 VVMTGPSK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 51 409.7255 2 817.4364 -0.0003 19.83 K D 0
11956 VVMTGPSKDNTPMFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 29 584.3000 3 1749.8782 -0.0012 33.77 K G 0
11957 VVMTNGVFDILHAGHVSYLANAR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 27 621.8257 4 2483.2737 -0.0005 52.82 K K 0
11958 VVNDNAPQTAKEPDYLDIPAFLR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 54 862.7777 3 2585.3113 -0.0011 54.93 K K 0
11959 VVNFEGTPDMIGK JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 73 703.8529 2 1405.6912 0.0001 41.35 R F 0
11960 VVNGLGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 41 343.7132 2 685.4118 -0.0003 19.24 K F 0
11961 VVNIASYQVSPNDVVSIR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 83 654.0213 3 1959.0421 -0.0004 48.50 R E 0
11962 VVNIINAMEPEMEKLSDEELK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 11 811.0740 3 2430.2002 -0.0021 61.63 K G 0
11963 VVNIINAMEPEMEKLSDEELKGK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 17 654.8374 4 2615.3205 0.0018 58.40 K T 0
11964 VVNLASR JW2101 ECK2107 metG methionyl-tRNA synthetase 50 379.7294 2 757.4442 -0.0004 20.49 K N 0
11965 VVNPELHK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 26 468.2688 2 934.5230 -0.0005 18.59 K G 0
11966 VVNTLGAPIDGK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 63 592.3380 2 1182.6614 0.0006 29.30 R G 0
11967 VVNVGDVVEVMVLDIDEER JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 107 1065.0433 2 2128.0720 -0.0001 79.34 K R 0
11968 VVNVGDVVEVMVLDIDEERR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 42 762.3987 3 2284.1743 0.0012 71.26 K R 0
11969 VVPPAAVR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 13 404.7560 2 807.4974 0.0008 22.48 R Q 0
11970 VVRPYIR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 22 301.5243 3 901.5511 0.0015 21.17 K E 0
11971 VVSDKMEK JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 49 468.2466 2 934.4786 -0.0006 16.08 R S 0
11972 VVSEITESNGSSSMASVCGASLALMDAGVPIK 57.021465@C:18 JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 13 1056.5139 3 3166.5199 0.0004 59.52 R A 0
11973 VVSGGTDNHLFLVDLVDK JW2535 ECK2548 glyA serine hydroxymethyltransferase 36 643.3427 3 1927.0063 0.0012 53.04 K N 0
11974 VVSGGTDNHLFLVDLVDKNLTGK JW2535 ECK2548 glyA serine hydroxymethyltransferase 80 814.4390 3 2440.2952 -0.0008 58.91 K E 0
11975 VVSMPSTDAFDK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 33 648.8104 2 1295.6062 -0.0005 37.10 R Q 0
11976 VVSMPSTDAFDKQDAAYR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 23 667.6504 3 1999.9294 -0.0016 36.42 R E 0
11977 VVSMVEFEK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 56 534.2758 2 1066.5370 0.0002 36.29 R A 0
11978 VVTAPTNGACGIIPAVLAYYDK 57.021465@C:10 JW2768 ECK2792 sdaB L-serine deaminase II 69 765.0683 3 2292.1831 0.0007 63.36 R F JW5520
11979 VVTAPTNGACGIIPAVLAYYDKFIR 57.021465@C:10 JW2768 ECK2792 sdaB L-serine deaminase II 38 903.8192 3 2708.4358 -0.0002 70.04 R E 0
11980 VVTAPTNGACGIIPAVLAYYDKFIREVNANSLAR 57.021465@C:10 JW2768 ECK2792 sdaB L-serine deaminase II 26 916.7387 4 3662.9257 0.0017 76.64 R Y 0
11981 VVTFRPGQK JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 33 516.3034 2 1030.5922 -0.0001 20.81 R L 0
11982 VVTHEAVGK JW1776 ECK1785 yeaK conserved protein 17 313.8467 3 938.5183 -0.0004 15.66 R C 0
11983 VVVEGVGNLMHHIAR JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 52 408.4766 4 1629.8773 0.0001 39.08 R C 0
11984 VVVETPVGLNER JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 70 656.3668 2 1310.7190 -0.0002 34.32 R Q 0
11985 VVVGLLLGEVIR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 31 633.9110 2 1265.8074 0.0004 60.04 R T 0
11986 VVVGQEPACVK 57.021465@C:9 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 70 593.3180 2 1184.6214 -0.0009 24.38 R T 0
11987 VVVPAAIAPEINDK JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 27 718.4110 2 1434.8074 -0.0006 42.27 K I 0
11988 VVVPAQGK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 30 399.2475 2 796.4804 -0.0001 19.00 K K 0
11989 VVVSGIGK JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 13 379.7423 2 757.4700 0.0003 23.29 K S 0
11990 VVVTGLGMLSPVGNTVESTWK JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 100 1087.5800 2 2173.1454 0.0002 58.29 R A 0
11991 VVVTRPGGEQGK JW3167 ECK3189 yhbN predicted transporter subunit -!- periplasmic-binding component of ABC superfamily 15 409.5664 3 1225.6774 -0.0005 18.18 K E 0
11992 VVVYDMPGTTR JW5403 ECK2507 der predicted GTP-binding protein 54 619.3157 2 1236.6168 -0.0003 34.02 R D 0
11993 VVWRPGKPAAEGVNVK JW4122 ECK4157 rsgA ribosome small subunit-dependent GTPase A 10 427.4979 4 1705.9625 0.0000 26.84 R G 0
11994 VVYAGNALR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 48 481.7742 2 961.5338 -0.0006 24.71 R G 0
11995 VVYDFVNVIQGDATLNQALIK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 50 774.0901 3 2319.2485 0.0010 65.82 R D 0
11996 VVYDISGKPPATIEWE JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 57 902.4615 2 1802.9084 -0.0005 48.71 R - 0
11997 VWDSVLSEEAVLAFEYGYATAEPR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 75 901.4380 3 2701.2922 0.0012 73.16 R T 0
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11998 VWDVEGR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 31 430.7169 2 859.4192 0.0005 27.34 R E 0
11999 VWHAPDNFR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 16 381.1894 3 1140.5464 -0.0001 29.24 K F 0
12000 VWHIEGGIIEYAR JW1042 ECK1040 yceA conserved protein 26 514.9400 3 1541.7982 -0.0008 45.21 K K 0
12001 VWIFKGEILGGMAAVEQPEKPAAQPK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 77 932.1697 3 2793.4873 -0.0014 49.54 K K 0
12002 VWLSAQTGAGIPQLFQALTER JW4131 ECK4169 hflX predicted GTPase 56 1143.6160 2 2285.2174 0.0007 69.28 R L 0
12003 VWPSILQQIAIAK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 13 733.9401 2 1465.8656 -0.0001 59.40 K T 0
12004 VWQLPAAVYGRMVNLEPDMTISKNEMVK 15.994915@M:12,15.994915@M:19 JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 13 1084.5498 3 3250.6276 0.0088 80.61 K L 0
12005 VWSNSGDLQNVYWDVLER JW2891 ECK2920 mscS mechanosensitive channel 95 1090.5232 2 2179.0318 -0.0014 60.75 R I 0
12006 VWTFDPSESIDIAFFSR JW5898 ECK0958 yccW predicted methyltransferase 79 1008.9892 2 2015.9638 0.0010 70.38 R R 0
12007 VWTFHLR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 38 479.7664 2 957.5182 -0.0002 38.59 K K 0
12008 VWTGGGDEAALAR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 75 651.8252 2 1301.6358 -0.0005 31.24 R G 0
12009 VWVLDFK JW1264 ECK1266 sohB predicted inner membrane peptidase 42 453.7579 2 905.5012 0.0002 51.99 R G 0
12010 VWVSNPSWPNHK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 66 725.8646 2 1449.7146 -0.0006 32.91 R S 0
12011 VWVVEGSK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 39 452.2506 2 902.4866 0.0006 29.46 K K 0
12012 VWVVEGSKK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 19 344.5345 3 1030.5817 0.0005 22.47 K R 0
12013 VYAADQLFATLDPTLR JW4131 ECK4169 hflX predicted GTPase 37 897.4747 2 1792.9348 -0.0010 61.95 R R 0
12014 VYAAIEAGDK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 47 518.7692 2 1035.5238 0.0002 25.01 K A 0
12015 VYAAIEAGDKAAAQK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 58 502.6037 3 1504.7893 0.0006 25.85 K A 0
12016 VYAAQSTHLPLK JW3262 ECK3287 secY preprotein translocase membrane subunit 49 443.2498 3 1326.7276 -0.0019 26.79 R V 0
12017 VYAGNEHNHAAQQPQVLDI JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 44 702.0115 3 2103.0127 -0.0007 32.84 K - 0
12018 VYDALEVQNGNER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 94 753.8622 2 1505.7098 -0.0010 29.77 R L 0
12019 VYDALYQTITHGAPNYVK JW3403 ECK3425 yhhX predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 33 685.0186 3 2052.0340 0.0025 47.65 R E 0
12020 VYDGESLKDTDPK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 17 489.5716 3 1465.6930 -0.0005 23.02 R A 0
12021 VYEDEHPNDDSSRR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 41 573.5836 3 1717.7290 -0.0003 17.10 K W 0
12022 VYEQFLPK JW0047 ECK0049 folA dihydrofolate reductase 24 512.2790 2 1022.5434 -0.0001 37.97 R A 0
12023 VYFAADEQTLLK JW0674 ECK0675 seqA regulatory protein for replication initiation 90 699.3689 2 1396.7232 -0.0006 44.92 R N 0
12024 VYGEDPHGLSPR JW4312 ECK4339 hsdM DNA methylase M 11 442.8850 3 1325.6332 -0.0033 24.06 R T 0
12025 VYGGEADAADKAEAANKK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 43 452.7257 4 1806.8737 -0.0010 19.94 R E 0
12026 VYGYNNIPDEPVQASLIMGTHR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 63 825.4091 3 2473.2055 -0.0003 48.56 R E 0
12027 VYHNVANL JW1964 ECK1978 yeeN conserved protein 23 465.2457 2 928.4768 0.0002 25.73 K - 0
12028 VYLAEEGGR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 25 497.2533 2 992.4920 -0.0007 12.84 R K 0
12029 VYLEEHKVEVK JW2385 ECK2384 glk glucokinase 15 458.2539 3 1371.7399 0.0002 23.01 R D 0
12030 VYLGEDFRL JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 34 556.2927 2 1110.5708 0.0000 50.52 R - 0
12031 VYLNPQDCSVINDEALNR 57.021465@C:8 JW1769 ECK1778 yeaD conserved protein 24 1060.5083 2 2119.0020 0.0017 43.63 R I 0
12032 VYLQCFDADELKR 57.021465@C:5 JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 23 552.9396 3 1655.7970 -0.0007 40.72 K I 0
12033 VYLVIEK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 32 432.2656 2 862.5166 0.0003 34.65 K M 0
12034 VYQLLAELITSDVR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 28 810.4539 2 1618.8932 0.0003 64.20 K L 0
12035 VYQLPEATR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 32 538.7899 2 1075.5652 -0.0009 29.36 K G 0
12036 VYRPSAWAAHGMDIEGQDYR JW2773 ECK2797 fucI L-fucose isomerase 63 774.6953 3 2321.0641 -0.0007 37.24 K A 0
12037 VYSGVVNSGDTVLNSVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 102 869.4544 2 1736.8942 -0.0002 42.67 R A 0
12038 VYSNPDFIGVQLGGAVK JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 101 882.4711 2 1762.9276 0.0023 49.81 R N 0
12039 VYTTAPALQFYSGNFLGGTPSR JW0739 ECK0745 galM galactose-1-epimerase (mutarotase) 109 1174.0893 2 2346.1640 -0.0003 58.51 K G 0
12040 VYTTTPK JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 27 405.2239 2 808.4332 0.0002 17.83 R K 0
12041 VYVEGAWNR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 37 547.2750 2 1092.5354 0.0003 31.52 K V 0
12042 VYVMSEAK JW0451 ECK0456 acrB multidrug efflux system protein 26 463.7368 2 925.4590 0.0011 24.29 K Y 0
12043 VYVTFLNDKDEDAVK JW3136 ECK3156 rbfA 30s ribosome binding factor 30 585.9648 3 1754.8726 -0.0001 38.68 K A 0
12044 VYYDLLEQR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 60 599.8088 2 1197.6030 0.0001 41.24 K R 0
12045 VYYHHTGHIGGIK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 46 494.5930 3 1480.7572 -0.0003 19.24 K Q 0
12046 WADLVILAPATADLIAR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 21 905.0171 2 1808.0196 0.0000 66.89 K V 0
12047 WAGVPFYLR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 37 554.8005 2 1107.5864 0.0000 50.92 R T 0
12048 WAIAVGDQR JW2501 ECK2513 yfgB predicted enzyme 23 508.2691 2 1014.5236 -0.0010 34.36 K V 0
12049 WANDPFPIVALDR JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 25 757.3936 2 1512.7726 0.0001 57.15 R A 0
12050 WANIVAK JW1964 ECK1978 yeeN conserved protein 34 401.2345 2 800.4544 0.0001 28.07 K K 0
12051 WAPLWVIDFPMFEDDGEGGLTAMHHPFTSPK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 15 882.9149 4 3527.6305 -0.0014 70.47 K D 0
12052 WAVGCAK 57.021465@C:5 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 20 396.1971 2 790.3796 0.0000 25.18 R A 0
12053 WCHGNLMNFR 57.021465@C:2 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 20 445.5343 3 1333.5811 0.0003 35.91 R L 0
12054 WCYKPFEDLIQPAR 57.021465@C:2 JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 37 608.3029 3 1821.8869 -0.0003 50.60 K A 0
12055 WDAAQSLLATYIK JW0915 ECK0923 pepN aminopeptidase N 100 740.3958 2 1478.7770 0.0002 58.19 R L 0
12056 WDEGQLLNTLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 20 658.8462 2 1315.6778 0.0006 49.60 K I 0
12057 WDELLRK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 25 480.2688 2 958.5230 -0.0005 29.87 R D 0
12058 WDEVGVDVVAEATGLFLTDETAR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 133 1247.1109 2 2492.2072 0.0002 84.39 K K 0
12059 WDEVGVDVVAEATGLFLTDETARK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 94 1311.1592 2 2620.3038 0.0018 73.03 K H 0
12060 WDGLSQEVK JW5403 ECK2507 der predicted GTP-binding protein 21 531.2670 2 1060.5194 0.0006 48.79 K E 0
12061 WDLGDIIGAR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 90 558.2956 2 1114.5766 -0.0004 58.60 K G 0
12062 WDLGDILGAK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 37 544.2926 2 1086.5706 -0.0004 61.03 K G 0
12063 WDRDELPDVIDALANEMQR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 61 762.6995 3 2285.0767 0.0022 68.94 R Q 0
12064 WDWQPEPVNEALNAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 44 912.9366 2 1823.8586 -0.0004 51.13 R V 0
12065 WDYNTPIEETLEALNDVVK JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 84 1125.0533 2 2248.0920 0.0022 79.33 R A 0
12066 WEGITRPYSAEDVVK JW3975 ECK4007 aceA isocitrate lyase 27 583.9635 3 1748.8687 -0.0046 37.84 R L 0
12067 WEIPHQEIQNATK JW0861 ECK0868 ybjX conserved protein 19 531.9387 3 1592.7943 -0.0004 35.61 K A 0
12068 WELTIPQELAYGER JW5746 ECK4203 fklB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 62 852.9331 2 1703.8516 -0.0002 55.57 K G 0
12069 WEPEFTITGQAWDLPVVGYR JW5689 ECK3404 malP maltodextrin phosphorylase 87 1182.5868 2 2363.1590 0.0005 67.03 R N 0
12070 WEQYGPELLR JW0190 ECK0194 proS prolyl-tRNA synthetase 53 645.8273 2 1289.6400 -0.0003 44.92 R F 0
12071 WESHIYAGYTVPPYYDSMIGK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 34 826.3873 3 2476.1401 -0.0007 50.63 R L 0
12072 WFDSQALMLR JW3140 ECK3161 argG argininosuccinate synthetase 52 633.8185 2 1265.6224 -0.0001 52.48 R D 0
12073 WFGGLMLGAMGDRYGR 15.994915@M:6 JW3193 ECK3213 nanT sialic acid transporter 11 601.6188 3 1801.8346 -0.0047 45.54 R R 0
12074 WFGTEPK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 13 432.7163 2 863.4180 0.0003 29.20 K - 0
12075 WFLVQIEELVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 65 716.4040 2 1430.7934 0.0013 66.56 R L 0
12076 WFPLTENDDVPEGLLDDR JW0888 ECK0896 ycaO conserved protein 85 1066.0022 2 2129.9898 -0.0008 62.66 K L 0
12077 WGASDVHFVRPVHTVTLLLGDK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 52 816.4444 3 2446.3114 -0.0007 48.94 R V 0
12078 WGFAVVENSLWQGVPNYLR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 50 1118.0715 2 2234.1284 0.0012 68.16 K E 0
12079 WGFVGAPLHDPCTIAWLLKPELFTSVER 57.021465@C:12 JW0646 ECK0644 rihA ribonucleoside hydrolase 1 50 810.6737 4 3238.6657 0.0019 68.33 K W 0
12080 WGHSAIVNTSGNGDCHIILR 57.021465@C:15 JW0737 ECK0743 aroG 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, phenylalanine repressible 25 552.5246 4 2206.0693 -0.0009 34.87 K G 0
12081 WGYGDGLGGK JW0172 ECK0176 yaeT conserved protein 53 505.2407 2 1008.4668 0.0004 33.83 R E 0
12082 WIGELWQNYLNTVAANR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 114 1024.5221 2 2047.0296 0.0021 66.62 R Q 0
12083 WIGIGDYTIR JW0233 ECK0244 proA gamma-glutamylphosphate reductase 49 597.3193 2 1192.6240 0.0001 50.51 K A 0
12084 WIGNPYKK JW3927 ECK3946 yijP conserved inner membrane protein 27 335.8547 3 1004.5423 -0.0019 25.25 R N 0
12085 WILAEFNQTIK JW4215 ECK4251 valS valyl-tRNA synthetase 60 681.8745 2 1361.7344 0.0002 53.67 R A 0
12086 WILDHVEGSR JW3897 ECK3918 glpK glycerol kinase 39 606.3114 2 1210.6082 -0.0012 37.12 K E 0
12087 WIVEAAR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 34 422.7373 2 843.4600 -0.0001 30.97 R K 0
12088 WIWDQVKPVVPLLSAVMVK JW2735 ECK2760 ygcM 6-pyruvoyl tetrahydrobiopterin synthase (PTPS) 39 736.7591 3 2207.2555 0.0014 70.58 K E 0
12089 WKEGEATLAPSLDLVGK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 88 907.4884 2 1812.9622 0.0001 44.32 K I 0
12090 WKEGEATLAPSLDLVGKI JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 100 964.0319 2 1926.0492 0.0031 52.40 K - 0
12091 WKPEILDGFTK JW5740 ECK4158 orn oligoribonuclease 43 445.2432 3 1332.7078 0.0002 46.24 R Q 0
12092 WLAAIHAEPMK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 30 422.8925 3 1265.6557 -0.0032 35.51 R L 0
12093 WLAQGTIYPDVIESAASATGK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 80 1089.5573 2 2177.1000 -0.0004 55.93 K A 0
12094 WLASGPR JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 32 393.7167 2 785.4188 0.0004 24.85 R C 0
12095 WLELGLTDEEKQNQLEQLAEQYDELKHEFEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 49 1278.2906 3 3831.8500 0.0023 64.44 R K 0
12096 WLEQVLNER JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 55 593.8144 2 1185.6142 0.0000 45.74 R D 0
12097 WLEVLGCGMVHPNVLR 57.021465@C:7 JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 50 627.3273 3 1878.9601 0.0004 51.89 K N 0
12098 WLGDAFDNGISAEQLIEAR JW0162 ECK0165 glnD uridylyltransferase 109 1053.0185 2 2104.0224 0.0001 62.06 R T 0
12099 WLGGMLTNWK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 46 603.3098 2 1204.6050 -0.0011 53.59 R T 0
12100 WLHSLHSTLLSR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 33 483.9371 3 1448.7895 0.0007 34.31 R E 0
12101 WLLTQPEILMLDEPTR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 90 978.0193 2 1954.0240 0.0007 64.45 R G 0
12102 WLQEHFSDKYVQQAQK JW3146 ECK3168 rrmJ 23S rRNA methyltransferase 45 679.0059 3 2033.9959 -0.0001 34.99 R K 0
12103 WLQWHWK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 22 542.2793 2 1082.5440 -0.0009 44.51 R G JW1470
12104 WLRPEALR JW3193 ECK3213 nanT sialic acid transporter 11 347.5379 3 1039.5919 -0.0008 30.73 R T 0
12105 WLSQACEAK 57.021465@C:6 JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 38 546.7609 2 1091.5072 0.0004 24.89 R L 0
12106 WLVAAYAR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 26 475.2659 2 948.5172 -0.0008 38.25 K L 0
12107 WLVNTVATQAR JW1818 ECK1828 htpX predicted endopeptidase 82 629.8488 2 1257.6830 0.0001 38.91 R Q 0
12108 WLVTEGLK JW0452 ECK0457 acrA multidrug efflux system 30 473.2740 2 944.5334 0.0004 41.48 K A 0
12109 WLVVDEVTQPTK JW3138 ECK3158 nusA transcription termination/antitermination L factor 67 707.8821 2 1413.7496 -0.0007 45.47 R E 0
12110 WMAPILSFTADEVWGYLPGER JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 123 1219.5950 2 2437.1754 -0.0021 76.59 R E 0
12111 WMDWANQTLSNAHR JW0822 ECK0828 yliJ predicted glutathione S-transferase 41 577.2671 3 1728.7795 0.0004 43.90 K G 0
12112 WMIAEGYGDR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 59 599.2714 2 1196.5282 -0.0001 39.11 K R 0
12113 WMIAEGYGDRR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 31 451.8839 3 1352.6299 0.0002 34.82 K T 0
12114 WMVQCGSFR 57.021465@C:5 JW3904 ECK3925 ftsN essential cell division protein 45 585.7641 2 1169.5136 0.0026 38.29 R G 0
12115 WNAIMTVLR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 41 552.3053 2 1102.5960 0.0003 50.46 R A 0
12116 WNMLHPLETPR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 34 465.2390 3 1392.6952 -0.0020 43.05 R V 0
12117 WPDVLLQFEDFAQK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 32 868.4392 2 1734.8638 0.0022 68.82 R N 0
12118 WPGTESAFQVHR JW3125 ECK3144 yhbS predicted acyltransferase with acyl-CoA N-acyltransferase domain 58 707.8454 2 1413.6762 -0.0026 34.63 R L 0
12119 WPLAQPFR JW3179 ECK3202 gltB glutamate synthase, large subunit 21 507.7793 2 1013.5440 -0.0006 43.64 R Y 0
12120 WPLIAAQLQ JW5641 ECK3631 ttk division inhibitor 46 520.3006 2 1038.5866 0.0004 56.62 R - 0
12121 WQALPMLEQPVAAGEMSPVINPAEPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 98 1402.2117 2 2802.4088 0.0005 61.80 K D 0
12122 WQDMLAFAAEVTK JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 18 755.3736 2 1508.7326 -0.0007 60.07 R N 0
12123 WQIANGIQHVR JW0328 ECK0334 codA cytosine deaminase 43 441.2420 3 1320.7042 -0.0009 32.73 K T 0
12124 WQIVNQNDR JW0739 ECK0745 galM galactose-1-epimerase (mutarotase) 47 586.7939 2 1171.5732 -0.0002 29.09 R Q 0
12125 WQTHLINPHIILSK JW2578 ECK2594 yfiA cold shock protein associated with 30S ribosomal subunit 44 567.3263 3 1698.9571 0.0001 40.95 K E 0
12126 WQVLDKR JW0790 ECK0794 fiu predicted iron outer membrane transporter 17 472.7692 2 943.5238 0.0000 24.29 K L 0
12127 WRDWLAQK JW5898 ECK0958 yccW predicted methyltransferase 34 551.7925 2 1101.5704 -0.0015 34.32 K D 0
12128 WSDGLHQAVEAK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 43 670.8330 2 1339.6514 -0.0006 25.03 R E 0
12129 WSDGTPVTAQDFVYSWQR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 95 1071.9979 2 2141.9812 0.0007 55.77 K S 0
12130 WSDIKLPDFLSFFGGK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 60 619.6579 3 1855.9519 0.0010 71.74 R R 0
12131 WSDQQLTFLMR JW0915 ECK0923 pepN aminopeptidase N 77 712.8525 2 1423.6904 -0.0013 52.86 K H 0
12132 WSIVGAYYYDTNANK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 57 882.9149 2 1763.8152 -0.0002 50.19 R Q 0
12133 WSLVGEHNMHNGLMAIAAAR JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 58 726.6945 3 2177.0617 -0.0004 45.67 K H 0
12134 WSTFFAEQR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 15 586.2796 2 1170.5446 -0.0011 43.09 R I 0
12135 WSVFFFYPADFTFVCPTELGDVADHYEELQK 57.021465@C:15 JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 60 1253.2459 3 3756.7159 0.0038 78.38 R L 0
12136 WTADVEAGK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 41 488.7401 2 975.4656 -0.0005 25.96 R W 0
12137 WTDDDLYGIIR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 75 683.8356 2 1365.6566 0.0001 50.97 R A 0
12138 WTDNAEPTEDSSDYHVTTSQHAR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 51 662.5376 4 2646.1213 -0.0007 27.08 K Q 0
12139 WTDQSGQDR JW4020 ECK4051 ssb Single-stranded DNA-binding protein 20 546.7387 2 1091.4628 -0.0004 18.12 K Y 0
12140 WTGIPVSR JW2573 ECK2590 clpB protein disaggregation chaperone 15 458.2558 2 914.4970 -0.0003 32.40 R M 0
12141 WTGMCGELAGDER 57.021465@C:5 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 60 741.3108 2 1480.6070 -0.0005 35.40 K A 0
12142 WTLAKPDFVALK JW4198 ECK4234 treC trehalose-6-P hydrolase 33 463.6027 3 1387.7863 -0.0002 46.29 K T 0
12143 WTLEGIETR JW2343 ECK2340 vacJ predicted lipoprotein 45 552.7880 2 1103.5614 0.0003 41.93 K A 0
12144 WTPDDEMVLNK JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 28 674.3153 2 1346.6160 -0.0016 41.54 R L 0
12145 WTPIMSTVMEIGYDNVESQR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 48 786.0362 3 2355.0868 -0.0006 64.97 K T 0
12146 WTQPGNIVTNGAYTLK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 71 881.9608 2 1761.9070 0.0022 43.11 K D 0
12147 WTSQSALDLGEPLSLITESVFAR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 84 1260.6534 2 2519.2922 0.0016 76.48 K Y 0
12148 WTSTAIITQPDVGQIAGYNNAMNVIYGQAAPK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 11 1131.5694 3 3391.6864 -0.0006 60.71 K V 0
12149 WTVNLDMPSLSLR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 72 766.4010 2 1530.7874 0.0010 59.08 K G 0
12150 WVDKSGLLDTLQNNGVGCIAFTPLAQGLLTGK 57.021465@C:18 JW2970 ECK2995 yghZ aldo-keto reductase 21 1129.5962 3 3385.7668 -0.0037 68.78 R Y 0
12151 WVEAGEAPADINLLGEMVK JW3063 ECK3083 uxaC uronate isomerase 54 1021.5165 2 2041.0184 -0.0005 61.37 R N 0
12152 WVEQGIGCSK 57.021465@C:8 JW2943 ECK2970 glcB malate synthase G 50 582.2794 2 1162.5442 0.0002 28.16 R V 0
12153 WVLAVAGTHGK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 57 569.8218 2 1137.6290 -0.0004 31.94 R T 0
12154 WVNALVSELNDKEQHGSQWK JW5625 ECK3691 gyrB DNA gyrase, subunit B 34 592.7976 4 2367.1613 0.0008 43.96 R F 0
12155 WVSLPGEGGHVDFAPNSEEEAIILEILR JW2385 ECK2384 glk glucokinase 61 1026.5240 3 3076.5502 -0.0003 73.29 R A 0
12156 WWDLEGEFKPLHR JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 82 856.9307 2 1711.8468 -0.0003 48.93 R I 0
12157 WWTVGIRPMYK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 44 718.8789 2 1435.7432 -0.0001 45.87 K W 0
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12158 WYGPNDPVSLADVR JW4285 ECK4313 uxuA mannonate hydrolase 70 794.8937 2 1587.7728 0.0047 46.35 R Q 0
12159 WYHEGLDAFEHTCPTGR 57.021465@C:13 JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 102 1038.4550 2 2074.8954 -0.0001 38.57 R T 0
12160 WYPEFFR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 19 522.7502 2 1043.4858 -0.0006 51.46 R I 0
12161 WYQQLTERPAVR JW0822 ECK0828 yliJ predicted glutathione S-transferase 24 773.9096 2 1545.8046 -0.0005 31.71 R K 0
12162 WYVVQAFSGFEGR JW3945 ECK3973 nusG transcription termination factor 58 773.3783 2 1544.7420 0.0009 58.00 R V 0
12163 YAADLSYLPLMQELEK JW3895 ECK3916 fpr ferredoxin-NADP reductase 88 942.4793 2 1882.9440 0.0055 66.13 R R 0
12164 YAALCDVFVMDAFGTAHR 57.021465@C:5 JW2893 ECK2922 pgk phosphoglycerate kinase 28 681.9853 3 2042.9341 0.0000 59.81 K A 0
12165 YAALQQSSLFR JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 51 642.3408 2 1282.6670 0.0001 40.33 R G 0
12166 YAALTGSELSMTFNFHHLK JW4198 ECK4234 treC trehalose-6-P hydrolase 37 723.0253 3 2166.0541 -0.0026 47.48 R V 0
12167 YADEVVR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 47 426.2163 2 850.4180 -0.0003 21.31 R T 0
12168 YADMLAMSAK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 46 550.7591 2 1099.5036 -0.0005 34.64 K K 0
12169 YADVGSFDYGR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 60 625.2775 2 1248.5404 -0.0006 34.94 K N 0
12170 YADYQQIQFNHDK JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 42 557.2580 3 1668.7522 -0.0010 29.90 K A 0
12171 YAEGYPGK JW2535 ECK2548 glyA serine hydroxymethyltransferase 32 442.7112 2 883.4078 0.0003 20.19 K R 0
12172 YAEGYPGKR JW2535 ECK2548 glyA serine hydroxymethyltransferase 42 520.7614 2 1039.5082 -0.0004 18.78 K Y 0
12173 YAEIASGDLGYVPDALGCVLK 57.021465@C:18 JW0185 ECK0189 yaeP conserved protein 38 1106.0552 2 2210.0958 0.0030 61.20 R V 0
12174 YAFATLVR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 48 470.7662 2 939.5178 0.0001 40.27 R C 0
12175 YAGALVLGQYYK JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 61 673.3609 2 1344.7072 -0.0005 44.10 K S 0
12176 YAGHTASDEVFEK JW5100 ECK0729 tolB periplasmic protein 61 727.3327 2 1452.6508 -0.0012 23.45 R L 0
12177 YAGLSEQALYYIGGVIK JW3841 ECK3863 glnA glutamine synthetase 111 922.9931 2 1843.9716 -0.0003 62.86 K H 0
12178 YAGQDIVSNASCTTNCLAPLAK 57.021465@C:12,57.021465@C:16 JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 143 1177.5594 2 2353.1042 0.0000 45.78 K V 0
12179 YAGQDKVNPGSIILSAEMMLR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 31 765.0610 3 2292.1612 0.0007 63.72 K H 0
12180 YAGRPASASPAVGYMSVHQK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 85 1039.0181 2 2076.0216 0.0005 26.23 R Q 0
12181 YAGVGDIIK JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 14 468.2628 2 934.5110 -0.0012 35.24 R I 0
12182 YAHAGGYNPPIVVIHGNQVK JW5403 ECK2507 der predicted GTP-binding protein 63 712.0441 3 2133.1105 -0.0014 31.47 K D 0
12183 YAIALNLER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 57 531.8011 2 1061.5876 0.0007 41.42 R D 0
12184 YAIDAEK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 27 405.2057 2 808.3968 0.0001 22.29 R I 0
12185 YAIVANDVR JW0797 ECK0801 dps Fe-binding and storage protein 54 510.7770 2 1019.5394 -0.0005 27.54 R K 0
12186 YAIVANDVRK JW0797 ECK0801 dps Fe-binding and storage protein 34 574.8250 2 1147.6354 0.0006 23.13 R A 0
12187 YALCELYER 57.021465@C:4 JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 52 608.7887 2 1215.5628 0.0035 39.43 R Y 0
12188 YALNAANAR JW2943 ECK2970 glcB malate synthase G 50 482.2541 2 962.4936 0.0004 23.51 R W 0
12189 YALVGDVGGTNAR JW2385 ECK2384 glk glucokinase 51 646.8332 2 1291.6518 -0.0002 32.01 K L 0
12190 YALVVGSDVLAR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 38 631.8588 2 1261.7030 0.0001 43.46 K T 0
12191 YAMIGDPTGALTR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 60 683.3457 2 1364.6768 0.0010 42.15 K N 0
12192 YANNDMQELEAR JW3592 ECK3607 kbl glycine C-acetyltransferase 83 727.3231 2 1452.6316 0.0013 30.83 R L 0
12193 YAPDEVHTFNSLLQYYDGEADMPGGLSR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 60 1049.1457 3 3144.4153 0.0017 61.24 K A 0
12194 YAPFEIPSEIYAQWDAK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 52 676.6640 3 2026.9702 0.0025 63.43 K E 0
12195 YAQVDVIK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 41 468.2633 2 934.5120 -0.0002 28.19 R S 0
12196 YASPEYIQATLPK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 96 740.8877 2 1479.7608 -0.0001 40.66 R Y 0
12197 YATLSGTNTPR JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 68 590.8011 2 1179.5876 -0.0007 23.69 R D 0
12198 YAVGQGPMWVVVNAH JW0750 ECK0756 ybhE 6-phosphogluconolactonase 62 814.4066 2 1626.7986 0.0010 49.67 R - 0
12199 YAVLFDLLLKLANTAIDSDK JW1217 ECK1220 narJ molybdenum-cofactor-assembly chaperone subunit (delta subunit) of nitrate reductase 1 12 556.5624 4 2222.2205 0.0008 74.96 R V 0
12200 YCDSVVCHINGYQGIQAALEK 57.021465@C:2,57.021465@C:7 JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 83 809.0475 3 2424.1207 0.0005 47.07 R K 0
12201 YCEKEFSHNVVLAN 57.021465@C:2 JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 16 570.6029 3 1708.7869 -0.0009 30.95 K - 0
12202 YCMAQNYLPAIK 57.021465@C:2 JW2914 ECK2942 gshB glutathione synthetase 82 736.3583 2 1470.7020 0.0021 44.71 R D 0
12203 YCVNSASLR 57.021465@C:2 JW1767 ECK1776 yeaA methionine sulfoxide reductase B 38 535.2582 2 1068.5018 -0.0003 26.22 R F 0
12204 YDANNIYLAANYGETR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 88 924.4317 2 1846.8488 0.0003 42.40 K N 0
12205 YDANNIYLAAQYTQTYNATR JW2203 ECK2207 ompC outer membrane porin protein C 110 1177.5563 2 2353.0980 0.0006 47.71 K V 0
12206 YDAVIALGTVIR JW0405 ECK0409 ribE riboflavin synthase beta chain 53 645.8758 2 1289.7370 0.0027 52.58 K G 0
12207 YDAVLVAIGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 78 538.8087 2 1075.6028 0.0002 43.76 R V 0
12208 YDDNFMSVVR JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 67 623.2818 2 1244.5490 -0.0004 44.30 K K 0
12209 YDDNIGVIILTGAGDK JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 14 832.4304 2 1662.8462 -0.0002 54.38 R A 0
12210 YDEAPSNVAQAVIEAR JW3302 ECK3327 fusA protein chain elongation factor EF-G 112 866.9306 2 1731.8466 0.0038 44.70 K G 0
12211 YDFIGSR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 28 429.2111 2 856.4076 -0.0003 31.49 K R 0
12212 YDGLVEQLGGR JW2498 ECK2510 hisS histidyl tRNA synthetase 62 603.8095 2 1205.6044 0.0004 39.90 R A 0
12213 YDIPVVMDSAR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 45 633.3134 2 1264.6122 0.0000 42.54 K F 0
12214 YDKEGEFTPITWDQAFDVMEEK JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 62 893.4046 3 2677.1920 0.0027 61.91 K F 0
12215 YDLSAVGR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 50 440.7306 2 879.4466 0.0016 29.78 R M 0
12216 YDMDLVVCGHHQDFWSK 57.021465@C:8 JW3462 ECK3480 uspA universal stress global response regulator 39 712.9801 3 2135.9185 -0.0008 46.30 K L 0
12217 YDNHLLEDYTEEEFK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 36 648.9543 3 1943.8411 -0.0014 47.75 K Q 0
12218 YDRYHLIR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 20 379.2047 3 1134.5923 -0.0010 23.76 R N 0
12219 YDSSATLDEMK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 76 630.2754 2 1258.5362 -0.0025 31.26 R Q 0
12220 YDSTHGR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 39 418.1882 2 834.3618 -0.0001 13.45 K F 0
12221 YDSTHGRFDGTVEVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 24 570.9409 3 1709.8009 0.0001 12.41 K D 0
12222 YDSTTLTVGAGDFR JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 61 751.8597 2 1501.7048 0.0000 41.93 K L 0
12223 YDVMNDLMSFGIHR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 68 849.3921 2 1696.7696 -0.0004 58.50 K L 0
12224 YDWVVSLR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 22 519.2744 2 1036.5342 0.0001 46.95 K A 0
12225 YEADLDELQIR JW0907 ECK0915 mukB fused chromosome partitioning proteins 48 682.8384 2 1363.6622 0.0003 43.33 R L 0
12226 YEDESLNLGDYVEDQIESVTFDR JW3138 ECK3158 nusA transcription termination/antitermination L factor 101 1368.6113 2 2735.2080 -0.0005 71.69 R I 0
12227 YEDFELGGTFK JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 64 653.3035 2 1304.5924 0.0000 46.21 R Y 0
12228 YEEDNSPLGVIGSFTYTEK JW0799 ECK0803 ompX outer membrane protein 113 1075.0025 2 2147.9904 0.0006 58.50 R S 0
12229 YEEHWNLAK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 45 595.2857 2 1188.5568 0.0005 28.00 R E 0
12230 YEEITASCSCGNVMK 57.021465@C:8,57.021465@C:10 JW3907 ECK3928 rpmE 50S ribosomal subunit protein L31 114 874.8676 2 1747.7206 -0.0009 31.80 K I 0
12231 YEGEIIQSDRPGENILLFK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 50 741.0546 3 2220.1420 -0.0006 49.16 R R 0
12232 YEGFGPNGSMIIAETLTSNVNR JW1964 ECK1978 yeeN conserved protein 129 1185.5728 2 2369.1310 -0.0010 59.31 R T 0
12233 YEKDDSIR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 21 513.2492 2 1024.4838 0.0012 17.05 K K 0
12234 YEKDDSIRK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 36 577.2967 2 1152.5788 0.0014 15.01 K Q 0
12235 YELHHHVQITDPAIVAAATLSHR JW2573 ECK2590 clpB protein disaggregation chaperone 88 860.4539 3 2578.3399 -0.0007 39.53 R Y 0
12236 YENGKYDIK JW3994 ECK4026 malE maltose transporter subunit -!- periplasmic-binding component of ABC superfamily 26 565.2799 2 1128.5452 0.0001 20.05 K D 0
12237 YEPDEENPMLGFR JW1692 ECK1700 pps phosphoenolpyruvate synthase 47 798.8533 2 1595.6920 -0.0005 44.58 R G 0
12238 YETIDAPQIDDLMAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 87 875.9191 2 1749.8236 -0.0006 50.92 K R 0
12239 YEVISTLSK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 13 520.2868 2 1038.5590 -0.0006 32.23 K V 0
12240 YEVNNMLLK JW2751 ECK2774 pyrG CTP synthetase 49 562.2945 2 1122.5744 0.0002 39.00 R Q 0
12241 YEWVQTR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 22 491.2426 2 980.4706 -0.0009 29.78 K S 0
12242 YEYSVAEYYTER JW2577 ECK2593 yfiO predicted lipoprotein 70 786.8463 2 1571.6780 0.0001 40.95 K G 0
12243 YFAHDIR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 46 461.2323 2 920.4500 -0.0003 22.14 K V JW4083
12244 YFDKVPMK JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 17 343.1810 3 1026.5212 0.0004 27.11 R F 0
12245 YFDNKHYPR JW3737 ECK3757 yifE conserved protein 45 413.8683 3 1238.5831 -0.0002 20.58 R G 0
12246 YFGTDGIR JW3143 ECK3165 glmM phosphoglucosamine mutase 20 464.7294 2 927.4442 -0.0008 30.32 K G 0
12247 YFGTSDMEYGK JW4346 ECK4375 deoB phosphopentomutase 66 649.2736 2 1296.5326 -0.0006 35.10 K A 0
12248 YFHSRPR JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 26 481.7509 2 961.4872 -0.0009 16.25 K D 0
12249 YFIEQIAR JW3144 ECK3166 folP 7,8-dihydropteroate synthase 52 520.2822 2 1038.5498 0.0001 38.69 R C 0
12250 YFLMSGHYR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 45 587.2787 2 1172.5428 -0.0007 32.62 R S 0
12251 YFNELEAENIK JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 76 685.3354 2 1368.6562 0.0001 38.93 R G 0
12252 YFNLPTILTTSFETGPNGPLVPELK JW0880 ECK0888 ycaC predicted hydrolase 15 916.8216 3 2747.4430 0.0008 73.40 K A 0
12253 YFNVYGPR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 45 508.2532 2 1014.4918 -0.0004 34.21 R E 0
12254 YFPDATILALTTNEK JW1666 ECK1672 pykF pyruvate kinase I 35 848.9428 2 1695.8710 -0.0008 57.71 K T 0
12255 YFPVYANDGK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 23 587.2820 2 1172.5494 -0.0007 33.79 K L 0
12256 YFQSDNAADK JW5401 ECK2504 guaB IMP dehydrogenase 55 579.7565 2 1157.4984 -0.0004 20.76 R L 0
12257 YFQSDNAADKLVPEGIEGR JW5401 ECK2504 guaB IMP dehydrogenase 99 1055.0156 2 2108.0166 -0.0008 40.28 R V 0
12258 YFREEFEAGIK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 17 463.5664 3 1387.6774 0.0001 33.94 K Q 0
12259 YFSVVIGGDDVQNK JW3348 ECK3372 gph phosphoglycolate phosphatase 47 770.8860 2 1539.7574 0.0006 42.78 K K 0
12260 YFTEAGVGFVVPDDSR JW5741 ECK4175 rnr exoribonuclease R, RNase R 38 879.9205 2 1757.8264 0.0004 49.91 R L 0
12261 YFTLNAVSK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 35 521.7825 2 1041.5504 0.0010 36.04 K S 0
12262 YFTPALTTIHQPK JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 68 758.9110 2 1515.8074 -0.0012 36.03 R D 0
12263 YFYEDFAEFDADAAK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 38 901.3827 2 1800.7508 -0.0009 55.61 R K 0
12264 YFYEDFAEFDADAAKK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 54 643.9566 3 1928.8480 0.0013 50.43 R H 0
12265 YFYVWLDAPIGYMGSFK JW2101 ECK2107 metG methionyl-tRNA synthetase 107 1028.9980 2 2055.9814 0.0011 69.46 K N 0
12266 YGAHGTSHFYVTQEAAK JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 51 467.4755 4 1865.8729 0.0032 23.90 R M 0
12267 YGAHIFHTNDK JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 62 651.8142 2 1301.6138 -0.0013 21.24 K Y 0
12268 YGDGGTDINPLYR JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 85 720.8407 2 1439.6668 -0.0012 38.95 K L 0
12269 YGDGITLIK JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 22 490.2770 2 978.5394 0.0010 35.31 K Y 0
12270 YGDIPLPK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 29 451.7527 2 901.4908 0.0000 36.59 R G 0
12271 YGDKVPENLEEQAISLVGEDLYQALIK JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 91 1012.1923 3 3033.5551 0.0004 79.15 K G 0
12272 YGDMINHR JW1279 ECK1281 rnb ribonuclease II 73 503.2321 2 1004.4496 -0.0001 20.34 K L 0
12273 YGEMDGYSAEAR JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 32 674.7771 2 1347.5396 -0.0004 28.76 K A 0
12274 YGENPNR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 30 425.1964 2 848.3782 0.0007 15.29 R L 0
12275 YGEVIGYAVR JW3097 ECK3116 garD (D)-galactarate dehydrogenase 59 563.7981 2 1125.5816 -0.0001 35.81 R A 0
12276 YGFDADKHAAYIQK JW3574 ECK3589 mtlD mannitol-1-phosphate dehydrogenase, NAD(P)-binding 13 542.9362 3 1625.7868 0.0029 27.47 R I 0
12277 YGFDAVSAVTPFYYPFSFEEHCDHYR 57.021465@C:22 JW3194 ECK3214 nanA N-acetylneuraminate lyase 68 1068.7989 3 3203.3749 -0.0009 60.99 R A 0
12278 YGIDQQETSLK JW3403 ECK3425 yhhX predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 96 641.3191 2 1280.6236 -0.0013 28.52 K A 0
12279 YGIEKPYEK JW1117 ECK1117 purB adenylosuccinate lyase 25 563.7922 2 1125.5698 -0.0006 22.21 R L 0
12280 YGILGVEMEAAGIYGVAAEFGAK 15.994915@M:8 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 106 1166.5805 2 2331.1464 0.0009 68.79 K A 0
12281 YGIPQISTGDMLR JW0463 ECK0468 adk adenylate kinase 51 725.8717 2 1449.7288 0.0002 48.06 K A 0
12282 YGLETANPVGPDGTYLPGTYPTLDGVNVFK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 38 1052.5245 3 3154.5517 0.0020 62.26 K A 0
12283 YGLFSEVR JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 27 485.7532 2 969.4918 -0.0001 39.98 R G 0
12284 YGLLTNAELQIYKPWLDTDFIDELGGR JW3140 ECK3161 argG argininosuccinate synthetase 81 1047.5362 3 3139.5868 0.0003 71.59 R H 0
12285 YGLNIKPVILAADGSEPDLSQQALTEK JW0637 ECK0635 leuS leucyl-tRNA synthetase 74 957.5097 3 2869.5073 0.0000 53.59 K G 0
12286 YGLNSAAEMTPR JW5689 ECK3404 malP maltodextrin phosphorylase 92 655.3132 2 1308.6118 -0.0013 32.32 R Q 0
12287 YGLPAPVGYACTTPR 57.021465@C:11 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 62 811.9034 2 1621.7922 0.0000 40.69 R E 0
12288 YGLSAGHSLVIEDDVAEALYQELK JW0466 ECK0471 gsk inosine/guanosine kinase 31 874.1092 3 2619.3058 -0.0009 65.55 R Q 0
12289 YGMAACAVDNLIDALQGK 57.021465@C:6 JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 105 955.4607 2 1908.9068 -0.0004 68.82 R V 0
12290 YGQAIGHIGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 55 522.2855 2 1042.5564 0.0006 21.87 K L 0
12291 YGSDKPDLR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 27 350.8451 3 1049.5135 -0.0006 18.99 R N 0
12292 YGSGGLVQGK JW2996 ECK3019 mdaB NADPH quinone reductase 71 483.2561 2 964.4976 -0.0001 22.44 K K 0
12293 YGTVPHSGFGLGFER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 64 541.9356 3 1622.7850 0.0011 39.44 R L 0
12294 YGVIYAGAQK JW0890 ECK0898 serC 3-phosphoserine/phosphohydroxythreonine aminotransferase 53 535.2871 2 1068.5596 -0.0006 27.48 R N 0
12295 YGVQALVTGEALGQVSSQTLTNLR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 27 835.7816 3 2504.3230 -0.0003 60.42 R L 0
12296 YGVTDLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 50 412.2193 2 822.4240 0.0004 27.76 R S 0
12297 YGVVEFDK JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 35 478.7399 2 955.4652 0.0003 32.97 R N 0
12298 YGVVEFDKNGTAISLEEKPLEPK JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 19 641.5878 4 2562.3221 0.0004 43.36 R S 0
12299 YGYDISGPATNAQEAIQWTYFGYLAAVK JW0886 ECK0894 pflB pyruvate formate lyase I 24 1033.1703 3 3096.4891 0.0022 73.45 K S 0
12300 YGYTGKDDK JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 18 349.4975 3 1045.4707 -0.0008 17.53 K V 0
12301 YHDADVTAFGYEYGQLPGCPAGFK 57.021465@C:19 JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 75 888.4006 3 2662.1800 0.0003 50.26 R A 0
12302 YHFEQSSTTTQPAR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 28 551.5935 3 1651.7587 -0.0005 21.85 R - 0
12303 YHLNDPIMTQYFSYLK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 41 678.3331 3 2031.9775 0.0011 55.24 K Q 0
12304 YHLPYVLNR JW3403 ECK3425 yhhX predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 18 392.2169 3 1173.6289 -0.0006 37.67 R K 0
12305 YHPHGDSAVYDTIVR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 66 865.4180 2 1728.8214 -0.0004 28.79 K M 0
12306 YHSETEMMR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 32 592.2473 2 1182.4800 0.0002 20.42 R Y 0
12307 YHSIIIMTDADVDGSHIR JW5625 ECK3691 gyrB DNA gyrase, subunit B 40 681.6699 3 2041.9879 -0.0013 39.06 R T 0
12308 YHTQLLGQMPLHISLR JW2100 ECK2106 mrp antiporter inner membrane protein 45 636.3486 3 1906.0240 -0.0007 45.73 K E 0
12309 YHTQLLGQMPLHISLREDLDK JW2100 ECK2106 mrp antiporter inner membrane protein 53 836.4403 3 2506.2991 -0.0013 45.92 K G 0
12310 YHVNFMGGDLGK JW3832 ECK3852 dsbA periplasmic protein disulfide isomerase I 59 669.3187 2 1336.6228 -0.0005 37.36 K D 0
12311 YHVSNYQPSPMVR JW2889 ECK2918 yggE conserved protein 28 526.5893 3 1576.7461 0.0004 28.14 R M 0
12312 YHYALLR JW0861 ECK0868 ybjX conserved protein 33 312.5084 3 934.5034 0.0010 28.39 R E 0
12313 YIAETFLEDAR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 53 664.3301 2 1326.6456 0.0002 47.19 K E 0
12314 YICGEETALINSLEGR 57.021465@C:3 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 110 912.9432 2 1823.8718 -0.0005 53.56 R R 0
12315 YIDIPELVANVK JW1605 ECK1608 manA mannose-6-phosphate isomerase 70 687.3872 2 1372.7598 -0.0002 57.36 K F 0
12316 YIELPDAYK JW2751 ECK2774 pyrG CTP synthetase 40 556.2873 2 1110.5600 0.0004 39.93 K S 0
12317 YIEVHNPLSTTEAQFEGQEIVPITLTK JW0803 ECK0809 ybiS conserved protein 61 1019.8637 3 3056.5693 -0.0013 58.01 R S 0

77



12318 YIFELNPDHVLVK JW0462 ECK0467 htpG molecular chaperone HSP90 family 61 793.9324 2 1585.8502 -0.0002 49.37 K R 0
12319 YIFELNPDHVLVKR JW0462 ECK0467 htpG molecular chaperone HSP90 family 45 581.6577 3 1741.9513 -0.0002 43.52 K A 0
12320 YIFIIDEINR JW5871 ECK4336 mcrB 5-methylcytosine-specific restriction enzyme McrBC, subunit McrB 14 648.3534 2 1294.6922 0.0002 55.19 K A 0
12321 YIGAHVSAAGGLANAAIR JW2146 ECK2152 nfo endonuclease IV with intrinsic 3'-5' exonuclease activity 38 571.3129 3 1710.9169 0.0005 34.86 K A 0
12322 YIGAYTALMDGR JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 84 665.8265 2 1329.6384 -0.0002 44.39 K L 0
12323 YIGSLVADFHR JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 53 639.3348 2 1276.6550 -0.0013 39.94 R N 0
12324 YIIDELDQICQR 57.021465@C:10 JW0159 ECK0162 yaeH conserved protein 79 783.3851 2 1564.7556 0.0001 51.19 R D 0
12325 YIKDLSHGMQR JW1767 ECK1776 yeaA methionine sulfoxide reductase B 48 674.3461 2 1346.6776 0.0011 22.34 R I 0
12326 YILDGKDNNDIAEK JW2366 ECK2365 evgA DNA-binding response regulator in two-component regulatory system with EvgS 23 536.6018 3 1606.7836 -0.0002 29.18 R M 0
12327 YINIGVAVDTPNGLVVPVFK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 89 1058.0962 2 2114.1778 0.0004 61.00 K D 0
12328 YIPEELRK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 23 349.8662 3 1046.5768 0.0007 24.08 K A 0
12329 YIPQAIAQGVAAIIAEAKDEATDGEIR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 14 938.4942 3 2812.4608 0.0001 78.66 R E 0
12330 YIQTVWGLGYVFVPDGSK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 65 1015.0255 2 2028.0364 0.0009 64.99 R A 0
12331 YISSLKDQR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 53 555.3013 2 1108.5880 0.0003 19.93 R V 0
12332 YITIENNDALAQLAGHTR JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 74 667.3447 3 1999.0123 0.0000 46.09 K N 0
12333 YITLAPIATVLGLAFK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 28 846.0112 2 1690.0078 0.0009 78.68 R L 0
12334 YIVALDQGTTSSR JW3897 ECK3918 glpK glycerol kinase 104 705.8646 2 1409.7146 -0.0004 33.38 K A 0
12335 YIVNEVQDVYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 71 699.3564 2 1396.6982 -0.0004 40.18 R L 0
12336 YIVTWDMLQIHAR JW0228 ECK0239 gpt guanine-hypoxanthine phosphoribosyltransferase 49 549.2884 3 1644.8434 -0.0013 52.10 K K 0
12337 YIWDYVNDLVEFNR JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 49 923.4434 2 1844.8722 -0.0010 72.43 K F 0
12338 YKDLIGK JW4215 ECK4251 valS valyl-tRNA synthetase 37 418.7473 2 835.4800 -0.0002 21.60 R Y 0
12339 YKDSGSDMVLVGLLR JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 107 826.9372 2 1651.8598 -0.0003 51.14 R G 0
12340 YKFDTIADNENLNISSK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 64 657.9931 3 1970.9575 -0.0009 39.97 K G 0
12341 YKGLGEMNPEQLWETTMDPESR JW5625 ECK3691 gyrB DNA gyrase, subunit B 26 871.0652 3 2610.1738 0.0009 58.42 R R 0
12342 YKQCHGRLQ 57.021465@C:4 JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 10 397.2013 3 1188.5821 -0.0003 15.32 K - 0
12343 YLAAQYGQK JW0822 ECK0828 yliJ predicted glutathione S-transferase 49 521.2717 2 1040.5288 -0.0001 23.21 R R 0
12344 YLADAPQQDPEGNK JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 57 773.3616 2 1544.7086 -0.0020 24.77 R T 0
12345 YLAEEHFK JW0913 ECK0921 asnS asparaginyl tRNA synthetase 44 518.7587 2 1035.5028 0.0003 12.39 R A 0
12346 YLAESIR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 42 426.2349 2 850.4552 0.0005 26.21 R M 0
12347 YLAIADELFGADWADAR JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 51 948.9606 2 1895.9066 0.0014 68.48 K H 0
12348 YLDGLADAK JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 63 483.2503 2 964.4860 -0.0004 32.26 R - 0
12349 YLDGVTVR JW0637 ECK0635 leuS leucyl-tRNA synthetase 51 461.7531 2 921.4916 -0.0003 31.39 K K 0
12350 YLDIDEDFATVLVEEGFSTLEELAYVPMK JW3138 ECK3158 nusA transcription termination/antitermination L factor 49 1112.8755 3 3335.6047 0.0001 80.92 K E 0
12351 YLDIQIVLK JW5756 ECK4245 yjgK conserved protein 21 552.8371 2 1103.6596 0.0007 50.55 R G 0
12352 YLDLIANDK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 64 532.7854 2 1063.5562 0.0012 37.52 R S 0
12353 YLDLISNDESR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 76 662.8220 2 1323.6294 -0.0011 39.79 R N 0
12354 YLDNMSEEEILELNIPTGVPLVYEFDENFKPLKR JW0738 ECK0744 gpmA phosphoglyceromutase 1 12 1014.5142 4 4054.0277 -0.0007 69.82 K Y 0
12355 YLDVSTLK JW5740 ECK4158 orn oligoribonuclease 34 469.7633 2 937.5120 0.0000 35.16 R E 0
12356 YLEENAKK JW5746 ECK4203 fklB FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 40 497.7637 2 993.5128 -0.0001 16.70 K E 0
12357 YLEHYEFR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 33 578.7745 2 1155.5344 -0.0004 30.73 R L 0
12358 YLELAAQDK JW1084 ECK1084 tmk thymidylate kinase 34 525.7770 2 1049.5394 0.0001 28.59 R S 0
12359 YLETYFR JW3619 ECK3634 yicC conserved protein 46 496.2477 2 990.4808 -0.0002 38.66 R L 0
12360 YLFENFAVR JW5692 ECK3388 hslO heat shock protein Hsp33 61 579.8010 2 1157.5874 0.0005 48.94 R G 0
12361 YLGGEELTEAEIK JW3302 ECK3327 fusA protein chain elongation factor EF-G 91 726.3666 2 1450.7186 -0.0004 39.09 K G 0
12362 YLGGSVHATAGTLR JW0849 ECK0856 ybjP predicted lipoprotein 77 701.8754 2 1401.7362 -0.0002 26.45 R Q 0
12363 YLGLPSEEAFK JW0871 ECK0879 trxB thioredoxin reductase, FAD/NAD(P)-binding 19 627.3241 2 1252.6336 -0.0002 47.06 R G 0
12364 YLGSFDAQSPEK JW2019 ECK2028 wbbI conserved protein 83 671.3193 2 1340.6240 -0.0008 31.46 K I 0
12365 YLGVLLYDADAIER JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 34 805.9248 2 1609.8350 -0.0001 56.38 R A 0
12366 YLHCNLCETEWHVVR 57.021465@C:4,57.021465@C:7 JW3862 ECK3884 fdhE formate dehydrogenase formation protein 56 672.6450 3 2014.9132 -0.0009 35.75 R V 0
12367 YLHLADKHDLPR JW2802 ECK2830 tas predicted oxidoreductase, NADP(H)-dependent aldo-keto reductase 71 739.3997 2 1476.7848 0.0011 25.86 R I 0
12368 YLHPSWLLK JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 36 386.2220 3 1155.6442 0.0002 40.34 R R 0
12369 YLIAAGQK JW0750 ECK0756 ybhE 6-phosphogluconolactonase 27 432.2527 2 862.4908 -0.0003 23.60 K S 0
12370 YLLANDVAK JW2873 ECK2900 gcvT aminomethyltransferase, tetrahydrofolate-dependent, subunit (T protein) of glycine cleavage complex 12 503.7820 2 1005.5494 0.0000 32.17 R L 0
12371 YLLCNADEMEPGTYKDR 57.021465@C:4 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 58 692.3115 3 2073.9127 -0.0008 36.40 R L 0
12372 YLLDQGYHVIPVSPK JW5130 ECK0956 yccU predicted CoA-binding protein with NAD(P)-binding Rossmann-fold domain 20 576.9825 3 1727.9257 0.0011 44.68 K V 0
12373 YLLDTDFTVNDELVK JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 90 892.9516 2 1783.8886 0.0008 55.69 R T 0
12374 YLLGTEHGIQGK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 74 658.3533 2 1314.6920 -0.0011 27.44 K D 0
12375 YLLLQQFSNPANPEIHEK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 59 714.3722 3 2140.0948 -0.0005 46.75 K T 0
12376 YLLVASAIGSLYK JW2768 ECK2792 sdaB L-serine deaminase II 66 699.4056 2 1396.7966 0.0001 58.03 R M 0
12377 YLMNYFR JW5403 ECK2507 der predicted GTP-binding protein 15 503.7441 2 1005.4736 -0.0004 42.22 R K 0
12378 YLNFNQLSQYTEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 78 824.4047 2 1646.7948 0.0009 47.98 R A 0
12379 YLNLLDYSHNVLLASDVEQFAK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 45 851.4394 3 2551.2964 0.0004 65.75 R K 0
12380 YLQDYGMGPETPLGEPK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 76 947.9483 2 1893.8820 0.0003 44.34 R N 0
12381 YLSDHPK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 10 430.2188 2 858.4230 -0.0004 16.80 K L JW3485
12382 YLSENAHK JW5950 ECK4041 yjbN tRNA-dihydrouridine synthase A 16 481.2408 2 960.4670 0.0005 16.44 R A 0
12383 YLSLLPYTDR JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 44 620.8325 2 1239.6504 0.0005 48.13 R H 0
12384 YLSLLPYTDRHQ JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 16 502.5961 3 1504.7665 -0.0010 41.75 R - 0
12385 YLSTALFADLFTEK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 30 809.9220 2 1617.8294 0.0005 66.59 R E 0
12386 YLTEQGFQVR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 69 620.8190 2 1239.6234 -0.0013 33.90 R S 0
12387 YLVDHEWVR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 62 608.8085 2 1215.6024 -0.0012 33.84 K R 0
12388 YLYGVKPGATR JW5300 ECK1830 proQ predicted structural transport element 43 612.8402 2 1223.6658 -0.0003 24.14 R V 0
12389 YLYSVTSPDDSLR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 26 758.3697 2 1514.7248 -0.0004 41.32 K Q 0
12390 YLYVGVRPEFR JW0750 ECK0756 ybhE 6-phosphogluconolactonase 27 466.9224 3 1397.7454 -0.0001 38.43 R V 0
12391 YMAGDPTAGK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 37 505.7343 2 1009.4540 0.0002 20.61 R L 0
12392 YMANAMGPEGVR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 60 648.2968 2 1294.5790 -0.0006 29.75 R V 0
12393 YMELGPR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 41 433.2156 2 864.4166 0.0003 27.74 K D 0
12394 YMENSLKEQEK JW3309 ECK3334 fkpA FKBP-type peptidyl-prolyl cis-trans isomerase (rotamase) 64 699.8313 2 1397.6480 -0.0016 21.97 R L 0
12395 YMLVDGQGNFGSIDGDSAAAMR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 58 1138.0101 2 2274.0056 0.0013 49.73 R Y 0
12396 YMMDNNYQYSK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 47 728.7960 2 1455.5774 -0.0025 30.57 K E 0
12397 YMPELEAYFHYR JW5740 ECK4158 orn oligoribonuclease 20 540.2502 3 1617.7288 0.0002 49.73 K Y 0
12398 YMPGKPAWYMYDSCQSK 57.021465@C:14 JW0755 ECK0761 ybhC predicted pectinesterase 37 704.6382 3 2110.8928 -0.0023 39.15 K R 0
12399 YMQGQVTADVSQMAEDQHLLAAHCDAK 57.021465@C:24 JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 61 755.0957 4 3016.3537 0.0060 44.46 K G 0
12400 YNAQLAK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 47 404.2214 2 806.4282 -0.0004 20.16 K L 0
12401 YNAVIDQMLEEGTAYK JW2395 ECK2394 gltX glutamyl-tRNA synthetase 129 922.9404 2 1843.8662 0.0001 54.15 R C 0
12402 YNDTPEK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 22 433.6986 2 865.3826 0.0009 16.64 K A 0
12403 YNEDVGELHR JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 38 411.1948 3 1230.5626 -0.0004 23.24 K T 0
12404 YNFNDVDELLAAIGGGDIR JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 41 684.6732 3 2050.9978 0.0018 72.76 R L 0
12405 YNGELIK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 28 418.7287 2 835.4428 -0.0010 24.85 R S 0
12406 YNGILNQMGMTADQYAQALR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 123 1129.5379 2 2257.0612 -0.0007 59.32 R N 0
12407 YNGTVNHYFLCDR 57.021465@C:11 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 65 829.8723 2 1657.7300 -0.0007 33.63 R G 0
12408 YNHIPDTSSLSIR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 38 501.5914 3 1501.7524 -0.0001 33.83 R T 0
12409 YNHSLAEEHTLR JW0448 ECK0453 maa maltose O-acetyltransferase 28 490.5766 3 1468.7080 0.0020 20.92 R Q 0
12410 YNIETFLAAVR JW2501 ECK2513 yfgB predicted enzyme 52 648.8509 2 1295.6872 -0.0001 59.82 K R 0
12411 YNLAAMIAR JW2027 ECK2036 galF predicted subunit with GalU 50 511.7766 2 1021.5386 0.0008 44.79 R F 0
12412 YNMELTLEEAVR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 79 734.3611 2 1466.7076 0.0002 51.04 R G 0
12413 YNPDALMTDLPKPLR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 42 581.9750 3 1742.9032 0.0006 48.07 K L 0
12414 YNPDVDDAPR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 64 581.2619 2 1160.5092 -0.0005 23.01 R M 0
12415 YNPEVDTAPHSAFYEVPYDATTSLLDALGYIK JW4114 ECK4149 frdB fumarate reductase (anaerobic), Fe-S subunit 40 890.9331 4 3559.7033 0.0000 78.17 R D 0
12416 YNPPNGGPADTNVTK JW0675 ECK0676 pgm phosphoglucomutase 44 772.8702 2 1543.7258 -0.0008 23.75 K V 0
12417 YNTLGGVCLNVGCIPSK 57.021465@C:8,57.021465@C:13 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 104 926.4601 2 1850.9056 0.0038 45.61 R A 0
12418 YNTNGGIVTGDGMGMALSHGVPLR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 65 806.3945 3 2416.1617 -0.0010 46.87 R D 0
12419 YNTPAQAADAMR JW3192 ECK3212 nanE predicted N-acetylmannosamine-6-P epimerase 49 654.8032 2 1307.5918 -0.0009 28.45 R H 0
12420 YNVELIR JW0906 ECK0914 mukE protein involved in chromosome partitioning 57 453.7558 2 905.4970 0.0000 33.78 R A 0
12421 YNYLINQLNIK JW5503 ECK3026 tolC transport channel 97 698.3853 2 1394.7560 0.0003 49.84 R S 0
12422 YPDVQFHQTR JW5873 ECK4366 prfC peptide chain release factor RF-3 65 645.8152 2 1289.6158 0.0005 26.70 R E 0
12423 YPERPLSLYVHIPFCHK 57.021465@C:15 JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 28 719.3753 3 2155.1041 0.0005 43.31 R L 0
12424 YPETAALVADWTDEQIWALNR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 48 821.4050 3 2461.1932 0.0017 68.62 K G 0
12425 YPEYNFYR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 37 576.2614 2 1150.5082 0.0000 36.41 K M 0
12426 YPFADGGFVLFCHYR 57.021465@C:12 JW2174 ECK2180 yejK nucleotide associated protein 70 616.9558 3 1847.8456 0.0002 54.57 K Y 0
12427 YPHLPYQFQASENGLPMIETAAGLLNPVR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 32 1076.2169 3 3225.6289 0.0008 65.85 R V 0
12428 YPLADGAK JW4215 ECK4251 valS valyl-tRNA synthetase 37 417.7213 2 833.4280 -0.0002 22.57 R T 0
12429 YPLADYALTPDMAIVDANLVMDMPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 12 923.1175 3 2766.3307 -0.0010 74.27 K S 0
12430 YPLISELK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 26 481.7817 2 961.5488 0.0005 39.95 R Q 0
12431 YPQLTIR JW0886 ECK0894 pflB pyruvate formate lyase I 39 445.7596 2 889.5046 0.0024 33.65 K V JW2563
12432 YPVDAQLK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 47 467.2557 2 932.4968 0.0001 27.53 K A 0
12433 YQAFTQADLTNLR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 87 770.8915 2 1539.7684 0.0002 44.06 R A 0
12434 YQDALVELAELREPVDAFFDK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 49 1234.6213 2 2467.2280 0.0010 68.02 R V 0
12435 YQELKDIIAILGMDELSEEDKLVVAR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 97 997.5293 3 2989.5661 -0.0020 70.70 R A 0
12436 YQGEYVAGLAVK JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 90 649.3426 2 1296.6706 -0.0007 35.00 R L 0
12437 YQGGHNAGHTLVINGEK JW4135 ECK4173 purA adenylosuccinate synthetase 115 897.9469 2 1793.8792 -0.0017 20.48 R T 0
12438 YQGIPVGGYTK JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 37 591.8113 2 1181.6080 0.0001 31.49 R L 0
12439 YQGLVAQIELLK JW5067 ECK0486 ybbN predicted thioredoxin domain-containing protein 33 687.9036 2 1373.7926 0.0009 53.35 R Q 0
12440 YQGVVGLEGDTLAACLEDYFMR 57.021465@C:15 JW5692 ECK3388 hslO heat shock protein Hsp33 114 1254.0825 2 2506.1504 -0.0004 75.14 R S 0
12441 YQISVKPQGYQQAVTVK JW2462 ECK2473 nlpB lipoprotein 30 646.3545 3 1936.0417 -0.0002 33.79 R L 0
12442 YQLDTQALSLR JW2511 ECK2524 hscB DnaJ-like molecular chaperone specific for IscU 70 654.3511 2 1306.6876 -0.0004 41.93 R F 0
12443 YQLTALEAR JW1054 ECK1052 yceH conserved protein 15 532.7909 2 1063.5672 0.0010 35.93 K V 0
12444 YQLTELAR JW2294 ECK2291 pta phosphate acetyltransferase 22 497.2718 2 992.5290 0.0001 34.39 R K 0
12445 YQNVGGGCTHWGTIPSK 57.021465@C:8 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 33 621.2926 3 1860.8560 -0.0016 31.06 R A 0
12446 YQPLSEYEAQR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 62 692.3296 2 1382.6446 -0.0020 31.25 K R 0
12447 YQQEPGVSGPLK JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 49 651.8377 2 1301.6608 -0.0008 26.43 K V 0
12448 YQQHGMAPLTQEQKPVAK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 61 685.3545 3 2053.0417 0.0003 22.20 R V 0
12449 YQTLLDSIQGR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 78 647.3434 2 1292.6722 -0.0001 45.24 K S 0
12450 YQWQNYGAANENEWDGYR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 110 1132.4756 2 2262.9366 0.0013 45.62 K F 0
12451 YRAEELAEER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 50 633.3097 2 1264.6048 0.0000 22.86 R I 0
12452 YRDAHSGMSGPNAAMR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 68 860.8860 2 1719.7574 0.0006 20.22 R R 0
12453 YRGEFEER JW2573 ECK2590 clpB protein disaggregation chaperone 37 543.2540 2 1084.4934 -0.0002 19.40 K L 0
12454 YRLGETGDAIAK JW3069 ECK3089 yqjD conserved protein 30 647.3440 2 1292.6734 0.0011 24.35 R Q 0
12455 YRNDKNGIIHTTIGK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 50 433.2390 4 1728.9269 -0.0003 22.35 R V 0
12456 YRNEICSFNDDIQGTAAVTVGTLIAASR 57.021465@C:6 JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 66 1014.8368 3 3041.4886 0.0011 66.06 R A 0
12457 YRPETDMADLDNFDAAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 50 657.9643 3 1970.8711 0.0031 40.16 K A 0
12458 YRPETDMADLDNFDSAK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 66 663.2949 3 1986.8629 -0.0001 40.06 K A 0
12459 YRPTDDFDAR JW5641 ECK3631 ttk division inhibitor 20 628.2897 2 1254.5648 0.0019 24.24 K W 0
12460 YRYEEDNSPLGVIGSFTYTEK JW0799 ECK0803 ompX outer membrane protein 79 823.3918 3 2467.1536 -0.0006 54.19 K S 0
12461 YRYETLHADR JW1865 ECK1877 argS arginyl-tRNA synthetase 43 662.3266 2 1322.6386 0.0018 21.00 K V 0
12462 YSDGDKHAFDQMLHSIGK JW5689 ECK3404 malP maltodextrin phosphorylase 68 683.6545 3 2047.9417 -0.0006 41.05 K Q 0
12463 YSDGSANNLTHK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 31 653.8046 2 1305.5946 -0.0003 19.27 R T 0
12464 YSDHIALPVEIEK JW0462 ECK0467 htpG molecular chaperone HSP90 family 34 505.2695 3 1512.7867 0.0042 40.63 K R 0
12465 YSDHIALPVEIEKR JW0462 ECK0467 htpG molecular chaperone HSP90 family 57 557.3016 3 1668.8830 -0.0004 36.81 K E 0
12466 YSEDHAQIK JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 10 364.1768 3 1089.5086 -0.0006 17.96 R E 0
12467 YSELLLSELGQGTADWVPNFDGTLQEPK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 35 1036.5118 3 3106.5136 0.0000 69.01 K M 0
12468 YSGWVESSDNDEHYDPGKR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 37 747.6550 3 2239.9432 0.0027 28.72 K I 0
12469 YSIGQPFVYPR JW0710 ECK0709 gltA citrate synthase 30 663.8454 2 1325.6762 -0.0006 44.09 K N 0
12470 YSIIQTK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 29 426.7449 2 851.4752 0.0000 26.86 R T 0
12471 YSISQLAAAGLTPQQPLGNHQQASLLR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 66 954.8452 3 2861.5138 -0.0010 50.27 K L 0
12472 YSKEHEWLR JW2872 ECK2899 gcvH glycine cleavage complex lipoylprotein 43 624.3119 2 1246.6092 -0.0002 22.05 K K 0
12473 YSLLGAMR JW2277 ECK2276 nuoH NADH:ubiquinone oxidoreductase, membrane subunit H 33 455.7442 2 909.4738 -0.0003 39.32 K A 0
12474 YSLYCAVIVK 57.021465@C:5 JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 32 608.3257 2 1214.6368 0.0000 43.52 K K 0
12475 YSMPVPMMNIINGGEHADNNVDIQEFMIQPVGAK JW2750 ECK2773 eno enolase 29 940.6963 4 3758.7561 -0.0002 66.64 K T 0
12476 YSPNWSHSNK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 47 610.2782 2 1218.5418 0.0000 20.11 K V 0
12477 YSQDLATKPR JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 49 589.8129 2 1177.6112 0.0022 19.05 K W 0
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12478 YSQIFMIGPSAHEVGVGYR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 54 704.3505 3 2110.0297 -0.0008 46.71 R Y 0
12479 YSQNAPLDMYK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 59 665.3105 2 1328.6064 -0.0007 34.41 R E 0
12480 YSSDYFDQLHAYAIELINK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 12 764.0392 3 2289.0958 0.0004 66.73 R G 0
12481 YSSTISDPDTNVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 60 713.8383 2 1425.6620 -0.0003 25.97 R Q 0
12482 YSSWVSYYEGIK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 32 741.3509 2 1480.6872 -0.0001 47.64 R L 0
12483 YSTEMMNVISAGLDK JW2462 ECK2473 nlpB lipoprotein 77 829.8917 2 1657.7688 -0.0002 53.27 R S 0
12484 YSVAEIFDSIDLTQR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 87 878.9423 2 1755.8700 0.0021 64.56 K L 0
12485 YSVSDMINR JW3887 ECK3908 pfkA 6-phosphofructokinase I 35 542.7581 2 1083.5016 -0.0002 37.03 R G 0
12486 YSYDMLGEAALTAADAQAYMVSYQQAIHAIGK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 65 1150.8824 3 3449.6254 -0.0018 74.14 R A 0
12487 YSYVDENGETK JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 66 652.7856 2 1303.5566 -0.0002 22.53 K T 0
12488 YTAAITGAEGK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 77 541.2798 2 1080.5450 -0.0001 22.13 R I 0
12489 YTADDAEEMIGK JW1200 ECK1197 lolB chaperone for lipoproteins 89 671.7951 2 1341.5756 -0.0001 37.19 R L 0
12490 YTAGSGDPLEHESVK JW3143 ECK3165 glmM phosphoglucosamine mutase 32 530.5858 3 1588.7356 -0.0013 24.79 R A 0
12491 YTDTPAGAALVAAGPK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 112 751.8969 2 1501.7792 0.0016 35.62 K L 0
12492 YTEEYRK JW2996 ECK3019 mdaB NADPH quinone reductase 32 494.7407 2 987.4668 0.0007 16.96 R H 0
12493 YTELLNLVNEEILQLQEK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 95 730.3953 3 2188.1641 0.0013 73.32 R L 0
12494 YTGHLIDFNVR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 48 667.8456 2 1333.6766 -0.0012 38.24 R A 0
12495 YTGNKDAAAAVGK JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 75 633.3277 2 1264.6408 -0.0002 18.21 K A 0
12496 YTHFDAGTHGFNAQTPMWEK JW2291 ECK2288 yfbU conserved protein 14 585.2643 4 2337.0281 0.0007 39.25 R Y 0
12497 YTIDLTER JW2573 ECK2590 clpB protein disaggregation chaperone 44 505.7611 2 1009.5076 -0.0003 34.58 K A 0
12498 YTITFSR JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 33 444.2350 2 886.4554 0.0007 33.39 K D 0
12499 YTLAGTEVSALLGR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 112 725.8984 2 1449.7822 -0.0004 53.14 R M 0
12500 YTLHSQGK JW1692 ECK1700 pps phosphoenolpyruvate synthase 37 467.2428 2 932.4710 -0.0005 17.09 R I 0
12501 YTLPELLDNSQQLIHEAR JW0005 ECK0006 yaaA conserved protein 48 714.0394 3 2139.0964 0.0003 58.04 R K 0
12502 YTLTCTYNDLASVR 57.021465@C:5 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 84 838.9010 2 1675.7874 -0.0001 44.15 K A 0
12503 YTPDVVENICGTPK 57.021465@C:10 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 85 796.8846 2 1591.7546 -0.0006 39.01 R D JW1470
12504 YTPNVADATEAQIQQATK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 69 974.9840 2 1947.9534 -0.0002 43.49 R D 0
12505 YTQGVDEQGNAIDVVDPMLAEFQK JW4286 ECK4314 uxuB D-mannonate oxidoreductase, NAD-binding 77 889.7586 3 2666.2540 0.0006 61.26 R I 0
12506 YTQLIER JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 57 461.7534 2 921.4922 0.0003 27.01 R L 0
12507 YTQQHESDELILPPLAEA JW2411 ECK2413 pdxK pyridoxal-pyridoxamine kinase/hydroxymethylpyrimidine kinase 13 1027.5079 2 2053.0012 0.0009 53.06 R - 0
12508 YTSSVVIDESVIQGIK JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 93 869.4670 2 1736.9194 -0.0001 49.70 K D 0
12509 YTTYIPVQDPK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 53 662.8426 2 1323.6706 -0.0005 33.54 R L 0
12510 YTVTLPDGTKVEELNK JW1596 ECK1599 ydgH predicted protein 33 602.9877 3 1805.9413 0.0001 41.47 R A 0
12511 YVALQFLR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 32 505.2951 2 1008.5756 0.0000 46.21 K N JW4083
12512 YVAVDPEGKPR JW1245 ECK1247 yciA predicted hydrolase 28 410.8874 3 1229.6404 0.0000 21.09 K A 0
12513 YVDEQAPWVVAK JW2101 ECK2107 metG methionyl-tRNA synthetase 53 702.8610 2 1403.7074 -0.0010 38.98 R Q 0
12514 YVDVGATYYFNK JW2203 ECK2207 ompC outer membrane porin protein C 50 720.3449 2 1438.6752 -0.0016 41.41 K N JW5078
12515 YVDYFLPIVADAEAGFGGVLNAFELMK JW3975 ECK4007 aceA isocitrate lyase 30 983.8298 3 2948.4676 0.0007 80.61 R A 0
12516 YVDYVLGILK JW4135 ECK4173 purA adenylosuccinate synthetase 76 591.8418 2 1181.6690 -0.0006 54.55 R A 0
12517 YVEAVGR JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 47 397.2139 2 792.4132 0.0002 20.30 R E 0
12518 YVEDNYATK JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 47 551.7561 2 1101.4976 -0.0001 21.02 R E 0
12519 YVEDNYATKEDAKR JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 45 567.9401 3 1700.7985 -0.0021 19.41 R A 0
12520 YVESQVYQGVVENLASEQAAR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 136 1170.5761 2 2339.1376 -0.0016 50.77 R M 0
12521 YVFEHADICDAPAMAR 57.021465@C:9 JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 14 622.6152 3 1864.8238 0.0002 39.70 R I 0
12522 YVFIHGGPR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 33 523.2820 2 1044.5494 -0.0010 27.61 R V 0
12523 YVFTDVQLR JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 43 570.8061 2 1139.5976 0.0001 42.42 R G 0
12524 YVGGGLNQHIESAR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 86 750.8816 2 1499.7486 0.0006 25.08 R V 0
12525 YVGNIDEDGVCR 57.021465@C:11 JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 82 698.8110 2 1395.6074 -0.0014 28.23 R V 0
12526 YVHQLDNNASVMR JW1576 ECK1579 speG spermidine N1-acetyltransferase 33 516.2523 3 1545.7351 -0.0005 24.80 R Y 0
12527 YVILPLALR JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 10 529.3420 2 1056.6694 0.0000 52.21 R R 0
12528 YVILPLVNR JW4215 ECK4251 valS valyl-tRNA synthetase 33 543.8370 2 1085.6594 -0.0002 47.38 K R 0
12529 YVILPLVNRR JW4215 ECK4251 valS valyl-tRNA synthetase 15 414.9277 3 1241.7613 0.0004 39.68 K I 0
12530 YVLAGEGNK JW2750 ECK2773 eno enolase 41 475.7511 2 949.4876 0.0008 22.52 K A 0
12531 YVLAVAADQLPLFDELCKR 57.021465@C:17 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 59 741.0618 3 2220.1636 0.0024 61.81 R E 0
12532 YVLSADIWPELER JW2027 ECK2036 galF predicted subunit with GalU 33 795.9120 2 1589.8094 0.0006 58.32 R T 0
12533 YVLSADIWPLLAK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 81 744.9268 2 1487.8390 0.0003 64.56 R T 0
12534 YVMKPMLPIR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 24 416.5715 3 1246.6927 -0.0004 37.91 R R 0
12535 YVMKPMLPIRR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 12 351.7060 4 1402.7949 0.0008 32.48 R D 0
12536 YVPHFKPGK JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 13 536.8006 2 1071.5866 0.0002 20.64 K E 0
12537 YVPIAVK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 25 395.2471 2 788.4796 0.0000 27.64 K I 0
12538 YVQIDPEMVTVQLEQK JW1163 ECK1162 minE cell division topological specificity factor 79 960.4926 2 1918.9706 -0.0004 52.42 K D 0
12539 YVSDSFR JW1692 ECK1700 pps phosphoenolpyruvate synthase 33 437.2084 2 872.4022 -0.0005 24.80 R D 0
12540 YVSLKDTIR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 49 547.8134 2 1093.6122 -0.0009 27.71 K G 0
12541 YVVDSLR JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 17 426.2350 2 850.4554 0.0006 27.63 R E 0
12542 YVVHNVAHR JW3841 ECK3863 glnA glutamine synthetase 52 547.7957 2 1093.5768 -0.0011 17.60 K F 0
12543 YVVITSVDRDDLR JW0623 ECK0621 lipA lipoate synthase 37 775.9118 2 1549.8090 -0.0009 36.01 R D 0
12544 YVVKPIFSR JW3006 ECK3029 ygiC predicted enzyme 26 370.2217 3 1107.6433 -0.0006 33.32 K E 0
12545 YVVVPGWSDDDDSAHR JW0885 ECK0893 pflA pyruvate formate lyase activating enzyme 1 38 606.6082 3 1816.8028 0.0012 39.22 R L 0
12546 YVWPPLMAAIEK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 15 709.3815 2 1416.7484 0.0009 60.92 K R 0
12547 YWDVELR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 13 490.7454 2 979.4762 0.0000 40.78 R E JW3485
12548 YWEYIPTEVKPFFVR JW5800 ECK4382 nadR bifunctional DNA-binding transcriptional repressor -!- NMN adenylyltransferase 25 658.6769 3 1973.0089 0.0002 58.21 R T 0
12549 YWFEEPYEAFVELSDLYDKHIHDQSER JW1576 ECK1579 speG spermidine N1-acetyltransferase 25 862.1469 4 3444.5585 0.0012 70.78 R R 0
12550 YWFESLAGIPCDVEIASEFR 57.021465@C:11 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 88 1195.0618 2 2388.1090 -0.0005 71.60 R Y 0
12551 YWGFVPEANLVGR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 12 754.3877 2 1506.7608 -0.0010 54.85 R A 0
12552 YWHDGGQWNDDAELNFGNGNFNVR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 60 942.4078 3 2824.2016 0.0003 49.78 R S 0
12553 YYAIDFTLDEIK JW2233 ECK2231 glpQ periplasmic glycerophosphodiester phosphodiesterase 86 745.8744 2 1489.7342 0.0003 58.15 R S 0
12554 YYCLSMLPYPSGR 57.021465@C:3 JW0637 ECK0635 leuS leucyl-tRNA synthetase 71 803.8732 2 1605.7318 -0.0001 50.04 K L 0
12555 YYDAETVR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 43 508.7379 2 1015.4612 0.0002 23.72 K Y 0
12556 YYDELPTEGNEHGQAFR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 63 675.9699 3 2024.8879 0.0015 33.34 K D JW4083
12557 YYGEVAEEGTFLFPHVADTLGALQAK JW3348 ECK3372 gph phosphoglycolate phosphatase 85 942.8045 3 2825.3917 0.0006 62.99 R G 0
12558 YYGGCEYVDIVEQLAIDR 57.021465@C:5 JW2535 ECK2548 glyA serine hydroxymethyltransferase 113 1082.0071 2 2161.9996 0.0007 64.55 R A 0
12559 YYLATGGGDISQAEVLLK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 103 949.5004 2 1896.9862 0.0031 53.28 R R 0
12560 YYLGNADEIAAK JW0738 ECK0744 gpmA phosphoglyceromutase 1 85 664.3296 2 1326.6446 -0.0009 34.98 R A 0
12561 YYLNAGVPIEIK JW1327 ECK1329 uspE stress-induced protein 26 690.3823 2 1378.7500 0.0004 47.86 K V 0
12562 YYQGTPSPVK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 45 570.2901 2 1138.5656 -0.0002 23.37 R H 0
12563 YYQGTPSPVKHPELTDMVIFR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 87 1239.6277 2 2477.2408 -0.0004 45.74 R E 0
12564 YYSVIYNLIDEVK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 101 809.9220 2 1617.8294 0.0005 63.23 R A 0
12565 YYWPHSR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 29 504.7378 2 1007.4610 -0.0004 26.94 R I 0
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Supplementary Table S4-A Proteins identified from membrane-enriched fraction based on the rapid PTS protocol.

Protein #
Accession

number
ECK Gene Protein name

emPAI
Value

mRNA
expression level

Copy number
per cell

Sequence
coverage (%)

Number of
unique peptides

Mascot protein
score

Number of
TMDs

GRAVY
score

GO cellular component

1 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 18.45 3.95 1206.59 65.81 93 5118 0 -0.240 GO:0005737 cytoplasm

2 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 14.35 3.87 1170.18 70.27 85 4449 0 -0.394 GO:0005737 cytoplasm

3 JW0172 ECK0176 yaeT conserved protein 29.14 2.46 196.87 71.23 63 3773 0 -0.483 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

4 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 150.99 5.37 3795.60 82.12 53 3200 0 -0.009 GO:0005737 cytoplasm

5 JW2504 ECK2516 yfhM conserved protein 4.36 1.45 6.53 46.82 62 3162 0 -0.321 0

6 JW3302 ECK3327 fusA protein chain elongation factor EF-G 45.42 12.97 2015.70 74.15 53 3113 0 -0.286 GO:0005737 cytoplasm

7 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 6.20 4.08 257.02 46.14 54 2946 0 -0.131 GO:0005737 cytoplasm

8 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 9.41 6.60 3842.58 59.86 52 2932 0 -0.437 0

9 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 10.94 1.03 255.72 49.76 44 2768 0 -0.645 GO:0005737 cytoplasm

10 JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 21.28 1.71 130.81 70.03 51 2665 0 -0.657 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

11 JW0907 ECK0915 mukB fused chromosome partitioning proteins 2.69 0.70 38.96 43.61 55 2574 0 -0.599 0

12 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 48.24 2.12 2.54 69.10 52 2498 2 -0.263 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

13 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 8.17 7.82 379.07 56.92 43 2412 0 -0.318 GO:0005737 cytoplasm

14 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 14.54 14.52 47.83 57.58 45 2396 0 -0.066 0

15 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 6.31 1.36 1302.81 52.75 48 2347 0 -0.162 0

16 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 6.33 0.94 26.92 61.71 39 2309 0 -0.481 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

17 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 24.12 6.20 1206.59 65.89 36 2225 0 -0.045 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

18 JW3775 ECK3797 hemX uroporphyrinogen III methylase 24.12 1.20 2.13 76.84 32 2192 1 -0.435 0

19 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 17.63 6.62 590.19 66.33 39 2154 0 -0.307 GO:0005737 cytoplasm

20 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 6.79 1.40 1065.31 56.75 39 2146 0 -0.219 GO:0005737 cytoplasm

21 JW2667 ECK2692 alaS alanyl-tRNA synthetase 5.40 7.74 275.23 45.89 40 2138 0 -0.303 GO:0005737 cytoplasm

22 JW2294 ECK2291 pta phosphate acetyltransferase 12.77 0.71 225.17 57.28 38 2114 0 -0.080 0

23 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 6.38 8.01 628.64 50.80 41 2098 0 -0.441 0

24 JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 13.96 0.24 84.40 60.08 39 2076 0 -0.517 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

25 JW5503 ECK3026 tolC transport channel 69.17 3.03 527.07 69.98 32 2041 0 -0.427 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

26 JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 21.02 1.11 2.10 53.33 39 2031 6 0.116 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

27 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 7.01 9.64 739.77 49.36 39 2012 0 -0.117 0

28 JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 15.68 0.33 91.13 66.12 36 2002 0 -0.534 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

29 JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 239.41 1.77 2.39 77.25 35 1981 1 -0.365 0

30 JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 12.34 5.35 2785.78 53.33 39 1959 0 0.004 0

31 JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 3.57 0.86 1.19 44.67 30 1924 1 -0.419 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

32 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 9.59 6.87 334.59 63.78 32 1881 0 -0.324 GO:0005737 cytoplasm

33 JW0451 ECK0456 acrB multidrug efflux system protein 7.94 0.95 1.75 40.32 34 1869 11 0.266 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

34 JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 3.86 - 1.70 48.59 31 1790 1 -0.255 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

35 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 9.00 0.96 1.75 39.56 24 1770 8 0.329 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

36 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 67.13 1.70 596.53 61.62 28 1752 0 0.037 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

37 JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 18.78 2.60 2674.21 84.13 27 1752 0 -0.118 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

38 JW0120 ECK0123 gcd glucose dehydrogenase 13.38 0.41 2.04 53.02 37 1742 5 -0.071 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

39 JW2573 ECK2590 clpB protein disaggregation chaperone 3.20 4.39 547.85 45.04 36 1733 0 -0.358 GO:0005737 cytoplasm

40 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 11.12 - 558.02 76.85 35 1715 0 -0.384 GO:0005737 cytoplasm

41 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 3.24 3.84 206.06 45.37 33 1712 0 -0.346 GO:0005737 cytoplasm

42 JW2203 ECK2207 ompC outer membrane porin protein C 77.48 24.26 3204.57 67.30 28 1707 0 -0.533 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

43 JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 7.66 0.53 1.32 43.99 26 1687 5 0.282 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

44 JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 9.62 2.24 514.33 60.90 32 1679 0 -0.478 GO:0005737 cytoplasm

45 JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 2510.89 9.77 3.90 76.92 31 1661 1 -0.213 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

46 JW0886 ECK0894 pflB pyruvate formate lyase I 5.37 12.47 641.14 49.87 35 1651 0 -0.380 GO:0005737 cytoplasm

47 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 20.54 22.38 2077.52 56.75 31 1625 0 -0.011 GO:0005737 cytoplasm

48 JW0790 ECK0794 fiu predicted iron outer membrane transporter 6.33 - 0.82 50.79 28 1621 1 -0.499 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

49 JW4215 ECK4251 valS valyl-tRNA synthetase 4.12 1.40 263.96 44.06 35 1612 0 -0.380 GO:0005737 cytoplasm

50 JW5625 ECK3691 gyrB DNA gyrase, subunit B 4.90 5.12 539.80 43.53 33 1607 0 -0.454 GO:0005737 cytoplasm

51 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 4.88 - 134.80 48.95 32 1595 0 -0.179 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

52 JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 2.67 1.48 232.24 39.29 29 1589 0 -0.467 GO:0005737 cytoplasm

53 JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 4.75 2.17 438.54 41.58 29 1584 0 -0.312 GO:0005737 cytoplasm

54 JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 7.45 1.13 1.50 41.77 31 1573 2 -0.251 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

55 JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 16.38 1.19 359.76 60.05 24 1572 0 -0.137 GO:0019866 inner membrane

56 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 21.64 - 1817.64 69.64 34 1571 0 -0.216 0

57 JW1692 ECK1700 pps phosphoenolpyruvate synthase 3.57 2.42 376.93 42.05 29 1556 0 -0.243 0

58 JW0452 ECK0457 acrA multidrug efflux system 22.10 1.04 172.75 71.03 26 1554 0 -0.256 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

59 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 111.88 47.67 750.27 63.87 29 1551 0 -0.339 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

60 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 58.95 11.71 4802.42 87.06 32 1537 0 -0.196 GO:0005737 cytoplasm

61 JW3756 ECK3775 rho transcription termination factor 9.86 0.78 1414.45 68.50 27 1527 0 -0.298 GO:0005737 cytoplasm

62 JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 5.38 1.00 476.06 46.32 29 1513 0 -0.169 GO:0005737 cytoplasm

63 JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 5.68 - 1.81 57.03 29 1494 1 -0.353 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

64 JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 12.34 0.45 1.63 51.89 29 1480 5 0.113 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

65 JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 1.56 0.29 1.46 34.04 28 1443 1 -0.279 0

66 JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 3.33 - 1.66 34.26 25 1441 1 -0.275 0

67 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 5.08 4.29 245.29 49.67 26 1436 0 -0.365 GO:0005737 cytoplasm

68 JW4201 ECK4237 mgtA magnesium transporter 3.39 0.11 0.95 35.30 23 1434 7 0.159 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

69 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 6.60 10.06 374.79 47.83 28 1407 0 0.054 0

70 JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 12.59 7.03 2788.66 60.19 30 1404 0 -0.428 GO:0005737 cytoplasm

71 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 6.02 0.57 1.46 35.18 28 1394 6 -0.046 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

72 JW3454 ECK3472 yhiI predicted HlyD family secretion protein 12.18 0.90 1.78 61.13 27 1385 1 -0.161 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

73 JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 2.16 2.14 252.24 33.83 26 1380 0 -0.240 GO:0005737 cytoplasm

74 JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 11.41 2.52 1.91 58.47 25 1379 1 -0.632 0

75 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 6.05 24.33 627.12 49.22 24 1366 0 -0.120 0

76 JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 12.34 1.49 74.94 62.00 22 1348 0 -0.078 GO:0042597 periplasmic space

77 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 2.59 4.93 932.20 37.36 24 1328 0 -0.097 GO:0005737 cytoplasm

78 JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 4.37 14.00 7463.64 44.34 25 1327 0 -0.300 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

79 JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 3.83 - - 44.65 24 1321 0 -0.600 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

80 JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 8.05 3.49 746.07 63.97 22 1312 0 -0.005 GO:0005737 cytoplasm

81 JW0934 ECK0942 pqiB paraquat-inducible protein B 8.35 0.45 1.06 63.00 27 1300 1 -0.280 0

82 JW1446 ECK1445 yncD predicted iron outer membrane transporter 3.64 - - 53.71 27 1289 0 -0.552 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

83 JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 27.48 8.52 2411.74 60.25 26 1288 0 -0.217 0

84 JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 3.38 10.49 1800.50 39.66 23 1279 0 -0.409 GO:0005737 cytoplasm

85 JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 55.23 1.47 2.80 53.07 22 1274 2 -0.265 0

86 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 14.57 7.13 197.75 58.20 25 1271 0 -0.318 GO:0005737 cytoplasm

87 JW0462 ECK0467 htpG molecular chaperone HSP90 family 4.31 9.48 867.51 55.29 28 1257 0 -0.524 0

88 JW2660 ECK2679 emrA multidrug efflux system 13.25 1.13 1.61 72.82 26 1240 1 -0.129 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

89 JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 72.56 6.20 2222.48 77.78 22 1238 0 -0.109 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

90 JW1606 ECK1609 ydgA conserved protein 5.11 1.08 2.32 46.81 19 1230 1 -0.299 0

91 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 4.34 2.14 767.47 50.90 23 1228 0 -0.101 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

92 JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 6.28 1.06 213.48 59.45 22 1213 0 -0.129 GO:0005737 cytoplasm

93 JW4099 ECK4133 aspA aspartate ammonia-lyase 6.20 8.80 397.50 49.79 23 1202 0 -0.066 GO:0005737 cytoplasm

94 JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 25.83 10.58 2943.18 77.81 22 1188 0 -0.228 GO:0005737 cytoplasm

95 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 11.59 18.75 1838.05 55.48 19 1184 0 -0.121 0

96 JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 4.72 0.08 1.31 37.54 21 1177 1 -0.111 0

97 JW2363 ECK2362 dsdA D-serine ammonia-lyase 16.78 - 350.74 58.82 20 1170 0 -0.087 GO:0005737 cytoplasm

98 JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 12.18 0.53 438.54 65.48 22 1169 0 -0.110 GO:0005737 cytoplasm

99 JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 5.90 0.81 930.53 50.10 22 1159 0 -0.396 GO:0005737 cytoplasm

100 JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 82.77 7.76 16173.00 84.36 20 1154 0 -0.282 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

101 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 14.40 2.52 1127.52 54.92 16 1148 0 0.096 0

102 JW2703 ECK2728 mutS methyl-directed mismatch repair protein 1.63 0.39 21.78 30.36 20 1144 0 -0.238 GO:0005737 cytoplasm

103 JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 13.68 0.87 140.56 63.01 17 1144 0 0.009 0

104 JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 1.74 - 0.70 32.92 20 1143 1 -0.234 0

105 JW3841 ECK3863 glnA glutamine synthetase 9.93 4.78 3726.18 60.98 23 1136 0 -0.292 GO:0005737 cytoplasm

106 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 4.95 2.25 1352.28 48.19 21 1126 0 -0.096 GO:0005737 cytoplasm

107 JW3351 ECK3375 damX predicted protein 23.04 1.13 1.89 58.18 23 1123 1 -0.935 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

108 JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 11.22 0.62 1.76 52.26 21 1119 2 -0.362 0

109 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 16.19 2.31 1217.34 57.64 18 1117 0 0.057 0

110 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 3.89 9.48 2324.65 52.06 20 1107 0 0.024 0

111 JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 18.95 5.18 2895.73 65.37 21 1098 0 -0.118 GO:0005737 cytoplasm

112 JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 3.39 0.52 1.67 25.10 15 1094 10 0.422 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

113 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 2.04 1.80 672.06 40.34 27 1093 0 -0.533 GO:0005737 cytoplasm

114 JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 137.95 13.54 6582.23 74.86 21 1091 0 -0.460 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

115 JW5531 ECK3150 deaD ATP-dependent RNA helicase 2.67 0.21 307.23 38.63 20 1087 0 -0.586 GO:0005737 cytoplasm

116 JW2462 ECK2473 nlpB lipoprotein 11.59 3.08 181.53 65.41 18 1081 0 -0.265 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

117 JW3116 ECK3135 yraM conserved protein 3.33 0.91 47.69 44.84 21 1075 0 -0.272 0

118 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 1.00 6.07 97.41 24.62 22 1074 0 -0.512 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

119 JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 4.62 3.95 246.16 30.67 20 1069 0 -0.589 GO:0005737 cytoplasm

120 JW2049 ECK2058 asmA predicted assembly protein 3.33 3.27 1.66 36.79 19 1059 1 -0.422 0

121 JW2101 ECK2107 metG methionyl-tRNA synthetase 2.08 1.12 397.50 39.44 20 1059 0 -0.303 GO:0005737 cytoplasm

122 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 5.92 5.53 106.35 48.21 17 1053 0 -0.516 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

123 JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 38.81 3.72 2.22 28.35 19 1048 9 0.397 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

124 JW0454 ECK0459 kefA fused mechanosensitive channel proteins 2.16 0.41 0.61 25.36 24 1039 12 -0.031 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

125 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 7.38 4.25 578.35 69.74 20 1036 0 -0.227 GO:0005737 cytoplasm

126 JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 5.21 4.37 470.95 54.63 23 1033 0 -0.363 GO:0005737 cytoplasm

127 JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 5.92 0.96 1.44 45.88 19 1023 5 0.273 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

128 JW4180 ECK4217 ytfN conserved protein 1.09 0.10 1.36 24.23 23 1021 1 -0.183 0

129 JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 7.32 0.55 1.19 40.84 20 1020 6 0.244 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

130 JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 67.13 9.43 1302.81 71.24 24 1020 0 -0.422 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

131 JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 122.28 9.55 767.47 87.25 18 1018 0 0.091 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

132 JW5794 ECK4349 mdoB phosphoglycerol transferase I 2.69 1.71 1.14 29.23 19 1011 4 -0.236 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

133 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 11.59 7.62 9524.82 64.71 16 998 0 -0.299 GO:0005737 cytoplasm

134 JW1200 ECK1197 lolB chaperone for lipoproteins 16.78 1.52 49.52 79.23 18 997 0 -0.644 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

135 JW3370 ECK3394 yhgF predicted transcriptional accessory protein 1.51 1.35 80.35 32.99 20 993 0 -0.334 0

136 JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 23.24 14.12 694.80 69.67 14 990 0 0.100 GO:0005737 cytoplasm

137 JW5571 ECK3864 bipA GTP-binding protein 4.95 0.74 504.13 37.07 21 983 0 -0.298 0

138 JW1264 ECK1266 sohB predicted inner membrane peptidase 9.00 2.79 2.00 37.25 15 981 2 -0.354 0
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139 JW3809 ECK3826 rmuC predicted recombination limiting protein 2.79 0.46 1.61 48.00 21 974 1 -0.651 0

140 JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 19.31 0.75 2.25 53.16 14 967 2 -0.156 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

141 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 38.81 12.55 13459.40 61.83 19 966 0 -0.268 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

142 JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 9.00 8.91 20789.62 69.79 22 962 0 -0.133 GO:0005737 cytoplasm

143 JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 9.00 2.17 1.93 60.84 18 954 1 -0.364 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

144 JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 4.88 0.11 1.77 43.76 19 949 2 -0.264 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

145 JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 1.45 1.73 118.82 28.99 20 947 0 -0.264 GO:0005737 cytoplasm

146 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 8.09 1.91 146.75 53.89 19 945 0 -0.041 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

147 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 6.08 4.90 449.64 49.01 14 935 0 -0.175 GO:0005737 cytoplasm

148 JW4120 ECK4155 yjeP predicted mechanosensitive channel 1.47 - 1.44 20.05 17 934 11 0.018 GO:0042597 periplasmic space

149 JW2019 ECK2028 wbbI conserved protein 5.45 2.09 92.03 57.27 16 934 0 -0.197 0

150 JW3904 ECK3925 ftsN essential cell division protein 9.00 0.48 1.09 57.05 19 930 1 -1.024 GO:0019866 inner membrane

151 JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 4.62 0.84 332.24 54.08 20 929 0 -0.243 0

152 JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 4.74 0.62 105.45 46.27 16 928 0 -0.246 GO:0005737 cytoplasm

153 JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 10.45 10.57 1595.96 45.03 16 927 0 -0.398 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

154 JW2903 ECK2931 yggG predicted peptidase 9.00 1.88 70.42 61.51 14 925 0 -0.204 0

155 JW2517 ECK2530 suhB inositol monophosphatase 10.45 0.33 926.36 62.55 17 921 0 -0.171 GO:0005737 cytoplasm

156 JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 6.50 12.30 802.26 57.92 20 919 0 -0.273 0

157 JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 2.16 0.67 274.80 29.96 22 917 0 -0.337 0

158 JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 3.92 0.64 1.32 50.14 16 916 1 -0.152 GO:0009274 cell wall (sensu Bacteria)

159 JW2751 ECK2774 pyrG CTP synthetase 4.44 1.31 2.76 37.43 23 915 1 -0.139 0

160 JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 14.40 1.25 - 77.49 17 911 0 -0.138 GO:0009274 cell wall (sensu Bacteria) -!- GO:0042597 periplasmic space

161 JW2500 ECK2512 yfgA conserved protein 30.62 2.61 2.26 39.47 14 910 1 -0.391 0

162 JW5478 ECK2930 tktA transketolase 1, thiamin-binding 2.69 1.65 656.74 40.27 21 910 0 -0.228 0

163 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 21.39 1.00 2.54 27.31 18 909 10 0.584 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

164 JW2553 ECK2567 lepA GTP binding membrane protein 3.42 1.56 366.63 38.06 19 906 0 -0.200 0

165 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 3.10 1.96 544.88 43.21 17 904 0 -0.173 GO:0005737 cytoplasm

166 JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 2.07 1.01 2.38 33.39 19 895 1 -0.405 0

167 JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 6.85 1.71 2.24 37.04 15 894 4 -0.122 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

168 JW3719 ECK3734 gidA glucose-inhibited cell-division protein 2.47 0.27 40.80 36.25 19 894 0 -0.308 0

169 JW0637 ECK0635 leuS leucyl-tRNA synthetase 1.49 1.81 626.95 27.56 18 892 0 -0.368 GO:0005737 cytoplasm

170 JW2176 ECK2182 yejM predicted hydrolase, inner membrane 3.96 - 1.71 34.81 14 891 5 -0.122 0

171 JW2497 ECK2509 yfgM conserved protein 9.00 3.02 1.87 70.39 13 888 1 -0.222 0

172 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 2.62 0.54 0.93 26.90 19 887 2 0.006 0

173 JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 18.68 0.96 610.48 64.07 17 884 0 -0.118 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

174 JW2577 ECK2593 yfiO predicted lipoprotein 15.68 0.84 165.27 73.88 18 878 0 -0.484 0

175 JW5676 ECK3471 rbbA fused ribosome-associated ATPases 1.86 1.17 1.50 33.04 20 876 5 0.077 GO:0005737 cytoplasm

176 JW0636 ECK0634 rlpB minor lipoprotein 67.13 0.96 99.64 60.10 16 874 0 -0.252 GO:0019866 inner membrane

177 JW1823 ECK1833 yebT conserved protein 1.19 0.05 1.38 22.81 14 871 1 -0.098 GO:0009274 cell wall (sensu Bacteria)

178 JW3753 ECK3772 rhlB ATP-dependent RNA helicase 3.18 1.39 56.81 50.59 16 866 0 -0.346 0

179 JW5873 ECK4366 prfC peptide chain release factor RF-3 4.41 0.40 397.50 43.86 19 865 0 -0.326 GO:0005737 cytoplasm

180 JW1178 ECK1177 dadA D-amino acid dehydrogenase 3.92 2.64 219.60 46.53 17 862 0 -0.216 0

181 JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 7.96 5.13 2371.60 51.45 17 860 0 -0.105 GO:0005737 cytoplasm

182 JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 1.74 0.09 - 34.91 20 860 0 -0.042 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

183 JW5401 ECK2504 guaB IMP dehydrogenase 2.04 2.37 604.57 40.98 12 858 0 -0.098 GO:0005737 cytoplasm

184 JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 2.76 0.33 41.26 31.75 19 857 0 -0.345 GO:0005737 cytoplasm

185 JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 1.88 2.70 123.27 36.76 16 855 0 -0.155 GO:0005737 cytoplasm

186 JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 10.45 0.80 1.54 44.14 16 854 2 -0.156 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

187 JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 2.98 0.86 99.64 41.91 16 853 0 -0.429 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

188 JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 24.81 6.68 1062.41 76.56 21 850 0 -0.235 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

189 JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 33.15 5.57 2.53 25.37 17 847 10 0.618 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

190 JW3564 ECK3580 selA selenocysteine synthase 2.16 - 22.71 39.96 16 845 0 -0.055 GO:0005737 cytoplasm

191 JW0007 ECK0008 talB transaldolase B 3.49 1.60 1636.47 50.16 15 845 0 -0.210 GO:0005737 cytoplasm

192 JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 0.96 0.47 88.89 20.66 17 839 0 -0.355 0

193 JW3794 ECK3815 pldA outer membrane phospholipase A 10.79 0.59 30.64 65.05 12 830 0 -0.446 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

194 JW1490 ECK1489 yddB predicted porin protein 1.51 - - 28.48 16 824 0 -0.584 0

195 JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 1.64 0.10 1.47 27.33 14 814 1 -0.415 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

196 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 4.34 2.63 554.63 47.37 14 805 0 -0.129 GO:0005737 cytoplasm

197 JW5689 ECK3404 malP maltodextrin phosphorylase 0.92 2.73 365.77 25.85 16 803 0 -0.348 0

198 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 19.31 12.93 833.23 71.52 15 800 0 0.045 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

199 JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 0.89 0.14 - 25.96 18 794 0 -0.454 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

200 JW3481 ECK3497 mdtE multidrug resistance efflux transporter 2.59 0.18 - 55.32 13 788 0 -0.207 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

201 JW0473 ECK0478 copA copper transporter 2.40 2.08 1.57 28.06 15 787 8 0.205 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

202 JW2715 ECK2740 truD pseudoruidine synthase 4.18 - 65.44 57.88 15 783 0 -0.269 0

203 JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 5.16 0.46 50.43 51.78 15 778 0 -0.409 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

204 JW0478 ECK0483 ybbK predicted protease, membrane anchored 7.73 1.16 1.89 57.05 13 776 1 -0.020 GO:0009274 cell wall (sensu Bacteria)

205 JW0938 ECK0946 ycbZ predicted peptidase 3.26 1.04 25.52 34.64 15 776 0 -0.162 0

206 JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 5.95 4.66 1562.34 55.05 16 775 0 -0.227 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

207 JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 6.50 0.41 1.57 59.48 16 770 2 -0.354 GO:0019866 inner membrane

208 JW1865 ECK1877 argS arginyl-tRNA synthetase 1.07 0.97 216.10 26.00 12 770 0 -0.258 GO:0005737 cytoplasm

209 JW3927 ECK3946 yijP conserved inner membrane protein 4.50 0.34 1.41 36.05 18 769 5 -0.323 GO:0009274 cell wall (sensu Bacteria)

210 JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 1.87 0.10 - 30.03 15 768 0 -0.581 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

211 JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 2.98 0.14 1.11 31.45 11 764 6 0.273 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

212 JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 9.00 0.38 550.40 60.50 14 763 0 -0.487 GO:0005737 cytoplasm

213 JW5539 ECK3222 yhcB conserved protein 99.00 - 2.73 75.00 12 760 1 -0.552 0

214 JW0710 ECK0709 gltA citrate synthase 4.25 11.49 1577.84 37.70 16 757 0 -0.231 0

215 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 5.66 4.10 131.26 44.33 14 756 0 -0.361 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

216 JW4177 ECK4214 ytfL predicted inner membrane protein 5.66 0.10 1.18 33.33 11 755 4 0.238 0

217 JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 33.55 0.60 177.58 57.50 12 751 0 -0.138 GO:0005737 cytoplasm

218 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 1.12 2.26 223.08 23.82 15 751 0 -0.066 0

219 JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 33.55 11.95 1698.32 79.04 13 751 0 -0.101 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

220 JW0755 ECK0761 ybhC predicted pectinesterase 6.36 2.15 70.42 36.07 10 746 0 -0.358 GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

221 JW0566 ECK0569 ybdG predicted mechanosensitive channel 6.08 0.40 1.30 33.73 16 745 5 0.301 GO:0042597 periplasmic space

222 JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 19.31 0.41 1.69 62.14 14 741 1 -0.430 GO:0009274 cell wall (sensu Bacteria)

223 JW3897 ECK3918 glpK glycerol kinase 2.43 0.17 1961.97 37.65 15 740 0 -0.292 0

224 JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 80.11 6.20 6119.14 94.12 16 739 0 -0.273 GO:0005737 cytoplasm

225 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 2.41 0.36 308.96 29.94 15 735 0 -0.296 GO:0042597 periplasmic space

226 JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 1.71 0.53 - 29.12 15 731 0 -0.415 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

227 JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 1.89 1.00 40.80 48.15 12 730 0 -0.338 GO:0005737 cytoplasm

228 JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 4.99 7.98 582.65 59.29 13 730 0 0.194 0

229 JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 315.23 11.05 356580.75 67.27 12 730 0 -0.349 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

230 JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 2.06 2.49 23.18 33.40 15 728 0 -0.364 GO:0005737 cytoplasm

231 JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 1.31 0.23 37.12 28.19 15 728 0 -0.369 GO:0005737 cytoplasm

232 JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 2.55 0.30 117.04 37.32 10 728 0 -0.111 GO:0005737 cytoplasm

233 JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 2.16 5.46 0.82 35.88 18 713 1 -0.150 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

234 JW5100 ECK0729 tolB periplasmic protein 5.16 2.19 305.07 50.23 15 709 0 -0.215 GO:0042597 periplasmic space

235 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 1.21 5.19 233.98 26.51 10 705 0 -0.056 0

236 JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 3.81 3.41 151.60 44.20 13 704 0 -0.030 GO:0005737 cytoplasm

237 JW0861 ECK0868 ybjX conserved protein 6.31 1.79 151.60 47.58 16 700 0 -0.345 0

238 JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 0.91 0.84 1.31 27.93 11 695 2 -0.213 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

239 JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 5.66 0.10 1.81 56.97 13 685 1 -0.304 0

240 JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 70.97 6.68 2.90 72.03 12 683 1 0.064 0

241 JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 22.10 - 2694.37 61.19 13 683 0 -0.235 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

242 JW1194 ECK1191 ychF predicted GTP-binding protein 4.46 1.41 662.37 46.83 13 679 0 -0.163 0

243 JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 2.51 2.02 444.52 43.12 12 678 0 -0.324 GO:0005737 cytoplasm

244 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 7.58 26.98 1909.42 47.89 14 678 0 -0.091 0

245 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 4.62 3.76 84.40 47.48 13 676 0 -0.009 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

246 JW3143 ECK3165 glmM phosphoglucosamine mutase 2.43 - 397.50 39.78 15 675 0 0.013 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

247 JW2507 ECK2520 pepB aminopeptidase B 2.98 2.26 780.47 48.24 14 672 0 -0.214 0

248 JW1913 ECK1927 yedD predicted protein 18.95 0.25 99.64 74.45 11 669 0 -0.195 0

249 JW1117 ECK1117 purB adenylosuccinate lyase 4.50 3.51 623.57 41.89 19 669 0 -0.243 GO:0005737 cytoplasm

250 JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 1.83 2.41 741.45 23.17 14 668 0 -0.399 GO:0005737 cytoplasm

251 JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 2.03 0.60 300.32 35.11 13 659 0 -0.160 GO:0005737 cytoplasm

252 JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 3.28 17.01 1384.41 37.68 11 659 0 0.008 GO:0005737 cytoplasm

253 JW5943 ECK3514 yhjK predicted diguanylate cyclase 1.05 - 1.35 22.19 10 655 2 0.187 0

254 JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 15.24 10.90 1226.02 57.51 15 654 0 -0.699 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

255 JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 30.62 - 2.46 73.52 9 652 3 -0.073 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

256 JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 0.52 - - 11.84 13 652 0 -0.540 0

257 JW2479 ECK2490 yfgC predicted peptidase 1.35 0.65 9.44 28.75 10 642 0 -0.383 0

258 JW4198 ECK4234 treC trehalose-6-P hydrolase 1.81 2.90 712.46 17.42 10 642 0 -0.560 GO:0005737 cytoplasm

259 JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 2.16 11.81 3190.93 43.99 14 642 0 -0.154 0

260 JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 5.66 0.83 1.38 27.82 12 635 8 0.290 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

261 JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 1.19 2.74 444.52 29.61 15 634 0 -0.372 0

262 JW3119 ECK3138 yraP predicted protein 7.25 1.72 2.22 70.16 11 633 1 0.045 GO:0042597 periplasmic space

263 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 15.38 9.81 276.96 63.33 13 633 0 -0.327 GO:0005737 cytoplasm

264 JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 6.20 3.07 473.93 51.39 11 633 0 -0.168 0

265 JW0101 ECK0104 guaC GMP reductase 3.83 1.73 1226.02 33.14 12 633 0 -0.068 GO:0005737 cytoplasm

266 JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 24.12 9.82 1033.75 67.36 11 630 0 -0.250 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

267 JW5283 ECK1749 ydjY predicted protein 4.62 1.07 - 51.11 12 629 0 -0.242 0

268 JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 2.48 1.45 289.95 39.26 13 619 0 -0.415 GO:0005737 cytoplasm

269 JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 192.07 11.13 5606.09 69.49 12 619 0 -0.424 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

270 JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 5.31 0.28 271.77 53.61 14 618 0 -0.585 0

271 JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 2.46 1.88 113.03 43.01 13 613 0 -0.157 0

272 JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 12.89 7.54 3458.88 63.59 14 613 0 -0.664 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

273 JW3132 ECK3151 nlpI conserved protein 10.66 - 17.54 49.32 12 608 0 -0.321 0

274 JW0623 ECK0621 lipA lipoate synthase 6.08 1.10 308.96 47.66 13 606 0 -0.330 GO:0005737 cytoplasm

275 JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 1.91 0.49 1.14 19.39 12 602 5 0.162 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

276 JW2768 ECK2792 sdaB L-serine deaminase II 4.99 9.92 680.91 23.74 10 601 0 0.052 0

277 JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 3.33 0.18 1.66 37.74 13 593 1 -0.184 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

278 JW3204 ECK3224 degS serine endoprotease, periplasmic 4.88 0.38 1.32 37.75 10 590 1 0.115 GO:0042597 periplasmic space
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279 JW3630 ECK3645 yicH conserved protein 1.51 0.28 1.45 24.78 12 589 1 -0.161 0

280 JW0913 ECK0921 asnS asparaginyl tRNA synthetase 1.71 3.57 365.77 28.54 13 589 0 -0.257 GO:0005737 cytoplasm

281 JW1843 ECK1855 pykA pyruvate kinase II 2.03 1.76 404.41 38.13 13 589 0 -0.025 0

282 JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 11.33 8.69 196.00 54.91 10 587 0 -0.454 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

283 JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 4.41 1.33 1.74 46.01 10 585 1 -0.504 GO:0019866 inner membrane

284 JW3069 ECK3089 yqjD conserved protein 99.00 3.84 2.75 59.41 10 583 1 -0.545 0

285 JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 0.95 4.63 636.23 21.42 9 583 0 -0.180 0

286 JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 2.32 0.80 1.23 27.79 11 579 1 -0.610 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

287 JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 0.92 1.83 139.67 20.84 13 578 0 -0.298 GO:0005737 cytoplasm

288 JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 2.73 - 30.64 28.83 15 575 0 -0.255 0

289 JW0424 ECK0428 yajG predicted lipoprotein 11.92 - 300.32 46.35 8 575 0 -0.090 0

290 JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 17.74 3.01 767.47 49.66 11 573 0 -0.512 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

291 JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 1.65 1.77 197.75 40.95 10 569 0 -0.370 0

292 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 6.50 3.52 727.17 51.90 13 568 0 -0.225 GO:0005737 cytoplasm

293 JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 11.92 0.34 1.92 24.77 8 566 6 0.401 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

294 JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 0.78 0.23 1.27 22.98 14 564 2 -0.109 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

295 JW2891 ECK2920 mscS mechanosensitive channel 7.38 0.77 1.94 38.81 11 564 3 0.494 0

296 JW3361 ECK3385 yrfF predicted inner membrane protein 1.28 0.29 1.40 17.72 9 563 5 -0.097 0

297 JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 2.55 0.36 - 33.90 11 562 0 -0.282 0

298 JW0931 ECK0939 ycbY predicted methyltransferase 1.08 0.40 28.78 24.79 14 554 0 -0.359 0

299 JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 2.16 1.28 113.93 33.23 11 554 0 -0.461 GO:0005737 cytoplasm

300 JW1709 ECK1717 thrS threonyl-tRNA synthetase 0.76 18.32 485.85 28.04 12 552 0 -0.494 GO:0005737 cytoplasm

301 JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 7.11 0.86 1.93 33.91 9 551 3 0.226 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

302 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 1.33 5.75 2060.04 25.37 10 551 0 -0.315 0

303 JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 5.81 0.16 2.00 23.81 9 550 9 0.602 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

304 JW1279 ECK1281 rnb ribonuclease II 1.75 0.42 241.38 30.43 16 550 0 -0.277 0

305 JW2535 ECK2548 glyA serine hydroxymethyltransferase 2.51 4.49 854.14 34.05 11 550 0 -0.233 GO:0005737 cytoplasm

306 JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 11.12 2.54 322.33 53.23 9 549 0 -0.402 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

307 JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 7.38 1.54 4064.14 51.15 10 549 0 0.163 GO:0005737 cytoplasm

308 JW1376 ECK1378 ydbH predicted protein 0.57 0.26 1.18 16.04 10 545 1 -0.164 0

309 JW1272 ECK1275 yciM conserved protein 2.46 0.24 14.70 37.53 12 543 0 -0.365 0

310 JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 41.17 7.51 50532.55 66.20 12 542 0 -0.540 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

311 JW3619 ECK3634 yicC conserved protein 2.67 1.13 179.34 49.48 13 541 0 -0.442 0

312 JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 52.37 - 2.60 48.57 12 536 3 -0.009 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

313 JW1667 ECK1673 lpp murein lipoprotein 629.96 17.76 397.50 65.38 10 532 0 -0.314 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

314 JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 9.00 8.24 1781.71 57.63 10 529 0 -0.227 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

315 JW4121 ECK4156 psd phosphatidylserine decarboxylase 2.16 1.92 54.08 38.20 9 527 0 -0.093 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

316 JW0799 ECK0803 ompX outer membrane protein 25.83 2.73 3.04 53.80 8 526 1 -0.320 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

317 JW2501 ECK2513 yfgB predicted enzyme 1.61 0.47 54.08 26.56 9 521 0 -0.291 0

318 JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 0.46 0.33 16.12 16.94 8 520 0 -0.458 GO:0005737 cytoplasm

319 JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 18.95 0.68 2.14 59.20 10 519 2 0.239 0

320 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 0.43 1.53 37.58 12.36 10 517 0 -0.235 GO:0005737 cytoplasm

321 JW5808 ECK0142 pcnB poly(A) polymerase I 1.20 1.20 18.96 28.17 12 515 0 -0.531 GO:0005737 cytoplasm

322 JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 1.68 0.45 1.48 20.61 8 513 12 0.805 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

323 JW4135 ECK4173 purA adenylosuccinate synthetase 1.89 11.90 761.18 37.73 12 512 0 -0.200 GO:0005737 cytoplasm

324 JW3684 ECK3699 trmE GTPase 1.21 0.90 83.95 29.74 8 510 0 -0.095 0

325 JW1615 ECK1618 add adenosine deaminase 3.08 0.71 192.93 31.53 9 510 0 -0.024 0

326 JW4218 ECK4254 yjgP conserved inner membrane protein 7.11 0.18 1.79 26.78 8 505 6 0.465 GO:0009274 cell wall (sensu Bacteria)

327 JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 2.87 - - 52.85 10 505 0 -0.322 0

328 JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 3.87 0.66 2002.27 37.43 9 504 0 -0.199 0

329 JW5655 ECK3541 yiaF conserved protein 55.23 - 2.73 44.92 11 501 1 -0.151 0

330 JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 3.22 0.31 146.75 46.47 10 501 0 -0.124 GO:0005737 cytoplasm

331 JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 0.93 0.42 6.05 17.25 11 500 0 -0.094 0

332 JW0628 ECK0626 rlpA minor lipoprotein 7.48 0.64 44.02 33.98 11 500 0 -0.245 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

333 JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 7.38 1.32 - 65.68 11 499 0 -0.311 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

334 JW5338 ECK2070 mdtA multidrug efflux system, subunit A 1.99 - 1.52 31.57 9 498 1 -0.223 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

335 JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 2.98 0.24 1.63 25.58 11 498 9 0.585 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

336 JW0898 ECK0906 lpxK lipid A 4'kinase 2.87 0.27 1.62 42.07 10 496 1 0.064 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0030113 capsule (sensu Bacteria) -!- GO:0019866 inner membrane

337 JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 192.07 9.48 2127.90 67.48 11 495 0 -0.128 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

338 JW1486 ECK1485 yddW predicted liprotein 1.93 0.77 8.47 33.94 11 494 0 -0.464 0

339 JW5403 ECK2507 der predicted GTP-binding protein 1.21 0.45 226.57 26.12 11 494 0 -0.334 0

340 JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 1.05 0.22 121.49 24.69 10 490 0 -0.222 0

341 JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 1.72 0.15 57.72 38.52 10 488 0 -0.322 GO:0005737 cytoplasm

342 JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 2.46 0.41 57.27 31.31 12 487 0 -0.051 GO:0009274 cell wall (sensu Bacteria)

343 JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 11.59 16.21 507.96 48.31 11 487 0 -0.336 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

344 JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 1.15 2.35 33.88 25.55 9 484 0 -0.248 0

345 JW0232 ECK0243 proB gamma-glutamate kinase 1.09 0.77 120.60 27.79 8 484 0 0.007 GO:0005737 cytoplasm

346 JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 2.16 0.66 25.99 32.69 7 483 0 -0.331 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

347 JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 3.08 0.69 1.63 22.44 9 481 4 0.192 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

348 JW3460 ECK3478 pitA phosphate transporter, low-affinity 24.12 0.83 2.13 23.25 10 477 10 0.523 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

349 JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 5.58 0.59 2.50 65.03 8 477 1 -0.068 0

350 JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 5.11 0.34 44.02 47.46 11 477 0 -0.214 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

351 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 0.51 1.57 453.48 10.13 10 477 0 -0.263 GO:0005737 cytoplasm

352 JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 2.90 13.08 554.63 39.94 12 477 0 -0.058 GO:0005737 cytoplasm

353 JW3506 ECK3523 bcsG predicted inner membrane protein 2.65 0.66 1.21 26.83 9 475 4 0.022 0

354 JW3702 ECK3717 phoU DNA-binding transcriptional regulator 2.59 0.43 54.08 55.19 10 475 0 -0.272 0

355 JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 4.41 - 1.74 31.97 10 474 4 0.483 0

356 JW4131 ECK4169 hflX predicted GTPase 1.56 1.24 46.31 33.10 11 474 0 -0.332 0

357 JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 1.06 0.51 10.88 30.00 10 473 0 -0.375 0

358 JW0849 ECK0856 ybjP predicted lipoprotein 5.58 3.63 85.75 72.51 9 473 0 -0.459 0

359 JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 1.82 0.24 - 26.75 9 472 0 -0.132 0

360 JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 22.71 0.14 1.81 37.70 7 471 3 0.265 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

361 JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 2.87 1.21 343.00 37.33 9 469 0 -0.029 0

362 JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 3.47 1.43 238.33 43.10 10 465 0 -0.346 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

363 JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 1.51 - 645.93 25.39 7 465 0 -0.233 GO:0005737 cytoplasm

364 JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 0.75 0.30 13.75 27.74 9 464 0 -0.088 GO:0005737 cytoplasm

365 JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 4.41 5.90 199.06 45.91 10 462 0 -0.320 GO:0005737 cytoplasm

366 JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 18.95 2.77 1639.38 61.54 11 458 0 -0.687 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

367 JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 1777.28 1.51 3.11 49.09 10 457 1 0.395 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

368 JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 157.49 3.29 238.33 42.63 7 457 0 0.176 0

369 JW3262 ECK3287 secY preprotein translocase membrane subunit 7.38 9.13 2.34 21.44 12 456 10 0.602 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

370 JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 1.56 1.83 93.82 32.24 11 456 0 -0.310 0

371 JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 2.65 0.27 1.21 34.67 9 455 1 -0.450 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

372 JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 9.00 0.88 1.93 61.16 8 453 1 -0.026 0

373 JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 9.00 5.03 1480.65 49.72 8 453 0 0.063 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

374 JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 1.15 - 1.37 14.81 7 451 6 0.194 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

375 JW4072 ECK4104 proP proline/glycine betaine transporter 4.34 0.40 1.40 11.60 7 449 12 0.558 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

376 JW1666 ECK1672 pykF pyruvate kinase I 1.15 2.07 1113.95 26.60 10 449 0 -0.082 0

377 JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 5.31 1.71 1.44 19.54 7 448 6 0.675 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

378 JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 2.73 - 1.61 47.37 7 445 1 -0.141 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

379 JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 1.22 1.41 269.17 22.94 9 445 0 -0.335 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

380 JW5760 ECK4255 yjgQ conserved inner membrane protein 3.28 0.10 1.33 31.11 9 443 6 0.320 GO:0009274 cell wall (sensu Bacteria)

381 JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 9.00 - 397.50 53.88 7 440 0 0.306 0

382 JW3592 ECK3607 kbl glycine C-acetyltransferase 2.98 - 1033.75 27.89 10 440 0 -0.049 0

383 JW4349 ECK4378 lplA lipoate-protein ligase A 0.96 0.39 16.12 25.74 7 437 0 -0.328 GO:0005737 cytoplasm

384 JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 2.16 0.59 80.80 24.11 8 437 0 -0.300 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

385 JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 1.99 1.14 - 30.84 10 436 0 -0.237 GO:0005737 cytoplasm

386 JW1427 ECK1424 ydcL predicted lipoprotein 4.08 1.50 34.35 50.45 10 435 0 -0.268 0

387 JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 0.64 1.07 99.64 16.42 9 435 0 -0.482 GO:0009274 cell wall (sensu Bacteria)

388 JW0831 ECK0838 ybjL predicted transporter 1.98 - 1.33 19.96 8 434 9 0.554 0

389 JW0166 ECK0170 pyrH uridylate kinase 3.64 3.77 336.54 52.70 9 434 0 0.133 GO:0005737 cytoplasm

390 JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 4.88 15.63 5746.30 50.27 8 434 0 -0.278 0

391 JW0088 ECK0091 murG N-acetylglucosaminyl transferase 2.55 1.46 12.79 35.21 10 433 0 0.040 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

392 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 0.44 0.63 - 10.71 10 431 0 -0.160 0

393 JW3392 ECK3415 glgA glycogen synthase 1.25 1.31 34.35 17.82 6 430 0 0.003 GO:0005737 cytoplasm

394 JW2261 ECK2260 elaB conserved protein 12.34 4.30 1.57 60.40 8 429 1 -0.520 0

395 JW2425 ECK2427 yfeY predicted protein 7.11 2.06 - 65.97 10 427 0 -0.351 0

396 JW5905 ECK1406 hrpA ATP-dependent helicase 0.26 - - 9.37 9 426 0 -0.439 GO:0005737 cytoplasm

397 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 1.93 5.84 645.93 18.08 7 425 0 0.202 0

398 JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 1.21 1.00 159.98 25.37 10 424 0 -0.004 0

399 JW2287 ECK2284 yfbQ predicted aminotransferase 2.01 0.49 48.14 31.36 10 423 0 -0.163 0

400 JW5189 ECK1194 ychM predicted transporter 3.12 - 1.32 12.70 8 421 11 0.831 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

401 JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 99.00 6.28 727.17 76.19 6 421 0 -0.657 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

402 JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 0.74 0.63 35.27 18.00 7 420 0 -0.298 GO:0042597 periplasmic space

403 JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 20.54 7.49 680.91 60.63 11 415 0 -0.565 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

404 JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 4.41 7.48 110.81 33.53 11 414 0 0.139 0

405 JW1374 ECK1376 hslJ heat-inducible protein 1.85 - - 58.57 5 412 0 -0.131 0

406 JW0803 ECK0809 ybiS conserved protein 2.59 0.51 1.92 49.35 7 411 1 -0.116 0

407 JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 41.17 8.31 3.97 19.87 9 411 10 0.648 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

408 JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 1.00 0.19 1.33 24.20 9 410 2 -0.208 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

409 JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 1.03 2.64 1090.63 20.71 8 410 0 -0.202 GO:0005737 cytoplasm

410 JW5741 ECK4175 rnr exoribonuclease R, RNase R 0.51 0.93 51.34 15.74 9 409 0 -0.551 0

411 JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 20.54 7.22 2458.58 59.22 9 409 0 -0.352 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

412 JW5378 ECK2308 dedD conserved protein 22.71 0.85 2.19 52.27 9 408 1 -0.306 0

413 JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 1.93 0.19 283.89 39.18 7 407 0 0.057 0

414 JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 4.62 0.43 22.71 34.76 8 406 0 -0.182 GO:0005737 cytoplasm

415 JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 1.02 - 38.96 29.60 6 404 0 -0.394 GO:0005737 cytoplasm

416 JW0190 ECK0194 proS prolyl-tRNA synthetase 0.67 2.59 776.69 19.41 7 404 0 -0.243 GO:0005737 cytoplasm

417 JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 0.62 1.65 1.20 13.75 9 403 1 -0.227 0

418 JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 9.00 0.37 37.12 46.47 8 403 0 0.133 GO:0005737 cytoplasm
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419 JW2909 ECK2937 metK methionine adenosyltransferase 1 1.31 0.36 554.63 27.34 8 403 0 -0.189 GO:0005737 cytoplasm

420 JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 2.98 2.68 1909.42 27.01 7 403 0 -0.054 GO:0005737 cytoplasm

421 JW2483 ECK2494 upp uracil phosphoribosyltransferase 11.12 4.32 7131.90 54.81 10 403 0 0.073 0

422 JW5791 ECK4344 yjiY predicted inner membrane protein 2.59 - 2.07 12.71 8 402 16 0.725 0

423 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 0.91 - 119.92 18.74 9 401 0 -0.374 GO:0005737 cytoplasm

424 JW3144 ECK3166 folP 7,8-dihydropteroate synthase 2.98 0.28 110.81 34.04 9 398 0 -0.022 0

425 JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 2.38 0.21 1.57 32.84 8 397 1 -0.341 0

426 JW1575 ECK1578 ynfB predicted protein 67.13 4.35 54.08 53.10 7 394 0 -0.746 0

427 JW2539 ECK2552 yfhG conserved protein 1.51 0.17 - 28.69 6 394 0 -0.745 0

428 JW2516 ECK2529 yfhQ predicted methyltransferase 3.64 4.20 129.48 35.77 8 392 0 -0.133 0

429 JW0361 ECK0366 hemB porphobilinogen synthase 2.16 6.50 246.16 28.70 7 392 0 -0.125 0

430 JW3813 ECK3830 tatA TatABCE protein translocation system subunit 176.83 7.19 2.60 60.67 8 391 1 -0.470 0

431 JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 9.00 7.81 884.64 65.12 8 391 0 -0.446 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

432 JW4350 ECK4379 ytjB conserved protein 2.46 0.33 1.58 46.26 7 390 1 -0.290 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

433 JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 1.34 0.80 13.27 26.26 7 390 0 -0.060 0

434 JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 1.01 0.66 30.18 27.78 10 390 0 -0.330 0

435 JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 7.38 3.63 1192.11 40.92 11 390 0 -0.392 GO:0005737 cytoplasm

436 JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 2.16 0.41 - 28.30 10 390 0 -0.377 0

437 JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 26.83 12.75 2.07 13.53 11 388 11 0.824 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

438 JW5063 ECK0452 ylaC predicted inner membrane protein 5.31 0.51 2.13 38.46 7 388 2 0.103 0

439 JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 1.78 7.37 67.71 24.01 8 387 0 -0.403 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

440 JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 7.38 5.12 2.25 10.86 10 384 14 0.658 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

441 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 4.08 2.60 2087.68 48.54 10 383 0 0.070 0

442 JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 0.33 0.36 28.78 8.29 6 382 0 0.035 GO:0005737 cytoplasm

443 JW2586 ECK2602 yfiB predicted outer membrane lipoprotein 9.00 0.25 - 45.63 6 381 0 -0.289 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

444 JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 24.12 - 645.93 66.35 6 377 0 -0.025 0

445 JW2766 ECK2790 ygdH conserved protein 1.09 2.42 70.42 22.91 8 376 0 -0.107 0

446 JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 1.02 3.33 202.12 20.74 7 376 0 -0.275 0

447 JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 1.37 0.26 1.42 28.82 9 375 1 -0.236 0

448 JW5927 ECK3028 ygiB conserved outer membrane protein 4.62 - 22.71 43.46 8 375 0 -0.601 0

449 JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 4.62 9.88 1302.81 52.14 6 374 0 -0.395 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

450 JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 0.89 - 1.30 20.22 7 373 2 -0.060 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

451 JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 4.18 6.61 1535.67 44.64 5 372 0 0.256 GO:0042597 periplasmic space

452 JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 1.65 2.97 - 19.89 10 372 0 -0.158 0

453 JW1855 ECK1867 aspS aspartyl-tRNA synthetase 0.57 3.07 397.50 13.90 8 371 0 -0.265 GO:0005737 cytoplasm

454 JW2182 ECK2186 ccmH heme lyase, CcmH subunit 0.73 - 1.25 19.14 5 370 3 -0.169 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

455 JW1336 ECK1339 ydaN predicted Zn(II) transporter 1.51 0.78 1.45 22.32 6 370 2 -0.050 0

456 JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 1.31 0.51 32.96 24.64 8 370 0 -0.161 GO:0009274 cell wall (sensu Bacteria)

457 JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 1.00 3.24 1366.35 29.70 9 370 0 -0.200 0

458 JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 2.65 2.60 1.41 29.08 9 366 2 0.079 0

459 JW5930 ECK3857 yihA GTP-binding protein 4.01 - 397.50 43.43 6 365 0 -0.437 0

460 JW5821 ECK1181 emtA lytic murein endotransglycosylase E 4.34 0.62 - 47.78 7 365 0 -0.203 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

461 JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 0.78 - 22.71 27.86 9 364 0 -0.134 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

462 JW3975 ECK4007 aceA isocitrate lyase 1.46 2.55 1522.03 23.73 8 364 0 -0.224 GO:0005737 cytoplasm

463 JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 4.99 2.35 1.92 12.62 7 359 8 0.872 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

464 JW1814 ECK1823 yebO predicted protein 38.81 0.64 2.13 47.37 6 357 1 -0.044 0

465 JW1195 ECK1192 pth peptidyl-tRNA hydrolase 2.73 0.35 229.62 50.00 7 356 0 -0.124 GO:0005737 cytoplasm

466 JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 1.78 0.30 22.71 40.86 8 355 0 -0.270 GO:0005737 cytoplasm

467 JW3462 ECK3480 uspA universal stress global response regulator 9.00 2.56 1302.81 57.64 4 355 0 -0.056 GO:0005737 cytoplasm

468 JW0171 ECK0175 yaeL zinc metallopeptidase 1.37 1.34 1.42 23.78 9 354 4 0.265 0

469 JW5932 ECK3799 hemC hydroxymethylbilane synthase 1.64 - 231.80 36.42 8 354 0 -0.066 0

470 JW2750 ECK2773 eno enolase 1.37 4.91 5949.64 23.15 7 353 0 -0.158 GO:0005737 cytoplasm

471 JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 6.02 8.90 2.05 26.57 10 352 2 0.407 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

472 JW2988 ECK3011 ygiS predicted transporter subunit -!- periplasmic-binding component of ABC superfamily 0.37 0.27 8.47 15.70 4 351 0 -0.374 GO:0042597 periplasmic space

473 JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 0.58 1.10 44.02 15.03 7 349 0 -0.291 0

474 JW3980 ECK4012 yjbB predicted transporter 1.00 0.17 1.33 15.10 5 348 8 0.432 0

475 JW5415 ECK2609 yfjD predicted inner membrane protein 1.25 0.13 1.39 21.61 6 347 3 0.025 0

476 JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 2.65 0.54 1.60 31.05 8 346 1 -0.205 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

477 JW1100 ECK1100 mfd transcription-repair coupling factor 0.28 0.36 27.85 7.23 7 344 0 -0.292 GO:0005737 cytoplasm

478 JW5682 ECK3456 dcrB periplasmic protein 9.00 2.83 308.96 44.32 7 344 0 -0.229 0

479 JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 1.40 0.49 - 22.12 7 344 0 0.022 GO:0009274 cell wall (sensu Bacteria) -!- GO:0030113 capsule (sensu Bacteria)

480 JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 1.15 0.08 - 20.87 8 344 0 0.039 0

481 JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 1.31 0.89 99.64 23.46 8 343 0 0.004 0

482 JW1633 ECK1637 slyB outer membrane lipoprotein 45.42 4.84 165.27 38.71 6 343 0 0.114 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

483 JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 2.98 0.73 - 39.78 7 342 0 -0.043 0

484 JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 12.89 1.15 78.10 39.91 6 340 0 -0.215 0

485 JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 4.88 0.40 2.43 12.83 7 339 12 0.493 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

486 JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 1.74 1.15 1.21 21.74 7 338 4 0.411 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

487 JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 2.16 5.75 238.33 41.35 9 337 0 -0.370 GO:0005737 cytoplasm

488 JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 3.12 - - 37.05 8 337 0 -0.106 GO:0005737 cytoplasm

489 JW1315 ECK1318 ycjF conserved inner membrane protein 1.93 0.89 1.51 20.96 6 336 3 -0.247 0

490 JW3166 ECK3188 yrbK conserved protein 6.50 0.51 1.84 36.65 6 336 1 -0.372 0

491 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 1.40 0.92 117.49 27.83 11 336 0 -0.217 GO:0005737 cytoplasm

492 JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 4.62 12.28 7131.90 46.56 6 335 0 -0.745 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

493 JW4185 ECK4222 ppa inorganic pyrophosphatase 3.64 8.83 1577.92 32.95 8 334 0 -0.272 GO:0005737 cytoplasm

494 JW5371 ECK2243 yfaZ predicted outer membrane porin protein 13.68 - - 43.33 6 333 0 -0.109 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

495 JW2460 ECK2471 ypfJ conserved protein 2.46 1.65 1.58 27.53 7 332 1 -0.512 0

496 JW4026 ECK4058 yjcE predicted cation/proton antiporter 2.41 0.65 1.57 12.57 7 331 11 0.633 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

497 JW1711 ECK1720 ydiY conserved protein 2.59 0.53 32.03 23.81 5 330 0 -0.501 0

498 JW3808 ECK3825 udp uridine phosphorylase 2.46 1.59 269.17 46.25 7 330 0 0.022 0

499 JW0893 ECK0901 cmk cytidylate kinase 2.16 0.33 276.96 21.15 6 330 0 0.000 GO:0005737 cytoplasm

500 JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 0.60 5.89 354.66 16.79 7 330 0 -0.368 0

501 JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 1.10 0.74 155.57 18.18 8 329 0 -0.028 GO:0005737 cytoplasm

502 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 9.00 0.67 208.24 70.90 7 327 0 -0.190 GO:0030113 capsule (sensu Bacteria)

503 JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 1.05 3.23 49.52 27.33 5 326 0 0.026 GO:0042597 periplasmic space

504 JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 1.42 - 1.43 18.54 7 324 2 0.012 GO:0019866 inner membrane

505 JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 1.07 0.49 50.43 26.58 6 323 0 -0.173 GO:0005737 cytoplasm

506 JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 1.58 2.27 295.57 20.74 7 323 0 -0.634 GO:0005737 cytoplasm

507 JW3887 ECK3908 pfkA 6-phosphofructokinase I 0.73 2.88 38.51 20.94 5 322 0 0.000 GO:0005737 cytoplasm

508 JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 0.93 0.29 1.31 16.63 6 321 2 -0.026 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

509 JW3194 ECK3214 nanA N-acetylneuraminate lyase 0.97 0.51 702.37 29.63 5 321 0 -0.031 0

510 JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 0.53 0.79 0.74 12.42 8 320 4 -0.090 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

511 JW3352 ECK3376 aroB 3-dehydroquinate synthase 0.83 1.95 76.29 18.51 5 320 0 0.168 0

512 JW2565 ECK2579 yfiF predicted methyltransferase 0.96 1.82 86.65 31.88 6 320 0 -0.682 GO:0005737 cytoplasm

513 JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 1.24 1.92 58.18 19.21 6 317 0 0.030 GO:0005737 cytoplasm

514 JW5453 ECK2842 yqeF predicted acyltransferase 1.15 0.06 12.32 27.99 7 313 0 0.109 0

515 JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 1.15 0.41 44.02 20.55 6 309 0 -0.416 GO:0005737 cytoplasm

516 JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 0.43 1.02 57.65 11.33 8 309 0 -0.277 GO:0005737 cytoplasm

517 JW0384 ECK0388 rdgC DNA-binding protein, non-specific 1.00 0.43 99.64 17.82 6 308 0 -0.222 GO:0005737 cytoplasm

518 JW5829 ECK1716 infC protein chain initiation factor IF-3 1.15 17.31 727.17 39.44 4 305 0 -0.671 GO:0005737 cytoplasm

519 JW0738 ECK0744 gpmA phosphoglyceromutase 1 1.68 12.60 2570.12 30.40 6 305 0 -0.568 0

520 JW3618 ECK3633 rph ribonuclease PH (pseudogene) 2.16 0.62 74.94 33.33 5 304 0 -0.146 0

521 JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 0.86 0.28 127.26 18.85 7 303 0 0.070 GO:0009274 cell wall (sensu Bacteria)

522 JW5336 ECK2057 yegH fused predicted membrane proteins 1.02 - 1.34 16.32 7 302 7 0.177 GO:0009274 cell wall (sensu Bacteria)

523 JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 6.74 8.18 4064.14 60.00 8 302 0 -0.527 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

524 JW2343 ECK2340 vacJ predicted lipoprotein 3.92 0.24 113.03 41.04 7 300 0 -0.291 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

525 JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 1.45 1.91 776.69 30.97 7 300 0 -0.284 0

526 JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 0.48 0.09 1.44 12.76 5 299 1 -0.342 0

527 JW2876 ECK2903 pepP proline aminopeptidase P II 0.65 1.28 319.74 15.87 5 299 0 -0.308 0

528 JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 0.87 2.87 496.91 26.41 6 298 0 -0.028 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0030113 capsule (sensu Bacteria) -!- GO:0005737 cytoplasm

529 JW3474 ECK3490 slp outer membrane lipoprotein 4.99 2.67 118.82 38.83 6 297 0 -0.140 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

530 JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 0.91 - - 19.18 7 297 0 -0.210 GO:0009274 cell wall (sensu Bacteria)

531 JW1693 ECK1701 ydiA conserved protein 2.16 1.70 44.02 25.63 6 295 0 -0.093 0

532 JW0822 ECK0828 yliJ predicted glutathione S-transferase 1.89 0.92 694.80 27.88 6 295 0 -0.198 0

533 JW2132 ECK2137 sanA predicted protein 1.42 - 1.43 25.94 5 294 1 0.014 0

534 JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 0.68 0.46 - 20.08 7 293 0 -0.340 0

535 JW3722 ECK3738 asnA asparagine synthetase A 0.52 0.26 99.64 17.88 4 292 0 -0.289 GO:0005737 cytoplasm

536 JW1753 ECK1762 selD selenophosphate synthase 1.64 2.19 514.33 34.87 8 292 0 0.068 GO:0005737 cytoplasm

537 JW0622 ECK0620 tatE TatABCE protein translocation system subunit 24.12 0.72 2.13 55.22 6 291 1 0.122 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

538 JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 99.00 6.38 2308.02 50.67 6 291 0 -0.775 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

539 JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 2.73 0.69 60.00 44.14 7 290 0 -0.077 GO:0005737 cytoplasm

540 JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 0.48 - 1.13 12.32 7 289 2 -0.126 0

541 JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 1.96 0.30 1.52 29.57 7 289 4 0.319 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

542 JW4247 ECK4277 fecE KpLE2 phage-like element; iron-dicitrate transporter subunit -!- ATP-binding component of ABC superfamily 1.51 0.22 - 24.31 6 288 0 -0.065 GO:0005737 cytoplasm

543 JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 0.35 - 1.05 10.29 6 286 2 -0.114 0

544 JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 1.15 0.64 25.52 16.29 8 285 0 -0.081 0

545 JW4359 ECK4388 rob DNA-binding transcriptional activator 2.41 0.81 199.06 23.18 7 285 0 -0.355 GO:0005737 cytoplasm

546 JW5942 ECK3515 bcsC cellulose synthase subunit 0.16 - - 5.36 5 284 0 -0.592 0

547 JW2060 ECK2071 mdtB multidrug efflux system, subunit B 0.50 - 1.06 9.90 6 283 11 0.376 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

548 JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 0.26 0.88 9.44 8.09 4 283 0 -0.094 0

549 JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 2.16 - 67.71 26.78 8 283 0 -0.133 GO:0005737 cytoplasm

550 JW3096 ECK3115 garP predicted (D)-galactarate transporter 1.51 2.97 1.45 9.01 5 280 11 0.704 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

551 JW1646 ECK1650 ydhD conserved protein 2.98 2.24 238.33 39.13 3 280 0 -0.272 0

552 JW2767 ECK2791 sdaC predicted serine transporter 11.92 5.46 1.92 10.26 6 279 11 0.807 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

553 JW0463 ECK0468 adk adenylate kinase 1.78 6.43 402.59 46.73 8 277 0 -0.383 GO:0005737 cytoplasm

554 JW1818 ECK1828 htpX predicted endopeptidase 3.33 0.63 2.06 19.11 5 276 4 0.344 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

555 JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 0.29 0.46 40.34 8.71 5 276 0 -0.454 0

556 JW4312 ECK4339 hsdM DNA methylase M 0.45 0.46 87.10 15.50 6 275 0 -0.528 GO:0005737 cytoplasm

557 JW5778 ECK4302 yjhA N-acetylnuraminic acid outer membrane channel protein 1.58 - - 26.89 7 275 0 -0.750 0

558 JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 1.15 0.70 244.42 27.35 7 274 0 -0.051 GO:0009274 cell wall (sensu Bacteria)
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559 JW2918 ECK2946 yggS predicted enzyme 2.73 0.31 154.25 37.61 7 273 0 -0.200 0

560 JW3179 ECK3202 gltB glutamate synthase, large subunit 0.13 0.21 15.17 4.48 5 272 0 -0.224 0

561 JW2018 ECK2027 wbbJ predicted acyl transferase 1.89 1.54 33.42 46.94 6 272 0 0.103 0

562 JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 0.78 0.77 16.12 12.39 4 271 0 0.165 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

563 JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 0.56 3.37 40.80 13.61 5 271 0 -0.313 0

564 JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 3.64 8.55 4064.14 44.85 4 271 0 -0.568 GO:0005737 cytoplasm

565 JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 0.42 0.51 1.10 8.79 5 270 2 -0.140 0

566 JW2551 ECK2565 rnc RNase III 2.16 0.58 332.24 21.24 6 270 0 -0.449 0

567 JW2140 ECK2146 folE GTP cyclohydrolase I 1.51 - 336.54 36.04 6 270 0 -0.121 0

568 JW2893 ECK2922 pgk phosphoglycerate kinase 0.69 3.56 1285.46 16.28 4 270 0 0.072 GO:0005737 cytoplasm

569 JW1842 ECK1854 yebK predicted DNA-binding transcriptional regulator 0.97 1.32 34.35 26.30 5 269 0 -0.129 0

570 JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 1.28 - - 25.00 5 269 0 -0.165 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

571 JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 0.64 0.35 68.61 17.69 6 268 0 -0.280 0

572 JW5701 ECK3346 yhfK conserved inner membrane protein 0.68 0.12 1.23 10.29 6 267 9 0.047 GO:0005737 cytoplasm

573 JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 1.15 4.38 346.01 26.69 6 266 0 -0.031 GO:0042597 periplasmic space

574 JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 0.30 1.22 37.12 9.81 5 264 0 -0.445 GO:0005737 cytoplasm

575 JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 2.59 12.88 1.51 6.71 3 263 1 -0.606 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

576 JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 0.29 0.12 1.00 5.01 4 262 11 0.318 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

577 JW5950 ECK4041 yjbN tRNA-dihydrouridine synthase A 0.33 - 54.08 21.16 3 262 0 -0.291 0

578 JW3026 ECK3044 ygiF predicted adenylate cyclase 0.70 1.15 66.35 16.40 6 262 0 -0.260 0

579 JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 0.69 0.65 85.75 18.64 5 262 0 0.009 GO:0005737 cytoplasm

580 JW0811 ECK0817 moeA molybdopterin biosynthesis protein 1.15 0.70 260.06 25.30 5 262 0 0.027 0

581 JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 0.69 0.28 25.05 16.67 5 260 0 -0.315 0

582 JW2406 ECK2408 cysZ predicted inner membrane protein 5.81 1.31 1.81 14.62 4 259 4 0.549 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

583 JW1241 ECK1243 cls cardiolipin synthase 1 0.47 0.25 1.13 13.79 4 258 2 0.190 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

584 JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 1.51 1.93 238.33 34.33 4 258 0 -0.794 GO:0005737 cytoplasm

585 JW1001 ECK1006 putP proline:sodium symporter 2.59 2.74 1.92 7.37 4 257 12 0.785 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

586 JW5165 ECK1118 hflD predicted lysogenization regulator 2.16 1.40 54.08 32.86 6 257 0 0.127 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

587 JW5146 ECK1019 ycdW 2-ketoacid reductase 0.73 - 54.08 18.91 5 257 0 -0.258 0

588 JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 1.15 8.20 778.03 25.61 6 257 0 0.162 0

589 JW4012 ECK4044 dnaB replicative DNA helicase 0.36 2.54 22.71 14.44 4 255 0 -0.415 GO:0005737 cytoplasm

590 JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 0.93 2.84 3043.33 14.48 4 255 0 -0.224 0

591 JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 99.00 1.31 4064.14 73.81 7 255 0 -0.293 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

592 JW5580 ECK3831 tatB TatABCE protein translocation system subunit 2.59 2.61 1.59 31.58 5 254 1 -0.380 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

593 JW0964 ECK0972 yccC cryptic autophosphorylating protein tyrosine kinase Etk 0.38 - 1.07 8.82 5 253 2 -0.309 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

594 JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 0.70 1.26 1.24 14.40 5 253 2 -0.140 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

595 JW3088 ECK3106 tdcB catabolic threonine dehydratase, PLP-dependent 0.97 0.66 24.12 20.06 4 253 0 0.043 0

596 JW0556 ECK0559 ybcH predicted protein 0.90 0.23 1.31 22.64 5 252 1 -0.158 0

597 JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 0.58 1.66 117.04 18.88 4 252 0 -0.025 GO:0005737 cytoplasm

598 JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 4.18 15.03 356580.75 45.45 5 252 0 0.295 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

599 JW2947 ECK2975 glcC DNA-binding transcriptional dual regulator, glycolate-binding 2.46 - - 24.02 7 252 0 -0.253 GO:0005737 cytoplasm

600 JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 0.47 - 1.13 14.32 5 250 2 -0.140 0

601 JW2061 ECK2072 mdtC multidrug efflux system, subunit C 0.38 0.14 1.07 8.10 5 249 10 0.283 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

602 JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 1.25 0.95 45.85 27.41 5 249 0 -0.376 0

603 JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 1.51 - 70.42 24.00 5 249 0 -0.274 GO:0005737 cytoplasm

604 JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 0.56 2.71 578.35 14.39 4 249 0 -0.238 GO:0005737 cytoplasm

605 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 6.50 14.40 727.17 26.61 6 249 0 -0.623 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

606 JW0281 ECK0286 yagU conserved inner membrane protein 6.20 - 1.83 25.49 4 247 3 0.337 0

607 JW2309 ECK2306 purF amidophosphoribosyltransferase 0.56 5.63 40.80 10.89 4 247 0 -0.243 GO:0005737 cytoplasm

608 JW0099 ECK0102 yacF conserved protein 1.68 - 78.10 29.15 4 247 0 -0.155 0

609 JW2027 ECK2036 galF predicted subunit with GalU 0.72 1.57 295.57 21.89 4 247 0 -0.092 GO:0005737 cytoplasm

610 JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 1.25 1.17 - 27.61 6 247 0 -0.242 GO:0005737 cytoplasm

611 JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 6.50 2.11 64.08 35.85 6 246 0 -0.574 0

612 JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 0.62 0.14 - 16.43 4 245 0 -0.351 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

613 JW5291 ECK1784 yeaJ predicted diguanylate cyclase 0.93 0.14 1.31 23.99 6 244 2 -0.207 0

614 JW2560 ECK2574 srmB ATP-dependent RNA helicase 0.56 1.44 243.12 14.64 5 244 0 -0.557 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

615 JW4220 ECK4256 yjgR predicted ATPase 0.39 0.41 14.70 12.40 5 243 0 -0.150 0

616 JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 1.78 1.13 140.56 37.61 7 243 0 -0.621 0

617 JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 0.78 - 175.38 18.25 4 243 0 0.046 0

618 JW1620 ECK1624 rsxB predicted iron-sulfur protein 9.00 - 1.93 42.19 6 242 1 0.203 0

619 JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 45.42 6.62 2.22 20.41 4 242 3 0.565 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

620 JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 1.15 9.44 99.64 17.98 6 242 0 -0.645 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

621 JW5391 ECK2389 yfeA predicted diguanylate cyclase 0.30 0.13 1.01 8.64 4 241 8 0.306 0

622 JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 16.78 0.56 2.10 29.58 5 241 1 0.204 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

623 JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 1.78 2.52 32.03 23.32 6 241 0 -0.067 GO:0005737 cytoplasm

624 JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 3.64 1.88 521.98 31.71 6 240 0 -0.420 GO:0005737 cytoplasm

625 JW0873 ECK0881 ftsK DNA-binding membrane protein required for chromosome resolution and partitioning 0.30 1.11 1.01 5.87 6 239 5 -0.407 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

626 JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 1.78 - 1.51 20.72 4 239 3 0.435 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

627 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 0.44 1.28 12.32 12.01 10 239 0 -0.191 0

628 JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 0.43 0.43 527.07 15.12 4 238 0 -0.447 GO:0005737 cytoplasm

629 JW2162 ECK2168 yeiU undecaprenyl pyrophosphate phosphatase 2.16 - 1.54 10.97 4 236 5 0.685 0

630 JW5408 ECK2558 yfhB conserved protein 1.85 0.25 1.40 21.33 4 235 1 -0.040 0

631 JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 0.68 - 1.23 11.78 7 234 2 -0.476 GO:0019861 flagellum -!- GO:0019866 inner membrane

632 JW3193 ECK3213 nanT sialic acid transporter 1.78 0.30 1.73 10.08 4 234 12 0.689 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

633 JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 1.37 1.60 1735.95 28.67 3 233 0 -0.082 GO:0042597 periplasmic space

634 JW1242 ECK1244 kch voltage-gated potassium channel 0.70 - 1.24 11.75 3 232 7 0.422 GO:0019866 inner membrane

635 JW1298 ECK1300 pspB transcriptional regulator of psp operon 20.54 1.88 2.22 48.65 4 232 1 -0.223 GO:0005737 cytoplasm

636 JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 0.97 1.34 131.26 27.82 5 232 0 -0.145 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0030113 capsule (sensu Bacteria) -!- GO:0005737 cytoplasm

637 JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 4.01 6.82 507.96 42.96 6 232 0 -0.061 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

638 JW2143 ECK2149 lysP lysine transporter 4.99 - 1.77 10.02 6 231 12 0.616 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

639 JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 1.42 0.34 48.60 22.79 5 229 0 0.088 0

640 JW3945 ECK3973 nusG transcription termination factor 2.83 1.32 487.98 50.28 6 229 0 -0.391 GO:0005737 cytoplasm

641 JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 0.97 0.60 90.69 18.27 5 228 0 -0.192 0

642 JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 0.35 0.10 1.05 11.64 4 227 4 0.252 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

643 JW5127 ECK0943 ymbA conserved protein 1.68 0.24 44.02 34.07 3 225 0 -0.158 0

644 JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 0.73 0.09 1.25 16.25 4 224 2 -0.050 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

645 JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 4.99 3.38 680.91 43.02 7 224 0 -0.012 0

646 JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 0.78 - - 22.40 4 224 0 -0.147 GO:0005737 cytoplasm

647 JW2718 ECK2743 ftsB cell division protein 3.64 1.52 1.69 49.51 4 223 1 -0.561 0

648 JW0405 ECK0409 ribE riboflavin synthase beta chain 3.64 2.84 12491.64 41.03 4 223 0 0.294 0

649 JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 0.67 0.84 118.82 22.54 4 222 0 -0.316 0

650 JW3252 ECK3277 mscL mechanosensitive channel 9.00 1.54 1.73 32.35 6 221 2 0.499 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

651 JW0327 ECK0333 codB cytosine transporter 9.00 1.38 1.93 9.31 4 221 12 0.943 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

652 JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 1.45 0.38 22.71 18.93 6 220 0 0.027 0

653 JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 1.74 3.05 397.50 23.75 5 220 0 0.051 0

654 JW5917 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 2.73 - - 54.03 4 219 0 -0.152 0

655 JW5128 ECK0951 yccS predicted inner membrane protein 0.91 0.54 1.31 7.53 6 217 9 0.098 0

656 JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 2.16 7.18 1302.81 41.96 4 217 0 0.067 0

657 JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 0.12 0.31 - 3.95 2 217 0 -0.119 0

658 JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 0.37 0.34 85.75 19.31 3 216 0 -0.014 GO:0005737 cytoplasm

659 JW2051 ECK2060 udk uridine/cytidine kinase 1.68 1.34 125.04 24.88 5 216 0 -0.258 0

660 JW0888 ECK0896 ycaO conserved protein 0.37 0.58 115.26 8.02 3 215 0 -0.196 0

661 JW0411 ECK0415 ispA geranyltranstransferase 2.16 0.31 99.64 16.05 6 213 0 -0.121 GO:0005737 cytoplasm

662 JW1728 ECK1737 osmE DNA-binding transcriptional regulator 16.78 3.11 2.86 37.50 4 212 1 -0.265 GO:0005737 cytoplasm

663 JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 0.85 0.41 165.27 16.72 4 212 0 -0.088 GO:0005737 cytoplasm

664 JW4002 ECK4034 dgkA diacylglycerol kinase 5.31 0.49 1.79 30.33 4 210 2 0.881 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

665 JW0328 ECK0334 codA cytosine deaminase 0.97 2.90 397.50 17.56 5 210 0 -0.222 GO:0005737 cytoplasm

666 JW1613 ECK1616 malX fused maltose and glucose-specific PTS enzyme IIBC components 1.03 0.16 1.34 10.38 4 208 8 0.700 0

667 JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 99.00 1.40 2.13 5.93 6 208 9 0.800 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

668 JW0122 ECK0125 can carbonic anhydrase 1.15 1.74 727.17 19.09 4 208 0 -0.231 0

669 JW2563 ECK2577 yfiD pyruvate formate lyase subunit 2.16 12.04 3242.65 55.91 5 206 0 -0.332 0

670 JW5041 ECK0305 ykgE predicted oxidoreductase 1.15 2.53 17.54 31.38 5 205 0 0.037 0

671 JW5505 ECK3033 yqiC conserved protein 2.59 - 521.98 40.63 5 205 0 -0.818 0

672 JW5832 ECK1954 yedQ predicted diguanylate cyclase 0.23 - 0.93 9.57 3 204 2 -0.287 0

673 JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 0.74 0.77 21.78 24.87 6 204 0 -0.007 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

674 JW3827 ECK3842 hemG protoporphyrin oxidase, flavoprotein 1.28 1.72 - 25.41 4 204 0 -0.587 0

675 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 0.39 8.31 5090.85 14.25 3 203 0 -0.047 GO:0005737 cytoplasm

676 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 16.78 36.48 4064.14 40.43 3 202 0 0.306 GO:0005737 cytoplasm

677 JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 0.83 0.78 21.31 21.20 5 201 0 -0.174 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

678 JW5609 ECK3741 trkD potassium transporter 0.47 0.09 1.13 6.75 4 199 12 0.582 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

679 JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 0.23 3.32 16.12 6.10 5 198 0 -0.273 GO:0005737 cytoplasm

680 JW3171 ECK3193 ptsN sugar-specific enzyme IIA component of PTS 1.68 1.52 125.04 26.38 3 198 0 -0.167 0

681 JW1623 ECK1627 rsxG predicted oxidoreductase 2.59 0.19 - 40.29 5 198 0 -0.129 0

682 JW0195 ECK0199 metN DL-methionine transporter subunit -!- ATP-binding component of ABC superfamily 0.62 - - 23.03 4 198 0 -0.072 GO:0005737 cytoplasm

683 JW1941 ECK1956 yedI conserved inner membrane protein 1.15 0.39 1.37 10.16 3 197 5 0.804 GO:0009274 cell wall (sensu Bacteria)

684 JW0903 ECK0911 ycbC conserved inner membrane protein 1.51 0.13 1.45 26.64 5 197 2 0.044 0

685 JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 0.23 0.26 22.25 10.08 5 197 0 -0.337 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

686 JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 0.47 1.02 33.88 14.22 5 197 0 -0.346 0

687 JW5066 ECK0485 ybbM predicted inner membrane protein 2.16 0.29 1.54 18.15 5 196 7 0.726 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

688 JW4107 ECK4141 efp Elongation factor EF-P 2.16 2.74 208.24 19.68 4 196 0 -0.221 GO:0005737 cytoplasm

689 JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 0.41 2.59 208.24 9.49 3 196 0 -0.067 GO:0042597 periplasmic space

690 JW1795 ECK1804 yeaY predicted lipoprotein 1.31 0.48 - 33.16 4 196 0 -0.120 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

691 JW1863 ECK1875 cutC copper homeostasis protein 0.36 - - 16.53 2 196 0 0.016 GO:0005737 cytoplasm

692 JW0944 ECK0952 yccF conserved inner membrane protein 9.00 0.19 1.93 22.30 3 195 3 0.777 0

693 JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 1.15 9.73 199.06 23.49 5 195 0 -0.083 0

694 JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 0.36 0.33 22.71 10.53 4 194 0 -0.208 GO:0005737 cytoplasm

695 JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 0.27 0.63 54.08 9.13 4 194 0 -0.467 GO:0005737 cytoplasm

696 JW4346 ECK4375 deoB phosphopentomutase 0.33 2.17 358.47 8.85 3 194 0 -0.271 0

697 JW1715 ECK1724 yniB predicted inner membrane protein 9.00 0.53 1.93 17.42 4 191 3 0.504 0

698 JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 0.37 0.72 8.47 12.56 4 191 0 -0.006 GO:0005737 cytoplasm
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699 JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 0.87 0.32 50.89 20.06 6 191 0 -0.077 GO:0005737 cytoplasm

700 JW2571 ECK2585 kgtP alpha-ketoglutarate transporter 1.15 1.24 1.37 6.02 3 190 12 0.617 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

701 JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 99.00 3.87 4.10 17.39 3 190 3 1.369 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

702 JW0740 ECK0746 galK galactokinase 1.15 1.90 165.27 15.97 5 190 0 -0.105 GO:0030113 capsule (sensu Bacteria) -!- GO:0005737 cytoplasm

703 JW1718 ECK1727 ydjN predicted transporter 2.98 0.54 1.63 10.58 4 189 9 0.816 0

704 JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 0.90 0.51 54.08 16.17 5 189 0 -0.346 GO:0005737 cytoplasm

705 JW3662 ECK3677 yidE predicted transporter 1.42 0.50 1.43 6.33 5 188 10 0.694 0

706 JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 1.15 3.68 550.40 23.84 4 188 0 0.031 GO:0030113 capsule (sensu Bacteria)

707 JW2773 ECK2797 fucI L-fucose isomerase 0.56 0.18 9.44 10.83 5 187 0 -0.260 0

708 JW0590 ECK0591 cstA carbon starvation protein 0.78 5.04 1.27 5.85 4 186 18 0.782 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

709 JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 0.17 0.82 55.45 4.86 4 186 0 -0.609 GO:0005737 cytoplasm

710 JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 0.52 1.14 496.91 16.07 4 186 0 -0.449 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

711 JW0851 ECK0858 ybjR predicted amidase and lipoprotein 0.64 - - 16.67 3 185 0 -0.339 0

712 JW2962 ECK2988 hybC hydrogenase 2, large subunit 0.30 0.51 38.50 10.23 4 184 0 -0.140 GO:0019866 inner membrane

713 JW0661 ECK0663 nagD UMP phosphatase 0.87 0.25 115.26 23.60 3 184 0 0.109 0

714 JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 9.00 7.55 6374.36 76.27 5 184 0 -0.137 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

715 JW5837 ECK2081 yegR predicted protein 2.16 - - 41.90 4 183 0 -0.110 0

716 JW4025 ECK4057 yjcD predicted permease 0.93 0.87 1.31 6.68 2 181 13 1.121 0

717 JW3863 ECK3885 fdoI formate dehydrogenase-O, cytochrome b556 subunit 1.68 2.61 1.48 9.48 3 181 4 0.499 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

718 JW0966 ECK0974 yccZ predicted exopolysaccharide export protein 0.58 - - 18.21 4 181 0 -0.138 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

719 JW1805 ECK1814 yoaE fused predicted membrane proteins 0.64 - 1.21 6.76 3 180 7 0.452 GO:0009274 cell wall (sensu Bacteria)

720 JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 0.28 0.17 26.45 5.97 3 180 0 -0.463 GO:0005737 cytoplasm

721 JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 0.62 0.93 76.29 11.84 4 180 0 0.144 GO:0030113 capsule (sensu Bacteria)

722 JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 0.37 1.89 432.99 11.60 4 180 0 -0.378 GO:0005737 cytoplasm

723 JW0818 ECK0824 yliF predicted diguanylate cyclase 0.82 - 1.28 16.74 5 179 2 0.144 0

724 JW0887 ECK0895 focA formate transporter 20.54 1.33 2.16 9.12 3 179 6 0.772 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

725 JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 0.32 0.29 94.72 4.41 4 179 0 -0.331 0

726 JW2659 ECK2678 mprA DNA-binding transcriptional regulator 1.31 1.29 196.00 24.43 4 179 0 -0.638 GO:0005737 cytoplasm

727 JW4020 ECK4051 ssb Single-stranded DNA-binding protein 1.15 3.08 300.32 14.61 2 179 0 -0.708 GO:0005737 cytoplasm

728 JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 9.00 4.59 8598.07 34.12 3 179 0 -0.638 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

729 JW3582 ECK3597 cysE serine acetyltransferase 0.64 1.07 44.02 15.38 3 178 0 0.002 GO:0005737 cytoplasm

730 JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 0.78 4.39 539.80 18.06 2 178 0 0.022 0

731 JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 6.20 5.43 563.11 38.97 4 178 0 -0.384 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

732 JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 0.45 0.26 1.12 11.60 5 177 2 -0.109 GO:0009274 cell wall (sensu Bacteria)

733 JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 0.16 2.11 7.99 4.04 3 176 0 -0.258 GO:0005737 cytoplasm

734 JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 0.23 0.39 52.26 7.92 3 176 0 -0.381 GO:0005737 cytoplasm

735 JW0230 ECK0241 crl DNA-binding transcriptional regulator 1.51 1.44 181.53 22.56 4 176 0 -0.511 GO:0009289 fimbria -!- GO:0005737 cytoplasm

736 JW2236 ECK2234 glpB sn-glycerol-3-phosphate dehydrogenase (anaerobic), membrane anchor subunit 0.83 - - 17.42 5 176 0 0.062 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

737 JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 0.62 0.24 - 17.86 4 176 0 -0.089 GO:0005737 cytoplasm

738 JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 0.27 3.62 514.33 6.13 2 175 0 -0.334 GO:0005737 cytoplasm

739 JW0749 ECK0755 ybhA predicted hydrolase 3.64 0.50 596.53 18.38 4 175 0 -0.126 0

740 JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 4.18 7.03 1104.73 32.05 4 174 0 -0.650 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

741 JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 0.62 2.02 397.50 11.38 4 173 0 0.002 GO:0005737 cytoplasm

742 JW2273 ECK2272 nuoL NADH:ubiquinone oxidoreductase, membrane subunit L 1.00 3.94 1.33 6.36 3 172 16 0.868 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

743 JW3823 ECK3839 pepQ proline dipeptidase 0.47 3.47 233.11 10.84 4 171 0 -0.241 0

744 JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 0.41 1.43 1.09 8.02 4 170 6 0.175 0

745 JW5550 ECK3959 murI glutamate racemase 0.85 0.59 27.85 15.44 4 170 0 0.187 GO:0009274 cell wall (sensu Bacteria)

746 JW5854 ECK3820 yigL predicted hydrolase 0.50 - 73.59 21.05 3 170 0 -0.185 0

747 JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 0.97 1.97 131.26 24.45 5 170 0 -0.100 0

748 JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 0.47 - 431.71 14.40 5 170 0 -0.123 0

749 JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 2.73 15.83 2127.90 36.63 3 170 0 -0.795 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

750 JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 0.83 0.37 - 22.31 5 170 0 -0.254 GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

751 JW0915 ECK0923 pepN aminopeptidase N 0.25 1.52 142.33 5.86 5 169 0 -0.325 0

752 JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 1.03 19.14 578.35 35.04 4 169 0 -0.751 GO:0019861 flagellum -!- GO:0005737 cytoplasm

753 JW3997 ECK4029 malM maltose regulon periplasmic protein 1.51 1.30 308.96 10.46 4 168 0 -0.021 GO:0042597 periplasmic space

754 JW3601 ECK3616 rfaJ UDP-D-glucose:(galactosyl)lipopolysaccharide glucosyltransferase 0.82 0.83 1.28 16.57 5 166 1 -0.152 0

755 JW4166 ECK4204 cycA D-alanine/D-serine/glycine transporter 1.15 0.18 1.37 5.96 3 165 12 0.831 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

756 JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 1.93 0.62 17.54 35.78 6 165 0 -0.056 0

757 JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 9.00 2.49 12491.64 43.68 4 165 0 -0.705 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

758 JW2883 ECK2912 argP DNA-binding transcriptional activator, replication initiation inhibitor 0.58 0.17 - 13.47 3 165 0 -0.173 GO:0005737 cytoplasm

759 JW3941 ECK3965 birA bifunctional biotin-[acetylCoA carboxylase] holoenzyme synthetase -!- DNA-binding transcriptional repressor, bio-5'-AMP-binding 0.44 0.39 13.27 16.51 3 164 0 -0.031 GO:0005737 cytoplasm

760 JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 1.05 1.61 339.99 16.09 4 164 0 0.143 GO:0005737 cytoplasm

761 JW2100 ECK2106 mrp antiporter inner membrane protein 1.05 1.30 289.95 14.63 4 163 0 -0.002 0

762 JW2054 ECK2063 yegD predicted chaperone 0.37 0.28 - 9.78 3 162 0 -0.118 0

763 JW3578 ECK3593 lldP L-lactate permease 0.58 0.08 1.67 5.99 2 161 12 0.910 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

764 JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 0.25 0.39 - 4.90 4 161 0 -0.050 0

765 JW0438 ECK0442 mdlA fused predicted multidrug transporter subunits -!- ATP-binding components of ABC superfamily 0.49 1.55 1.14 6.27 4 160 6 0.085 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

766 JW5330 ECK2008 yeeF predicted amino-acid transporter 2.73 - 1.89 9.73 4 160 12 0.730 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

767 JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 0.62 1.03 - 15.73 4 160 0 0.113 0

768 JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 1.15 0.25 1.37 17.48 3 159 5 0.605 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

769 JW3243 ECK3269 yrdC dsRNA-binding protein 0.58 0.32 27.85 21.05 3 159 0 -0.057 0

770 JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 1.15 24.44 596.53 29.25 2 159 0 -0.056 0

771 JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 0.17 0.42 - 4.31 5 158 0 -0.241 GO:0005737 cytoplasm

772 JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 2.16 0.25 1.54 11.92 3 157 5 0.847 0

773 JW5298 ECK1825 yobH predicted protein 9.00 0.13 1.93 41.77 3 157 1 0.601 0

774 JW5713 ECK4031 ubiC chorismate pyruvate lyase 1.31 0.50 41.26 23.64 4 157 0 -0.155 GO:0005737 cytoplasm

775 JW2889 ECK2918 yggE conserved protein 1.31 0.98 1446.53 17.89 4 157 0 -0.252 0

776 JW5878 ECK2532 csiE stationary phase inducible protein 0.26 1.17 - 7.98 2 157 0 -0.231 0

777 JW5184 ECK1179 cvrA predicted cation/proton antiporter 0.78 - 1.27 7.27 3 156 11 0.668 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

778 JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 1.68 2.02 1104.73 15.91 3 156 0 0.138 GO:0005737 cytoplasm

779 JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 3.64 2.91 2.22 9.50 4 155 8 0.658 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

780 JW5309 ECK1876 yecM predicted metal-binding enzyme 0.58 0.44 27.85 19.15 2 155 0 -0.380 0

781 JW3465 ECK3483 prlC oligopeptidase A 0.25 1.36 161.74 11.62 4 155 0 -0.416 0

782 JW5448 ECK2805 ygdI predicted protein 4.62 0.96 1.75 41.33 3 154 1 -0.523 0

783 JW5641 ECK3631 ttk division inhibitor 0.78 0.55 74.94 14.65 2 154 0 -0.306 0

784 JW0108 ECK0111 aroP aromatic amino acid transporter 1.68 0.15 1.48 5.47 3 153 12 0.812 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

785 JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 1.03 0.20 1.69 12.24 3 153 1 0.073 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

786 JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 4.18 3.10 791.36 28.50 5 153 0 -0.154 GO:0005737 cytoplasm

787 JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 1.68 6.88 791.36 29.13 3 153 0 -0.369 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

788 JW5062 ECK0451 ylaB conserved inner membrane protein 0.37 0.58 1.06 4.84 3 152 2 -0.136 0

789 JW1175 ECK1174 nhaB sodium:proton antiporter 1.03 0.30 1.34 7.80 4 152 12 0.806 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

790 JW5380 ECK2318 trmC fused 5-methylaminomethyl-2-thiouridine forming enzyme methyltransferase -!- FAD-dependent demodification enzyme 0.27 1.42 8.47 7.19 3 152 0 -0.280 0

791 JW1698 ECK1706 nlpC predicted lipoprotein 1.31 0.29 - 35.71 4 152 0 -0.292 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

792 JW4028 ECK4060 actP acetate transporter 1.00 0.86 1.33 5.28 3 151 13 0.793 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

793 JW2389 ECK2388 nupC nucleoside (except guanosine) transporter 2.16 1.93 1.54 8.50 3 151 8 0.903 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

794 JW0003 ECK0004 thrC threonine synthase 0.32 1.16 81.25 12.38 3 151 0 -0.097 GO:0005737 cytoplasm

795 JW4352 ECK4381 radA predicted repair protein 0.30 0.46 9.44 7.83 3 150 0 0.038 0

796 JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 0.35 0.50 17.07 10.30 3 150 0 -0.020 0

797 JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 0.62 1.31 76.29 14.57 4 150 0 -0.148 0

798 JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 2.98 10.63 15625.86 36.96 3 150 0 -0.620 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

799 JW2598 ECK2613 smpA small membrane lipoprotein 99.00 0.41 - 48.67 2 150 0 -0.087 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

800 JW5382 ECK2346 yfdI CPS-53 (KpLE1) prophage; predicted inner membrane protein 0.44 1.00 1.11 8.80 3 149 10 0.488 0

801 JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 0.24 1.13 7.02 7.85 5 149 0 -0.341 0

802 JW0685 ECK0685 kdpB potassium translocating ATPase, subunit B 0.24 0.28 0.94 6.89 3 148 7 0.358 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

803 JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 1.51 0.44 1.44 17.35 4 148 3 0.877 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

804 JW1084 ECK1084 tmk thymidylate kinase 0.85 0.36 40.34 26.76 4 148 0 -0.202 0

805 JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 0.25 1.30 92.03 6.74 2 148 0 -0.240 GO:0005737 cytoplasm

806 JW0781 ECK0786 rhlE RNA helicase 0.27 0.71 - 9.25 3 148 0 -0.506 0

807 JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 0.52 0.67 11.36 14.72 4 147 0 -0.275 GO:0019866 inner membrane

808 JW2023 ECK2032 rfbC dTDP-4-deoxyrhamnose-3,5-epimerase 1.03 1.05 33.42 27.57 4 147 0 -0.204 GO:0005737 cytoplasm -!- GO:0005737 cytoplasm

809 JW3142 ECK3164 secG preprotein translocase membrane subunit 315.23 0.92 2.60 30.00 4 146 2 0.375 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

810 JW3811 ECK3828 yigP conserved protein 1.37 0.73 37.12 19.40 3 146 0 0.021 0

811 JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 1.61 11.32 727.17 33.08 4 146 0 -0.100 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

812 JW0797 ECK0801 dps Fe-binding and storage protein 1.15 13.68 1302.81 20.36 3 146 0 -0.214 GO:0005737 cytoplasm

813 JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 0.45 3.93 941.79 10.10 4 145 0 -0.146 GO:0005737 cytoplasm

814 JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 4.18 3.28 2.10 19.61 5 144 6 0.767 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

815 JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 0.41 0.79 54.08 12.76 4 143 0 -0.267 GO:0005737 cytoplasm

816 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 0.31 1.39 65.90 7.42 4 143 0 -0.477 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

817 JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 1.78 1.57 521.98 25.00 4 143 0 -0.153 GO:0005737 cytoplasm

818 JW3584 ECK3599 secB protein export chaperone 2.98 9.85 2585.84 20.00 3 143 0 -0.188 GO:0005737 cytoplasm

819 JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 1.37 - 1.57 17.87 3 141 5 0.444 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

820 JW3129 ECK3148 yhbW predicted enzyme 0.64 0.46 18.96 14.63 3 141 0 -0.166 0

821 JW5608 ECK3749 yieP predicted transcriptional regulator 1.37 0.84 99.64 19.13 3 141 0 -0.079 0

822 JW1803 ECK1812 sdaA L-serine deaminase I 0.78 0.35 117.04 9.69 4 141 0 -0.051 0

823 JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 0.41 0.33 - 14.24 3 141 0 -0.164 GO:0019866 inner membrane

824 JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 0.23 0.22 85.75 9.74 2 140 0 -0.452 0

825 JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 1.37 4.40 5385.32 45.74 3 139 0 -0.468 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

826 JW1714 ECK1723 yniA predicted phosphotransferase/kinase 0.64 1.67 30.64 15.03 3 138 0 -0.314 0

827 JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 0.33 0.64 - 18.37 3 138 0 0.023 0

828 JW1214 ECK1217 narK nitrate/nitrite transporter 1.00 7.54 1.33 6.26 2 137 12 0.678 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

829 JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 0.31 1.69 24.12 7.75 2 137 0 0.131 GO:0005737 cytoplasm

830 JW2662 ECK2681 luxS S-ribosylhomocysteinase 1.15 1.13 596.53 22.81 4 137 0 -0.323 0

831 JW0800 ECK0804 ybiP predicted hydrolase, inner membrane 0.55 - 1.17 10.82 4 136 4 -0.117 GO:0009274 cell wall (sensu Bacteria)

832 JW2362 ECK2361 dsdX predicted transporter 0.78 - 1.27 3.82 2 136 12 1.122 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

833 JW5856 ECK3773 trxA thioredoxin 1 1.15 2.04 1909.42 25.69 2 136 0 0.025 0

834 JW2647 ECK2666 ygaM predicted protein 1.37 4.32 1.81 29.20 3 135 1 -0.501 0

835 JW0513 ECK0517 lpxH UDP-2,3-diacylglucosamine pyrophosphatase 0.64 - - 11.25 3 135 0 0.004 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria)

836 JW2183 ECK2187 ccmG periplasmic thioredoxin of cytochrome c-type biogenesis 13.68 - 2.05 24.32 4 134 1 -0.188 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

837 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 0.58 4.44 84.40 18.10 3 134 0 -0.025 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

838 JW0047 ECK0049 folA dihydrofolate reductase 4.62 0.85 208.24 37.11 4 134 0 -0.294 0
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839 JW1218 ECK1221 narI nitrate reductase 1, gamma (cytochrome b(NR)) subunit 0.93 1.06 1.31 4.44 2 133 5 0.575 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

840 JW4313 ECK4340 hsdR endonuclease R 0.08 1.52 4.08 2.53 3 133 0 -0.489 GO:0005737 cytoplasm

841 JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 0.23 0.20 0.93 6.79 3 132 4 0.129 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

842 JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 0.50 0.79 34.35 12.96 3 132 0 -0.404 0

843 JW4340 ECK4369 yjjU predicted esterase 0.27 0.43 - 9.52 2 132 0 -0.152 0

844 JW5513 ECK3074 ygjO predicted methyltransferase small domain 0.26 - - 6.08 2 132 0 -0.181 0

845 JW2927 ECK2955 yggH tRNA (m7G46) methyltransferase, SAM-dependent 2.16 0.82 64.08 20.92 4 131 0 -0.397 0

846 JW3664 ECK3679 ibpA heat shock chaperone 1.37 0.59 146.75 24.82 3 130 0 -0.525 0

847 JW5089 ECK0623 lipB lipoyl-protein ligase 1.31 0.37 - 15.96 3 130 0 -0.178 0

848 JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 0.16 0.52 17.07 6.03 2 129 0 -0.261 GO:0005737 cytoplasm

849 JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 0.50 1.84 109.47 15.48 3 129 0 -0.283 GO:0005737 cytoplasm

850 JW2167 ECK2173 yejE predicted oligopeptide transporter subunit -!- membrane component of ABC superfamily 0.43 - 1.10 7.04 2 128 6 0.378 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

851 JW2904 ECK2932 speB agmatinase 0.64 0.80 229.62 18.63 3 128 0 -0.105 0

852 JW1163 ECK1162 minE cell division topological specificity factor 1.68 1.69 1104.73 40.91 3 128 0 -0.294 GO:0005737 cytoplasm

853 JW1271 ECK1274 yciS conserved inner membrane protein 999.00 0.47 3.22 22.55 2 127 2 0.680 0

854 JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 0.47 - 596.53 15.28 2 127 0 0.021 GO:0030113 capsule (sensu Bacteria) -!- GO:0005737 cytoplasm

855 JW5042 ECK0307 ykgG predicted transporter 0.31 - - 10.39 2 127 0 -0.135 0

856 JW0764 ECK0770 moaA molybdopterin biosynthesis protein A 0.21 3.37 - 8.21 2 127 0 -0.354 0

857 JW2454 ECK2465 acrD aminoglycoside/multidrug efflux system 0.12 - 0.76 2.80 2 126 11 0.160 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

858 JW5258 ECK1580 ynfC predicted protein 1.31 0.29 - 31.78 4 126 0 -0.411 0

859 JW1018 ECK1021 ycdY conserved protein 1.15 0.25 224.39 19.02 3 125 0 -0.166 0

860 JW0867 ECK0875 infA translation initiation factor IF-1 2.16 1.90 2308.02 47.22 2 125 0 -0.354 GO:0005737 cytoplasm

861 JW0147 ECK0150 fhuC iron-hydroxamate transporter subunit -!- ATP-binding component of ABC superfamily 0.50 - - 11.70 3 125 0 0.015 GO:0005737 cytoplasm

862 JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 0.15 0.32 25.99 5.80 3 124 0 -0.101 0

863 JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 1.68 2.94 791.36 25.84 3 124 0 -0.673 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

864 JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 1.15 0.55 - 27.38 4 124 0 -0.298 GO:0005737 cytoplasm

865 JW2243 ECK2242 yfaY conserved protein 0.23 0.20 25.05 10.75 2 123 0 -0.055 0

866 JW0046 ECK0048 kefC potassium:proton antiporter 0.39 - 1.08 5.97 4 122 13 0.457 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

867 JW5300 ECK1830 proQ predicted structural transport element 0.50 0.98 459.44 11.64 3 122 0 -0.776 0

868 JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 0.93 8.45 1104.73 22.34 2 121 0 -0.784 GO:0005737 cytoplasm

869 JW5604 ECK3770 rep DNA helicase and single-stranded DNA-dependent ATPase 0.11 0.34 13.75 3.57 2 120 0 -0.408 GO:0005737 cytoplasm

870 JW2795 ECK2823 thyA thymidylate synthetase 0.43 0.28 219.60 9.09 2 120 0 -0.382 GO:0005737 cytoplasm

871 JW4113 ECK4148 frdC fumarate reductase (anaerobic), membrane anchor subunit 5.81 1.44 1.81 19.85 4 119 3 0.554 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

872 JW5196 ECK1261 yciO conserved protein 0.67 1.37 118.82 13.11 2 119 0 -0.311 0

873 JW5304 ECK1857 yebA predicted peptidase 0.36 - 1.06 7.73 4 118 1 -0.458 0

874 JW5790 ECK4342 yjiA predicted GTPase 0.58 1.67 110.81 10.69 3 118 0 -0.085 0

875 JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 0.87 7.00 196.00 27.85 3 118 0 -0.472 GO:0005737 cytoplasm

876 JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 0.78 1.66 1.27 6.85 3 117 12 0.846 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

877 JW3203 ECK3223 degQ serine endoprotease, periplasmic 0.35 0.27 1.68 10.33 2 117 1 0.055 0

878 JW5567 ECK3877 yihW predicted DNA-binding transcriptional regulator 0.33 1.27 25.99 11.49 2 116 0 -0.054 0

879 JW3154 ECK3176 ispB octaprenyl diphosphate synthase 0.64 0.33 44.02 15.48 2 116 0 -0.095 0

880 JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 0.47 0.53 397.50 9.20 2 116 0 0.061 0

881 JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 0.26 1.64 217.85 6.07 3 115 0 -0.541 GO:0042597 periplasmic space

882 JW2184 ECK2188 ccmF heme lyase, CcmF subunit 1.42 - 1.43 7.57 4 114 15 0.641 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

883 JW1377 ECK1379 ynbE predicted lipoprotein 1.51 0.48 - 32.79 2 114 0 0.297 0

884 JW2758 ECK2781 gudD (D)-glucarate dehydratase 1 0.19 0.45 - 8.97 2 114 0 -0.222 0

885 JW2713 ECK2738 pcm L-isoaspartate protein carboxylmethyltransferase type II 0.52 1.39 41.26 11.06 2 113 0 -0.158 0

886 JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 0.19 0.59 16.12 7.69 3 112 0 -0.332 GO:0005737 cytoplasm

887 JW2665 ECK2685 yqaB predicted hydrolase 0.58 0.66 47.23 19.68 2 112 0 -0.027 0

888 JW1596 ECK1599 ydgH predicted protein 0.37 2.85 172.75 15.29 3 112 0 -0.324 0

889 JW2260 ECK2259 menF isochorismate synthase 2 0.17 1.48 - 5.10 2 112 0 -0.340 0

890 JW3221 ECK3240 yhdA conserved inner membrane protein 0.18 0.35 0.87 5.11 3 111 2 -0.192 0

891 JW2860 ECK2887 recJ ssDNA exonuclease, 5' --> 3'-specific 0.23 0.22 11.36 9.19 3 111 0 -0.069 0

892 JW3444 ECK3463 nikD nickel transporter subunit -!- ATP-binding component of ABC superfamily 0.39 0.33 - 7.09 2 111 0 0.297 GO:0005737 cytoplasm

893 JW2555 ECK2569 rseB anti-sigma factor 0.31 0.55 - 9.43 2 111 0 -0.257 GO:0005737 cytoplasm

894 JW0107 ECK0110 ampE predicted inner membrane protein 0.31 - 1.01 6.69 2 110 4 0.474 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

895 JW1179 ECK1178 dadX alanine racemase 2, PLP-binding 0.39 0.80 26.45 8.99 3 110 0 -0.026 0

896 JW5736 ECK4138 yjeI conserved protein 16.78 1.09 - 36.75 3 110 0 -0.076 0

897 JW1111 ECK1111 potB polyamine transporter subunit -!- membrane component of ABC superfamily 0.78 0.63 1.27 7.27 2 109 6 0.985 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

898 JW0194 ECK0198 metI DL-methionine transporter subunit -!- membrane component protein of ABC superfamily 3.64 0.22 1.69 13.36 2 109 5 0.994 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

899 JW3213 ECK3233 tldD predicted peptidase 0.21 1.01 64.08 7.69 2 109 0 -0.123 0

900 JW5535 ECK3180 yrbB predicted protein 1.51 - 136.13 24.74 2 109 0 0.032 0

901 JW0368 ECK0372 sbmA predicted transporter 0.70 - 1.24 9.11 3 108 8 0.535 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

902 JW5652 ECK3561 avtA valine-pyruvate aminotransferase 0.47 0.27 14.22 9.35 3 108 0 -0.065 0

903 JW0904 ECK0912 smtA S-adenosylmethionine-dependent methyltransferase 0.43 1.19 48.60 9.96 2 108 0 -0.402 0

904 JW2601 ECK2616 smpB trans-translation protein 1.15 1.04 224.39 28.75 3 108 0 -0.581 0

905 JW1631 ECK1635 ydhA predicted lipoprotein 4.18 0.28 - 48.62 4 108 0 -0.314 0

906 JW1782 ECK1791 yoaF conserved outer membrane protein 3.64 - - 38.10 2 108 0 -0.167 0

907 JW5633 ECK3680 yidQ conserved outer membrane protein 2.16 - - 21.82 2 108 0 -0.035 0

908 JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 0.19 0.55 142.33 3.85 2 107 0 -0.133 0

909 JW3903 ECK3924 hslV peptidase component of the HslUV protease 0.78 2.43 146.75 10.23 2 107 0 -0.034 GO:0005737 cytoplasm

910 JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 1.00 3.39 645.93 18.72 3 107 0 0.230 0

911 JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 5.31 3.33 2.60 11.07 2 106 5 0.807 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

912 JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 0.17 0.59 136.13 5.64 2 106 0 -0.452 0

913 JW1958 ECK1972 yeeI conserved protein 0.93 0.50 - 10.94 2 106 0 -0.142 0

914 JW1327 ECK1329 uspE stress-induced protein 0.33 - 175.38 10.13 2 105 0 -0.207 0

915 JW1793 ECK1802 rnd ribonuclease D 0.27 0.15 - 5.87 2 105 0 -0.150 GO:0005737 cytoplasm

916 JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 0.18 1.05 8.96 7.58 3 104 0 -0.358 GO:0005737 cytoplasm

917 JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 0.13 0.80 11.36 5.96 3 104 0 -0.289 GO:0005737 cytoplasm

918 JW5687 ECK3410 glpG predicted intramembrane serine protease 0.93 0.46 1.31 5.80 2 103 6 0.370 0

919 JW0629 ECK0627 mrdB cell wall shape-determining protein 0.78 0.13 1.27 10.81 3 102 9 0.908 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

920 JW2277 ECK2276 nuoH NADH:ubiquinone oxidoreductase, membrane subunit H 0.52 6.26 1.79 7.69 2 102 8 0.810 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

921 JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 0.21 0.11 45.40 5.18 2 102 0 -0.168 GO:0005737 cytoplasm

922 JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 0.54 1.06 99.64 10.53 3 102 0 -0.204 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

923 JW1323 ECK1327 ynaI conserved inner membrane protein 0.52 0.80 1.16 5.83 2 101 4 0.356 GO:0009274 cell wall (sensu Bacteria)

924 JW4279 ECK4307 fimC chaperone, periplasmic 0.78 0.17 1.27 25.31 4 101 1 -0.208 GO:0009289 fimbria -!- GO:0042597 periplasmic space

925 JW3036 ECK3054 ygjD predicted peptidase 0.31 0.29 24.12 8.01 2 101 0 0.015 0

926 JW3070 ECK3090 yqjE conserved inner membrane protein 1.15 0.82 1.37 13.43 2 100 2 0.346 0

927 JW3332 ECK3357 yhfL conserved secreted peptide 9.00 - - 50.91 2 99 0 0.320 0

928 JW2547 ECK2561 acpS holo-[acyl-carrier-protein] synthase 1 0.78 0.17 - 16.67 2 99 0 0.013 GO:0005737 cytoplasm

929 JW5429 ECK2697 srlA glucitol/sorbitol-specific enzyme IIC component of PTS 1.15 0.92 1.37 4.81 2 98 3 0.504 0

930 JW3038 ECK3056 dnaG DNA primase 0.14 0.55 7.02 3.27 2 98 0 -0.389 GO:0005737 cytoplasm

931 JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 0.17 - 0.85 4.88 2 97 2 -0.142 GO:0019866 inner membrane

932 JW2292 ECK2289 yfbV conserved inner membrane protein 0.93 0.31 1.31 12.58 2 97 2 -0.036 0

933 JW0684 ECK0684 kdpC potassium translocating ATPase, subunit C 2.16 0.25 1.54 11.05 2 97 1 0.085 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

934 JW1245 ECK1247 yciA predicted hydrolase 1.68 0.46 44.02 26.52 3 97 0 0.118 0

935 JW5185 ECK1186 dhaH fused predicted dihydroxyacetone-specific PTS enzyme HPr component -!- EI component 0.22 0.23 57.72 4.03 2 97 0 -0.017 0

936 JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 0.78 1.37 146.75 23.68 4 97 0 -0.185 0

937 JW5526 ECK3113 garR tartronate semialdehyde reductase 0.44 12.19 231.80 21.28 3 97 0 0.264 0

938 JW3776 ECK3798 hemD uroporphyrinogen III synthase 0.47 0.90 - 7.72 2 97 0 -0.124 0

939 JW5078 ECK0544 nmpC DLP12 prophage; truncated outer membrane porin (pseudogene) 0.25 7.97 0.96 6.67 2 96 1 -0.489 0

940 JW0933 ECK0941 pqiA paraquat-inducible membrane protein A 0.33 0.63 1.03 7.43 2 96 8 0.581 0

941 JW3781 ECK3803 yifL predicted lipoprotein 9.00 1.52 2.60 50.75 2 96 1 -0.437 GO:00016020 membrane

942 JW5895 ECK0261 insH IS5 element protein 0.27 - 13.27 6.44 2 96 0 -0.585 0

943 JW2174 ECK2180 yejK nucleotide associated protein 0.27 - 266.13 10.45 2 96 0 -0.364 GO:0005737 cytoplasm

944 JW1089 ECK1089 hinT purine nucleoside phosphoramidase 2.16 4.03 397.50 31.09 3 96 0 -0.062 0

945 JW5737 ECK4142 ecnA entericidin A membrane lipoprotein, antidote entericidin B 3.64 0.11 - 36.59 2 96 0 0.473 0

946 JW5366 ECK2193 ccmA heme exporter subunit -!- ATP-binding component of ABC superfamily 0.47 - - 13.53 2 96 0 -0.232 GO:0005737 cytoplasm

947 JW4092 ECK4125 cadA lysine decarboxylase 1 0.18 0.18 8.96 6.29 3 95 0 -0.260 GO:0005737 cytoplasm

948 JW5186 ECK1187 dhaL dihydroxyacetone kinase, C-terminal domain 0.39 0.23 44.02 9.52 2 95 0 -0.106 0

949 JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 0.25 4.17 78.10 19.82 2 95 0 -0.722 GO:0005737 cytoplasm

950 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 0.11 2.07 27.85 4.04 2 94 0 -0.529 0

951 JW3709 ECK3724 atpC F1 sector of membrane-bound ATP synthase, epsilon subunit 1.68 3.67 397.50 38.13 3 93 0 -0.095 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

952 JW3087 ECK3105 tdcC L-threonine/L-serine transporter 0.58 0.11 1.19 4.29 2 92 11 0.737 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

953 JW5692 ECK3388 hslO heat shock protein Hsp33 0.70 0.87 177.58 14.04 3 92 0 -0.313 0

954 JW0945 ECK0953 helD DNA helicase IV 0.09 1.11 - 3.80 2 92 0 -0.413 GO:0005737 cytoplasm

955 JW4029 ECK4061 yjcH conserved inner membrane protein involved in acetate transport 9.00 0.90 1.93 26.92 3 91 2 0.424 0

956 JW2274 ECK2273 nuoK NADH:ubiquinone oxidoreductase, membrane subunit K 99.00 3.87 2.59 13.00 2 91 3 0.929 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

957 JW3466 ECK3484 yhiR predicted DNA (exogenous) processing protein 0.27 0.41 50.43 9.64 2 91 0 -0.361 0

958 JW0173 ECK0177 hlpA periplasmic chaperone 0.70 5.15 327.93 18.63 3 90 0 -0.473 GO:0009274 cell wall (sensu Bacteria) -!- GO:0042597 periplasmic space

959 JW5052 ECK0371 ampH beta-lactamase/D-alanine carboxypeptidase 0.39 0.73 - 11.43 3 90 0 -0.195 0

960 JW1299 ECK1301 pspC transcriptional activator 2.98 1.10 1.63 21.01 3 89 1 0.281 GO:0005737 cytoplasm

961 JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 0.39 0.62 18.96 8.04 2 89 0 0.047 0

962 JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 0.78 1.82 121.49 20.93 4 89 0 -0.264 0

963 JW1411 ECK1407 ydcF conserved protein 0.58 0.38 - 8.27 2 89 0 -0.143 0

964 JW5374 ECK2258 menD bifunctional 2-oxoglutarate decarboxylase -!- SHCHC synthase 0.19 0.92 - 6.12 2 89 0 -0.127 0

965 JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 0.16 - 0.83 5.31 2 88 2 -0.051 0

966 JW3898 ECK3919 glpF glycerol facilitator 4.62 0.13 1.75 9.96 3 88 6 0.735 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

967 JW3748 ECK3767 ppiC peptidyl-prolyl cis-trans isomerase C (rotamase C) 0.93 0.63 563.11 19.35 2 88 0 -0.105 0

968 JW2922 ECK2950 yggW predicted oxidoreductase 0.33 - - 8.20 2 88 0 -0.325 0

969 JW2635 ECK2654 ygaF predicted enzyme 0.18 6.54 - 6.16 2 88 0 -0.085 0

970 JW3886 ECK3907 fieF zinc transporter 0.52 0.49 1.16 9.00 2 87 6 0.378 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

971 JW1964 ECK1978 yeeN conserved protein 0.43 1.44 113.03 13.87 2 87 0 -0.258 0

972 JW4038 ECK4070 gltP glutamate/aspartate:proton symporter 0.52 0.18 1.16 2.75 2 85 10 0.878 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

973 JW4358 ECK4387 ytjC phosphoglyceromutase 2, co-factor independent 0.47 0.12 1.36 12.09 2 85 1 -0.371 GO:0005737 cytoplasm

974 JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 0.21 0.43 64.08 6.05 2 85 0 0.041 0

975 JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 1.51 9.98 1639.38 19.00 2 85 0 -0.373 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

976 JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 1.51 - 1.45 8.11 2 84 5 0.749 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

977 JW0162 ECK0165 glnD uridylyltransferase 0.08 0.45 12.79 2.70 2 84 0 -0.294 GO:0005737 cytoplasm

978 JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 0.50 0.49 58.63 12.32 3 84 0 -0.416 GO:0005737 cytoplasm
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979 JW2112 ECK2116 yehS conserved protein 0.52 0.86 - 14.10 2 84 0 -0.327 0

980 JW2697 ECK2722 hypB GTP hydrolase involved in nickel liganding into hydrogenases 0.43 2.25 - 7.93 2 84 0 -0.238 0

981 JW2487 ECK2498 ppx exopolyphosphatase 0.22 0.47 10.88 7.80 3 83 0 -0.239 0

982 JW0186 ECK0190 yaeQ conserved protein 0.43 0.60 - 10.50 2 83 0 -0.357 0

983 JW1859 ECK1871 yecO predicted methyltransferase 0.31 0.35 34.35 8.50 2 82 0 -0.145 0

984 JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 0.39 0.79 60.00 6.59 2 82 0 0.046 0

985 JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 0.43 1.61 269.17 13.38 2 82 0 -0.093 GO:0005737 cytoplasm

986 JW0560 ECK0563 cusR DNA-binding response regulator in two-component regulatory system with CusS 0.52 - - 8.37 2 82 0 0.075 0

987 JW5644 ECK3608 htrL predicted protein 0.26 1.77 - 12.28 2 82 0 -0.268 0

988 JW3974 ECK4006 aceB malate synthase A 0.23 1.71 227.60 6.38 3 81 0 -0.316 GO:0005737 cytoplasm

989 JW0065 ECK0067 thiQ thiamin transporter subunit -!- ATP-binding component of ABC superfamily 0.39 - - 12.50 2 81 0 0.117 GO:0009274 cell wall (sensu Bacteria) -!- GO:0005737 cytoplasm

990 JW3432 ECK3451 yhhM conserved protein 0.78 1.17 1.27 15.97 2 80 1 -0.462 0

991 JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 0.43 2.47 113.03 11.21 2 80 0 -0.257 GO:0005737 cytoplasm

992 JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 1.51 22.49 4064.14 33.33 2 79 0 -0.228 GO:0005737 cytoplasm

993 JW2453 ECK2464 narQ sensory histidine kinase in two-component regulatory system with NarP (NarL) 0.17 - 0.85 5.83 2 78 2 -0.152 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

994 JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 0.14 - 17.54 3.74 3 78 0 -0.438 GO:0042597 periplasmic space

995 JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 3.64 3.66 80476.72 25.35 2 78 0 -1.090 GO:0009281 cytosolic ribosome (sensu Bacteria) -!- GO:0005737 cytoplasm

996 JW3965 ECK3993 yjaH conserved protein 0.47 - - 10.82 2 78 0 -0.539 0

997 JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 0.62 2.73 266.13 12.58 3 77 0 -0.247 0

998 JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 0.35 1.43 - 5.89 3 77 0 -0.313 0

999 JW0144 ECK0147 hrpB predicted ATP-dependent helicase 0.10 0.67 - 4.70 2 77 0 -0.171 GO:0005737 cytoplasm

1000 JW5522 ECK3103 tdcE pyruvate formate-lyase 4/2-ketobutyrate formate-lyase 0.10 0.17 19.43 3.80 2 76 0 -0.294 GO:0005737 cytoplasm

1001 JW3765 ECK3783 rffA TDP-4-oxo-6-deoxy-D-glucose transaminase 0.26 0.35 37.12 6.65 2 76 0 -0.067 0

1002 JW1796 ECK1805 yeaZ predicted peptidase 0.78 0.29 54.08 12.99 3 76 0 -0.071 0

1003 JW2050 ECK2059 dcd 2'-deoxycytidine 5'-triphosphate deaminase 0.67 2.11 82.60 11.92 2 76 0 -0.162 0

1004 JW3386 ECK3409 glpR DNA-binding transcriptional repressor 0.47 0.26 129.48 8.73 2 76 0 -0.213 GO:0005737 cytoplasm

1005 JW3198 ECK3218 sspA stringent starvation protein A 0.43 2.80 177.58 7.08 2 75 0 -0.265 GO:0005737 cytoplasm

1006 JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 0.21 - 0.91 5.79 2 74 2 -0.128 0

1007 JW3006 ECK3029 ygiC predicted enzyme 0.22 1.14 68.16 6.22 2 73 0 -0.389 0

1008 JW3783 ECK3805 yigA conserved protein 0.31 0.30 15.17 13.19 2 72 0 -0.149 0

1009 JW3785 ECK3807 yigB predicted hydrolase 0.52 0.40 61.36 15.97 2 72 0 -0.329 0

1010 JW0169 ECK0173 ispU undecaprenyl pyrophosphate synthase 0.93 0.69 - 7.91 2 72 0 -0.396 GO:0005737 cytoplasm

1011 JW2493 ECK2505 xseA exonuclease VII, large subunit 0.22 0.23 - 4.82 3 72 0 -0.528 0

1012 JW4000 ECK4032 ubiA p-hydroxybenzoate octaprenyltransferase 0.93 0.07 1.31 5.52 2 70 7 0.690 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1013 JW2314 ECK2311 dedA conserved inner membrane protein 1.15 1.08 1.37 9.13 2 69 4 0.809 GO:0009274 cell wall (sensu Bacteria)

1014 JW5743 ECK4185 yjfO conserved protein 1.51 - 1.45 18.35 2 68 1 -0.055 0

1015 JW2910 ECK2938 galP D-galactose transporter 0.67 0.04 1.22 4.53 2 67 12 0.599 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1016 JW3715 ECK3730 atpE F0 sector of membrane-bound ATP synthase, subunit c 9.00 3.68 2.60 20.25 2 67 2 1.267 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1017 JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 0.93 2.98 1104.73 26.37 2 66 0 -0.524 GO:0005737 cytoplasm

1018 JW2185 ECK2189 ccmE periplasmic heme chaperone 0.58 - 1.19 19.50 2 65 1 -0.275 GO:0019866 inner membrane

1019 JW2542 ECK2556 yfhD predicted transglycosylase 0.19 0.13 - 8.05 2 65 0 -0.431 GO:0042597 periplasmic space

1020 JW5599 ECK3779 rffD UDP-N-acetyl-D-mannosaminuronic acid dehydrogenase 0.41 0.23 19.90 7.62 3 64 0 0.065 GO:0009274 cell wall (sensu Bacteria)

1021 JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 0.93 2.43 78.10 17.53 2 64 0 0.205 0

1022 JW3138 ECK3158 nusA transcription termination/antitermination L factor 0.17 1.54 1252.04 6.26 2 64 0 -0.278 GO:0005737 cytoplasm

1023 JW2288 ECK2285 yfbR deoxyribonucleoside 5'-monophosphatase 0.52 0.22 - 13.07 2 64 0 -0.216 0

1024 JW5226 ECK1416 ydcI predicted DNA-binding transcriptional regulator 0.29 - 22.71 6.19 2 63 0 -0.022 0

1025 JW5588 ECK3814 yigI conserved protein 0.78 - 64.08 12.26 2 62 0 -0.008 0

1026 JW0737 ECK0743 aroG 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, phenylalanine repressible 0.25 0.72 78.10 6.00 2 62 0 -0.182 0

1027 JW1626 ECK1630 ydgR predicted transporter 0.58 0.25 1.19 2.40 2 61 14 0.736 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1028 JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 1.51 10.44 1.45 26.92 2 61 1 0.310 GO:0009289 fimbria

1029 JW1431 ECK1429 ydcP predicted peptidase 0.12 - 15.65 3.22 2 61 0 -0.311 0

1030 JW5566 ECK3878 yihX predicted hydrolase 0.67 - 32.03 10.55 2 61 0 -0.158 0

1031 JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 0.18 1.12 111.70 5.84 2 61 0 -0.382 GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

1032 JW0671 ECK0672 fldA flavodoxin 1 0.93 1.71 791.36 13.64 2 61 0 -0.285 0

1033 JW4325 ECK4351 dnaC DNA biosynthesis protein 0.39 0.41 - 8.98 2 61 0 -0.481 0

1034 JW5637 ECK3654 yicN conserved protein 1.15 - 1.37 12.67 2 60 1 0.079 0

1035 JW0306 ECK0312 betT choline transporter of high affinity 0.33 - 1.03 2.95 2 59 12 0.337 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1036 JW5755 ECK4238 yjgF ketoacid-binding protein 0.78 2.44 539.80 17.19 2 59 0 0.086 0

1037 JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 1.68 7.83 563.11 41.11 3 59 0 -0.042 GO:0005737 cytoplasm

1038 JW2403 ECK2406 ligA DNA ligase, NAD(+)-dependent 0.16 0.57 13.75 6.86 3 58 0 -0.137 GO:0005737 cytoplasm

1039 JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 0.54 0.22 99.64 12.50 3 58 0 -0.226 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1040 JW2256 ECK2255 menC o-succinylbenzoyl-CoA synthase 0.31 0.87 - 11.56 2 58 0 -0.117 0

1041 JW1621 ECK1625 rsxC fused predicted 4Fe-4S ferredoxin-type protein 0.11 0.27 - 3.38 2 58 0 -0.416 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1042 JW2894 ECK2923 epd D-erythrose 4-phosphate dehydrogenase 0.25 2.31 18.96 7.67 2 57 0 -0.041 GO:0005737 cytoplasm

1043 JW1088 ECK1088 fhuE ferric-rhodotorulic acid outer membrane transporter 0.18 0.11 - 4.53 2 57 0 -0.522 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009279 external outer membrane (sensu Gram-negative Bacteria)

1044 JW3944 ECK3972 secE preprotein translocase membrane subunit 0.93 0.49 1.64 7.09 2 55 3 0.876 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1045 JW1610 ECK1613 uidR DNA-binding transcriptional repressor 0.47 - - 11.73 2 55 0 -0.037 GO:0005737 cytoplasm

1046 JW3600 ECK3615 rfaY lipopolysaccharide core biosynthesis protein 0.43 2.23 - 7.33 2 55 0 -0.517 GO:0019866 inner membrane

1047 JW0798 ECK0802 rhtA threonine and homoserine efflux system 3.64 0.10 1.69 4.75 2 54 10 0.948 GO:0009274 cell wall (sensu Bacteria)

1048 JW3820 ECK3836 fre flavin reductase 0.58 3.27 136.13 12.45 3 54 0 -0.123 0

1049 JW3963 ECK3991 yjaG conserved protein 0.52 1.74 151.60 10.71 2 54 0 -0.241 0

1050 JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 0.93 9.83 563.11 12.65 2 54 0 -0.392 GO:0005737 cytoplasm

1051 JW0085 ECK0088 mraY phospho-N-acetylmuramoyl-pentapeptide transferase 0.67 0.19 1.22 5.00 2 53 10 0.824 GO:0009274 cell wall (sensu Bacteria) -!- GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1052 JW5059 ECK0421 yajR predicted transporter 0.78 - 1.27 7.49 2 53 12 0.691 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1053 JW1338 ECK1341 ydaO predicted C32 tRNA thiolase 0.37 0.41 41.26 8.36 3 53 0 -0.455 0

1054 JW5248 ECK1523 marR DNA-binding transcriptional repressor 0.58 0.27 - 26.39 2 53 0 0.051 GO:0005737 cytoplasm

1055 JW3375 ECK3399 bioH carboxylesterase of pimeloyl-CoA synthesis 0.36 0.23 - 12.50 2 53 0 0.039 0

1056 JW0902 ECK0910 ycbJ conserved protein 0.26 1.28 - 2.69 2 53 0 -0.303 0

1057 JW5247 ECK1518 yneI predicted aldehyde dehydrogenase 0.22 - - 3.03 2 53 0 -0.032 0

1058 JW0909 ECK0917 ycbK conserved protein 0.36 1.45 1.06 9.34 2 52 1 -0.383 0

1059 JW2921 ECK2949 yggV dITP/XTP pyrophosphatase 0.52 0.52 151.60 19.29 2 52 0 -0.122 0

1060 JW3210 ECK3230 aaeA p-hydroxybenzoic acid efflux system component 0.36 0.08 1.06 9.35 2 51 1 -0.275 GO:0009274 cell wall (sensu Bacteria) -!- GO:0019866 inner membrane

1061 JW2965 ECK2991 hybO hydrogenase 2, small subunit 0.36 2.28 1.73 5.91 2 51 1 -0.194 GO:0019866 inner membrane

1062 JW1576 ECK1579 speG spermidine N1-acetyltransferase 0.43 0.71 48.60 10.75 2 51 0 -0.439 0

1063 JW2666 ECK2691 csrA pleiotropic regulatory protein for carbon source metabolism 1.51 11.23 70.42 31.15 2 50 0 -0.257 GO:0005737 cytoplasm

1064 JW2066 ECK2077 yegQ predicted peptidase 0.19 0.75 76.75 11.04 2 49 0 -0.410 0

1065 JW3175 ECK3197 mtgA biosynthetic peptidoglycan transglycosylase 0.43 0.19 1.10 10.74 2 48 1 0.000 GO:0009274 cell wall (sensu Bacteria)

1066 JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 0.78 2.68 2308.02 17.86 2 47 0 0.009 GO:0005737 cytoplasm

1067 JW1699 ECK1707 btuD vitamin B12 transporter subunit -!- ATP-binding component of ABC superfamily 0.36 0.51 - 13.25 2 47 0 -0.132 GO:0005737 cytoplasm

1068 JW3596 ECK3611 rfaC ADP-heptose:LPS heptosyl transferase I 0.27 0.24 - 8.15 2 45 0 -0.219 GO:0019866 inner membrane

1069 JW3365 ECK3389 yhgE predicted inner membrane protein 0.26 0.24 0.97 3.14 2 44 11 0.454 GO:0009274 cell wall (sensu Bacteria)

1070 JW3140 ECK3161 argG argininosuccinate synthetase 0.24 0.29 31.10 6.71 3 44 0 -0.371 GO:0005737 cytoplasm

1071 JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 1.15 12.56 4064.14 28.87 2 44 0 -0.004 GO:0005737 cytoplasm

1072 JW5492 ECK2983 yghU predicted S-transferase 0.33 - 1.41 5.56 2 43 1 -0.403 0

1073 JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 2.16 0.26 2.42 23.40 2 43 1 0.013 0

1074 JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 0.26 2.53 - 7.22 2 42 0 -0.460 GO:0005737 cytoplasm

1075 JW2985 ECK3008 sufI repressor protein for FtsI 0.25 0.07 - 6.38 2 41 0 -0.175 0

1076 JW5107 ECK0796 ybiN predicted SAM-dependent methyltransferase 0.36 - 17.54 6.49 2 40 0 -0.382 0

1077 JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 0.22 4.94 48.14 9.44 2 40 0 -0.325 GO:0042597 periplasmic space

1078 JW1752 ECK1761 topB DNA topoisomerase III 0.11 0.35 - 3.22 2 40 0 -0.370 GO:0005737 cytoplasm

1079 JW3455 ECK3473 yhiJ predicted protein 0.28 0.28 - 6.48 3 39 0 -0.341 0

1080 JW3968 ECK3996 zraR fused DNA-binding response regulator in two-component regulatory system with ZraS 0.19 0.34 - 6.35 2 39 0 -0.033 GO:0005737 cytoplasm

1081 JW5528 ECK3140 yraR predicted nucleoside-diphosphate-sugar epimerase 0.58 - - 16.11 2 38 0 -0.095 0

1082 JW1050 ECK1048 yceB predicted lipoprotein 0.58 0.42 27.85 12.90 2 35 0 -0.142 0

1083 JW3778 ECK3800 cyaA adenylate cyclase 0.11 0.30 - 1.89 2 35 0 -0.292 GO:0005737 cytoplasm

1084 JW5056 ECK0406 yajI predicted lipoprotein 0.78 0.10 - 15.64 2 34 0 -0.129 0

1085 JW4127 ECK4165 amiB N-acetylmuramoyl-l-alanine amidase II 0.21 0.90 - 6.07 2 34 0 -0.297 GO:0009274 cell wall (sensu Bacteria)

1086 JW0908 ECK0916 ycbB predicted carboxypeptidase 0.25 0.56 7.99 4.88 2 32 0 -0.276 0

1087 JW0396 ECK0400 tgt tRNA-guanine transglycosylase 0.21 3.66 165.27 5.87 2 30 0 -0.412 GO:0005737 cytoplasm

1088 JW2395 ECK2394 gltX glutamyl-tRNA synthetase 0.16 2.12 686.80 3.40 2 30 0 -0.528 GO:0005737 cytoplasm

1089 JW0488 ECK0493 ylbH conserved protein, rhs-like 0.43 - - 4.66 2 27 0 -0.777 0

1090 JW2943 ECK2970 glcB malate synthase G 0.12 8.77 95.62 4.01 2 26 0 -0.327 0

1091 JW5419 ECK2628 yfjP CP4-57 prophage; predicted GTP-binding protein 0.27 - - 4.88 2 24 0 0.042 0

1092 JW2045 ECK2054 wzc protein-tyrosine kinase 0.11 - 0.73 4.17 2 21 2 -0.135 0
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Supplementary Table S4-B Peptides identified from membrane-enriched fraction based on the PTS protocol.

Peptide # Peptide sequence Modification site
Accession

number
ECK number Gene Protein name

Mascot
peptide score

Observed
m/z

Charge
Observed
mass (Da)

Mass error
(Da)

Retention
time (min)

Forward
residue

Backword
residue

Other proteins

1 AAAAIAGELGLEFK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 88 680.8773 2 1359.740047 0.0004 51.81 R A 0
2 AAAAPVTGPLADDPIQETITFDDFAKVDLR JW2101 ECK2107 metG methionyl-tRNA synthetase 60 1053.2082 3 3156.60277 0.0048 65.51 K V 0
3 AAADIASR JW3119 ECK3138 yraP predicted protein 46 387.7087 2 773.402847 -0.0004 18.54 K V 0
4 AAADLISR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 43 408.7324 2 815.450247 0.0001 27.58 K D 0
5 AAADRLNTSNNTK JW0628 ECK0626 rlpA minor lipoprotein 30 459.2355 3 1374.68467 -0.0004 17.39 R V 0
6 AAAEADDIFGELSSGK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 55 790.877 2 1579.739447 0.0030 51.79 K N 0
7 AAAEADDIFGELSSGKNAPK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 50 664.3292 3 1989.96577 0.0015 45.40 K T 0
8 AAAESSIQVK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 61 502.2743 2 1002.534047 -0.0004 21.77 R N 0
9 AAAFEGELIPASQIDR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 23 844.4375 2 1686.860447 0.0029 49.41 K L 0

10 AAAFEGELIPASQIDRLATLPTYEEAIAR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 12 1039.5472 3 3115.61977 0.0009 63.34 K L 0
11 AAAICAER 57.021465@C:5 JW2294 ECK2291 pta phosphate acetyltransferase 53 431.2157 2 860.416847 -0.0005 18.93 K G 0
12 AAAIGIAMGSGTDVALETADAALTHNHLR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 102 712.616 4 2846.434894 0.0004 59.70 K G 0
13 AAALAAADAR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 71 450.7482 2 899.481847 -0.0005 21.72 R I 0
14 AAAQLQQGLADTSDENLK JW2497 ECK2509 yfgM conserved protein 82 936.9689 2 1871.923247 0.0007 36.70 K A 0
15 AAAQLQQGLADTSDENLKAVINLR JW2497 ECK2509 yfgM conserved protein 74 847.1202 3 2538.33877 -0.0014 52.09 K L 0
16 AAATGEALSLVCVDEHK 57.021465@C:12 JW0781 ECK0786 rhlE RNA helicase 49 590.9614 3 1769.86237 0.0007 40.68 R L 0
17 AAATQHNLEVLASR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 95 740.897 2 1479.779447 0.0000 30.29 R G 0
18 AAAVEQLQVWGQR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 71 728.3887 2 1454.762847 0.0000 44.08 R N 0
19 AACPRCGTTLTVAWDAPR 57.021465@C:3,57.021465@C:6 JW0933 ECK0941 pqiA paraquat-inducible membrane protein A 14 668.3243 3 2001.95107 -0.0002 54.30 K Q 0
20 AADAHGIPFTLSTVSVCPIEEVAPAIK 57.021465@C:17 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 91 1397.2268 2 2792.439047 -0.0028 60.70 K R 0
21 AADALRLPDWDAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 46 721.3741 2 1440.733647 -0.0024 46.18 R I 0
22 AADAPKPTAEK JW3904 ECK3925 ftsN essential cell division protein 43 549.7932 2 1097.571847 0.0002 14.12 R K 0
23 AADEIYFVPEGTPLSTQLVK JW5415 ECK2609 yfjD predicted inner membrane protein 26 1089.5724 2 2177.130247 0.0047 58.12 R F 0
24 AADGQMVPFSAFSSSR JW0451 ECK0456 acrB multidrug efflux system protein 42 829.3857 2 1656.756847 0.0003 48.04 R W 0
25 AADIRSDEEQTSTTTDTPATPAR JW0636 ECK0634 rlpB minor lipoprotein 54 812.0494 3 2433.12637 0.0007 26.01 R V 0
26 AADIVLQAAIAAGAPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 103 740.4304 2 1478.846247 0.0006 51.72 K D 0
27 AADLVDALGQENNPEWK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 41 935.4539 2 1868.893247 0.0029 51.41 R T 0
28 AADMTGADIEAMTR JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 82 726.8266 2 1451.638647 0.0003 42.24 K S 0
29 AAEAVIIDTIR JW2517 ECK2530 suhB inositol monophosphatase 54 586.3379 2 1170.661247 0.0004 43.58 K K 0
30 AAEAVIIDTIRK JW2517 ECK2530 suhB inositol monophosphatase 58 650.3849 2 1298.755247 -0.0005 37.29 K S 0
31 AAEFGVLVR JW0473 ECK0478 copA copper transporter 66 481.2766 2 960.538647 -0.0005 41.11 R D 0
32 AAEGWAR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 66 380.6904 2 759.366247 0.0000 21.74 K G 0
33 AAEIIHIGQAIMEQK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 93 826.4454 2 1650.876247 0.0000 47.31 R G 0
34 AAELAGNDTIPVEITR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 43 835.4422 2 1668.869847 0.0016 43.52 R V 0
35 AAENFDNVTR JW2049 ECK2058 asmA predicted assembly protein 57 568.7704 2 1135.526247 0.0004 26.64 K L 0
36 AAENFDNVTRLDR JW2049 ECK2058 asmA predicted assembly protein 15 760.876 2 1519.737447 -0.0004 34.57 K F 0
37 AAENNPELAAFIDECR 57.021465@C:15 JW0637 ECK0635 leuS leucyl-tRNA synthetase 73 910.4183 2 1818.822047 0.0014 50.07 K N 0
38 AAEQLIR JW0636 ECK0634 rlpB minor lipoprotein 35 400.7349 2 799.455247 0.0001 24.51 R K JW2200
39 AAESRPAPFLIHQESNVIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 52 745.4057 3 2233.19527 -0.0013 38.44 K A 0
40 AAETIFNGGAVPGW JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 11 695.3436 2 1388.672647 0.0004 60.26 K - 0
41 AAFDDAIAAR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 92 510.7584 2 1019.502247 -0.0014 33.47 K E 0
42 AAFDDAIAARENEQQYIR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 60 1041.0055 2 2079.996447 -0.0010 41.50 K E 0
43 AAFDFAVEHQSVER JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 75 803.3866 2 1604.758647 0.0005 39.30 K W 0
44 AAFDQWVAK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 52 518.2668 2 1034.519047 0.0006 41.76 R A 0
45 AAFSDFSK JW2577 ECK2593 yfiO predicted lipoprotein 50 436.7112 2 871.407847 0.0003 31.60 R L 0
46 AAFSNDMVYMEK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 74 703.31 2 1404.605447 0.0002 42.14 K Y 0
47 AAGAELVGMEDLADQIK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 45 865.9356 2 1729.856647 0.0010 56.97 K K 0
48 AAGAELVGMEDLADQIKK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 76 929.9817 2 1857.948847 -0.0017 51.47 K G 0
49 AAGAELVGMEDLADQIKKGEMNFDVVIASPDAMR 15.994915@M:33 JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 89 1203.2539 3 3606.73987 0.0031 67.82 K V 0
50 AAGANKVAVIK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 22 521.3238 2 1040.633047 -0.0012 19.59 K A 0
51 AAGCSTLVFTVDMPTPGAR 57.021465@C:4 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 46 975.9744 2 1949.934247 0.0004 52.79 K Y 0
52 AAGEKPENGVFWESAGEGEYTVADITKEDR JW0462 ECK0467 htpG molecular chaperone HSP90 family 29 814.6322 4 3254.499694 -0.0004 51.99 R G 0
53 AAGEPLPAVVPAGPDNPMGLYALYIGR JW0803 ECK0809 ybiS conserved protein 51 903.8078 3 2708.40157 0.0022 68.33 R L 0
54 AAGLHLQESIAEQGALR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 79 882.4737 2 1762.932847 0.0003 38.95 R D 0
55 AAGLHLQESIAEQGALRDASESDVEASLDR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 45 785.3874 4 3137.520494 -0.0020 48.85 R L 0
56 AAGLHLQESIAEQGALRDASESDVEASLDRLNR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 51 1174.5903 3 3520.74907 -0.0014 51.82 R W 0
57 AAGLLQR JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 21 364.7243 2 727.434047 -0.0001 24.52 R F 0
58 AAGNVDDQINR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 71 586.7861 2 1171.557647 -0.0004 21.12 R V 0
59 AAGQIDCSR 57.021465@C:7 JW0281 ECK0286 yagU conserved inner membrane protein 65 489.2265 2 976.438447 -0.0011 17.74 R N 0
60 AAGSLVK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 26 323.1996 2 644.384647 -0.0010 18.80 R R 0
61 AAGVETEVFFEVEADPTLSIVR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 80 1190.1068 2 2378.199047 -0.0013 65.32 K K 0
62 AAGYSWK JW4002 ECK4034 dgkA diacylglycerol kinase 20 391.6951 2 781.375647 -0.0003 25.90 K G 0
63 AAHSFNLLDAR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 25 405.5472 3 1213.61977 -0.0004 36.72 K K 0
64 AAHSFNLLDARK JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 13 448.2466 3 1341.71797 0.0026 18.90 K A 0
65 AAIAAAQANPNAK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 86 605.8297 2 1209.644847 -0.0018 20.86 R I 0
66 AAIEAAGGKIEE JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 73 579.8032 2 1157.591847 -0.0010 27.85 R - 0
67 AAIEAAR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 57 351.2006 2 700.386647 0.0000 17.49 K T 0
68 AAIEYAIANDRDSVTLVHK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 55 696.0364 3 2085.08737 0.0019 39.74 R G 0
69 AAILNTAR JW5689 ECK3404 malP maltodextrin phosphorylase 20 415.2481 2 828.481647 0.0000 18.73 R C 0
70 AAINAPMQGTAADIIKR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 17 580.985 3 1739.93317 -0.0021 38.81 R A 0
71 AAISQASDVAALDNVRVEYLGK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 63 764.073 3 2289.19717 0.0009 51.21 K K 0
72 AAITAAYR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 54 418.7348 2 835.455047 -0.0001 24.01 R R 0
73 AAITAEIR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 19 422.7484 2 843.482247 0.0009 27.66 K L 0
74 AAKPAQPEVVEALQSALNALEER JW4120 ECK4155 yjeP predicted mechanosensitive channel 94 1217.65 2 2433.285447 -0.0008 68.72 K K 0
75 AALAAGGEAAK JW1596 ECK1599 ydgH predicted protein 50 465.2561 2 928.497647 0.0000 19.26 R K 0
76 AALADFIVDNR JW2019 ECK2028 wbbI conserved protein 33 602.8194 2 1203.624247 -0.0005 49.85 K I 0
77 AALAGAVNTLMR JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 65 594.3318 2 1186.649047 -0.0001 42.79 R L 0
78 AALASALGEYFER JW0888 ECK0896 ycaO conserved protein 85 699.3582 2 1396.701847 0.0033 54.38 K L 0
79 AALELAEQR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 52 500.775 2 999.535447 0.0006 29.95 K E 0
80 AALELEPNNSNTQAALGYALWDSGDIAQSR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 59 1059.1814 3 3174.52237 0.0005 61.41 R E 0
81 AALESTLAAITESLK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 65 759.4245 2 1516.834447 -0.0004 66.43 K E 0
82 AALIDCLAPDR 57.021465@C:6 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 62 607.8135 2 1213.612447 -0.0001 42.13 R R 0
83 AALIDCLAPDRR 57.021465@C:6 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 54 457.5783 3 1369.71307 -0.0005 38.17 R V 0
84 AALIDCLAPDRRVEIEVK 57.021465@C:6 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 13 1034.5655 2 2067.116447 0.0019 46.20 R G 0
85 AALIPTVDSAK JW5066 ECK0485 ybbM predicted inner membrane protein 25 543.3138 2 1084.613047 0.0003 36.14 R T 0
86 AALLFPLADANVVSEDVLRESVGK JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 21 838.458 3 2512.35217 -0.0013 67.90 R S 0
87 AALQISQSGQTCALLSK 57.021465@C:12 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 103 888.4718 2 1774.929047 0.0044 41.70 R V 0
88 AALQNTILK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 39 486.2978 2 970.581047 0.0000 33.60 K G 0
89 AAMEDVLK JW2662 ECK2681 luxS S-ribosylhomocysteinase 25 438.7285 2 875.442447 0.0001 34.22 K V 0
90 AAMESGAITLK JW1175 ECK1174 nhaB sodium:proton antiporter 32 546.2908 2 1090.567047 -0.0022 32.56 K Q 0
91 AAMTVAALCEK 57.021465@C:9 JW3370 ECK3394 yhgF predicted transcriptional accessory protein 69 582.7915 2 1163.568447 0.0007 35.61 K H 0
92 AANDDLLNSFWLLDSEKGEAR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 53 788.7216 3 2363.14297 0.0038 63.43 K C 0
93 AANIIGIQIEFAK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 52 694.4009 2 1386.787247 0.0001 56.57 K V 0
94 AANIILHCEGK 57.021465@C:8 JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 48 613.3208 2 1224.627047 -0.0013 25.91 R V 0
95 AANIIVK JW4113 ECK4148 frdC fumarate reductase (anaerobic), membrane anchor subunit 32 364.7367 2 727.458847 -0.0003 22.95 K D 0
96 AANIIVKDEK JW4113 ECK4148 frdC fumarate reductase (anaerobic), membrane anchor subunit 54 550.8192 2 1099.623847 0.0003 20.53 K M 0
97 AANPNGFLVYFSDHGEEVYDTPPHK JW3927 ECK3946 yijP conserved inner membrane protein 55 935.4366 3 2803.28797 0.0002 52.56 K T 0
98 AAPAPAAAAPK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 41 468.2695 2 934.524447 0.0008 19.14 K A 0
99 AAPATPAAPAQPGLLSR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 39 794.9437 2 1587.872847 -0.0004 35.44 K F 0
100 AAPAVVNVYNR JW3204 ECK3224 degS serine endoprotease, periplasmic 51 587.3224 2 1172.630247 0.0002 31.95 R G 0
101 AAPCIIFIDEIDAVGR 57.021465@C:4 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 61 880.4563 2 1758.898047 0.0007 65.31 K Q 0
102 AAPEITR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 29 379.2137 2 756.412847 -0.0001 20.43 K E 0
103 AAPEVKTEEK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 20 551.293 2 1100.571447 0.0002 16.29 K C 0
104 AAPSYEELSNSQELLETGIK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 57 1090.0414 2 2178.068247 -0.0009 51.61 R V 0
105 AAPTPAKPMGPNDYMVIGLAR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 22 724.0434 3 2169.10837 0.0010 46.15 K I 0
106 AAQGIGAGLLTAR JW1315 ECK1318 ycjF conserved inner membrane protein 37 599.8485 2 1197.682447 -0.0004 41.29 R L 0
107 AAQIWWQQNQSK JW0186 ECK0190 yaeQ conserved protein 61 744.373 2 1486.731447 -0.0001 39.60 R C 0
108 AAQSDPNCFFIDDENSR 57.021465@C:8 JW2363 ECK2362 dsdA D-serine ammonia-lyase 60 993.4201 2 1984.825647 0.0035 43.44 K T 0
109 AAQSLVNQR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 61 493.7727 2 985.530847 0.0005 21.39 R Q 0
110 AAQVPVVVAVNK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 27 597.8644 2 1193.714247 0.0011 34.63 K I 0
111 AAQYVASHPGEVCPAK 57.021465@C:13 JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 85 842.9097 2 1683.804847 0.0009 23.00 K W 0
112 AASEAVKDAALSCDQFFVNHR 57.021465@C:13 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 73 779.3741 3 2335.10047 -0.0010 43.58 R W 0
113 AASHLNDELK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 48 549.2828 2 1096.551047 -0.0002 22.09 R G 0
114 AASHLNDELKGAWAAR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 61 428.2232 4 1708.863694 -0.0008 35.51 R T 0
115 AASIEALK JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 41 401.737 2 801.459447 -0.0001 27.98 R I 0
116 AASIPDATER JW0088 ECK0091 murG N-acetylglucosaminyl transferase 46 515.7617 2 1029.508847 -0.0002 23.64 R V 0
117 AASQSIIPVDTK JW2894 ECK2923 epd D-erythrose 4-phosphate dehydrogenase 18 615.3414 2 1228.668247 0.0019 34.02 R L 0
118 AASSQMLDR JW1218 ECK1221 narI nitrate reductase 1, gamma (cytochrome b(NR)) subunit 84 489.737 2 977.459447 -0.0006 22.16 R K 0
119 AASSQMLDRK JW1218 ECK1221 narI nitrate reductase 1, gamma (cytochrome b(NR)) subunit 49 553.7848 2 1105.555047 0.0002 19.11 R G 0
120 AATAEVAIVAIQK JW4026 ECK4058 yjcE predicted cation/proton antiporter 31 642.8801 2 1283.745647 0.0008 40.98 R M 0
121 AATAGNGNEAAIEAQAAGVEQR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 39 1050.0104 2 2098.006247 0.0025 35.79 R L 0
122 AATALQLEQVLR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 66 656.8831 2 1311.751647 0.0006 48.76 K E 0
123 AATDNGGSLIK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 40 523.7773 2 1045.540047 -0.0003 24.69 K E 0
124 AATHDVLAGLTAR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 87 648.3567 2 1294.698847 -0.0005 35.61 R E 0
125 AATILAEQLEAFVDLR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 35 880.4831 2 1758.951647 0.0001 71.60 R D 0
126 AATYEQIK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 43 462.2452 2 922.475847 -0.0001 23.11 K A 0
127 AAVADCLAATDKR 57.021465@C:6 JW5599 ECK3779 rffD UDP-N-acetyl-D-mannosaminuronic acid dehydrogenase 26 681.3456 2 1360.676647 -0.0003 25.44 K A 0
128 AAVAGIAMGLVK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 51 550.8273 2 1099.640047 -0.0022 47.24 K E 0
129 AAVEEGVVAGGGVALIR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 65 784.4448 2 1566.875047 0.0021 46.85 R V 0
130 AAVEGIPALKK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 36 548.8395 2 1095.664447 -0.0008 30.51 K Q 0
131 AAVETAR JW0452 ECK0457 acrA multidrug efflux system 58 359.1981 2 716.381647 -0.0001 14.15 K I 0
132 AAVLCFAAESVATDCQR 57.021465@C:5,57.021465@C:15 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 87 934.9353 2 1867.856047 0.0004 47.58 R E 0
133 AAVLVKK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 25 364.7551 2 727.495647 0.0000 17.20 K V 0
134 AAVTMPSSK JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 38 446.2337 2 890.452847 -0.0003 23.12 K L 0
135 AAVVVTDPR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 69 464.2657 2 926.516847 -0.0017 24.51 R T 0
136 AAWINEAAFR JW4002 ECK4034 dgkA diacylglycerol kinase 52 574.7961 2 1147.577647 0.0003 44.28 R Q 0
137 AAYAVVDDGKR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 73 582.8037 2 1163.592847 -0.0005 22.21 K T 0
138 AAYSSGKPAIGVGAGNTPVVIDETADIKR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 82 953.1744 3 2856.50137 0.0033 40.60 K A 0
139 ACAEDDPQLSGR 57.021465@C:2 JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 68 659.7881 2 1317.561647 -0.0003 22.41 K H 0
140 ACFKPVEELL 57.021465@C:2 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 43 603.3159 2 1204.617247 0.0010 51.53 R - 0
141 ACHGLFPK 57.021465@C:2 JW0861 ECK0868 ybjX conserved protein 42 465.2369 2 928.459247 0.0004 25.56 K R 0
142 ACIGIITNPVNTTVAIAAEVLKK 57.021465@C:2 JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 36 799.4579 3 2395.35187 0.0012 69.15 K A 0
143 ACQALLR 57.021465@C:2 JW5608 ECK3749 yieP predicted transcriptional regulator 18 416.2287 2 830.442847 -0.0004 23.50 K S 0
144 ACQVACSEWNDIRDTVGNNIGVYDNPNDLSAK 57.021465@C:2,57.021465@C:6 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 139 1199.2104 3 3594.60937 -0.0010 56.72 K S 0
145 ACVDIGYR 57.021465@C:2 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 45 477.2288 2 952.443047 -0.0006 28.86 K G 0
146 ADAALLDEMINNIQFIPGDFTR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 31 1232.6135 2 2463.212447 0.0020 77.59 K A 0
147 ADAASGLPLLQLGVALK JW2504 ECK2516 yfhM conserved protein 62 818.986 2 1635.957447 0.0015 65.27 R T 0
148 ADAATAISELNALGVK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 97 772.4199 2 1542.825247 0.0000 56.51 R G 0
149 ADAIFIEELR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 70 588.8166 2 1175.618647 0.0000 50.45 R K 0
150 ADAPGVYVGEK JW5089 ECK0623 lipB lipoyl-protein ligase 16 553.2797 2 1104.544847 -0.0002 27.87 R K 0
151 ADCLGIIGVAR 57.021465@C:3 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 105 572.8104 2 1143.606247 -0.0008 42.45 R D 0
152 ADCLLYANGR 57.021465@C:3 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 26 576.7776 2 1151.540647 0.0013 33.53 K T 0
153 ADDALWR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 60 423.7089 2 845.403247 0.0000 33.23 R R 0
154 ADDALWRR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 18 501.7589 2 1001.503247 -0.0010 28.78 R T 0
155 ADDKLIAAAEACIAELNLNAVR 57.021465@C:12 JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 119 1171.1127 2 2340.210847 0.0002 67.62 K G 0
156 ADDPFIK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 34 403.208 2 804.401447 -0.0002 33.01 R S 0
157 ADDPGGLTK JW1446 ECK1445 yncD predicted iron outer membrane transporter 46 437.2192 2 872.423847 -0.0001 19.73 K A 0
158 ADEIQIYK JW3841 ECK3863 glnA glutamine synthetase 37 490.2584 2 978.502247 0.0000 31.84 K Y 0
159 ADESDLILEGYIAFLDPPKETTAPALK JW4201 ECK4237 mgtA magnesium transporter 35 973.1724 3 2916.49537 -0.0053 70.61 R A 0
160 ADFEEHKDEVDWL JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 47 816.8628 2 1631.711047 0.0007 47.77 R - 0
161 ADGAMDAGNMLKPALAR JW2573 ECK2590 clpB protein disaggregation chaperone 48 851.4245 2 1700.834447 0.0007 41.95 K G 0
162 ADGAYLYDVDGK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 35 643.7986 2 1285.582647 0.0000 38.04 K A 0
163 ADGFQQLK JW3466 ECK3484 yhiR predicted DNA (exogenous) processing protein 32 453.7373 2 905.460047 -0.0006 27.46 K A 0
164 ADGLPYKDKNQLVTMASIIEK JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 36 778.75 3 2333.22817 -0.0019 50.76 R E 0
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165 ADGLSIILVSSEMPEVLGMSDR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 82 1160.0824 2 2318.150247 0.0006 72.64 K I 0
166 ADGQSGMNLGLKPSTNDTIEIGSK JW1446 ECK1445 yncD predicted iron outer membrane transporter 55 811.7363 3 2432.18707 0.0018 42.44 R T 0
167 ADGRNDVESSVQEENLER JW4026 ECK4058 yjcE predicted cation/proton antiporter 61 682.9824 3 2045.92537 0.0005 30.46 R R 0
168 ADGVIFQTAV JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 66 510.7717 2 1019.528847 0.0002 50.20 K - 0
169 ADHDTFWFDTTR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 70 756.3314 2 1510.648247 0.0006 47.11 R L 0
170 ADHPLTTPPPKER JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 40 365.4477 4 1457.761694 -0.0008 18.93 K T 0
171 ADIAIIATAQNGNK JW0424 ECK0428 yajG predicted lipoprotein 96 700.3808 2 1398.747047 0.0005 37.13 K M 0
172 ADIDYNTSEAHTTYGVIGVK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 95 1077.5204 2 2153.026247 -0.0013 39.87 R V 0
173 ADISSDQIAAIGITNQR JW3897 ECK3918 glpK glycerol kinase 38 886.9606 2 1771.906647 0.0002 44.51 K E 0
174 ADKDVEELLETR JW1377 ECK1379 ynbE predicted lipoprotein 80 709.3624 2 1416.710247 0.0006 41.89 K S 0
175 ADKMTLAALEATLR JW3564 ECK3580 selA selenocysteine synthase 65 752.4138 2 1502.813047 0.0003 50.80 R L 0
176 ADKPLVGTGMER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 44 637.332 2 1272.649447 -0.0002 24.59 R A 0
177 ADLEIFVDPLGKPLPFSEVTGSK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 65 820.4416 3 2458.30297 0.0036 66.50 K G 0
178 ADLIVDTSEMSVHELAEMLR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 38 753.7053 3 2258.09407 0.0019 70.68 R T 0
179 ADLLTLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 55 401.2448 2 800.475047 -0.0005 40.27 K A 0
180 ADLPVEPVK JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 26 484.2763 2 966.538047 -0.0004 32.05 R - 0
181 ADMLQQECEALLVDFPEQEKELR 57.021465@C:8 JW4349 ECK4378 lplA lipoate-protein ligase A 71 931.1144 3 2790.32137 0.0009 61.39 R E 0
182 ADNDMAPLQQK JW3432 ECK3451 yhhM conserved protein 40 615.7924 2 1229.570247 -0.0008 27.18 K L 0
183 ADNGSEGLR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 52 459.7173 2 917.420047 -0.0001 17.34 R N 0
184 ADNPFDLLLPAAMAK JW0887 ECK0895 focA formate transporter 58 793.9157 2 1585.816847 -0.0005 68.67 K V 0
185 ADNVVLENGGR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 18 572.2917 2 1142.568847 0.0009 25.21 K L 0
186 ADPLAFWLSDQLAR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 53 801.9172 2 1601.819847 -0.0004 66.84 K K 0
187 ADPLNEEEMSR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 54 645.7855 2 1289.556447 0.0007 29.74 K L 0
188 ADQEFDGLYNELLLEMAR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 17 1064.0063 2 2125.998047 -0.0010 71.87 K N 0
189 ADSVASALITQGVDASR JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 74 554.2878 3 1659.84157 -0.0012 49.10 R I 0
190 ADVAWDTTK JW4180 ECK4217 ytfN conserved protein 17 503.7453 2 1005.476047 -0.0006 28.58 K E 0
191 ADVLAKPAVEAVENGDIQFVPK JW4215 ECK4251 valS valyl-tRNA synthetase 64 770.7501 3 2309.22847 0.0018 51.52 R Q 0
192 ADVNQVVDGDALQLAGR JW2715 ECK2740 truD pseudoruidine synthase 100 870.9475 2 1739.880447 0.0004 48.79 K G 0
193 ADVQGSVEAISDSLLK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 22 816.4284 2 1630.842247 0.0008 58.75 K L 0
194 ADVVLPNQFQALR JW5943 ECK3514 yhjK predicted diguanylate cyclase 51 735.907 2 1469.799447 0.0004 47.96 R K 0
195 ADWDKAAYTK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 53 584.785 2 1167.555447 -0.0005 25.21 R V 0
196 ADYDADRWQSTRPYDR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 11 672.3041 3 2013.89047 -0.0023 31.29 R F 0
197 ADYVSNDGIVAGR JW1490 ECK1489 yddB predicted porin protein 75 668.8287 2 1335.642847 0.0010 33.23 R A 0
198 AEAAEINLR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 52 493.7667 2 985.518847 -0.0004 29.00 R S 0
199 AEAAELEVDELKSQLADYQQALDVQQTR JW0907 ECK0915 mukB fused chromosome partitioning proteins 49 1054.5262 3 3160.55677 0.0043 64.08 R A 0
200 AEAAPAATGGGIPGMLPWPK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 22 946.4898 2 1890.965047 -0.0010 55.63 R V 0
201 AEAEQER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 12 416.6937 2 831.372847 0.0006 13.22 K T 0
202 AEAEQERTK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 16 531.2647 2 1060.514847 -0.0001 13.12 K I 0
203 AEAFEESVR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 34 519.2487 2 1036.482847 0.0004 27.67 K M 0
204 AEAIHYIGDLVQR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 59 495.5997 3 1483.77727 -0.0011 43.55 K T 0
205 AEANPALHPGQSAAIYLK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 36 617.6631 3 1849.96747 -0.0010 36.31 R G 0
206 AEANPALHPGQSAAIYLKGER JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 13 549.0406 4 2192.133294 -0.0003 35.10 R I 0
207 AEAPAAAPAAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 47 484.2642 2 966.513847 0.0004 17.84 K A 0
208 AEAPAAAPAAKAEGK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 55 676.8618 2 1351.709047 -0.0005 19.01 K S 0
209 AEAPAAAPAAKAEGKSEFAENDAYVHATPLIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 32 817.4161 4 3265.635294 -0.0012 39.16 K R 0
210 AEAQVIIEQANK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 108 657.3569 2 1312.699247 0.0006 31.97 K R 0
211 AEAQVIIEQANKR JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 39 735.4071 2 1468.799647 -0.0001 30.60 K R 0
212 AEASTLQQR JW0628 ECK0626 rlpA minor lipoprotein 66 502.2611 2 1002.507647 -0.0017 18.57 K L 0
213 AEAVCSQDAMDDIILASDVVMVAR 57.021465@C:5 JW1843 ECK1855 pykA pyruvate kinase II 84 1290.112 2 2578.209447 0.0018 71.52 R G 0
214 AEAVTCAVMQAK 57.021465@C:6 JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 69 639.8126 2 1277.610647 -0.0001 32.11 R E 0
215 AECELLNNEVR 57.021465@C:3 JW3809 ECK3826 rmuC predicted recombination limiting protein 12 673.8228 2 1345.631047 0.0016 35.21 R S 0
216 AEDSPLGGLR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 21 507.7643 2 1013.514047 -0.0001 33.88 K L 0
217 AEFETTFADLGLK JW5531 ECK3150 deaD ATP-dependent RNA helicase 90 721.3642 2 1440.713847 0.0003 56.73 M A 0
218 AEFGEVDILVNNAGITR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 123 909.4737 2 1816.932847 0.0009 56.44 R D 0
219 AEFYSEVLTIVVDGK JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 86 835.438 2 1668.861447 0.0004 67.76 K E 0
220 AEGEILLDGDNILTNSQDIALLR JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 128 1242.1533 2 2482.292047 0.0007 66.99 R A 0
221 AEGKSEFAENDAYVHATPLIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 67 773.3856 3 2317.13497 0.0011 38.61 K R 0
222 AEGKSEFAENDAYVHATPLIRR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 54 825.4191 3 2473.23547 0.0004 35.60 K L 0
223 AEGLFKEER JW3592 ECK3607 kbl glycine C-acetyltransferase 26 539.78 2 1077.545447 0.0000 23.66 R I 0
224 AEGSQHISYQFSGEWR JW2425 ECK2427 yfeY predicted protein 77 941.4286 2 1880.842647 -0.0015 38.95 K G 0
225 AEGYALAGR JW2479 ECK2490 yfgC predicted peptidase 44 454.235 2 906.455447 -0.0005 25.51 R L 0
226 AEHQYLNQLSAQGIR JW2183 ECK2187 ccmG periplasmic thioredoxin of cytochrome c-type biogenesis 42 576.6321 3 1726.87447 -0.0006 36.24 R V 0
227 AEIDQVK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 35 401.7186 2 801.422647 -0.0006 20.28 R A 0
228 AEIEGEIGDSHMGLAAR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 118 878.42 2 1754.825447 -0.0003 37.74 K M 0
229 AEIFSDPAMSQQAALSYLLR JW4180 ECK4217 ytfN conserved protein 15 1106.0601 2 2210.105647 0.0016 65.10 K G 0
230 AEITASLVK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 37 466.2764 2 930.538247 -0.0003 33.92 M E 0
231 AEITPLGSNK JW3210 ECK3230 aaeA p-hydroxybenzoic acid efflux system component 23 515.2824 2 1028.550247 0.0001 26.65 R V 0
232 AEIVASFER JW4185 ECK4222 ppa inorganic pyrophosphatase 44 511.2691 2 1020.523647 -0.0002 37.90 K A 0
233 AEKALDDVK JW2261 ECK2260 elaB conserved protein 27 494.7689 2 987.523247 -0.0004 19.09 R K 0
234 AEKALDDVKK JW2261 ECK2260 elaB conserved protein 31 558.8167 2 1115.618847 0.0003 17.25 R R 0
235 AEKINALETVTIASK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 100 794.4511 2 1586.887647 -0.0003 38.22 R A 0
236 AELAIPQLTWLNDPR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 65 868.971 2 1735.927447 0.0018 63.56 R R 0
237 AELAVLEK JW1194 ECK1191 ychF predicted GTP-binding protein 36 436.7579 2 871.501247 -0.0002 35.31 K C 0
238 AELDEYREELVSHFAR JW5539 ECK3222 yhcB conserved protein 59 655.3218 3 1962.94357 0.0002 52.52 K S 0
239 AELDGKPVIVCSTGIGGPSTSIAVEELAQLGIR 57.021465@C:11 JW3808 ECK3825 udp uridine phosphorylase 81 1113.2597 3 3336.75727 -0.0026 66.13 R T 0
240 AELEGIIK JW3775 ECK3797 hemX uroporphyrinogen III methylase 16 436.758 2 871.501447 0.0000 37.84 K Q 0
241 AELGKIK JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 22 379.7421 2 757.469647 -0.0002 27.42 R Q 0
242 AELGWTIR JW4180 ECK4217 ytfN conserved protein 19 473.2617 2 944.508847 0.0010 42.81 R L 0
243 AEMELFAAQAK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 68 604.8029 2 1207.591247 0.0007 41.85 K E 0
244 AEMNIAPGKPLELLLR JW4215 ECK4251 valS valyl-tRNA synthetase 27 589.0069 3 1763.99887 0.0021 55.14 R G 0
245 AENGEEPIKEHLLLTR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 49 616.9982 3 1847.97277 -0.0013 36.63 R Y 0
246 AENITAQPFDAVIFHGDSDQLR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 90 1222.5958 2 2443.177047 0.0003 53.85 K A 0
247 AENMLWHK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 44 514.7524 2 1027.490247 -0.0006 29.45 R L 0
248 AENQYYGTGR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 70 579.7623 2 1157.510047 0.0000 20.83 M R 0
249 AENQYYGTGRR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 15 438.8774 3 1313.61037 -0.0008 18.99 M K 0
250 AEQAALQADKR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 42 600.8197 2 1199.624847 -0.0010 17.82 R I 0
251 AEQISMIFQDPMTSLNPYMR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 62 1186.558 2 2371.101447 0.0004 67.67 R V 0
252 AEQQGINAEK JW5689 ECK3404 malP maltodextrin phosphorylase 16 544.2718 2 1086.529047 -0.0015 17.56 R L 0
253 AEQWATGLK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 27 502.2641 2 1002.513647 0.0002 32.31 K Y 0
254 AESIGDAMK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 15 461.2208 2 920.427047 -0.0002 26.50 K K 0
255 AESIGDAMKK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 26 525.2682 2 1048.521847 -0.0003 22.64 K V 0
256 AESTVTADSK JW2571 ECK2585 kgtP alpha-ketoglutarate transporter 54 504.7459 2 1007.477247 0.0001 14.45 M L 0
257 AESTVTADSKLTSSDTR JW2571 ECK2585 kgtP alpha-ketoglutarate transporter 94 884.9316 2 1767.848647 -0.0001 23.52 M R 0
258 AETASPEVMADCPR 57.021465@C:12 JW0120 ECK0123 gcd glucose dehydrogenase 31 767.3369 2 1532.659247 -0.0006 29.95 K R 0
259 AETNIQYEGR JW1178 ECK1177 dadA D-amino acid dehydrogenase 61 590.7834 2 1179.552247 0.0003 23.63 R Q 0
260 AETYTGGLK JW2203 ECK2207 ompC outer membrane porin protein C 18 470.2427 2 938.470847 -0.0001 23.33 R Y 0
261 AEYFSGELETFLLMAR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 48 938.9629 2 1875.911247 0.0036 71.03 R D 0
262 AEYLESPTIDEREQEVLVR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 36 759.3849 3 2275.13287 -0.0004 44.99 K T 0
263 AEYSPAFFGEELFAELR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 70 988.4764 2 1974.938247 0.0021 74.69 R K 0
264 AEYTPHVDTGDYIIVLNADK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 53 745.371 3 2233.09117 0.0008 51.19 K V 0
265 AEYTPHVDTGDYIIVLNADKVAVTGNK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 29 726.6254 4 2902.472494 0.0014 51.81 K R 0
266 AEYTPHVDTGDYIIVLNADKVAVTGNKR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 93 1020.5293 3 3058.56607 -0.0062 48.83 K T 0
267 AEYVFNNLYIPDAQEYR JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 102 1053.0028 2 2103.991047 0.0009 56.23 R H 0
268 AFAEENWWYLPVDAQLSGDEPAK JW0898 ECK0906 lpxK lipid A 4'kinase 80 1318.6177 2 2635.220847 -0.0021 66.92 R L 0
269 AFAENWLGK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 17 518.2663 2 1034.518047 -0.0004 43.81 R R 0
270 AFASDNATVVIGTSLDPDMNDELR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 60 1276.1004 2 2550.186247 -0.0045 56.39 R V 0
271 AFASVGVDPALMGIAPVYATR JW5453 ECK2842 yqeF predicted acyltransferase 91 1053.5565 2 2105.098447 0.0005 60.99 R R 0
272 AFAVAIEQAVQAVQR JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 24 800.9438 2 1599.873047 -0.0001 57.58 R Q 0
273 AFDFACLPNEGVGLAR 57.021465@C:6 JW1692 ECK1700 pps phosphoenolpyruvate synthase 46 868.9244 2 1735.834247 -0.0008 55.72 R L 0
274 AFDQIDNAPEEK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 71 688.8203 2 1375.626047 0.0005 31.39 R A JW3943
275 AFDQIDNAPEEKAR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 62 802.3889 2 1602.763247 -0.0005 27.73 R G JW3943
276 AFDTRPEVK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 32 531.7826 2 1061.550647 0.0001 23.38 R E 0
277 AFEDAVVDTLMIK JW3036 ECK3054 ygjD predicted peptidase 30 726.3766 2 1450.738647 0.0010 60.92 R C 0
278 AFEQCAGFLR 57.021465@C:5 JW3370 ECK3394 yhgF predicted transcriptional accessory protein 34 599.787 2 1197.559447 -0.0007 41.01 K I 0
279 AFERFTQHGPLAMLPMSDGRCSLVWCHPLER 15.994915@M:13,15.994915@M:16,57.021465@C:21,57.021465@C:26 JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 10 1244.2564 3 3729.74737 0.0050 51.88 R R 0
280 AFFDSNNDDMLVK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 55 758.3427 2 1514.670847 -0.0002 48.67 K L 0
281 AFGEPSR JW0938 ECK0946 ycbZ predicted peptidase 30 382.1901 2 762.365647 -0.0004 20.77 R I 0
282 AFGGGADFVMLGGMLAGHEESGGR JW0101 ECK0104 guaC GMP reductase 84 775.0249 3 2322.05287 0.0008 59.88 K I 0
283 AFGLEDR JW0438 ECK0442 mdlA fused predicted multidrug transporter subunits -!- ATP-binding components of ABC superfamily 46 404.2033 2 806.392047 -0.0002 31.10 K Q 0
284 AFGNCQKADGDDNR 57.021465@C:5 JW2425 ECK2427 yfeY predicted protein 35 523.2229 3 1566.64687 -0.0012 18.48 K A 0
285 AFIATEDSR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 51 505.2509 2 1008.487247 -0.0004 26.17 K F 0
286 AFIDFLQNTVMR JW5655 ECK3541 yiaF conserved protein 53 727.8771 2 1453.739647 0.0008 64.97 K S 0
287 AFIEENALK JW5625 ECK3691 gyrB DNA gyrase, subunit B 37 517.7794 2 1033.544247 -0.0001 35.59 R A 0
288 AFIGLELVPGTR JW4312 ECK4339 hsdM DNA methylase M 36 636.8694 2 1271.724247 0.0006 56.74 R R 0
289 AFKPASTNK JW3116 ECK3135 yraM conserved protein 29 482.2662 2 962.517847 -0.0006 15.99 K I 0
290 AFLDEVDQLSQQNISMDLPETLQSQAMLEK JW3775 ECK3797 hemX uroporphyrinogen III methylase 89 856.1681 4 3420.643294 0.0004 70.60 K L 0
291 AFLNDKLDLAQAEAIADLIDASSEQAAR JW3684 ECK3699 trmE GTPase 94 987.1726 3 2958.49597 0.0026 69.36 R S 0
292 AFLNELAR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 63 467.2615 2 932.508447 0.0005 41.48 K L 0
293 AFNEALPLTGVVLTK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 70 786.9535 2 1571.892447 0.0003 54.90 K V 0
294 AFNEALPLTGVVLTKVDGDAR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 48 729.3987 3 2185.17427 -0.0001 56.99 K G 0
295 AFNEMQPIVDR JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 51 660.3239 2 1318.633247 -0.0008 38.71 K Q 0
296 AFNHMAAGVK JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 55 523.2653 2 1044.516047 -0.0015 21.76 R Q 0
297 AFNYPISLTGK JW2049 ECK2058 asmA predicted assembly protein 27 605.8267 2 1209.638847 -0.0005 48.44 K M 0
298 AFPAIALDTEFVR JW1793 ECK1802 rnd ribonuclease D 49 725.3911 2 1448.767647 0.0013 58.77 R T 0
299 AFPETAATGGIIESELVAIPAMQK JW2363 ECK2362 dsdA D-serine ammonia-lyase 64 1222.6395 2 2443.264447 -0.0022 64.29 K R 0
300 AFPETAATGGIIESELVAIPAMQKR JW2363 ECK2362 dsdA D-serine ammonia-lyase 45 867.4634 3 2599.36837 0.0005 60.55 K L 0
301 AFPGLNGMDLAK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 50 617.3186 2 1232.622647 0.0004 49.15 R E 0
302 AFSGIVAGNVK JW2766 ECK2790 ygdH conserved protein 59 531.8002 2 1061.585847 -0.0010 34.47 R E 0
303 AFSIGGGQADALMLEK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 26 804.4098 2 1606.805047 0.0026 52.25 K G 0
304 AFSILLKEEVK JW4099 ECK4133 aspA aspartate ammonia-lyase 40 638.8792 2 1275.743847 0.0001 41.77 R N 0
305 AFTGVGGTPLFIEK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 59 718.8924 2 1435.770247 -0.0008 50.20 R A 0
306 AFTGVGGTPLFIEKADGAYLYDVDGK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 34 902.1214 3 2703.34237 -0.0007 57.70 R A 0
307 AFTHIDAALER JW5128 ECK0951 yccS predicted inner membrane protein 40 622.3243 2 1242.634047 -0.0016 35.12 R M 0
308 AFTSEEFTHFLEELTK JW2750 ECK2773 eno enolase 24 643.6474 3 1927.92037 -0.0001 68.80 K Q 0
309 AFVEYLNK JW5625 ECK3691 gyrB DNA gyrase, subunit B 36 492.2634 2 982.512247 -0.0001 38.01 K N 0
310 AFWDIDYNSGER JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 48 736.8258 2 1471.637047 0.0003 51.71 K Y 0
311 AFYDPENELTGSMLIDLQSGNEDR JW0888 ECK0896 ycaO conserved protein 94 1357.6177 2 2713.220847 0.0032 64.25 R G 0
312 AFYEALK JW5283 ECK1749 ydjY predicted protein 36 421.2263 2 840.438047 0.0000 34.19 K E 0
313 AFYEALKEAGGTPGENMTMDNK JW5283 ECK1749 ydjY predicted protein 60 792.0276 3 2373.06097 -0.0007 44.03 K E 0
314 AGAGTDAAIDSLKPYLDKGDIIIDGGNTFFQDTIRR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 34 956.9922 4 3823.939694 0.0017 66.19 K N 0
315 AGALIAPIQIVEER JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 19 740.4303 2 1478.846047 0.0005 52.69 R T 0
316 AGAPLLACEVVPSQEETLAQTAHWITER 57.021465@C:8 JW2243 ECK2242 yfaY conserved protein 35 1026.5168 3 3076.52857 0.0000 62.85 R R 0
317 AGASGHSISLACEEYALNLPAIETYIGHSIPVSK 57.021465@C:12 JW3753 ECK3772 rhlB ATP-dependent RNA helicase 50 889.7006 4 3554.773294 0.0019 65.60 R Y 0
318 AGAWYSYKGEK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 46 630.3061 2 1258.597647 -0.0005 28.96 K I 0
319 AGDDAARPEWLEPEFGVR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 44 672.3252 3 2013.95377 -0.0007 51.55 R D 0
320 AGDEGKLFGSIGTR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 82 704.3643 2 1406.714047 -0.0014 37.38 K D 0
321 AGDIAAAIGLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 34 500.2956 2 998.576647 0.0007 44.86 R D 0
322 AGDIAAAIGLKDVTTGDTLCDPDAPIILER 57.021465@C:20 JW3302 ECK3327 fusA protein chain elongation factor EF-G 31 1027.8645 3 3080.57167 0.0017 61.04 R M 0
323 AGDLAAMLTNLEPHDVLFIDEIHR JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 62 897.4598 3 2689.35757 0.0041 68.08 K L 0
324 AGDLLAEIDPSQFK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 75 752.3885 2 1502.762447 0.0008 59.20 K V 0
325 AGDMVIDGSVR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 41 560.2772 2 1118.539847 0.0009 32.66 R G 0
326 AGDNAPMAYIELVDR JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 75 817.8962 2 1633.777847 0.0010 54.48 R S 0
327 AGDNAPMAYIELVDRSEK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 19 660.3228 3 1977.94657 0.0002 51.83 R A 0
328 AGDNAPMAYIELVDRSEKAEAAAE JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 35 841.0677 3 2520.18127 0.0012 53.67 R - 0
329 AGDPPSIPLSR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 43 555.3008 2 1108.587047 -0.0006 33.52 R R 0
330 AGDQIQSGVDAAIKPGNTLPMR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 98 1120.0794 2 2238.144247 0.0017 42.92 K N 0
331 AGDRDEPDMMPAATQALPTQPPEGAAEEVR JW5378 ECK2308 dedD conserved protein 75 1050.8207 3 3149.44027 0.0009 44.79 K A 0
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332 AGDRPINLR JW4359 ECK4388 rob DNA-binding transcriptional activator 29 506.2876 2 1010.560647 -0.0014 21.79 K C 0
333 AGDRVVISGLQK JW0452 ECK0457 acrA multidrug efflux system 22 621.861 2 1241.707447 -0.0016 29.27 K V 0
334 AGEEFTIDVTFPEEYHAENLK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 62 813.7167 3 2438.12827 0.0006 55.48 K G 0
335 AGEEFTIDVTFPEEYHAENLKGK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 43 875.4244 3 2623.25137 0.0074 50.32 K A 0
336 AGEFAEPICELELELLSGDTR 57.021465@C:9 JW3026 ECK3044 ygiF predicted adenylate cyclase 65 1175.0682 2 2348.121847 0.0012 73.76 K A 0
337 AGEFDPEKWIASLGITSQK JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 16 693.025 3 2076.05317 0.0004 66.70 K S 0
338 AGEITAMAHTR JW2876 ECK2903 pepP proline aminopeptidase P II 63 579.2895 2 1156.564447 -0.0013 23.75 R A 0
339 AGELIGMVAQQVGGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 111 729.3922 2 1456.769847 -0.0008 50.43 K G 0
340 AGENVGVLLR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 77 514.2982 2 1026.581847 -0.0003 36.46 R G JW3943
341 AGEQGYSVPTDAINR JW2504 ECK2516 yfhM conserved protein 19 789.3819 2 1576.749247 0.0011 34.28 R G 0
342 AGEQQIIIGK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 87 528.8058 2 1055.597047 -0.0004 29.56 K G 0
343 AGETLGIVGESGSGK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 58 681.3493 2 1360.684047 0.0007 33.63 R S 0
344 AGETYNIGGHNEKK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 17 506.5828 3 1516.72657 -0.0003 19.05 K N 0
345 AGFAQVFVLK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 41 540.316 2 1078.617447 0.0001 52.68 K E 0
346 AGFEEPMLQNFGSSHDIMVR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 99 1133.0245 2 2264.034447 -0.0008 53.31 K M 0
347 AGFTITDVNPDFVIVGETR JW0661 ECK0663 nagD UMP phosphatase 75 1026.0265 2 2050.038447 0.0014 61.75 K S 0
348 AGGGSATLSMGQAAAR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 59 703.3469 2 1404.679247 0.0013 29.00 K F 0
349 AGGKHNDLENVGYTAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 54 851.4192 2 1700.823847 0.0008 24.01 R H 0
350 AGGPALLFENPK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 15 607.3327 2 1212.650847 0.0006 46.62 R G 0
351 AGGPLYLYR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 21 505.2769 2 1008.539247 0.0000 40.12 K L 0
352 AGGVFTDEAIDAYIALR JW3841 ECK3863 glnA glutamine synthetase 92 891.4577 2 1780.900847 0.0013 62.83 K R 0
353 AGGVFTDEAIDAYIALRR JW3841 ECK3863 glnA glutamine synthetase 41 646.6742 3 1937.00077 0.0002 58.19 K E 0
354 AGGYFNQQIVEPIAGK JW4350 ECK4379 ytjB conserved protein 76 846.4418 2 1690.869047 0.0012 45.67 K N 0
355 AGIALNDNFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 32 581.3182 2 1160.621847 0.0028 42.25 K L 0
356 AGIAPIKETLAAAIVMR 15.994915@M:16 JW0931 ECK0939 ycbY predicted methyltransferase 10 871.0059 2 1739.997247 0.0005 70.26 R S 0
357 AGIGINAGR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 36 414.7376 2 827.460647 -0.0006 24.68 R I 0
358 AGILAQVPAGR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 42 526.8141 2 1051.613647 -0.0001 34.80 R L 0
359 AGINLNK JW1299 ECK1301 pspC transcriptional activator 51 365.2162 2 728.417847 -0.0002 22.82 M K 0
360 AGIQPIPGR JW5189 ECK1194 ychM predicted transporter 37 454.7692 2 907.523847 -0.0001 27.84 R L 0
361 AGIVGADGQTHQGAFDLSYLR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 61 726.0312 3 2175.07177 0.0010 49.11 R C 0
362 AGKPLVVEAWDR JW5338 ECK2070 mdtA multidrug efflux system, subunit A 55 670.8692 2 1339.723847 -0.0009 37.02 K T 0
363 AGLAVASMK JW2773 ECK2797 fucI L-fucose isomerase 35 424.2391 2 846.463647 0.0004 30.68 R G 0
364 AGLGMMDGVLENVPSAR JW2483 ECK2494 upp uracil phosphoribosyltransferase 29 858.9252 2 1715.835847 0.0024 55.83 R I 0
365 AGLIGFSK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 44 396.7342 2 791.453847 -0.0002 37.20 K S 0
366 AGLLPEDK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 32 421.7347 2 841.454847 0.0003 30.81 K V 0
367 AGLLPEDKVK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 38 535.316 2 1068.617447 -0.0005 27.62 K A 0
368 AGLNEINLPELQAGSSIMPAK JW4099 ECK4133 aspA aspartate ammonia-lyase 82 1077.0671 2 2152.119647 -0.0001 57.44 R V 0
369 AGLNEIR JW2889 ECK2918 yggE conserved protein 50 386.719 2 771.423447 -0.0003 21.05 K S 0
370 AGLPVAVNK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 52 434.766 2 867.517447 -0.0003 28.79 K S 0
371 AGLQAGDR JW0171 ECK0175 yaeL zinc metallopeptidase 29 394.2064 2 786.398247 -0.0001 17.65 K I 0
372 AGLVGFSVSNLR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 24 610.3435 2 1218.672447 0.0005 47.94 K I 0
373 AGLYAQTLPAQLSQLPACGE 57.021465@C:18 JW1623 ECK1627 rsxG predicted oxidoreductase 39 1044.5275 2 2087.040447 0.0048 57.29 R - 0
374 AGMDSHGFGMASVR JW3592 ECK3607 kbl glycine C-acetyltransferase 57 474.8793 3 1421.61607 -0.0020 33.61 K F 0
375 AGMNPVDYTVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 36 597.7952 2 1193.575847 0.0008 35.63 K S 0
376 AGMVAGVIVNR JW3808 ECK3825 udp uridine phosphorylase 20 543.808 2 1085.601447 -0.0001 35.51 R T 0
377 AGNDANRQELLTTLQNLSNDELLPVAR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 11 989.1837 3 2964.52927 0.0028 64.40 R A 0
378 AGNDREPIGR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 34 542.7785 2 1083.542447 0.0003 17.86 M K 0
379 AGNEYAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 30 376.6822 2 751.349847 -0.0002 13.95 K Q 0
380 AGNVAADGVIK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 12 507.7826 2 1013.550647 0.0001 25.98 K T 0
381 AGPGSLGPVNMPIPVVIDR JW0190 ECK0194 proS prolyl-tRNA synthetase 55 945.0191 2 1888.023647 -0.0003 57.71 K T 0
382 AGPLAGYPVVDMGIR JW3302 ECK3327 fusA protein chain elongation factor EF-G 49 758.4027 2 1514.790847 -0.0005 52.06 K L 0
383 AGPTWTPTAK JW0803 ECK0809 ybiS conserved protein 32 515.2717 2 1028.528847 -0.0002 29.93 K M 0
384 AGQEHLVAK JW0637 ECK0635 leuS leucyl-tRNA synthetase 23 476.7639 2 951.513247 -0.0005 16.65 R Y 0
385 AGQLSPGDPVLFR JW0934 ECK0942 pqiB paraquat-inducible protein B 70 678.8672 2 1355.719847 0.0002 44.98 K G 0
386 AGQSFSSGNYQHVK JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 34 755.3577 2 1508.700847 0.0001 23.17 R L 0
387 AGQTSMIAR JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 73 467.7424 2 933.470247 0.0000 22.06 R L 0
388 AGQVLGELDHKPYEIALMQAK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 53 771.0748 3 2310.20257 -0.0015 46.53 K A 0
389 AGQVRYRNDK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 12 603.82 2 1205.625447 -0.0009 43.14 K N 0
390 AGQYAYR JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 44 414.7036 2 827.392647 0.0001 19.69 K D 0
391 AGSALTAEIGLMR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 84 645.3473 2 1288.680047 -0.0007 48.40 R A 0
392 AGSLTSPLR JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 44 451.2585 2 900.502447 -0.0004 29.41 R D 0
393 AGSVIVDLAAQNGGNCEYTVPGEIFTTENGVK 57.021465@C:16 JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 28 1104.2007 3 3309.58027 -0.0021 59.77 K V 0
394 AGTDSLFQTGFDFSDSLDDDGVYSYR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 110 1439.6177 2 2877.220847 -0.0045 67.13 K L 0
395 AGTHDSHGAPLGDAEIALTR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 72 663.6643 3 1987.97107 0.0000 36.04 K E 0
396 AGTYATTLPAGR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 21 589.8118 2 1177.609047 0.0000 29.28 R E 0
397 AGVCYSMLDTINSR 57.021465@C:4 JW0907 ECK0915 mukB fused chromosome partitioning proteins 101 793.8686 2 1585.722647 -0.0003 46.77 K H 0
398 AGVDFEIVNNESDPR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 86 831.3918 2 1660.769047 -0.0002 42.54 K F 0
399 AGVEVDDR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 62 430.7085 2 859.402447 -0.0011 19.64 K G 0
400 AGVEVDDRGFIR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 32 667.3459 2 1332.677247 -0.0012 35.84 K V 0
401 AGVEVDDRGFIRVDK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 19 559.2966 3 1674.86797 -0.0010 38.40 K Q 0
402 AGVHFGHQTR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 38 555.284 2 1108.553447 0.0009 18.22 K Y 0
403 AGVLAEVR JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 54 407.7426 2 813.470647 -0.0002 28.17 K R 0
404 AGVNGGSGIALTGSPITLR JW3116 ECK3135 yraM conserved protein 57 870.9836 2 1739.952647 -0.0003 48.99 R A 0
405 AGVPCVPGSDGPLGDDMDKNR 57.021465@C:5 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 44 719.6614 3 2155.96237 -0.0001 39.60 K A 0
406 AGVPVQDMEMWQFHPTGIAGAGVLVTEGCR 57.021465@C:29 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 79 1071.846 3 3212.51617 -0.0041 59.97 R G 0
407 AGVSVAQAQYDLMLAGYR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 92 956.9832 2 1911.951847 0.0006 56.06 K N 0
408 AGVSVAQAQYDLMLAGYRNEEIAQAAAAVK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 103 1036.8654 3 3107.57437 0.0035 59.72 K Q 0
409 AGWCAVMR 57.021465@C:4 JW0907 ECK0915 mukB fused chromosome partitioning proteins 51 475.7204 2 949.426247 0.0000 35.88 K M 0
410 AGYGAEAIEDDAK JW0473 ECK0478 copA copper transporter 45 655.2987 2 1308.582847 -0.0005 31.52 K R 0
411 AGYNLVASATEGQMR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 96 784.38 2 1566.745447 -0.0005 41.62 K L 0
412 AGYSLRDEQAAEEPQASR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 76 989.4666 2 1976.918647 -0.0001 28.12 K L 0
413 AHEFTFQQLR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 46 638.8246 2 1275.634647 -0.0014 36.64 R R 0
414 AHEIAGEEFNLSSTK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 30 816.8967 2 1631.778847 -0.0001 35.49 K Q 0
415 AHHYPSELSGGQQQR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 72 847.9032 2 1693.791847 -0.0001 19.52 R V 0
416 AHKDLDLAK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 28 505.785 2 1009.555447 -0.0002 18.44 R A 0
417 AHKDLDLAKASATDQLK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 63 608.9987 3 1823.97427 0.0002 27.02 R K 0
418 AHPDVELYTASIDQGLNEHGYIIPGLGDAGDK JW2483 ECK2494 upp uracil phosphoribosyltransferase 59 842.1625 4 3364.620894 -0.0002 57.88 K I 0
419 AHQSSDITLLAPAELQQVAWGENETFLTLK JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 64 1104.2365 3 3309.68767 -0.0003 68.04 K D 0
420 AHRPIIDELQER JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 35 492.9346 3 1475.78197 -0.0026 32.18 R M 0
421 AHVKGESTEALLPNMVATSLAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 71 756.4076 3 2266.20097 0.0020 45.80 R L 0
422 AHYDDEVAYITER JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 76 791.3625 2 1580.710447 -0.0001 38.49 R G 0
423 AHYDGVLGINIGK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 103 678.8672 2 1355.719847 0.0001 41.75 K N 0
424 AHYVLMNVEAPQEVIDELETTFR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 57 902.1147 3 2703.32227 0.0008 72.17 K F 0
425 AIAEQCDVIITMLPNSPHVK 57.021465@C:6 JW5526 ECK3113 garR tartronate semialdehyde reductase 33 746.0537 3 2235.13927 0.0001 51.12 K E 0
426 AIAEQLK JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 29 386.7317 2 771.448847 -0.0002 22.26 K Y 0
427 AIAESIGIHVEK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 88 633.856 2 1265.697447 -0.0004 33.81 K S 0
428 AIAETLAAR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 69 458.2661 2 914.517647 -0.0008 27.14 R G 0
429 AIAGDSVSGLGTGGMSTK JW0232 ECK0243 proB gamma-glutamate kinase 97 804.8981 2 1607.781647 -0.0008 35.16 R L 0
430 AIAGEAK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 39 330.1897 2 658.364847 -0.0002 14.15 K V 0
431 AIAQVGTISANSDETVGK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 101 880.9555 2 1759.896447 0.0013 34.22 K L 0
432 AIAQVGTISANSDETVGKLIAEAMDKVGK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 38 729.8893 4 2915.528094 0.0008 65.68 K E 0
433 AIASDCADGMTK 57.021465@C:6 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 42 620.2705 2 1238.526447 -0.0007 23.17 R L 0
434 AIASRNK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 11 380.2276 2 758.440647 0.0008 16.43 K R 0
435 AIATPDR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 26 372.206 2 742.397447 0.0001 19.29 K A 0
436 AIATPDRAAFDQWVAK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 29 880.4598 2 1758.905047 -0.0003 45.78 K A 0
437 AIDACITR 57.021465@C:5 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 51 460.2369 2 918.459247 -0.0001 24.12 K L 0
438 AIDDAAAGKPFDTSLLETLEGLAHR JW2066 ECK2077 yegQ predicted peptidase 13 653.5895 4 2610.328894 0.0002 66.06 K G 0
439 AIDKPFLLPIEDVFSISGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 22 1059.0856 2 2116.156647 -0.0001 68.97 R G JW3943
440 AIDLIDEAASSIR JW2573 ECK2590 clpB protein disaggregation chaperone 90 687.3678 2 1372.721047 0.0012 55.64 K M 0
441 AIDQAELMADCQISSVYLALSGK 57.021465@C:11 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 99 1242.1102 2 2482.205847 -0.0024 70.25 R H 0
442 AIDQAGIQFR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 57 559.8013 2 1117.588047 0.0000 36.09 K I 0
443 AIDVASVVR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 28 465.2745 2 928.534447 0.0004 38.89 K Q 0
444 AIDVASVVRQK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 11 395.9031 3 1184.68747 -0.0003 28.14 K M 0
445 AIDVNGVK JW2667 ECK2692 alaS alanyl-tRNA synthetase 48 408.2341 2 814.453647 -0.0013 23.82 K L 0
446 AIEIKVPDIGADEVEITEILVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 55 798.7846 3 2393.33197 0.0016 69.10 M V 0
447 AIELANQR JW2493 ECK2505 xseA exonuclease VII, large subunit 25 457.7562 2 913.497847 -0.0003 24.40 R N 0
448 AIELLGTMQGGYNIHPLIDALDDAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 55 890.1285 3 2667.36367 0.0058 66.20 K L 0
449 AIENFYISNNK JW4099 ECK4133 aspA aspartate ammonia-lyase 48 656.8304 2 1311.646247 0.0004 38.40 R I 0
450 AIENFYISNNKISDIPEFVR JW4099 ECK4133 aspA aspartate ammonia-lyase 45 790.4097 3 2368.20727 0.0010 56.01 R G 0
451 AIFDELDIDIDPR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 58 766.3868 2 1530.759047 0.0024 61.46 K A 0
452 AIFMDQGR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 35 469.2313 2 936.448047 -0.0007 32.63 R I 0
453 AIFPNPNGDLLPGMYVTALVDEGSR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 93 1323.6643 2 2645.314047 -0.0018 71.03 R Q 0
454 AIGDQWVVTSGLQAGDR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 92 886.9503 2 1771.886047 0.0008 49.23 K V 0
455 AIGFVGIEPK JW0171 ECK0175 yaeL zinc metallopeptidase 47 515.7996 2 1029.584647 -0.0012 43.41 K V 0
456 AIIDSADGLPMVVYNIPALSGVK JW3194 ECK3214 nanA N-acetylneuraminate lyase 57 1172.135 2 2342.255447 -0.0001 67.96 R L 0
457 AIIDTPPVLVR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 25 597.3662 2 1192.717847 -0.0001 47.01 R D 0
458 AIIFANTK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 18 439.2604 2 876.506247 -0.0007 33.18 R H 0
459 AIIGLVK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 33 357.2495 2 712.484447 -0.0002 35.27 R A 0
460 AIINDILAGMLDAGHAK JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 23 861.9646 2 1721.914647 0.0012 68.40 R V 0
461 AIISDVNASDEDRWNAVLK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 85 1058.5379 2 2115.061247 0.0016 47.23 K L 0
462 AIKPLIEDIPAFTYDLPLLYK JW5382 ECK2346 yfdI CPS-53 (KpLE1) prophage; predicted inner membrane protein 60 1217.1861 2 2432.357647 -0.0030 71.65 R L 0
463 AILAAAGIAEDVK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 83 621.3589 2 1240.703247 0.0007 44.13 K I 0
464 AILAAAGIAEDVKISELSEGQIDTLRDEVAK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 53 1075.9133 3 3224.71807 0.0042 62.02 K F 0
465 AILALSDNDADNAFVVLSAK JW1242 ECK1244 kch voltage-gated potassium channel 116 1024.0378 2 2046.061047 -0.0023 59.79 R D 0
466 AILAQHPDVQIIVTDDGLQHYR JW0898 ECK0906 lpxK lipid A 4'kinase 46 626.3331 4 2501.303294 0.0006 46.27 K L 0
467 AILDSEDDAELAHH JW1718 ECK1727 ydjN predicted transporter 19 512.5701 3 1534.68847 -0.0014 33.10 K - 0
468 AILGLGTDIVEIAR JW2547 ECK2561 acpS holo-[acyl-carrier-protein] synthase 1 62 720.9251 2 1439.835647 0.0010 57.90 M I 0
469 AILPQAAR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 33 420.2584 2 838.502247 -0.0003 27.46 R V 0
470 AIMVNGR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 37 380.7103 2 759.406047 -0.0001 22.21 K V 0
471 AINALANPTTNSYK JW3841 ECK3863 glnA glutamine synthetase 51 739.3861 2 1476.757647 0.0005 34.76 K R 0
472 AINALANPTTNSYKR JW3841 ECK3863 glnA glutamine synthetase 77 817.4363 2 1632.858047 -0.0003 29.71 K L 0
473 AINASLQR JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 46 436.751 2 871.487447 -0.0001 22.89 K S 0
474 AINEDAAGNYIHYGVR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 78 881.9291 2 1761.843647 0.0002 38.74 K E 0
475 AINEEIVSLLPLGLLVHDQESNR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 39 853.7977 3 2558.37127 0.0010 70.53 R T 0
476 AINMMSR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 15 411.7018 2 821.389047 0.0003 26.50 K L 0
477 AIPNYNVMGLAK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 18 645.847 2 1289.679447 -0.0006 45.88 R A 0
478 AIPQDFGIEAGVEGQLSPTSSQNNPK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 57 895.4441 3 2683.31047 0.0017 51.75 R E 0
479 AIQAALDELQK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 75 600.3352 2 1198.655847 0.0001 40.06 R N 0
480 AIQELGTGEALISFLDAK JW4220 ECK4256 yjgR predicted ATPase 42 938.5049 2 1874.995247 -0.0036 66.69 K G 0
481 AIQKELGEMDDAPDENEALKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 70 791.3853 3 2371.13407 0.0017 34.37 K K 0
482 AIQVLCR 57.021465@C:6 JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 30 430.2443 2 858.474047 -0.0004 29.59 R R 0
483 AIQVTTGAK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 35 444.7612 2 887.507847 0.0003 20.57 R K 0
484 AIQVTTGAKK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 26 508.8084 2 1015.602247 -0.0003 18.88 R A 0
485 AIQYNQAIAALNR JW0907 ECK0915 mukB fused chromosome partitioning proteins 72 723.3963 2 1444.778047 -0.0006 44.80 R A 0
486 AISAAFTAR JW5943 ECK3514 yhjK predicted diguanylate cyclase 64 454.2534 2 906.492247 0.0000 29.93 R H 0
487 AISDPDNIDAEFAVLVR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 100 922.9732 2 1843.931847 0.0004 61.55 R S 0
488 AISDVADQQSHLSFDEFLAVAAK JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 28 821.413 3 2461.21717 0.0047 60.52 R Q 0
489 AISHYQEQQQPR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 64 742.8658 2 1483.717047 0.0003 18.98 R N 0
490 AISLSGEAQSGR JW1606 ECK1609 ydgA conserved protein 74 588.3046 2 1174.594647 0.0005 26.89 K I 0
491 AISLSGEAQSGRIDAVNEYNQK JW1606 ECK1609 ydgA conserved protein 99 784.0592 3 2349.15577 -0.0003 38.05 K V 0
492 AISLSVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 28 373.2319 2 744.449247 -0.0001 31.40 R A 0
493 AISSSQENASTESKQ JW3481 ECK3497 mdtE multidrug resistance efflux transporter 96 783.8656 2 1565.716647 -0.0003 17.56 R - 0
494 AISVYDENNR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 41 590.7829 2 1179.551247 -0.0007 26.74 R L 0
495 AISYYDYALK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 22 603.8059 2 1205.597247 0.0004 43.70 R T 0
496 AITDDIASLSAVSQVDYDGIILK JW3775 ECK3797 hemX uroporphyrinogen III methylase 120 1204.1337 2 2406.252847 -0.0001 66.76 R L 0
497 AITGSNKRPLK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 23 395.5749 3 1183.70287 -0.0007 17.03 R S 0
498 AITMVDELK JW1117 ECK1117 purB adenylosuccinate lyase 30 510.2755 2 1018.536447 -0.0004 39.63 R - 0
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499 AIVEAAGLK JW5755 ECK4238 yjgF ketoacid-binding protein 49 436.266 2 870.517447 0.0000 29.60 K V 0
500 AIVEAAHEFGR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 73 600.3121 2 1198.609647 0.0003 30.80 R F 0
501 AIVGGIAR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 35 378.7398 2 755.465047 -0.0003 25.99 K L 0
502 AIVNLLYGGK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 36 524.3135 2 1046.612447 0.0000 47.77 R R 0
503 AIVQLEDGVQISSGDTLAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 117 986.5211 2 1971.027647 0.0004 48.91 K I 0
504 AIVQLEDGVQISSGDTLARIPQESGGTK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 54 957.1691 3 2868.48547 0.0027 50.64 K D 0
505 AIWADPK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 22 400.7186 2 799.422647 -0.0002 31.32 K E 0
506 AIYDQSVESDSSLIPDVKPNVPWVR JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 103 938.8151 3 2813.42347 -0.0001 58.27 R L 0
507 AKAAGCSTLVFTVDMPTPGAR 57.021465@C:6 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 20 717.363 3 2149.06717 0.0012 46.58 R Y 0
508 AKAEAQVIIEQANK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 108 756.9223 2 1511.830047 -0.0007 31.22 K R 0
509 AKAEAQVIIEQANKR JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 42 834.9742 2 1667.933847 0.0021 30.44 K R 0
510 AKDAAGHELVYTGMSK JW0637 ECK0635 leuS leucyl-tRNA synthetase 74 839.4177 2 1676.820847 0.0016 26.32 K M 0
511 AKDFEDAVEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 59 576.2825 2 1150.550447 -0.0001 20.73 R A 0
512 AKDFEDAVEKAEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 64 740.3701 2 1478.725647 0.0005 29.31 R L 0
513 AKDKIMMGAER JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 69 625.3232 2 1248.631847 0.0001 19.62 K R 0
514 AKDVEGIGDVDLVNYFEVGATYYFNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 70 976.1436 3 2925.40897 0.0019 71.82 K N 0
515 AKEILGATATLEFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 107 760.4271 2 1518.839647 -0.0008 43.39 R L 0
516 AKGDALEMLDR JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 53 609.8108 2 1217.607047 -0.0003 35.39 R E 0
517 AKGEEGLTR JW1715 ECK1724 yniB predicted inner membrane protein 31 480.7589 2 959.503247 -0.0002 16.65 K E 0
518 AKGLPMR JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 11 386.7284 2 771.442247 -0.0003 19.05 R R 0
519 AKITLVDR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 39 458.2842 2 914.553847 -0.0011 24.98 K N 0
520 AKKQDLTSEEITNHIEAGK JW0384 ECK0388 rdgC DNA-binding protein, non-specific 16 528.7782 4 2111.083694 -0.0022 30.94 R V 0
521 AKLEIIDNPNDAEMAIVLGDSIPNDSALNGK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 35 1079.8827 3 3236.62627 0.0028 60.43 K N 0
522 AKLESLVEDLVNR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 71 743.4174 2 1484.820247 0.0004 54.19 R S 0
523 AKLGEVATDSKPR JW1264 ECK1266 sohB predicted inner membrane peptidase 63 686.3832 2 1370.751847 0.0002 19.82 K V 0
524 AKLHDYYKDEVVK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 52 804.4253 2 1606.836047 0.0006 24.74 M K 0
525 AKLNGRVTAMPK 15.994915@M:10 JW2045 ECK2054 wzc protein-tyrosine kinase 11 434.5844 3 1300.73137 0.0028 34.35 K T 0
526 AKNPDIEIIAR JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 57 620.3558 2 1238.697047 -0.0013 31.19 R A 0
527 AKPEIIK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 21 399.7575 2 797.500447 -0.0007 19.00 R G 0
528 AKPGQDFFPLTVNYQER JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 20 670.6746 3 2009.00197 0.0013 48.02 K T 0
529 AKPIMSQANPELEQQIANYEYR JW0966 ECK0974 yccZ predicted exopolysaccharide export protein 65 865.0955 3 2592.26467 0.0004 46.21 R I 0
530 AKPVLLEPIMK JW3302 ECK3327 fusA protein chain elongation factor EF-G 46 413.5894 3 1237.74637 -0.0003 40.21 K V 0
531 AKPVLLEPIMKVEVETPEENTGDVIGDLSR JW3302 ECK3327 fusA protein chain elongation factor EF-G 85 1093.5775 3 3277.71067 -0.0007 57.95 K R 0
532 AKPVLLEPIMKVEVETPEENTGDVIGDLSRR JW3302 ECK3327 fusA protein chain elongation factor EF-G 36 859.46 4 3433.810894 -0.0017 54.62 K R 0
533 AKQDLEMEALTFKPEEWGMK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 81 1191.0791 2 2380.143647 -0.0005 53.84 K R 0
534 AKQDLEMEALTFKPEEWGMKR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 58 846.4221 3 2536.24447 -0.0007 51.08 K G 0
535 AKQPGLDFQSAK JW3262 ECK3287 secY preprotein translocase membrane subunit 64 645.3459 2 1288.677247 -0.0003 27.29 M G 0
536 AKQSPNTMSDMAAFEK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 22 878.4053 2 1754.796047 -0.0007 34.72 K L 0
537 AKTACEVAEISYKK 57.021465@C:5 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 50 533.28 3 1596.81817 0.0001 25.06 R F 0
538 AKTALASSVR JW2660 ECK2679 emrA multidrug efflux system 19 502.2982 2 1002.581847 -0.0004 18.90 K Q 0
539 AKVTEKETTFNELMNQQA JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 46 694.6776 3 2081.01097 0.0010 38.40 K - 0
540 AKYPDLQIIGGNVATAAGAR JW5401 ECK2504 guaB IMP dehydrogenase 109 993.5425 2 1985.070447 0.0012 46.31 R A 0
541 ALAAALGQIEK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 72 542.8213 2 1083.628047 -0.0008 39.33 K Q 0
542 ALADGATDYLER JW2703 ECK2728 mutS methyl-directed mismatch repair protein 11 647.8173 2 1293.620047 0.0000 39.60 R L 0
543 ALADITDPATGAVIVK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 63 777.9418 2 1553.869047 0.0027 46.81 K K 0
544 ALADITDPATGAVIVKK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 15 561.6616 3 1681.96297 0.0017 41.19 K G 0
545 ALAEHGIVFGEPK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 42 684.3695 2 1366.724447 0.0001 36.70 K T 0
546 ALAGAGLTCTTFENGAEVLEALASK 57.021465@C:9 JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 38 1247.6263 2 2493.238047 -0.0040 69.48 R T 0
547 ALALLSDEGLSLPGISVK JW5309 ECK1876 yecM predicted metal-binding enzyme 27 892.0146 2 1782.014647 0.0009 63.91 R T 0
548 ALANALNIPLDQLSAR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 26 840.4758 2 1678.937047 0.0005 56.35 K I 0
549 ALANFMFDSDEAMVR JW2573 ECK2590 clpB protein disaggregation chaperone 76 858.8899 2 1715.765247 0.0006 56.24 K I 0
550 ALAQLLCR 57.021465@C:7 JW3564 ECK3580 selA selenocysteine synthase 59 472.7707 2 943.526847 -0.0004 39.69 R I 0
551 ALAQQLMQERG JW3194 ECK3214 nanA N-acetylneuraminate lyase 46 622.824 2 1243.633447 -0.0008 36.54 K - 0
552 ALAVKPK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 20 363.7473 2 725.480047 0.0001 17.33 R M 0
553 ALCEAVAAR 57.021465@C:3 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 66 480.7503 2 959.486047 0.0002 24.73 R D 0
554 ALDAIIASVTESLK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 15 715.9089 2 1429.803247 0.0004 68.85 R E 0
555 ALDALLDYQDYPIPAAK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 29 938.9898 2 1875.965047 0.0032 59.12 R R 0
556 ALDFIAER JW2395 ECK2394 gltX glutamyl-tRNA synthetase 12 467.7527 2 933.490847 -0.0011 37.85 K E 0
557 ALDGELR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 58 387.211 2 772.407447 -0.0004 25.53 K D 0
558 ALDGELRDK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 13 508.7736 2 1015.532647 0.0029 24.53 K G 0
559 ALDILTATPPDVFNHNLENVPR JW0623 ECK0621 lipA lipoate synthase 88 1223.6399 2 2445.265247 0.0001 57.24 R I 0
560 ALDIRPPAQPLALVSGAR JW2462 ECK2473 nlpB lipoprotein 59 923.039 2 1844.063447 0.0004 51.08 K T 0
561 ALDLSAEEK JW1194 ECK1191 ychF predicted GTP-binding protein 54 488.2533 2 974.492047 0.0001 30.30 R A 0
562 ALEAAGVPVIGTSPDAIDRAEDRER JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 33 870.1165 3 2607.32767 0.0025 43.89 R F 0
563 ALEEAGAEVEVK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 79 622.8222 2 1243.629847 0.0003 31.01 K - 0
564 ALEGDAEWEAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 68 609.7853 2 1217.556047 -0.0003 31.61 K I JW3943
565 ALEGGINFFDTANSYSDGSSEEIVGR JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 66 1368.1275 2 2734.240447 0.0048 58.39 R A 0
566 ALEIEEMQLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 58 602.3184 2 1202.622247 0.0007 46.11 R Q 0
567 ALEIISELAAK JW3171 ECK3193 ptsN sugar-specific enzyme IIA component of PTS 59 579.3423 2 1156.670047 -0.0002 53.60 R Q 0
568 ALELLKPLLEDEK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 53 755.9399 2 1509.865247 -0.0002 53.82 R A 0
569 ALEMIDMHGGDLFSEE JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 84 897.3893 2 1792.764047 -0.0007 57.84 K - 0
570 ALERGEGQPGDIETLEQLCR 57.021465@C:19 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 42 757.7062 3 2270.09677 0.0006 43.49 R F 0
571 ALESFQGTGR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 59 533.2699 2 1064.525247 0.0002 26.36 R R 0
572 ALESTELLAENSADLPK JW4120 ECK4155 yjeP predicted mechanosensitive channel 40 900.967 2 1799.919447 0.0041 47.37 R D 0
573 ALFADPEQPR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 45 572.293 2 1142.571447 -0.0006 35.20 K T 0
574 ALFATGNFEDVR JW0172 ECK0176 yaeT conserved protein 61 670.3362 2 1338.657847 0.0010 47.53 R V 0
575 ALFDQVLPAER JW1623 ECK1627 rsxG predicted oxidoreductase 44 629.8435 2 1257.672447 0.0008 49.61 K Y 0
576 ALFQLDPER JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 53 544.7905 2 1087.566447 0.0004 45.77 K A 0
577 ALFSGGEETKPTEQPAPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 92 943.9791 2 1885.943647 0.0016 28.78 K A 0
578 ALGANIER JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 29 422.2378 2 842.461047 0.0001 19.92 R V 0
579 ALGEFTITLDCDVLQADGGTR 57.021465@C:11 JW3618 ECK3633 rph ribonuclease PH (pseudogene) 60 1126.547 2 2251.079447 0.0003 61.57 K T 0
580 ALGIDAR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 25 358.2086 2 714.402647 0.0002 25.16 K V 0
581 ALGIELLR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 22 442.7817 2 883.548847 -0.0002 47.54 K F 0
582 ALGLNDELAHSSIR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 17 499.267 3 1494.77917 0.0002 39.32 R F 0
583 ALGMLAVDNQAR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 36 629.8324 2 1257.650247 0.0003 40.64 R V 0
584 ALGSPIR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 12 357.2187 2 712.422847 -0.0003 25.54 R G 0
585 ALGVGEVK JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 48 386.7317 2 771.448847 -0.0001 25.27 R F 0
586 ALGVTFFLPEGDAISASR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 35 925.986 2 1849.957447 0.0001 62.03 R Q 0
587 ALIDAAR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 31 365.2161 2 728.417647 -0.0003 24.37 R N 0
588 ALIDACWK 57.021465@C:6 JW5189 ECK1194 ychM predicted transporter 44 488.7493 2 975.484047 -0.0008 41.74 R E 0
589 ALIDACWKEK 57.021465@C:6 JW5189 ECK1194 ychM predicted transporter 39 617.3184 2 1232.622247 -0.0001 35.02 R Y 0
590 ALIGFAGPR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 43 451.2662 2 900.517847 -0.0003 40.42 K V 0
591 ALIHDVPEEYAIHK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 62 817.9305 2 1633.846447 0.0000 36.41 K E 0
592 ALIHDVPEEYAIHKEK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 58 631.3351 3 1890.98347 -0.0004 32.95 K E 0
593 ALILEPK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 37 392.2522 2 782.489847 -0.0003 32.27 R L 0
594 ALIMAPTR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 27 436.7546 2 871.494647 -0.0003 31.41 R E 0
595 ALINLSLCFPER 57.021465@C:8 JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 67 716.885 2 1431.755447 0.0010 57.75 R S 0
596 ALIPFGGIK JW0886 ECK0894 pflB pyruvate formate lyase I 11 458.2867 2 914.558847 -0.0001 47.43 R M 0
597 ALIVTDR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 20 394.2369 2 786.459247 -0.0006 27.91 R F 0
598 ALKEAGSLK JW2571 ECK2585 kgtP alpha-ketoglutarate transporter 42 458.7769 2 915.539247 0.0004 18.95 R G 0
599 ALLAAFDFPFR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 60 634.3457 2 1266.676847 0.0008 66.71 R K 0
600 ALLDTLLR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 50 457.7868 2 913.559047 -0.0006 54.62 K R 0
601 ALLEFDDQEPQLQNEIR JW1692 ECK1700 pps phosphoenolpyruvate synthase 15 1029.5108 2 2057.007047 0.0006 53.00 R E 0
602 ALLEFDDQEPQLQNEIREMMK JW1692 ECK1700 pps phosphoenolpyruvate synthase 30 859.7496 3 2576.22697 0.0020 64.02 R G 0
603 ALLEGESAR JW2947 ECK2975 glcC DNA-binding transcriptional dual regulator, glycolate-binding 23 473.2533 2 944.492047 -0.0007 22.60 R L 0
604 ALLENTELSAR JW3903 ECK3924 hslV peptidase component of the HslUV protease 80 608.8302 2 1215.645847 -0.0001 36.32 R E 0
605 ALLEVANR JW2860 ECK2887 recJ ssDNA exonuclease, 5' --> 3'-specific 35 443.2609 2 884.507247 -0.0007 31.82 K D 0
606 ALLFGAMMGAR 15.994915@M:7,15.994915@M:8 JW0831 ECK0838 ybjL predicted transporter 15 585.2927 2 1168.570847 -0.0025 66.19 R T 0
607 ALLFVENR JW5531 ECK3150 deaD ATP-dependent RNA helicase 34 481.2768 2 960.539047 -0.0002 41.75 R E 0
608 ALLLKEDEIVIDR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 72 763.9432 2 1525.871847 0.0003 45.16 K K 0
609 ALLLKEDEIVIDRK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 63 827.9908 2 1653.967047 0.0007 40.12 K K 0
610 ALLLLQK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 55 399.7758 2 797.537047 -0.0003 40.56 R E 0
611 ALLNPCSLLLLDEPAASLDAHSEQR 57.021465@C:6 JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 80 911.802 3 2732.38417 0.0040 62.88 R V 0
612 ALLNSMVIGVTEGFTK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 57 840.4568 2 1678.899047 0.0027 63.05 R K 0
613 ALLQGLQEEGR JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 74 607.33 2 1212.645447 -0.0008 38.26 R K 0
614 ALLQISEPGLSAAPHQR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 44 596.6635 3 1786.96867 -0.0002 41.42 M R 0
615 ALLRDSPILILDEATSALDTESER JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 51 1314.6876 2 2627.360647 -0.0047 68.81 R A 0
616 ALMAEGDKAIEGTDR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 53 526.2587 3 1575.75427 -0.0019 30.09 R S 0
617 ALMATEGVNIEFTDSGIKR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 39 684.6863 3 2051.03707 0.0013 47.52 K I 0
618 ALMEYDESLR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 50 613.7896 2 1225.564647 -0.0002 38.91 R S 0
619 ALMEYDESLRSELR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 51 571.2822 3 1710.82477 0.0001 43.67 R K 0
620 ALMEYDESLRSELRK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 39 613.9807 3 1838.92027 0.0007 39.49 R A 0
621 ALMGANMQR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 64 496.244 2 990.473447 -0.0004 26.27 R Q 0
622 ALMILINDGIVK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 52 650.389 2 1298.763447 0.0002 54.92 K V 0
623 ALMSAVPIPDPDLEK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 12 798.4224 2 1594.830247 0.0026 53.40 R N 0
624 ALMSAVPIPDPDLEKNK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 59 919.4904 2 1836.966247 0.0007 46.48 R T 0
625 ALNAAGFR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 38 410.2272 2 818.439847 0.0000 28.49 R I 0
626 ALNADDGKEIWSVSLAEK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 116 973.496 2 1944.977447 -0.0018 46.99 K D 0
627 ALNDKGITDILVVDNLKDGTK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 18 561.3121 4 2241.219294 -0.0022 50.21 K F 0
628 ALNFLVR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 53 416.7556 2 831.496647 0.0000 43.35 R K 0
629 ALNIAFDNR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 39 517.2748 2 1032.535047 -0.0002 39.06 R L 0
630 ALNLLHSAGVK JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 32 374.8922 3 1121.65477 -0.0008 35.29 K S 0
631 ALNLQDK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 44 401.2268 2 800.439047 -0.0001 22.67 M Q 0
632 ALNLQDKQAIVAEVSEVAK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 132 1013.5626 2 2025.110647 0.0002 50.97 M G 0
633 ALNNATFSK JW2504 ECK2516 yfhM conserved protein 37 483.2562 2 964.497847 0.0001 25.24 K D 0
634 ALNNATFSKDYEK JW2504 ECK2516 yfhM conserved protein 44 750.8703 2 1499.726047 0.0005 27.56 K T 0
635 ALNNELQQEVHQR JW0162 ECK0165 glnD uridylyltransferase 11 526.9372 3 1577.78977 -0.0011 29.51 R L 0
636 ALNPEHPVIR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 13 382.5522 3 1144.63477 -0.0006 25.68 R G 0
637 ALNVEEQSVQETEQEER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 107 1009.4687 2 2016.922847 -0.0007 34.38 K V 0
638 ALNVMLK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 17 394.7387 2 787.462847 0.0003 35.41 R N 0
639 ALNYTTEQILDLFFEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 83 973.0014 2 1943.988247 0.0004 75.34 R V 0
640 ALPAIADAVK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 43 484.7919 2 967.569247 -0.0009 39.03 R G 0
641 ALPAIADAVKGDIAILADSGIR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 98 1075.6118 2 2149.209047 -0.0015 69.31 R N 0
642 ALPAIADAVKGDIAILADSGIRNGLDVVR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 95 968.5498 3 2902.62757 0.0036 71.01 R M 0
643 ALPDEERQEIIDIVTSWPGVSGAHDLR JW3886 ECK3907 fieF zinc transporter 60 1001.8443 3 3002.51107 0.0015 67.36 R T 0
644 ALPFIGDGLKPVQR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 19 504.2956 3 1509.86497 -0.0017 53.56 R R 0
645 ALPGYGDGEIQATISGLALPGETVADQHK JW2504 ECK2516 yfhM conserved protein 56 970.1617 3 2907.46327 0.0020 60.00 R Q 0
646 ALPNQPIKLDVIKPDGQVLR JW2504 ECK2516 yfhM conserved protein 36 738.7707 3 2213.29027 0.0007 46.39 K S 0
647 ALPPEAQLMMQLSIENGYKR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 65 1145.0911 2 2288.167647 0.0021 58.62 R F 0
648 ALPPELAQEYLQSCEIAIQR 57.021465@C:14 JW5701 ECK3346 yhfK conserved inner membrane protein 44 777.0665 3 2328.17767 -0.0008 60.68 R C 0
649 ALPSAVSER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 38 465.256 2 928.497447 -0.0002 25.52 K I 0
650 ALPVFDKEK JW1050 ECK1048 yceB predicted lipoprotein 18 523.7969 2 1045.579247 -0.0014 30.40 K G 0
651 ALQAEAAVEAVAQAMR JW3564 ECK3580 selA selenocysteine synthase 85 543.619 3 1627.83517 0.0001 60.88 R S 0
652 ALQLLAR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 53 392.7555 2 783.496447 -0.0001 35.08 R A 0
653 ALQNNAIEEFKR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 73 716.8811 2 1431.747647 0.0006 33.59 K Y 0
654 ALRAETNIQYEGR JW1178 ECK1177 dadA D-amino acid dehydrogenase 36 507.5982 3 1519.77277 -0.0015 26.67 K Q 0
655 ALREEGYR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 38 497.259 2 992.503447 -0.0004 19.10 K V 0
656 ALRQELLLK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 42 542.3473 2 1082.680047 -0.0011 32.75 R N 0
657 ALSDDQR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 25 402.6959 2 803.377247 0.0000 15.94 R A 0
658 ALSHTLLMFDNFYDVEEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 64 724.682 3 2171.02417 -0.0002 59.71 K A 0
659 ALSMDAVQK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 19 481.7521 2 961.489647 -0.0005 29.21 R A JW2449
660 ALSNHENDNQQQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 25 777.3577 2 1552.700847 0.0030 13.96 R I 0
661 ALSNPDLYEGDGELR JW0462 ECK0467 htpG molecular chaperone HSP90 family 40 824.8961 2 1647.777647 0.0036 39.92 R V 0
662 ALSNPDLYEGDGELRVR JW0462 ECK0467 htpG molecular chaperone HSP90 family 47 635.3216 3 1902.94297 -0.0006 39.41 R V 0
663 ALSVPCSDSK 57.021465@C:6 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 25 532.2592 2 1062.503847 0.0023 25.70 K A 0
664 ALTDDERAQLLYER JW3132 ECK3151 nlpI conserved protein 54 564.9563 3 1691.84707 -0.0006 38.76 R G 0
665 ALTDVGAVK JW5107 ECK0796 ybiN predicted SAM-dependent methyltransferase 29 437.2554 2 872.496247 -0.0004 27.79 R V 0

4



666 ALTEANGDIELAIENMR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 97 930.4627 2 1858.910847 0.0015 57.08 K K 0
667 ALTEANGDIELAIENMRK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 38 663.342 3 1987.00417 0.0000 52.41 K S 0
668 ALTEETGTTIEIEDDGTVK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 92 1011.4919 2 2020.969247 0.0006 42.37 R I 0
669 ALTFCEAEMDNLTR 57.021465@C:5 JW0907 ECK0915 mukB fused chromosome partitioning proteins 106 835.8791 2 1669.743647 -0.0003 50.43 K K 0
670 ALTGLSPDEIVNQVK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 41 792.4359 2 1582.857247 0.0007 50.47 K D 0
671 ALTGLSPDEIVNQVKDAGLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 19 690.049 3 2067.12517 0.0040 57.93 K G 0
672 ALTICTVSDHIR 57.021465@C:5 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 39 462.5773 3 1384.71007 -0.0033 37.02 K T 0
673 ALTLQEK JW5503 ECK3026 tolC transport channel 30 401.7371 2 801.459647 0.0000 23.63 R A 0
674 ALTNLVGNGVATIVVAK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 91 820.4902 2 1638.965847 -0.0008 52.51 R W 0
675 ALTTISPHDAQELIAR JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 84 868.4712 2 1734.927847 0.0014 43.93 M G 0
676 ALVGAPDGSQIIR JW5932 ECK3799 hemC hydroxymethylbilane synthase 65 648.8669 2 1295.719247 -0.0004 38.49 R G 0
677 ALVGIFLNDQYVK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 59 740.4138 2 1478.813047 -0.0002 56.75 R G 0
678 ALVGSGIEAQVNGER JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 121 750.394 2 1498.773447 -0.0004 36.95 R V 0
679 ALVQHNKAEQQAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 40 732.8996 2 1463.784647 0.0002 14.04 K V 0
680 ALVSPEAIGSLIVTK JW1913 ECK1927 yedD predicted protein 98 749.4482 2 1496.881847 0.0006 58.13 R E 0
681 ALVSPEAIGSLIVTKEGDTLDCR 57.021465@C:22 JW1913 ECK1927 yedD predicted protein 75 815.4291 3 2443.26547 0.0026 60.08 R Q 0
682 AMAWEEHDE JW3897 ECK3918 glpK glycerol kinase 31 559.2163 2 1116.418047 -0.0002 32.38 R - 0
683 AMEAPLR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 41 394.21 2 786.405447 -0.0004 24.44 R Q 0
684 AMEIVYDEADLR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 37 712.8402 2 1423.665847 0.0007 45.47 R R 0
685 AMEIVYDEADLRR 15.994915@M:2 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 58 532.9274 3 1595.76037 -0.0010 33.62 R Y 0
686 AMELLTGK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 36 431.7387 2 861.462847 0.0000 36.55 R S 0
687 AMELLTGKSEK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 31 402.8846 3 1205.63197 -0.0005 27.93 R Q 0
688 AMEMVAASK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 58 469.2276 2 936.440647 -0.0002 20.69 K M 0
689 AMFEKYTSAFSATALK 15.994915@M:2 JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 13 891.4443 2 1780.874047 0.0036 41.92 R V 0
690 AMGATPMQIVR JW0194 ECK0198 metI DL-methionine transporter subunit -!- membrane component protein of ABC superfamily 15 587.8079 2 1173.601247 0.0014 39.26 R K 0
691 AMGCNTTGVR 57.021465@C:4 JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 57 533.7418 2 1065.469047 -0.0005 19.49 R G 0
692 AMGLPLLAVSGVEADDVIGTLAR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 72 1134.6165 2 2267.218447 -0.0010 75.93 K E 0
693 AMGVDYAAEYLQR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 83 743.8535 2 1485.692447 0.0003 48.28 R F 0
694 AMLANMR JW2517 ECK2530 suhB inositol monophosphatase 49 403.7042 2 805.393847 0.0000 26.93 K D 0
695 AMLEQQAWIGLMDQAR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 45 930.9591 2 1859.903647 0.0014 60.48 R A 0
696 AMLGDVAAQVLLLQSR 15.994915@M:2 JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 93 850.9729 2 1699.931247 0.0023 58.98 K D 0
697 AMLHFCENPGK 57.021465@C:6 JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 58 652.2986 2 1302.582647 -0.0023 32.07 R I 0
698 AMLNLEYTPSPSLLPVQSQLK JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 33 1165.1274 2 2328.240247 0.0004 60.25 K V 0
699 AMLNTLNVGPTLDPR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 37 806.43 2 1610.845447 0.0004 48.51 R F 0
700 AMLQDIATLTGGTVISEEIGMELEKATLEDLGQAK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 82 1225.9621 3 3674.86447 0.0012 79.97 K R 0
701 AMMDNLQTETVINR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 110 818.3941 2 1634.773647 -0.0020 41.56 K D 0
702 AMMDNLQTETVINRDGQEEK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 72 1161.5383 2 2321.062047 -0.0007 38.89 K Q 0
703 AMMQDAGFESVDYYNLTAGVVALHR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 82 920.1041 3 2757.29047 0.0016 60.93 K G 0
704 AMNDDDAAAK JW0622 ECK0620 tatE TatABCE protein translocation system subunit 77 511.2165 2 1020.418447 0.0003 15.44 K K 0
705 AMNDDDAAAKK JW0622 ECK0620 tatE TatABCE protein translocation system subunit 27 575.2642 2 1148.513847 0.0007 13.89 K G 0
706 AMQASVDAAQATLK JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 41 702.8604 2 1403.706247 -0.0015 34.65 K Q 0
707 AMQEEFYLELK JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 53 700.8425 2 1399.670447 0.0011 51.78 R E 0
708 AMQEVLQQFAHVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 12 510.2698 3 1527.78757 0.0007 47.91 K D 0
709 AMQWMPISQK JW5821 ECK1181 emtA lytic murein endotransglycosylase E 31 610.3012 2 1218.587847 -0.0011 43.02 R A 0
710 AMSDDEPKQDK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 15 632.28 2 1262.545447 0.0006 15.92 K T 0
711 AMSDDEPKQDKTSQDADFTAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 59 1164.5183 2 2327.022047 -0.0002 23.74 K T 0
712 AMSDLQTPEWVGADCAR 57.021465@C:15 JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 83 953.9256 2 1905.836647 0.0018 46.66 R R 0
713 AMTPANYIGR JW1117 ECK1117 purB adenylosuccinate lyase 32 547.2764 2 1092.538247 -0.0003 35.09 K A 0
714 AMTYHLDVVSAEQQMFSGLVEK JW3709 ECK3724 atpC F1 sector of membrane-bound ATP synthase, epsilon subunit 46 828.4038 3 2482.18957 0.0023 62.11 M I 0
715 AMVEVFLER JW2535 ECK2548 glyA serine hydroxymethyltransferase 21 547.2892 2 1092.563847 0.0001 47.50 K G 0
716 AMVGGSEPQFAGYNR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 84 792.3663 2 1582.718047 -0.0017 36.59 R A 0
717 AMVSNTATVLR JW4201 ECK4237 mgtA magnesium transporter 80 581.816 2 1161.617447 0.0000 30.61 K V 0
718 AMYSIAK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 32 392.207 2 782.399447 -0.0003 27.36 K K 0
719 ANAATGNLNILLPMVTSLDEVDEAR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 35 876.4499 3 2626.32787 0.0006 71.40 R R 0
720 ANAATGNLNILLPMVTSLDEVDEARR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 60 928.483 3 2782.42717 -0.0012 67.40 R L 0
721 ANATAWLKDNPETAK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 30 543.9453 3 1628.81407 -0.0019 34.09 K E 0
722 ANAVLLHSCEVTSGTPGCYR 57.021465@C:9,57.021465@C:18 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 81 1096.5134 2 2191.012247 -0.0027 35.73 K Q 0
723 ANAVVMATGGAGR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 96 587.8034 2 1173.592247 -0.0002 27.10 R V 0
724 ANDAAGDGTTTATVLAQAIITEGLK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 131 1201.6253 2 2401.236047 0.0024 67.30 K A 0
725 ANDIALK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 71 372.7161 2 743.417647 -0.0001 22.24 R C 0
726 ANDIDVPAALIDSEIDVLR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 40 1020.0369 2 2038.059247 0.0010 68.26 K R 0
727 ANDIDVPAALIDSEIDVLRR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 38 1098.0873 2 2194.160047 0.0008 66.22 K Q 0
728 ANEAYMALIMDAR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 116 734.8505 2 1467.686447 0.0015 54.00 K Y 0
729 ANELMEEFHIEHLR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 23 589.9541 3 1766.84047 -0.0004 46.44 R D 0
730 ANENGESFVAMVDR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 54 769.8495 2 1537.684447 0.0015 43.68 R M 0
731 ANENVELVHYAQPLLNEADSLAK JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 80 1269.6448 2 2537.275047 -0.0010 59.53 K V 0
732 ANEVRPVLACR 57.021465@C:10 JW1279 ECK1281 rnb ribonuclease II 27 642.8455 2 1283.676447 -0.0004 24.85 R M 0
733 ANGAEIDDGAINGIK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 75 729.3651 2 1456.715647 0.0000 36.36 R V 0
734 ANGLVDSLGDFDDAVAK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 70 853.9157 2 1705.816847 0.0010 54.69 K A 0
735 ANGLVDSLGDFDDAVAKAAELAK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 103 1145.5823 2 2289.150047 0.0013 67.62 K V 0
736 ANHRPSELSGGER JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 33 705.3477 2 1408.680847 0.0003 17.24 R Q 0
737 ANISDSYVLLR JW2601 ECK2616 smpB trans-translation protein 25 625.8407 2 1249.666847 0.0002 44.42 K D 0
738 ANISVHEPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 20 511.7726 2 1021.530647 0.0002 21.37 R Q 0
739 ANLDLASVVPELDMYDRNWPIR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 51 863.1044 3 2586.29137 0.0013 67.81 K T 0
740 ANLPLSYPMTAR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 52 667.3496 2 1332.684647 -0.0013 42.92 R R 0
741 ANLTAQINK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 15 486.7771 2 971.539647 -0.0002 19.41 K L 0
742 ANLVNKPLPR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 15 374.5645 3 1120.67167 0.0000 23.78 K L 0
743 ANMQSER JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 21 418.19 2 834.365447 0.0000 13.93 R E 0
744 ANNAINDMVR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 50 559.2752 2 1116.535847 0.0012 30.82 R Q 0
745 ANNTTGFTR JW4002 ECK4034 dgkA diacylglycerol kinase 56 491.2414 2 980.468247 0.0006 19.76 M I 0
746 ANNVGELEK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 29 487.2511 2 972.487647 0.0001 21.38 K H 0
747 ANNVGELEKHK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 47 619.828 2 1237.641447 -0.0001 18.25 K D 0
748 ANPAFDTEK JW4220 ECK4256 yjgR predicted ATPase 12 496.7376 2 991.460647 -0.0004 22.50 R A 0
749 ANPEDFVVVEDLGFEPDGEGEHILVR JW2715 ECK2740 truD pseudoruidine synthase 101 961.4672 3 2881.37977 0.0028 62.22 K I 0
750 ANPLYQK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 32 417.2294 2 832.444247 0.0000 22.67 M H 0
751 ANPQPELLK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 24 505.2874 2 1008.560247 -0.0001 30.44 K H 0
752 ANPQQAPR JW1446 ECK1445 yncD predicted iron outer membrane transporter 20 441.2332 2 880.451847 0.0003 13.90 K A 0
753 ANQLWSEVLDNAAFEAEQMGK JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 108 1176.0522 2 2350.089847 -0.0001 69.40 K S 0
754 ANQMRPMVVQSSEDFYLAK JW2479 ECK2490 yfgC predicted peptidase 56 738.695 3 2213.06317 0.0025 45.02 R A 0
755 ANQRLDNMATK JW1667 ECK1673 lpp murein lipoprotein 30 631.3185 2 1260.622447 -0.0020 19.96 R Y 0
756 ANSHAPEAVVEGASR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 77 747.8684 2 1493.722247 0.0000 23.56 R A 0
757 ANSSTTTAAEPLK JW2294 ECK2291 pta phosphate acetyltransferase 62 645.8304 2 1289.646247 0.0000 21.87 R M 0
758 ANTGVTLEPINSQNAPK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 43 877.4574 2 1752.900247 -0.0003 34.97 K G 0
759 ANVSQVMHIIGDVAGR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 70 556.2947 3 1665.86227 0.0002 54.57 R D 0
760 ANVSQVMHIIGDVAGRDCVLVDDMIDTGGTLCK 57.021465@C:18,57.021465@C:32 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 126 1187.2388 3 3558.69457 0.0007 71.23 R A 0
761 ANVVADAWAMGGQIPR JW2586 ECK2602 yfiB predicted outer membrane lipoprotein 74 828.4207 2 1654.826847 0.0019 53.25 R S 0
762 ANWQSIDELQDIASDLPR JW5309 ECK1876 yecM predicted metal-binding enzyme 128 1036.0097 2 2070.004847 0.0031 64.32 M F 0
763 APAATSTPAPK JW3351 ECK3375 damX predicted protein 50 506.2773 2 1010.540047 0.0004 17.85 K E 0
764 APAEPQRYDAVLVAIGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 33 609.335 3 1824.98317 -0.0015 45.48 K V 0
765 APAKESAPAAAAPAAQPALAAR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 106 1001.0473 2 2000.080047 -0.0003 26.64 K S 0
766 APAPEYVPEAPR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 45 648.8325 2 1295.650447 -0.0005 32.13 R H 0
767 APDFLKDIGGLETNR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 92 823.4305 2 1644.846447 -0.0007 51.58 K I 0
768 APDGKTHELSS JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 17 571.2781 2 1140.541647 0.0005 16.87 R - 0
769 APEAVIAK JW4215 ECK4251 valS valyl-tRNA synthetase 61 399.7395 2 797.464447 -0.0002 21.30 R E 0
770 APECFYIEQK 57.021465@C:4 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 32 642.8 2 1283.585447 -0.0001 34.86 K L 0
771 APEESEYLNLIANAAR JW0938 ECK0946 ycbZ predicted peptidase 41 880.9437 2 1759.872847 -0.0012 55.72 K T 0
772 APEVVEEQR JW2501 ECK2513 yfgB predicted enzyme 65 528.7692 2 1055.523847 -0.0008 20.94 R S 0
773 APFIALNMAAIPK JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 43 678.89 2 1355.765447 0.0020 55.34 K D 0
774 APGDETPEKADHGGISGK JW2565 ECK2579 yfiF predicted methyltransferase 48 589.2833 3 1764.82807 0.0004 19.31 R S 0
775 APGFGDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 45 360.1773 2 718.340047 0.0002 21.41 K R 0
776 APGFGDRR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 27 438.2269 2 874.439247 -0.0016 19.13 K K 0
777 APGMTMFK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 43 441.714 2 881.413447 -0.0004 35.80 R M 0
778 APHQGAPIVIEQPSSFLAISDLVVR JW3506 ECK3523 bcsG predicted inner membrane protein 57 882.1513 3 2643.43207 -0.0064 63.89 K V 0
779 APHVLTDSR JW5453 ECK2842 yqeF predicted acyltransferase 33 498.2669 2 994.519247 -0.0004 19.88 R T 0
780 APLAMRLR 15.994915@M:5 JW4026 ECK4058 yjcE predicted cation/proton antiporter 18 315.1881 3 942.5424705 -0.0007 21.54 R A 0
781 APLEIADGQATISWLNNNK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 144 1028.0294 2 2054.044247 0.0011 56.92 R G 0
782 APLFAGR JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 11 366.2134 2 730.412247 -0.0004 28.90 R H 0
783 APLGALR JW2504 ECK2516 yfhM conserved protein 37 349.2213 2 696.428047 -0.0002 25.76 K E 0
784 APLVMVVDHQR 15.994915@M:5 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 74 640.8425 2 1279.670447 -0.0002 27.26 K T 0
785 APMILALANPEPEILPPLAK 15.994915@M:3 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 63 1057.5998 2 2113.185047 -0.0006 61.62 R E 0
786 APNEAVSSVR JW2504 ECK2516 yfhM conserved protein 21 515.27 2 1028.525447 0.0005 20.89 K F 0
787 APNLGQLYGFYGNPNLDPEK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 93 1104.0412 2 2206.067847 -0.0016 55.88 K S 0
788 APNLGQLYGFYGNPNLDPEKSK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 66 808.0723 3 2421.19507 -0.0012 53.02 K Q 0
789 APRPVDEPR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 24 346.1901 3 1035.54847 0.0022 18.19 K T 0
790 APSAAMQK JW1001 ECK1006 putP proline:sodium symporter 19 402.2075 2 802.400447 -0.0003 19.22 K R 0
791 APSLLQLSPDWTSNSCR 57.021465@C:16 JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 74 966.4682 2 1930.921847 0.0011 54.72 K G 0
792 APSTFNPLYSMDR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 62 749.8536 2 1497.692647 0.0004 48.14 K A 0
793 APTEPSAGGEVK JW3904 ECK3925 ftsN essential cell division protein 51 571.7881 2 1141.561647 0.0001 20.09 R T 0
794 APTPLWMK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 35 472.2569 2 942.499247 -0.0004 40.11 K E 0
795 APVFQSR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 36 402.7217 2 803.428847 0.0000 22.73 R M 0
796 APVVTIMGHVDHGK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 38 487.5941 3 1459.76047 -0.0002 30.33 R T 0
797 APVVVPAGVDVK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 36 575.8457 2 1149.676847 0.0011 37.87 K I 0
798 AQAAANIAQLTVNR JW0452 ECK0457 acrA multidrug efflux system 104 720.9001 2 1439.785647 0.0013 37.72 K Y 0
799 AQAAANIAQLTVNRYQK JW0452 ECK0457 acrA multidrug efflux system 92 930.5078 2 1859.001047 -0.0003 37.01 K L 0
800 AQAFEQDR JW0173 ECK0177 hlpA periplasmic chaperone 42 482.7277 2 963.440847 -0.0001 20.52 K A 0
801 AQALGVSINDINTTLGAAWGGSYVNDFIDR JW0451 ECK0456 acrB multidrug efflux system protein 25 1046.8569 3 3137.54887 0.0073 73.51 K G 0
802 AQAMYGGSLLSTQQGLWAK JW5760 ECK4255 yjgQ conserved inner membrane protein 103 1005.5101 2 2009.005647 0.0018 52.23 R D 0
803 AQAVGAADSLK JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 52 515.78 2 1029.545447 0.0001 22.61 K T 0
804 AQCLAHDLPDPLEPLEIDGTLLPR 57.021465@C:3 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 63 895.1302 3 2682.36877 0.0002 64.01 R Y 0
805 AQEIELK JW3026 ECK3044 ygiF predicted adenylate cyclase 35 415.7343 2 829.454047 -0.0004 25.33 M F 0
806 AQESQKAELEGIIK JW3775 ECK3797 hemX uroporphyrinogen III methylase 79 772.4197 2 1542.824847 -0.0004 34.74 K Q 0
807 AQESQKAELEGIIKQQAAQLK JW3775 ECK3797 hemX uroporphyrinogen III methylase 60 771.0918 3 2310.25357 -0.0006 46.14 K Q 0
808 AQEVLLDR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 49 472.264 2 942.513447 0.0000 29.17 R S 0
809 AQEVTADNNQQAASGAQPEQSK JW0452 ECK0457 acrA multidrug efflux system 118 1136.524 2 2271.033447 -0.0028 19.91 K S 0
810 AQEVTADNNQQAASGAQPEQSKS JW0452 ECK0457 acrA multidrug efflux system 63 1180.045 2 2358.075447 0.0071 20.28 K - 0
811 AQEYTVEQLNHGR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 82 772.8767 2 1543.738847 0.0011 26.79 M K 0
812 AQEYTVEQLNHGRK JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 50 836.9241 2 1671.833647 0.0009 24.40 M V 0
813 AQFAQQGR JW2363 ECK2362 dsdA D-serine ammonia-lyase 38 453.2322 2 904.449847 -0.0017 18.39 K I 0
814 AQFEEER JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 23 454.7091 2 907.403647 0.0001 20.37 K V 0
815 AQFGAAFPVVPGETGGR JW3243 ECK3269 yrdC dsRNA-binding protein 36 830.9259 2 1659.837247 0.0005 47.60 R L 0
816 AQFGGQR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 23 382.1959 2 762.377247 -0.0001 17.70 K F 0
817 AQGHIVAGQTPLYEIK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 67 862.97 2 1723.925447 -0.0002 36.71 K K 0
818 AQGHIVAGQTPLYEIKK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 81 927.0178 2 1852.021047 0.0005 30.67 K - 0
819 AQGLDLTIPVDK JW2504 ECK2516 yfhM conserved protein 34 635.3565 2 1268.698447 0.0008 47.37 R T 0
820 AQGLDLTIPVDKTWNR JW2504 ECK2516 yfhM conserved protein 40 913.9905 2 1825.966447 -0.0022 49.07 R H 0
821 AQGVQLTAK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 62 458.2667 2 914.518847 0.0004 22.66 K L 0
822 AQIARDELTAR JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 18 622.3408 2 1242.667047 -0.0010 23.78 K E 0
823 AQIEPLHAMVK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 20 412.8969 3 1235.66887 -0.0006 32.74 R A 0
824 AQIVGMNVGTLK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 44 615.8473 2 1229.680047 -0.0001 40.53 R I 0
825 AQLAFEGFDSK JW3904 ECK3925 ftsN essential cell division protein 65 606.7986 2 1211.582647 0.0004 45.59 R I 0
826 AQLAIYDYIK JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 50 599.3294 2 1196.644247 0.0001 51.75 R S 0
827 AQLGSNSTMK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 53 518.7582 2 1035.501847 0.0000 19.33 K K 0
828 AQLLADLADLDVLSTEDLK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 134 1022.0466 2 2042.078647 0.0005 70.66 K N 0
829 AQLLADLADLDVLSTEDLKNR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 51 771.7486 3 2312.22397 0.0016 66.01 K R 0
830 AQLLDSDGLLR JW2343 ECK2340 vacJ predicted lipoprotein 34 600.8328 2 1199.651047 0.0001 47.69 R Q 0
831 AQLLYER JW3132 ECK3151 nlpI conserved protein 28 446.7474 2 891.480247 -0.0012 30.19 R G 0
832 AQLNDATFAASPEGK JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 42 760.3729 2 1518.731247 -0.0001 33.76 R T 0
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833 AQLQEIAQTK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 48 565.3148 2 1128.615047 0.0011 27.94 R A 0
834 AQLSTIESDEVTPDRR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 46 908.955 2 1815.895447 -0.0007 31.34 R F 0
835 AQMDGLEGYPVYTR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 60 800.3779 2 1598.741247 0.0013 42.24 R K 0
836 AQNAQVAAGQLGGTPPVKGQQLNASIIAQTR JW0451 ECK0456 acrB multidrug efflux system protein 101 1029.8943 3 3086.66107 0.0025 42.00 K L 0
837 AQNFEAVAQYQFDFGLRPSLAYLQSK JW2203 ECK2207 ompC outer membrane porin protein C 41 997.8409 3 2990.50087 0.0082 64.92 K G 0
838 AQNSNLNSDQLVTLQVSNSGDQPLWLR JW2504 ECK2516 yfhM conserved protein 31 999.8395 3 2996.49667 0.0014 58.10 K M 0
839 AQNVIVFK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 49 459.7738 2 917.533047 -0.0003 34.08 K R 0
840 AQNVIVFKR JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 23 537.8247 2 1073.634847 0.0004 28.72 K S 0
841 AQPEWEALPAIER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 60 755.3885 2 1508.762447 0.0001 49.03 R A 0
842 AQPSLEAIAALKPDLIIADSSR JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 62 1140.1333 2 2278.252047 -0.0012 59.41 R H 0
843 AQPVGGLNEK JW0938 ECK0946 ycbZ predicted peptidase 25 506.774 2 1011.533447 -0.0014 21.21 R I 0
844 AQQLTLTAPEMTALVGGMR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 48 994.5207 2 1987.026847 0.0039 59.47 K V 0
845 AQQPPIR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 25 405.235 2 808.455447 0.0000 19.45 K I 0
846 AQQYQQQLGQK JW0628 ECK0626 rlpA minor lipoprotein 50 660.339 2 1318.663447 0.0006 21.97 R F 0
847 AQSLDALSSMANIAGYR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 86 884.4398 2 1766.865047 0.0029 56.05 R A 0
848 AQSVTLDYK JW2553 ECK2567 lepA GTP binding membrane protein 53 512.7698 2 1023.525047 0.0014 29.41 K A 0
849 AQSVVDYLISK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 62 611.8376 2 1221.660647 0.0002 49.71 R G 0
850 AQSVVDYLISKGIPADK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 38 902.4957 2 1802.976847 -0.0008 55.45 R I 0
851 AQSVVDYLISKGIPADKISAR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 94 1116.1251 2 2230.235647 0.0036 54.69 R G 0
852 AQTFTLVAK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 24 489.7846 2 977.554647 0.0001 34.59 K D 0
853 AQTILEAQGEVAR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 95 693.373 2 1384.731447 0.0005 33.07 K F 0
854 AQTISFEDFITYKGEQGAK JW1194 ECK1191 ychF predicted GTP-binding protein 16 711.6882 3 2132.04277 0.0002 53.80 R E 0
855 AQTKTEEFDAIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 77 690.8538 2 1379.693047 -0.0002 26.32 K I 0
856 AQTQAEVEAQQQK JW4313 ECK4340 hsdR endonuclease R 63 729.863 2 1457.711447 0.0004 19.18 K L 0
857 AQVAQIAGKPSSEVSMIHAR JW1728 ECK1737 osmE DNA-binding transcriptional regulator 87 1040.5517 2 2079.088847 -0.0007 31.95 R G 0
858 AQVESALQK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 41 487.2691 2 972.523647 -0.0003 22.33 R A 0
859 AQVFTDSLNPAPLEALAGR JW4349 ECK4378 lplA lipoate-protein ligase A 103 985.5216 2 1969.028647 0.0018 58.49 R L 0
860 AQVSEADVIHLKPGQK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 39 573.9843 3 1718.93107 -0.0005 31.53 K A 0
861 AQVVVLDSNTR JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 52 601.3302 2 1200.645847 -0.0004 30.41 R R 0
862 AQVYALNTSDGTVAWQTK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 126 976.9895 2 1951.964447 0.0005 45.20 K V 0
863 AQWNSNIQELVNR JW5942 ECK3515 bcsC cellulose synthase subunit 62 786.3981 2 1570.781647 -0.0035 46.33 R L 0
864 AQYDTVLANEVTAR JW5503 ECK3026 tolC transport channel 133 775.8943 2 1549.774047 0.0004 41.26 R N 0
865 AQYLIDQLLAEAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 57 752.4126 2 1502.810647 0.0014 64.32 R K 0
866 AQYLYVPYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 22 586.8085 2 1171.602447 0.0000 41.05 R D 0
867 AQYLYVPYRDQSDIYNYDSSLLQSDYSGLFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 53 1247.2554 3 3738.74437 -0.0034 66.54 R D 0
868 AQYTSMAK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 31 450.2179 2 898.421247 -0.0006 20.59 K M 0
869 AQYVLAEQVTR JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 66 639.3458 2 1276.677047 -0.0005 35.30 R L 0
870 AQYVVTR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 32 418.7344 2 835.454247 -0.0008 22.00 R D 0
871 ARAEVEVDAK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 43 544.2906 2 1086.566647 -0.0002 19.18 R T 0
872 ARDEAIAYLSK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 13 618.8332 2 1235.651847 0.0010 31.61 K R 0
873 ARDEAIAYLSKR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 26 464.9238 3 1391.74957 -0.0026 28.57 K H 0
874 ARDMLYPER JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 31 575.787 2 1149.559447 -0.0005 26.63 R I 0
875 AREASGFGADYNAMIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 30 576.9427 3 1727.80627 0.0015 38.27 R V 0
876 AREELRK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 16 451.2641 2 900.513647 -0.0005 13.72 R Q 0
877 AREVPAAIQK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 34 541.8193 2 1081.624047 -0.0003 20.29 K A 0
878 ARLEEGLNPNAILVPQQGVTR JW0452 ECK0457 acrA multidrug efflux system 87 1138.1302 2 2274.245847 0.0015 44.49 R T 0
879 ARLPATDGQVK JW5100 ECK0729 tolB periplasmic protein 80 578.3276 2 1154.640647 -0.0002 20.57 K F 0
880 ARLPGGQLEQAR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 60 648.362 2 1294.709447 -0.0012 25.36 K E 0
881 ARNDQLFAEIDDLNGGQEALEER JW2718 ECK2743 ftsB cell division protein 66 868.4164 3 2602.22737 0.0016 53.75 K A 0
882 ARNEQDGGDLVYFQGHISPGVYAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 61 883.7645 3 2648.27167 -0.0013 43.74 R A 0
883 ARPAEQPAPVK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 37 582.3305 2 1162.646447 0.0005 17.20 K - 0
884 ARPESQELNILR JW2516 ECK2529 yfhQ predicted methyltransferase 63 713.3938 2 1424.773047 -0.0004 33.46 R G 0
885 ARPYSGYENFDFEIPVGGGVSDCYTR 57.021465@C:23 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 48 1478.6654 2 2955.316247 0.0030 54.45 K V 0
886 ARVEDALHATR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 50 619.8333 2 1237.652047 -0.0006 22.31 K A 0
887 ASADPQGNPWDPK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 46 691.8204 2 1381.626247 0.0000 31.36 R R 0
888 ASADPQGNPWDPKR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 55 769.871 2 1537.727447 0.0001 27.59 R Q 0
889 ASAEEIQDHQCEILR 57.021465@C:11 JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 73 899.9233 2 1797.832047 0.0006 31.74 R - 0
890 ASAIVTNR JW1692 ECK1700 pps phosphoenolpyruvate synthase 53 416.2379 2 830.461247 0.0002 18.66 K G 0
891 ASAQLETIK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 58 480.7714 2 959.528247 -0.0006 24.35 K T 0
892 ASATDQLK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 60 417.2218 2 832.429047 -0.0001 18.68 K K 0
893 ASATDQLKK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 53 481.2693 2 960.524047 0.0001 17.05 K A 0
894 ASATMIGDDETNWGTK JW5633 ECK3680 yidQ conserved outer membrane protein 86 848.8784 2 1695.742247 0.0012 39.11 R S 0
895 ASAVGSHTTLSR JW0473 ECK0478 copA copper transporter 62 593.8121 2 1185.609647 -0.0005 19.16 R I 0
896 ASCGQTSHTNLYQPANNDCYLFDNLSK 57.021465@C:3,57.021465@C:19 JW3506 ECK3523 bcsG predicted inner membrane protein 75 1040.1246 3 3117.35197 -0.0038 46.52 R L 0
897 ASDFVLAMGQGR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 11 626.311 2 1250.607447 -0.0003 43.17 K M 0
898 ASDGETYQLNFIDTPGHVDFSYEVSR JW2553 ECK2567 lepA GTP binding membrane protein 77 983.1182 3 2946.33277 0.0020 56.28 K S 0
899 ASDVFLAVESYR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 60 678.8435 2 1355.672447 0.0003 50.05 K L 0
900 ASDWGWQIDPVGLR JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 53 800.4002 2 1598.785847 0.0018 57.76 K Y 0
901 ASELLGGVR JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 69 451.2581 2 900.501647 -0.0012 31.85 R G 0
902 ASENMTPQDYIGHHLNNLQLDLR 15.994915@M:5 JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 79 1348.1481 2 2694.281647 -0.0004 49.83 M T 0
903 ASFVTLQDVGGR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 27 625.3304 2 1248.646247 0.0000 41.76 K I JW4090
904 ASFVTLQDVGGR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 37 625.3309 2 1248.647247 0.0010 42.56 K I JW4090
905 ASGITVK JW4201 ECK4237 mgtA magnesium transporter 32 338.2057 2 674.396847 0.0006 19.16 K I 0
906 ASGLEVSENAIR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 18 623.3248 2 1244.635047 -0.0010 32.96 R D 0
907 ASGLEVSENAIRDGIASAILPGR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 11 766.0801 3 2295.21847 0.0003 60.31 R F 0
908 ASGMDTLYAR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 84 542.758 2 1083.501447 -0.0004 31.27 K C 0
909 ASGTDEAVVLVPPIR JW5571 ECK3864 bipA GTP-binding protein 20 762.4257 2 1522.836847 0.0014 47.34 R M 0
910 ASIFHIEGDPDHPVNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 23 601.9649 3 1802.87287 0.0030 34.98 K G 0
911 ASINTDDPGVQGVDIIHEYTVAAPAAGLSR JW1615 ECK1618 add adenosine deaminase 35 1013.1796 3 3036.51697 0.0017 56.30 R E 0
912 ASIPGIDAK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 31 436.248 2 870.481447 0.0004 32.16 R R 0
913 ASLAGVSGLDALVGGNYIGMMPGK JW1823 ECK1833 yebT conserved protein 90 1139.5821 2 2277.149647 0.0000 64.94 K G 0
914 ASLATESFISAASFQETTR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 42 1008.9982 2 2015.981847 0.0018 53.29 K V 0
915 ASLEANVR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 42 430.2355 2 858.456447 0.0006 22.25 K Y 0
916 ASLEQAQAQLAQAELNLQDSTLIAPSDGTLLTR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 43 867.4566 4 3465.797294 0.0022 68.07 K A 0
917 ASLGVDKDVYLTIPR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 122 823.9598 2 1645.905047 0.0013 46.50 R G 0
918 ASLSAFDYLIR JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 65 628.3377 2 1254.660847 0.0001 58.00 K T 0
919 ASLSGTQTIK JW2573 ECK2590 clpB protein disaggregation chaperone 48 503.2822 2 1004.549847 -0.0003 22.53 K A 0
920 ASLTNLTPELK JW5580 ECK3831 tatB TatABCE protein translocation system subunit 33 593.8383 2 1185.662047 0.0016 42.26 K A 0
921 ASMDELR JW5580 ECK3831 tatB TatABCE protein translocation system subunit 27 411.1947 2 820.374847 0.0000 25.57 K Q 0
922 ASNFADYLLK JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 35 571.2979 2 1140.581247 -0.0002 49.78 R N 0
923 ASNLELAGLEGIRPLAAK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 75 912.0231 2 1822.031647 0.0005 49.47 R L 0
924 ASNLTAVIPDYSKEK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 36 818.4331 2 1634.851647 0.0001 38.86 R L 0
925 ASNQGEPVILDINADAGK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 34 906.4607 2 1810.906847 0.0008 45.17 R A 0
926 ASPTLTFTDINR JW2162 ECK2168 yeiU undecaprenyl pyrophosphate phosphatase 83 668.3488 2 1334.683047 0.0001 42.24 R V 0
927 ASPTLTFTDINRVSELLSVPTK JW2162 ECK2168 yeiU undecaprenyl pyrophosphate phosphatase 65 797.1046 3 2388.29197 0.0019 63.48 R D 0
928 ASSGLNEDEIQK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 84 645.8127 2 1289.610847 0.0009 24.63 K M 0
929 ASSSFMLAK JW0938 ECK0946 ycbZ predicted peptidase 37 471.2411 2 940.467647 -0.0010 32.82 R A 0
930 ASSVLGPR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 51 393.7269 2 785.439247 -0.0002 22.19 K V 0
931 ASTISNVVR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 54 473.7694 2 945.524247 -0.0001 25.41 K K 0
932 ASTISNVVRK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 33 537.8168 2 1073.619047 -0.0002 20.58 K L 0
933 ASTLDTVVFDKTGTLTEGKPQVVAVK JW0473 ECK0478 copA copper transporter 47 902.1644 3 2703.47137 0.0020 45.90 R T 0
934 ASTTMDVQSAADDTGLPMLVVR JW2462 ECK2473 nlpB lipoprotein 43 1139.5568 2 2277.099047 0.0009 56.67 R G 0
935 ASVDAILK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 62 408.7448 2 815.475047 -0.0001 32.45 K A 0
936 ASVEIDR JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 49 395.2086 2 788.402647 -0.0001 21.30 K K 0
937 ASVEIDRK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 52 459.2561 2 916.497647 -0.0001 18.19 K I 0
938 ASVESNFALR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 67 547.2853 2 1092.556047 -0.0003 35.23 R E 0
939 ASVGAPPMSVPHIDTR JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 24 545.6151 3 1633.82347 -0.0010 39.25 K V 0
940 ASVQLQNVTK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 50 544.3087 2 1086.602847 -0.0005 26.92 M A 0
941 ASWLAEVEEMR JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 12 660.8163 2 1319.618047 0.0001 57.30 K T 0
942 ASYLGER JW5186 ECK1187 dhaL dihydroxyacetone kinase, C-terminal domain 26 398.2034 2 794.392247 0.0000 22.71 R S 0
943 ASYNVEGAFQASNK JW0424 ECK0428 yajG predicted lipoprotein 87 743.3522 2 1484.689847 0.0004 36.22 R N 0
944 ASYRPGDTIK JW2504 ECK2516 yfhM conserved protein 21 369.8644 3 1106.57137 -0.0006 21.19 K L 0
945 ASYTLTEPQLTAPLK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 51 816.9475 2 1631.880447 0.0035 47.72 K K 0
946 ASYTLTEPQLTAPLKK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 56 880.9932 2 1759.971847 -0.0001 40.08 K G 0
947 ASYTMEFLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 44 545.2677 2 1088.520847 -0.0004 44.01 R Y 0
948 ASYTMEFLKYDEAPSNVAQAVIEAR JW3302 ECK3327 fusA protein chain elongation factor EF-G 94 1402.1838 2 2802.353047 -0.0002 60.12 R G 0
949 ASYVLNSSELHAPLQK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 38 878.9651 2 1755.915647 0.0001 40.64 K N 0
950 ATAAEVFGLPLETVTSEQR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 32 1010.0225 2 2018.030447 -0.0016 59.95 R R 0
951 ATAAEVFGLPLETVTSEQRR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 44 725.7187 3 2174.13427 0.0012 54.32 R S 0
952 ATAALLTEK JW2773 ECK2797 fucI L-fucose isomerase 52 459.2686 2 916.522647 -0.0003 27.91 K L 0
953 ATADYEVTR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 64 513.2487 2 1024.482847 0.0003 23.22 R T 0
954 ATAIWMSFDKQEGEWPTGLR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 54 775.0445 3 2322.11167 0.0015 56.87 R L 0
955 ATALILDKDDVVQLR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 35 557.3194 3 1668.93637 -0.0046 45.51 K E 0
956 ATALTEAVNR JW3361 ECK3385 yrfF predicted inner membrane protein 74 523.2854 2 1044.556247 -0.0002 27.06 K Q 0
957 ATANAAFGNAASVLVGDFIYTR JW3154 ECK3176 ispB octaprenyl diphosphate synthase 81 1115.0686 2 2228.122647 0.0003 68.01 K A 0
958 ATDGHVAWLGK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 61 577.8008 2 1153.587047 -0.0010 31.53 K E 0
959 ATDLVLAFLPFEK JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 50 732.4099 2 1462.805247 -0.0018 69.28 R A 0
960 ATEFSPFELTK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 31 635.322 2 1268.629447 0.0007 48.07 R A 0
961 ATEQLSSMEMMAVDPLR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 30 954.9483 2 1907.882047 0.0030 57.41 R R 0
962 ATEQLSSMEMMAVDPLRR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 43 689.0007 3 2063.98027 0.0002 52.60 R V 0
963 ATEVNYHDSGATIR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 40 511.9146 3 1532.72197 0.0000 24.53 K F 0
964 ATFGNMGMNDEETVALIAGGHTLGK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 39 845.4058 3 2533.19557 0.0015 55.08 R T 0
965 ATFNSEEK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 46 463.2166 2 924.418647 -0.0001 18.53 R K 0
966 ATFPNELSLSELK JW3143 ECK3165 glmM phosphoglucosamine mutase 87 724.8856 2 1447.756647 0.0008 51.90 K I 0
967 ATGASVVLFDHALSPAQER JW4131 ECK4169 hflX predicted GTPase 12 657.0104 3 1968.00937 0.0029 46.07 K N 0
968 ATGATGDGTQPGDVDYTVSTTR JW1446 ECK1445 yncD predicted iron outer membrane transporter 49 1085.5 2 2168.985447 0.0033 31.87 K F 0
969 ATGAVITDWRPEDPAFWQQR JW1214 ECK1217 narK nitrate/nitrite transporter 78 782.054 3 2343.14017 0.0005 55.69 R G 0
970 ATGDGPSQVNY JW3781 ECK3803 yifL predicted lipoprotein 30 554.7493 2 1107.484047 0.0009 27.10 R - 0
971 ATGDKVPAGATSVDR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 42 722.8736 2 1443.732647 0.0009 20.73 R L 0
972 ATGDVEFR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 54 447.7193 2 893.424047 -0.0003 25.84 R N 0
973 ATGFPIAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 24 402.7342 2 803.453847 -0.0003 29.43 K V 0
974 ATGIDFDVR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 61 497.2537 2 992.492847 0.0002 38.55 R K 0
975 ATGIDFDVRK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 33 561.3011 2 1120.587647 0.0000 32.41 R A 0
976 ATGLDALFDATIK JW4346 ECK4375 deoB phosphopentomutase 65 668.3612 2 1334.707847 -0.0002 60.62 K E 0
977 ATGTPAIQVNTGK JW2697 ECK2722 hypB GTP hydrolase involved in nickel liganding into hydrogenases 47 629.3439 2 1256.673247 0.0009 27.60 R G 0
978 ATGTSEMAPALVAAFGGK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 70 839.9256 2 1677.836647 -0.0028 55.16 K E 0
979 ATGTSEMAPALVAAFGGKENITNLDACITR 57.021465@C:27 JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 58 1027.1777 3 3078.51127 0.0000 60.59 K L 0
980 ATGVATYR JW5078 ECK0544 nmpC DLP12 prophage; truncated outer membrane porin (pseudogene) 19 419.7235 2 837.432447 -0.0019 20.76 R N 0
981 ATGVPLAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 34 378.7344 2 755.454247 0.0001 23.03 K V 0
982 ATIAPANSEYAK JW2903 ECK2931 yggG predicted peptidase 51 618.3168 2 1234.619047 -0.0004 24.29 K R 0
983 ATIAPANSEYAKR JW2903 ECK2931 yggG predicted peptidase 23 464.5802 3 1390.71877 -0.0018 21.54 K L 0
984 ATIDAYIPPQSLEEMWDIPGLQER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 28 1386.6778 2 2771.341047 -0.0065 69.77 K L 0
985 ATIDGLENMNSPEMVAAK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 50 945.9523 2 1889.890047 0.0039 45.02 R R 0
986 ATIDGLENMNSPEMVAAKR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 88 1024.0004 2 2045.986247 -0.0010 41.45 R G 0
987 ATIVNAGSSDFLEGEQVEYSR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 68 1136.5422 2 2271.069847 0.0045 48.97 K V 0
988 ATLAANGVEGEVFASNVFSEVK JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 103 1120.0651 2 2238.115647 -0.0010 59.26 R G 0
989 ATLEDLGQAK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 39 523.279 2 1044.543447 -0.0017 31.32 K R 0
990 ATLEDLGQAKR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 55 601.3299 2 1200.645247 -0.0010 27.20 K V 0
991 ATLGEVGNAEHMLR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 32 499.9202 3 1496.73877 -0.0019 38.86 R V 0
992 ATLKPEGQAALDQLYSQLSNLDPK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 54 650.8449 4 2599.350494 0.0011 63.64 K D 0
993 ATLKPEGQAALDQLYSQLSNLDPKDGSVVVLGYTDR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 71 1288.0006 3 3860.97997 0.0005 66.80 K I 0
994 ATLLGLGLR JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 53 457.295 2 912.575447 -0.0001 47.34 K R 0
995 ATLPAIGR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 52 399.7451 2 797.475647 -0.0002 31.58 K L 0
996 ATLQETR JW4131 ECK4169 hflX predicted GTPase 23 409.7219 2 817.429247 -0.0002 17.94 K Q 0
997 ATLWILDEPFTAIDVNGVDR JW5366 ECK2193 ccmA heme exporter subunit -!- ATP-binding component of ABC superfamily 85 1123.0793 2 2244.144047 0.0014 71.62 R L 0
998 ATMFGSVAVIR JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 20 576.3149 2 1150.615247 -0.0015 46.56 R E 0
999 ATMGLDPGLR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 51 515.7712 2 1029.527847 0.0002 36.33 R T 0
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1000 ATNAKPVYK JW0166 ECK0170 pyrH uridylate kinase 27 496.2822 2 990.549847 0.0001 15.91 M R 0
1001 ATNLGLVGER JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 49 515.2881 2 1028.561647 0.0002 31.71 K S 0
1002 ATPAVINNDGLNYVPTNR JW5791 ECK4344 yjiY predicted inner membrane protein 48 964.9942 2 1927.973847 -0.0012 41.43 R Y 0
1003 ATPHINAEMGDFADVVLMPGDPLR 15.994915@M:18 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 29 861.4165 3 2581.22767 -0.0028 58.47 M A 0
1004 ATPPQSGAQPPAR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 36 639.334 2 1276.653447 0.0011 19.07 R A 0
1005 ATPSSTDQMLR JW2555 ECK2569 rseB anti-sigma factor 59 603.7917 2 1205.568847 -0.0022 27.14 R T 0
1006 ATPVELDFSQVEKA JW3945 ECK3973 nusG transcription termination factor 63 767.3938 2 1532.773047 0.0009 48.86 R - 0
1007 ATQGVYPPASTVKPYVAVSALSAGVITR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 54 935.1832 3 2802.52777 0.0000 53.14 R N 0
1008 ATSTSGDTLFQK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 45 628.3127 2 1254.610847 0.0017 29.69 K H 0
1009 ATTITDFDRK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 43 584.3036 2 1166.592647 -0.0004 25.90 R E 0
1010 ATVAFAR JW3944 ECK3972 secE preprotein translocase membrane subunit 34 368.211 2 734.407447 0.0000 25.83 K E 0
1011 ATVELLNR JW0797 ECK0801 dps Fe-binding and storage protein 50 458.2663 2 914.518047 -0.0004 32.99 K Q 0
1012 ATVFIFPDLNTGNTTYK JW2294 ECK2291 pta phosphate acetyltransferase 29 951.4866 2 1900.958647 0.0016 58.29 R A 0
1013 ATVILAHTIK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 34 533.8347 2 1065.654847 0.0003 29.85 K G 0
1014 ATVLATGGAGR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 47 487.2752 2 972.535847 0.0006 22.31 R I 0
1015 ATVLGHIQR JW3887 ECK3908 pfkA 6-phosphofructokinase I 21 497.7932 2 993.571847 0.0000 24.10 R G 0
1016 ATVNQLVR JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 65 450.7668 2 899.519047 0.0002 27.83 M K 0
1017 ATWESVK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 23 410.7136 2 819.412647 0.0001 25.26 R A 0
1018 ATYSINNDGITLHLNGADDLGLIQR JW2507 ECK2520 pepB aminopeptidase B 35 895.4598 3 2683.35757 0.0010 55.68 K A 0
1019 ATYYSNDFR JW4107 ECK4141 efp Elongation factor EF-P 38 568.754 2 1135.493447 0.0001 31.00 M A 0
1020 AVAAALEQMPR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 67 578.811 2 1155.607447 0.0005 37.48 K F 0
1021 AVAAGMNPMDLK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 48 609.3041 2 1216.593647 -0.0007 38.73 K R 0
1022 AVAAGMNPMDLKR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 49 687.355 2 1372.695447 0.0000 33.69 K G 0
1023 AVAEACGSQAVIVR 57.021465@C:6 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 88 715.8759 2 1429.737247 0.0026 29.30 K T 0
1024 AVAEATPYEPAGK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 56 652.33 2 1302.645447 -0.0001 26.70 K A 0
1025 AVAEAYYASR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 42 550.772 2 1099.529447 -0.0004 25.45 K E 0
1026 AVAEVYASSDAHEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 26 492.903 3 1475.68717 -0.0020 22.54 R F 0
1027 AVAFALFGLQDR JW5571 ECK3864 bipA GTP-binding protein 57 654.3591 2 1306.703647 0.0003 60.14 K G 0
1028 AVAGQANLLDKDGQIIDGGK JW4025 ECK4057 yjcD predicted permease 100 992.027 2 1982.039447 -0.0037 39.28 R A 0
1029 AVAHPELFLSEAK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 64 706.3824 2 1410.750247 -0.0005 38.67 R G 0
1030 AVAINEAFQISR JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 92 659.8591 2 1317.703647 -0.0005 44.48 K Q 0
1031 AVANMVVNAAR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 59 558.3029 2 1114.591247 -0.0003 33.99 R Y 0
1032 AVASVLMSK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 56 453.2596 2 904.504647 -0.0004 31.64 R T 0
1033 AVAVDSGVTAVAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 63 594.3353 2 1186.656047 0.0004 29.51 R R 0
1034 AVAVDSGVTAVAKR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 42 448.5925 3 1342.75567 -0.0011 26.62 R G 0
1035 AVAVYADQAK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 73 518.2768 2 1034.539047 -0.0005 22.68 K D 0
1036 AVDGIETPDWDAVR JW0171 ECK0175 yaeL zinc metallopeptidase 28 772.3734 2 1542.732247 0.0009 49.26 K L 0
1037 AVDGVTLR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 67 415.7401 2 829.465647 -0.0001 27.02 K L 0
1038 AVDLFLDMLK JW1272 ECK1275 yciM conserved protein 45 582.8196 2 1163.624647 -0.0013 63.97 K E 0
1039 AVDLISNVAGDRVTYR JW2507 ECK2520 pepB aminopeptidase B 43 874.9682 2 1747.921847 0.0001 42.76 R I 0
1040 AVDSAWEGR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 43 495.7357 2 989.456847 0.0002 27.98 K A 0
1041 AVDSMIPIGR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 52 529.7872 2 1057.559847 0.0008 40.92 K G 0
1042 AVEAAGGEVCMTR 57.021465@C:10 JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 41 675.8118 2 1349.609047 0.0024 26.60 R A 0
1043 AVEAFTR JW3592 ECK3607 kbl glycine C-acetyltransferase 51 397.2139 2 792.413247 0.0002 23.98 R I 0
1044 AVEDLVNTQIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 54 629.3434 2 1256.672247 -0.0002 39.76 R R 0
1045 AVEDLVNTQIRR JW2667 ECK2692 alaS alanyl-tRNA synthetase 25 707.3937 2 1412.772847 -0.0008 35.29 R N 0
1046 AVEENTGADAELMLADIIEAR JW1272 ECK1275 yciM conserved protein 61 744.3674 3 2230.08037 0.0019 69.88 R D 0
1047 AVEFQDILK JW4099 ECK4133 aspA aspartate ammonia-lyase 47 531.7953 2 1061.576047 0.0003 48.18 K M 0
1048 AVEGSSFPQVALLVR JW0190 ECK0194 proS prolyl-tRNA synthetase 50 786.9414 2 1571.868247 0.0013 54.25 K G 0
1049 AVEGTPFECLK 57.021465@C:9 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 21 625.8079 2 1249.601247 0.0001 41.28 R D 0
1050 AVEGTPFECLKDAFVGPTLIAYSMEHPGAAAR 57.021465@C:9 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 77 1135.8916 3 3404.65297 -0.0001 69.96 R L 0
1051 AVEIAEAVK JW4131 ECK4169 hflX predicted GTPase 66 465.2687 2 928.522847 0.0000 29.17 K A 0
1052 AVEIGSFLLGR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 85 581.3349 2 1160.655247 0.0000 56.29 R D 0
1053 AVEIGSFLLGRDPK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 18 501.2836 3 1500.82897 -0.0010 49.50 R T 0
1054 AVELFSLMMQER JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 41 727.3638 2 1452.713047 0.0026 60.47 K A 0
1055 AVEQALEDNCPLICFSASGGAR 57.021465@C:10,57.021465@C:14 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 101 1183.0488 2 2364.083047 -0.0007 53.68 R M 0
1056 AVESGDKKPLR JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 37 600.3406 2 1198.666647 -0.0003 15.05 K T 0
1057 AVEYFLK JW1117 ECK1117 purB adenylosuccinate lyase 47 435.242 2 868.469447 0.0001 37.66 K E 0
1058 AVEYFLKEK JW1117 ECK1117 purB adenylosuccinate lyase 34 563.8104 2 1125.606247 -0.0007 33.33 K V 0
1059 AVGDGVAVKPTDK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 15 419.5663 3 1255.67707 0.0000 21.69 K I 0
1060 AVGDGVAVKPTDKIVVSPAAGTIVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 45 598.8501 4 2391.371294 -0.0023 39.98 K I 0
1061 AVGGQITLHAFDAGK JW1823 ECK1833 yebT conserved protein 20 495.5997 3 1483.77727 -0.0009 38.94 R L 0
1062 AVGLDHR JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 28 384.2116 2 766.408647 0.0001 18.11 K A 0
1063 AVGLHYFSK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 43 511.277 2 1020.539447 0.0003 33.17 K G 0
1064 AVGLLGNAK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 18 421.7584 2 841.502247 0.0002 31.02 K G 0
1065 AVGLPGDKVTYDPVSK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 63 823.4433 2 1644.872047 -0.0002 36.04 R E 0
1066 AVGPYFDETPLKDSLGATLQELQLDGDVNAR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 67 1111.5606 3 3331.65997 0.0028 67.79 K L 0
1067 AVGPYVVTK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 47 467.2735 2 932.532447 -0.0007 28.12 K A 0
1068 AVGVLHLPLGDENR JW2504 ECK2516 yfhM conserved protein 26 497.2753 3 1488.80407 -0.0007 45.08 R R 0
1069 AVHQALDAEHR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 51 623.8179 2 1245.621247 -0.0001 17.87 R T 0
1070 AVHYLCDESSDWFPDLDDIR 57.021465@C:6 JW2287 ECK2284 yfbQ predicted aminotransferase 38 818.3622 3 2452.06477 0.0008 59.68 K A 0
1071 AVIESENSAERDQLLENLQEGMEVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 70 944.4628 3 2830.36657 0.0013 53.16 R G 0
1072 AVITGDVTQIDLPR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 53 749.4184 2 1496.822247 0.0023 47.13 K N 0
1073 AVITGLGIVSSIGNNQQEVLASLR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 123 1220.183 2 2438.351447 0.0024 64.34 R E 0
1074 AVIVIMGDDPKEDLAVLAK JW5682 ECK3456 dcrB periplasmic protein 75 999.0533 2 1996.092047 0.0006 56.39 K R 0
1075 AVIVIMGDDPKEDLAVLAKR JW5682 ECK3456 dcrB periplasmic protein 63 718.4049 3 2152.19287 0.0005 52.27 K L 0
1076 AVLANLTAGR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 62 493.2929 2 984.571247 -0.0004 33.79 R T 0
1077 AVLCPGVEITFKDEINNTEQR 57.021465@C:4 JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 24 811.7406 3 2432.19997 -0.0004 48.66 K W 0
1078 AVLDELNKGGDFAALAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 13 577.9814 3 1730.92237 0.0020 49.20 K E 0
1079 AVLDISVER JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 29 501.2847 2 1000.554847 -0.0005 39.17 K E 0
1080 AVLDTCR 57.021465@C:6 JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 48 417.7104 2 833.406247 -0.0002 20.89 K Q 0
1081 AVLEGVPEQPLTPPPGIVTVNIDR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 13 837.7988 3 2510.37457 0.0003 56.56 K S 0
1082 AVLEQIVNVDNQLNELTFR JW0964 ECK0972 yccC cryptic autophosphorylating protein tyrosine kinase Etk 110 1108.0889 2 2214.163247 -0.0012 66.69 K E 0
1083 AVLEVAGVHNVLAK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 86 710.4195 2 1418.824447 0.0000 40.72 R A 0
1084 AVLGNAANEEIMQLAHLECAK 57.021465@C:19 JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 114 1141.5676 2 2281.120647 0.0013 57.10 R W 0
1085 AVLLGGDILDTQPLPVELAETLGK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 52 1231.6909 2 2461.367247 -0.0006 74.59 R S 0
1086 AVLVAGGVEAEKLDK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 82 749.9275 2 1497.840447 0.0003 34.10 R L 0
1087 AVLVAGGVEAEKLDKLPR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 70 933.0462 2 1864.077847 -0.0002 40.84 R D 0
1088 AVLVKQEEVINIANIQSR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 107 1012.5778 2 2023.141047 -0.0015 45.31 R L 0
1089 AVLYPEYVQTFAR JW1823 ECK1833 yebT conserved protein 17 778.9077 2 1555.800847 -0.0025 51.56 K G 0
1090 AVMCVDDPVIR 57.021465@C:4 JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 22 637.8147 2 1273.614847 -0.0010 40.44 R E 0
1091 AVMSDAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 26 375.1841 2 748.353647 -0.0001 17.94 R L 0
1092 AVNLNEGTLTLNDSTVTTDVIAQR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 26 1273.1601 2 2544.305647 0.0025 51.72 K G 0
1093 AVNPNIRDDELTAIESNR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 37 676.3426 3 2026.00597 -0.0019 39.40 R Q 0
1094 AVQDVILK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 59 443.2737 2 884.532847 -0.0003 33.87 K N 0
1095 AVQEQVASEK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 48 544.7827 2 1087.550847 0.0000 18.49 R A 0
1096 AVQEQVASEKAELAK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 87 800.9309 2 1599.847247 0.0005 25.64 R L 0
1097 AVQLNSLSGFCLTK 57.021465@C:11 JW4135 ECK4173 purA adenylosuccinate synthetase 56 769.4055 2 1536.796447 -0.0005 51.70 R L 0
1098 AVQNAMR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 48 395.2054 2 788.396247 -0.0001 16.93 R L 0
1099 AVQPGAQISPTTPLMAVVPATNMWVDANFK JW2660 ECK2679 emrA multidrug efflux system 50 1052.2077 3 3153.60127 0.0023 69.24 R E 0
1100 AVQSGNVEPEK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 71 579.2937 2 1156.572847 0.0005 18.58 K A 0
1101 AVQSGNVEPEKAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 61 692.8623 2 1383.710047 -0.0004 17.96 K T 0
1102 AVSEATAEVDVISAAALSEQQLAK JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 78 1201.1284 2 2400.242247 0.0040 61.00 R I 0
1103 AVSGLQVR JW2504 ECK2516 yfhM conserved protein 41 415.2478 2 828.481047 -0.0007 23.96 K L 0
1104 AVSLAINSR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 36 465.7712 2 929.527847 -0.0016 30.61 R T 0
1105 AVSMARPYNAK JW3462 ECK3480 uspA universal stress global response regulator 44 604.3157 2 1206.616847 -0.0010 21.20 K V 0
1106 AVSTLPADVQAK JW3351 ECK3375 damX predicted protein 41 600.3355 2 1198.656447 0.0006 29.24 K N 0
1107 AVTAAVEELK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 60 515.7928 2 1029.571047 0.0004 31.81 K A 0
1108 AVTAAVEELKALSVPCSDSK 57.021465@C:16 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 13 692.3612 3 2074.06177 0.0002 48.39 K A 0
1109 AVTAEVEAALGNR JW3143 ECK3165 glmM phosphoglucosamine mutase 36 650.8464 2 1299.678247 0.0000 42.35 K G 0
1110 AVTDKPSLLMCK 57.021465@C:11 JW5478 ECK2930 tktA transketolase 1, thiamin-binding 79 681.8597 2 1361.704847 0.0001 32.47 R T 0
1111 AVTELNQHAPLAMVGDGINDAPAMK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 44 855.093 3 2562.25717 0.0002 48.63 K A 0
1112 AVTLYLGAVAATVR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 88 702.9144 2 1403.814247 0.0006 52.86 R E 0
1113 AVTNVAELNALVER JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 54 749.915 2 1497.815447 0.0005 49.01 M V 0
1114 AVTPGTYQVPQPMVESMYVPQWR JW2504 ECK2516 yfhM conserved protein 42 1332.6522 2 2663.289847 0.0024 58.14 R A 0
1115 AVVEALK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 29 365.2289 2 728.443247 0.0000 24.07 K R 0
1116 AVVESIQR JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 18 451.2587 2 900.502847 -0.0001 23.63 K V 0
1117 AVVLTVGTFLDGK JW3719 ECK3734 gidA glucose-inhibited cell-division protein 53 660.382 2 1318.749447 -0.0001 55.63 K I 0
1118 AVVMDHDANIISVSQR JW3897 ECK3918 glpK glycerol kinase 91 877.9467 2 1753.878847 0.0009 36.95 R E 0
1119 AVVNKPAVLLADEPTGNLDDALSEGILR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 53 964.1887 3 2889.54427 -0.0004 58.25 R L 0
1120 AVVTPLPR JW0172 ECK0176 yaeT conserved protein 36 426.7688 2 851.523047 0.0001 29.63 K N 0
1121 AVYFPHQASNYDPDYDYECATQDGAK 57.021465@C:19 JW0172 ECK0176 yaeT conserved protein 79 1009.0912 3 3024.25177 0.0011 43.36 K D 0
1122 AVYFPHQASNYDPDYDYECATQDGAKDLCK 57.021465@C:19,57.021465@C:29 JW0172 ECK0176 yaeT conserved protein 12 886.1292 4 3540.487694 0.0003 44.79 K S 0
1123 AVYHPSCSLAR 57.021465@C:7 JW5041 ECK0305 ykgE predicted oxidoreductase 28 420.8765 3 1259.60767 -0.0004 23.83 R K 0
1124 AWAEQLYLSMCHEVQK 57.021465@C:11 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 19 664.9816 3 1991.92297 -0.0004 54.13 R Q 0
1125 AWDKNELAYITEAPSLVEPENVTR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 54 915.7957 3 2744.36527 -0.0003 57.27 R D 0
1126 AWDPQQGEILLNDSPIASLNEAALR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 84 1361.1925 2 2720.370447 -0.0064 66.41 R Q 0
1127 AWFQVEDDGPGIAPEQR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 100 957.9523 2 1913.890047 -0.0007 49.84 R K 0
1128 AWGEVVVSK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 59 487.7687 2 973.522847 -0.0004 34.03 K D 0
1129 AWHSSSETIAK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 59 608.8017 2 1215.588847 0.0005 20.39 K I 0
1130 AWILMDYASGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 85 627.8128 2 1253.611047 -0.0003 54.04 R V 0
1131 AWQCGTVQLDFSLPSR 57.021465@C:4 JW1709 ECK1717 thrS threonyl-tRNA synthetase 93 932.9545 2 1863.894447 0.0007 55.28 R L 0
1132 AWQEIEQADR JW3684 ECK3699 trmE GTPase 55 623.2962 2 1244.577847 -0.0007 33.41 R V 0
1133 AWQPGGAGTDFLTEAHLDLPMEFESIGK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 68 1006.4835 3 3016.42867 0.0011 68.17 K A 0
1134 AYADTVER JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 62 462.7245 2 923.434447 -0.0004 20.64 K L 0
1135 AYAGEASQHLDAALAR JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 120 822.4101 2 1642.805647 -0.0005 34.58 R L 0
1136 AYDAYSFHVLPR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 60 480.242 3 1437.70417 0.0001 43.17 K I 0
1137 AYDINLTDLLEEEIDPALGNGGLGR JW5689 ECK3404 malP maltodextrin phosphorylase 67 1329.6666 2 2657.318647 0.0003 75.58 K L 0
1138 AYDLGADVR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 56 490.2457 2 978.476847 -0.0003 31.65 R Q 0
1139 AYEDAETVTGVINGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 77 783.8863 2 1565.758047 0.0008 39.49 K V 0
1140 AYEEAAQRLPGTMR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 31 531.5997 3 1591.77727 -0.0005 30.58 R Q 0
1141 AYENSFSGNQDVMVMSPDSDFFR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 41 1322.0593 2 2642.104047 -0.0011 58.92 R Y 0
1142 AYFTGAPTR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 37 492.2508 2 982.487047 -0.0001 28.70 K A 0
1143 AYGLFSEESELAQTLR JW2174 ECK2180 yejK nucleotide associated protein 64 907.4525 2 1812.890447 0.0012 59.68 K L 0
1144 AYGNNASRPIPVR JW5794 ECK4349 mdoB phosphoglycerol transferase I 55 472.2563 3 1413.74707 -0.0007 23.05 K V 0
1145 AYGQFEPPALYDHVVK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 17 611.9766 3 1832.90797 -0.0016 46.47 K M 0
1146 AYGSTNPINVVR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 13 645.8437 2 1289.672847 0.0000 35.56 K A 0
1147 AYILEAEGIR JW0478 ECK0483 ybbK predicted protease, membrane anchored 59 567.8113 2 1133.608047 0.0001 41.91 R Q 0
1148 AYKAQTILEAQGEVAR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 56 583.317 3 1746.92917 0.0029 34.06 R F 0
1149 AYLNEYLR JW0566 ECK0569 ybdG predicted mechanosensitive channel 59 521.2719 2 1040.529247 0.0003 40.76 R N 0
1150 AYNMSNGEK JW0120 ECK0123 gcd glucose dehydrogenase 30 507.2218 2 1012.429047 0.0006 19.05 R L 0
1151 AYNTVVPASGK JW3756 ECK3775 rho transcription termination factor 52 553.7956 2 1105.576647 -0.0001 25.44 R V 0
1152 AYQGAPIAITVEGANILTR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 103 979.5395 2 1957.064447 0.0013 57.10 R S 0
1153 AYQSQDIIR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 64 547.2851 2 1092.555647 -0.0007 28.57 M R 0
1154 AYQSQDIIRR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 31 625.336 2 1248.657447 0.0000 24.51 M S 0
1155 AYREEAIIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 32 546.8058 2 1091.597047 -0.0005 24.82 R S 0
1156 AYRPGDVLTTMSGQTVEVLNTDAEGR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 66 927.4549 3 2779.34287 -0.0016 56.27 R L 0
1157 AYSFDEVIVDSNGK JW5283 ECK1749 ydjY predicted protein 36 772.3669 2 1542.719247 -0.0009 46.69 K K 0
1158 AYSFDEVIVDSNGKK JW5283 ECK1749 ydjY predicted protein 69 836.4149 2 1670.815247 0.0001 41.59 K L 0
1159 AYSGEGAIADDAGNVSR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 96 826.88 2 1651.745447 0.0017 32.25 R N 0
1160 AYSGVRPLVASDDDPSGR JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 62 621.3056 3 1860.89497 -0.0016 30.96 R N 0
1161 AYSLLEQLR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 56 546.8063 2 1091.598047 0.0007 48.02 K S 0
1162 AYTLNYTCPTFIDKPGIR 57.021465@C:8 JW2703 ECK2728 mutS methyl-directed mismatch repair protein 54 710.6949 3 2129.06287 0.0014 45.98 R I 0
1163 AYTTFSQTK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 15 523.7614 2 1045.508247 0.0002 25.51 M N 0
1164 AYVTGEVSK JW0966 ECK0974 yccZ predicted exopolysaccharide export protein 40 477.2501 2 952.485647 -0.0008 21.67 K S 0
1165 AYVVGEGALIHELYK JW0661 ECK0663 nagD UMP phosphatase 13 554.635 3 1660.88317 0.0009 49.72 K A 0
1166 AYVVQLGALK JW5378 ECK2308 dedD conserved protein 29 531.3216 2 1060.628647 0.0006 45.27 K N 0
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1167 AYYDTDDATTK JW3775 ECK3797 hemX uroporphyrinogen III methylase 74 632.2725 2 1262.530447 0.0003 23.38 R A 0
1168 CADAVKEYGIK 57.021465@C:1 JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 49 627.3132 2 1252.611847 -0.0003 26.07 R N 0
1169 CADLGLETVIVER 57.021465@C:1 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 80 737.8821 2 1473.749647 0.0000 49.86 R Y 0
1170 CAPGGEAVMLK 57.021465@C:1 JW1620 ECK1624 rsxB predicted iron-sulfur protein 11 566.7785 2 1131.542447 0.0009 31.54 R I 0
1171 CAYVLSVK 57.021465@C:1 JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 29 470.2519 2 938.489247 -0.0003 32.85 R M 0
1172 CDAFIQFASDVMLTR 57.021465@C:1 JW5042 ECK0307 ykgG predicted transporter 85 887.418 2 1772.821447 -0.0010 67.58 R C 0
1173 CDFVSVPTHPTITK 57.021465@C:1 JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 28 534.6042 3 1600.79077 -0.0012 36.87 K L 0
1174 CDILEPGTLQGYDRDPR 57.021465@C:1 JW3841 ECK3863 glnA glutamine synthetase 23 668.9865 3 2003.93767 0.0005 41.77 R S 0
1175 CDMVDDEELLELVEMEVR 57.021465@C:1 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 35 1112.4947 2 2222.974847 0.0004 75.32 K E JW3943
1176 CDSCGQVLYR 57.021465@C:1,57.021465@C:4 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 75 629.2714 2 1256.528247 0.0004 26.60 K A 0
1177 CDVAQLEHVVAMAGIGHPPR 57.021465@C:1 JW0898 ECK0906 lpxK lipid A 4'kinase 90 719.6943 3 2156.06107 -0.0009 51.78 R F 0
1178 CEEIWGHLAADGHR 57.021465@C:1 JW3753 ECK3772 rhlB ATP-dependent RNA helicase 48 550.9193 3 1649.73607 -0.0008 35.61 R V 0
1179 CEGLDVTILLQDYR 57.021465@C:1 JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 59 847.9252 2 1693.835847 0.0013 62.20 R D 0
1180 CELLIPIRR 57.021465@C:1 JW4359 ECK4388 rob DNA-binding transcriptional activator 28 585.3442 2 1168.673847 -0.0011 38.99 R - 0
1181 CEQAGIAK 57.021465@C:1 JW3144 ECK3166 folP 7,8-dihydropteroate synthase 40 438.7159 2 875.417247 0.0001 16.66 R E 0
1182 CEQSANINAYWEPNTLR 57.021465@C:1 JW1575 ECK1578 ynfB predicted protein 89 1033.4736 2 2064.932647 0.0004 47.10 K C 0
1183 CFENDNIIHVSGK 57.021465@C:1 JW1194 ECK1191 ychF predicted GTP-binding protein 38 766.8606 2 1531.706647 -0.0022 34.96 R V 0
1184 CGDEVIK 57.021465@C:1 JW1178 ECK1177 dadA D-amino acid dehydrogenase 40 410.6971 2 819.379647 -0.0001 19.44 K A 0
1185 CGEDLNYAR 57.021465@C:1 JW1843 ECK1855 pykA pyruvate kinase II 70 549.2373 2 1096.460047 -0.0007 24.68 R R 0
1186 CGEVGWLVCAIK 57.021465@C:1,57.021465@C:9 JW2553 ECK2567 lepA GTP binding membrane protein 69 696.3444 2 1390.674247 0.0005 54.02 K D 0
1187 CGIVGAIAQR 57.021465@C:1 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 26 522.7845 2 1043.554447 0.0000 32.76 M D 0
1188 CGIVGLPNVGK 57.021465@C:1 JW1194 ECK1191 ychF predicted GTP-binding protein 29 557.3076 2 1112.600647 -0.0005 42.93 K S 0
1189 CGLDGVVCSAQEAVR 57.021465@C:1,57.021465@C:8 JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 133 810.8762 2 1619.737847 -0.0016 45.10 K F 0
1190 CGLEGLSCR 57.021465@C:1,57.021465@C:8 JW5609 ECK3741 trkD potassium transporter 35 526.2361 2 1050.457647 -0.0010 29.70 R M 0
1191 CGMFSSDR 57.021465@C:1 JW5689 ECK3404 malP maltodextrin phosphorylase 49 480.1891 2 958.363647 0.0000 26.82 R S 0
1192 CGSNIDLVSHHEEVLDKTSGK 57.021465@C:1 JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 22 582.0331 4 2324.103294 -0.0035 31.50 R F 0
1193 CGVEVTQTK 57.021465@C:1 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 33 511.2526 2 1020.490647 -0.0002 20.03 K V 0
1194 CHCGNFGCLETIAANAAIEQR 57.021465@C:1,57.021465@C:3,57.021465@C:8 JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 12 798.0246 3 2391.05197 0.0001 48.46 R V 0
1195 CHSIMNCVSVCPK 57.021465@C:1,57.021465@C:7,57.021465@C:11 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 69 796.346 2 1590.677447 0.0000 31.10 R G 0
1196 CHSQAFTIK 57.021465@C:1 JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 18 364.5146 3 1090.52197 -0.0011 22.68 R L 0
1197 CIFDNISLTVPR 57.021465@C:1 JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 44 717.8743 2 1433.734047 0.0004 55.58 R G 0
1198 CIGCHTCSVTCK 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 30 494.8696 3 1481.58697 -0.0013 19.12 K N JW1462
1199 CINGITANK 57.021465@C:1 JW4099 ECK4133 aspA aspartate ammonia-lyase 54 495.7551 2 989.495647 -0.0008 21.83 K E 0
1200 CINKLEEITSGDLIVDGLK 57.021465@C:1 JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 112 1059.0611 2 2116.107647 -0.0009 55.40 R V 0
1201 CINKLEEITSGDLIVDGLKVNDPK 57.021465@C:1 JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 56 668.3559 4 2669.394494 0.0001 54.16 R V 0
1202 CIQACPVDAIVGATR 57.021465@C:1,57.021465@C:5 JW1620 ECK1624 rsxB predicted iron-sulfur protein 89 815.9058 2 1629.797047 0.0003 45.88 K A 0
1203 CIYVAIGQK 57.021465@C:1 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 39 526.2837 2 1050.552847 -0.0002 35.54 K A 0
1204 CKIEQAPGQHGAR 57.021465@C:1 JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 58 726.3629 2 1450.711247 0.0014 16.72 K K 0
1205 CKTEEEIVER 57.021465@C:1 JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 43 646.811 2 1291.607447 -0.0003 21.28 K G 0
1206 CLATGYSCR 57.021465@C:1,57.021465@C:8 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 43 544.2365 2 1086.458447 -0.0001 24.40 R S 0
1207 CLEAAMDHDKK 57.021465@C:1 JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 45 439.8689 3 1316.58487 -0.0005 19.73 R I 0
1208 CLEDEQR 57.021465@C:1 JW3564 ECK3580 selA selenocysteine synthase 30 475.2048 2 948.395047 -0.0021 18.62 R F 0
1209 CLEELAAGNNEFLLAK 57.021465@C:1 JW2288 ECK2285 yfbR deoxyribonucleoside 5'-monophosphatase 12 896.4511 2 1790.887647 0.0004 53.16 K T 0
1210 CLHLQLTEK 57.021465@C:1 JW2659 ECK2678 mprA DNA-binding transcriptional regulator 26 381.206 3 1140.59617 0.0002 32.38 R G 0
1211 CLPQLENAGMLR 57.021465@C:1 JW1194 ECK1191 ychF predicted GTP-binding protein 53 701.3519 2 1400.689247 -0.0011 44.39 K A 0
1212 CMVGLIGPDGVGK 57.021465@C:1 JW5676 ECK3471 rbbA fused ribosome-associated ATPases 13 651.8304 2 1301.646247 -0.0008 43.40 R S 0
1213 CPDHDVPLAAQTVSQMVDNVLSQPEGK 57.021465@C:1 JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 14 979.135 3 2934.38317 -0.0019 67.65 R R 0
1214 CPFCDVAHGRPVAPDANEPVK 57.021465@C:1,57.021465@C:4 JW0623 ECK0621 lipA lipoate synthase 39 584.7781 4 2335.083294 -0.0006 33.09 R L 0
1215 CPFHQGGHDQSAGAGTTTR 57.021465@C:1 JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 62 662.2942 3 1983.86077 0.0003 18.43 K D 0
1216 CPHAMEICSSAPPLEEFTPGR 57.021465@C:1,57.021465@C:8 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 22 796.0261 3 2385.05647 0.0013 46.60 R L 0
1217 CPIAGPECAK 57.021465@C:1,57.021465@C:8 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 23 551.755 2 1101.495447 0.0008 22.18 R T 0
1218 CQLAELPSAGVSWETDDNGFVIK 57.021465@C:1 JW5258 ECK1580 ynfC predicted protein 63 1268.6061 2 2535.197647 0.0025 58.44 K A 0
1219 CQNICEFIFYYVK 57.021465@C:1,57.021465@C:5 JW3702 ECK3717 phoU DNA-binding transcriptional regulator 74 892.4135 2 1782.812447 0.0015 66.05 R G 0
1220 CQQFATR 57.021465@C:1 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 36 455.7133 2 909.412047 -0.0006 19.36 R V 0
1221 CQSTNDAYPTGFR 57.021465@C:1 JW4099 ECK4133 aspA aspartate ammonia-lyase 50 758.8281 2 1515.641647 0.0005 32.21 K I 0
1222 CQWELAAELPEIHR 57.021465@C:1 JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 61 584.622 3 1750.84417 -0.0019 51.01 R A 0
1223 CRPVGVLK 57.021465@C:1 JW4185 ECK4222 ppa inorganic pyrophosphatase 31 464.7733 2 927.532047 -0.0003 20.38 R M 0
1224 CRSEVGQNALR 57.021465@C:1 JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 59 430.5506 3 1288.62997 -0.0004 19.58 R L 0
1225 CSEFGDAIIENM 57.021465@C:1 JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 48 693.2896 2 1384.564647 0.0008 57.17 K - 0
1226 CSFIYTEGCDFTLFGVNYENKDNPK 57.021465@C:1,57.021465@C:9 JW2019 ECK2028 wbbI conserved protein 43 1006.7815 3 3017.32267 0.0015 59.29 K Y 0
1227 CSGTGTVRDNESLSLSILR 57.021465@C:1 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 51 1033.02 2 2064.025447 -0.0015 44.27 R L 0
1228 CSLHPQCK 57.021465@C:1,57.021465@C:7 JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 18 515.2341 2 1028.453647 0.0005 16.58 R L 0
1229 CSPVTGR 57.021465@C:1 JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 13 388.6897 2 775.364847 0.0002 16.72 R T 0
1230 CSQIISR 57.021465@C:1 JW3087 ECK3105 tdcC L-threonine/L-serine transporter 37 432.2236 2 862.432647 -0.0005 21.09 K A 0
1231 CTECWFWGQK 57.021465@C:1,57.021465@C:4 JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 46 701.2897 2 1400.564847 0.0007 47.76 R F 0
1232 CTEMWFTDGLTK 57.021465@C:1 JW1195 ECK1192 pth peptidyl-tRNA hydrolase 67 744.8292 2 1487.643847 0.0013 53.46 R A 0
1233 CTGGLICGAQR 57.021465@C:1,57.021465@C:7 JW2403 ECK2406 ligA DNA ligase, NAD(+)-dependent 30 596.7823 2 1191.550047 0.0012 23.75 R K 0
1234 CTLCVDR 57.021465@C:1,57.021465@C:4 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 37 462.2072 2 922.399847 -0.0002 22.87 K V JW1471
1235 CTLCVDRVVVGQEPACVK 57.021465@C:1,57.021465@C:4,57.021465@C:16 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 46 697.3448 3 2089.01257 0.0006 39.32 K T 0
1236 CTQELLFGK 57.021465@C:1 JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 29 548.2786 2 1094.542647 -0.0003 39.34 R G 0
1237 CVACNLCAVACPVGCISLQK 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11,57.021465@C:15 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 113 1140.5249 2 2279.035247 0.0000 49.09 R A 0
1238 CVDEQVIR 57.021465@C:1 JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 39 509.7528 2 1017.491047 -0.0003 25.75 R S 0
1239 CVDTSMGLTPLEGLVMGTR 57.021465@C:1 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 72 1018.993 2 2035.971447 -0.0027 65.64 K S 0
1240 CVGIQNEQLVHHDIIDAIENMK 57.021465@C:1 JW3887 ECK3908 pfkA 6-phosphofructokinase I 45 859.4251 3 2575.25347 0.0012 56.94 R R 0
1241 CVGLDAWGNK 57.021465@C:1 JW5382 ECK2346 yfdI CPS-53 (KpLE1) prophage; predicted inner membrane protein 51 560.2662 2 1118.517847 0.0001 37.27 K F 0
1242 CVGVTAGASAPDILVQNVVAR 57.021465@C:1 JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 93 1049.0603 2 2096.106047 0.0012 52.76 K L 0
1243 CVIVPNDQMETPHYHVLR 57.021465@C:1 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 82 1104.5379 2 2207.061247 -0.0002 39.00 R V 0
1244 CVSNVAGDGEK 57.021465@C:1 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 17 568.2562 2 1134.497847 0.0004 18.96 R R 0
1245 CVSNVAGDGEKR 57.021465@C:1 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 47 646.3067 2 1290.598847 0.0003 17.40 R K 0
1246 CVWNLLK 57.021465@C:1 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 32 466.7545 2 931.494447 -0.0004 48.46 R Q JW1470
1247 CYEQLAR 57.021465@C:1 JW5128 ECK0951 yccS predicted inner membrane protein 40 470.2207 2 938.426847 -0.0011 24.37 R Y 0
1248 DAAADLQKR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 45 494.2644 2 986.514247 -0.0001 19.94 K Y 0
1249 DAAFEKINEAR JW5503 ECK3026 tolC transport channel 58 632.3204 2 1262.626247 0.0007 27.98 R S 0
1250 DAAGHELVYTGMSK JW0637 ECK0635 leuS leucyl-tRNA synthetase 87 739.8505 2 1477.686447 -0.0005 32.11 K M 0
1251 DAALSCDQFFVNHR 57.021465@C:6 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 77 840.3834 2 1678.752247 0.0000 42.18 K W 0
1252 DAAPDATFR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 56 482.2302 2 962.445847 0.0001 26.08 K I 0
1253 DAAYHFQGDADNDQLSVTPLVGLGK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 101 1316.1382 2 2630.261847 0.0006 53.03 R S 0
1254 DADELLAILASK JW4198 ECK4234 treC trehalose-6-P hydrolase 81 629.8482 2 1257.681847 0.0003 64.03 R S 0
1255 DADEYLR JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 45 441.2033 2 880.392047 -0.0005 29.01 R E 0
1256 DADGTTRLEYSDVK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 49 785.3728 2 1568.731047 -0.0007 28.01 R I 0
1257 DADKMALIPVK JW0623 ECK0621 lipA lipoate synthase 50 600.8362 2 1199.657847 -0.0005 38.31 R N 0
1258 DAEFLFTSMQQAFVK JW3129 ECK3148 yhbW predicted enzyme 26 881.4297 2 1760.844847 0.0006 69.20 R L 0
1259 DAEVVLVEGLVPTR JW2294 ECK2291 pta phosphate acetyltransferase 42 748.92 2 1495.825447 0.0008 57.05 K K 0
1260 DAEVVLVEGLVPTRK JW2294 ECK2291 pta phosphate acetyltransferase 82 812.9672 2 1623.919847 0.0003 51.52 K H 0
1261 DAFVGPTLIAYSMEHPGAAAR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 133 1087.5378 2 2173.061047 -0.0014 56.86 K L 0
1262 DAFVSNNYDSLDALPAGSIVGTSSLR JW5932 ECK3799 hemC hydroxymethylbilane synthase 71 1335.1563 2 2668.298047 0.0001 59.11 R R 0
1263 DAFWEMK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 33 463.7078 2 925.401047 0.0007 47.44 R E 0
1264 DAFWEMKEK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 37 592.2759 2 1182.537247 -0.0006 38.96 R G 0
1265 DAFWEMKEKGEAYK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 13 577.9395 3 1730.79667 -0.0007 37.20 R K 0
1266 DAGDDEAMFYDEDYVTALEHGLPPTAGLGIGIDR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 106 1208.5541 3 3622.64047 -0.0004 70.36 K M 0
1267 DAGFQAFADKVLDAAVAGK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 61 631.9953 3 1892.96407 0.0008 68.04 K I 0
1268 DAGLTGINVSVDSLDAR JW0764 ECK0770 moaA molybdopterin biosynthesis protein A 52 851.9337 2 1701.852847 -0.0005 51.76 R Q 0
1269 DAGNIIIDDDDISLLPLHAR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 89 1088.5656 2 2175.116647 -0.0004 60.81 R A 0
1270 DAGTLLWLGK JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 63 537.3032 2 1072.591847 0.0002 55.46 R E 0
1271 DAGYTAVISHR JW2750 ECK2773 eno enolase 65 595.3011 2 1188.587647 -0.0011 29.20 K S 0
1272 DAHSGMSGPNAAMR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 63 701.304 2 1400.593447 0.0011 12.96 R R 0
1273 DAIAAAIDVLNEER JW3243 ECK3269 yrdC dsRNA-binding protein 101 750.3887 2 1498.762847 0.0002 61.39 R V 0
1274 DAIAADQLFTTLMGDAVEPR JW5625 ECK3691 gyrB DNA gyrase, subunit B 78 1067.5294 2 2133.044247 0.0031 74.79 K R 0
1275 DAINNVEAYFEQHPALLK JW3460 ECK3478 pitA phosphate transporter, low-affinity 83 1036.5263 2 2071.038047 0.0007 61.32 R Q 0
1276 DAIPTQSVLTITSNVVYGK JW0886 ECK0894 pflB pyruvate formate lyase I 70 1003.5441 2 2005.073647 0.0005 60.62 R K 0
1277 DAIPTQSVLTITSNVVYGKK JW0886 ECK0894 pflB pyruvate formate lyase I 18 712.0639 3 2133.16987 0.0019 56.95 R T 0
1278 DALAGESTRPR JW1336 ECK1339 ydaN predicted Zn(II) transporter 67 586.8043 2 1171.594047 -0.0004 20.01 R V 0
1279 DALDIEWR JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 44 509.2532 2 1016.491847 -0.0009 47.40 R N 0
1280 DALDPKDR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 47 465.2377 2 928.460847 -0.0006 18.83 R - 0
1281 DALMKYETIDAPQIDDLMAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 44 770.3772 3 2308.10977 0.0020 56.99 K R 0
1282 DALNSGSAGTEDEVTTPAADNAIAEAAER JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 38 1423.6501 2 2845.285647 0.0007 45.86 R V 0
1283 DALNSGSAGTEDEVTTPAADNAIAEAAERVTAETK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 120 1159.2154 3 3474.62437 0.0010 56.31 R G 0
1284 DALPEYIEIFFSSPSAR JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 56 971.4839 2 1940.953247 0.0014 76.30 K N 0
1285 DALPLMENAYR 15.994915@M:6 JW2577 ECK2593 yfiO predicted lipoprotein 16 654.8162 2 1307.617847 -0.0001 38.01 R Q 0
1286 DALRQNGDGVGGSITYDYEGFGIGGAISSSK JW2203 ECK2207 ompC outer membrane porin protein C 84 1031.1582 3 3090.45277 -0.0003 54.74 R R 0
1287 DALTGELFR JW3243 ECK3269 yrdC dsRNA-binding protein 22 511.2692 2 1020.523847 -0.0001 48.77 R Q 0
1288 DALVADFPGLTR JW5403 ECK2507 der predicted GTP-binding protein 82 637.841 2 1273.667447 0.0008 53.32 R D 0
1289 DAMVPMGGLLCMK 57.021465@C:11 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 64 711.8348 2 1421.655047 0.0011 57.17 K D 0
1290 DAMVPMGGLLCMKDDSFFDVYTECR 57.021465@C:11,57.021465@C:24 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 35 986.4273 3 2956.26007 0.0028 68.77 K T 0
1291 DANGINSNATSASLQLTQSIFDMSK 15.994915@M:23 JW5503 ECK3026 tolC transport channel 95 1315.1247 2 2628.234847 0.0012 59.67 R W 0
1292 DANYIAQNAEGVTVNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 74 867.9253 2 1733.836047 0.0028 38.44 R W 0
1293 DAPASISVITQEDLQR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 80 871.9508 2 1741.887047 0.0025 46.97 K K 0
1294 DAQHTVLQQVEYLALDNSVTGYNR JW2988 ECK3011 ygiS predicted transporter subunit -!- periplasmic-binding component of ABC superfamily 53 912.1197 3 2733.33727 0.0016 66.48 R Y 0
1295 DAQSALTVSETTFGR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 99 791.8899 2 1581.765247 0.0019 45.05 K D 0
1296 DAQTLRLVVDLTENGK JW4127 ECK4165 amiB N-acetylmuramoyl-l-alanine amidase II 20 886.48 2 1770.945447 -0.0021 22.26 K T 0
1297 DAQVLDELMGER JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 95 688.3299 2 1374.645247 0.0004 55.74 R T 0
1298 DARDQYEIR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 16 583.2833 2 1164.552047 -0.0003 24.04 K T 0
1299 DASDLLR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 38 395.2086 2 788.402647 -0.0002 32.30 R K 0
1300 DASESDVEASLDR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 115 697.3078 2 1392.601047 0.0006 33.91 R L 0
1301 DASESDVEASLDRLNR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 63 592.9511 3 1775.83147 0.0029 41.93 R W 0
1302 DASVDVGVSYMHGQSVK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 79 889.9224 2 1777.830247 -0.0001 35.95 K I 0
1303 DASVVVVSSAISADNPEIVAAHEAR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 58 836.4296 3 2506.26697 0.0007 49.42 R I 0
1304 DATESIINALAVSDPLVVPLSFTR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 110 1264.6837 2 2527.352847 -0.0005 80.03 K N 0
1305 DATGIDPVSLIAFDK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 34 781.4099 2 1560.805247 0.0017 62.14 R V 0
1306 DATGIDPVSLIAFDKVVMTADAVK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 77 1238.6535 2 2475.292447 -0.0006 70.68 R Q 0
1307 DATSATTTTSLGGLFK JW2140 ECK2146 folE GTP cyclohydrolase I 29 785.901 2 1569.787447 -0.0010 49.75 R S 0
1308 DAVGCADSFVR 57.021465@C:5 JW2647 ECK2666 ygaM predicted protein 19 598.7721 2 1195.529647 0.0006 36.79 R E 0
1309 DAVRFGADGIVVSNHGGR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 52 609.6463 3 1825.91707 -0.0013 35.93 R Q 0
1310 DAVTSAQAQLDVAIQQYNANQAMILGTK JW2660 ECK2679 emrA multidrug efflux system 70 988.1698 3 2961.48757 0.0010 68.09 R L 0
1311 DAWATGNPALR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 51 586.2965 2 1170.578447 0.0002 35.79 K G 0
1312 DAWMIVQR JW2962 ECK2988 hybC hydrogenase 2, large subunit 13 509.7602 2 1017.505847 -0.0006 44.10 R I 0
1313 DAYSFHTSQESLQETYDAMYAAYSK JW0190 ECK0194 proS prolyl-tRNA synthetase 61 969.42 3 2905.23817 -0.0007 60.45 K I 0
1314 DAYVLAEGQNELQVPMTYTDAAGNTFTK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 34 1016.4826 3 3046.42597 0.0030 58.61 K T 0
1315 DCFALECEAVKR 57.021465@C:2,57.021465@C:7 JW1692 ECK1700 pps phosphoenolpyruvate synthase 58 749.3447 2 1496.674847 -0.0003 36.24 R V 0
1316 DCPQDIMPLTELFVAR 57.021465@C:2 JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 31 952.9667 2 1903.918847 0.0018 70.92 R F 0
1317 DCVLVDDMIDTGGTLCK 57.021465@C:2,57.021465@C:16 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 114 956.4283 2 1910.842047 -0.0002 58.04 R A 0
1318 DCYEALLELETR 57.021465@C:2 JW0904 ECK0912 smtA S-adenosylmethionine-dependent methyltransferase 15 756.3566 2 1510.698647 0.0013 55.29 R Y 0
1319 DDAGQTLTTDWVQWNR JW2462 ECK2473 nlpB lipoprotein 40 953.44 2 1904.865447 0.0002 56.27 R L 0
1320 DDAGQTLTTDWVQWNRLDEDEQYR JW2462 ECK2473 nlpB lipoprotein 68 985.4447 3 2953.31227 0.0008 60.14 R G 0
1321 DDAGQTLTTDWVQWNRLDEDEQYRGR JW2462 ECK2473 nlpB lipoprotein 41 1056.485 3 3166.43317 -0.0009 56.33 R Y 0
1322 DDDNKPLVYEPGLHFK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 64 943.9681 2 1885.921647 0.0006 41.37 R I 0
1323 DDDNKPLVYEPGLHFKIPFIETVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 51 704.3726 4 2813.461294 -0.0026 58.45 R M 0
1324 DDDPSFDELVALAVETGR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 89 974.9609 2 1947.907247 0.0012 71.69 R E 0
1325 DDDPSFDELVALAVETGREGVK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 18 788.0529 3 2361.13687 0.0035 69.05 R A 0
1326 DDDSTSWGEAFKR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 53 757.3314 2 1512.648247 0.0003 39.15 R H 0
1327 DDDSYDEDVEDDEGVGEVR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 77 1079.4163 2 2156.818047 0.0040 38.81 R V 0
1328 DDEILTHPVFNR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 61 728.3646 2 1454.714647 -0.0006 41.54 R Y 0
1329 DDGGDMADGFYPVLSWLTWPMSVGK JW2343 ECK2340 vacJ predicted lipoprotein 79 1372.6229 2 2743.231247 0.0015 80.67 R W 0
1330 DDGGLNVINK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 40 522.7699 2 1043.525247 0.0005 31.83 R G 0
1331 DDGTTSCGCWIFAGSWTPEGNQMAR 57.021465@C:7,57.021465@C:9 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 43 1402.5776 2 2803.140647 -0.0018 61.90 R R 0
1332 DDIFWAK JW3863 ECK3885 fdoI formate dehydrogenase-O, cytochrome b556 subunit 41 447.7213 2 893.428047 -0.0003 45.60 R N 0
1333 DDIIDVMKK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 61 538.7864 2 1075.558247 -0.0001 39.00 K L 0
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1334 DDIVWTYSGVRPLCDDESDSPQAITR 57.021465@C:14 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 87 999.1301 3 2994.36847 0.0019 52.80 R D 0
1335 DDKQFTWR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 28 548.2639 2 1094.513247 -0.0013 31.82 R G 0
1336 DDLNLVLATAAK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 81 622.3488 2 1242.683047 0.0010 49.59 R L 0
1337 DDMPEATR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 42 467.7002 2 933.385847 -0.0004 21.00 R V 0
1338 DDMSVMMYAGER JW1446 ECK1445 yncD predicted iron outer membrane transporter 69 702.7837 2 1403.552847 0.0008 46.28 R E 0
1339 DDPGPLFPWQQLAQQGIGAWPDAQR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 29 931.1253 3 2790.35407 0.0026 73.93 K V 0
1340 DDRNITGIVMDLK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 24 745.3864 2 1488.758247 -0.0024 50.27 K N 0
1341 DDSFFDVYTECR 57.021465@C:11 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 71 777.3146 2 1552.614647 0.0006 54.42 K T 0
1342 DDTAVPLLAPNQDIYLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 76 957.5022 2 1912.989847 0.0004 56.88 R E 0
1343 DDTAVPLLAPNQDIYLRENIR JW3775 ECK3797 hemX uroporphyrinogen III methylase 16 809.4279 3 2425.26187 0.0018 54.16 R S 0
1344 DDVMGESLYNPMLPGIVADLK JW1865 ECK1877 argS arginyl-tRNA synthetase 43 1139.0601 2 2276.105647 -0.0011 70.07 R A 0
1345 DDVTGEELTTR JW0463 ECK0468 adk adenylate kinase 24 618.2927 2 1234.570847 0.0031 28.85 K K 0
1346 DEDRLVQLNYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 44 710.8622 2 1419.709847 -0.0007 36.54 R Y 0
1347 DEGKRVIER JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 23 551.3031 2 1100.591647 -0.0022 22.18 K A 0
1348 DEKGELLVPER JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 46 642.8427 2 1283.670847 -0.0013 31.33 R K 0
1349 DEKGELLVPERK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 35 471.596 3 1411.76617 -0.0009 27.20 R I 0
1350 DELSDALKR JW2517 ECK2530 suhB inositol monophosphatase 54 523.7775 2 1045.540447 0.0000 33.09 R - 0
1351 DENSSHDFGKDLIPK JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 14 567.9413 3 1700.80207 0.0014 36.73 R I 0
1352 DENSWLIDGGTPIDDVMR JW4177 ECK4214 ytfL predicted inner membrane protein 68 1016.9648 2 2031.915047 -0.0056 62.47 R V 0
1353 DEQDDPLNLK JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 58 593.783 2 1185.551447 0.0001 37.73 R G 0
1354 DEQDDPLNLKGSFAGAMGYGQFMPSSYK JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 86 1018.4616 3 3052.36297 0.0048 63.34 R Q 0
1355 DESMNIR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 37 432.6972 2 863.379847 -0.0008 23.45 K Y 0
1356 DEVIDHLGTIAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 51 655.851 2 1309.687447 -0.0002 41.12 R S 0
1357 DEVILPYWR JW1117 ECK1117 purB adenylosuccinate lyase 37 595.8138 2 1189.613047 0.0000 55.65 R Q 0
1358 DEVPWWNVVGDR JW0172 ECK0176 yaeT conserved protein 40 736.3522 2 1470.689847 0.0006 59.27 R K 0
1359 DEVRPIDTDPNVLVMPADGVISQLGK JW4121 ECK4156 psd phosphatidylserine decarboxylase 116 926.8169 3 2777.42887 0.0020 61.59 R I 0
1360 DEVRPIDTDPNVLVMPADGVISQLGKIEEDKILQAK JW4121 ECK4156 psd phosphatidylserine decarboxylase 45 987.2761 4 3945.075294 -0.0014 67.44 R G 0
1361 DFDALNILRPDMEPR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 28 601.3021 3 1800.88447 0.0018 58.59 K A 0
1362 DFDVTTNATPEQVR JW5808 ECK0142 pcnB poly(A) polymerase I 40 796.8823 2 1591.750047 0.0023 36.77 K K 0
1363 DFEDAVEKAEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 40 640.8034 2 1279.592247 -0.0009 35.75 K L 0
1364 DFELNGGIR JW0790 ECK0794 fiu predicted iron outer membrane transporter 49 510.7591 2 1019.503647 0.0000 40.17 R L 0
1365 DFELQEATITDSR JW1823 ECK1833 yebT conserved protein 88 762.8634 2 1523.712247 0.0019 44.93 R Y 0
1366 DFFTWNMDGVLK JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 22 736.848 2 1471.681447 0.0009 66.31 K T 0
1367 DFGESLLVYRPPIDTR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 23 939.4924 2 1876.970247 0.0019 55.74 R S 0
1368 DFLTLLEQQGELK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 62 767.4116 2 1532.808647 0.0001 66.51 R R 0
1369 DFLTLLEQQGELKR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 76 845.4628 2 1688.911047 0.0014 59.26 R I 0
1370 DFMADISHELR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 63 667.3141 2 1332.613647 0.0004 54.71 R T 0
1371 DFNCEDIISR 57.021465@C:4 JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 54 634.7831 2 1267.551647 0.0013 41.02 K K 0
1372 DFNEALVHQVVVAYAAGAR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 112 1015.5261 2 2029.037647 -0.0003 60.50 R Q 0
1373 DFNPSGIILSGGPESTTEENSPR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 107 1202.5674 2 2403.120247 0.0012 52.25 R A 0
1374 DFQEEVAK JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 29 483.2326 2 964.450647 0.0005 27.31 R L 0
1375 DFSQDVDR JW3927 ECK3946 yijP conserved inner membrane protein 43 491.217 2 980.419447 -0.0005 26.52 R K 0
1376 DFSQDVDRK JW3927 ECK3946 yijP conserved inner membrane protein 41 555.2649 2 1108.515247 0.0003 13.13 R Y 0
1377 DFTDIIAAVR JW0764 ECK0770 moaA molybdopterin biosynthesis protein A 75 560.8035 2 1119.592447 0.0000 59.70 R E 0
1378 DFTINSLYYSVADFTVR JW5808 ECK0142 pcnB poly(A) polymerase I 70 1005.9948 2 2009.975047 0.0017 74.23 R D 0
1379 DFTQTLMDEQGEVTKR JW5258 ECK1580 ynfC predicted protein 20 633.303 3 1896.88717 -0.0016 46.83 K V 0
1380 DFVAAVLPK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 48 480.2816 2 958.548647 -0.0001 47.16 R G 0
1381 DFVPYFR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 18 472.2371 2 942.459647 -0.0003 48.12 K S 0
1382 DFWDGPMVIK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 26 604.2945 2 1206.574447 0.0002 56.72 R G 0
1383 DGAAGVFLAANTFPK JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 66 739.8866 2 1477.758647 0.0022 53.21 R S 0
1384 DGAANSHAAIMVR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 21 656.8251 2 1311.635647 0.0003 20.29 R A 0
1385 DGAYVTLR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 53 447.7376 2 893.460647 0.0001 31.47 R L 0
1386 DGCMHCSDPGCLK 57.021465@C:3,57.021465@C:6,57.021465@C:11 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 50 768.7887 2 1535.562847 0.0002 22.89 K A 0
1387 DGDGFAWIERR JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 12 661.3171 2 1320.619647 -0.0013 45.25 R S 0
1388 DGDIMILR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 61 466.7469 2 931.479247 -0.0003 42.41 R T 0
1389 DGDISILELNVTLPEAEELK JW1163 ECK1162 minE cell division topological specificity factor 47 1099.5752 2 2197.135847 -0.0006 67.53 K - 0
1390 DGDLVLIDAGCEYK 57.021465@C:11 JW2876 ECK2903 pepP proline aminopeptidase P II 35 784.3693 2 1566.724047 0.0005 48.84 R G 0
1391 DGDPDFAAYYKEPSK JW5794 ECK4349 mdoB phosphoglycerol transferase I 79 851.883 2 1701.751447 -0.0008 38.31 R T 0
1392 DGDTIQDTK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 45 496.7302 2 991.445847 0.0001 17.78 K S 0
1393 DGDTLLVQVK JW0172 ECK0176 yaeT conserved protein 43 544.3026 2 1086.590647 -0.0015 40.53 R E 0
1394 DGDYFISVMGR JW4127 ECK4165 amiB N-acetylmuramoyl-l-alanine amidase II 14 630.2902 2 1258.565847 0.0006 53.73 R S 0
1395 DGEAFLFGANITPMAVASTHVVCDPTR 57.021465@C:23 JW2601 ECK2616 smpB trans-translation protein 63 959.4632 3 2875.36777 0.0044 63.86 R T 0
1396 DGELYAQVAFSAAPEQGFR JW1376 ECK1378 ydbH predicted protein 70 1028.4908 2 2054.967047 -0.0026 55.30 R A 0
1397 DGEVIIVDEHTGR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 74 720.3595 2 1438.704447 -0.0008 32.64 K T 0
1398 DGEYIEADLMVWAAGIK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 112 940.9596 2 1879.904647 0.0022 73.59 K A 0
1399 DGFVLGDGAGMLVLEEYEHAK JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 28 750.698 3 2249.07217 0.0048 65.29 R K 0
1400 DGGAQHFADCITAIR 57.021465@C:10 JW0623 ECK0621 lipA lipoate synthase 77 816.3832 2 1630.751847 -0.0003 43.76 R E 0
1401 DGGFAEYIVVK JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 20 599.3113 2 1196.608047 0.0004 49.87 R R 0
1402 DGGTHLAGFR JW5625 ECK3691 gyrB DNA gyrase, subunit B 58 515.7566 2 1029.498647 -0.0004 26.60 R A 0
1403 DGGVIASGYNEELDEWR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 69 955.4312 2 1908.847847 -0.0010 51.61 R A 0
1404 DGGVIASGYNEELDEWRALADGATDYLER JW2703 ECK2728 mutS methyl-directed mismatch repair protein 86 1062.4939 3 3184.45987 0.0015 72.52 R L 0
1405 DGGYLYTTTDIACAK 57.021465@C:13 JW1865 ECK1877 argS arginyl-tRNA synthetase 66 824.8802 2 1647.745847 0.0009 42.94 K Y 0
1406 DGHLIVNGK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 38 476.7642 2 951.513847 0.0001 20.76 K K 0
1407 DGHLIVNGKK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 48 360.8767 3 1079.60827 -0.0003 17.99 K I 0
1408 DGHPLFAGFVK JW2751 ECK2774 pyrG CTP synthetase 23 594.3141 2 1186.613647 0.0002 45.14 R A 0
1409 DGIASAILPGR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 53 535.3032 2 1068.591847 -0.0008 44.55 R F 0
1410 DGIFVEDKESPYVNLIVTR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 51 732.0512 3 2193.13177 0.0001 56.88 K E 0
1411 DGISALQMDIK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 50 595.8081 2 1189.601647 0.0004 48.71 R I 0
1412 DGISALQMDIKIEGITK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 23 611.3322 3 1830.97477 -0.0012 55.06 R E 0
1413 DGISYTFSIVPNALGK JW0886 ECK0894 pflB pyruvate formate lyase I 23 841.445 2 1680.875447 0.0031 60.78 K D 0
1414 DGISYTFSIVPNALGKDDEVR JW0886 ECK0894 pflB pyruvate formate lyase I 68 1148.576 2 2295.137447 -0.0008 57.10 K K 0
1415 DGISYTFSIVPNALGKDDEVRK JW0886 ECK0894 pflB pyruvate formate lyase I 36 808.7511 3 2423.23147 -0.0018 52.53 K T 0
1416 DGKEDHFHYEGGIK JW5625 ECK3691 gyrB DNA gyrase, subunit B 29 544.5859 3 1630.73587 -0.0016 24.66 R A 0
1417 DGLDVGSQLLLSTLTPHTK JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 45 998.0418 2 1994.069047 0.0007 62.39 R G 0
1418 DGLEDYIR JW3897 ECK3918 glpK glycerol kinase 14 490.7377 2 979.460847 -0.0002 46.47 R S 0
1419 DGLFCAR 57.021465@C:5 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 39 419.6974 2 837.380247 0.0000 34.74 R I 0
1420 DGLKPVHR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 27 307.847 3 920.5191705 -0.0001 17.09 R R 0
1421 DGLMLTLQNNPPQ 15.994915@M:4 JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 63 728.8596 2 1455.704647 0.0019 46.56 R - 0
1422 DGLPWSVK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 53 451.2427 2 900.470847 0.0003 43.82 R I 0
1423 DGLYYLTEQQAQAILDLR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 92 1055.546 2 2109.077447 0.0032 69.09 R L 0
1424 DGMYGVANRPNGTAHK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 34 563.2698 3 1686.78757 -0.0020 22.27 K Y 0
1425 DGNIFAPSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 30 474.743 2 947.471447 0.0003 32.70 K G 0
1426 DGNIFAPSKGK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 35 567.301 2 1132.587447 -0.0001 24.68 K Q 0
1427 DGNITVDFDDVVIR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 64 789.3946 2 1576.774647 0.0014 57.02 K G 0
1428 DGNKLDLYGK JW2203 ECK2207 ompC outer membrane porin protein C 38 561.7931 2 1121.571647 0.0001 27.84 K V JW1371 JW1468 JW5319

1429 DGNKLDLYGKVDGLHYFSDNK JW2203 ECK2207 ompC outer membrane porin protein C 19 600.2973 4 2397.160094 0.0001 46.09 K D 0
1430 DGNKVDLYGK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 52 554.785 2 1107.555447 -0.0004 17.76 K A 0
1431 DGNLNLTGQAPYK JW2500 ECK2512 yfgA conserved protein 69 695.8516 2 1389.688647 -0.0001 35.88 K L 0
1432 DGNLNLTGQAPYKLK JW2500 ECK2512 yfgA conserved protein 49 816.441 2 1630.867447 -0.0004 39.18 K I 0
1433 DGNNFVYIER JW5760 ECK4255 yjgQ conserved inner membrane protein 42 613.7939 2 1225.573247 0.0006 39.72 K V 0
1434 DGNRDNAVADGPYVGVNASF JW5371 ECK2243 yfaZ predicted outer membrane porin protein 54 1019.4679 2 2036.921247 0.0026 47.72 K - 0
1435 DGNVEFAWTPNQNHDFTAGYGFDR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 55 920.0691 3 2757.18547 0.0011 56.04 R Q 0
1436 DGNVEFAWTPNQNHDFTAGYGFDRQDR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 26 790.1 4 3156.370894 0.0001 52.50 R D 0
1437 DGPDNPANGPRPLYNVEK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 56 976.9762 2 1951.937847 -0.0009 32.66 R D 0
1438 DGPSAGIAMCTALVSCLTGNPVR 57.021465@C:10,57.021465@C:16 JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 126 1174.0659 2 2346.117247 0.0044 64.81 K A 0
1439 DGQALQLQLAEER JW2539 ECK2552 yfhG conserved protein 81 735.8811 2 1469.747647 0.0003 41.88 R Q 0
1440 DGQDCERWNMLHPLETPR 57.021465@C:5 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 15 564.2586 4 2253.005294 -0.0003 44.64 R V 0
1441 DGQLAQLQGLQDYWR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 118 895.9449 2 1789.875247 0.0006 59.28 R N 0
1442 DGQPATLVAK JW3630 ECK3645 yicH conserved protein 33 500.2767 2 998.538847 -0.0007 23.93 R S 0
1443 DGQVLANK JW2660 ECK2679 emrA multidrug efflux system 35 422.7297 2 843.444847 -0.0001 18.37 R V 0
1444 DGQVLANKVR JW2660 ECK2679 emrA multidrug efflux system 47 550.3143 2 1098.614047 -0.0004 21.83 R S 0
1445 DGSEAAQVYITR JW1272 ECK1275 yciM conserved protein 54 655.3235 2 1308.632447 0.0016 32.71 R Q 0
1446 DGSMIGLNK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 24 467.7373 2 933.460047 0.0012 31.23 R D 0
1447 DGSMLTAR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 56 425.708 2 849.401447 -0.0001 24.83 K L 0
1448 DGSQVVTLNQGTR JW4218 ECK4254 yjgP conserved inner membrane protein 88 687.8523 2 1373.690047 0.0001 28.64 R F 0
1449 DGSQVVTLNQGTRFEGTALLR JW4218 ECK4254 yjgP conserved inner membrane protein 39 1131.5975 2 2261.180447 0.0042 47.31 R D 0
1450 DGSVVVLGYTDR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 94 640.8273 2 1279.640047 -0.0008 41.08 K I 0
1451 DGSVVVLGYTDRIGSDAYNQGLSER JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 62 1336.1534 2 2670.292247 0.0039 50.24 K R 0
1452 DGSVVVLGYTDRIGSDAYNQGLSERR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 26 943.1385 3 2826.39367 0.0043 48.26 K A 0
1453 DGTIVSVQGFAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 56 625.3303 2 1248.646047 -0.0001 43.92 R G 0
1454 DGTVYSITR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 13 506.2594 2 1010.504247 0.0010 30.76 K - 0
1455 DGTWVMNER JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 26 554.2478 2 1106.481047 -0.0004 35.51 K Y 0
1456 DGVGLLPTVLDVVENPK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 15 882.991 2 1763.967447 0.0007 68.34 K N 0
1457 DGVIADFFVTEK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 41 670.8408 2 1339.667047 0.0012 59.52 K M 0
1458 DGVSVAR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 44 352.1903 2 702.366047 0.0000 19.23 K E 0
1459 DGVVYLPCIKPEPR 57.021465@C:8 JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 32 548.2927 3 1641.85627 0.0013 43.93 R R 0
1460 DGWLAGVTWFR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 39 654.3311 2 1306.647647 0.0019 66.39 R N 0
1461 DGWLFTAEHTQSVLK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 79 866.4397 2 1730.864847 0.0021 51.40 K G 0
1462 DGYADGWAQAGTAR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 94 719.8212 2 1437.627847 0.0006 36.44 R A 0
1463 DHFAILK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 33 422.2396 2 842.464647 -0.0004 31.99 R V JW3101
1464 DHKLPIR JW0166 ECK0170 pyrH uridylate kinase 23 439.764 2 877.513447 0.0000 19.77 R V 0
1465 DHLDDPVIGELR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 75 689.8512 2 1377.687847 -0.0009 41.47 R N 0
1466 DHLNTIER JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 21 499.2564 2 996.498247 -0.0006 20.34 R S 0
1467 DHTLFAK JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 36 416.2215 2 830.428447 -0.0002 24.11 R A 0
1468 DHTTVLHACR 57.021465@C:9 JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 14 403.8646 3 1208.57197 0.0000 18.85 R K 0
1469 DIADAVTAAGVEVAK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 83 715.3803 2 1428.746047 0.0001 50.09 R S 0
1470 DIADAVTAAGVEVAKSEVR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 120 951.0036 2 1899.992647 0.0026 57.99 R L 0
1471 DIADAVTAAGVEVAKSEVRLPNGVLR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 22 663.369 4 2649.446894 0.0019 63.06 R T 0
1472 DIAGEPVVADLAK JW0873 ECK0881 ftsK DNA-binding membrane protein required for chromosome resolution and partitioning 37 649.3543 2 1296.694047 0.0015 46.31 K M 0
1473 DIALDYR JW4180 ECK4217 ytfN conserved protein 33 433.2242 2 864.433847 -0.0002 34.99 R N 0
1474 DIALGEEFVNK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 33 617.8194 2 1233.624247 0.0002 45.78 K - 0
1475 DIALTIPNLPADEVPVGKDENDNVEVSR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 59 1007.1781 3 3018.51247 -0.0020 55.37 R W 0
1476 DIAVLEDAGVPYQLLESSR JW1178 ECK1177 dadA D-amino acid dehydrogenase 77 1038.0368 2 2074.059047 0.0008 65.09 R L 0
1477 DIAVVVAENVPAADILSECK 57.021465@C:19 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 74 1057.0451 2 2112.075647 -0.0015 62.18 R K 0
1478 DIAVVVAENVPAADILSECKK 57.021465@C:19 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 75 1121.0939 2 2240.173247 0.0012 57.87 R V 0
1479 DICQCEALWTPAK 57.021465@C:3,57.021465@C:5 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 37 796.3659 2 1590.717247 0.0001 45.48 R I 0
1480 DIDGHDAASIK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 50 571.2778 2 1140.541047 0.0000 22.70 R R 0
1481 DIDGHDAASIKR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 48 433.221 3 1296.64117 -0.0010 21.31 R A 0
1482 DIDIELHTAGQYK JW1264 ECK1266 sohB predicted inner membrane peptidase 82 751.8777 2 1501.740847 -0.0004 38.81 K R 0
1483 DIDIELHTAGQYKR JW1264 ECK1266 sohB predicted inner membrane peptidase 21 553.6207 3 1657.84027 -0.0022 34.41 K T 0
1484 DIDTIGIPIHWGYEGVAK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 64 992.5125 2 1983.010447 0.0004 58.30 K K 0
1485 DIDTLISNNALWSK JW0122 ECK0125 can carbonic anhydrase 67 795.4125 2 1588.810447 0.0007 60.34 K M 0
1486 DIEEDKAPADLASTFLR JW2500 ECK2512 yfgA conserved protein 87 945.9766 2 1889.938647 0.0016 54.40 R G 0
1487 DIFLLSPDAGAKPGHQVK JW2101 ECK2107 metG methionyl-tRNA synthetase 17 631.6792 3 1892.01577 0.0002 41.31 K - 0
1488 DIFSLTNEEVQELAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 100 868.443 2 1734.871447 0.0040 66.10 R Q 0
1489 DIGEPSVLNR JW5791 ECK4344 yjiY predicted inner membrane protein 15 550.2907 2 1098.566847 0.0000 34.97 K A 0
1490 DIGGLETNR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 57 487.7489 2 973.483247 0.0004 28.15 K I 0
1491 DIGKALR JW5247 ECK1518 yneI predicted aldehyde dehydrogenase 34 386.7373 2 771.460047 -0.0001 30.79 R A 0
1492 DIGLGFDCR 57.021465@C:8 JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 34 526.7454 2 1051.476247 0.0006 43.65 K V 0
1493 DIGQYIYLR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 57 570.806 2 1139.597447 0.0000 51.52 K R 0
1494 DIHFEGLQR JW0172 ECK0176 yaeT conserved protein 35 557.7854 2 1113.556247 -0.0005 36.61 K V 0
1495 DIHGAPVGDTLTLAR JW2553 ECK2567 lepA GTP binding membrane protein 69 768.4124 2 1534.810247 -0.0001 39.84 K N 0
1496 DIHVHVPEGATPK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 41 467.2489 3 1398.72487 -0.0007 28.34 R D 0
1497 DIKEQEVYMGEIPLMTDNGTFVINGTER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 65 1067.1794 3 3198.51637 -0.0048 62.58 K V 0
1498 DIKLPEK JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 23 421.7526 2 841.490647 -0.0002 25.81 K - 0
1499 DILCQYVEYITNIR 57.021465@C:4 JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 68 900.4536 2 1798.892647 0.0003 73.15 K M 0
1500 DILEVICK 57.021465@C:7 JW1163 ECK1162 minE cell division topological specificity factor 47 495.2703 2 988.526047 -0.0003 48.85 K Y 0
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1501 DILGGLR JW0101 ECK0104 guaC GMP reductase 26 372.2239 2 742.433247 -0.0004 41.33 R S 0
1502 DILVDDETLFEFYDQR JW5905 ECK1406 hrpA ATP-dependent helicase 81 1009.4737 2 2016.932847 0.0012 68.00 R I 0
1503 DINGVVR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 22 386.7192 2 771.423847 -0.0001 24.45 K W 0
1504 DIPSPSITDVPVGVK JW3506 ECK3523 bcsG predicted inner membrane protein 28 762.4195 2 1522.824447 0.0002 48.40 R F 0
1505 DIQDWCISR 57.021465@C:6 JW4215 ECK4251 valS valyl-tRNA synthetase 24 596.7755 2 1191.536447 0.0021 43.01 R Q 0
1506 DIQLATPPQVGAPATEYAALAELK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 22 1234.1573 2 2466.300047 -0.0005 60.39 K A 0
1507 DIQLWQVVFSR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 61 695.8786 2 1389.742647 0.0022 67.23 R G 0
1508 DIQPSVGFASR JW2504 ECK2516 yfhM conserved protein 29 588.8038 2 1175.593047 -0.0005 37.30 R G 0
1509 DIQQTIK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 35 423.2398 2 844.465047 -0.0003 23.98 K L 0
1510 DIQVNIDSK JW4180 ECK4217 ytfN conserved protein 38 516.2722 2 1030.529847 0.0004 31.77 K K 0
1511 DIRDPMELLDEVENELK JW5873 ECK4366 prfC peptide chain release factor RF-3 103 1029.5068 2 2056.999047 0.0005 75.68 R I 0
1512 DISDANFIYR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 53 607.2957 2 1212.576847 -0.0006 45.09 K N 0
1513 DISFEAPNAPHVFQK JW3584 ECK3599 secB protein export chaperone 63 850.4256 2 1698.836647 0.0002 45.29 K D 0
1514 DISSANLR JW2889 ECK2918 yggE conserved protein 16 438.2314 2 874.448247 -0.0025 23.18 K T 0
1515 DITGGLPR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 39 414.7323 2 827.450047 0.0000 31.80 K V 0
1516 DITLTSTCEHHFVTIDGK 57.021465@C:8 JW2140 ECK2146 folE GTP cyclohydrolase I 39 692.0022 3 2072.98477 0.0011 40.55 R A 0
1517 DITNAWQLR JW1793 ECK1802 rnd ribonuclease D 56 558.7925 2 1115.570447 -0.0019 46.06 R T 0
1518 DIVAQFK JW4120 ECK4155 yjeP predicted mechanosensitive channel 17 410.7318 2 819.449047 0.0000 35.49 K I 0
1519 DIVGYVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 36 411.2293 2 820.444047 -0.0003 34.07 K E 0
1520 DIVTDSR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 37 403.2062 2 804.397847 0.0000 21.30 K G 0
1521 DIVTNTLDAMIVR JW5391 ECK2389 yfeA predicted diguanylate cyclase 69 730.8929 2 1459.771247 0.0009 68.37 K S 0
1522 DIWQLQLR JW5808 ECK0142 pcnB poly(A) polymerase I 32 536.3008 2 1070.587047 -0.0003 54.37 R M 0
1523 DIWRFMK 15.994915@M:6 JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 10 337.8417 3 1010.50327 0.0025 19.19 R V 0
1524 DIYPISAK JW0636 ECK0634 rlpB minor lipoprotein 23 453.7505 2 905.486447 0.0007 33.45 R V 0
1525 DKCEQSANINAYWEPNTLR 57.021465@C:3 JW1575 ECK1578 ynfB predicted protein 91 1155.0333 2 2308.052047 -0.0022 45.04 R C 0
1526 DKGEAENEAKPIDVK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 65 821.9181 2 1641.821647 0.0008 20.78 K S 0
1527 DKGLLTAFAEGK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 67 625.3426 2 1248.670647 -0.0007 44.43 R D 0
1528 DKGSSLVTGIVDAR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 91 709.3862 2 1416.757847 0.0006 39.61 R L 0
1529 DKIMMGAER JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 45 525.7563 2 1049.498047 -0.0016 22.32 K R 0
1530 DKIMMGAERR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 26 402.8739 3 1205.59987 -0.0009 20.36 K S 0
1531 DKISAAATR JW2918 ECK2946 yggS predicted enzyme 51 466.7613 2 931.508047 -0.0006 17.42 R C 0
1532 DKKDPEPK JW0934 ECK0942 pqiB paraquat-inducible protein B 10 478.7558 2 955.497047 -0.0005 32.51 K R 0
1533 DKLAQDDLLAFYQDDPNDPFR JW3132 ECK3151 nlpI conserved protein 46 832.7282 3 2495.16277 0.0022 60.59 R S 0
1534 DKLAQFTSLQADLENGVNLEQTIR JW0886 ECK0894 pflB pyruvate formate lyase I 25 901.804 3 2702.39017 0.0028 63.09 K L 0
1535 DKLEPYFTEGR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 62 677.8354 2 1353.656247 -0.0001 36.39 R Y 0
1536 DKLMNLAR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 43 480.7682 2 959.521847 -0.0004 28.53 R G 0
1537 DKLQQYAR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 28 511.2753 2 1020.536047 0.0009 20.60 R E 0
1538 DKLVSSEVK JW5625 ECK3691 gyrB DNA gyrase, subunit B 35 502.7849 2 1003.555247 0.0003 20.62 K S 0
1539 DKNCSYDYLLHPAISISK 57.021465@C:4 JW3332 ECK3357 yhfL conserved secreted peptide 38 708.6856 3 2123.03497 -0.0007 47.51 R I 0
1540 DKNDSFR JW0710 ECK0709 gltA citrate synthase 14 441.2097 2 880.404847 0.0011 16.49 K L 0
1541 DKNFDNIQK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 42 561.2829 2 1120.551247 -0.0001 21.98 K A 0
1542 DKNIPIR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 14 428.256 2 854.497447 0.0001 20.34 R I 0
1543 DKPVIVVDGSGMQCQEPANALTK 57.021465@C:14 JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 79 819.7422 3 2456.20477 0.0009 41.01 K A 0
1544 DKTTFISTISHELR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 57 549.9611 3 1646.86147 -0.0014 47.17 R T 0
1545 DKTTIPDYFAK JW5566 ECK3878 yihX predicted hydrolase 38 649.835 2 1297.655447 0.0001 39.66 K V 0
1546 DKVASVFINR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 53 574.8245 2 1147.634447 -0.0005 33.15 R L 0
1547 DKYGLDVELVTFNDYVLPNEALSK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 19 914.8013 3 2741.38207 0.0023 65.24 K G 0
1548 DLAELNR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 37 415.7222 2 829.429847 0.0006 28.63 K R 0
1549 DLAELNRR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 16 493.7726 2 985.530647 0.0003 23.20 K L 0
1550 DLAGRDVVAR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 32 536.2988 2 1070.583047 -0.0001 23.74 K S 0
1551 DLALAYSPGVAAPCLEIEKDPLK 57.021465@C:14 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 78 1235.6496 2 2469.284647 0.0022 56.67 R A 0
1552 DLALAYSPGVAAPCLEIEKDPLKAYK 57.021465@C:14 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 27 708.8766 4 2831.477294 -0.0004 55.01 R Y 0
1553 DLALIEINPLVITK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 86 776.4723 2 1550.930047 0.0017 67.16 R Q 0
1554 DLALNQAMIPLGSCTMK 57.021465@C:14 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 44 931.9639 2 1861.913247 0.0033 55.57 K L 0
1555 DLANDGYR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 52 462.2146 2 922.414647 0.0003 23.89 K A 0
1556 DLARSLSTVAVR JW0873 ECK0881 ftsK DNA-binding membrane protein required for chromosome resolution and partitioning 12 644.3708 2 1286.727047 -0.0035 57.92 R V 0
1557 DLAVSSGSACTSASLEPSYVLR 57.021465@C:10 JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 39 1135.5534 2 2269.092247 0.0027 48.96 K A 0
1558 DLDGTILATGFPFK JW2517 ECK2530 suhB inositol monophosphatase 68 747.8955 2 1493.776447 -0.0001 64.53 R A 0
1559 DLDLAKASATDQLKK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 53 539.6334 3 1615.87837 0.0002 32.37 K A 0
1560 DLDLEASAAAHPVR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 52 732.8763 2 1463.738047 0.0012 36.54 R V 0
1561 DLDRIDR JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 31 451.7371 2 901.459647 -0.0021 21.73 K N 0
1562 DLDTIANEPLHYDWEALR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 75 1086.0247 2 2170.034847 0.0017 58.87 K E 0
1563 DLDTIANEPLHYDWEALRESIK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 41 876.7688 3 2627.28457 -0.0020 61.13 K T 0
1564 DLDVTATNR JW0122 ECK0125 can carbonic anhydrase 59 502.7539 2 1003.493247 -0.0002 25.41 R E 0
1565 DLEEIPDNVIADLDIHPVK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 109 1073.0569 2 2144.099247 -0.0008 64.52 R R 0
1566 DLEEIPDNVIADLDIHPVKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 25 767.7418 3 2300.20357 0.0023 61.19 R I 0
1567 DLEHPIEVPVGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 55 666.8613 2 1331.708047 -0.0004 38.04 K A 0
1568 DLETQSQDGTFDK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 63 742.3311 2 1482.647647 0.0001 30.58 K L 0
1569 DLETQSQDGTFDKLTK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 45 913.4443 2 1824.874047 -0.0001 37.52 K K 0
1570 DLETQSQDGTFDKLTKK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 56 651.9966 3 1952.96797 -0.0010 34.03 K E 0
1571 DLEYLNSSVK JW3140 ECK3161 argG argininosuccinate synthetase 11 584.298 2 1166.581447 -0.0004 33.52 K I 0
1572 DLEYLVALAEHR JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 75 714.8776 2 1427.740647 -0.0002 58.82 R H 0
1573 DLFCSER 57.021465@C:4 JW3820 ECK3836 fre flavin reductase 28 463.7055 2 925.396447 0.0000 32.36 R N 0
1574 DLFVAQASLTGESLPVEK JW4201 ECK4237 mgtA magnesium transporter 100 952.5048 2 1902.995047 0.0013 55.47 R A 0
1575 DLGAVFLVGIGGK JW3722 ECK3738 asnA asparagine synthetase A 78 623.3645 2 1244.714447 0.0017 61.69 K L 0
1576 DLGEVSGDSCQASNQDSPPSIPTAR 57.021465@C:10 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 23 1294.5813 2 2587.148047 0.0025 38.98 R K 0
1577 DLGGLIVIDFIDMTPVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 120 937.5085 2 1873.002447 0.0005 80.24 R H 0
1578 DLGIADNDWIEVFNSNGALTAR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 113 1196.0827 2 2390.150847 0.0007 69.49 K A 0
1579 DLGILTVAVVTKPFNFEGK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 13 683.3863 3 2047.13707 0.0018 65.33 K K 0
1580 DLGLTDESK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 19 489.2426 2 976.470647 -0.0006 29.21 K W 0
1581 DLGNTVIVVEHDEDAIR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 47 632.3223 3 1893.94507 0.0018 49.42 R A 0
1582 DLGSLIFIDMR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 73 640.3396 2 1278.664647 0.0004 67.33 R D 0
1583 DLGSMDVNEVIEKLQQEIR JW1709 ECK1717 thrS threonyl-tRNA synthetase 23 739.3789 3 2215.11487 -0.0004 71.19 K S 0
1584 DLGTFYHAK JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 33 526.2642 2 1050.513847 0.0004 32.62 R A 0
1585 DLGYGLLLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 51 496.2944 2 990.574247 -0.0006 52.59 K R 0
1586 DLGYGLLLKR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 61 574.3451 2 1146.675647 -0.0004 46.12 K Y 0
1587 DLIAAGVDPSDIVLDYAGFR JW2132 ECK2137 sanA predicted protein 93 1054.0399 2 2106.065247 0.0020 71.25 K T 0
1588 DLIDDAR JW0411 ECK0415 ispA geranyltranstransferase 29 409.2061 2 816.397647 -0.0001 31.84 R Q 0
1589 DLIENEQTLDLK JW2504 ECK2516 yfhM conserved protein 48 715.8728 2 1429.731047 0.0011 45.78 K A 0
1590 DLIESELFGHEK JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 59 708.8532 2 1415.691847 -0.0014 50.19 K G 0
1591 DLIKIENTFLSEDQVDQLALYAPQATVNR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 44 1102.2406 3 3303.69997 0.0014 67.01 K I 0
1592 DLIVDSYIK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 59 533.2953 2 1064.576047 0.0006 48.48 K W 0
1593 DLIVDSYIKWR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 71 704.3853 2 1406.756047 0.0002 54.75 K I 0
1594 DLIVIGGGINGAGIAADAAGR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 38 941.0137 2 1880.012847 0.0013 54.88 K G 0
1595 DLIVTIGK JW2504 ECK2516 yfhM conserved protein 44 429.7682 2 857.521847 -0.0004 40.59 R E 0
1596 DLKDGVIR JW5808 ECK0142 pcnB poly(A) polymerase I 19 458.2661 2 914.517647 -0.0008 25.36 K L 0
1597 DLKDNIALGR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 43 557.814 2 1113.613447 -0.0007 33.28 K K 0
1598 DLKPTLESK JW3719 ECK3734 gidA glucose-inhibited cell-division protein 22 515.7927 2 1029.570847 0.0003 19.20 R F 0
1599 DLKPVVEMGPDALIMSDPGLIMLVR JW2066 ECK2077 yegQ predicted peptidase 36 903.8193 3 2708.43607 0.0046 73.39 R E 0
1600 DLLAGIVAK JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 66 450.2816 2 898.548647 -0.0001 48.11 R H 0
1601 DLLAPWVPDAPSR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 75 718.8806 2 1435.746647 0.0008 58.56 R A 0
1602 DLLCDPQTSGGLLLAVMPEAENEVK 57.021465@C:4 JW1753 ECK1762 selD selenophosphate synthase 61 1350.1676 2 2698.320647 0.0014 68.15 R A 0
1603 DLLGATNPANALAGTLR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 114 834.4576 2 1666.900647 0.0004 56.65 R A 0
1604 DLLGITK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 22 380.2343 2 758.454047 0.0002 42.06 R A 0
1605 DLLHSHGTGK JW1315 ECK1318 ycjF conserved inner membrane protein 22 532.7772 2 1063.539847 -0.0013 20.41 R G 0
1606 DLLKEQNNR JW3252 ECK3277 mscL mechanosensitive channel 42 565.3015 2 1128.588447 -0.0003 21.79 R S 0
1607 DLLKEQNNRS JW3252 ECK3277 mscL mechanosensitive channel 40 608.8174 2 1215.620247 -0.0004 20.89 R - 0
1608 DLLPLVEGCTVSTK 57.021465@C:9 JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 33 766.4054 2 1530.796247 -0.0001 53.00 R H 0
1609 DLMASAQTGTGK JW0781 ECK0786 rhlE RNA helicase 38 590.2873 2 1178.560047 -0.0001 27.16 R T 0
1610 DLMGNSSELR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 61 561.2665 2 1120.518447 0.0003 34.19 K N 0
1611 DLMKIEYVYQSAEQLRNADALTLQAPAQR 15.994915@M:3 JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 29 838.6807 4 3350.693694 0.0009 57.41 R V 0
1612 DLNDAQLK JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 23 458.7405 2 915.466447 0.0002 25.12 R Y 0
1613 DLNDQFDR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 36 511.7304 2 1021.446247 -0.0002 31.24 R I 0
1614 DLNELAEQNLILR JW3386 ECK3409 glpR DNA-binding transcriptional repressor 19 770.9209 2 1539.827247 0.0016 55.86 R H 0
1615 DLNFGIR JW5778 ECK4302 yjhA N-acetylnuraminic acid outer membrane channel protein 38 417.7269 2 833.439247 -0.0004 42.94 K Y 0
1616 DLNGPLQYLLMPTYR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 14 897.4666 2 1792.918647 0.0006 69.45 K I 0
1617 DLNLDATINAPGLDNALPGLGGTAK JW4180 ECK4217 ytfN conserved protein 62 1211.134 2 2420.253447 -0.0012 61.80 K G 0
1618 DLNNESTPMAFENIK JW1427 ECK1424 ydcL predicted lipoprotein 47 861.9039 2 1721.793247 0.0001 47.19 K Q 0
1619 DLPADPLTLFER JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 77 693.8669 2 1385.719247 0.0001 65.39 R W 0
1620 DLPAITLDGHQVEVCANIGTVR 57.021465@C:15 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 64 793.4103 3 2377.20907 0.0031 55.26 K D 0
1621 DLPDLYVDLSTVGEGYAADHLAR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 88 1245.6101 2 2489.205647 -0.0017 66.18 K L 0
1622 DLPEADGESFR JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 13 618.2804 2 1234.546247 -0.0002 36.18 R S 0
1623 DLPLIASNFR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 51 573.3195 2 1144.624447 0.0004 52.90 R N 0
1624 DLRPALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 23 406.7529 2 811.491247 -0.0003 23.34 K I 0
1625 DLSAQDKLVQQDLTDTLATLDKIDR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 75 939.1614 3 2814.46237 0.0014 69.98 K I 0
1626 DLSDVTLGQFAGK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 57 675.8492 2 1349.683847 0.0011 50.21 K R 0
1627 DLSEELQILEAGLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 96 910.4771 2 1818.939647 0.0033 79.98 K I 0
1628 DLSELSTYSFVDNVAFR JW5196 ECK1261 yciO conserved protein 104 981.9767 2 1961.938847 0.0019 65.88 R L 0
1629 DLSGADMWGATMFDQLVCR 57.021465@C:18 JW0120 ECK0123 gcd glucose dehydrogenase 96 1086.979 2 2171.943447 -0.0004 74.37 K V 0
1630 DLSLNVQLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 12 515.3006 2 1028.586647 0.0001 43.97 R D 0
1631 DLSPESWR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 28 495.238 2 988.461447 0.0001 38.95 R K 0
1632 DLSPLWEMYK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 14 641.3133 2 1280.612047 0.0010 59.31 R Q 0
1633 DLTDAAVK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 12 416.7245 2 831.434447 0.0007 25.74 R M 0
1634 DLTDSTVLR JW1117 ECK1117 purB adenylosuccinate lyase 12 510.2721 2 1018.529647 0.0002 35.45 R N 0
1635 DLTGDPWGGR JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 30 537.2546 2 1072.494647 0.0010 39.17 R T 0
1636 DLTVFDATCPLVTK 57.021465@C:9 JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 58 790.4063 2 1578.798047 0.0018 55.81 R V 0
1637 DLVESAPAALK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 59 557.3115 2 1112.608447 0.0007 37.72 K E 0
1638 DLVGFGVENAPR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 39 637.3303 2 1272.646047 -0.0001 46.68 R G 0
1639 DLVHAIPLYAIK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 43 676.9003 2 1351.786047 -0.0002 53.53 R Q 0
1640 DLVNQDGGENWAK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 27 723.3377 2 1444.660847 0.0025 37.26 K I 0
1641 DLVPDTDSYQEIFAQPHLIDENDPLFSDTQPR JW0938 ECK0946 ycbZ predicted peptidase 22 929.6909 4 3714.734494 0.0021 66.81 R L 0
1642 DLVVDGER JW3365 ECK3389 yhgE predicted inner membrane protein 31 451.7323 2 901.450047 -0.0004 27.48 R L 0
1643 DLVVDMGQFYAQYEK JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 110 903.4246 2 1804.834647 0.0005 61.27 R I 0
1644 DLYAALGEELENGAWAVR JW2184 ECK2188 ccmF heme lyase, CcmF subunit 42 988.9902 2 1975.965847 0.0019 70.35 R L 0
1645 DLYGHGR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 15 409.2013 2 816.388047 0.0002 19.12 R D 0
1646 DLYGHGRDNSAGLDLANEHR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 44 553.2632 4 2209.023694 -0.0023 31.33 R L 0
1647 DLYRPGETVILNGLLR JW2504 ECK2516 yfhM conserved protein 48 915.0178 2 1828.021047 0.0004 56.86 R D 0
1648 DMALIGQALIR 15.994915@M:2 JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 82 608.8394 2 1215.664247 -0.0003 46.28 R D 0
1649 DMALLGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 58 374.2071 2 746.399647 0.0000 35.18 R A 0
1650 DMEFVQYHPTGLPGSGILMTEGCR 57.021465@C:23 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 86 899.0828 3 2694.22657 0.0028 56.83 R G 0
1651 DMEMLAPGYTQTLEPR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 45 926.4351 2 1850.855647 0.0014 50.67 R A 0
1652 DMFEQAK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 31 434.697 2 867.379447 -0.0001 28.28 R K 0
1653 DMFEQAKK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 32 498.7446 2 995.474647 0.0000 23.87 R A 0
1654 DMGGGFLQK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 33 476.7316 2 951.448647 0.0003 37.61 K L 0
1655 DMGGLPDALFVIDADHEHIAIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 21 793.0674 3 2376.18037 0.0021 59.98 K E 0
1656 DMGTGQNVLLITVDGLNYSR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 43 1083.5483 2 2165.082047 0.0034 64.58 R F 0
1657 DMGTVVFPDAPVK JW0893 ECK0901 cmk cytidylate kinase 37 688.3505 2 1374.686447 0.0012 49.38 R I 0
1658 DMGTVVFPDAPVKIFLDASSEER JW0893 ECK0901 cmk cytidylate kinase 89 841.7524 3 2522.23537 -0.0008 68.55 R A 0
1659 DMMLLDALIQLK 15.994915@M:3 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 33 710.3834 2 1418.752247 0.0009 71.23 R E 0
1660 DMQHALDYLFADGQLK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 85 932.9489 2 1863.883247 0.0007 64.59 R Q 0
1661 DMSLVNVQALKDNR JW1613 ECK1616 malX fused maltose and glucose-specific PTS enzyme IIBC components 68 801.9177 2 1601.820847 0.0014 42.45 K A 0
1662 DMTAAELK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 42 439.7179 2 877.421247 -0.0003 27.53 K A 0
1663 DMTLMVR JW0566 ECK0569 ybdG predicted mechanosensitive channel 47 433.217 2 864.419447 -0.0002 38.85 K Q 0
1664 DNADPSGLGNTLGWAWAWPLNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 76 1206.0808 2 2410.147047 0.0017 74.75 R R 0
1665 DNANVTIDAVCFIQVIDAPR 57.021465@C:11 JW0478 ECK0483 ybbK predicted protease, membrane anchored 50 1116.0629 2 2230.111247 0.0061 69.64 K A 0
1666 DNAVADGPYVGVNASF JW5371 ECK2243 yfaZ predicted outer membrane porin protein 44 798.3707 2 1594.726847 0.0007 52.58 R - 0
1667 DNEQDMIVK JW0636 ECK0634 rlpB minor lipoprotein 49 546.2558 2 1090.497047 0.0005 28.08 K E 0
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1668 DNEQDMIVKEMYDR JW0636 ECK0634 rlpB minor lipoprotein 82 893.3926 2 1784.770647 -0.0002 45.04 K A 0
1669 DNESLSLSILR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 76 623.8356 2 1245.656647 0.0001 51.66 R L 0
1670 DNEVDKILGLEIGADDYITKPFNPR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 121 944.819 3 2831.43517 0.0010 66.16 R E 0
1671 DNFRPDTDYLLTISNDAWFGK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 61 830.0648 3 2487.17257 0.0018 65.50 R S 0
1672 DNFVWVDR JW5794 ECK4349 mdoB phosphoglycerol transferase I 50 525.7535 2 1049.492447 -0.0005 45.16 R C 0
1673 DNGDPLLDLPWQITR JW1376 ECK1378 ydbH predicted protein 74 876.9499 2 1751.885247 0.0010 68.75 R Q 0
1674 DNIALGR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 38 379.7114 2 757.408247 0.0000 25.19 K K 0
1675 DNIALGRK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 29 443.7583 2 885.502047 -0.0011 19.93 K N 0
1676 DNIAQLNQEIAVR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 103 742.3962 2 1482.777847 -0.0012 43.44 K E 0
1677 DNIFGSIEEDAQR JW5808 ECK0142 pcnB poly(A) polymerase I 41 747.3471 2 1492.679647 0.0003 51.54 R R 0
1678 DNIFGSIEEDAQRR JW5808 ECK0142 pcnB poly(A) polymerase I 37 825.3968 2 1648.779047 -0.0014 48.80 R D 0
1679 DNIGKPMATLFVEYK 15.994915@M:7 JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 63 871.4452 2 1740.875847 0.0003 42.14 K D 0
1680 DNISLDLGNNAEAVILREDMLPR JW3138 ECK3158 nusA transcription termination/antitermination L factor 15 856.775 3 2567.30317 0.0020 63.07 R E 0
1681 DNKLQMELVPER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 44 736.3823 2 1470.750047 0.0000 38.98 R L 0
1682 DNLLLASPGSSDEALSEILR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 70 1050.5452 2 2099.075847 0.0012 64.21 R R 0
1683 DNLLLASPGSSDEALSEILRR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 36 752.7326 3 2255.17597 0.0003 59.76 R V 0
1684 DNLSENSYR JW5778 ECK4302 yjhA N-acetylnuraminic acid outer membrane channel protein 54 549.2462 2 1096.477847 -0.0006 22.76 R I 0
1685 DNLTGSEQIFYSGFK JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 55 853.4074 2 1704.800247 0.0009 53.63 R E 0
1686 DNLTGSEQIFYSGFKEFVR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 111 1119.0462 2 2236.077847 -0.0022 64.22 R L 0
1687 DNMAFSPEER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 35 598.2561 2 1194.497647 0.0001 32.20 R V 0
1688 DNQIVTLTASR JW0424 ECK0428 yajG predicted lipoprotein 100 609.3279 2 1216.641247 0.0001 36.96 R D 0
1689 DNQIVTLTASRDLR JW0424 ECK0428 yajG predicted lipoprotein 16 801.4338 2 1600.853047 -0.0003 39.58 R F 0
1690 DNQLLHPTGSTR JW5184 ECK1179 cvrA predicted cation/proton antiporter 37 669.842 2 1337.669447 0.0007 23.42 R L 0
1691 DNQLVNAGDLLLTIDKTPFQIAELNAQAQLAK JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 83 1155.9578 3 3464.85157 0.0002 75.74 K A 0
1692 DNSAGLDLANEHR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 72 706.3315 2 1410.648447 -0.0002 27.31 R L 0
1693 DNTLPDLSDDRGWSFDISSLK JW2049 ECK2058 asmA predicted assembly protein 42 794.3815 3 2380.12267 0.0045 61.35 R V 0
1694 DNTPMFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 29 476.2337 2 950.452847 -0.0004 33.54 K G 0
1695 DNTWYTGAK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 21 528.2433 2 1054.472047 0.0000 31.81 K L 0
1696 DNVVIYEGELESLRR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 41 896.4653 2 1790.916047 -0.0002 49.34 R F 0
1697 DPDFYAFIR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 24 572.2768 2 1142.539047 -0.0005 56.36 K S 0
1698 DPDIYAIGDCASCPRPEGGFVPPR 57.021465@C:10,57.021465@C:13 JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 76 882.7415 3 2645.20267 0.0025 46.82 R A 0
1699 DPFGAASGGR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 53 467.7222 2 933.429847 -0.0005 24.45 R R 0
1700 DPLNSMMNIPAVLSR JW2273 ECK2272 nuoL NADH:ubiquinone oxidoreductase, membrane subunit L 95 829.4242 2 1656.833847 0.0011 63.10 R F 0
1701 DPQQIISGNEK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 36 614.8122 2 1227.609847 0.0003 30.12 K V 0
1702 DQAAIDASCKECDALFALLDAELAK 57.021465@C:9,57.021465@C:12 JW0822 ECK0828 yliJ predicted glutathione S-transferase 77 913.4399 3 2737.29787 0.0041 72.84 R V 0
1703 DQAQATLK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 40 437.7342 2 873.453847 -0.0016 18.18 R S 0
1704 DQDREVLVNKK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 38 672.3676 2 1342.720647 0.0002 18.92 R L 0
1705 DQEFSSDLGSR JW0915 ECK0923 pepN aminopeptidase N 24 620.776 2 1239.537447 0.0007 32.13 R A 0
1706 DQEVHAVVQDWK JW0873 ECK0881 ftsK DNA-binding membrane protein required for chromosome resolution and partitioning 50 727.3561 2 1452.697647 -0.0021 35.42 R A 0
1707 DQFNSMK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 19 435.1947 2 868.374847 0.0000 23.01 R K 0
1708 DQFNSMKK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 12 333.1637 3 996.4692705 -0.0005 19.18 R D 0
1709 DQFVQPVVK JW1728 ECK1737 osmE DNA-binding transcriptional regulator 34 530.2953 2 1058.576047 0.0000 32.45 K D 0
1710 DQGATNLTDALK JW0790 ECK0794 fiu predicted iron outer membrane transporter 38 623.8169 2 1245.619247 -0.0008 37.14 K N 0
1711 DQGIDLR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 24 408.714 2 815.413447 -0.0003 27.51 K N 0
1712 DQGPPDLDDIFR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 62 694.3288 2 1386.643047 0.0015 57.09 R K 0
1713 DQLELENR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 48 508.7537 2 1015.492847 -0.0006 27.98 R A 0
1714 DQLLENLQEGMEVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 55 823.4095 2 1644.804447 0.0016 53.53 R G 0
1715 DQSDIYNYDSSLLQSDYSGLFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 106 1293.585 2 2585.155447 -0.0004 66.58 R D 0
1716 DQVDYMDVSTQQVVSVGASLIPFLEHDDANR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 22 1150.2181 3 3447.63247 0.0073 77.62 R A 0
1717 DQYDLHPVYK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 17 426.5429 3 1276.60687 -0.0019 31.34 R R 0
1718 DREMTVR JW2891 ECK2920 mscS mechanosensitive channel 28 453.7259 2 905.437247 -0.0017 18.24 K L 0
1719 DRESGGTGLGLAIVETAIQQHR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 49 770.0718 3 2307.19357 0.0006 56.97 R G 0
1720 DREYQAIMPLK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 25 682.3556 2 1362.696647 0.0002 37.61 R G 0
1721 DREYQAIMPLKGK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 46 516.9455 3 1547.81467 0.0017 32.64 R I 0
1722 DRFDLQLPR JW1698 ECK1706 nlpC predicted lipoprotein 17 580.3145 2 1158.614447 -0.0001 42.80 R E 0
1723 DRGDTYNGQFFTSGPLIDGVLGMK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 61 863.4207 3 2587.24027 0.0027 64.88 R A 0
1724 DRGEDALIIYDDLSK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 38 861.9314 2 1721.848247 0.0011 52.33 R Q 0
1725 DRGEDALIIYDDLSKQAVAYR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 74 804.4116 3 2410.21297 0.0002 56.20 R Q 0
1726 DRHVEQALNETPEKLNR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 60 1025.0274 2 2048.040247 0.0003 27.78 R D 0
1727 DRIDLER JW3600 ECK3615 rfaY lipopolysaccharide core biosynthesis protein 35 458.7457 2 915.476847 -0.0005 23.11 K H 0
1728 DRLNEMGIVLEDGPQGTTWR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 70 763.0427 3 2286.10627 -0.0001 52.67 R R 0
1729 DRLVPIIADEAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 33 684.3859 2 1366.757247 0.0004 41.14 K T 0
1730 DRMSADGIK JW2903 ECK2931 yggG predicted peptidase 29 496.7452 2 991.475847 0.0001 20.06 R - 0
1731 DRTYGGLDR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 43 526.7596 2 1051.504647 0.0000 21.31 R I 0
1732 DRVEDATLVLSVGDEVEAK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 117 1023.0239 2 2044.033247 0.0008 50.95 R F 0
1733 DSAGAAALAGAVGYFVLTK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 13 594.654 3 1780.94017 0.0044 52.00 K A 0
1734 DSDESWYLR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 59 585.757 2 1169.499447 0.0006 42.14 R S 0
1735 DSDGVAGWIK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 17 524.2582 2 1046.501847 -0.0013 42.42 K D 0
1736 DSDGVAGWIKDMFGSN JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 70 849.8766 2 1697.738647 0.0031 74.56 K - 0
1737 DSDRILGILASK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 44 644.367 2 1286.719447 0.0001 46.10 R S 0
1738 DSEVASSIEK JW1613 ECK1616 malX fused maltose and glucose-specific PTS enzyme IIBC components 47 532.7588 2 1063.503047 -0.0002 23.99 R A 0
1739 DSFDDSSANLFK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 49 673.2991 2 1344.583647 0.0003 45.36 K L 0
1740 DSFLASLTEAER JW3198 ECK3218 sspA stringent starvation protein A 30 669.8309 2 1337.647247 0.0010 55.99 R E 0
1741 DSFLASLTEAEREMR JW3198 ECK3218 sspA stringent starvation protein A 45 877.9219 2 1753.829247 -0.0011 58.53 R L 0
1742 DSGIAVDLTSAGMR JW0934 ECK0942 pqiB paraquat-inducible protein B 62 696.8426 2 1391.670647 -0.0008 46.26 K V 0
1743 DSGKLDNTVVIITAGR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 81 829.957 2 1657.899447 -0.0004 41.32 R G 0
1744 DSGLGVLITDHNVR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 46 748.3967 2 1494.778847 -0.0001 43.86 R E 0
1745 DSGTILFQGK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 40 533.2813 2 1064.548047 -0.0021 37.63 K E 0
1746 DSHGGKPATGTGIGLAVSR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 48 890.9683 2 1779.922047 -0.0007 27.29 K R 0
1747 DSHLPISGSIK JW2363 ECK2362 dsdA D-serine ammonia-lyase 38 577.3141 2 1152.613647 -0.0003 30.81 K A 0
1748 DSILEAIDAGIK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 16 622.8404 2 1243.666247 0.0003 59.66 K L 0
1749 DSINVQK JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 26 402.2161 2 802.417647 -0.0008 19.00 R L 0
1750 DSIYIPMER JW5403 ECK2507 der predicted GTP-binding protein 16 562.2771 2 1122.539647 0.0017 44.57 R D 0
1751 DSLDDAISMLR JW5415 ECK2609 yfjD predicted inner membrane protein 76 618.3007 2 1234.586847 0.0006 57.69 R V 0
1752 DSLGETAFNMLLDR JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 103 791.3831 2 1580.751647 0.0013 67.36 K I 0
1753 DSLKDSFDDSSANLFK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 98 894.9181 2 1787.821647 0.0003 49.20 K L 0
1754 DSLLEPTETVVEMVAELHR JW2174 ECK2180 yejK nucleotide associated protein 32 723.3695 3 2167.08667 0.0035 70.74 R V 0
1755 DSMGQSLSGGER JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 64 612.2694 2 1222.524247 -0.0005 25.25 R R 0
1756 DSMGQSLSGGERR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 35 460.549 3 1378.62517 -0.0007 22.16 R R 0
1757 DSPILILDEATSALDTESER JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 125 1088.0351 2 2174.055647 -0.0033 70.08 R A 0
1758 DSQIGAWVSK JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 38 545.7793 2 1089.544047 -0.0013 38.28 R Q 0
1759 DSQSSDVIIIGGGATGAGIAR JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 89 973.003 2 1943.991447 0.0003 45.97 R D 0
1760 DSQVTDTQWQGLMSQLR JW0556 ECK0559 ybcH predicted protein 117 996.9767 2 1991.938847 0.0017 58.49 R L 0
1761 DSSLRVPNGVSGTVIDVQVFTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 63 782.7521 3 2345.23447 0.0007 57.12 K D 0
1762 DSVDLNLEAK JW0964 ECK0972 yccC cryptic autophosphorylating protein tyrosine kinase Etk 42 552.2825 2 1102.550447 -0.0001 36.56 R A 0
1763 DSVGAVVMGPYADLAEGMK 15.994915@M:8 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 62 963.4522 2 1924.889847 -0.0011 53.50 R V 0
1764 DSVGAVVMGPYADLAEGMKVK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 43 713.027 3 2136.05917 -0.0004 56.56 R C 0
1765 DSVSYGVVK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 44 477.2504 2 952.486247 -0.0002 27.67 K M 0
1766 DSWLALLDEAGMK JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 64 724.8586 2 1447.702647 0.0009 68.05 R G 0
1767 DTAKTQTAERPSTTRPAR JW3351 ECK3375 damX predicted protein 24 663.0156 3 1986.02497 0.0009 16.97 R Q 0
1768 DTASVFR JW0636 ECK0634 rlpB minor lipoprotein 13 398.2034 2 794.392247 -0.0001 27.83 K N 0
1769 DTATFNLPFISLGQVGEGK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 71 997.5164 2 1993.018247 0.0027 67.27 R L 0
1770 DTETDSRLDGLSDAFSVFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 68 711.0035 3 2129.98867 0.0021 61.57 R C 0
1771 DTFGEGFYFDSIR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 90 777.349 2 1552.683447 0.0001 58.86 R S 0
1772 DTFNTEQVEVIKGPSGTDYGR JW0790 ECK0794 fiu predicted iron outer membrane transporter 53 1157.0565 2 2312.098447 0.0064 42.27 R S 0
1773 DTFSLSVLMNPIEASK JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 80 876.449 2 1750.883447 0.0023 66.06 K G 0
1774 DTFWWADK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 39 534.7428 2 1067.471047 -0.0001 53.99 R G 0
1775 DTFWWADKGK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 39 627.3014 2 1252.588247 0.0006 44.68 R G 0
1776 DTGDAYSFNWSMR JW2766 ECK2790 ygdH conserved protein 64 775.3223 2 1548.630047 -0.0003 52.49 R I 0
1777 DTGIGIPERDQSR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 39 722.3632 2 1442.711847 0.0006 26.90 R L 0
1778 DTIGDIIILPR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 29 613.3614 2 1224.708247 0.0005 57.83 K E 0
1779 DTINAPAEELGPSQLAQR JW2507 ECK2520 pepB aminopeptidase B 35 955.4853 2 1908.956047 0.0019 42.37 R A 0
1780 DTKGLIAR JW0085 ECK0088 mraY phospho-N-acetylmuramoyl-pentapeptide transferase 14 437.2609 2 872.507247 -0.0007 32.62 K W 0
1781 DTLEDKAENKR JW3392 ECK3415 glgA glycogen synthase 42 440.2244 3 1317.65137 -0.0011 19.47 R Q 0
1782 DTLFSAPIAR JW1859 ECK1871 yecO predicted methyltransferase 54 545.7979 2 1089.581247 -0.0007 44.68 R L 0
1783 DTLHLEGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 38 456.7427 2 911.470847 -0.0004 20.45 R E 0
1784 DTLHLEGKELEFK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 33 779.9093 2 1557.804047 0.0001 40.61 R V 0
1785 DTLIASK JW2018 ECK2027 wbbJ predicted acyl transferase 44 374.2158 2 746.417047 -0.0003 22.18 R V 0
1786 DTLPGVALYAWLQAEQR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 84 966.0048 2 1929.995047 0.0003 71.20 R Q 0
1787 DTNVWEGDYQMVGR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 20 835.3678 2 1668.721047 0.0009 47.21 K Q 0
1788 DTSLAATIQVPELFR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 104 830.9493 2 1659.884047 0.0010 63.87 K Q 0
1789 DTTQVPSTMK JW0636 ECK0634 rlpB minor lipoprotein 75 554.2708 2 1106.527047 -0.0008 23.84 R V 0
1790 DTTTIIDGVGEEAAIQGR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 74 923.4637 2 1844.912847 0.0013 48.14 K V 0
1791 DTTYTPSPDQCR 57.021465@C:11 JW5052 ECK0371 ampH beta-lactamase/D-alanine carboxypeptidase 33 720.8067 2 1439.598847 0.0002 24.40 K R 0
1792 DTVFWVVKPQIGR JW0934 ECK0942 pqiB paraquat-inducible protein B 23 772.934 2 1543.853447 0.0023 50.42 K E 0
1793 DTVGNNIGVYDNPNDLSAK JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 27 1003.4752 2 2004.935847 -0.0029 41.41 R S 0
1794 DTVLVENTPIDYLDFASPVSGLGSK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 78 1319.1671 2 2636.319647 -0.0025 69.18 R M 0
1795 DVAAELLDIYAQR JW1100 ECK1100 mfd transcription-repair coupling factor 41 738.888 2 1475.761447 -0.0005 62.82 R A 0
1796 DVADVHDIAK JW0671 ECK0672 fldA flavodoxin 1 45 541.7772 2 1081.539847 -0.0004 24.84 K S 0
1797 DVAEILLEGLR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 79 614.3509 2 1226.687247 0.0003 65.68 R R 0
1798 DVAELVDWFDAR JW3129 ECK3148 yhbW predicted enzyme 85 718.3469 2 1434.679247 0.0013 69.36 R D 0
1799 DVAESDRGFSLAQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 65 761.8785 2 1521.742447 0.0001 32.93 K M 0
1800 DVAGQAQTGTGK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 18 566.7833 2 1131.552047 0.0000 17.11 R T 0
1801 DVAGYAAGLELFDR JW4346 ECK4375 deoB phosphopentomutase 63 748.8732 2 1495.731847 0.0012 60.21 R R 0
1802 DVAKIELGGENYDIIAEFNGQPASGLGIK JW0451 ECK0456 acrB multidrug efflux system protein 71 1006.852 3 3017.53417 -0.0002 62.86 R L 0
1803 DVAPGEAIYITEEGQLFTR JW2309 ECK2306 purF amidophosphoribosyltransferase 78 1055.03 2 2108.045447 0.0030 59.66 R Q 0
1804 DVDALIDVLVNAR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 31 471.5962 3 1411.76677 -0.0003 72.47 R S 0
1805 DVDGDQTYMR JW2203 ECK2207 ompC outer membrane porin protein C 42 600.2535 2 1198.492447 0.0000 25.56 K L 0
1806 DVDHYIR JW0046 ECK0048 kefC potassium:proton antiporter 24 459.2269 2 916.439247 -0.0009 21.67 R L 0
1807 DVDQGYLDFLDTLR JW2309 ECK2306 purF amidophosphoribosyltransferase 77 835.4078 2 1668.801047 0.0016 68.18 K N 0
1808 DVDQGYLDFLDTLRNDDAK JW2309 ECK2306 purF amidophosphoribosyltransferase 64 1107.0245 2 2212.034447 0.0060 63.65 K A 0
1809 DVDSIYK JW2751 ECK2774 pyrG CTP synthetase 13 420.2109 2 838.407247 0.0001 27.74 K I 0
1810 DVDSIYKIPGLLK JW2751 ECK2774 pyrG CTP synthetase 74 730.9217 2 1459.828847 0.0003 53.43 K S 0
1811 DVDTLGMADIEK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 75 653.814 2 1305.613447 0.0012 45.00 R K 0
1812 DVDTLGMADIEKK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 51 717.8609 2 1433.707247 0.0000 38.51 R I 0
1813 DVDYIVK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 41 426.2293 2 850.444047 0.0004 33.31 R D 0
1814 DVDYIVKDGEVIIVDEHTGR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 85 758.0537 3 2271.13927 0.0009 47.89 R T 0
1815 DVEIVVIDGVR JW0898 ECK0906 lpxK lipid A 4'kinase 81 607.3432 2 1212.671847 0.0005 49.87 R R 0
1816 DVEIVVIDGVRR JW0898 ECK0906 lpxK lipid A 4'kinase 45 685.3934 2 1368.772247 -0.0002 43.10 R F 0
1817 DVELEKELLIEAQNLGLGAQFGGK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 58 1286.1857 2 2570.356847 -0.0021 71.04 R Y 0
1818 DVEMGYNHDSNGR JW3794 ECK3815 pldA outer membrane phospholipase A 70 747.3075 2 1492.600447 0.0005 22.50 R S 0
1819 DVESLNMFAELR JW4198 ECK4234 treC trehalose-6-P hydrolase 80 712.3481 2 1422.681647 0.0004 59.56 R N 0
1820 DVFIDLVCYR 57.021465@C:8 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 36 650.3228 2 1298.631047 -0.0018 58.27 R R 0
1821 DVFLAQIRPK JW4218 ECK4254 yjgP conserved inner membrane protein 52 593.8504 2 1185.686247 -0.0008 40.97 K G 0
1822 DVFLGLDKR JW2667 ECK2692 alaS alanyl-tRNA synthetase 41 531.8002 2 1061.585847 -0.0011 41.87 K N 0
1823 DVFVPIDYIIGGPK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 44 766.9227 2 1531.830847 0.0023 69.31 K M 0
1824 DVGDMQLYR JW5531 ECK3150 deaD ATP-dependent RNA helicase 69 548.7584 2 1095.502247 0.0005 38.04 R I 0
1825 DVGDWLYAR JW1279 ECK1281 rnb ribonuclease II 33 547.767 2 1093.519447 0.0002 51.48 R F 0
1826 DVGTLEAYWK JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 49 591.2955 2 1180.576447 0.0001 51.59 R A 0
1827 DVHPTHYGR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 45 541.2619 2 1080.509247 -0.0007 17.13 R V 0
1828 DVIILLDSITR JW3756 ECK3775 rho transcription termination factor 93 629.3746 2 1256.734647 0.0007 64.19 K L 0
1829 DVIPFPR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 20 422.2397 2 842.464847 -0.0001 42.97 R T 0
1830 DVIVNNNEVIEEQER JW0800 ECK0804 ybiP predicted hydrolase, inner membrane 42 900.4432 2 1798.871847 0.0022 36.48 K M 0
1831 DVLEAMQADSGIR JW3897 ECK3918 glpK glycerol kinase 93 702.8428 2 1403.671047 -0.0004 48.78 R L 0
1832 DVLEEVIDDLK JW2019 ECK2028 wbbI conserved protein 50 644.337 2 1286.659447 -0.0012 69.51 R T 0
1833 DVLEEVIDDLKTR JW2019 ECK2028 wbbI conserved protein 110 772.9123 2 1543.810047 0.0007 67.11 R - 0
1834 DVLGIPHDAHCLALLPGSR 57.021465@C:11 JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 14 681.027 3 2040.05917 0.0016 50.68 R G 0
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1835 DVLGMAQTGSGK JW5531 ECK3150 deaD ATP-dependent RNA helicase 70 582.29 2 1162.565447 0.0003 33.50 R T 0
1836 DVLGSAPTGTGK JW2560 ECK2574 srmB ATP-dependent RNA helicase 65 551.7901 2 1101.565647 -0.0009 27.20 R T 0
1837 DVLIRPK JW0101 ECK0104 guaC GMP reductase 16 420.7688 2 839.523047 0.0002 23.57 K R 0
1838 DVLLFVDNIYR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 67 683.8727 2 1365.730847 0.0017 62.73 R Y 0
1839 DVLMEEIVANYHANTK JW2294 ECK2291 pta phosphate acetyltransferase 92 923.954 2 1845.893447 0.0005 53.00 K D 0
1840 DVLMEHVNVLYPMLK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 39 600.9847 3 1799.93227 0.0008 59.92 R A 0
1841 DVLTAGYGR JW1711 ECK1720 ydiY conserved protein 48 476.2487 2 950.482847 0.0007 31.73 R Q 0
1842 DVMSLAETLTQAQERGEDMGDYGVLCR 57.021465@C:26 JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 90 1015.4637 3 3043.36927 0.0008 65.91 R Y 0
1843 DVNAFAMANGCIR 57.021465@C:11 JW2903 ECK2931 yggG predicted peptidase 73 719.8323 2 1437.650047 0.0009 46.43 K V 0
1844 DVNDEQLALIATMK JW3823 ECK3839 pepQ proline dipeptidase 62 780.9003 2 1559.786047 -0.0004 54.93 K A 0
1845 DVNQLTPR JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 44 471.7537 2 941.492847 -0.0002 25.08 R E 0
1846 DVNVFCAPYDLVK 57.021465@C:6 JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 33 770.3787 2 1538.742847 -0.0009 57.54 R T 0
1847 DVPNEYSIYK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 13 614.2984 2 1226.582247 0.0004 36.95 R E 0
1848 DVPNEYSIYKEK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 61 742.8667 2 1483.718847 -0.0006 32.45 R E 0
1849 DVPNEYSIYKEKEFTFNGIR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 28 817.0723 3 2448.19507 -0.0010 47.75 R Q 0
1850 DVPYDEIIK JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 12 546.2848 2 1090.555047 0.0005 44.92 K A 0
1851 DVQFTYPEQSQQALK JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 86 891.4413 2 1780.868047 0.0049 41.52 R G 0
1852 DVQHVYLPYDLPDALNR JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 27 676.6781 3 2027.01247 0.0012 56.80 K F 0
1853 DVRPPAELISSMNAQMK JW0478 ECK0483 ybbK predicted protease, membrane anchored 18 629.6531 3 1885.93747 -0.0015 48.08 R A 0
1854 DVRPPAGWEEPGASNNSGDNGSPK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 99 813.3698 3 2437.08757 -0.0017 34.39 R A 0
1855 DVRQPEVKEEKPEFDPILLRPVDDLELTVR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 27 894.4836 4 3573.905294 0.0013 56.48 R S 0
1856 DVSFDLHK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 41 480.7426 2 959.470647 -0.0007 32.09 R G 0
1857 DVSGEGVQQALLK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 44 672.3619 2 1342.709247 0.0000 41.14 R L 0
1858 DVSIMPFK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 17 468.7465 2 935.478447 -0.0001 47.89 R I 0
1859 DVSIPTVEELLAAHNPWAK JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 73 1045.5479 2 2089.081247 -0.0031 69.79 K V 0
1860 DVTAHAAATVSSWGFVISPEQILQTAK JW5791 ECK4344 yjiY predicted inner membrane protein 83 1414.2381 2 2826.461647 0.0066 66.93 K D 0
1861 DVTFNTGDSEQGIVPCLTR 57.021465@C:16 JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 26 1054.9995 2 2107.984447 0.0000 51.51 R A 0
1862 DVTGHAIGAYIR JW4359 ECK4388 rob DNA-binding transcriptional activator 52 636.8386 2 1271.662647 0.0006 35.30 K A 0
1863 DVTIEEFNAVAHELDPIVAK JW0740 ECK0746 galK galactokinase 55 737.3837 3 2209.12927 0.0025 66.29 R R 0
1864 DVTIIDDGK JW4072 ECK4104 proP proline/glycine betaine transporter 28 488.2531 2 974.491647 -0.0003 30.89 R L 0
1865 DVTIIDDGKLR JW4072 ECK4104 proP proline/glycine betaine transporter 54 622.8455 2 1243.676447 -0.0007 35.94 R K 0
1866 DVTTGDTLCDPDAPIILER 57.021465@C:9 JW3302 ECK3327 fusA protein chain elongation factor EF-G 75 1051.0102 2 2100.005847 0.0014 51.33 K M 0
1867 DVTTGDTLCDPDAPIILERMEFPEPVISIAVEPK 57.021465@C:9 JW3302 ECK3327 fusA protein chain elongation factor EF-G 118 1256.6311 3 3766.87147 0.0030 71.23 K T 0
1868 DVVDAAVALR JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 23 514.79 2 1027.565447 -0.0008 41.27 R S 0
1869 DVVENIK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 15 408.7266 2 815.438647 -0.0002 25.88 R L 0
1870 DVVFQYEPVAAGLDYEATLQEEKR JW2054 ECK2063 yegD predicted chaperone 28 924.1233 3 2769.34807 -0.0015 60.03 R V 0
1871 DVVIDAK JW3809 ECK3826 rmuC predicted recombination limiting protein 31 380.2159 2 758.417247 -0.0001 24.53 K M 0
1872 DVVIGETITVGELANK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 66 829.4546 2 1656.894647 0.0014 52.01 R M 0
1873 DVVIGMGACTDSK 57.021465@C:9 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 53 676.8138 2 1351.613047 0.0018 35.53 R V 0
1874 DVVISDALTFMAGDR JW5873 ECK4366 prfC peptide chain release factor RF-3 78 805.3986 2 1608.782647 0.0009 66.31 K S 0
1875 DVVLQIAR JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 13 457.2757 2 912.536847 -0.0024 37.95 K R 0
1876 DVVTQPQA JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 46 429.2212 2 856.427847 -0.0013 24.30 K - 0
1877 DWAAADAAR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 50 473.7222 2 945.429847 -0.0005 28.40 K D 0
1878 DWADRPGEENKVEAITMR JW0451 ECK0456 acrB multidrug efflux system protein 50 706.341 3 2116.00117 0.0006 38.06 K A 0
1879 DWDVNAAAVR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 36 558.7752 2 1115.535847 -0.0001 38.71 R A 0
1880 DWFDFYGYADAPVFFGGNSDAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 49 1245.041 2 2488.067447 0.0027 75.96 K G 0
1881 DWGVDVFTVPGK JW3941 ECK3965 birA bifunctional biotin-[acetylCoA carboxylase] holoenzyme synthetase -!- DNA-binding transcriptional repressor, bio-5'-AMP-binding 107 660.3355 2 1318.656447 0.0007 57.73 R G 0
1882 DWLNPNLGYVTTSR JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 59 818.4092 2 1634.803847 -0.0013 52.74 R G 0
1883 DWLQAIESVIREEGVER JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 38 677.0166 3 2028.02797 0.0005 76.65 R A 0
1884 DWNDVIWAITTR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 35 745.3758 2 1488.737047 0.0010 70.96 R M 0
1885 DWQPEVK JW3584 ECK3599 secB protein export chaperone 33 451.2242 2 900.433847 -0.0004 30.27 K L 0
1886 DWTIEQITR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 39 581.2986 2 1160.582647 0.0001 47.78 K E 0
1887 DWWPNQLR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 15 557.775 2 1113.535447 -0.0001 51.44 R V 0
1888 DWYVVDATGK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 53 577.2799 2 1152.545247 0.0001 44.43 R T 0
1889 DYAELLESVADRPDAEMLQTMLLR JW5741 ECK4175 rnr exoribonuclease R, RNase R 78 927.1286 3 2778.36397 0.0072 74.44 R S 0
1890 DYAGFPVGGQFLVSENPDVVNHHLAK JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 48 937.4685 3 2809.38367 0.0015 52.25 K V 0
1891 DYDTDVYPVPVINYEGDNFWFR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 80 1362.619 2 2723.223447 0.0055 71.91 K G 0
1892 DYECLCGK 57.021465@C:4,57.021465@C:6 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 37 522.7097 2 1043.404847 -0.0003 26.53 K Y 0
1893 DYFGAHTYK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 34 551.2531 2 1100.491647 -0.0010 29.18 R R 0
1894 DYGVGSDVYSVTSFTELAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 29 1033.4893 2 2064.964047 0.0000 60.68 K D 0
1895 DYIVKDGDVMNFLFNV JW1194 ECK1191 ychF predicted GTP-binding protein 58 944.9637 2 1887.912847 0.0052 75.23 K - 0
1896 DYKGDDPTPAVG JW0454 ECK0459 kefA fused mechanosensitive channel proteins 27 617.784 2 1233.553447 0.0021 26.59 R - 0
1897 DYLALVR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 46 425.245 2 848.475447 -0.0001 45.02 K G 0
1898 DYLLPENSGVR JW0907 ECK0915 mukB fused chromosome partitioning proteins 31 631.8223 2 1261.630047 -0.0001 39.59 R K 0
1899 DYLQSAK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 26 412.711 2 823.407447 -0.0002 18.60 R S 0
1900 DYLRQDIGEILIDNPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 66 951.5014 2 1900.988247 -0.0012 55.17 R V 0
1901 DYLVPSR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 20 425.2272 2 848.439847 0.0007 31.19 R V 0
1902 DYNYDPHYGR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 43 650.2728 2 1298.531047 -0.0006 27.32 K Y 0
1903 DYNYDPHYGRYDSSATLDEMK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 30 635.7722 4 2539.059694 0.0001 39.75 K Q 0
1904 DYPDTQATR JW2577 ECK2593 yfiO predicted lipoprotein 17 533.744 2 1065.473447 0.0008 20.59 R D 0
1905 DYSALLNDPNTPLVNR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 56 901.4584 2 1800.902247 0.0017 51.09 K A 0
1906 DYSEGASGLLR JW5539 ECK3222 yhcB conserved protein 71 584.2856 2 1166.556647 -0.0001 38.31 R T 0
1907 DYSVNDLVASSFPVSAK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 49 899.9468 2 1797.879047 0.0006 58.08 K L 0
1908 DYTLDIHDENGKAPLLSVFGGK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 31 797.0734 3 2388.19837 0.0023 55.93 R L 0
1909 DYVAGVNFLLSNQQDK JW1272 ECK1275 yciM conserved protein 82 905.9532 2 1809.891847 0.0022 55.58 R A 0
1910 DYVEGETAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 60 541.7536 2 1081.492647 -0.0001 21.89 R K 0
1911 DYVEGETAAKK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 61 605.8013 2 1209.588047 0.0004 19.41 R E 0
1912 DYVPQPAR JW2343 ECK2340 vacJ predicted lipoprotein 14 473.2435 2 944.472447 0.0008 24.83 R N 0
1913 DYVTANSAR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 28 498.7405 2 995.466447 -0.0008 22.07 R L 0
1914 EAAATAGEKEDAPR JW5300 ECK1830 proQ predicted structural transport element 46 708.3415 2 1414.668447 -0.0003 17.15 R R 0
1915 EAAATAGEKEDAPRR JW5300 ECK1830 proQ predicted structural transport element 27 786.3927 2 1570.770847 0.0009 16.32 R E 0
1916 EAADIILLEK JW4201 ECK4237 mgtA magnesium transporter 25 557.8215 2 1113.628447 0.0003 46.06 R S 0
1917 EAADMLDAAR JW1431 ECK1429 ydcP predicted peptidase 22 531.748 2 1061.481447 0.0003 32.97 R L 0
1918 EAAEILAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 36 422.7424 2 843.470247 0.0001 25.40 R D 0
1919 EAAEILAKDYGVGSDVYSVTSFTELAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 48 964.4826 3 2890.42597 0.0023 61.55 R D 0
1920 EAAESLFENLFFSEDRYDLSAVGR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 104 922.4398 3 2764.29757 -0.0003 70.36 R M 0
1921 EAAIVTDIAGTTR JW3684 ECK3699 trmE GTPase 40 659.3549 2 1316.695247 0.0017 39.66 R D 0
1922 EAALVHEALVAR JW2140 ECK2146 folE GTP cyclohydrolase I 26 426.9105 3 1277.70967 0.0004 33.76 K G 0
1923 EAAPAAAPAAAAAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 49 590.8197 2 1179.624847 0.0000 20.75 K D 0
1924 EADAALGR JW2535 ECK2548 glyA serine hydroxymethyltransferase 14 401.7063 2 801.398047 0.0000 18.94 K A 0
1925 EADGSTQIFTVPYSSVPLLQR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 33 1154.5944 2 2307.174247 -0.0003 61.49 K E 0
1926 EAEAFEDKFWSGIELSR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 51 1007.4819 2 2012.949247 0.0014 56.54 R L 0
1927 EAEAYTNEVQPR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 49 703.8316 2 1405.648647 0.0013 26.16 R A 0
1928 EAEFPTGIMLEQHAIAIPHCEAIHAK 57.021465@C:20 JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 81 971.8188 3 2912.43457 0.0032 50.49 R E 0
1929 EAEIKELLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 19 536.8162 2 1071.617847 0.0004 35.08 K L 0
1930 EAEPEIYNAIRR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 34 730.8778 2 1459.741047 -0.0008 35.32 K D 0
1931 EAEYKDWTIEQITR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 24 594.6281 3 1780.86247 -0.0007 45.87 R E 0
1932 EAFDTGVR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 39 447.7194 2 893.424247 0.0000 26.17 K Y 0
1933 EAFDTGVRYDFK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 41 724.3459 2 1446.677247 -0.0007 40.08 K G 0
1934 EAFIDKIWEWK JW4215 ECK4251 valS valyl-tRNA synthetase 20 488.9222 3 1463.74477 -0.0001 60.17 R A 0
1935 EAFPGDVFYLHSR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 77 769.3753 2 1536.736047 0.0001 48.35 R L 0
1936 EAGESNIGIIFQQ JW3963 ECK3991 yjaG conserved protein 26 703.3524 2 1404.690247 0.0018 53.05 R - 0
1937 EAGGIVSDFTGGHNYMLTGNIVAGNPR JW2517 ECK2530 suhB inositol monophosphatase 61 916.4457 3 2746.31527 0.0019 54.64 R V 0
1938 EAGGTPGENMTMDNK JW5283 ECK1749 ydjY predicted protein 83 776.3241 2 1550.633647 -0.0003 26.16 K E 0
1939 EAGIDEVIAGVLPDGKAEAIK JW0473 ECK0478 copA copper transporter 38 699.0482 3 2094.12277 0.0020 57.19 K H 0
1940 EAGINVDYVLEFDVPDELIVDR JW0463 ECK0468 adk adenylate kinase 37 1260.6314 2 2519.248247 0.0053 72.53 K I 0
1941 EAGLALGLSR JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 20 493.7856 2 985.556647 0.0010 40.69 R W 0
1942 EAGVQEADFLANVDKLSEDAFDDQCTGANPR 57.021465@C:25 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 98 1128.1769 3 3381.50887 0.0035 64.26 R Y 0
1943 EAGVYMR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 11 413.1999 2 824.385247 0.0003 23.19 R V 0
1944 EAGYQLIIVTGR JW0749 ECK0755 ybhA predicted hydrolase 42 660.3695 2 1318.724447 0.0001 46.39 R H 0
1945 EAIASYDWAENAR JW3794 ECK3815 pldA outer membrane phospholipase A 74 748.344 2 1494.673447 -0.0004 41.54 K K 0
1946 EAIDPWQVDWSTITASNLPFR JW0908 ECK0916 ycbB predicted carboxypeptidase 16 816.0734 3 2445.19837 0.0019 70.98 R F 0
1947 EAIFALAQIEQELIAPENR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 74 1078.0746 2 2154.134647 0.0026 71.96 R S 0
1948 EAIGYADSVHDYVSR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 51 841.3952 2 1680.775847 0.0016 38.00 R D 0
1949 EAIVERDEVGAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 37 448.5682 3 1342.68277 -0.0011 23.22 R K 0
1950 EALAFEQAAVAAETELQALLVR JW2715 ECK2740 truD pseudoruidine synthase 108 1172.134 2 2342.253447 0.0054 80.14 R E 0
1951 EALASLELPEGMGLIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 96 899.4935 2 1796.972447 0.0019 62.77 K T 0
1952 EALEKAEEAGVDLVEISPNAEPPVCR 57.021465@C:25 JW5829 ECK1716 infC protein chain initiation factor IF-3 66 941.4681 3 2821.38247 0.0022 52.44 R I 0
1953 EALENGISMVHQELNLVLQR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 40 765.0714 3 2292.19237 0.0029 67.96 K S 0
1954 EALEWGTTGAGLR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 73 680.8471 2 1359.679647 0.0015 44.64 K A 0
1955 EALGFPMCNKDK 57.021465@C:8 JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 34 705.3317 2 1408.648847 0.0011 34.44 R - 0
1956 EALGLPHSDVFR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 34 447.5697 3 1339.68727 -0.0011 41.33 R Q 0
1957 EALGVLHFK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 38 507.2927 2 1012.570847 0.0003 40.53 R G 0
1958 EALIQAIILQDQER JW1610 ECK1613 uidR DNA-binding transcriptional repressor 10 820.4546 2 1638.894647 0.0006 58.71 K A 0
1959 EALMGVMGDK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 26 525.7517 2 1049.488847 0.0003 39.78 R Y 0
1960 EALMGVMGDKYVVALNLAPATPR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 11 806.0963 3 2415.26707 0.0016 58.88 R W 0
1961 EALSNALK JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 36 423.24 2 844.465447 0.0000 26.50 R H 0
1962 EALSYTPGVSVGTR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 81 718.8727 2 1435.730847 0.0003 36.60 K G 0
1963 EALTFDDVLLVPAHSTVLPNTADLSTQLTK JW5401 ECK2504 guaB IMP dehydrogenase 100 1070.5692 3 3208.68577 -0.0009 64.49 K T 0
1964 EAMEPEFK JW2535 ECK2548 glyA serine hydroxymethyltransferase 11 490.7233 2 979.432047 -0.0001 31.14 K T 0
1965 EAMGFSEK JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 24 449.7022 2 897.389847 -0.0002 26.44 R R 0
1966 EAMSGCLACK 57.021465@C:6,57.021465@C:9 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 59 563.7379 2 1125.461247 -0.0004 24.04 K A 0
1967 EANEQFDLIFIDPPTFSNSK JW0931 ECK0939 ycbY predicted methyltransferase 54 1156.558 2 2311.101447 0.0007 65.15 R R 0
1968 EAPGHSVMFPDA JW0306 ECK0312 betT choline transporter of high affinity 24 629.2821 2 1256.549647 0.0001 38.38 R - 0
1969 EAPGQPEPVR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 56 540.2777 2 1078.540847 0.0001 20.47 K T 0
1970 EAPLAIELDHDKVMNMQAK JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 35 718.3628 3 2152.06657 0.0010 44.26 K A 0
1971 EAQFPLR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 22 430.7346 2 859.454647 -0.0005 31.62 K L 0
1972 EAQKPDTASYR JW4121 ECK4156 psd phosphatidylserine decarboxylase 56 633.3096 2 1264.604647 -0.0002 18.44 K T 0
1973 EAQLDIQSQSQPPTEEQLR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 34 1099.0416 2 2196.068647 0.0028 38.11 R A 0
1974 EAQPAGNSAMMDALAAAMGK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 109 967.942 2 1933.869447 0.0000 59.94 R K 0
1975 EAQQLLALENPLPLPAYER JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 32 1083.0832 2 2164.151847 -0.0010 60.66 K I 0
1976 EAQSAVAAAQALLEQR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 44 552.6286 3 1654.86397 0.0001 54.52 K Q 0
1977 EASAGNFADLLAHSDGLIK JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 16 643.6614 3 1927.96237 -0.0014 57.93 K N 0
1978 EASFAQGLR JW1610 ECK1613 uidR DNA-binding transcriptional repressor 45 489.7542 2 977.493847 0.0008 30.50 R A 0
1979 EASGEDLLR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 55 495.2481 2 988.481647 -0.0009 29.97 R R 0
1980 EASGFGADYNAMIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 26 751.3413 2 1500.668047 0.0014 45.13 R V 0
1981 EATEQSQPAAAPEAPAAEQGE JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 86 1041.4675 2 2080.920447 0.0019 26.91 K - 0
1982 EATLAITLDVPEDTDIYMPMVSR JW1842 ECK1854 yebK predicted DNA-binding transcriptional regulator 42 1290.6326 2 2579.250647 0.0008 67.18 R L 0
1983 EAVDFLHYYAGQVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 60 834.4118 2 1666.809047 -0.0012 51.58 R D 0
1984 EAVDTTSQPVATEK JW3775 ECK3797 hemX uroporphyrinogen III methylase 63 738.3652 2 1474.715847 0.0007 22.25 R K 0
1985 EAVDTTSQPVATEKK JW3775 ECK3797 hemX uroporphyrinogen III methylase 105 802.4127 2 1602.810847 0.0009 19.70 R S 0
1986 EAVFQYALYEPGLLEPEGVSK JW5854 ECK3820 yigL predicted hydrolase 71 1170.0938 2 2338.173047 -0.0001 62.17 K V 0
1987 EAVNQVIALLDSGALR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 99 834.9688 2 1667.923047 0.0024 64.78 R V 0
1988 EAVSALPGFEFGDIAAENLSR JW2504 ECK2516 yfhM conserved protein 110 1097.0436 2 2192.072647 -0.0022 63.35 R T 0
1989 EAYAQLSADDENASFAVR JW1692 ECK1700 pps phosphoenolpyruvate synthase 100 978.9503 2 1955.886047 -0.0001 42.55 R S 0
1990 EAYEQTLPLLSEYSTWVGQHEGLYK JW3465 ECK3483 prlC oligopeptidase A 19 981.1458 3 2940.41557 -0.0024 66.92 R A 0
1991 EAYQNPGILAAVDREIFGSSDTDADPVAVVR JW5950 ECK4041 yjbN tRNA-dihydrouridine synthase A 135 1092.5456 3 3274.61497 0.0044 67.88 R A 0
1992 ECDALFALLDAELAK 57.021465@C:2 JW0822 ECK0828 yliJ predicted glutathione S-transferase 106 839.9234 2 1677.832247 0.0039 71.61 K V 0
1993 ECITSMVSR 57.021465@C:2 JW3584 ECK3599 secB protein export chaperone 47 541.752 2 1081.489447 -0.0001 33.63 R G 0
1994 ECVPMADLAGEK 57.021465@C:2 JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 22 660.3008 2 1318.587047 -0.0026 39.12 R L 0
1995 EDALGEFR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 66 468.7241 2 935.433647 -0.0012 34.79 R N 0
1996 EDALTVVGDWLGDAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 123 808.8997 2 1615.784847 0.0006 68.16 K E 0
1997 EDALTVVGDWLGDARENDVFEHAGAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 61 948.1182 3 2841.33277 0.0011 66.87 K D 0
1998 EDAVVVDLR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 19 508.2754 2 1014.536247 0.0018 36.88 K Q 0
1999 EDDSPQGSVK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 45 531.24 2 1060.465447 -0.0018 16.77 R A 0
2000 EDGIYVTMEGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 24 621.2898 2 1240.565047 0.0005 37.77 K K 0
2001 EDIERNTHSLY JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 21 688.8243 2 1375.634047 -0.0027 28.45 K - 0
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2002 EDLPPLVALTANVLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 45 796.9659 2 1591.917247 -0.0012 71.97 R D 0
2003 EDRLFGDAFAFI JW3820 ECK3836 fre flavin reductase 15 700.8464 2 1399.678247 0.0010 69.28 R - 0
2004 EDTITVTAAPAPQESAWGPAATIAAR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 56 1298.1555 2 2594.296447 -0.0011 51.42 K Q 0
2005 EDVEKHLAK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 54 534.7877 2 1067.560847 -0.0002 18.41 R A 0
2006 EDVQAYVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 28 476.2426 2 950.470647 -0.0002 27.11 R E 0
2007 EDYGFEDGLFTGYDAEKR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 25 704.6448 3 2110.91257 0.0006 51.64 R K 0
2008 EEAFARADELTER JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 10 512.9136 3 1535.71897 -0.0026 43.46 K A 0
2009 EEFGGELIDGGPWLK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 59 823.9072 2 1645.799847 0.0012 58.52 R V 0
2010 EEIDQANNVLQTVLHQLAK JW3210 ECK3230 aaeA p-hydroxybenzoic acid efflux system component 28 721.7192 3 2162.13577 0.0028 68.47 R A 0
2011 EEIEGSGILSKDDIIDVMKK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 57 740.3874 3 2218.14037 0.0002 50.67 R L 0
2012 EEIKEVR JW3302 ECK3327 fusA protein chain elongation factor EF-G 38 451.7507 2 901.486847 -0.0001 18.40 R A 0
2013 EEILQSLALMLESSDGSQR JW5641 ECK3631 ttk division inhibitor 106 1053.5226 2 2105.030647 -0.0003 72.10 R I 0
2014 EEKDGETVISWEK JW0462 ECK0467 htpG molecular chaperone HSP90 family 63 775.3721 2 1548.729647 -0.0011 34.93 R I 0
2015 EEKPEFDPILLRPVDDLELTVR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 33 875.1383 3 2622.39307 0.0026 61.75 K S 0
2016 EELAAALMDSHQQK JW1264 ECK1266 sohB predicted inner membrane peptidase 20 524.2552 3 1569.74377 -0.0019 38.47 K Q 0
2017 EELKDELEIVMR JW0737 ECK0743 aroG 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, phenylalanine repressible 12 752.3898 2 1502.765047 0.0000 48.70 R V 0
2018 EENPFLGWR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 51 574.2805 2 1146.546447 0.0007 50.70 K A 0
2019 EEPAAAPAPTKEEVLLTEIR JW3252 ECK3277 mscL mechanosensitive channel 49 722.0547 3 2163.14227 0.0000 46.15 K D 0
2020 EEPSSFASYGTWAR JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 38 794.3571 2 1586.699647 -0.0005 46.08 R T 0
2021 EESEAEQAVARPQVTVIPR JW5808 ECK0142 pcnB poly(A) polymerase I 60 703.7028 3 2108.08657 0.0006 37.40 R E 0
2022 EEVLLTEIR JW3252 ECK3277 mscL mechanosensitive channel 23 551.3112 2 1100.607847 0.0001 44.68 K D 0
2023 EEWKGQAETNK JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 14 440.5457 3 1318.61527 0.0000 19.20 R I 0
2024 EEYGDMAEQK JW2767 ECK2791 sdaC predicted serine transporter 14 600.2479 2 1198.481247 0.0002 23.70 R C 0
2025 EFADNADKTHGR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 60 680.816 2 1359.617447 0.0008 17.26 R S 0
2026 EFADNLDSDFK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 58 650.7884 2 1299.562247 0.0003 43.62 K V 0
2027 EFADNLDSDFKVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 11 519.2508 3 1554.73057 -0.0007 43.66 K Q 0
2028 EFAEATGIDSLAVAIGTAHGMYASAPALDFSR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 72 1080.5279 3 3238.56187 0.0015 69.57 R L 0
2029 EFASEPVWFGDSDR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 80 821.363 2 1640.711447 0.0008 51.79 K A 0
2030 EFDAAGISFPYPQMDVNFK JW2891 ECK2920 mscS mechanosensitive channel 57 1088.5068 2 2174.999047 0.0008 63.32 R R 0
2031 EFDAAGISFPYPQMDVNFKR JW2891 ECK2920 mscS mechanosensitive channel 54 778.0408 3 2331.10057 0.0013 59.47 R V 0
2032 EFDAVVIGAGGAGMR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 34 725.3609 2 1448.707247 -0.0008 46.17 R A 0
2033 EFELGECLR 57.021465@C:7 JW2551 ECK2565 rnc RNase III 35 576.771 2 1151.527447 -0.0006 44.54 R L 0
2034 EFFGLTKPA JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 32 505.2712 2 1008.527847 -0.0001 43.99 R - 0
2035 EFFGSSQLSQFMDQNNPLSEITHK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 61 928.7711 3 2783.29147 0.0054 65.74 K R 0
2036 EFGEDVEKK JW5505 ECK3033 yqiC conserved protein 21 540.764 2 1079.513447 0.0000 21.15 R I 0
2037 EFGPDCVLAVFAELNAAKPK 57.021465@C:6 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 18 726.0423 3 2175.10507 0.0017 71.12 K A 0
2038 EFGVNLAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 16 439.2424 2 876.470247 -0.0002 34.92 R V 0
2039 EFGYAQVEVVNDSALVR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 59 948.4802 2 1894.945847 0.0034 51.67 R G 0
2040 EFICIDTGGIDGTEDGVETR 57.021465@C:4 JW5403 ECK2507 der predicted GTP-binding protein 92 1092.4929 2 2182.971247 0.0024 50.10 R M 0
2041 EFIEAAQVGGVSTSGIVIR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 93 967.0227 2 1932.030847 -0.0007 52.12 K H 0
2042 EFILEHLTK JW5741 ECK4175 rnr exoribonuclease R, RNase R 20 565.3153 2 1128.616047 -0.0019 44.47 R R 0
2043 EFLAQAK JW5304 ECK1857 yebA predicted peptidase 17 403.7242 2 805.433847 0.0005 25.53 R E 0
2044 EFLDWMPK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 17 533.2572 2 1064.499847 -0.0002 57.53 R R 0
2045 EFNGYQIIPTVSGGLAQIQQR JW0934 ECK0942 pqiB paraquat-inducible protein B 22 1160.1075 2 2318.200447 -0.0013 60.23 R L 0
2046 EFNVEANVGKPQVAYR JW3302 ECK3327 fusA protein chain elongation factor EF-G 77 910.9682 2 1819.921847 0.0002 36.63 R E 0
2047 EFRPGIETTER JW3897 ECK3918 glpK glycerol kinase 34 667.8387 2 1333.662847 0.0003 28.13 R N 0
2048 EFSHNVVLAN JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 15 565.2854 2 1128.556247 -0.0001 33.09 K - 0
2049 EFSIDVLEEMLEK JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 86 791.3902 2 1580.765847 0.0016 70.41 R F 0
2050 EFTFNGIR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 41 492.251 2 982.487447 0.0002 43.11 K Q 0
2051 EFTIDQQK JW5794 ECK4349 mdoB phosphoglycerol transferase I 31 504.7538 2 1007.493047 0.0007 28.46 K N 0
2052 EFVESLETPR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 15 603.8033 2 1205.592047 -0.0007 38.00 K R 0
2053 EFVFTIADK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 52 535.2822 2 1068.549847 0.0008 48.78 R V 0
2054 EFVMQLASWDTR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 37 741.8562 2 1481.697847 0.0005 55.99 K R 0
2055 EFWLQTDYYK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 20 696.8276 2 1391.640647 0.0009 52.76 R Q 0
2056 EFYEKPTTER JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 24 433.8786 3 1298.61397 -0.0003 22.78 R K 0
2057 EFYQVLLPLMQEMGK JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 66 913.4655 2 1824.916447 0.0011 71.23 R T 0
2058 EGADQPSILP JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 24 513.7587 2 1025.502847 0.0000 43.00 K - 0
2059 EGAELAFTYQNDKLK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 85 863.9358 2 1725.857047 -0.0002 39.85 R G 0
2060 EGANVSIIENGK JW3006 ECK3029 ygiC predicted enzyme 18 615.8198 2 1229.625047 -0.0001 30.66 R T 0
2061 EGAPAQITLYSDNK JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 41 753.8764 2 1505.738247 0.0022 37.24 R T 0
2062 EGAQVDLTANQLTLATAK JW1374 ECK1376 hslJ heat-inducible protein 92 922.491 2 1842.967447 -0.0013 45.31 K Q 0
2063 EGATVAIPNDPTNLGR JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 41 812.9198 2 1623.825047 0.0035 40.82 K A 0
2064 EGATVCGVR 57.021465@C:6 JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 24 474.7318 2 947.449047 -0.0004 20.16 R V 0
2065 EGDALLQGGSLTGNGSVEK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 62 916.4548 2 1830.895047 -0.0007 40.70 R S 0
2066 EGDFLLLQK JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 51 531.7954 2 1061.576247 0.0005 48.07 R A 0
2067 EGDKSFYFDTNVAYSVAQQNDWEATDPAFR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 40 1157.8505 3 3470.52967 -0.0031 60.00 K E 0
2068 EGDNYVVLSDILGDEDHLGDMDFK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 80 1348.605 2 2695.195447 -0.0005 66.93 K V 0
2069 EGDTLDCR 57.021465@C:7 JW1913 ECK1927 yedD predicted protein 52 483.2036 2 964.392647 0.0006 19.82 K Q 0
2070 EGDVLVTLDPTDAR JW2660 ECK2679 emrA multidrug efflux system 60 750.8814 2 1499.748247 0.0014 46.18 K Q 0
2071 EGDWAVAEMR JW1279 ECK1281 rnb ribonuclease II 12 582.2613 2 1162.508047 0.0005 40.33 K R 0
2072 EGEATLAPSLDLVGKI JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 73 806.9432 2 1611.871847 0.0000 58.60 K - 0
2073 EGEDEFLDDWR JW0462 ECK0467 htpG molecular chaperone HSP90 family 41 705.7944 2 1409.574247 0.0008 52.09 R V 0
2074 EGEIDIAK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 44 437.7296 2 873.444647 0.0003 26.80 R R 0
2075 EGEIDIAKR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 71 515.78 2 1029.545447 -0.0001 22.92 R I 0
2076 EGENPYANKR JW5403 ECK2507 der predicted GTP-binding protein 26 589.2838 2 1176.553047 0.0007 17.88 K N 0
2077 EGENVVGSETR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 72 588.7782 2 1175.541847 0.0001 20.97 K V 0
2078 EGEPAEAEIGVAVIDCGGTLR 57.021465@C:16 JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 74 1072.0226 2 2142.030647 0.0045 53.84 K C 0
2079 EGFADGQLVGEDDPWR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 56 895.9024 2 1789.790247 -0.0005 52.10 R F 0
2080 EGFELAVSRPK JW5571 ECK3864 bipA GTP-binding protein 18 616.8349 2 1231.655247 -0.0007 35.72 R V 0
2081 EGFEVTYLAPQR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 51 705.3568 2 1408.699047 0.0005 46.59 R N 0
2082 EGFLAER JW0938 ECK0946 ycbZ predicted peptidase 19 411.211 2 820.407447 -0.0004 30.01 R M 0
2083 EGFNGMVIK JW2767 ECK2791 sdaC predicted serine transporter 57 497.7552 2 993.495847 0.0006 38.45 R S 0
2084 EGGIYTPALR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 29 538.7904 2 1075.566247 0.0000 35.40 R E 0
2085 EGGIYTPALREIESYDAVLVLGEDVTQTGAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 57 1108.2314 3 3321.67237 -0.0004 69.80 R V 0
2086 EGGTGLGLSIAR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 71 565.8112 2 1129.607847 -0.0012 38.27 R N 0
2087 EGHVVGFMGDGINDAPALR JW4201 ECK4237 mgtA magnesium transporter 81 977.9761 2 1953.937647 0.0011 46.49 R A 0
2088 EGIEPDQPGVVGPIK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 29 767.9095 2 1533.804447 0.0007 38.96 R Q 0
2089 EGIEPDQPGVVGPIKQIEALQQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 44 825.1151 3 2472.32347 0.0011 52.57 R G 0
2090 EGISDQDLSLLGFILNSGR JW5403 ECK2507 der predicted GTP-binding protein 66 1017.5294 2 2033.044247 0.0013 76.35 R S 0
2091 EGISGLGTLLSGVYIELQPGAK JW0934 ECK0942 pqiB paraquat-inducible protein B 27 1101.6037 2 2201.192847 -0.0015 73.81 R G 0
2092 EGIYVTGFFYPVVPK JW3592 ECK3607 kbl glycine C-acetyltransferase 32 858.457 2 1714.899447 0.0026 61.31 K G 0
2093 EGLAVYMITK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 33 562.8045 2 1123.594447 -0.0001 45.22 R E 0
2094 EGLDMPEVSLVAILDADKEGFLR JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 29 839.7686 3 2516.28397 0.0008 71.81 R S 0
2095 EGLNNDVVR JW5226 ECK1416 ydcI predicted DNA-binding transcriptional regulator 29 508.2615 2 1014.508447 -0.0010 25.51 K V 0
2096 EGLPAADFSVFYHLISIDR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 100 1075.5473 2 2149.080047 -0.0042 69.99 R N 0
2097 EGLSEEAAR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 64 481.2324 2 960.450247 -0.0009 21.35 R Q 0
2098 EGLVHISQIADK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 59 655.3589 2 1308.703247 -0.0004 34.45 K R 0
2099 EGNPIESQFNYTLEAAQSSLPMTPMTLR JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 12 1042.5025 3 3124.48567 0.0011 70.48 R G 0
2100 EGQEVIVQIDKEER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 64 836.4309 2 1670.847247 -0.0002 33.77 R G 0
2101 EGQGVVVQGELEKGNHILAK JW2185 ECK2189 ccmE periplasmic heme chaperone 17 702.3822 3 2104.12477 -0.0027 35.92 R E 0
2102 EGQNLDFVGGAE JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 41 618.2812 2 1234.547847 0.0014 42.83 K - 0
2103 EGQPVVLYK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 21 516.7898 2 1031.565047 0.0000 30.82 R R 0
2104 EGQPVVLYKR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 48 594.8406 2 1187.666647 0.0004 25.81 R V 0
2105 EGQTLAIIGENGSGK JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 44 737.3808 2 1472.747047 0.0000 37.33 R S 0
2106 EGRPSEGETLIAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 49 707.8675 2 1413.720447 -0.0007 25.30 R L 0
2107 EGSDIEAGVSLYQIDPATYQATYDSAK JW0452 ECK0457 acrA multidrug efflux system 47 1446.6762 2 2891.337847 0.0030 56.02 K G 0
2108 EGSGMVEFSR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 43 549.7479 2 1097.481247 0.0002 32.61 R K 0
2109 EGTDLFLK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 36 461.7475 2 921.480447 -0.0002 39.93 R S 0
2110 EGTPVFLVGGKPEVLAQTEAK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 12 724.0632 3 2169.16777 -0.0002 46.27 K L 0
2111 EGTRPAVVIPTNEELVIAQDASR JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 40 822.4371 3 2464.28947 -0.0025 48.52 K L 0
2112 EGTVEPLPNGK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 33 570.798 2 1139.581447 -0.0008 21.71 K R 0
2113 EGTVEPLPNGKR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 18 648.8492 2 1295.683847 0.0005 21.43 K L 0
2114 EGTYPGTR JW5633 ECK3680 yidQ conserved outer membrane protein 22 440.7116 2 879.408647 0.0000 18.90 K A 0
2115 EGVAGWAGENLPLVR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 95 784.4144 2 1566.814247 -0.0011 52.46 K G 0
2116 EGVCGSDGLNMNGK 57.021465@C:4 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 68 719.3086 2 1436.602647 0.0002 29.13 R N 0
2117 EGVEDQLILEK JW1715 ECK1724 yniB predicted inner membrane protein 59 636.8386 2 1271.662647 0.0017 42.88 R A 0
2118 EGVFHTEWLD JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 21 616.7828 2 1231.551047 0.0001 52.69 K - 0
2119 EGVGDVKPFL JW5196 ECK1261 yciO conserved protein 15 530.7873 2 1059.560047 0.0000 47.40 R - 0
2120 EGVINKDINGVVR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 49 471.5995 3 1411.77667 -0.0016 33.17 R W 0
2121 EGVITVEDGTGLQDELDVVEGMQFDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 114 1426.1661 2 2850.317647 -0.0051 67.66 K G 0
2122 EGVLYEMEGR JW2487 ECK2498 ppx exopolyphosphatase 48 591.7771 2 1181.539647 0.0011 40.86 R F 0
2123 EGVMIGAGAK JW3582 ECK3597 cysE serine acetyltransferase 48 466.747 2 931.479447 -0.0001 26.43 R I 0
2124 EGVQEDILEILLNLK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 102 863.485 2 1724.955447 -0.0005 80.04 K G 0
2125 EGVQIQNENQTLASITFQNYFR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 39 1300.6412 2 2599.267847 0.0013 62.74 K L 0
2126 EGVSKDDAEALKK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 70 695.3647 2 1388.714847 0.0002 20.19 K A 0
2127 EGVVAVDDRGEVTLINDAAQELLNYR JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 64 953.8221 3 2858.44447 0.0034 71.44 K K 0
2128 EGYQLDTR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 49 491.236 2 980.457447 0.0012 25.76 K R 0
2129 EHGVPELAVPR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 20 401.8874 3 1202.64037 -0.0004 34.29 R D 0
2130 EHILLGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 29 419.2508 2 836.487047 0.0003 26.58 R Q JW3943
2131 EHIPEADLAPLSVLEQSGLPAK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 21 772.0824 3 2313.22537 0.0038 57.45 R L 0
2132 EHLGTGDVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 43 478.2457 2 954.476847 -0.0002 18.72 K Y 0
2133 EHLQMPEQR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 43 584.2824 2 1166.550247 0.0000 13.13 R E 0
2134 EHNAEVTGFIR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 28 424.8825 3 1271.62567 -0.0002 31.96 K F 0
2135 EHPVLLNR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 26 489.2799 2 976.545247 -0.0002 23.07 R A 0
2136 EHSATRIDDLMLK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 40 764.8927 2 1527.770847 -0.0007 35.94 R S 0
2137 EHTTEHLRAELK JW3069 ECK3089 yqjD conserved protein 62 732.3846 2 1462.754647 0.0018 20.60 K S 0
2138 EIADGLASAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 86 566.286 2 1130.557447 0.0007 30.12 K A 0
2139 EIAEIASK JW0861 ECK0868 ybjX conserved protein 21 430.7397 2 859.464847 -0.0002 23.96 K K 0
2140 EIAEIASKK JW0861 ECK0868 ybjX conserved protein 58 494.7868 2 987.559047 -0.0009 20.84 K R 0
2141 EIAHLTDKPTLK JW3827 ECK3842 hemG protoporphyrin oxidase, flavoprotein 28 455.9292 3 1364.76577 -0.0006 27.27 R - 0
2142 EIASYLASELK JW3827 ECK3842 hemG protoporphyrin oxidase, flavoprotein 34 612.3299 2 1222.645247 0.0009 48.58 R E 0
2143 EIAYFFGEGEVCPR 57.021465@C:12 JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 80 837.3854 2 1672.756247 0.0007 53.28 R T 0
2144 EICPELTLR 57.021465@C:3 JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 10 565.7961 2 1129.577647 -0.0025 33.07 R S 0
2145 EIDTAICAK 57.021465@C:7 JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 15 510.755 2 1019.495447 -0.0004 27.68 K T 0
2146 EIEEGLINNQILDVR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 46 877.9675 2 1753.920447 -0.0005 52.91 R E 0
2147 EIEIYKQELRDEGK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 20 583.9716 3 1748.89297 -0.0015 32.13 K A 0
2148 EIELDVLDHLR JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 61 676.3645 2 1350.714447 0.0002 54.98 R A 0
2149 EIELEDKFENMGAQMVK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 84 1005.9793 2 2009.944047 0.0004 52.34 R E 0
2150 EIELEDKFENMGAQMVKEVASK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 71 842.4134 3 2524.21837 -0.0005 61.08 R A 0
2151 EIEQLPMVK JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 31 543.7963 2 1085.578047 -0.0009 38.76 K G 0
2152 EIESIIEAGR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 28 558.7986 2 1115.582647 0.0005 40.17 R V 0
2153 EIESYDAVLVLGEDVTQTGAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 18 755.7147 3 2264.12227 0.0053 62.44 R V 0
2154 EIGFSSGIYAMKENDTLHDAYK JW5291 ECK1784 yeaJ predicted diguanylate cyclase 33 830.3935 3 2488.15867 0.0008 45.30 K A 0
2155 EIGFTSTNIDLIYGLPK JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 92 941.0046 2 1879.994647 0.0016 62.03 R Q 0
2156 EIGNGFSELNDAEDQAER JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 34 997.4407 2 1992.866847 0.0008 44.85 R F 0
2157 EIGNGFSELNDAEDQAERFQEQVNAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 63 980.1197 3 2937.33727 -0.0003 57.14 R A 0
2158 EIGNGFSELNDAEDQAQR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 89 996.9487 2 1991.882847 0.0008 42.83 R F 0
2159 EIGVETGGSNVQFAVNPK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 89 923.4708 2 1844.927047 0.0003 40.65 R N 0
2160 EIGYVHSDMGFDANSCAVLSAIGK 57.021465@C:16 JW2909 ECK2937 metK methionine adenosyltransferase 1 17 847.7307 3 2540.17027 0.0029 56.28 R Q 0
2161 EIKPTTILHVAAK JW3026 ECK3044 ygiF predicted adenylate cyclase 32 474.2887 3 1419.84427 -0.0008 34.45 R A 0
2162 EILDVQAR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 11 472.264 2 942.513447 -0.0001 32.66 R I 0
2163 EILEDYAGGMR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 63 627.295 2 1252.575447 -0.0004 40.92 R D 0
2164 EILEDYAGGMRDGLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 64 833.909 2 1665.803447 0.0004 44.09 R F 0
2165 EILGATATLEFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 23 660.8615 2 1319.708447 0.0000 49.59 K L 0
2166 EILIGIEDNKPQAISMLR JW1621 ECK1625 rsxC fused predicted 4Fe-4S ferredoxin-type protein 38 680.7103 3 2039.10907 0.0005 52.44 R A 0
2167 EILLCADGEPWLAGR 57.021465@C:5 JW5713 ECK4031 ubiC chorismate pyruvate lyase 99 850.428 2 1698.841447 0.0015 55.29 R T 0
2168 EILNLPEHELNK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 76 724.8908 2 1447.767047 0.0000 38.62 R L 0
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2169 EILQDSTVTR JW0462 ECK0467 htpG molecular chaperone HSP90 family 57 581.3089 2 1160.603247 -0.0004 27.34 R N 0
2170 EILRDQLR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 24 521.8037 2 1041.592847 -0.0001 27.10 R A 0
2171 EILVEHYDNIEQK JW4072 ECK4104 proP proline/glycine betaine transporter 90 815.4093 2 1628.804047 -0.0006 35.58 K I 0
2172 EILVEHYDNIEQKIDDIDHEIADLQAK JW4072 ECK4104 proP proline/glycine betaine transporter 90 1069.5331 3 3205.57747 -0.0005 64.01 K R 0
2173 EILVIIDEVDEEGAIGR JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 54 935.4946 2 1868.974647 0.0017 61.69 R S 0
2174 EIMALADLANR JW2101 ECK2107 metG methionyl-tRNA synthetase 58 608.8211 2 1215.627647 -0.0004 49.65 R Y 0
2175 EIMQVALNQAK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 61 622.8371 2 1243.659647 0.0001 39.48 K G 0
2176 EINATLAMR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 43 509.771 2 1017.527447 -0.0002 33.49 R N 0
2177 EINGVEDR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 18 466.227 2 930.439447 -0.0012 20.74 K L 0
2178 EINGVEDRLK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 27 586.8169 2 1171.619247 -0.0004 26.65 K S 0
2179 EINPDLAEQAVSQDEEYRLR JW3809 ECK3826 rmuC predicted recombination limiting protein 23 792.3879 3 2374.14187 0.0018 46.59 R S 0
2180 EINVTKK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 22 416.2505 2 830.486447 0.0004 10.64 R D 0
2181 EIPQVAGSLEEALNELDLDR JW3841 ECK3863 glnA glutamine synthetase 95 1106.0597 2 2210.104847 -0.0017 71.93 K E 0
2182 EIPQVAGSLEEALNELDLDREFLK JW3841 ECK3863 glnA glutamine synthetase 51 910.1398 3 2727.39757 0.0009 74.58 K A 0
2183 EIPSDIVYQDDLVTAFR JW1089 ECK1089 hinT purine nucleoside phosphoramidase 51 991.0011 2 1979.987647 0.0037 60.11 R D 0
2184 EIQPWQAGQMR JW4198 ECK4234 treC trehalose-6-P hydrolase 53 672.3299 2 1342.645247 0.0001 37.23 R G 0
2185 EISCVDSAELGK 57.021465@C:4 JW3143 ECK3165 glmM phosphoglucosamine mutase 15 654.3104 2 1306.606247 -0.0011 31.34 K A 0
2186 EISLAPVNK JW2660 ECK2679 emrA multidrug efflux system 50 485.782 2 969.549447 0.0000 31.17 R L 0
2187 EISLAPVNKLIDDIVK JW2660 ECK2679 emrA multidrug efflux system 15 589.6808 3 1766.02057 0.0018 65.93 R A 0
2188 EISMSIK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 35 404.2176 2 806.420647 -0.0001 30.92 R R 0
2189 EISMSIKR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 37 482.2678 2 962.521047 -0.0009 24.08 R L 0
2190 EISNETLQK JW4026 ECK4058 yjcE predicted cation/proton antiporter 42 531.2771 2 1060.539647 -0.0004 22.04 R L 0
2191 EISPYSIVGLSATWDVTK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 76 983.5118 2 1965.009047 -0.0004 64.67 K N 0
2192 EISTTIAFVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 69 568.8191 2 1135.623647 0.0000 44.09 K A 0
2193 EISVPAAISAWLGVTEPAMYGINLK JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 78 1315.6953 2 2629.376047 -0.0063 80.02 R Y 0
2194 EISYIHAEAYAAGELK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 10 588.9645 3 1763.87167 -0.0013 44.52 K H 0
2195 EITAEETAELLK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 67 673.8561 2 1345.697647 0.0000 45.53 R N 0
2196 EITDQAIKR JW4313 ECK4340 hsdR endonuclease R 57 537.3011 2 1072.587647 0.0001 21.88 K T 0
2197 EITEPQFAYGMEGLLQQR JW3392 ECK3415 glgA glycogen synthase 82 1055.5162 2 2109.017847 -0.0022 61.05 R H 0
2198 EITEQYEGK JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 37 548.7613 2 1095.508047 -0.0002 22.46 R I 0
2199 EITGGLDDTQLR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 78 659.3357 2 1316.656847 -0.0003 36.19 K N 0
2200 EITIAAAK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 19 408.7448 2 815.475047 -0.0002 25.85 K V 0
2201 EITLEPADNAR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 28 614.8119 2 1227.609247 -0.0002 32.62 R L 0
2202 EITPVNIEEELK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 22 707.3771 2 1412.739647 -0.0001 49.24 R S 0
2203 EITSTDDFYR JW1666 ECK1672 pykF pyruvate kinase I 47 623.7835 2 1245.552447 0.0012 35.57 K L 0
2204 EIVFTSGATESDNLAIK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 17 897.9598 2 1793.905047 0.0004 46.21 R G 0
2205 EIVSELDK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 17 466.7511 2 931.487647 0.0015 30.17 R H 0
2206 EIVSELDKHIIGQDNAKR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 64 689.0386 3 2064.09397 -0.0022 36.30 R S 0
2207 EIWSVSLAEK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 31 581.31 2 1160.605447 -0.0022 46.60 K D 0
2208 EIYEEPK JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 15 454.224 2 906.433447 0.0000 23.47 R N 0
2209 EIYEQPNAIK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 25 602.8142 2 1203.613847 0.0003 29.55 K N 0
2210 EKAEAELQETFGQLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 83 860.9409 2 1719.867247 -0.0007 44.35 R I 0
2211 EKAEAELQETFGQLKIEIK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 16 735.3983 3 2203.17307 -0.0004 53.01 R E 0
2212 EKDDPQNSTTTDTGETPR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 55 664.6312 3 1990.87177 0.0003 18.77 R I 0
2213 EKDGNITVDFDDVVIR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 111 917.9633 2 1833.912047 0.0012 50.32 K G 0
2214 EKDPSLSFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 47 539.7796 2 1077.544647 -0.0007 28.30 K R 0
2215 EKDPSLSFRR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 23 617.8309 2 1233.647247 0.0006 23.76 K S 0
2216 EKEFTFNGIR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 37 620.82 2 1239.625447 0.0007 36.07 K Q 0
2217 EKEFTFNK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 18 521.7639 2 1041.513247 0.0001 24.73 K I 0
2218 EKELELIR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 14 515.3006 2 1028.586647 0.0000 30.51 R E 0
2219 EKESLPQMLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 35 410.8884 3 1229.64337 -0.0003 33.77 K G 0
2220 EKFAELR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 32 446.7479 2 891.481247 -0.0002 23.95 R A 0
2221 EKGDTYGNLVPFSPK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 75 826.4199 2 1650.825247 -0.0001 42.86 R H 0
2222 EKGEAYKKPDHYEEIHMPK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 24 583.0374 4 2328.120494 -0.0001 26.20 K N 0
2223 EKLAALR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 53 400.7529 2 799.491247 -0.0003 20.93 R Q 0
2224 EKLDNLVFVINCNLQR 57.021465@C:12 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 76 988.0262 2 1974.037847 0.0023 55.44 R L 0
2225 EKLEGYAEAK JW4215 ECK4251 valS valyl-tRNA synthetase 39 569.2926 2 1136.570647 -0.0005 21.57 R A 0
2226 EKLPPGFQR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 28 536.3004 2 1070.586247 -0.0010 25.27 R S 0
2227 EKLTIEPSVK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 46 572.3345 2 1142.654447 -0.0002 27.39 R N 0
2228 EKMIAALQR JW1818 ECK1828 htpX predicted endopeptidase 51 530.3024 2 1058.590247 -0.0003 28.12 R L 0
2229 EKNNVESVFAVNGFGFAGR JW0451 ECK0456 acrB multidrug efflux system protein 103 1021.5083 2 2041.002047 0.0004 53.31 K G 0
2230 EKPAVLGHDEAAYSK JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 105 807.9101 2 1613.805647 0.0007 23.83 K N 0
2231 EKPTWLEVDAGK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 44 458.2415 3 1371.70267 -0.0008 37.55 R M 0
2232 EKPTWLEVDAGKMEGTFK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 87 1033.5181 2 2065.021647 0.0027 49.70 R R 0
2233 EKSVEELNTELLNLLR JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 131 950.5227 2 1899.030847 -0.0004 64.84 R E 0
2234 EKSVEELNTELLNLLREQFNLR JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 24 672.6146 4 2686.429294 0.0006 71.10 R M 0
2235 EKTEEVIAENPGKK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 12 524.6134 3 1570.81837 -0.0018 19.88 R L 0
2236 EKVDATKQYDINEAIALLK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 63 721.3949 3 2161.16287 -0.0002 53.37 R E 0
2237 EKWTSTAIITQPDVGQIAGYNNAMNVIYGQAAPK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 36 1217.2791 3 3648.81547 -0.0091 59.67 K V 0
2238 ELAAFSQFASDLDDATR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 110 928.9371 2 1855.859647 0.0009 61.87 R K 0
2239 ELAAFSQFASDLDDATRK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 104 992.9845 2 1983.954447 0.0006 58.04 R Q 0
2240 ELAASGVMLTSDENVVR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 139 895.951 2 1789.887447 -0.0006 44.66 R V 0
2241 ELAEHNGAEGDLEADYQAASDHLNLVQTALR JW0907 ECK0915 mukB fused chromosome partitioning proteins 105 1117.5345 3 3349.58167 0.0006 59.22 R Q 0
2242 ELAESEGAIER JW0007 ECK0008 talB transaldolase B 81 602.2962 2 1202.577847 -0.0001 26.18 K K 0
2243 ELAESEGAIERK JW0007 ECK0008 talB transaldolase B 52 666.3436 2 1330.672647 -0.0002 23.33 K L 0
2244 ELAGWMCDVLDSINDEAVIER 57.021465@C:7 JW2535 ECK2548 glyA serine hydroxymethyltransferase 57 1218.0645 2 2434.114447 0.0001 75.71 K I 0
2245 ELALLAQAMEHDTR JW5832 ECK1954 yedQ predicted diguanylate cyclase 67 799.4039 2 1596.793247 0.0003 48.59 R G 0
2246 ELALLEGMEISGK JW1606 ECK1609 ydgA conserved protein 72 695.3687 2 1388.722847 0.0007 57.25 K S 0
2247 ELAMQVSDHAR JW2560 ECK2574 srmB ATP-dependent RNA helicase 67 628.8066 2 1255.598647 0.0008 23.69 R E 0
2248 ELANAIR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 24 393.7269 2 785.439247 -0.0002 19.61 K A 0
2249 ELASGELIDLTPGLFQR JW2883 ECK2912 argP DNA-binding transcriptional activator, replication initiation inhibitor 72 929.9992 2 1857.983847 0.0003 63.20 K R 0
2250 ELAVEVGK JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 29 422.7425 2 843.470447 0.0003 27.78 R A 0
2251 ELAVQIHADAEPLAEATGLK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 110 1038.5516 2 2075.088647 -0.0011 50.63 R L 0
2252 ELAVQVAEAMTDFSK JW5531 ECK3150 deaD ATP-dependent RNA helicase 145 819.906 2 1637.797447 0.0004 61.25 R H 0
2253 ELAYLSADDLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 28 633.3225 2 1264.630447 0.0005 45.34 R S 0
2254 ELCHLPDLTADCAAEWLETFQAK 57.021465@C:3,57.021465@C:12 JW0907 ECK0915 mukB fused chromosome partitioning proteins 48 906.7564 3 2717.24737 0.0008 68.79 K E 0
2255 ELCQNHNIPVELIQCR 57.021465@C:3,57.021465@C:15 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 62 1011.9945 2 2021.974447 -0.0031 42.80 K V 0
2256 ELDAQPTGFLDSR JW1279 ECK1281 rnb ribonuclease II 50 724.8547 2 1447.694847 0.0006 43.48 R I 0
2257 ELDEIRESLQVK JW2910 ECK2938 galP D-galactose transporter 24 729.8947 2 1457.774847 0.0023 40.84 R Q 0
2258 ELDPMIK JW0886 ECK0894 pflB pyruvate formate lyase I 21 423.2256 2 844.436647 0.0003 34.54 R K 0
2259 ELDPMIKK JW0886 ECK0894 pflB pyruvate formate lyase I 17 487.2728 2 972.531047 -0.0004 26.34 R I 0
2260 ELDSLYGR JW2601 ECK2616 smpB trans-translation protein 20 476.7402 2 951.465847 -0.0002 32.40 R V 0
2261 ELDVPVVTDLGSGSLVDLSQYGLPK JW3564 ECK3580 selA selenocysteine synthase 13 867.7916 3 2600.35297 -0.0055 63.82 K E 0
2262 ELEANGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 30 380.6955 2 759.376447 0.0002 14.24 R V 0
2263 ELEEHNRELLNPATTR JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 44 641.3292 3 1920.96577 0.0006 28.98 R E 0
2264 ELEETIRPYDMGITLLDVNFQAARPPEEVK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 68 1158.5922 3 3472.75477 0.0000 65.35 R A 0
2265 ELEGALNR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 45 451.2404 2 900.466247 -0.0002 24.92 R V 0
2266 ELEKLENSLGGIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 53 715.3982 2 1428.781847 -0.0006 39.30 R D 0
2267 ELEVALLENR JW5932 ECK3799 hemC hydroxymethylbilane synthase 22 593.3274 2 1184.640247 0.0002 46.54 K A 0
2268 ELFEEQAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 34 497.2481 2 992.481647 0.0002 29.95 R R 0
2269 ELFEEQAKR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 44 575.2982 2 1148.581847 -0.0006 22.75 R R 0
2270 ELGASDEADLQR JW4312 ECK4339 hsdM DNA methylase M 69 652.31 2 1302.605447 0.0004 29.33 R Q 0
2271 ELGEMDDAPDENEALKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 56 966.4355 2 1930.856447 -0.0013 33.75 K K 0
2272 ELGFPGLVTGVLDVDGNVDMPR JW1863 ECK1875 cutC copper homeostasis protein 96 1150.584 2 2299.153447 0.0018 70.07 R M 0
2273 ELGIPAVVGCGDATER 57.021465@C:10 JW1692 ECK1700 pps phosphoenolpyruvate synthase 43 822.4069 2 1642.799247 0.0008 45.02 R M 0
2274 ELGLAVETAEIELPELDVLR JW2236 ECK2234 glpB sn-glycerol-3-phosphate dehydrogenase (anaerobic), membrane anchor subunit 55 1105.1027 2 2208.190847 0.0020 72.08 R N 0
2275 ELGLVDDER JW3719 ECK3734 gidA glucose-inhibited cell-division protein 17 523.2616 2 1044.508647 0.0000 33.81 R W 0
2276 ELGLVPLGYLR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 37 615.3668 2 1228.719047 0.0012 57.67 K S 0
2277 ELGMDPTIHDIR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 16 466.234 3 1395.68017 -0.0013 38.01 K F 0
2278 ELGPEPMAAAYVQPSR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 89 858.4246 2 1714.834647 -0.0001 43.04 R R 0
2279 ELGSVNDFIVDGNR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 97 767.8781 2 1533.741647 -0.0006 46.92 R I 0
2280 ELGYLGSLAICNVPGSSLVR 57.021465@C:11 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 101 1053.0559 2 2104.097247 -0.0014 60.72 K E 0
2281 ELHPVAPLLDNLTSALNK JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 65 649.0289 3 1944.06487 -0.0031 58.86 R V 0
2282 ELIIGDR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 24 408.2341 2 814.453647 -0.0013 31.25 R Q 0
2283 ELIIGDRQTGK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 61 615.3462 2 1228.677847 0.0003 25.98 R T 0
2284 ELINAAEFK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 31 517.7794 2 1033.544247 -0.0001 40.72 R Y 0
2285 ELIPGGVNSPVR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 44 619.3485 2 1236.682447 -0.0002 38.24 R A 0
2286 ELISNASDAADKLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 81 751.8936 2 1501.772647 -0.0010 35.58 R F 0
2287 ELIVASSYSK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 58 548.7982 2 1095.581847 0.0006 33.71 K N 0
2288 ELIYQPTLTEADLSDEQTVTR JW5625 ECK3691 gyrB DNA gyrase, subunit B 84 1211.6021 2 2421.189647 -0.0015 50.92 K W 0
2289 ELLDGVSQTLASR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 56 694.8727 2 1387.730847 0.0002 47.76 R D 0
2290 ELLDGVSQTLASRDQLELENR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 75 796.0785 3 2385.21367 0.0000 52.60 R A 0
2291 ELLDLLVLR JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 30 542.3429 2 1082.671247 0.0013 65.18 R G 0
2292 ELLDQLNK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 12 486.772 2 971.529447 0.0007 35.90 R Q 0
2293 ELLEDPTR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 29 486.7533 2 971.492047 -0.0004 29.29 K L 0
2294 ELLEDPTRLLLDV JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 18 763.4274 2 1524.840247 0.0004 69.40 K - 0
2295 ELLEQNPSFVFFKPQSFAPVK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 91 1226.6457 2 2451.276847 -0.0069 60.43 R G 0
2296 ELLGMKPDEWR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 13 458.5676 3 1372.68097 0.0001 44.63 K A 0
2297 ELLGSPLR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 45 442.7636 2 883.512647 0.0000 37.29 R Q 0
2298 ELLGSPLRQDEQK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 49 756.9047 2 1511.794847 0.0006 32.30 R M 0
2299 ELLIDESLIGWKEYEMEVVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 64 817.755 3 2450.24317 0.0029 67.25 K D 0
2300 ELLNDLQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 24 500.7746 2 999.534647 -0.0002 36.17 K E 0
2301 ELLPGFTAEADQLELLSR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 69 1001.5286 2 2001.042647 0.0008 66.55 R S 0
2302 ELLSIGIQPDILICR 57.021465@C:14 JW2751 ECK2774 pyrG CTP synthetase 71 870.4907 2 1738.966847 0.0017 61.93 K S 0
2303 ELLSQYDFPGDDTPIVR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 64 982.9839 2 1963.953247 0.0006 53.44 R G JW3943
2304 ELLTNDPFSSR JW0849 ECK0856 ybjP predicted lipoprotein 32 639.8199 2 1277.625247 0.0002 44.36 R T 0
2305 ELLVGFGTQVR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 81 609.846 2 1217.677447 0.0007 48.01 K S 0
2306 ELMDNMR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 21 454.7012 2 907.387847 -0.0014 29.22 K N 0
2307 ELMTISK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 21 411.2247 2 820.434847 -0.0016 28.49 R K 0
2308 ELMTISKK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 36 475.2727 2 948.530847 -0.0005 22.23 R A 0
2309 ELMVQHEER JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 47 585.7828 2 1169.551047 0.0012 20.85 K I 0
2310 ELNNAVAFNK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 35 560.2933 2 1118.572047 0.0002 30.89 R A 0
2311 ELNSTLSQQPASVYVQHR JW1486 ECK1485 yddW predicted liprotein 55 686.3516 3 2056.03297 -0.0009 35.12 R D 0
2312 ELNSTQPFQLLETSPQFIYQAQSGLTGR JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 67 1051.8673 3 3152.58007 0.0022 69.11 K D 0
2313 ELNVYLR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 11 453.7557 2 905.496847 -0.0003 14.31 K T 0
2314 ELPAALAPMAK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 50 556.3129 2 1110.611247 0.0007 40.39 K G 0
2315 ELPELTAEFIK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 35 645.353 2 1288.691447 -0.0001 55.53 R R 0
2316 ELPGLIADGR JW0893 ECK0901 cmk cytidylate kinase 62 520.7904 2 1039.566247 0.0001 40.11 R D 0
2317 ELPLTESLALTIDR JW0738 ECK0744 gpmA phosphoglyceromutase 1 49 785.9388 2 1569.863047 0.0018 59.16 K V 0
2318 ELPVPVIGR JW3564 ECK3580 selA selenocysteine synthase 49 490.3004 2 978.586247 0.0002 44.23 R I 0
2319 ELPVVWGVAK JW1941 ECK1956 yedI conserved inner membrane protein 41 549.3213 2 1096.628047 0.0000 48.86 R G 0
2320 ELQADAQAYGDDRR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 50 536.5845 3 1606.73167 -0.0020 25.40 K S 0
2321 ELQDIGVR JW0907 ECK0915 mukB fused chromosome partitioning proteins 29 465.2565 2 928.498447 0.0007 31.37 R A 0
2322 ELQDTLEAAGDKLQANLLR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 20 700.0429 3 2097.10687 0.0004 59.28 R I 0
2323 ELQLVYNK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 38 503.7819 2 1005.549247 -0.0001 35.78 K A 0
2324 ELQNNILGLMPQAILSSEHGSLNPQQLPETAVK JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 41 1190.6248 3 3568.85257 -0.0034 65.53 R L 0
2325 ELQPVLK JW0934 ECK0942 pqiB paraquat-inducible protein B 34 413.7552 2 825.495847 -0.0002 29.21 R T 0
2326 ELQTIPK JW4099 ECK4133 aspA aspartate ammonia-lyase 24 414.7449 2 827.475247 0.0000 24.58 K S 0
2327 ELSAALNQQAQR JW4120 ECK4155 yjeP predicted mechanosensitive channel 71 664.8494 2 1327.684247 -0.0002 27.92 R M 0
2328 ELSAEGFNFIGTGVSGGEEGALKGPSIMPGGQK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 105 1074.5309 3 3220.57087 -0.0001 57.60 R E 0
2329 ELSAWMAGAVR JW4349 ECK4378 lplA lipoate-protein ligase A 79 595.8035 2 1189.592447 0.0011 46.77 R - 0
2330 ELSDDLCSLR 57.021465@C:7 JW1279 ECK1281 rnb ribonuclease II 32 604.2844 2 1206.554247 -0.0008 40.25 R A 0
2331 ELSFLNSGVSIR JW5625 ECK3691 gyrB DNA gyrase, subunit B 14 661.3596 2 1320.704647 0.0009 51.49 R L 0
2332 ELSSLTAVSPVDGRYGDK JW1117 ECK1117 purB adenylosuccinate lyase 13 631.9895 3 1892.94667 -0.0012 63.90 M V 0
2333 ELTMVFESFGFK JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 67 717.852 2 1433.689447 -0.0005 65.83 R H 0
2334 ELTSGER JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 13 396.1978 2 790.381047 -0.0010 15.95 R A 0
2335 ELVDDIVLVSEDEIR JW3088 ECK3106 tdcB catabolic threonine dehydratase, PLP-dependent 79 872.4557 2 1742.896847 0.0031 63.94 R N 0
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2336 ELVGEENFYTGIAHGEQER JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 87 1089.5083 2 2177.002047 -0.0003 44.35 R L 0
2337 ELVGEENFYTGIAHGEQERLQLALK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 66 948.8219 3 2843.44387 -0.0014 55.58 R V 0
2338 ELVHNVALR JW5571 ECK3864 bipA GTP-binding protein 53 525.8065 2 1049.598447 0.0003 28.77 K V 0
2339 ELVHNVALRVEETEDADAFR JW5571 ECK3864 bipA GTP-binding protein 25 771.7205 3 2312.13967 0.0000 47.84 K V 0
2340 ELVQDCR 57.021465@C:6 JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 31 460.218 2 918.421447 -0.0014 20.73 R S 0
2341 ELVSETLEMLQTCYQQLGK 57.021465@C:13 JW1272 ECK1275 yciM conserved protein 36 1135.5555 2 2269.096447 -0.0005 72.29 R T 0
2342 ELVYGEDDATR JW0368 ECK0372 sbmA predicted transporter 53 634.2937 2 1266.572847 0.0001 28.67 K A 0
2343 ELYEVER JW1913 ECK1927 yedD predicted protein 33 469.2347 2 936.454847 -0.0003 27.24 R D 0
2344 ELYEVERDGNTIEYDGMTMER JW1913 ECK1927 yedD predicted protein 64 1275.5602 2 2549.105847 0.0009 47.06 R V 0
2345 ELYLGAVVDR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 72 567.8115 2 1133.608447 0.0005 44.69 K S 0
2346 EMANVAYR JW1117 ECK1117 purB adenylosuccinate lyase 29 477.2285 2 952.442447 -0.0011 24.42 K M 0
2347 EMDSEFEYLFTDLR JW5522 ECK3103 tdcE pyruvate formate-lyase 4/2-ketobutyrate formate-lyase 63 897.8997 2 1793.784847 0.0030 68.65 R K 0
2348 EMFREDEPMPLTSGEFAVLK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 55 776.0414 3 2325.10237 0.0005 57.00 R A 0
2349 EMGQMLAK JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 38 454.2221 2 906.429647 -0.0006 27.30 R D 0
2350 EMGTGLVVTELMGQGVSAITGDYSR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 121 1286.1249 2 2570.235247 -0.0002 72.33 K G 0
2351 EMGTVELLTR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 58 574.8026 2 1147.590647 0.0000 42.30 R E 0
2352 EMISVANEIAEAGFDPQGR JW4012 ECK4044 dnaB replicative DNA helicase 79 1017.4836 2 2032.952647 0.0004 58.07 R T 0
2353 EMIYVPGDLFSVNHLTAQNVPNLFAR JW4121 ECK4156 psd phosphatidylserine decarboxylase 39 982.5043 3 2944.49107 0.0005 67.61 R N 0
2354 EMKEELAAALMDSHQQK JW1264 ECK1266 sohB predicted inner membrane peptidase 74 653.648 3 1957.92217 -0.0017 41.22 K Q 0
2355 EMKELEDR JW4135 ECK4173 purA adenylosuccinate synthetase 39 525.2503 2 1048.486047 0.0003 20.76 K G 0
2356 EMLIADGIDPNELLNSLAAVK 15.994915@M:2 JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 84 1121.5858 2 2241.157047 0.0009 69.90 R S 0
2357 EMLLDAMENPEKYPQLTIR JW0886 ECK0894 pflB pyruvate formate lyase I 71 1146.072 2 2290.129447 -0.0042 56.83 R V 0
2358 EMLPVLEAVAK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 19 600.3388 2 1198.663047 0.0000 53.67 R A 0
2359 EMNGSLGVLAQQLQNAK JW5655 ECK3541 yiaF conserved protein 26 900.9671 2 1799.919647 -0.0003 54.05 R L 0
2360 EMNIADYDAELWQAMEQEK JW2535 ECK2548 glyA serine hydroxymethyltransferase 36 1157.502 2 2312.989447 -0.0034 64.81 R V 0
2361 EMPDLSAFQLEGCQVLEYAR 57.021465@C:13 JW2715 ECK2740 truD pseudoruidine synthase 81 1178.5527 2 2355.090847 0.0034 66.42 K H 0
2362 EMPFYENFYAGGSSTVR JW0172 ECK0176 yaeT conserved protein 119 977.936 2 1953.857447 0.0009 53.71 K G 0
2363 EMQEIVDSMTIETYK JW2019 ECK2028 wbbI conserved protein 91 908.9211 2 1815.827647 0.0006 51.27 K Q 0
2364 EMQEIVDSMTIETYKQISENTK JW2019 ECK2028 wbbI conserved protein 13 873.0848 3 2616.23257 0.0028 59.77 K I 0
2365 EMTLDSR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 24 426.2 2 850.385447 0.0000 20.41 R V 0
2366 EMVDSMK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 33 420.1853 2 838.356047 -0.0004 22.46 R A 0
2367 EMVELDQ JW5448 ECK2805 ygdI predicted protein 29 432.1945 2 862.374447 0.0002 34.18 K - 0
2368 ENAALNDVQVEVNYAIK JW5778 ECK4302 yjhA N-acetylnuraminic acid outer membrane channel protein 29 945.4851 2 1888.955647 0.0026 52.30 K L 0
2369 ENADSTLNR JW3904 ECK3925 ftsN essential cell division protein 44 510.2409 2 1018.467247 -0.0006 18.12 K L 0
2370 ENCIFLDNPHQAR 57.021465@C:3 JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 69 807.3784 2 1612.742247 0.0007 32.45 K R 0
2371 ENDAMVIALTSAGTPLAR JW1842 ECK1854 yebK predicted DNA-binding transcriptional regulator 52 915.4749 2 1828.935247 0.0000 55.83 R E 0
2372 ENDAWKIDR JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 27 573.781 2 1145.547447 0.0010 27.61 R L 0
2373 ENDPTNSMNPGIGK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 31 737.3361 2 1472.657647 0.0011 28.54 R T 0
2374 ENDVFEHAGAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 76 622.7865 2 1243.558447 0.0003 24.85 R D 0
2375 ENDVVLVAGK JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 18 522.2909 2 1042.567247 0.0015 31.46 K G 0
2376 ENELEEAVMSDRDTGAAAEPR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 54 1145.5164 2 2289.018247 0.0005 42.67 R A 0
2377 ENEQQYIR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 29 540.2594 2 1078.504247 0.0000 23.54 R E 0
2378 ENEQQYIREAEAYTNEVQPR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 13 823.0549 3 2466.14287 0.0018 48.48 R A 0
2379 ENESLDNEITAALEVGYLLR JW5832 ECK1954 yedQ predicted diguanylate cyclase 68 1125.0683 2 2248.122047 -0.0002 76.28 R L 0
2380 ENGLWIVEAEDIDTGK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 45 894.937 2 1787.859447 0.0017 56.85 R K 0
2381 ENGLWIVEAEDIDTGKK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 43 639.6583 3 1915.95307 0.0004 51.95 R Y 0
2382 ENHPGQVMNK JW2516 ECK2529 yfhQ predicted methyltransferase 20 577.2751 2 1152.535647 0.0012 16.56 R L 0
2383 ENITNLDACITR 57.021465@C:9 JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 84 710.3483 2 1418.682047 -0.0003 39.70 K L 0
2384 ENLINLNSQAVLEKLSSL JW3596 ECK3611 rfaC ADP-heptose:LPS heptosyl transferase I 32 993.0491 2 1984.083647 -0.0003 69.05 R - 0
2385 ENLSDWDTDSDVLSLLDVVR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 125 1146.0559 2 2290.097247 0.0008 75.16 R N 0
2386 ENNYGLSITFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 38 657.328 2 1312.641447 0.0004 47.78 K D 0
2387 ENPGWQFSIPDTR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 25 773.868 2 1545.721447 0.0002 50.83 R I 0
2388 ENQVVLFEAFK JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 46 662.3511 2 1322.687647 0.0006 53.87 R T 0
2389 ENTHMLFGDAK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 69 631.7947 2 1261.574847 -0.0011 32.01 K A 0
2390 ENTQEVHAIVPVPIASYLLNEKR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 16 655.8582 4 2619.403694 0.0017 56.21 K S 0
2391 ENVIWFDLHEDEQSLK JW4177 ECK4214 ytfL predicted inner membrane protein 38 667.9905 3 2000.94967 0.0016 55.57 R N 0
2392 ENVIWFDLHEDEQSLKNK JW4177 ECK4214 ytfL predicted inner membrane protein 69 748.7025 3 2243.08567 -0.0002 49.86 R V 0
2393 EPAILAEISGIVSFGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 68 815.9567 2 1629.898847 0.0011 74.50 K E 0
2394 EPAILAEISGIVSFGKETK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 91 995.0492 2 1988.083847 0.0008 68.12 K G 0
2395 EPALLSGGVTVSGGHVYIGSEK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 18 719.7116 3 2156.11297 0.0017 48.87 K A 0
2396 EPDYLDIPAFLR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 51 724.8751 2 1447.735647 0.0009 64.39 K K 0
2397 EPHVDKVETPK JW0107 ECK0110 ampE predicted inner membrane protein 49 639.8375 2 1277.660447 -0.0010 19.72 R A 0
2398 EPLDPVR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 23 413.2271 2 824.439647 0.0004 26.45 R Y 0
2399 EQAAAQESANLSSK JW2667 ECK2692 alaS alanyl-tRNA synthetase 100 717.3471 2 1432.679647 0.0002 20.86 K A 0
2400 EQANVALMFLTGR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 75 725.38 2 1448.745447 0.0009 59.32 R D 0
2401 EQAVLMTYYR 15.994915@M:6 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 41 645.3136 2 1288.612647 0.0005 34.75 R N 0
2402 EQDEEFIFALLNHAR JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 15 611.3045 3 1830.89167 0.0018 63.14 R E 0
2403 EQDHFVALDTQPK JW1823 ECK1833 yebT conserved protein 67 764.3755 2 1526.736447 0.0000 31.88 K Y 0
2404 EQGACPWFNETTYAK 57.021465@C:5 JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 25 901.397 2 1800.779447 0.0017 44.79 K G 0
2405 EQGIAFPNDFR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 31 647.3149 2 1292.615247 0.0004 45.63 R R 0
2406 EQGIAFPNDFRR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 22 483.9128 3 1448.71657 0.0006 39.21 R D 0
2407 EQGYMGLHTVGR JW2507 ECK2520 pepB aminopeptidase B 20 674.3272 2 1346.639847 -0.0002 30.77 R G 0
2408 EQHVTIPAHQVNAEFFEEGK JW3841 ECK3863 glnA glutamine synthetase 77 1155.5644 2 2309.114247 0.0066 41.42 K M 0
2409 EQIEEAAR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 48 473.2354 2 944.456247 0.0000 19.26 R M 0
2410 EQIIFPEIDYDKVDR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 55 940.4753 2 1878.936047 -0.0002 50.17 R V 0
2411 EQIIFPEIDYDKVDRVR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 18 712.3759 3 2134.10587 -0.0001 49.64 R G 0
2412 EQIITLDLPKDTEEEAAAVK JW0903 ECK0911 ycbC conserved inner membrane protein 29 738.3895 3 2212.14667 -0.0009 50.56 R Q 0
2413 EQIQNIE JW3619 ECK3634 yicC conserved protein 33 437.2191 2 872.423647 -0.0002 28.59 R - 0
2414 EQLEIGVNLSGPVDMDLR JW4180 ECK4217 ytfN conserved protein 130 993.0048 2 1983.995047 0.0015 57.82 R A 0
2415 EQLGLSQQAVAER JW2500 ECK2512 yfgA conserved protein 74 714.8762 2 1427.737847 0.0010 33.10 R L 0
2416 EQLLEVGDFLK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 37 645.851 2 1289.687447 0.0009 58.31 R K 0
2417 EQLLEVGDFLKK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 50 709.8987 2 1417.782847 0.0012 52.14 R L 0
2418 EQLTEQLNCYLDLMR 15.994915@M:14,57.021465@C:9 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 81 971.4556 2 1940.896647 -0.0005 55.47 R N 0
2419 EQLVLER JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 27 443.7532 2 885.491847 -0.0001 29.23 R D 0
2420 EQPILLLDEPFSALDPALR JW0065 ECK0067 thiQ thiamin transporter subunit -!- ATP-binding component of ABC superfamily 69 1069.0837 2 2136.152847 0.0063 71.92 R Q 0
2421 EQQAAEELREK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 66 665.8337 2 1329.652847 0.0005 20.42 K Q 0
2422 EQQLLAEAR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 74 529.2854 2 1056.556247 -0.0002 27.99 R S 0
2423 EQSQLLGVR JW5304 ECK1857 yebA predicted peptidase 39 515.2874 2 1028.560247 -0.0011 29.98 R L 0
2424 EQSQWLGSSNLLGEALR JW4120 ECK4155 yjeP predicted mechanosensitive channel 113 944.4813 2 1886.948047 -0.0005 57.35 R A 0
2425 EQTSGVQQQIR JW0945 ECK0953 helD DNA helicase IV 58 637.3285 2 1272.642447 0.0002 20.76 R Q 0
2426 EQVAYYK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 19 450.7266 2 899.438647 -0.0002 22.85 R E 0
2427 EQVAYYKEDEK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 30 701.3304 2 1400.646247 0.0003 23.03 R G 0
2428 EQVFDLVLCDVR 57.021465@C:9 JW3968 ECK3996 zraR fused DNA-binding response regulator in two-component regulatory system with ZraS 26 746.877 2 1491.739447 0.0004 59.03 R M 0
2429 EQVIPFRTK JW3778 ECK3800 cyaA adenylate cyclase 10 373.2172 3 1116.62977 0.0008 74.38 R S 0
2430 EQVQQALNAR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 23 578.8074 2 1155.600247 0.0006 25.58 K K 0
2431 EQVQSMGAEFLELDFKEEAGSGDGYAK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 56 979.115 3 2934.32317 0.0004 58.81 K V 0
2432 EQWNDTR JW1575 ECK1578 ynfB predicted protein 32 474.7122 2 947.409847 0.0002 21.15 K N 0
2433 ERAEDEAINVFAR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 20 507.2547 3 1518.74227 -0.0002 40.45 R N 0
2434 ERAEYVFNNLYIPDAQEYR JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 52 797.3848 3 2389.13257 -0.0012 52.45 R H 0
2435 ERAGFEVR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 30 482.2541 2 962.493647 0.0004 21.27 R D 0
2436 ERAPELMIDGEMHGDAALVEAIRNDR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 47 727.8564 4 2907.396494 -0.0002 53.48 R M 0
2437 ERDVLTAGYGR JW1711 ECK1720 ydiY conserved protein 44 618.8201 2 1235.625647 -0.0002 28.17 R Q 0
2438 EREAIVERDEVGAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 43 543.6161 3 1627.82647 -0.0011 22.41 R K 0
2439 EREELAVINDQFGAPTGAELLADCTAHAIR 57.021465@C:24 JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 16 817.6576 4 3266.601294 0.0022 55.96 K V 0
2440 EREETQIQLEQQSSFLR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 60 707.6905 3 2120.04967 0.0000 41.39 K S 0
2441 EREKLEGYAEAK JW4215 ECK4251 valS valyl-tRNA synthetase 40 474.9121 3 1421.71447 -0.0005 20.68 K A 0
2442 ERELPAFR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 31 509.2776 2 1016.540647 0.0004 29.29 R L 0
2443 ERIEGVEFFAVNTDAQALR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 56 722.3708 3 2164.09057 -0.0007 52.32 R K 0
2444 ERIEGVEFFAVNTDAQALRK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 29 765.069 3 2292.18517 -0.0011 46.71 R T 0
2445 ERIILGGDHLGPNCWQQENADAAMEK 57.021465@C:14 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 35 738.8487 4 2951.365694 0.0005 42.62 R S 0
2446 ERLDEAQEAAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 35 644.3178 2 1286.621047 -0.0003 20.10 R F 0
2447 ERLDPSEYANVK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 51 710.8572 2 1419.699847 0.0004 31.73 K A 0
2448 ERLEQAEAER JW0907 ECK0915 mukB fused chromosome partitioning proteins 50 615.807 2 1229.599447 -0.0006 19.84 R T 0
2449 ERLTNETR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 15 509.7667 2 1017.518847 -0.0014 15.85 R V 0
2450 ERLYIETMEK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 33 656.3346 2 1310.654647 0.0006 33.97 R V 0
2451 ERMNPETNSIANR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 66 766.3677 2 1530.720847 0.0001 21.79 R Q 0
2452 ERNEEPEIEEEIDESEDETVDEERVER JW3351 ECK3375 damX predicted protein 103 1111.8174 3 3332.43037 0.0016 46.68 K R 0
2453 ERPDAVLPTMGGQTALNCALELER 57.021465@C:18 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 68 881.1081 3 2640.30247 0.0026 56.29 K Q 0
2454 ERPTIASITFSGNK JW0172 ECK0176 yaeT conserved protein 72 760.9072 2 1519.799847 0.0005 36.59 K S 0
2455 ERTELPIGAYQVSGEYAMIK JW0361 ECK0366 hemB porphobilinogen synthase 57 752.3845 3 2254.13167 0.0013 50.49 R F 0
2456 ERTGAGMMDCKK 57.021465@C:10 JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 47 461.8769 3 1382.60887 -0.0014 18.04 R A 0
2457 ERVGLTNEELQK JW2516 ECK2529 yfhQ predicted methyltransferase 51 708.3789 2 1414.743247 0.0017 25.02 R C 0
2458 ESALQEHIASVR JW3809 ECK3826 rmuC predicted recombination limiting protein 23 447.2364 3 1338.68737 -0.0019 31.46 R N 0
2459 ESANAIQLR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 67 501.2722 2 1000.529847 -0.0002 27.12 R R 0
2460 ESAPAAAAPAAQPALAAR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 83 817.4363 2 1632.858047 -0.0002 29.97 K S 0
2461 ESAQVFDTK JW4215 ECK4251 valS valyl-tRNA synthetase 54 512.7503 2 1023.486047 -0.0011 25.18 R G 0
2462 ESAWNEK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 18 432.1983 2 862.382047 0.0000 21.37 K F 0
2463 ESCGWCTPCR 57.021465@C:3,57.021465@C:6,57.021465@C:9 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 23 656.7472 2 1311.479847 0.0004 28.40 R D 0
2464 ESDGEKQQLSNDQIDLYR JW3965 ECK3993 yjaH conserved protein 61 1069.5026 2 2136.990647 -0.0016 36.13 R Y 0
2465 ESDLALMTNAGTEIGVASTK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 53 1004.501 2 2006.987447 0.0044 51.69 R A 0
2466 ESFSNMR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 33 435.6921 2 869.369647 -0.0004 23.59 R R 0
2467 ESGGTEVVVTFIPEKTFTDVQGDTHE JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 53 941.4504 3 2821.32937 0.0001 55.26 R - 0
2468 ESGGTGLGLAIVETAIQQHR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 17 679.6959 3 2036.06587 0.0008 58.89 R G 0
2469 ESGINSLR JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 21 438.2327 2 874.450847 0.0000 24.85 R V 0
2470 ESGLLGLTEVTSDCR 57.021465@C:14 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 91 818.8962 2 1635.777847 0.0006 50.53 K Y 0
2471 ESGWQGYWIDAASSLR JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 91 913.4295 2 1824.844447 0.0014 60.97 R M 0
2472 ESIDPIEAVRPAWLTPTVNNIAADLMVR 15.994915@M:26 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 108 1036.5461 3 3106.61647 0.0044 69.83 R I 0
2473 ESIEEAVSEVVNALKR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 45 591.6515 3 1771.93267 0.0011 72.17 R L 0
2474 ESLADVSDSER JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 34 604.2748 2 1206.535047 -0.0013 28.94 R Y 0
2475 ESLFWMNVK JW4279 ECK4307 fimC chaperone, periplasmic 20 577.2896 2 1152.564647 0.0009 53.72 R A JW0520
2476 ESLLDEAQGADCLMVKPAGAYLDIVR 57.021465@C:12 JW0361 ECK0366 hemB porphobilinogen synthase 111 945.4742 3 2833.40077 0.0020 64.20 R E 0
2477 ESLLMAMCIR 57.021465@C:8 JW2773 ECK2797 fucI L-fucose isomerase 23 612.3011 2 1222.587647 0.0004 54.33 R D 0
2478 ESLMVLR JW1272 ECK1275 yciM conserved protein 35 424.2388 2 846.463047 -0.0002 37.49 K D 0
2479 ESLPQMLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 35 487.2604 2 972.506247 0.0000 38.42 K G 0
2480 ESPYVNLIVTR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 20 645.856 2 1289.697447 -0.0005 46.53 K E 0
2481 ESTAYHEAGHAIIGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 75 806.3969 2 1610.779247 -0.0007 25.40 K L 0
2482 ESTVSDIVDSR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 51 604.2936 2 1206.572647 -0.0001 33.94 K R 0
2483 ESVGFLVTIK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 62 546.8187 2 1091.622847 0.0002 49.60 R E 0
2484 ESVLPGGAIEGDRDDYAAR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 46 995.9774 2 1989.940247 0.0010 37.29 K L 0
2485 ESWQDLPQNK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 28 622.7992 2 1243.583847 0.0006 33.53 K L 0
2486 ESYGYNGDYFLVYPIK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 31 964.4603 2 1926.906047 0.0021 57.97 R V 0
2487 ESYKVPYGAVLAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 46 712.8926 2 1423.770647 -0.0004 37.40 K G 0
2488 ESYTKEDLLASGR JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 72 734.8677 2 1467.720847 0.0004 30.55 R G 0
2489 ETAAIFDLYSHLLSDTR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 65 976.4914 2 1950.968247 -0.0003 66.75 K L 0
2490 ETADNLKK JW3262 ECK3287 secY preprotein translocase membrane subunit 15 459.7481 2 917.481647 -0.0001 14.11 R S 0
2491 ETATTAPVQTASPAQTTATPAAGAK JW3351 ECK3375 damX predicted protein 30 1171.5942 2 2341.173847 -0.0023 27.52 K T 0
2492 ETCHEVLK 57.021465@C:3 JW0710 ECK0709 gltA citrate synthase 42 508.2472 2 1014.479847 -0.0006 17.79 R E 0
2493 ETDLVTIGNDAWATGNPVFK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 92 1074.535 2 2147.055447 0.0020 59.21 K G 0
2494 ETDTFDTFMESSWYYAR JW0637 ECK0635 leuS leucyl-tRNA synthetase 74 1074.9462 2 2147.877847 -0.0004 65.72 R Y 0
2495 ETEAIGHVVR JW1194 ECK1191 ychF predicted GTP-binding protein 79 555.7986 2 1109.582647 -0.0002 22.45 R C 0
2496 ETEGQALK JW3619 ECK3634 yicC conserved protein 31 438.227 2 874.439447 -0.0001 17.29 R A 0
2497 ETGEKDALVVMK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 58 660.3473 2 1318.680047 -0.0002 29.93 K G 0
2498 ETGQSFLDNILSR JW3465 ECK3483 prlC oligopeptidase A 49 740.3759 2 1478.737247 0.0007 59.45 R G 0
2499 ETHEEYALSRPR JW3361 ECK3385 yrfF predicted inner membrane protein 13 496.5797 3 1486.71727 0.0010 22.55 K G 0
2500 ETHNLMVGGTADNGFGTALLYSGTR 15.994915@M:6 JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 73 866.7464 3 2597.21737 -0.0007 49.82 K G 0
2501 ETIIVHEIPYQVNK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 15 561.6424 3 1681.90537 0.0015 40.14 R A 0
2502 ETLAVCER 57.021465@C:6 JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 32 489.2393 2 976.464047 -0.0008 24.71 R A 0
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2503 ETLEDAVKHPEKYPQLTIR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 26 567.5556 4 2266.193294 -0.0024 44.37 R V 0
2504 ETLGDVTHR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 46 514.2619 2 1026.509247 -0.0002 23.18 K I 0
2505 ETLGSYEK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 36 463.7268 2 925.439047 -0.0002 23.28 R K 0
2506 ETLGSYEKK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 29 527.7742 2 1053.533847 -0.0004 19.80 R A 0
2507 ETLLTMAER JW0088 ECK0091 murG N-acetylglucosaminyl transferase 28 532.2764 2 1062.538247 0.0002 41.02 R A 0
2508 ETLYESLLSAMYR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 82 788.3901 2 1574.765647 0.0007 69.15 R F 0
2509 ETLYSFDQLK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 35 622.3139 2 1242.613247 0.0000 45.66 K T 0
2510 ETNYEPQLFLGFATDYR JW3794 ECK3815 pldA outer membrane phospholipase A 79 1032.4896 2 2062.964647 0.0011 62.95 R F 0
2511 ETPYEPMPENVEEIVAQAK JW0590 ECK0591 cstA carbon starvation protein 27 1087.518 2 2173.021447 -0.0034 56.54 K G 0
2512 ETPYVPIPEGGVK JW5791 ECK4344 yjiY predicted inner membrane protein 14 693.3701 2 1384.725647 0.0019 42.24 K I 0
2513 ETQIANMR JW2660 ECK2679 emrA multidrug efflux system 41 481.7399 2 961.465247 0.0001 24.10 K I 0
2514 ETQQMPEVGQR JW2185 ECK2189 ccmE periplasmic heme chaperone 48 651.8092 2 1301.603847 0.0005 26.37 R L 0
2515 ETQTNYGVNPVTLPAVNIYHPDSSIHPGGLTR JW0790 ECK0794 fiu predicted iron outer membrane transporter 42 862.6879 4 3446.722494 0.0007 50.64 R N 0
2516 ETSGVIR JW0120 ECK0123 gcd glucose dehydrogenase 16 381.2112 2 760.407847 -0.0001 18.75 R G 0
2517 ETTAQPEGER JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 31 559.2596 2 1116.504647 -0.0001 15.55 K A 0
2518 ETTAQPEGERANLR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 35 786.3926 2 1570.770647 0.0007 20.56 K V 0
2519 ETTFNELMNQQA JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 35 713.3202 2 1424.625847 0.0017 48.13 K - 0
2520 ETTLDPNTR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 25 523.7591 2 1045.503647 -0.0004 21.45 R R 0
2521 ETTLDPNTRR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 24 601.81 2 1201.605447 0.0004 19.35 R L 0
2522 ETTPELDALHK JW3927 ECK3946 yijP conserved inner membrane protein 39 627.3221 2 1252.629647 -0.0002 29.91 R T 0
2523 ETTQYQSIPMAPQLNPSHAGGVITLQR JW1446 ECK1445 yncD predicted iron outer membrane transporter 87 979.8354 3 2936.48437 0.0030 49.55 R H 0
2524 ETTSATGKPVLR JW1427 ECK1424 ydcL predicted lipoprotein 61 630.3509 2 1258.687247 -0.0009 19.98 K W 0
2525 ETTWFNPGTTSLAEGLPYVGLTEQDVQDAHAR JW2363 ECK2362 dsdA D-serine ammonia-lyase 122 1168.5628 3 3502.66657 0.0026 63.38 K L 0
2526 ETVEAMR JW3144 ECK3166 folP 7,8-dihydropteroate synthase 32 418.2025 2 834.390447 -0.0001 21.44 K V 0
2527 ETVLNLLALR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 31 571.3507 2 1140.686847 0.0003 60.69 K F 0
2528 ETVSADVSQFVAGLDQLVSGFDR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 132 1220.6033 2 2439.192047 0.0003 80.37 R T 0
2529 ETWDLFGITFDGHPNLR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 69 1009.4929 2 2016.971247 0.0020 65.62 R R 0
2530 ETYKYADMLAMSAKK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 43 583.9563 3 1748.84707 -0.0005 38.07 R D 0
2531 ETYNILK JW3619 ECK3634 yicC conserved protein 22 440.7425 2 879.470447 0.0003 33.28 K K 0
2532 EVAEIRAPEVVEEQR JW2501 ECK2513 yfgB predicted enzyme 51 877.4584 2 1752.902247 0.0016 35.98 K S 0
2533 EVAIANPMALPFVSK JW0120 ECK0123 gcd glucose dehydrogenase 43 793.9354 2 1585.856247 0.0026 58.25 R L 0
2534 EVAKIEGEISR JW4215 ECK4251 valS valyl-tRNA synthetase 42 615.8381 2 1229.661647 0.0001 24.76 K I 0
2535 EVAKIEGEISRIENK JW4215 ECK4251 valS valyl-tRNA synthetase 16 572.3157 3 1713.92527 -0.0008 36.36 K L 0
2536 EVALGENGIIEGAKPGTVLIDMSSIAPLASR JW5526 ECK3113 garR tartronate semialdehyde reductase 21 1036.8909 3 3107.65087 -0.0028 63.73 K E 0
2537 EVAQAAIALIDQPK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 58 733.9147 2 1465.814847 0.0008 49.56 R T 0
2538 EVASKANDAAGDGTTTATVLAQAIITEGLK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 54 972.8444 3 2915.51137 0.0029 64.01 K A 0
2539 EVASLCDGDTFSGEQLNLMLQQR 57.021465@C:6 JW0938 ECK0946 ycbZ predicted peptidase 99 1306.1076 2 2610.200647 -0.0046 58.68 K E 0
2540 EVASLTEDSLIEMMVGR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 16 940.4616 2 1878.908647 0.0020 67.01 R K 0
2541 EVDALGGLMAK JW3719 ECK3734 gidA glucose-inhibited cell-division protein 13 552.2922 2 1102.569847 0.0007 44.65 K A 0
2542 EVDFFSIGTNDLTQYTLAVDR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 77 1202.5872 2 2403.159847 0.0005 70.78 K G 0
2543 EVDIIVTTALIPGKPAPK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 78 931.5528 2 1861.091047 -0.0014 49.29 K L 0
2544 EVDSIIRDLTDAAVK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 22 822.945 2 1643.875447 0.0025 59.10 K M 0
2545 EVDWTQLDHVIDAVVAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 75 969.5022 2 1936.989847 0.0004 68.46 R I 0
2546 EVEATLMELR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 57 595.8078 2 1189.601047 -0.0002 45.28 K A 0
2547 EVEQALESAVNNAPIWFATPPAER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 94 1320.1594 2 2638.304247 0.0016 65.73 R A 0
2548 EVFGDKSPAISATK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 91 725.3824 2 1448.750247 -0.0008 29.07 R A 0
2549 EVGERPAVK JW5492 ECK2983 yghU predicted S-transferase 21 492.7772 2 983.539847 -0.0002 17.45 K R 0
2550 EVGMDWMSQDLAAR JW1315 ECK1318 ycjF conserved inner membrane protein 96 804.8608 2 1607.707047 -0.0001 53.28 R L 0
2551 EVHDAGGISVGDRWK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 75 813.405 2 1624.795447 -0.0002 31.49 K A 0
2552 EVHDAPAVR JW3794 ECK3815 pldA outer membrane phospholipase A 52 497.2591 2 992.503647 -0.0003 18.40 K G 0
2553 EVIGGDDAR JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 36 466.2273 2 930.440047 -0.0006 19.96 R Y 0
2554 EVIPFGASLR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 52 544.8085 2 1087.602447 0.0000 46.41 R Y 0
2555 EVIPPYYSVK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 15 597.8242 2 1193.633847 0.0006 40.51 K E 0
2556 EVIPQLDLTINNGEFLTLLGPSGCGK 57.021465@C:24 JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 91 1393.2262 2 2784.437847 0.0012 70.96 K T 0
2557 EVIYVDSPSK JW2553 ECK2567 lepA GTP binding membrane protein 42 568.7954 2 1135.576247 0.0001 29.93 R L 0
2558 EVIYVDSPSKLPAVNNIYELR JW2553 ECK2567 lepA GTP binding membrane protein 31 807.1007 3 2418.28027 0.0007 53.03 R E 0
2559 EVLESRLPGILELSR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 37 570.9967 3 1709.96827 0.0009 52.20 K T 0
2560 EVLGKFDK JW4038 ECK4070 gltP glutamate/aspartate:proton symporter 25 468.2632 2 934.511847 -0.0004 25.27 R T 0
2561 EVLGKFDKTADQ JW4038 ECK4070 gltP glutamate/aspartate:proton symporter 60 675.849 2 1349.683447 0.0008 27.68 R - 0
2562 EVLIFGGQEVETK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 39 724.886 2 1447.757447 0.0017 47.06 K R 0
2563 EVLIFGGQEVETKR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 11 535.6263 3 1603.85707 0.0002 40.84 K F 0
2564 EVLNRIPGVSAPENNGTGSHDLAMNFGIR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 21 767.136 4 3064.514894 0.0001 50.84 R G 0
2565 EVLQQFDDQSR JW1175 ECK1174 nhaB sodium:proton antiporter 67 682.8259 2 1363.637247 0.0005 34.61 R H 0
2566 EVLTTNVTPTTGLTPYAR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 54 967.5151 2 1933.015647 0.0000 44.51 R T 0
2567 EVNVPDIGGDEVEVTEVMVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 41 1079.5339 2 2157.053247 0.0023 55.84 K V 0
2568 EVPAAIQK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 34 428.2502 2 854.485847 -0.0002 21.63 R A 0
2569 EVPADAYYGVHTLR JW4099 ECK4133 aspA aspartate ammonia-lyase 80 795.8989 2 1589.783247 -0.0004 36.29 R A 0
2570 EVPGVQLTNEGDNR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 60 764.374 2 1526.733447 0.0010 33.18 K K 0
2571 EVPGVQLTNEGDNRK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 56 828.4208 2 1654.827047 -0.0003 28.29 K G 0
2572 EVPPQAGHDIYLTLDLK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 15 637.006 3 1907.99617 -0.0032 50.18 K L 0
2573 EVPVEVKPEVR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 46 640.864 2 1279.713447 0.0000 27.29 R V 0
2574 EVQETIVK JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 34 473.266 2 944.517447 -0.0004 24.19 R R 0
2575 EVQETIVKR JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 52 551.3166 2 1100.618647 -0.0003 20.88 R L 0
2576 EVQRVGSNQIISVDVR JW3968 ECK3996 zraR fused DNA-binding response regulator in two-component regulatory system with ZraS 13 600.3318 3 1797.97357 0.0039 62.97 R L 0
2577 EVRLPSGGSIVIDSTEALTAIDINSAR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 57 928.8303 3 2783.46907 0.0028 65.07 R A 0
2578 EVRPDAIICTGR 57.021465@C:9 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 24 462.9098 3 1385.70757 -0.0011 33.13 K S 0
2579 EVSFAGQK JW2715 ECK2740 truD pseudoruidine synthase 13 433.2242 2 864.433847 -0.0003 22.79 R D 0
2580 EVSFAGQKDK JW2715 ECK2740 truD pseudoruidine synthase 42 554.7852 2 1107.555847 -0.0002 19.96 R H 0
2581 EVSNPSAIFLSR JW4352 ECK4381 radA predicted repair protein 45 660.3514 2 1318.688247 0.0001 45.97 R G 0
2582 EVSNRDDVEQR JW2715 ECK2740 truD pseudoruidine synthase 18 673.8188 2 1345.623047 0.0008 16.67 R L 0
2583 EVSSLLTDADYR JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 40 684.8355 2 1367.656447 -0.0004 42.18 K S 0
2584 EVSVHREEIYQR JW2666 ECK2691 csrA pleiotropic regulatory protein for carbon source metabolism 28 515.5984 3 1543.77337 -0.0007 23.42 K I 0
2585 EVTIGAR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 29 373.2136 2 744.412647 -0.0004 25.62 R N 0
2586 EVTTTPLAADDWK JW4135 ECK4173 purA adenylosuccinate synthetase 33 723.8601 2 1445.705647 0.0017 43.00 R G 0
2587 EVVDFCHR 57.021465@C:6 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 31 531.245 2 1060.475447 -0.0005 27.76 K F 0
2588 EVVLGMAHR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 18 506.2737 2 1010.532847 -0.0002 27.07 R G 0
2589 EVVLPFNKFPGVDPLLGPEMR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 13 785.4245 3 2353.25167 0.0014 63.62 K S 0
2590 EVVYTDWEQVANFAR JW3827 ECK3842 hemG protoporphyrin oxidase, flavoprotein 101 913.9386 2 1825.862647 -0.0007 59.24 K E 0
2591 EWANDLDQLINLEK JW5689 ECK3404 malP maltodextrin phosphorylase 65 850.9279 2 1699.841247 -0.0005 62.79 K F 0
2592 EWANDLDQLINLEKFADDAK JW5689 ECK3404 malP maltodextrin phosphorylase 31 783.3869 3 2347.13887 0.0058 67.73 K F 0
2593 EWAPLVMEGR JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 12 594.2976 2 1186.580647 0.0002 48.80 K D 0
2594 EWAPLVMEGRDPQQK JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 50 892.4438 2 1782.873047 0.0008 41.97 K V 0
2595 EWDKADAAFDNR JW1575 ECK1578 ynfB predicted protein 12 479.8842 3 1436.63077 -0.0012 33.10 K D 0
2596 EWGTALPK JW1823 ECK1833 yebT conserved protein 30 451.2424 2 900.470247 -0.0002 34.09 R - 0
2597 EWQPVLTYGDLTR JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 24 789.401 2 1576.787447 -0.0012 53.36 K L 0
2598 EWQSGTFVAPTLIELDDFAELQK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 70 1319.1566 2 2636.298647 -0.0022 71.10 R E 0
2599 EWYFANNYIYDMGR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 39 921.4019 2 1840.789247 0.0015 60.73 K N 0
2600 EYAATQVDGQR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 78 619.2937 2 1236.572847 -0.0007 22.83 R K 0
2601 EYAATQVDGQRK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 49 683.3413 2 1364.668047 -0.0003 19.91 R D 0
2602 EYASFTQEQVDK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 71 722.8341 2 1443.653647 0.0020 33.27 R I 0
2603 EYASFTQEQVDKIFR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 16 620.9758 3 1859.90557 0.0003 51.08 R A 0
2604 EYAVQQNINILR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 78 730.8969 2 1459.779247 0.0009 44.87 R N 0
2605 EYCDLLR 57.021465@C:3 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 23 484.7286 2 967.442647 -0.0007 36.89 K R 0
2606 EYDLDLITTAPTVVYEVETTSR JW2553 ECK2567 lepA GTP binding membrane protein 32 839.0877 3 2514.24127 0.0036 68.37 R E 0
2607 EYDTNVLKPFQEVLNDPAPK JW3927 ECK3946 yijP conserved inner membrane protein 52 773.0625 3 2316.16567 0.0020 57.33 R K 0
2608 EYEDKVLTSK JW2703 ECK2728 mutS methyl-directed mismatch repair protein 54 606.3112 2 1210.607847 -0.0002 23.44 K G 0
2609 EYEKPLNVYGYSK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 39 795.3965 2 1588.778447 0.0012 33.23 R F 0
2610 EYEMEVVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 22 527.7475 2 1053.480447 0.0004 34.47 K D 0
2611 EYGVESLHK JW0328 ECK0334 codA cytosine deaminase 29 531.2666 2 1060.518647 -0.0003 26.80 R T 0
2612 EYLGELFSR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 49 557.2829 2 1112.551247 0.0011 49.35 R G 0
2613 EYLIMTTPYFVPSDDLLHAICTAAQR 57.021465@C:21 JW1241 ECK1243 cls cardiolipin synthase 1 49 1009.164 3 3024.47017 -0.0024 71.29 R G 0
2614 EYLPASYHEGSK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 34 690.8257 2 1379.636847 0.0012 24.54 K N 0
2615 EYLPASYHEGSKNPVAR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 33 639.9873 3 1916.94007 0.0020 28.54 K E 0
2616 EYNTIYTIK JW3601 ECK3616 rfaJ UDP-D-glucose:(galactosyl)lipopolysaccharide glucosyltransferase 17 572.7979 2 1143.581247 0.0001 38.44 R S 0
2617 EYQQPISGQLLLK JW2363 ECK2362 dsdA D-serine ammonia-lyase 33 758.922 2 1515.829447 -0.0003 45.34 K K 0
2618 EYQQPISGQLLLKK JW2363 ECK2362 dsdA D-serine ammonia-lyase 67 822.9695 2 1643.924447 -0.0001 39.16 K D 0
2619 EYSPLAVK JW4099 ECK4133 aspA aspartate ammonia-lyase 26 453.7501 2 905.485647 -0.0002 31.44 K K 0
2620 EYSPLAVKK JW4099 ECK4133 aspA aspartate ammonia-lyase 14 517.7975 2 1033.580447 -0.0004 24.25 K L 0
2621 EYTLASLR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 43 476.7581 2 951.501647 -0.0009 38.77 R N 0
2622 EYTLSGSYTF JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 60 584.2643 2 1166.514047 0.0010 51.20 R - 0
2623 EYVLIDTAGVR JW5403 ECK2507 der predicted GTP-binding protein 61 618.3352 2 1234.655847 0.0001 43.84 R K 0
2624 EYWTEYFQIMK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 25 769.3557 2 1536.696847 0.0010 61.96 K R 0
2625 FAAAGAAIR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 33 424.2426 2 846.470647 -0.0004 25.79 R Y 0
2626 FAAEIVDISR JW1279 ECK1281 rnb ribonuclease II 23 560.8033 2 1119.592047 -0.0004 42.55 R G 0
2627 FAAENKNTYGALASLELAQQFVDKNELEK JW2497 ECK2509 yfgM conserved protein 40 811.1647 4 3240.629694 -0.0005 59.60 K A 0
2628 FAAEQPENGKNHPR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 42 532.2622 3 1593.76477 0.0001 18.02 R N 0
2629 FAALAGAIDEEKVVLESLGSIK JW0361 ECK0366 hemB porphobilinogen synthase 94 754.0859 3 2259.23587 -0.0004 69.69 K R 0
2630 FAALAGAIDEEKVVLESLGSIKR JW0361 ECK0366 hemB porphobilinogen synthase 57 806.1203 3 2415.33907 0.0018 64.69 K A 0
2631 FAALEAAGVK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 43 488.7767 2 975.538847 -0.0001 36.61 K T 0
2632 FADFNAGWYASR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 72 702.8203 2 1403.626047 0.0002 47.70 R N 0
2633 FADIVNANINALLEKAEDPQK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 34 771.7419 3 2312.20387 0.0026 63.27 R L 0
2634 FADVACAGPLLAAELDALGK 57.021465@C:6 JW2893 ECK2922 pgk phosphoglycerate kinase 60 668.0153 3 2001.02407 0.0001 67.51 K A 0
2635 FADYDEAR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 43 493.7144 2 985.414247 0.0002 25.25 K F 0
2636 FAEADAHYHSAPPSR JW1001 ECK1006 putP proline:sodium symporter 99 828.3814 2 1654.748247 -0.0006 21.67 R L 0
2637 FAEADAHYHSAPPSRLQES JW1001 ECK1006 putP proline:sodium symporter 67 1056.9911 2 2111.967647 0.0016 27.16 R - 0
2638 FAEGLETVGDNFLR JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 93 784.3916 2 1566.768647 0.0009 55.95 R H 0
2639 FAENAYFIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 39 551.7817 2 1101.548847 -0.0006 41.49 R Q 0
2640 FAGANDRLTTQMK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 45 726.8668 2 1451.719047 0.0001 27.97 K S 0
2641 FAGDDLPSNPVACALAIADK 57.021465@C:13 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 67 1023.006 2 2043.997447 0.0040 62.90 R M 0
2642 FAGEQLVK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 59 446.2503 2 890.486047 -0.0001 30.83 R G 0
2643 FAGKDVFLK JW5794 ECK4349 mdoB phosphoglycerol transferase I 36 512.7943 2 1023.574047 -0.0012 33.05 R S 0
2644 FAIDQEKLEK JW0007 ECK0008 talB transaldolase B 43 610.8294 2 1219.644247 -0.0006 31.47 K M 0
2645 FALDKVPGDVTLVSGTTCSIAVGQ 57.021465@C:18 JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 53 1218.1279 2 2434.241247 -0.0002 56.07 R - 0
2646 FANPYDFYR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 20 596.7755 2 1191.536447 0.0016 46.55 R L 0
2647 FAPLNSWPDNVSLDK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 34 851.9267 2 1701.838847 0.0026 53.50 R A 0
2648 FAPYLAK JW2363 ECK2362 dsdA D-serine ammonia-lyase 27 405.2302 2 808.445847 -0.0024 31.66 R A 0
2649 FASTHTDSSAQTVSLEDYVSR JW0462 ECK0467 htpG molecular chaperone HSP90 family 44 767.6926 3 2300.05597 0.0004 41.02 R M 0
2650 FATAGVDVPDSVFYTSAMATADFLR JW0661 ECK0663 nagD UMP phosphatase 96 1326.6343 2 2651.254047 -0.0037 75.27 R R 0
2651 FATGDIDHTLLTGVDFMR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 63 1004.9946 2 2007.974647 0.0022 61.08 K M 0
2652 FATHGGYLLQGK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 32 431.2304 3 1290.66937 -0.0026 31.74 R E 0
2653 FATITAYDYSFAK JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 66 749.3668 2 1496.719047 0.0003 49.98 R L 0
2654 FATLSFDVQK JW0907 ECK0915 mukB fused chromosome partitioning proteins 45 578.3059 2 1154.597247 0.0001 45.71 R T 0
2655 FATSDLNDLYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 65 657.8196 2 1313.624647 -0.0005 44.27 R R 0
2656 FATSDLNDLYRR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 21 735.8703 2 1469.726047 -0.0002 41.70 R V 0
2657 FAVNQYR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 47 449.2324 2 896.450247 -0.0002 27.62 R F 0
2658 FAYGIKDPIYQK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 58 721.8881 2 1441.761647 0.0011 39.47 K T 0
2659 FAYVDILQNPDIR JW1646 ECK1650 ydhD conserved protein 95 782.4114 2 1562.808247 -0.0011 55.46 R A 0
2660 FCGAEGLNNVITLSTFR 57.021465@C:2 JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 109 949.9749 2 1897.935247 -0.0002 58.38 R N 0
2661 FCLPNSR 57.021465@C:2 JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 19 447.2185 2 892.422447 -0.0001 30.86 R V 0
2662 FCSTAQQGFNR 57.021465@C:2 JW2501 ECK2513 yfgB predicted enzyme 71 658.2956 2 1314.576647 -0.0009 25.24 K N 0
2663 FCVPNKEVMPER 57.021465@C:2 JW2662 ECK2681 luxS S-ribosylhomocysteinase 28 502.5793 3 1504.71607 -0.0006 33.11 R G 0
2664 FDAHDFADQAK JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 60 632.7835 2 1263.552447 0.0004 32.91 R A 0
2665 FDDIAQK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 44 418.7105 2 835.406447 -0.0012 22.62 K V 0
2666 FDEHFVLDILVDDGHVR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 57 676.0064 3 2024.99737 0.0017 64.78 R G 0
2667 FDEQGFVQIQGR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 77 712.3518 2 1422.689047 0.0000 42.12 R A 0
2668 FDFPDRDDENWLCHSLYLPESESMTR 57.021465@C:13 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 19 815.6076 4 3258.401294 -0.0011 61.02 R R 0
2669 FDFSHNEAMKPEEIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 58 617.2892 3 1848.84577 -0.0006 37.99 R A 0
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2670 FDGFVHSIGFAPGDQLDGDYVNAVTR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 59 933.1117 3 2796.31327 -0.0011 57.72 K E 0
2671 FDGNACVLLNNNSEQPIGTR 57.021465@C:6 JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 40 1110.0295 2 2218.044447 0.0008 44.06 R I 0
2672 FDGTVEVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 11 447.732 2 893.449447 0.0001 38.80 R D 0
2673 FDGVLASELADPQLYK JW2101 ECK2107 metG methionyl-tRNA synthetase 90 883.4542 2 1764.893847 0.0004 55.68 R T 0
2674 FDISVTPQLAAK JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 25 645.3585 2 1288.702447 -0.0003 46.30 K A 0
2675 FDLNPAR JW2504 ECK2516 yfhM conserved protein 21 416.7193 2 831.424047 0.0002 32.02 R N 0
2676 FDMEIEEDLVEEVAR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 109 912.4233 2 1822.832047 0.0026 67.09 R V 0
2677 FDMSEYMER JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 62 604.2411 2 1206.467647 -0.0008 45.08 R H 0
2678 FDPSSGCLPK 57.021465@C:7 JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 18 554.2605 2 1106.506447 -0.0001 32.90 K S 0
2679 FDSQQTFTR JW4359 ECK4388 rob DNA-binding transcriptional activator 57 565.2673 2 1128.520047 0.0001 28.44 R A 0
2680 FDSTDTQLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 71 541.7593 2 1081.504047 0.0001 26.85 R A 0
2681 FDSVLNEAVK JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 11 561.2956 2 1120.576647 0.0003 42.26 K - 0
2682 FDTIADNENLNISSK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 33 840.9074 2 1679.800247 0.0001 42.04 K G 0
2683 FDVHTNAEQNLFEPIVR JW5625 ECK3691 gyrB DNA gyrase, subunit B 67 1015.0134 2 2028.012247 0.0058 50.29 K V 0
2684 FEELNSTEYQK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 84 694.3225 2 1386.630447 0.0001 31.41 R R 0
2685 FEELNSTEYQKR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 66 772.3729 2 1542.731247 -0.0001 27.11 R N 0
2686 FEFGPGVR JW1711 ECK1720 ydiY conserved protein 36 454.7349 2 907.455247 0.0000 38.59 R Y 0
2687 FEGNDTSKDAVLR JW0172 ECK0176 yaeT conserved protein 70 726.3598 2 1450.705047 -0.0002 26.04 R R 0
2688 FEGNDTSKDAVLRR JW0172 ECK0176 yaeT conserved protein 34 804.4103 2 1606.806047 -0.0001 23.79 R E 0
2689 FEGTALLR JW4218 ECK4254 yjgP conserved inner membrane protein 63 453.7557 2 905.496847 -0.0002 37.54 R D 0
2690 FEHDINDNTTIR JW0790 ECK0794 fiu predicted iron outer membrane transporter 49 737.8493 2 1473.684047 -0.0008 26.86 R N 0
2691 FELKPTLEK JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 20 368.8813 3 1103.62207 -0.0006 33.45 R V 0
2692 FEPLNATANQDYQR JW0628 ECK0626 rlpA minor lipoprotein 90 833.8944 2 1665.774247 -0.0003 35.89 R D 0
2693 FEQADGGTLFLDEIGDMPLDVQTR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 109 1334.1327 2 2666.250847 -0.0025 67.49 R L 0
2694 FEQGHPVALNGK JW3140 ECK3161 argG argininosuccinate synthetase 10 432.8945 3 1295.66167 -0.0006 24.54 R T 0
2695 FESEVYILSK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 27 607.82 2 1213.625447 0.0024 44.22 K D JW3943
2696 FESEVYILSKDEGGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 70 864.9261 2 1727.837647 0.0012 40.82 K H JW3943
2697 FEVEKDTIGDIIILPR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 11 620.0167 3 1857.02827 0.0037 57.04 K E 0
2698 FEVGEGIEKVETDFAAEVAAMSK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 81 819.7342 3 2456.18077 0.0029 71.15 R Q 0
2699 FFAGGDR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 40 385.1849 2 768.355247 -0.0001 24.31 R S 0
2700 FFDELDAFFTELEK JW3506 ECK3523 bcsG predicted inner membrane protein 120 875.915 2 1749.815447 0.0017 79.66 K S 0
2701 FFDNDVNQVPK JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 11 661.8222 2 1321.629847 -0.0004 36.97 R Y 0
2702 FFETQSSK JW1596 ECK1599 ydgH predicted protein 45 487.2345 2 972.454447 -0.0009 24.84 R G 0
2703 FFETVNPLK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 17 547.7979 2 1093.581247 0.0006 46.85 R V 0
2704 FFETVNPLKVGK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 21 460.2625 3 1377.76567 0.0002 44.26 R E 0
2705 FFETVTPIKPDATFVTQR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 68 1049.0548 2 2096.095047 0.0008 50.57 R V 0
2706 FFGDDLPDQPAQPFEGLGSGVIINASK JW3203 ECK3223 degQ serine endoprotease, periplasmic 53 940.4694 3 2818.38637 0.0051 64.52 K G 0
2707 FFQQPALR JW0740 ECK0746 galK galactokinase 44 503.7767 2 1005.538847 -0.0006 35.06 R D 0
2708 FFQVYDPAYYDSK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 70 821.8753 2 1641.736047 0.0011 50.68 R T 0
2709 FFSIDGTKLPDAVEEAIEAEMEK JW3143 ECK3165 glmM phosphoglucosamine mutase 41 857.0865 3 2568.23767 0.0071 70.86 K E 0
2710 FFTGQITAAGK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 75 570.806 2 1139.597447 0.0000 36.54 R V 0
2711 FFTVSDAR JW4028 ECK4060 actP acetate transporter 53 471.7373 2 941.460047 -0.0006 34.87 R E 0
2712 FFVASDVHPQTLDVVR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 74 915.4806 2 1828.946647 -0.0004 46.16 R T 0
2713 FFWQQTGQDR JW1200 ECK1197 lolB chaperone for lipoproteins 25 656.8083 2 1311.602047 0.0024 45.36 R Y 0
2714 FGADGIVVSNHGGR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 88 693.3492 2 1384.683847 -0.0009 30.28 R Q 0
2715 FGAEVLR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 43 396.2241 2 790.433647 0.0000 31.39 R A 0
2716 FGAIAGCMVTEGVVK 57.021465@C:7 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 78 769.8899 2 1537.765247 0.0020 45.76 K R 0
2717 FGANSVLKPEIK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 59 651.8739 2 1301.733247 -0.0010 34.35 R R 0
2718 FGANVAVR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 84 417.2349 2 832.455247 -0.0003 26.91 R L 0
2719 FGDEGEYR JW4198 ECK4234 treC trehalose-6-P hydrolase 50 486.7062 2 971.397847 -0.0006 20.53 R V 0
2720 FGDEGEYRVPAAK JW4198 ECK4234 treC trehalose-6-P hydrolase 37 480.2365 3 1437.68767 -0.0011 29.98 R M 0
2721 FGDGHLNER JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 19 348.8333 3 1043.47807 -0.0004 20.93 R I 0
2722 FGDLDQNK JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 34 468.7242 2 935.433847 -0.0010 24.03 K T 0
2723 FGDLGASQVDMTLAHTGYTAGQVLR JW3578 ECK3593 lldP L-lactate permease 104 870.0993 3 2607.27607 0.0010 55.51 R A 0
2724 FGDPGVR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 47 374.1926 2 746.370647 -0.0005 23.07 R L 0
2725 FGEEEDDIAR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 51 590.7597 2 1179.504847 0.0006 29.15 R L 0
2726 FGEGTIVNMEGSGEHSR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 34 602.9406 3 1805.79997 -0.0001 35.69 K L 0
2727 FGEIEEVELGR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 53 639.3226 2 1276.630647 0.0007 45.30 K I 0
2728 FGEIEEVELGRIQK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 53 549.6303 3 1645.86907 0.0016 43.92 K I 0
2729 FGETYINR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 72 500.2481 2 998.481647 -0.0005 30.81 K E 0
2730 FGGESVLAGSIIVR JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 97 702.8954 2 1403.776247 -0.0009 49.63 R Q 0
2731 FGGNLTAAEEK JW5283 ECK1749 ydjY predicted protein 73 568.7824 2 1135.550247 -0.0007 28.26 R K 0
2732 FGGNLTAAEEKK JW5283 ECK1749 ydjY predicted protein 77 632.8302 2 1263.645847 0.0001 23.89 R T 0
2733 FGGQILDTVDIENYISVPKTEGQK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 31 884.458 3 2650.35217 0.0033 59.54 R L 0
2734 FGGTSVANAER JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 40 554.7726 2 1107.530647 -0.0002 24.65 K F 0
2735 FGIDMNTDYTLEEVGK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 49 916.4259 2 1830.837247 0.0027 54.16 R Q 0
2736 FGIDMNTDYTLEEVGKQFDVTR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 103 1289.6117 2 2577.208847 0.0032 62.88 R E 0
2737 FGIGGSNLQGAQR JW2715 ECK2740 truD pseudoruidine synthase 33 652.8391 2 1303.663647 0.0004 34.31 R W 0
2738 FGISEGMVMAAGPGGK JW2101 ECK2107 metG methionyl-tRNA synthetase 87 754.8649 2 1507.715247 -0.0009 46.36 R D 0
2739 FGLLEMSR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 62 476.7495 2 951.484447 -0.0003 46.79 R Q 0
2740 FGPDAFTVQATR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 78 655.3301 2 1308.645647 -0.0005 42.41 R T 0
2741 FGQGEAAPVVAPAPAPAPEVQTK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 57 1116.5866 2 2231.158647 0.0000 38.37 R H 0
2742 FGSELLAK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 47 432.7451 2 863.475647 0.0004 35.19 K F 0
2743 FGSSISGSHVAIDDIEGAWNSSTQYEGGNK JW3841 ECK3863 glnA glutamine synthetase 23 1038.4739 3 3112.39987 -0.0011 54.18 R G 0
2744 FGSTSELR JW3116 ECK3135 yraM conserved protein 48 448.7273 2 895.440047 0.0001 24.97 K A 0
2745 FGVEDGSVEGLR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 92 632.8117 2 1263.608847 -0.0007 39.37 R A 0
2746 FGVEDGSVEGLRAEVR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 45 573.9598 3 1718.85757 -0.0011 41.58 R K 0
2747 FGVTPAYLVNADVIQIK JW3179 ECK3202 gltB glutamate synthase, large subunit 104 924.5183 2 1847.022047 0.0028 60.04 R V 0
2748 FGWGLTVAIEPPELETR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 37 958.0024 2 1913.990247 0.0015 65.02 R V 0
2749 FGWQAEEAVDIAR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 108 746.3659 2 1490.717247 0.0019 47.90 R N 0
2750 FGYEFFLADLDGEVR JW3213 ECK3233 tldD predicted peptidase 20 889.4239 2 1776.833247 -0.0026 68.74 R A 0
2751 FGYGHYTGIDLAEER JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 29 576.6051 3 1726.79347 -0.0016 42.68 K S 0
2752 FGYGYVNLK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 58 530.7767 2 1059.538847 0.0000 43.45 R D 0
2753 FIAATNVNDTVPR JW0003 ECK0004 thrC threonine synthase 89 709.3757 2 1416.736847 0.0008 34.62 R F 0
2754 FIASYGTSYK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 51 568.7846 2 1135.554647 -0.0003 32.28 R A 0
2755 FICGTQDSHK 57.021465@C:3 JW3592 ECK3607 kbl glycine C-acetyltransferase 14 398.1848 3 1191.53257 -0.0018 19.51 R E 0
2756 FICGTQDSHKELEQK 57.021465@C:3 JW3592 ECK3607 kbl glycine C-acetyltransferase 38 607.293 3 1818.85717 0.0002 22.84 R L 0
2757 FICIADASK 57.021465@C:3 JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 15 512.7606 2 1023.506647 0.0008 34.97 K Q 0
2758 FIEAMDDDFNTPEAYSVLFDMAR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 99 1349.0929 2 2696.171247 -0.0062 72.19 R E 0
2759 FIEQDPEGQYGLEAAFR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 24 985.4678 2 1968.921047 -0.0006 51.65 K S 0
2760 FIFLEEGDIAEITRR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 15 603.6562 3 1807.94677 0.0001 56.42 R S 0
2761 FIGELPEECVEEVR 57.021465@C:9 JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 74 853.4087 2 1704.802847 0.0001 46.47 R L 0
2762 FIGHTMADAMPLDPDKNAAR JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 46 543.5148 4 2170.030094 0.0001 40.42 R D 0
2763 FILGEKGEVLDIVAEPR JW1279 ECK1281 rnb ribonuclease II 28 629.0191 3 1884.03547 -0.0001 53.58 R R 0
2764 FILLDEPFAGVDPISVIDIK JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 87 1101.1098 2 2200.205047 0.0019 76.30 K R 0
2765 FILLDEPFAGVDPISVIDIKR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 34 786.4427 3 2356.30627 0.0020 70.14 K I 0
2766 FIMGSVSDR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 71 506.2501 2 1010.485647 0.0002 33.74 K S 0
2767 FINGLKK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 33 410.2585 2 818.502447 0.0011 21.08 K A 0
2768 FIQSTLHLDIPEDYQER JW0195 ECK0199 metN DL-methionine transporter subunit -!- ATP-binding component of ABC superfamily 30 702.0164 3 2103.02737 0.0000 48.78 K L 0
2769 FIQVPTTLLSQVDSSVGGK JW3352 ECK3376 aroB 3-dehydroquinate synthase 118 988.5382 2 1975.061847 -0.0006 60.65 R T 0
2770 FISENGAVVDMDHK JW3096 ECK3115 garP predicted (D)-galactarate transporter 114 781.369 2 1560.723447 -0.0008 34.12 K K 0
2771 FITIINNTLSDIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 98 760.4277 2 1518.840847 0.0003 57.67 R R 0
2772 FITIINNTLSDIRR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 36 559.3209 3 1674.94087 -0.0009 53.07 R L 0
2773 FITLVADAR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 22 503.2903 2 1004.566047 0.0006 40.71 R H 0
2774 FITPDNVQNGVVFWNQYEDALNR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 95 1370.1609 2 2738.307247 -0.0016 63.75 K A 0
2775 FIWVQQPGS JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 52 531.2743 2 1060.534047 -0.0001 49.12 K - 0
2776 FKAIATPDR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 49 509.7873 2 1017.560047 -0.0007 23.46 K A 0
2777 FKDDVNEVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 24 374.5242 3 1120.55077 -0.0003 22.49 R N 0
2778 FKEAHPEIPTK JW0623 ECK0621 lipA lipoate synthase 36 432.9028 3 1295.68657 -0.0008 23.32 R S 0
2779 FKETDLVTIGNDAWATGNPVFK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 47 808.4132 3 2422.21777 0.0011 58.49 K G 0
2780 FKGNASVLPADNTLATVTFK JW5283 ECK1749 ydjY predicted protein 17 698.7121 3 2093.11447 -0.0012 46.35 K I 0
2781 FKLNDVEDILPESLPLGIR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 32 723.4042 3 2167.19077 0.0021 66.27 R Q 0
2782 FLADDPQAVADLSR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 87 759.3833 2 1516.752047 0.0000 46.46 R F 0
2783 FLAGEAR JW0513 ECK0517 lpxH UDP-2,3-diacylglucosamine pyrophosphatase 21 382.2085 2 762.402447 0.0001 24.12 R K 0
2784 FLAVPAEALVYTMK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 61 776.926 2 1551.837447 0.0004 61.27 K G 0
2785 FLAVPAEALVYTMKGDQK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 23 661.0195 3 1980.03667 -0.0023 56.93 K Y 0
2786 FLDEDEMQR JW0566 ECK0569 ybdG predicted mechanosensitive channel 57 591.7571 2 1181.499647 -0.0027 32.94 R L 0
2787 FLDQVAAK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 43 446.2501 2 890.485647 -0.0005 30.02 R D 0
2788 FLEAEDFDAAIIFVR JW5531 ECK3150 deaD ATP-dependent RNA helicase 63 878.452 2 1754.889447 0.0016 69.01 R T 0
2789 FLECSESELNR 57.021465@C:4 JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 73 692.3142 2 1382.613847 0.0002 33.50 R H 0
2790 FLEEGDKAK JW5829 ECK1716 infC protein chain initiation factor IF-3 22 346.1815 3 1035.52267 -0.0009 20.85 R I 0
2791 FLEGAAR JW3715 ECK3730 atpE F0 sector of membrane-bound ATP synthase, subunit c 27 382.2085 2 762.402447 0.0001 24.77 K Q 0
2792 FLENPADPR JW5687 ECK3410 glpG predicted intramembrane serine protease 69 529.7666 2 1057.518647 -0.0006 30.71 R Y 0
2793 FLFDEYVR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 17 544.7741 2 1087.533647 -0.0002 53.10 K Q 0
2794 FLFNNGYADQITSVLK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 21 915.4751 2 1828.935647 -0.0001 60.31 R A 0
2795 FLGAELPYSVTVEIER JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 98 911.9835 2 1821.952447 0.0013 58.64 R F 0
2796 FLGVGEK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 23 375.2131 2 748.411647 -0.0002 31.50 K T 0
2797 FLLELPQDDLIWEQER JW5604 ECK3770 rep DNA helicase and single-stranded DNA-dependent ATPase 87 1022.5241 2 2043.033647 0.0023 65.76 R K 0
2798 FLLQEVLEK JW0424 ECK0428 yajG predicted lipoprotein 59 559.8263 2 1117.638047 -0.0003 54.45 R Q 0
2799 FLNAEIIEDILDR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 95 780.918 2 1559.821447 0.0021 69.25 K T 0
2800 FLNDPQAFNEAFAR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 113 820.397 2 1638.779447 0.0005 51.34 R A 0
2801 FLREEMGVK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 16 370.1987 3 1107.57427 -0.0003 28.74 K K 0
2802 FLREGVEDQLILEK JW1715 ECK1724 yniB predicted inner membrane protein 48 563.6447 3 1687.91227 -0.0023 44.19 R A 0
2803 FLSALAGENDPEAK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 95 731.3649 2 1460.715247 0.0005 37.65 R R 0
2804 FLSANQTLR JW5336 ECK2057 yegH fused predicted membrane proteins 67 525.2903 2 1048.566047 -0.0005 31.46 R Q 0
2805 FLSAPEAVEYGLVDSILTHRN JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 25 777.7378 3 2330.19157 0.0011 66.11 R - 0
2806 FLSELTAAEGLER JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 36 718.3749 2 1434.735247 -0.0002 50.16 R Y 0
2807 FLSGYHQL JW2287 ECK2284 yfbQ predicted aminotransferase 21 482.7478 2 963.481047 -0.0004 37.43 R - 0
2808 FLSQPFFVAEVFTGSPGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 121 979.5071 2 1956.999647 0.0013 66.52 R Y 0
2809 FLTDDTR JW5283 ECK1749 ydjY predicted protein 36 434.2139 2 866.413247 -0.0001 25.84 R H 0
2810 FLTGYDLR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 55 492.7608 2 983.507047 -0.0005 40.98 R H 0
2811 FLVCNEDIDHIIGYVDSK 57.021465@C:4 JW4177 ECK4214 ytfL predicted inner membrane protein 51 713.0145 3 2136.02167 0.0020 59.74 K D 0
2812 FLVCNEDIDHIIGYVDSKDLLNR 57.021465@C:4 JW4177 ECK4214 ytfL predicted inner membrane protein 51 687.8471 4 2747.359294 0.0005 64.63 K V 0
2813 FMASGDTSR JW2504 ECK2516 yfhM conserved protein 43 486.2163 2 970.418047 0.0002 20.76 R L 0
2814 FMELIDALAQETADMPLHVQTDR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 85 882.0977 3 2643.27127 0.0039 71.95 R V 0
2815 FMGEPEFTIDNADQYPEILR 15.994915@M:2 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 79 1201.0532 2 2400.091847 -0.0024 57.32 R E 0
2816 FMGEPEFTIDNADQYPEILRER JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 23 890.7566 3 2669.24797 0.0049 58.16 R G 0
2817 FMKEPQEVR JW5531 ECK3150 deaD ATP-dependent RNA helicase 42 388.5339 3 1162.57987 -0.0005 23.50 R I 0
2818 FMPLDTENGQVPERLDFELACC 57.021465@C:21,57.021465@C:22 JW0099 ECK0102 yacF conserved protein 42 1321.0892 2 2640.163847 -0.0020 61.07 R - 0
2819 FMQLQQQISAER JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 112 739.8747 2 1477.734847 0.0001 39.09 R L 0
2820 FMVANNAELER JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 65 647.3166 2 1292.618647 0.0004 37.47 R S 0
2821 FNADDSKVK JW1490 ECK1489 yddB predicted porin protein 11 512.2588 2 1022.503047 -0.0002 19.04 R L 0
2822 FNAEVDEPRPGLR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 50 500.5912 3 1498.75177 -0.0011 31.95 R R 0
2823 FNAFGDGVAQLGR JW0755 ECK0761 ybhC predicted pectinesterase 83 676.3416 2 1350.668647 0.0006 45.59 R S 0
2824 FNDAVIR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 52 417.727 2 833.439447 -0.0001 27.74 R S 0
2825 FNDGDFLR JW5689 ECK3404 malP maltodextrin phosphorylase 56 492.2327 2 982.450847 0.0000 39.69 K A 0
2826 FNDLLATLK JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 27 517.7976 2 1033.580647 -0.0002 48.98 R T 0
2827 FNEKLENIER JW3719 ECK3734 gidA glucose-inhibited cell-division protein 30 431.2259 3 1290.65587 -0.0009 30.12 R E 0
2828 FNGQYELR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 19 513.7539 2 1025.493247 0.0002 29.75 K L 0
2829 FNGWELDINSR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 79 675.826 2 1349.637447 0.0010 48.56 K S 0
2830 FNIDADKVNPR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 71 644.8358 2 1287.657047 0.0000 31.34 K L 0
2831 FNIDSTQVSLTPDK JW0172 ECK0176 yaeT conserved protein 69 782.8974 2 1563.780247 0.0022 44.82 R K 0
2832 FNIDSTQVSLTPDKK JW0172 ECK0176 yaeT conserved protein 119 846.9434 2 1691.872247 -0.0008 39.98 R G 0
2833 FNIQGFYTQTLR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 67 744.386 2 1486.757447 0.0006 52.56 K S 0
2834 FNISVGQIYYFTESR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 51 912.4521 2 1822.889647 0.0007 62.59 R T 0
2835 FNLMLETK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 20 498.2652 2 994.515847 0.0000 43.96 K V 0
2836 FNLQDGFPLVTTK JW2795 ECK2823 thyA thymidylate synthetase 85 740.3958 2 1478.777047 0.0001 56.61 R R 0
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2837 FNNFINDSLLEGAIDALK JW0405 ECK0409 ribE riboflavin synthase beta chain 92 997.5157 2 1993.016847 0.0012 72.04 R R 0
2838 FNNFINDSLLEGAIDALKR JW0405 ECK0409 ribE riboflavin synthase beta chain 40 717.3799 3 2149.11787 0.0011 67.85 R I 0
2839 FNNQDDALFPNQFVNAR JW5338 ECK2070 mdtA multidrug efflux system, subunit A 101 1005.4773 2 2008.940047 0.0010 51.22 R M 0
2840 FNQIGSLTETLAAIK JW2750 ECK2773 eno enolase 73 803.4463 2 1604.878047 0.0008 57.74 K M 0
2841 FNSSLSEDGQR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 15 620.2841 2 1238.553647 0.0009 25.17 R L 0
2842 FNTPVDQLLCDGEQIYGVK 57.021465@C:10 JW1178 ECK1177 dadA D-amino acid dehydrogenase 102 1098.5358 2 2195.057047 0.0003 66.66 R C 0
2843 FNVDYTK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 46 443.7186 2 885.422647 -0.0005 28.76 R V 0
2844 FNVGLVAITDVQNAR JW5503 ECK3026 tolC transport channel 70 808.9417 2 1615.868847 0.0007 55.98 R A 0
2845 FNVLASQPADFDR JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 56 740.3657 2 1478.716847 0.0015 45.92 K I 0
2846 FNVPVVYSDDIVLQR JW1842 ECK1854 yebK predicted DNA-binding transcriptional regulator 96 882.4702 2 1762.925847 0.0006 55.50 R M 0
2847 FNVWLEPEVR JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 20 644.8375 2 1287.660447 -0.0006 52.60 K F 0
2848 FPGVEVK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 35 388.2211 2 774.427647 0.0000 31.42 R G 0
2849 FQASDMVR JW2553 ECK2567 lepA GTP binding membrane protein 44 477.2291 2 952.443647 0.0001 31.61 R V 0
2850 FQDEEVQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 30 525.7461 2 1049.477647 -0.0001 21.14 R D 0
2851 FQDEVGGK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 53 440.2139 2 878.413247 -0.0001 20.64 K L 0
2852 FQDVGSFDYGR JW2203 ECK2207 ompC outer membrane porin protein C 63 645.7911 2 1289.567647 0.0000 39.61 K N 0
2853 FQEQVNAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 40 482.2482 2 962.481847 -0.0003 20.34 R A 0
2854 FQIVSESPR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 17 531.7828 2 1061.551047 0.0005 33.79 R V 0
2855 FQLADFAPR JW5794 ECK4349 mdoB phosphoglycerol transferase I 46 532.7789 2 1063.543247 -0.0019 50.61 R D 0
2856 FQLTPVDVITAIK JW0451 ECK0456 acrB multidrug efflux system protein 61 722.9241 2 1443.833647 0.0000 62.81 K A 0
2857 FQPQDGKWR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 29 581.2936 2 1160.572647 -0.0001 27.04 R I 0
2858 FQQIIVMDNGQIIEQGTHAELLAR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 45 908.8089 3 2723.40487 -0.0016 53.62 R Q 0
2859 FQTTEYPTYK JW0799 ECK0803 ompX outer membrane protein 26 639.3061 2 1276.597647 0.0001 31.32 K H 0
2860 FQVFGADAMR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 34 571.2763 2 1140.538047 -0.0006 45.38 R G 0
2861 FREELNETHQLFK JW1264 ECK1266 sohB predicted inner membrane peptidase 40 423.4689 4 1689.846494 -0.0009 35.79 K D 0
2862 FSADDIQR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 48 476.2298 2 950.445047 -0.0007 28.70 K K 0
2863 FSADDIQRK JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 48 540.2776 2 1078.540647 0.0000 24.98 K F 0
2864 FSDFALHPK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 34 354.5188 3 1060.53457 0.0004 33.41 K V 0
2865 FSDGEVSVQINENVR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 97 846.9131 2 1691.811647 0.0002 40.28 R G 0
2866 FSDHVSDNTMVK JW5905 ECK1406 hrpA ATP-dependent helicase 26 690.3168 2 1378.619047 0.0003 26.63 R L 0
2867 FSDPTVDETTGSVTLR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 79 862.9212 2 1723.827847 0.0014 40.17 K A 0
2868 FSELWLR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 38 475.7582 2 949.501847 -0.0003 47.56 K E 0
2869 FSEVEQNDKLEWLIR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 73 953.4905 2 1904.966447 0.0034 50.48 R K 0
2870 FSGDIAK JW5401 ECK2504 guaB IMP dehydrogenase 48 369.195 2 736.375447 -0.0001 22.68 R A 0
2871 FSGGEGINQWYNVTLTEGR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 93 1064.5091 2 2127.003647 0.0015 54.69 K N 0
2872 FSIDDFQK JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 37 500.2425 2 998.470447 -0.0004 43.73 R G 0
2873 FSLEGGDALIPMLK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 36 745.8999 2 1489.785247 0.0003 61.40 R E 0
2874 FSLGAGVGVVEHPYK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 62 520.612 3 1558.81417 -0.0002 42.53 K D 0
2875 FSPSVSLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 30 446.7479 2 891.481247 -0.0001 34.42 R R 0
2876 FSRALGMLAVDNQARVAHGPTVASLAPTFGR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 11 1070.9054 3 3209.69437 0.0065 65.39 K G 0
2877 FSRPVADTTR JW0790 ECK0794 fiu predicted iron outer membrane transporter 46 575.3042 2 1148.593847 0.0000 20.08 K T 0
2878 FSSAFSALAETLDNQEER JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 107 1007.9707 2 2013.926847 -0.0011 60.01 R E 0
2879 FSSAFSALAETLDNQEEREK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 108 1136.5396 2 2271.064647 -0.0008 55.01 R L 0
2880 FSSAFSALAETLDNQEEREKLTIEPSVK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 40 1047.1985 3 3138.57367 0.0018 60.71 R N 0
2881 FSVAPMLDWTDR JW5950 ECK4041 yjbN tRNA-dihydrouridine synthase A 57 719.3453 2 1436.676047 0.0003 59.51 R H 0
2882 FSVEAPK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 44 389.2104 2 776.406247 -0.0005 27.91 K T 0
2883 FSVGYAVQNFNATVSTK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 91 916.9632 2 1831.911847 0.0014 51.69 K Q 0
2884 FTAAEFR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 49 421.2131 2 840.411647 -0.0013 31.35 K A 0
2885 FTAEGVQEIDYK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 69 700.3406 2 1398.666647 0.0000 37.66 R D 0
2886 FTAEGVQEIDYKDIATLK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 105 1021.029 2 2040.043447 0.0019 49.85 R N 0
2887 FTAEGVQEIDYKDIATLKNYITESGK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 15 734.125 4 2932.470894 0.0002 59.04 R I 0
2888 FTALGPYIR JW0230 ECK0241 crl DNA-binding transcriptional regulator 39 519.2926 2 1036.570647 0.0001 42.96 K E 0
2889 FTATSSLLR JW5588 ECK3814 yigI conserved protein 44 498.2795 2 994.544447 -0.0003 36.37 R A 0
2890 FTDIAALNLSVLEK JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 12 767.4305 2 1532.846447 0.0015 59.97 R M 0
2891 FTDMIDGQTITR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 61 699.3402 2 1396.665847 0.0003 42.11 R Q 0
2892 FTDNVNQTQSDKPVENPGIAAR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 82 801.0628 3 2400.16657 -0.0005 30.10 R F 0
2893 FTDVNGETK JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 47 505.7428 2 1009.471047 -0.0006 20.31 K T 0
2894 FTDYQTR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 25 465.719 2 929.423447 -0.0009 21.88 R S 0
2895 FTEVGYVGK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 38 500.2614 2 998.508247 0.0011 31.81 K E 0
2896 FTEVGYVGKEVDSIIR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 78 906.4816 2 1810.948647 0.0022 51.85 K D 0
2897 FTGANTLEVEGENGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 52 783.3768 2 1564.739047 0.0023 33.87 K T 0
2898 FTGEVSLTGQPFVMEPSK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 22 977.4841 2 1952.953647 -0.0016 52.15 K T 0
2899 FTGIPNFAPELFR JW5873 ECK4366 prfC peptide chain release factor RF-3 22 754.8986 2 1507.782647 0.0004 63.02 K R 0
2900 FTGQVLPTAK JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 20 531.3032 2 1060.591847 0.0001 33.28 K K 0
2901 FTGVDRK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 16 411.727 2 821.439447 0.0000 17.99 K N 0
2902 FTGWYDVDLSEK JW0738 ECK0744 gpmA phosphoglyceromutase 1 66 730.3407 2 1458.666847 0.0002 51.81 R G 0
2903 FTHPGTGEVMR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 71 411.2009 3 1230.58087 -0.0007 24.84 K I 0
2904 FTIDCSGVR 57.021465@C:5 JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 34 527.7528 2 1053.491047 -0.0002 34.56 R R 0
2905 FTLGPEAVVDKVR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 68 715.9031 2 1429.791647 -0.0012 43.70 R H 0
2906 FTLVSAQQLSMAK JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 36 712.3854 2 1422.756247 0.0023 48.17 K Q 0
2907 FTMDEGLSNAVK JW4215 ECK4251 valS valyl-tRNA synthetase 81 656.3159 2 1310.617247 -0.0004 41.30 R E 0
2908 FTNTSGFANK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 57 543.7645 2 1085.514447 0.0003 24.06 K T 0
2909 FTPQMTVR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 10 490.2547 2 978.494847 -0.0009 30.20 R E 0
2910 FTQPFSLVNQPDAVGAPINAGDFAEQINHIR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 71 1122.9035 3 3365.68867 0.0096 62.48 K N 0
2911 FTSEQAEGNAIYR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 77 743.3525 2 1484.690447 0.0008 30.22 R L 0
2912 FTSIGPLMEK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 24 561.7971 2 1121.579647 0.0006 43.07 R I 0
2913 FTSIPVK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 40 396.2366 2 790.458647 -0.0001 29.36 R T 0
2914 FTSIPVKTNLTEVQVAR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 13 635.0261 3 1902.05647 -0.0009 41.60 R F 0
2915 FTSLDQAQR JW2260 ECK2259 menF isochorismate synthase 2 46 533.2698 2 1064.525047 0.0000 23.10 R F 0
2916 FTSVILATTEDTWGQQFEK JW2460 ECK2471 ypfJ conserved protein 42 1101.0421 2 2200.069647 0.0009 59.68 K M 0
2917 FTTIHIQELACVSR 57.021465@C:11 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 40 558.9589 3 1673.85487 -0.0012 44.72 R D 0
2918 FTVLISPHVNK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 47 627.8637 2 1253.712847 -0.0003 37.29 R D 0
2919 FTYSYQFGLFDK JW0230 ECK0241 crl DNA-binding transcriptional regulator 74 758.3616 2 1514.708647 0.0005 56.00 R A 0
2920 FVADALAK JW2715 ECK2740 truD pseudoruidine synthase 22 417.7395 2 833.464447 -0.0002 30.58 R F 0
2921 FVAGFIGSPK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 80 511.787 2 1021.559447 -0.0001 41.16 R M 0
2922 FVAINFEPVVGEILEK JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 73 902.4986 2 1802.982647 0.0008 67.56 R I 0
2923 FVAQQKVDSSGFQTEPVAADGK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 83 1155.073 2 2308.131447 -0.0020 33.38 R L 0
2924 FVDEHTLALDCPDGSVETLTAEK 57.021465@C:11 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 80 849.736 3 2546.18617 0.0015 47.29 R F 0
2925 FVDLIEIDAASR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 91 674.8592 2 1347.703847 0.0004 52.37 R T 0
2926 FVDPNLLVGNETR JW1753 ECK1762 selD selenophosphate synthase 60 737.3893 2 1472.764047 0.0018 46.35 K D 0
2927 FVDVEITDVYPNSLR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 100 883.9518 2 1765.889047 0.0005 54.56 K G 0
2928 FVELYPVLQQQAQTDGK JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 101 982.51 2 1963.005447 0.0004 51.30 R R 0
2929 FVELYPVLQQQAQTDGKR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 97 1060.5612 2 2119.107847 0.0016 45.84 R I 0
2930 FVESVDVAVNLGIDAR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 33 852.4527 2 1702.890847 0.0019 54.13 K K 0
2931 FVGVAGPR JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 31 401.7321 2 801.449647 -0.0001 26.52 R M 0
2932 FVIGGPMGDCGLTGR 57.021465@C:10 JW2909 ECK2937 metK methionine adenosyltransferase 1 103 768.8678 2 1535.721047 -0.0013 46.82 R K 0
2933 FVKHPIYGK JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 15 544.8161 2 1087.617647 -0.0001 20.20 R F 0
2934 FVLESVNGKPVTSDKNPPEISFGEK JW1374 ECK1376 hslJ heat-inducible protein 97 906.8045 3 2717.39167 0.0006 43.85 R M 0
2935 FVLNQPANARPK JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 25 677.8836 2 1353.752647 0.0010 27.65 R E 0
2936 FVNILMVDGK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 51 568.3129 2 1134.611247 0.0005 52.23 K K 0
2937 FVNILMVDGKK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 27 632.3605 2 1262.706447 0.0008 43.96 K S 0
2938 FVPATLK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 13 388.2392 2 774.463847 -0.0001 28.25 K V 0
2939 FVPDTQAPLGIR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 27 657.3645 2 1312.714447 0.0006 41.81 R Q 0
2940 FVQAYQSDEVYEAANK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 32 931.4359 2 1860.857247 0.0044 36.95 K V 0
2941 FVQDMVK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 52 433.7255 2 865.436447 -0.0003 28.82 R A 0
2942 FVQQFGNQLAK JW0907 ECK0915 mukB fused chromosome partitioning proteins 52 640.3427 2 1278.670847 -0.0011 34.80 R L 0
2943 FVTDLNQPVSVYMTPK JW5401 ECK2504 guaB IMP dehydrogenase 99 919.9715 2 1837.928447 0.0001 49.93 R E 0
2944 FVVEGDLR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 34 467.7531 2 933.491647 -0.0002 35.12 K R 0
2945 FVVEGDLRR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 34 545.8031 2 1089.591647 -0.0014 29.79 K E 0
2946 FVVQYATDSMTSQGK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 38 831.3949 2 1660.775247 -0.0015 40.39 K G 0
2947 FWNVSGVDANVSISGAK JW1823 ECK1833 yebT conserved protein 129 875.9422 2 1749.869847 0.0014 50.45 R V 0
2948 FWVESEK JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 15 462.7266 2 923.438647 -0.0003 33.05 R R 0
2949 FWVESEKR JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 42 540.777 2 1079.539447 -0.0006 27.74 R F 0
2950 FYDASSYAGK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 74 554.7508 2 1107.487047 -0.0002 29.47 K T 0
2951 FYDIDEGEILMDGHDLR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 31 679.9798 3 2036.91757 0.0027 53.98 R E 0
2952 FYDIDEGEILMDGHDLREYTLASLR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 26 743.6101 4 2970.411294 0.0044 63.68 R N 0
2953 FYDVLLVDTAGR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 68 684.8616 2 1367.708647 0.0002 54.18 K L 0
2954 FYHEPSDNLR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 43 426.5351 3 1276.58347 -0.0002 26.70 R L 0
2955 FYLSMEDALMR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 67 688.3231 2 1374.631647 0.0006 56.70 R I 0
2956 FYPNQDCSSLGQ 57.021465@C:7 JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 11 708.2992 2 1414.583847 0.0016 35.40 K - 0
2957 FYTDGPR JW4198 ECK4234 treC trehalose-6-P hydrolase 43 428.2037 2 854.392847 0.0007 24.18 R A 0
2958 FYVINAAK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 20 463.2602 2 924.505847 -0.0010 34.10 R I 0
2959 GAAAYDESYADTRR JW1486 ECK1485 yddW predicted liprotein 46 773.3502 2 1544.685847 0.0004 23.67 R W 0
2960 GAAESVGGAASFPQHITLR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 66 623.6585 3 1867.95367 -0.0002 41.82 K T 0
2961 GAAGGHTATHHASAAPARPQPVE JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 46 731.0301 3 2190.06847 0.0007 18.00 K - 0
2962 GAAGSVGLR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 73 394.2246 2 786.434647 -0.0001 22.05 K H 0
2963 GAAGTQYDDSNMGQNK JW5503 ECK3026 tolC transport channel 64 828.8499 2 1655.685247 0.0008 21.97 R V 0
2964 GAAGTQYDDSNMGQNKVGLSFSLPIYQGGMVNSQVK JW5503 ECK3026 tolC transport channel 66 1254.5995 3 3760.77667 -0.0056 57.77 R Q 0
2965 GAANDLR JW5736 ECK4138 yjeI conserved protein 46 358.6879 2 715.361247 0.0000 17.46 R N 0
2966 GAANFYQK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 48 449.7239 2 897.433247 -0.0012 23.36 K K 0
2967 GAANFYQKKGK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 10 606.3309 2 1210.647247 0.0015 30.25 K H 0
2968 GAAYSTPDEK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 35 519.7405 2 1037.466447 0.0000 19.82 R Y 0
2969 GAAYSTPDEKYEK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 61 729.8402 2 1457.665847 -0.0016 21.81 R Y 0
2970 GAAYSTPDEKYEKYK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 32 583.9492 3 1748.82577 0.0000 25.11 R F 0
2971 GADAPGIALTDGEILSGIFLR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 88 1043.5641 2 2085.113647 0.0031 74.25 K L 0
2972 GADEELVK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 63 430.7215 2 859.428447 -0.0002 23.25 K H 0
2973 GADKQVIGQVAADLR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 51 770.9255 2 1539.836447 -0.0004 40.66 K A 0
2974 GADTSNSIYIDGIR JW0790 ECK0794 fiu predicted iron outer membrane transporter 62 741.3655 2 1480.716447 0.0008 40.05 R D 0
2975 GADTSNSIYIDGIRDIGSVSR JW0790 ECK0794 fiu predicted iron outer membrane transporter 35 732.7016 3 2195.08297 0.0012 49.31 R D 0
2976 GADVALIGTPDGVK JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 40 656.8592 2 1311.703847 0.0005 39.51 R T 0
2977 GADVDLQAEK JW0622 ECK0620 tatE TatABCE protein translocation system subunit 44 523.2616 2 1044.508647 -0.0001 24.57 K L 0
2978 GADVDLQAEKLSHKE JW0622 ECK0620 tatE TatABCE protein translocation system subunit 58 820.4186 2 1638.822647 0.0014 24.78 K - 0
2979 GADVGITMIAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 34 552.298 2 1102.581447 0.0009 40.43 R S 0
2980 GAEAALTALEMINVLK JW0405 ECK0409 ribE riboflavin synthase beta chain 35 548.6392 3 1642.89577 -0.0006 69.57 K A 0
2981 GAEAMQAAGLK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 49 523.7689 2 1045.523247 0.0008 27.01 K F 0
2982 GAELANSFKPDVIIALGGGSPMDAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 95 1265.1542 2 2528.293847 -0.0005 58.79 K I 0
2983 GAEQAETVR JW3904 ECK3925 ftsN essential cell division protein 66 480.7409 2 959.467247 0.0000 17.86 R A 0
2984 GAEQIYIPVLIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 69 672.4006 2 1342.786647 0.0007 56.64 R K 0
2985 GAEQLGIYR JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 44 503.7689 2 1005.523247 -0.0010 31.73 R H 0
2986 GAFAYISDQQK JW1200 ECK1197 lolB chaperone for lipoproteins 57 614.3037 2 1226.592847 -0.0003 35.40 R V 0
2987 GAFTGANTIR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 53 504.2668 2 1006.519047 -0.0005 27.17 K Q 0
2988 GAGLGGGHDER JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 38 513.2412 2 1024.467847 -0.0007 15.51 R E 0
2989 GAGLVDFIHSESR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 49 463.2366 3 1386.68797 -0.0010 45.65 K L 0
2990 GAHIYAEIVGYGATSDGADMVAPSGEGAVR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 58 974.4622 3 2920.36477 -0.0013 48.90 R C 0
2991 GAISAQQLDDDR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 67 644.8105 2 1287.606447 0.0009 29.64 R A 0
2992 GAISAQQLDDDRAAAESAR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 76 972.9721 2 1943.929647 -0.0001 33.33 R A 0
2993 GAITCPTGVAK 57.021465@C:5 JW0790 ECK0794 fiu predicted iron outer membrane transporter 36 537.7843 2 1073.554047 0.0001 24.38 R G 0
2994 GAITGVDTSK JW1427 ECK1424 ydcL predicted lipoprotein 35 474.7537 2 947.492847 0.0005 21.63 R E 0
2995 GAITIATR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 63 401.7424 2 801.470247 -0.0005 26.03 K E 0
2996 GAIVGIIGPNGAGK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 56 612.3589 2 1222.703247 0.0000 38.87 K S 0
2997 GAIVTGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 15 323.2 2 644.385447 -0.0001 19.31 K V 0
2998 GALDCSGVK 57.021465@C:5 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 23 453.721 2 905.427447 -0.0001 21.98 R D 0
2999 GALDCSGVKDR 57.021465@C:5 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 74 589.2848 2 1176.555047 -0.0007 20.85 R K 0
3000 GALDCSGVKDRK 57.021465@C:5 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 11 435.8906 3 1304.64997 -0.0007 18.50 R Q 0
3001 GALDLAGLPGK JW5625 ECK3691 gyrB DNA gyrase, subunit B 28 506.2952 2 1010.575847 -0.0001 42.91 K L 0
3002 GALDTLGNR JW5165 ECK1118 hflD predicted lysogenization regulator 41 458.7457 2 915.476847 -0.0005 29.54 K I 0
3003 GALDVGATAINEEMK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 97 759.8766 2 1517.738647 -0.0009 44.73 R L 0
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3004 GALIGAAAGAALGGGVGYYMDVQEAK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 95 1205.6065 2 2409.198447 -0.0012 59.34 K L 0
3005 GALLLDISGVIVDKPDSSQR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 91 695.0515 3 2082.13267 0.0008 56.94 R F 0
3006 GALQEILNVCSQVR 57.021465@C:10 JW4201 ECK4237 mgtA magnesium transporter 86 793.92 2 1585.825447 0.0008 54.23 K H 0
3007 GALSAVVADSR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 99 523.2857 2 1044.556847 0.0006 32.22 K G 0
3008 GALYMFPK 15.994915@M:5 JW2287 ECK2284 yfbQ predicted aminotransferase 12 471.7426 2 941.470647 0.0027 34.94 R I 0
3009 GAMAECR 57.021465@C:6 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 22 397.6678 2 793.321047 -0.0001 15.53 R M 0
3010 GAMALFGEK JW2667 ECK2692 alaS alanyl-tRNA synthetase 58 462.2371 2 922.459647 0.0014 40.24 K Y 0
3011 GAMALFGEKYDER JW2667 ECK2692 alaS alanyl-tRNA synthetase 42 743.8539 2 1485.693247 0.0011 41.47 K V 0
3012 GAMSFGK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 29 349.1705 2 696.326447 -0.0001 24.70 K S 0
3013 GAMTNHWVDIK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 46 636.3136 2 1270.612647 -0.0001 34.70 R N JW1470
3014 GANEAIDFNDELR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 25 732.3418 2 1462.669047 0.0004 42.33 R N 0
3015 GANFDKYAGQDIVSNASCTTNCLAPLAK 57.021465@C:18,57.021465@C:22 JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 63 996.1402 3 2985.39877 0.0029 48.48 K V 0
3016 GANKEEAEKLAR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 63 439.237 3 1314.68917 0.0002 18.77 R E 0
3017 GANLVNGLLYIDLER JW3664 ECK3679 ibpA heat shock chaperone 46 830.4576 2 1658.900647 0.0015 62.93 R V 0
3018 GANQVVMGER JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 75 530.764 2 1059.513447 0.0004 22.88 R E 0
3019 GANVTVPFKEEAFAR JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 25 545.955 3 1634.84317 0.0016 40.12 K A 0
3020 GAPQDAEQMGISLAEELLNNGAR JW5932 ECK3799 hemC hydroxymethylbilane synthase 15 795.3891 3 2383.14547 0.0019 75.36 R E 0
3021 GAPYSYESADRYNK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 54 810.8685 2 1619.722447 0.0009 27.31 K N 0
3022 GAQLFVTR JW3138 ECK3158 nusA transcription termination/antitermination L factor 49 446.2556 2 890.496647 -0.0007 32.19 R S 0
3023 GAQTIEATSVK JW3361 ECK3385 yrfF predicted inner membrane protein 50 552.7981 2 1103.581647 -0.0006 22.73 K Q 0
3024 GAQVENIQR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 67 507.7692 2 1013.523847 -0.0015 20.31 R F 0
3025 GASAVPLVGR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 47 463.7744 2 925.534247 -0.0002 30.02 K A 0
3026 GASEAFISTLR JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 80 576.3064 2 1150.598247 0.0000 41.10 K K 0
3027 GASGIDGLLSTAAGVQR JW5374 ECK2258 menD bifunctional 2-oxoglutarate decarboxylase -!- SHCHC synthase 59 786.9208 2 1571.827047 0.0004 51.76 R A 0
3028 GASIYNPWR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 38 532.2693 2 1062.524047 -0.0007 40.72 K N 0
3029 GASNTYDHLIIR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 63 680.3543 2 1358.694047 -0.0002 34.29 R G 0
3030 GASPLSAGDVTNDLSHVR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 25 898.451 2 1794.887447 0.0014 43.22 K K 0
3031 GASPLSAGDVTNDLSHVRK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 114 962.4979 2 1922.981247 0.0003 38.26 K I 0
3032 GASQNIIPSSTGAAK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 26 701.3708 2 1400.727047 0.0012 28.44 R A 0
3033 GASTISQQTAK JW3175 ECK3197 mtgA biosynthetic peptidoglycan transglycosylase 25 546.2882 2 1090.561847 0.0001 17.19 R N 0
3034 GATAEQLLEHLGNGK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 97 769.4018 2 1536.789047 -0.0006 45.61 R S 0
3035 GATGLGLK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 22 358.7185 2 715.422447 -0.0004 23.85 R E 0
3036 GATLLTPNLSEFEAVVGK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 80 923.5012 2 1844.987847 -0.0005 62.87 R C 0
3037 GATPAASDIQEAK JW4072 ECK4104 proP proline/glycine betaine transporter 75 629.8174 2 1257.620247 0.0003 24.07 K E 0
3038 GATVELADGVEGYLR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 79 775.3968 2 1548.779047 0.0008 52.69 K A 0
3039 GATVLPHGTGR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 68 533.2931 2 1064.571647 -0.0009 20.67 R S 0
3040 GAVASLTSVAK JW0886 ECK0894 pflB pyruvate formate lyase I 56 502.2926 2 1002.570647 -0.0003 31.35 K L JW5522
3041 GAVIQLTPQTEAVR JW2049 ECK2058 asmA predicted assembly protein 59 741.9173 2 1481.820047 -0.0002 39.06 K S 0
3042 GAVIQLTPQTEAVRSEDAPVAPR JW2049 ECK2058 asmA predicted assembly protein 31 802.4315 3 2404.27267 0.0016 39.20 K D 0
3043 GAVLSIHK JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 47 412.7529 2 823.491247 -0.0004 22.49 R G 0
3044 GAVPGATGSDLIVKPAVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 77 840.4884 2 1678.962247 0.0005 35.88 K A 0
3045 GAVPGATGSDLIVKPAVKA JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 67 876.0069 2 1749.999247 0.0005 37.20 K - 0
3046 GAVVFDNTEFR JW0755 ECK0761 ybhC predicted pectinesterase 60 627.8099 2 1253.605247 0.0012 42.10 R V 0
3047 GAWVAVVNR JW2577 ECK2593 yfiO predicted lipoprotein 14 486.2743 2 970.534047 -0.0007 36.18 R V 0
3048 GAYGTVIMDSR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 30 585.2847 2 1168.554847 0.0002 34.58 R H 0
3049 GAYWDSEIK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 18 534.7535 2 1067.492447 0.0001 37.99 K R 0
3050 GAYWDSEIKR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 48 612.8033 2 1223.592047 -0.0014 31.72 K A 0
3051 GCDGPWGPHAK 57.021465@C:2 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 35 591.2615 2 1180.508447 0.0000 23.64 R L 0
3052 GCETKPITGLAGK 57.021465@C:2 JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 62 666.353 2 1330.691447 0.0001 25.36 R T 0
3053 GCGITVDQAER 57.021465@C:2 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 83 603.2824 2 1204.550247 -0.0003 25.55 R L 0
3054 GCPFQPR 57.021465@C:2 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 25 431.2052 2 860.395847 -0.0004 24.04 K C 0
3055 GCYTGQEMVAR 57.021465@C:2 JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 16 636.2808 2 1270.547047 0.0036 26.62 K A 0
3056 GDAELAQSISMTR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 51 689.8361 2 1377.657647 0.0018 39.19 R A 0
3057 GDARMMASSR 15.994915@M:5,15.994915@M:6 JW2184 ECK2188 ccmF heme lyase, CcmF subunit 11 557.2422 2 1112.469847 -0.0004 32.35 R L 0
3058 GDATVLVVGADDKVETRPIVASQAIGDK JW0452 ECK0457 acrA multidrug efflux system 61 942.1729 3 2823.49687 -0.0009 42.97 R W 0
3059 GDATVLVVGADDKVETRPIVASQAIGDKWLVTEGLK JW0452 ECK0457 acrA multidrug efflux system 28 938.5123 4 3750.020094 -0.0002 55.12 R A 0
3060 GDAWIDVVNPATEAVISR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 76 956.9913 2 1911.968047 -0.0010 58.80 R I 0
3061 GDDFITLNAEQAMQGAADILR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 60 750.3675 3 2248.08067 0.0013 71.35 R Q 0
3062 GDEAYSGSR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 67 471.2014 2 940.388247 -0.0003 16.58 R S 0
3063 GDESLVIKK JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 48 494.7872 2 987.559847 -0.0002 22.17 R E 0
3064 GDEVLTNGGLVGR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 46 643.8389 2 1285.663247 0.0006 37.00 K V 0
3065 GDGAILTATQNGYGKR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 22 541.2806 3 1620.81997 -0.0019 29.61 R T 0
3066 GDGEQVAGGETVANWDPHTMPVITEVSGFVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 82 1085.8512 3 3254.53177 0.0015 62.72 K F 0
3067 GDGFDLNDFLEQLR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 42 819.8921 2 1637.769647 0.0011 70.78 K Q 0
3068 GDIAILADSGIR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 75 600.8328 2 1199.651047 0.0001 47.36 K N 0
3069 GDIAILADSGIRNGLDVVR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 68 652.0289 3 1953.06487 0.0006 53.94 K M 0
3070 GDIDANAFQHKPYLDQQLK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 39 734.3713 3 2200.09207 0.0008 38.40 K D 0
3071 GDIDANAFQHKPYLDQQLKDR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 58 824.7471 3 2471.21947 0.0002 36.61 K G 0
3072 GDIGNYLGLTVETISR JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 43 854.4497 2 1706.884847 0.0010 61.15 R L 0
3073 GDIPEAEAILASIKPAGVVSR JW5943 ECK3514 yhjK predicted diguanylate cyclase 20 698.3912 3 2092.15177 -0.0011 58.62 K A 0
3074 GDISEFAPR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 30 496.2453 2 990.476047 -0.0011 34.48 R I 0
3075 GDIVLCGFEYGR 57.021465@C:6 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 23 693.3293 2 1384.644047 -0.0005 49.92 K V 0
3076 GDLDILVATDVAAR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 101 714.8894 2 1427.764247 0.0022 52.64 R G 0
3077 GDLGFALSGISIAYGFSK JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 66 901.9705 2 1801.926447 0.0015 66.77 R F 0
3078 GDLGVEIGDPELVGIQK JW1843 ECK1855 pykA pyruvate kinase II 94 869.9664 2 1737.918247 0.0035 51.84 R A 0
3079 GDLGVEIPVEEVIFAQK JW1666 ECK1672 pykF pyruvate kinase I 35 921.9963 2 1841.978047 0.0007 65.05 R M 0
3080 GDLVSRPIGEVLSEAKR JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 52 609.3421 3 1825.00447 -0.0012 44.64 R L 0
3081 GDMLSMEDVLEILR 15.994915@M:3 JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 34 818.9 2 1635.785447 0.0006 69.04 R I 0
3082 GDNVAMVINGDQGTISR JW2425 ECK2427 yfeY predicted protein 24 873.9266 2 1745.838647 0.0020 40.42 K I 0
3083 GDNVAMVINGDQGTISRIDVLDSDIPADTGVK JW2425 ECK2427 yfeY predicted protein 59 1095.8796 3 3284.61697 -0.0023 57.90 K I 0
3084 GDQDMILLLSK JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 67 616.8316 2 1231.648647 0.0004 52.90 K K 0
3085 GDQYPIALEGALK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 15 687.867 2 1373.719447 0.0005 48.07 R L 0
3086 GDSNNLADKVR JW2667 ECK2692 alaS alanyl-tRNA synthetase 67 594.8021 2 1187.589647 0.0002 21.73 K S 0
3087 GDTSWVPPEMIER JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 22 758.8589 2 1515.703247 0.0004 48.88 R I 0
3088 GDTYGNLVPFSPK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 27 697.8508 2 1393.687047 -0.0006 46.94 K H 0
3089 GDTYNGQFFTSGPLIDGVLGMK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 76 1159.059 2 2316.103447 -0.0062 67.86 R A 0
3090 GDVISDGPEAPHDILR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 99 845.9233 2 1689.832047 -0.0002 39.55 R L 0
3091 GDVLADGPSTDLGELALGQNMR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 38 1115.0456 2 2228.076647 0.0024 56.62 R V 0
3092 GDVLQVSGDAR JW0831 ECK0838 ybjL predicted transporter 71 558.7858 2 1115.557047 0.0001 30.12 K R 0
3093 GDVVYLDLR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 20 525.285 2 1048.555447 0.0001 45.42 R H 0
3094 GDWQNEVNVR JW0886 ECK0894 pflB pyruvate formate lyase I 49 608.7887 2 1215.562847 -0.0003 34.37 K D 0
3095 GDYAVNVNYNVQNAGEKPLEISSFGQLK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 83 1018.8438 3 3053.50957 0.0003 53.00 R Q 0
3096 GDYLAYSEEEHPVALQLGGSDPAALAQCAK 57.021465@C:28 JW5950 ECK4041 yjbN tRNA-dihydrouridine synthase A 70 1054.166 3 3159.47617 -0.0056 52.64 K L 0
3097 GDYPDDAVFTGSVDIMQGNSR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 70 1122.4962 2 2242.977847 -0.0022 53.85 K L 0
3098 GDYVTPTQPFSELSFRPTK JW0120 ECK0123 gcd glucose dehydrogenase 77 1085.5449 2 2169.075247 0.0011 50.62 K D 0
3099 GEAASNPEVIAR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 77 607.3119 2 1212.609247 -0.0005 24.11 K T 0
3100 GEADAMICGTVGDYHEHFSVVK 57.021465@C:8 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 57 808.0317 3 2421.07327 0.0003 47.09 R N 0
3101 GEAEIESIR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 59 502.256 2 1002.497447 -0.0008 28.83 R S 0
3102 GEAIGVIAAQSIGEPGTQLTMR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 106 1100.0761 2 2198.137647 0.0013 53.40 K T 0
3103 GEALLSKGDK JW2497 ECK2509 yfgM conserved protein 48 509.2823 2 1016.550047 -0.0002 19.80 R Q 0
3104 GEASPEQILLLAFGR JW0945 ECK0953 helD DNA helicase IV 34 800.9387 2 1599.862847 0.0009 69.46 R K 0
3105 GEATAHLIEDIPTGIYTIPEISSVGK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 43 904.4766 3 2710.40797 0.0014 60.44 K T 0
3106 GEATAHLIEDIPTGIYTIPEISSVGKTEQQLTAMK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 12 936.2386 4 3740.925294 0.0071 62.53 K V 0
3107 GEAYKKPDHYEEIHMPK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 36 691.3352 3 2070.98377 0.0005 26.92 K N 0
3108 GEDVEKLR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 51 473.2537 2 944.492847 0.0003 20.19 K K 0
3109 GEDVVVPGLFAVGEIACVSVHGANR 57.021465@C:17 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 54 851.4368 3 2551.28857 0.0035 64.19 K L 0
3110 GEEVSRPSDDILFEIAQLAAQGVR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 20 867.4493 3 2599.32607 0.0020 71.00 R E 0
3111 GEFYQQLTNDLETAR JW3592 ECK3607 kbl glycine C-acetyltransferase 95 892.9255 2 1783.836447 -0.0012 55.20 R A 0
3112 GEGDAEAAKLFADAFSKDPDFYAFIR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 43 713.5953 4 2850.352094 0.0021 68.63 R S 0
3113 GEGDSVHAGTVVQDGSVLFR JW0473 ECK0478 copA copper transporter 37 677.3365 3 2028.98767 0.0014 45.19 K A 0
3114 GEGGYLLNK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 48 475.7508 2 949.487047 0.0002 30.70 R H 0
3115 GEGLGNQFLTNIR JW1194 ECK1191 ychF predicted GTP-binding protein 66 709.8728 2 1417.731047 -0.0002 48.06 K E 0
3116 GEGMVLTGPK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 53 494.7601 2 987.505647 -0.0002 28.98 K E 0
3117 GEGQPGDIETLEQLCR 57.021465@C:15 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 73 901.4233 2 1800.832047 0.0009 46.10 R F 0
3118 GEGWAAIVADLR JW2497 ECK2509 yfgM conserved protein 23 629.333 2 1256.651447 0.0002 58.90 K G 0
3119 GEIFGFLGSNGCGK 57.021465@C:12 JW5676 ECK3471 rbbA fused ribosome-associated ATPases 54 721.8401 2 1441.665647 -0.0003 51.58 R S 0
3120 GEIGEEER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 27 459.712 2 917.409447 0.0004 18.90 K W 0
3121 GEILGGMAAVEQPEKPAAQPK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 93 1061.0533 2 2120.092047 -0.0015 37.53 K K 0
3122 GEILGIAGLVGAK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 13 599.3638 2 1196.713047 0.0004 54.24 K R 0
3123 GEIPGLKK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 21 421.2604 2 840.506247 -0.0005 23.37 R A 0
3124 GEISWVDANLGVDEIR JW1805 ECK1814 yoaE fused predicted membrane proteins 77 886.9446 2 1771.874647 0.0006 56.45 R E 0
3125 GEITEINTGHAGQLLR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 17 570.304 3 1707.89017 -0.0002 38.41 K L 0
3126 GELDEIIGIVR JW1805 ECK1814 yoaE fused predicted membrane proteins 89 607.3431 2 1212.671647 0.0004 59.26 R A 0
3127 GELDRIEQESFDFFNR JW1084 ECK1084 tmk thymidylate kinase 26 667.981 3 2000.92117 -0.0017 63.50 R T 0
3128 GELEAIQDGVR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 37 593.8064 2 1185.598247 -0.0006 35.85 R K 0
3129 GELGVPVTFTTGLNYENMSENR JW1446 ECK1445 yncD predicted iron outer membrane transporter 91 1214.5752 2 2427.135847 -0.0016 56.76 R K 0
3130 GELGVPVTFTTGLNYENMSENRK JW1446 ECK1445 yncD predicted iron outer membrane transporter 29 852.7521 3 2555.23447 0.0018 51.37 R G 0
3131 GELHCVGATTLDEYR 57.021465@C:5 JW2573 ECK2590 clpB protein disaggregation chaperone 74 860.9016 2 1719.788647 0.0000 35.99 R Q 0
3132 GELQQLE JW5408 ECK2558 yfhB conserved protein 38 408.7087 2 815.402847 0.0004 34.19 R - 0
3133 GELSFYDIFTLAR JW5063 ECK0452 ylaC predicted inner membrane protein 52 766.3938 2 1530.773047 0.0013 72.00 K A 0
3134 GELTVDDSAIIGIIR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 97 786.4359 2 1570.857247 0.0008 58.13 K Y 0
3135 GELVEIGGAFR JW3564 ECK3580 selA selenocysteine synthase 43 574.3079 2 1146.601247 -0.0021 45.27 R I 0
3136 GEMNFDVVIASPDAMR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 64 876.4085 2 1750.802447 0.0007 54.66 K V 0
3137 GEMPSDFDAK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 12 548.7342 2 1095.453847 -0.0003 31.29 K A 0
3138 GEPQINFDDIELDDTDDRRPTR JW3351 ECK3375 damX predicted protein 80 873.0757 3 2616.20527 0.0001 46.87 R A 0
3139 GEQGAKEAGKMR JW1194 ECK1191 ychF predicted GTP-binding protein 12 421.2152 3 1260.62377 -0.0006 19.51 K A 0
3140 GESAPTTAFGAAVVGGDNGR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 103 917.4402 2 1832.865847 0.0007 39.92 R V 0
3141 GESNILLER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 43 515.78 2 1029.545447 0.0000 35.57 R L 0
3142 GESSLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 45 441.7193 2 881.424047 -0.0002 29.91 K D 0
3143 GESTEALLPNMVATSLAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 38 916.4779 2 1830.941247 0.0016 55.27 K L 0
3144 GESTEALLPNMVATSLAKLPIPK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 32 794.1108 3 2379.31057 0.0023 68.07 K L 0
3145 GETPFEINSR JW1606 ECK1609 ydgA conserved protein 24 575.2807 2 1148.546847 0.0007 34.92 K I 0
3146 GETQALVTATLGTAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 83 744.9054 2 1487.796247 0.0019 44.66 R D 0
3147 GETQLTPEEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 31 566.2802 2 1130.545847 0.0004 21.41 K L 0
3148 GETQLTPEEKLLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 39 757.414 2 1512.813447 -0.0012 34.90 K A 0
3149 GETVGAQLTGDDR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 90 659.8162 2 1317.617847 0.0018 29.41 R V 0
3150 GETVGQELAGNPK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 76 650.3296 2 1298.644647 -0.0020 28.83 R V 0
3151 GEVLENLIPEAFAVVR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 58 878.4852 2 1754.955847 -0.0008 68.96 K E 0
3152 GEVNPPLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 37 441.2451 2 880.475647 -0.0010 23.78 K M 0
3153 GEVSTESQWK JW2504 ECK2516 yfhM conserved protein 59 575.7721 2 1149.529647 -0.0005 24.71 R E 0
3154 GEVVASTFDEPASR JW3756 ECK3775 rho transcription termination factor 36 732.8519 2 1463.689247 0.0001 33.53 K H 0
3155 GEWGSATWEMR JW3619 ECK3634 yicC conserved protein 15 655.285 2 1308.555447 -0.0002 44.97 K S 0
3156 GEYIEAAVNLR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 70 617.8249 2 1233.635247 -0.0001 40.47 R R 0
3157 GEYQYLNPNDHVNK JW4099 ECK4133 aspA aspartate ammonia-lyase 65 845.8948 2 1689.775047 0.0003 29.49 K C 0
3158 GFAAEGQSQNNYLNGLK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 73 905.9399 2 1809.865247 0.0008 41.54 R L 0
3159 GFAGTVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 29 340.192 2 678.369447 -0.0005 21.14 K R 0
3160 GFAGTVKR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 37 418.243 2 834.471447 0.0004 19.11 K W 0
3161 GFAPQLPETLPGTDEAPSQAS JW0907 ECK0915 mukB fused chromosome partitioning proteins 16 1057.009 2 2112.003447 0.0024 52.21 R - 0
3162 GFAVVAGEVR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 10 502.7792 2 1003.543847 -0.0011 36.02 R N JW1874 JW3043 JW4318

3163 GFCAGVDR 57.021465@C:3 JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 26 441.2003 2 880.386047 0.0000 20.34 R A 0
3164 GFDNGPLFK JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 35 497.7534 2 993.492247 0.0003 41.25 K N 0
3165 GFDSGDPAQCNTFGK 57.021465@C:10 JW2460 ECK2471 ypfJ conserved protein 88 800.8392 2 1599.663847 0.0015 33.45 R S 0
3166 GFEELDTSK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 52 513.2429 2 1024.471247 -0.0001 31.09 K - 0
3167 GFEGGQMPLYR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 68 627.7999 2 1253.585247 -0.0011 40.16 R R 0
3168 GFETPTINELSYR JW1446 ECK1445 yncD predicted iron outer membrane transporter 21 763.8793 2 1525.744047 0.0028 49.11 R A 0
3169 GFEYSDCWVDDAR 57.021465@C:7 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 86 810.3251 2 1618.635647 -0.0002 47.20 R L 0
3170 GFGEDIK JW5737 ECK4142 ecnA entericidin A membrane lipoprotein, antidote entericidin B 48 383.1926 2 764.370647 0.0002 26.25 R H 0
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3171 GFGFLEVDAQK JW1279 ECK1281 rnb ribonuclease II 21 605.8089 2 1209.603247 0.0004 49.20 K S 0
3172 GFGYATLDISSGR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 89 672.3326 2 1342.650647 -0.0010 45.70 K F 0
3173 GFIANTLTPFVGDANTQTPEFK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 79 1184.5948 2 2367.175047 0.0005 58.39 K S 0
3174 GFIKQEK JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 23 425.2449 2 848.475247 -0.0004 18.99 R V 0
3175 GFIKQEKVVLAE JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 16 680.895 2 1359.775447 -0.0007 34.94 R - 0
3176 GFIRVDK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 26 417.7452 2 833.475847 0.0000 24.64 R Q 0
3177 GFLIGGTSGR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 62 482.7641 2 963.513647 0.0000 35.95 R T 0
3178 GFLQTLAR JW4215 ECK4251 valS valyl-tRNA synthetase 29 453.2636 2 904.512647 -0.0003 43.56 R L 0
3179 GFNEEDFAR JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 59 542.7383 2 1083.462047 -0.0001 34.12 R S 0
3180 GFPLAYVGDVVGTGSSR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 121 841.431 2 1680.847447 0.0004 55.88 K K 0
3181 GFQLDGR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 23 396.7034 2 791.392247 -0.0003 29.14 K N 0
3182 GFQSNTIGPK JW0172 ECK0176 yaeT conserved protein 28 524.7751 2 1047.535647 0.0008 26.23 R A 0
3183 GFSGEDATPALEGADVVLISAGVAR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 121 1201.6127 2 2401.210847 -0.0016 63.67 K K 0
3184 GFSLAQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 37 375.7109 2 749.407247 0.0001 26.72 R M 0
3185 GFSVNFER JW0893 ECK0901 cmk cytidylate kinase 53 478.2352 2 954.455847 -0.0001 39.18 K L 0
3186 GFTQDDAHIFCTEEQIRDEVNGCIR 57.021465@C:11,57.021465@C:23 JW1709 ECK1717 thrS threonyl-tRNA synthetase 18 753.3412 4 3009.335694 0.0013 54.29 R L 0
3187 GFYSQCAK 57.021465@C:6 JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 40 480.7157 2 959.416847 -0.0003 22.45 K Y 0
3188 GGAALEQLGR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 61 486.2672 2 970.519847 0.0003 29.03 K V 0
3189 GGAALSIR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 38 372.7218 2 743.429047 0.0002 26.60 R H 0
3190 GGAGFSTGLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 49 447.7376 2 893.460647 0.0000 28.17 R W 0
3191 GGAQGDLLCR 57.021465@C:9 JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 49 523.7568 2 1045.499047 0.0016 27.16 R V 0
3192 GGDFCYSDGEFAAILEDVR 57.021465@C:5 JW1863 ECK1875 cutC copper homeostasis protein 100 1060.9649 2 2119.915247 -0.0004 66.17 R T 0
3193 GGDGNYGYNAATEEYGNMIDMGILDPTK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 40 989.4346 3 2965.28197 0.0076 62.93 K V 0
3194 GGDGNYGYNAATEEYGNMIDMGILDPTKVTR 15.994915@M:18 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 100 1113.5047 3 3337.49227 0.0055 55.22 K S 0
3195 GGDIEETAFNTNLEAADEIAR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 141 1118.5221 2 2235.029647 0.0007 52.43 R Q 0
3196 GGDLGEFR JW3748 ECK3767 ppiC peptidyl-prolyl cis-trans isomerase C (rotamase C) 30 425.706 2 849.397447 -0.0006 28.66 R Q 0
3197 GGDVEQALLPAYPK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 47 729.3853 2 1456.756047 0.0000 46.64 R E 0
3198 GGEADSSLIAPLLAGAFADR JW0144 ECK0147 hrpB predicted ATP-dependent helicase 57 965.999 2 1929.983447 0.0040 68.29 R I 0
3199 GGEAFHTGCIPFYK 57.021465@C:9 JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 59 792.3693 2 1582.724047 0.0003 41.72 R H 0
3200 GGEFIIDTVEAVR JW2713 ECK2738 pcm L-isoaspartate protein carboxylmethyltransferase type II 81 703.3702 2 1404.725847 0.0010 55.76 R F 0
3201 GGEIVALDDQYTFLQR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 88 912.9597 2 1823.904847 -0.0004 54.58 R I 0
3202 GGESVNDQGAEDQR JW2573 ECK2590 clpB protein disaggregation chaperone 58 731.3134 2 1460.612247 -0.0004 18.61 R Q 0
3203 GGEVLTR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 54 366.2056 2 730.396647 -0.0006 19.50 K T 0
3204 GGFGESVAK JW5927 ECK3028 ygiB conserved outer membrane protein 53 426.2162 2 850.417847 -0.0005 13.36 R Q 0
3205 GGFTVELNGIR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 76 581.8143 2 1161.614047 0.0000 44.93 K A 0
3206 GGGDETFVQGR JW1964 ECK1978 yeeN conserved protein 51 561.7632 2 1121.511847 0.0017 25.00 K Y 0
3207 GGGISGQAGAIR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 64 522.2833 2 1042.552047 0.0001 24.16 K H 0
3208 GGGLCLGGK 57.021465@C:5 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 36 409.7131 2 817.411647 0.0000 22.95 R I 0
3209 GGGNTIEYFVNTTFNYPTMAEAYR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 100 1358.6188 2 2715.223047 -0.0043 66.26 K V 0
3210 GGGRPDMAQAGGTDAAALPAALASVK JW2667 ECK2692 alaS alanyl-tRNA synthetase 84 1177.1006 2 2352.186647 0.0012 45.49 K G 0
3211 GGHSGGEIHVGLGNANK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 11 535.2696 3 1602.78697 0.0007 23.27 K L 0
3212 GGIEYIEVR JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 25 518.2764 2 1034.538247 -0.0014 38.78 R S 0
3213 GGIHNSVTR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 31 470.7516 2 939.488647 0.0001 16.42 R I JW1463
3214 GGIQYDTR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 33 455.2247 2 908.434847 -0.0003 22.27 R L 0
3215 GGIQYDTRLDNVATSNSSIEYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 29 820.3984 3 2458.17337 0.0010 41.56 R R 0
3216 GGLAGSTVLDAK JW5526 ECK3113 garR tartronate semialdehyde reductase 43 544.8012 2 1087.587847 0.0005 34.48 R A 0
3217 GGLAIKVQCD 57.021465@C:9 JW1803 ECK1812 sdaA L-serine deaminase I 31 530.7763 2 1059.538047 -0.0002 33.82 R - 0
3218 GGLGELK JW3262 ECK3287 secY preprotein translocase membrane subunit 34 337.1976 2 672.380647 0.0001 22.24 K R 0
3219 GGLGHISQAVDNYTFK JW1490 ECK1489 yddB predicted porin protein 40 569.6206 3 1705.83997 -0.0024 41.35 R T 0
3220 GGLMPTWGDSQR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 44 652.8061 2 1303.597647 -0.0003 42.77 R Y 0
3221 GGNLMVLPLDQMLK 15.994915@M:5 JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 43 772.9131 2 1543.811647 0.0016 57.07 K G 0
3222 GGTLAGTTTLNNGAILTLSGK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 20 980.5405 2 1959.066447 0.0029 49.26 R T 0
3223 GGTLIPVQTAQGVSNNCK 57.021465@C:17 JW1782 ECK1791 yoaF conserved outer membrane protein 30 922.4706 2 1842.926647 0.0009 36.58 K L 0
3224 GGTVLNIPQQLILPDTVHEGIVINSAEMR JW0803 ECK0809 ybiS conserved protein 62 1038.8922 3 3113.65477 0.0005 61.99 K L 0
3225 GGVGILR JW3684 ECK3699 trmE GTPase 28 336.2135 2 670.412447 0.0000 27.77 R I 0
3226 GGVIFSVADQFGIPIR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 21 838.4624 2 1674.910247 0.0011 64.81 K Y 0
3227 GGVIPGEYIPAVDK JW3302 ECK3327 fusA protein chain elongation factor EF-G 30 707.8829 2 1413.751247 0.0010 45.78 K G 0
3228 GGVIPGEYIPAVDKGIQEQLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 53 1106.1043 2 2210.194047 -0.0005 51.86 K A 0
3229 GGVISPQPAFMQLVR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 61 800.4374 2 1598.860247 0.0000 55.92 R Q 0
3230 GGVLAGEEEAESIVALAQRFPQAR JW2758 ECK2781 gudD (D)-glucarate dehydratase 1 28 833.4374 3 2497.29037 -0.0020 64.46 K I 0
3231 GGVNYLFDNGVTPYFSYSESFEPSSQVGK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 41 1059.1562 3 3174.44677 0.0011 64.94 R D 0
3232 GGVVIEPMLTDQWYVR JW4215 ECK4251 valS valyl-tRNA synthetase 83 931.9782 2 1861.941847 0.0023 59.14 R A 0
3233 GGVVQYVDASR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 75 575.7963 2 1149.578047 0.0003 33.40 R I 0
3234 GGWTELDLAQTNYLR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 81 868.9335 2 1735.852447 -0.0004 54.61 R E 0
3235 GGYDINGLILVER JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 63 709.886 2 1417.757447 0.0010 54.69 R E 0
3236 GGYFPVPPVDSAQDIR JW3841 ECK3863 glnA glutamine synthetase 24 859.4302 2 1716.845847 -0.0012 49.79 K S 0
3237 GGYGNANIGYSHSDDIK JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 32 589.9359 3 1766.78587 0.0001 28.52 R Q 0
3238 GGYVEPEYVQAMLDR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 49 863.9098 2 1725.805047 0.0019 54.97 K E 0
3239 GGYVEPEYVQAMLDREK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 57 992.4786 2 1982.942647 0.0020 49.57 K L 0
3240 GHAKPYTAPVAATAPVAASGPK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 83 1031.5561 2 2061.097647 -0.0029 26.98 K R 0
3241 GHALEAVAKK JW5854 ECK3820 yigL predicted hydrolase 19 512.3009 2 1022.587247 0.0001 17.07 K L 0
3242 GHAYVADNGDVMFDVPTDPTYGVLSR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 73 932.7701 3 2795.28847 0.0023 54.50 K Q 0
3243 GHDIDAPGLNYK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 66 650.3195 2 1298.624447 -0.0011 29.97 K A 0
3244 GHEDYQIVGNQR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 59 708.3372 2 1414.659847 0.0010 13.58 K L 0
3245 GHEVNFICADDAHGTPIMLK 57.021465@C:8 JW2101 ECK2107 metG methionyl-tRNA synthetase 59 742.354 3 2224.04017 -0.0004 43.05 R A 0
3246 GHEYLAR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 33 423.217 2 844.419447 0.0004 18.88 R R 0
3247 GHIAGSINLLPSEIK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 62 774.9414 2 1547.868247 0.0011 45.36 K A 0
3248 GHKEVLIFGGQEVETK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 35 443.4898 4 1769.930094 -0.0009 35.28 K R 0
3249 GHSEKPVLLSVEGHFTLEGNPDTGAPTK JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 22 730.1226 4 2916.461294 -0.0005 44.61 R V 0
3250 GHTIQEVR JW5873 ECK4366 prfC peptide chain release factor RF-3 44 470.2536 2 938.492647 -0.0006 18.31 K I 0
3251 GHVYIAQPPLYK JW5625 ECK3691 gyrB DNA gyrase, subunit B 64 693.3818 2 1384.749047 -0.0012 34.86 R V 0
3252 GIAIRPEVLLLDEPCSALDPISTGR 57.021465@C:15 JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 49 898.1488 3 2691.42457 -0.0019 61.13 R I 0
3253 GIALYYGGR JW3132 ECK3151 nlpI conserved protein 51 485.261 2 968.507447 -0.0006 37.67 R D 0
3254 GIATCVLLGNPAEINR 57.021465@C:5 JW2294 ECK2291 pta phosphate acetyltransferase 110 849.4536 2 1696.892647 -0.0003 49.15 R V 0
3255 GIAWNTQSEMDLLR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 60 817.4032 2 1632.791847 -0.0011 53.78 K K 0
3256 GIDISAPR JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 20 414.7322 2 827.449847 -0.0001 29.52 K G 0
3257 GIDIVKDMGGGFLQK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 37 526.6161 3 1576.82647 -0.0016 53.60 K L 0
3258 GIDKAVTAAVEELK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 91 722.4061 2 1442.797647 -0.0003 50.01 R A 0
3259 GIDKAVTAAVEELKALSVPCSDSK 57.021465@C:20 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 84 830.1042 3 2487.29077 0.0018 65.42 R A 0
3260 GIDTVLAELR JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 93 543.8112 2 1085.607847 -0.0002 55.20 K A 0
3261 GIEEAYR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 21 419.2084 2 836.402247 -0.0004 23.97 R T 0
3262 GIEEVGPNNVPYIVATITSNSAGGQPVSLANLK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 19 1103.916 3 3308.72617 0.0011 68.30 R A 0
3263 GIEIEADVVLK JW0166 ECK0170 pyrH uridylate kinase 35 593.3401 2 1184.665647 0.0005 48.18 R A 0
3264 GIELEVR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 17 408.2346 2 814.454647 -0.0002 34.06 R K 0
3265 GIEVKPGEIVIPFTD JW1050 ECK1048 yceB predicted lipoprotein 17 807.4445 2 1612.874447 0.0032 59.17 K - 0
3266 GIFSEYGLLK JW1117 ECK1117 purB adenylosuccinate lyase 15 563.8108 2 1125.607047 0.0001 52.90 R F 0
3267 GIGALYVR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 30 424.7529 2 847.491247 -0.0004 34.92 K R 0
3268 GIGFGEK JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 38 354.1897 2 706.364847 0.0000 27.23 K G 0
3269 GIGGFTK JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 27 340.1923 2 678.370047 0.0000 23.98 K E 0
3270 GIGPAYEDK JW4135 ECK4173 purA adenylosuccinate synthetase 53 475.2344 2 948.454247 -0.0011 23.84 R V 0
3271 GIGSGLGK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 44 344.703 2 687.391447 0.0000 22.86 R T 0
3272 GIGYLPQEASIFR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 52 725.888 2 1449.761447 0.0000 53.68 R R 0
3273 GIHQLANVENQTPR JW2965 ECK2991 hybO hydrogenase 2, small subunit 31 526.2778 3 1575.81157 -0.0002 28.02 K S 0
3274 GIIELSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 42 394.2372 2 786.459847 -0.0001 34.07 K E 0
3275 GIIETAQGR JW2947 ECK2975 glcC DNA-binding transcriptional dual regulator, glycolate-binding 58 472.7613 2 943.508047 -0.0007 24.59 R D 0
3276 GIIIISSEMPELLGITDR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 91 979.0383 2 1956.062047 0.0019 67.80 K I 0
3277 GIIKVGEEVEIVGIKETQK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 36 690.3999 3 2068.17787 -0.0001 45.13 R S JW3943
3278 GIKDVVTQPQA JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 43 578.3224 2 1154.630247 0.0007 30.98 K - 0
3279 GIKREEIER JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 26 565.3201 2 1128.625647 0.0005 18.05 R G JW3943
3280 GIKVEVSGR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 51 472.7793 2 943.544047 -0.0009 21.71 K L 0
3281 GILASIEQQNK JW2516 ECK2529 yfhQ predicted methyltransferase 21 600.8326 2 1199.650647 -0.0003 39.28 R G 0
3282 GILDPEDAR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 54 493.251 2 984.487447 -0.0002 34.95 K D 0
3283 GILDPEDARDAVR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 41 713.8677 2 1425.720847 -0.0004 37.46 K F 0
3284 GILDSFK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 45 390.2185 2 778.422447 0.0000 45.76 K A 0
3285 GILDSFKATQSW JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 16 676.8462 2 1351.677847 0.0006 58.96 K - 0
3286 GILEATASVSQTPQR JW3630 ECK3645 yicH conserved protein 27 779.4155 2 1556.816447 0.0006 37.98 K Q 0
3287 GILGPNSVLGASYTQK JW3794 ECK3815 pldA outer membrane phospholipase A 96 802.9353 2 1603.856047 -0.0008 46.12 R S 0
3288 GILNALYEAK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 35 546.3086 2 1090.602647 0.0005 48.25 K R 0
3289 GIMEGEYDHLPEQAFYMVGSIEEAVEK 15.994915@M:3 JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 92 1029.8054 3 3086.39437 0.0055 73.64 K A 0
3290 GINFIACPTCSR 57.021465@C:7,57.021465@C:10 JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 24 698.3293 2 1394.644047 0.0006 40.04 R Q 0
3291 GINPNGSIEFGMR JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 33 696.3406 2 1390.666647 0.0003 41.91 R S 0
3292 GINSYYLTSDGSTMSYR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 116 957.9311 2 1913.847647 0.0011 44.07 K T 0
3293 GIPADKISAR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 53 514.2981 2 1026.581647 -0.0005 22.51 K G 0
3294 GIPYTTVR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 18 453.7559 2 905.497247 0.0003 30.54 K K 0
3295 GIPYTTVRK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 19 517.803 2 1033.591447 -0.0005 24.08 K E 0
3296 GIQEQLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 41 408.2346 2 814.454647 -0.0003 23.71 K A 0
3297 GIQVVEAINGATTEEGAFVQGNR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 81 787.3998 3 2359.17757 0.0010 53.24 K L 0
3298 GIRPGAYCEPK 57.021465@C:8 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 35 624.3134 2 1246.612247 -0.0006 21.67 K M 0
3299 GISPAGLATSFEK JW2903 ECK2931 yggG predicted peptidase 44 639.34 2 1276.665447 -0.0007 48.35 R L 0
3300 GISTEGVLPGK JW2768 ECK2792 sdaB L-serine deaminase II 46 529.2978 2 1056.581047 -0.0003 34.53 R L 0
3301 GISYETATFPWAASGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 93 857.4148 2 1712.815047 -0.0007 52.25 K A 0
3302 GITFDSGGYSIK JW2507 ECK2520 pepB aminopeptidase B 41 622.8098 2 1243.605047 -0.0034 42.89 K Q 0
3303 GITILAK JW5571 ECK3864 bipA GTP-binding protein 36 358.239 2 714.463447 -0.0006 31.78 R N 0
3304 GITINTSHVEYDTPTR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 81 902.447 2 1802.879447 -0.0004 34.80 R H JW3943
3305 GITITSAATTAFWSGMAK JW3302 ECK3327 fusA protein chain elongation factor EF-G 74 907.4624 2 1812.910247 0.0023 60.15 R Q 0
3306 GITLPSNSTGGVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 26 615.8383 2 1229.662047 0.0005 33.53 R S 0
3307 GITVNVVAPGFIETDMTR 15.994915@M:16 JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 82 968.4959 2 1934.977247 0.0002 52.41 R A 0
3308 GIVAPGSGGSADKK JW1752 ECK1761 topB DNA topoisomerase III 21 622.3356 2 1242.656647 -0.0001 18.78 R K 0
3309 GIVDIPVYPLK JW1178 ECK1177 dadA D-amino acid dehydrogenase 22 607.3633 2 1212.712047 0.0003 53.64 K G 0
3310 GIVEEGHK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 45 434.7298 2 867.445047 0.0001 16.93 K I 0
3311 GIVEEGHKIK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 41 555.319 2 1108.623447 -0.0006 19.49 K G 0
3312 GIVWVVDDDSSIR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 54 730.8724 2 1459.730247 -0.0004 51.37 R W 0
3313 GIYAGQPR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 39 431.2324 2 860.450247 -0.0002 22.07 K T 0
3314 GIYDQFVNR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 63 556.2796 2 1110.544647 -0.0010 42.47 K L 0
3315 GIYEGPGISIK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 54 567.3139 2 1132.613247 0.0006 39.59 R L 0
3316 GIYKLETIEGSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 54 669.3691 2 1336.723647 -0.0001 34.49 K G 0
3317 GIYKLETIEGSKGK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 22 508.2867 3 1521.83827 -0.0018 29.77 K V 0
3318 GIYVTVNITEGDQYK JW0172 ECK0176 yaeT conserved protein 106 850.4296 2 1698.844647 -0.0017 46.65 K L 0
3319 GKADLMK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 39 381.7125 2 761.410447 -0.0002 17.61 R Q 0
3320 GKATVAFAR JW3944 ECK3972 secE preprotein translocase membrane subunit 21 460.7688 2 919.523047 -0.0009 20.58 K E 0
3321 GKDLGSMDVNEVIEKLQQEIR JW1709 ECK1717 thrS threonyl-tRNA synthetase 67 801.0844 3 2400.23137 -0.0004 62.91 R S 0
3322 GKDVFVPIDYIIGGPK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 71 859.4789 2 1716.943247 -0.0018 58.22 R M 0
3323 GKENADSTLNR JW3904 ECK3925 ftsN essential cell division protein 23 602.7994 2 1203.584247 0.0000 16.61 K L 0
3324 GKEQHVTIPAHQVNAEFFEEGK JW3841 ECK3863 glnA glutamine synthetase 78 1248.1183 2 2494.222047 -0.0019 37.66 K M 0
3325 GKGFAGTVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 28 432.7504 2 863.486247 -0.0001 18.24 K R 0
3326 GKHDFSSIDVER JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 45 463.8961 3 1388.66647 -0.0021 26.86 R Y 0
3327 GKIDNDFEPK JW0560 ECK0563 cusR DNA-binding response regulator in two-component regulatory system with CusS 31 581.7901 2 1161.565647 -0.0010 25.45 R L 0
3328 GKIIGIDLGTTNSCVAIMDGTTPR 57.021465@C:14 JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 41 830.7607 3 2489.26027 -0.0014 51.55 M V 0
3329 GKNQLTFNQIALEEAGR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 61 630.3335 3 1887.97867 -0.0014 41.59 K Y 0
3330 GKPFAPLLEK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 13 550.3293 2 1098.644047 0.0005 36.51 K N 0
3331 GKSVEEILGK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 55 530.3053 2 1058.596047 -0.0010 31.05 R - 0
3332 GKVECTLR 57.021465@C:5 JW3619 ECK3634 yicC conserved protein 35 481.7578 2 961.501047 -0.0004 18.53 R Y 0
3333 GKVIADYEER JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 52 590.3034 2 1178.592247 -0.0009 23.75 R K 0
3334 GKVIADYEERK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 67 654.3507 2 1306.686847 -0.0012 20.02 R A 0
3335 GKVKPNQQVTIIDSEGK JW5571 ECK3864 bipA GTP-binding protein 56 614.3426 3 1840.00597 0.0006 24.24 R T 0
3336 GKVPVINPNSMAALGIEVVDVR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 55 760.0919 3 2277.25387 0.0026 61.39 K I 0
3337 GLADTALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 44 394.7294 2 787.444247 0.0003 26.46 K T 0
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3338 GLAEYSSHFYGSDSDAR JW0931 ECK0939 ycbY predicted methyltransferase 43 621.2711 3 1860.79147 0.0001 38.03 K V 0
3339 GLALLDEELAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 69 586.3323 2 1170.650047 0.0004 50.03 R L 0
3340 GLALLDEELAKLSGDTLDGETAFR JW2667 ECK2692 alaS alanyl-tRNA synthetase 71 845.4386 3 2533.29397 0.0029 70.06 R L 0
3341 GLANIYR JW5942 ECK3515 bcsC cellulose synthase subunit 41 403.7294 2 805.444247 -0.0004 30.46 R Q 0
3342 GLAQGTDVSFGSFGLK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 17 792.4065 2 1582.798447 -0.0006 55.06 R A 0
3343 GLATTIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 21 352.2209 2 702.427247 -0.0003 22.41 R A 0
3344 GLCGGLNINLFK 57.021465@C:3 JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 45 653.3528 2 1304.691047 0.0000 54.47 R K 0
3345 GLDAILVPGGFGYR JW2751 ECK2774 pyrG CTP synthetase 11 717.8906 2 1433.766647 -0.0001 57.78 K G 0
3346 GLDASIEHDIVHGLQALPSR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 48 710.0433 3 2127.10807 0.0008 57.08 K I 0
3347 GLDEIDACIAR 57.021465@C:8 JW1336 ECK1339 ydaN predicted Zn(II) transporter 10 616.8007 2 1231.586847 0.0001 41.04 R T 0
3348 GLDELGWDAAGQLIDGEGR JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 117 986.4759 2 1970.937247 0.0040 62.78 R L 0
3349 GLDITITTTAK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 96 567.3239 2 1132.633247 -0.0007 39.47 R S 0
3350 GLDITITTTAKSDEEGR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 83 903.9577 2 1805.900847 0.0001 37.40 R A 0
3351 GLDLSPTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 35 415.7344 2 829.454247 -0.0003 28.55 R E 0
3352 GLDSSYTLILVDGK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 95 740.899 2 1479.783447 0.0014 53.66 R R 0
3353 GLDSSYTLILVDGKR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 29 818.9482 2 1635.881847 -0.0013 46.96 R V 0
3354 GLDVKDLEHPIEVPVGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 87 923.0089 2 1844.003247 -0.0010 46.11 R A 0
3355 GLEDFYYSVGK JW0172 ECK0176 yaeT conserved protein 87 639.3058 2 1276.597047 -0.0005 50.30 K Y 0
3356 GLEEDAEGLR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 26 544.7644 2 1087.514247 -0.0002 35.40 R A 0
3357 GLEVGATGFDPK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 69 595.8063 2 1189.598047 0.0002 39.32 R V 0
3358 GLEVGATGFDPKVSLDDPEALTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 14 1180.1077 2 2358.200847 0.0054 52.68 R I 0
3359 GLGAGANPEVGR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 74 549.2883 2 1096.562047 -0.0003 23.99 K N 0
3360 GLGEMNPMQLR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 37 623.3079 2 1244.601247 0.0008 44.75 K E 0
3361 GLGGGYYLWNDATDK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 14 815.3807 2 1628.746847 -0.0001 50.64 R L 0
3362 GLGVSGEAEGHALLLGNQALLNEQQVGTK JW0473 ECK0478 copA copper transporter 55 968.5128 3 2902.51657 0.0017 51.96 R A 0
3363 GLIDKDEAAILVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 81 692.9059 2 1383.797247 0.0000 42.80 K A 0
3364 GLIDKDEAAILVKAEESR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 51 653.0249 3 1956.05287 0.0002 47.05 K L 0
3365 GLIDSSDLPLNVSR JW0462 ECK0467 htpG molecular chaperone HSP90 family 54 743.3996 2 1484.784647 0.0012 51.95 R E 0
3366 GLIEATLDAVR JW0451 ECK0456 acrB multidrug efflux system protein 76 579.3299 2 1156.645247 0.0001 53.45 K M 0
3367 GLIEEMASAYEDPKEVIEFYSK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 75 850.0778 3 2547.21157 0.0027 68.60 K N 0
3368 GLIIPDLR JW1376 ECK1378 ydbH predicted protein 28 448.782 2 895.549447 0.0004 48.18 K Y 0
3369 GLIVAPPK JW3756 ECK3775 rho transcription termination factor 48 397.7602 2 793.505847 -0.0002 31.49 R A 0
3370 GLIVAPPKAGK JW3756 ECK3775 rho transcription termination factor 36 525.8365 2 1049.658447 -0.0011 27.50 R T 0
3371 GLIVSGDAFINGSVGLAK JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 24 859.4771 2 1716.939647 -0.0013 55.86 R I 0
3372 GLKENVIVGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 49 542.827 2 1083.639447 -0.0006 26.25 R L 0
3373 GLLEEDAFIER JW5625 ECK3691 gyrB DNA gyrase, subunit B 20 646.3294 2 1290.644247 -0.0012 48.31 R G 0
3374 GLLEEDAFIERGER JW5625 ECK3691 gyrB DNA gyrase, subunit B 43 817.4128 2 1632.811047 0.0003 45.10 R R 0
3375 GLLIWGPDSGSQACGDIGPGR 57.021465@C:14 JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 115 1057.0093 2 2112.004047 -0.0018 54.86 R M 0
3376 GLLLSENGYLR JW2273 ECK2272 nuoL NADH:ubiquinone oxidoreductase, membrane subunit L 47 617.8433 2 1233.672047 0.0005 46.63 K W 0
3377 GLLPTALDITDNPR JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 102 748.41 2 1494.805447 0.0013 52.69 K H 0
3378 GLLTEAELDDIFSVQNLMHPAYK JW4099 ECK4133 aspA aspartate ammonia-lyase 106 1302.6546 2 2603.294647 0.0006 69.45 R A 0
3379 GLMAIPAPESEYVR JW2918 ECK2946 yggS predicted enzyme 35 766.8933 2 1531.772047 0.0017 48.59 R Q 0
3380 GLMAKPDGSIIETPITANFR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 100 1066.0649 2 2130.115247 0.0010 50.85 R E 0
3381 GLMLNVTDPASIESVLEK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 97 958.5058 2 1914.997047 -0.0001 63.49 K I 0
3382 GLMLNVTDPASIESVLEKIR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 35 729.0686 3 2184.18397 0.0017 67.75 K A 0
3383 GLMNVQFAVK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 51 553.8036 2 1105.592647 -0.0027 47.01 R N 0
3384 GLMPNPK 15.994915@M:3 JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 25 386.7047 2 771.394847 -0.0001 18.08 R V 0
3385 GLMPNPKVGTVTPNVAEAVK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 36 674.7067 3 2021.09827 0.0005 41.43 R N 0
3386 GLMTVGEMSSTSLEHCQR 57.021465@C:16 JW4198 ECK4234 treC trehalose-6-P hydrolase 94 1011.9559 2 2021.897247 0.0005 40.11 R Y 0
3387 GLNDVNCATSYDDVK 57.021465@C:7 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 53 835.8696 2 1669.724647 -0.0006 33.91 R A 0
3388 GLNEEQGNVVSR JW2389 ECK2388 nupC nucleoside (except guanosine) transporter 74 651.3262 2 1300.637847 0.0007 24.84 K F 0
3389 GLNHEFKEGDWAVAEMR JW1279 ECK1281 rnb ribonuclease II 15 663.6471 3 1987.91947 -0.0015 41.61 R R 0
3390 GLNNPDLDAAVGEDLAQQLRDELELVK JW5873 ECK4366 prfC peptide chain release factor RF-3 52 1468.2536 2 2934.492647 -0.0007 72.44 K G 0
3391 GLNTNSHNQLEIR JW3204 ECK3224 degS serine endoprotease, periplasmic 81 748.3841 2 1494.753647 -0.0003 26.84 R T 0
3392 GLPADVVPGDILLLDDGR JW1843 ECK1855 pykA pyruvate kinase II 29 917.9981 2 1833.981647 -0.0019 63.87 K V 0
3393 GLPADVVPGDILLLDDGRVQLK JW1843 ECK1855 pykA pyruvate kinase II 44 1152.1539 2 2302.293247 0.0036 60.83 K V 0
3394 GLPDDPALIR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 15 533.7978 2 1065.581047 -0.0008 39.23 K Q 0
3395 GLPEGAEIAVQLEGER JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 46 834.4342 2 1666.853847 0.0014 51.42 R M 0
3396 GLPIPVVITVYADR JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 32 756.945 2 1511.875447 0.0043 60.25 K S 0
3397 GLPTCHVK 57.021465@C:5 JW0411 ECK0415 ispA geranyltranstransferase 29 456.242 2 910.469447 0.0000 19.56 R F 0
3398 GLPVVATNDVR JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 22 570.8223 2 1139.630047 0.0003 36.02 R F 0
3399 GLQFLDLIQEGNIGLMK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 95 945.0143 2 1888.014047 0.0012 69.60 R A 0
3400 GLQPGAPVEFR JW0934 ECK0942 pqiB paraquat-inducible protein B 20 585.8167 2 1169.618847 -0.0004 37.58 R G 0
3401 GLSLGMR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 30 367.2048 2 732.395047 -0.0002 32.17 R L 0
3402 GLSQGSGVAFDNEK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 113 704.8387 2 1407.662847 -0.0001 31.65 K F 0
3403 GLSSNYGLGTQEMLR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 23 813.4015 2 1624.788447 0.0006 45.38 R S 0
3404 GLSVLMLEAQDLACATSSASSK 57.021465@C:14 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 117 1120.0517 2 2238.088847 0.0018 65.18 R L 0
3405 GLTDAAQQVVAAVEGK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 87 778.9183 2 1555.822047 0.0016 61.60 K - 0
3406 GLTEALTR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 33 430.7446 2 859.474647 -0.0016 30.97 R V 0
3407 GLTFTYEPK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 36 528.274 2 1054.533447 -0.0001 41.26 K V 0
3408 GLTLASMLNDVPISR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 58 793.933 2 1585.851447 0.0016 62.66 K W 0
3409 GLTNEALNVTLVEAGER JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 37 893.4726 2 1784.930647 0.0039 50.76 K I 0
3410 GLTNMALDDSALQGFFGVDR JW2577 ECK2593 yfiO predicted lipoprotein 35 1064.0111 2 2126.007647 -0.0024 67.92 R S 0
3411 GLTSSTPTGDATK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 38 618.3111 2 1234.607647 0.0036 21.26 R R 0
3412 GLTSSTPTGDATKR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 57 696.3596 2 1390.704647 -0.0006 20.27 R Y 0
3413 GLVAQVTDEEALAER JW1629 ECK1633 tyrS tyrosyl-tRNA synthetase 109 800.9124 2 1599.810247 -0.0002 44.42 R L 0
3414 GLVDEINTSDEVILSLMEGR JW1264 ECK1266 sohB predicted inner membrane peptidase 130 1095.5532 2 2189.091847 0.0033 79.96 K E 0
3415 GLVLIEELLVK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 22 613.3921 2 1224.769647 0.0003 68.14 R E 0
3416 GLVNATGPWVK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 22 571.322 2 1140.629447 0.0003 41.92 R Q 0
3417 GLVQMIELAR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 55 565.3229 2 1128.631247 -0.0013 55.86 R A 0
3418 GLVTPVLR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 35 427.7765 2 853.538447 0.0000 36.84 R D 0
3419 GLVTPVLRDVDTLGMADIEKK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 43 757.4189 3 2269.23487 -0.0003 53.40 R I 0
3420 GMAACQTLFTILDSEQEKDEGK 57.021465@C:5 JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 16 824.386 3 2470.13617 0.0007 58.95 R R 0
3421 GMAACQTLFTILDSEQEKDEGKR 57.021465@C:5 JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 69 876.4198 3 2626.23757 0.0010 53.52 R V 0
3422 GMASGAVIESFLDK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 12 475.5753 3 1423.70407 0.0025 39.88 K G 0
3423 GMEGAINAK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 45 445.7237 2 889.432847 0.0001 21.78 K T JW5173
3424 GMFSNDLSIDLGTANTLIYVK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 83 1136.5802 2 2271.145847 0.0003 67.18 R G 0
3425 GMFVDQDK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 21 470.2157 2 938.416847 0.0000 29.30 K M 0
3426 GMGESNPVTGNTCDNVK 57.021465@C:13 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 87 890.3858 2 1778.757047 0.0008 28.99 R Q 0
3427 GMGESNPVTGNTCDNVKQR 57.021465@C:13 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 36 688.6457 3 2062.91527 -0.0006 25.43 R A 0
3428 GMGPENTLILIDGKPVSSR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 21 662.0233 3 1983.04807 0.0022 44.92 R N 0
3429 GMGSLGAMSK JW5401 ECK2504 guaB IMP dehydrogenase 33 469.7252 2 937.435847 -0.0003 28.82 R G 0
3430 GMINAVSFMVK JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 27 598.8121 2 1195.609647 0.0003 51.47 R V 0
3431 GMINAVSFMVKVEE JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 20 777.3895 2 1552.764447 0.0016 59.47 R - 0
3432 GMLGFTGTYK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 25 537.7676 2 1073.520647 -0.0009 41.80 R G 0
3433 GMLKGQESEVTGVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 27 731.8824 2 1461.750247 0.0006 22.75 R I 0
3434 GMLNELDEEPSPR JW5808 ECK0142 pcnB poly(A) polymerase I 93 743.8462 2 1485.677847 0.0010 40.78 K R 0
3435 GMLTTDVESYDKLSLDQR JW3460 ECK3478 pitA phosphate transporter, low-affinity 13 691.0039 3 2069.98987 -0.0041 48.03 K S 0
3436 GMMPPGFPGR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 13 523.7491 2 1045.483647 -0.0001 40.58 K - 0
3437 GMNFTDVATQMTNK JW2049 ECK2058 asmA predicted assembly protein 43 779.3558 2 1556.697047 0.0008 47.09 R S 0
3438 GMNGEGLPWR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 41 558.7665 2 1115.518447 0.0003 40.95 R V 0
3439 GMPIATPVFDGAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 13 652.3403 2 1302.666047 0.0019 46.73 K E 0
3440 GMQVALGTNAVR JW2903 ECK2931 yggG predicted peptidase 91 608.8265 2 1215.638447 -0.0009 34.60 K V 0
3441 GMTETVAR JW2294 ECK2291 pta phosphate acetyltransferase 39 432.7158 2 863.417047 0.0000 20.04 K E 0
3442 GMTLESVVELENGK JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 87 753.3798 2 1504.745047 0.0009 52.45 K M 0
3443 GMVGSVLMQR 15.994915@M:2 JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 15 547.2772 2 1092.539847 -0.0021 36.23 R M 0
3444 GMVLTGGGALLR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 70 572.8288 2 1143.643047 -0.0004 43.94 R N 0
3445 GMWQQSEGK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 54 525.7376 2 1049.460647 0.0008 24.65 R A 0
3446 GMYVTAQK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 37 449.2282 2 896.441847 -0.0008 22.35 R N 0
3447 GNARPSVVVADSGHLTQLR JW4218 ECK4254 yjgP conserved inner membrane protein 72 989.0348 2 1976.055047 -0.0001 32.95 K D 0
3448 GNASEDARPIVLVGK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 43 763.4206 2 1524.826647 0.0007 31.95 K G 0
3449 GNESDVYSSEIPAEFQK JW4215 ECK4251 valS valyl-tRNA synthetase 28 950.4339 2 1898.853247 0.0000 44.69 K L 0
3450 GNFDLEGLER JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 31 575.2808 2 1148.547047 0.0009 44.76 K G 0
3451 GNGENSYGGNGDMTYAR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 41 881.8588 2 1761.703047 0.0019 27.50 K L 0
3452 GNGFATYR JW2203 ECK2207 ompC outer membrane porin protein C 32 443.2141 2 884.413647 -0.0003 24.98 R N 0
3453 GNGFNPAEGLINELAGAWK JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 87 979.4929 2 1956.971247 0.0020 71.15 K H 0
3454 GNGSTEDLTAR JW3756 ECK3775 rho transcription termination factor 18 560.7655 2 1119.516447 0.0009 20.48 R V 0
3455 GNIATVSHCITR 57.021465@C:9 JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 69 664.841 2 1327.667447 0.0008 27.86 R L 0
3456 GNIGYIGPVPER JW3823 ECK3839 pepQ proline dipeptidase 51 636.3407 2 1270.666847 0.0000 38.01 R A 0
3457 GNIMWENEFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 47 648.2953 2 1294.576047 -0.0004 47.41 R Y 0
3458 GNNQPDIQK JW3474 ECK3490 slp outer membrane lipoprotein 30 507.2543 2 1012.494047 0.0002 17.70 K S 0
3459 GNNVVVLGTQWGDEGKGK JW4135 ECK4173 purA adenylosuccinate synthetase 17 619.9873 3 1856.94007 0.0021 39.64 M I 0
3460 GNQLQLMTESDDVMQALIR JW1241 ECK1243 cls cardiolipin synthase 1 78 1081.5317 2 2161.048847 -0.0019 67.82 K D 0
3461 GNSSLADYAK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 74 513.2486 2 1024.482647 0.0001 27.39 R L 0
3462 GNTGENLLALLEGR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 43 728.8927 2 1455.770847 0.0027 63.51 K L 0
3463 GNTLAELAR JW2551 ECK2565 rnc RNase III 58 472.7613 2 943.508047 -0.0005 32.69 R E 0
3464 GNTLWPQVVSVLQAK JW2462 ECK2473 nlpB lipoprotein 26 820.4624 2 1638.910247 0.0010 61.78 R N 0
3465 GNTPAQVPK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 30 456.251 2 910.487447 0.0002 19.67 K H 0
3466 GNVEYWVALIQPGK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 32 787.4229 2 1572.831247 0.0014 60.58 K V 0
3467 GNVIDPLDMVDGISLPELLEKR JW4215 ECK4251 valS valyl-tRNA synthetase 76 1212.1473 2 2422.280047 0.0024 70.58 K T 0
3468 GNVLAQAEAFR JW3809 ECK3826 rmuC predicted recombination limiting protein 26 588.3124 2 1174.610247 0.0008 43.05 R G 0
3469 GNYSMGVR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 60 442.2073 2 882.400047 -0.0016 23.23 R E 0
3470 GNYSSDLNR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 52 513.236 2 1024.457447 0.0001 22.51 K A 0
3471 GPAIAQAFDAEGKPSK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 94 793.9124 2 1585.810247 0.0003 33.32 R A 0
3472 GPANVLWK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 29 442.7529 2 883.491247 -0.0002 36.87 R V 0
3473 GPAYTEMSLFAR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 59 671.8268 2 1341.639047 0.0004 49.18 R I 0
3474 GPEGLMPSDDTLK JW2425 ECK2427 yfeY predicted protein 21 680.3267 2 1358.638847 0.0001 38.60 R N 0
3475 GPEGLMPSDDTLKNWK JW2425 ECK2427 yfeY predicted protein 51 894.4354 2 1786.856247 0.0003 45.66 R V 0
3476 GPGKSPDSPQWR JW1200 ECK1197 lolB chaperone for lipoproteins 46 656.3255 2 1310.636447 -0.0003 22.88 K Q 0
3477 GPGNPMEQPK JW0120 ECK0123 gcd glucose dehydrogenase 47 527.7529 2 1053.491247 0.0000 21.04 R D 0
3478 GPGNPMEQPKDAK JW0120 ECK0123 gcd glucose dehydrogenase 30 684.8322 2 1367.649847 -0.0004 20.07 R G 0
3479 GPGSFTGVR JW1796 ECK1805 yeaZ predicted peptidase 20 439.23 2 876.445447 0.0000 25.80 R I 0
3480 GPIPLPTR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 21 425.7612 2 849.507847 0.0006 33.96 R K 0
3481 GPIPLPTRK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 36 326.8746 3 977.6019705 -0.0003 27.64 R E 0
3482 GPLDHDGFSAVEAIAPGVIER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 106 1075.5472 2 2149.079847 -0.0005 56.23 K Q 0
3483 GPLTTPVGGGIR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 44 562.8245 2 1123.634447 -0.0004 34.32 K S 0
3484 GPMSSLYGSDALGGVVNIITK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 60 1040.0444 2 2078.074247 0.0025 64.52 R K 0
3485 GPNIMNGYLR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 48 567.7901 2 1133.565647 0.0005 41.53 K V 0
3486 GPQLPAPNMLMMDR JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 31 785.8809 2 1569.747247 0.0008 52.31 K V 0
3487 GPTLEDACNVLGVKPTDDATTIK 57.021465@C:8 JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 72 805.7404 3 2414.19937 -0.0006 47.38 R R 0
3488 GPTLEDACNVLGVKPTDDATTIKR 57.021465@C:8 JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 51 857.7741 3 2570.30047 -0.0004 43.48 R A 0
3489 GPVATVLVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 70 456.2871 2 910.559647 -0.0003 32.18 R E 0
3490 GPVSVLYGK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 51 460.266 2 918.517447 0.0001 34.26 R S 0
3491 GQAIIATADGR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 77 536.7909 2 1071.567247 0.0000 25.84 K V 0
3492 GQAVVNISNAAFPILMAR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 78 936.5114 2 1871.008247 -0.0004 59.76 R N 0
3493 GQDAAGIITIDANNCFR 57.021465@C:15 JW2309 ECK2306 purF amidophosphoribosyltransferase 28 918.4407 2 1834.866847 0.0037 48.00 R L 0
3494 GQESEVTGVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 65 517.2615 2 1032.508447 -0.0002 19.62 K I 0
3495 GQETRGFQSEVK JW0462 ECK0467 htpG molecular chaperone HSP90 family 13 455.8966 3 1364.66797 -0.0004 19.93 K Q 0
3496 GQFENAFNSER JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 37 649.791 2 1297.567447 -0.0012 33.68 R N 0
3497 GQGAQLNGYR JW2517 ECK2530 suhB inositol monophosphatase 19 532.2676 2 1062.520647 0.0000 23.20 R L 0
3498 GQGIVLNEPSVVAIR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 59 776.4465 2 1550.878447 0.0005 46.73 K Q 0
3499 GQGIVLNEPSVVAIRQDR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 31 651.0287 3 1950.06427 -0.0003 41.54 K A 0
3500 GQGLESDQSDSAAMTSMLIGLGVAQSGQIVGK JW4180 ECK4217 ytfN conserved protein 46 1045.8486 3 3134.52397 0.0017 68.68 R I 0
3501 GQGQGWITAEYGMLPR JW3618 ECK3633 rph ribonuclease PH (pseudogene) 88 882.4298 2 1762.845047 -0.0010 53.74 K S 0
3502 GQHFDIYQGIGPEAGHR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 35 627.9705 3 1880.88967 -0.0020 37.61 K A 0
3503 GQIEGAVSSSDASTEKLK JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 52 903.9573 2 1805.900047 -0.0006 26.17 K S 0
3504 GQIGLEQR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 26 450.7481 2 899.481647 -0.0008 23.48 K S 0
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3505 GQIQDIEPEQIHLAIK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 49 916.4986 2 1830.982647 -0.0012 45.71 R E 0
3506 GQKVHPNGIR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 22 553.315 2 1104.615447 0.0002 15.84 M L 0
3507 GQNEDQNVGIK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 64 601.2931 2 1200.571647 -0.0018 20.90 R V 0
3508 GQNTGIAFVSLK JW0451 ECK0456 acrB multidrug efflux system protein 26 617.8438 2 1233.673047 0.0013 44.93 R D 0
3509 GQPAVGPETK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 36 492.2616 2 982.508647 0.0004 18.89 K E 0
3510 GQPVLVGTISIEKSELVSNELTK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 21 814.4547 3 2440.34227 0.0000 54.01 K A 0
3511 GQQEQYVALKQPAVK JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 28 562.9769 3 1685.90887 -0.0012 29.32 R K 0
3512 GQQLNASIIAQTR JW0451 ECK0456 acrB multidrug efflux system protein 83 700.3866 2 1398.758647 0.0007 36.89 K L JW3234
3513 GQQLSSFAQLR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 58 617.8304 2 1233.646247 -0.0003 40.06 K D 0
3514 GQSEAIARNLREMSR 15.994915@M:13 JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 15 578.6269 3 1732.85887 -0.0050 25.18 R L 0
3515 GQTLSLK JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 26 373.7239 2 745.433247 -0.0002 24.61 R R 0
3516 GQTLTQATSDAQGHVQLENDKNAALLLAR JW2504 ECK2516 yfhM conserved protein 37 766.6505 4 3062.572894 -0.0014 44.77 K K 0
3517 GQTVLDLAGGTGDLTAK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 63 808.9281 2 1615.841647 0.0000 48.02 R F 0
3518 GQVLAKPGTIKPHTK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 34 525.6508 3 1573.93057 0.0001 19.20 R F JW3943
3519 GQVLPIGGLK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 29 491.3083 2 980.602047 0.0003 39.90 R E 0
3520 GQVLPIGGLKEK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 33 619.8761 2 1237.737647 -0.0018 34.89 R L 0
3521 GQVVGTIDFQLNGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 29 738.3964 2 1474.778247 0.0004 47.12 K S 0
3522 GQYGHVVIDMYPLEPGSNPK JW3302 ECK3327 fusA protein chain elongation factor EF-G 40 1101.0398 2 2200.065047 0.0029 47.76 R G 0
3523 GQYNWNTGYGGAELGLSYPITK JW3794 ECK3815 pldA outer membrane phospholipase A 95 1195.0752 2 2388.135847 -0.0026 54.05 K H 0
3524 GQYTAGFAQGK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 75 564.2773 2 1126.540047 -0.0006 26.91 R K 0
3525 GREQILK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 19 422.2558 2 842.497047 -0.0003 19.01 R V 0
3526 GREYSAMER JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 42 549.7538 2 1097.493047 0.0006 19.22 R S 0
3527 GRIVLTRDPDGEER JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 16 806.925 2 1611.835447 0.0026 23.76 R C 0
3528 GRLTEDNVKDTLR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 36 506.2742 3 1515.80077 0.0003 26.31 R E 0
3529 GRLTLEVR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 37 472.287 2 942.559447 -0.0016 27.38 R D 0
3530 GRNLAEGVPR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 59 534.7984 2 1067.582247 -0.0013 21.72 R G 0
3531 GRSQGVAAYGAK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 53 582.8098 2 1163.605047 0.0004 18.20 K E 0
3532 GSAAQIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 41 351.6982 2 701.381847 -0.0001 16.07 R Q 0
3533 GSAFSMEER JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 45 507.2211 2 1012.427647 -0.0007 29.16 K R 0
3534 GSAIDLPVYSYVEHTR JW2051 ECK2060 udk uridine/cytidine kinase 16 602.9723 3 1805.89507 0.0004 49.33 R M 0
3535 GSALKALEGDAEWEAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 88 837.9223 2 1673.830047 0.0041 42.07 R I JW3943
3536 GSANILVMPNMEAAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 27 787.396 2 1572.777447 0.0022 47.24 K I 0
3537 GSAPLINDPLLTQYINSLGMR JW2479 ECK2490 yfgC predicted peptidase 85 1137.1038 2 2272.193047 0.0045 69.17 R L 0
3538 GSDGAVGTPAFTEGYWVADAK JW0790 ECK0794 fiu predicted iron outer membrane transporter 86 1049.9899 2 2097.965247 0.0010 52.43 K L 0
3539 GSDGWLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 16 395.6956 2 789.376647 -0.0002 31.38 R A 0
3540 GSDVNVPDAVFAWMLDGR JW1336 ECK1339 ydaN predicted Zn(II) transporter 37 650.3127 3 1947.91627 0.0015 74.36 K G 0
3541 GSDWREHSATR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 32 434.5376 3 1300.59097 0.0002 18.30 R I 0
3542 GSDYIGDQDAIEYMCK 57.021465@C:15 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 94 932.8894 2 1863.764247 -0.0012 45.28 K T 0
3543 GSEDTAYSEDDQQQNR JW5380 ECK2318 trmC fused 5-methylaminomethyl-2-thiouridine forming enzyme methyltransferase -!- FAD-dependent demodification enzyme 40 921.8725 2 1841.730447 0.0004 20.30 R Q 0
3544 GSEWENLSAPAK JW3142 ECK3164 secG preprotein translocase membrane subunit 53 644.812 2 1287.609447 -0.0001 35.75 K T 0
3545 GSEWENLSAPAKTEQTQPAAPAKPTSDIPN JW3142 ECK3164 secG preprotein translocase membrane subunit 49 1045.8463 3 3134.51707 0.0014 39.68 K - 0
3546 GSFEFSGR JW2049 ECK2058 asmA predicted assembly protein 56 443.7063 2 885.398047 0.0001 30.69 R V 0
3547 GSFESFAQAVR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 33 599.7957 2 1197.576847 -0.0010 43.91 R D 0
3548 GSGLGLSIAR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 55 465.7718 2 929.529047 -0.0003 35.23 K D 0
3549 GSHIVVPR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 35 432.7557 2 863.496847 -0.0008 21.07 K V 0
3550 GSHLESLAAR JW3564 ECK3580 selA selenocysteine synthase 44 520.7775 2 1039.540447 -0.0006 22.96 R W 0
3551 GSIPENTVIAGVPAK JW2018 ECK2027 wbbJ predicted acyl transferase 18 726.9069 2 1451.799247 0.0010 38.47 R I 0
3552 GSLGELK JW5378 ECK2308 dedD conserved protein 28 352.2028 2 702.391047 -0.0001 24.90 K Q 0
3553 GSLLPGK JW2504 ECK2516 yfhM conserved protein 30 336.208 2 670.401447 0.0001 26.60 R V 0
3554 GSLPIALDEVITDGHK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 69 832.9462 2 1663.877847 -0.0003 51.90 R R 0
3555 GSLPIALDEVITDGHKR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 48 607.6673 3 1819.98007 0.0009 47.88 R A 0
3556 GSLVNDK JW2667 ECK2692 alaS alanyl-tRNA synthetase 35 366.6976 2 731.380647 -0.0007 18.19 K V 0
3557 GSLVNDKVLR JW2667 ECK2692 alaS alanyl-tRNA synthetase 34 367.5518 3 1099.63357 -0.0015 27.71 K F 0
3558 GSLYGGTWQMDVPELK JW4180 ECK4217 ytfN conserved protein 56 890.9324 2 1779.850247 0.0002 56.44 R L 0
3559 GSMMIEGR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 47 440.7044 2 879.394247 0.0001 25.65 R I 0
3560 GSNDFVTNVDK JW2517 ECK2530 suhB inositol monophosphatase 64 598.2833 2 1194.552047 0.0004 29.81 K A 0
3561 GSNDFVTNVDKAAEAVIIDTIR JW2517 ECK2530 suhB inositol monophosphatase 108 1174.608 2 2347.201447 -0.0005 74.97 K K 0
3562 GSNDFVTNVDKAAEAVIIDTIRK JW2517 ECK2530 suhB inositol monophosphatase 97 826.1068 3 2475.29857 0.0018 69.16 K S 0
3563 GSPDDALAEIK JW5743 ECK4185 yjfO conserved protein 31 558.2827 2 1114.550847 0.0002 38.35 R A 0
3564 GSPVTTVDTAK JW0790 ECK0794 fiu predicted iron outer membrane transporter 57 538.285 2 1074.555447 -0.0001 22.05 K S 0
3565 GSQQSVEQAYAEAGQPQHK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 59 681.6561 3 2041.94647 0.0011 27.67 K V 0
3566 GSQTLPAWCENWAQEVDAR 57.021465@C:9 JW3564 ECK3580 selA selenocysteine synthase 73 1109.5042 2 2216.993847 0.0029 54.39 R L 0
3567 GSSFTLNAGDTATDTTVNGGLFTAR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 155 1237.5932 2 2473.171847 -0.0003 52.70 K G 0
3568 GSSLQQGFQKPAQAVNR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 45 605.987 3 1814.93917 0.0004 28.19 K D 0
3569 GSSPTPQQDLVR JW1795 ECK1804 yeaY predicted lipoprotein 52 642.8307 2 1283.646847 -0.0001 26.98 K V 0
3570 GSSVMFLKPGDQVSVADLNK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 87 1046.5416 2 2091.068647 0.0017 47.69 R G 0
3571 GSVENGAYK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 43 462.7244 2 923.434247 -0.0006 18.10 K A 0
3572 GSWFVATTEELAELQR JW2715 ECK2740 truD pseudoruidine synthase 94 918.9592 2 1835.903847 -0.0014 64.79 R R 0
3573 GSWLDFEFDPK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 66 670.8116 2 1339.608647 0.0003 61.26 R D 0
3574 GSWLDFEFDPKDNLFVR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 84 1043.0076 2 2084.000647 0.0004 66.29 R I 0
3575 GSYSGSTYTVK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 38 575.275 2 1148.535447 0.0004 23.15 K K 0
3576 GTAMNPVDHPHGGGEGR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 42 563.59 3 1687.74817 -0.0004 19.64 R N 0
3577 GTAQVTIK JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 44 409.2421 2 816.469647 -0.0008 20.39 R Q 0
3578 GTCQTYILGQR 57.021465@C:3 JW1728 ECK1737 osmE DNA-binding transcriptional regulator 57 648.8218 2 1295.629047 -0.0001 34.27 R D 0
3579 GTDLRVER JW3662 ECK3677 yidE predicted transporter 22 473.2592 2 944.503847 -0.0001 20.07 K V 0
3580 GTEITLHLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 53 520.2978 2 1038.581047 -0.0012 34.37 R E 0
3581 GTGAGIISNGR JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 78 501.7697 2 1001.524847 -0.0005 22.96 R I 0
3582 GTGGWGGPLELK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 24 586.3086 2 1170.602647 -0.0006 44.78 K A 0
3583 GTGNMELHLSR JW3756 ECK3775 rho transcription termination factor 33 405.5361 3 1213.58647 -0.0008 30.10 K K 0
3584 GTGSGGGSSSQGPRPQLGGR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 48 600.6296 3 1798.86697 0.0000 19.90 K V 0
3585 GTGTESGIQPQYGVPYGVTLNPFLSPFGLPCK 57.021465@C:31 JW0120 ECK0123 gcd glucose dehydrogenase 26 1127.8986 3 3380.67397 -0.0012 70.73 K Q 0
3586 GTGVSVTR JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 58 388.7166 2 775.418647 0.0000 19.27 R S 0
3587 GTHNDLLEHR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 40 596.2968 2 1190.579047 -0.0001 20.40 R G 0
3588 GTLDLSK JW5531 ECK3150 deaD ATP-dependent RNA helicase 27 367.208 2 732.401447 -0.0003 24.10 R L 0
3589 GTLDVNQVIGDTTAVR JW0790 ECK0794 fiu predicted iron outer membrane transporter 38 829.9395 2 1657.864447 0.0010 48.85 R L 0
3590 GTLEDPNLFIR JW0462 ECK0467 htpG molecular chaperone HSP90 family 36 637.841 2 1273.667447 0.0008 47.63 R R 0
3591 GTLEDPNLFIRR JW0462 ECK0467 htpG molecular chaperone HSP90 family 19 477.5963 3 1429.76707 -0.0006 42.19 R M 0
3592 GTLGQDVIDIR JW0710 ECK0709 gltA citrate synthase 67 593.8251 2 1185.635647 0.0003 44.07 K T 0
3593 GTLGVDYKPGNWTFNLNSDFQSSQFADNANTVK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 31 1212.5752 3 3634.70377 0.0073 58.90 K E 0
3594 GTLGWIETGDFDKVPPDLR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 48 706.0287 3 2115.06427 0.0008 56.80 R F 0
3595 GTLQTASTDCDTIVEAAALLPAFDQAVEGNR 57.021465@C:10 JW5291 ECK1784 yeaJ predicted diguanylate cyclase 44 1078.8582 3 3233.55277 0.0017 71.58 R H 0
3596 GTLTGNAQR JW3630 ECK3645 yicH conserved protein 24 459.2436 2 916.472647 0.0000 17.87 R N 0
3597 GTNASHVLVLIDGVR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 57 775.9359 2 1549.857247 -0.0002 44.72 R L 0
3598 GTNTVIVLPIGIGQLGK JW0803 ECK0809 ybiS conserved protein 58 840.5062 2 1678.997847 -0.0002 60.52 K D 0
3599 GTPEYNISLGER JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 46 668.3312 2 1334.647847 0.0012 37.97 R R 0
3600 GTPEYNISLGERR JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 16 746.3813 2 1490.748047 0.0004 32.23 R A 0
3601 GTPGFSGADLANLVNEAALFAAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 59 1131.5784 2 2261.142247 -0.0018 75.64 R G 0
3602 GTPVELGVWIDGAMPSR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 86 892.9552 2 1783.895847 0.0031 60.03 R A 0
3603 GTPVELGVWIDGAMPSRAETVK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 57 771.7348 3 2312.18257 -0.0010 54.71 R G 0
3604 GTQAQFIMEK JW0463 ECK0468 adk adenylate kinase 52 576.7893 2 1151.564047 -0.0005 34.59 K Y 0
3605 GTSANPDTYFQSR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 24 722.3276 2 1442.640647 -0.0019 34.32 R E 0
3606 GTSTVQYLHTK JW5298 ECK1825 yobH predicted protein 60 617.8248 2 1233.635047 -0.0004 23.45 R S 0
3607 GTTTMGVKLDDATR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 71 733.369 2 1464.723447 -0.0008 30.27 M E 0
3608 GTVAVTSDAR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 63 488.7563 2 975.498047 -0.0005 19.60 K G 0
3609 GTVEAPQLLADITAR JW4180 ECK4217 ytfN conserved protein 93 777.9285 2 1553.842447 0.0013 54.34 R G 0
3610 GTVIDHIPAQIGFK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 47 748.4183 2 1494.822047 0.0026 46.47 R L 0
3611 GTVVTGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 32 345.2006 2 688.386647 -0.0001 16.53 R V JW3943
3612 GTVVTGRVER JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 15 358.5402 3 1072.59877 0.0000 19.62 R G JW3943
3613 GVAASEQTLIQVQK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 62 736.4093 2 1470.804047 -0.0002 36.63 R T 0
3614 GVADALK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 25 337.1976 2 672.380647 0.0001 25.52 K V 0
3615 GVALSAGVQR JW1692 ECK1700 pps phosphoenolpyruvate synthase 30 479.2776 2 956.540647 0.0003 26.30 R M 0
3616 GVDCSGFVVVTMR 57.021465@C:4 JW1698 ECK1706 nlpC predicted lipoprotein 86 713.8446 2 1425.674647 0.0003 45.96 R D 0
3617 GVDMAMR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 40 390.1805 2 778.346447 -0.0001 25.83 K L 0
3618 GVDPALQHK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 55 482.7641 2 963.513647 0.0000 18.72 R A 0
3619 GVEATANFDTGPLTHTVSYDYVDAR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 71 1350.1309 2 2698.247247 -0.0038 50.34 K N 0
3620 GVEGMITTAR JW2751 ECK2774 pyrG CTP synthetase 63 517.7686 2 1033.522647 0.0000 32.47 R F 0
3621 GVEIEAK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 39 373.208 2 744.401447 -0.0003 21.42 R A 0
3622 GVELAPGESVPMVGVVEKPK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 18 674.7026 3 2021.08597 -0.0005 46.13 K A 0
3623 GVEPIYETMPGWSESTFGVK JW4135 ECK4173 purA adenylosuccinate synthetase 25 1107.5252 2 2213.035847 0.0009 58.83 K D 0
3624 GVFTFDPGFTSTASCESK 57.021465@C:15 JW0710 ECK0709 gltA citrate synthase 78 969.4323 2 1936.850047 -0.0012 51.46 K I 0
3625 GVGFLEAPR JW2962 ECK2988 hybC hydrogenase 2, large subunit 57 473.2612 2 944.507847 -0.0001 39.58 K G 0
3626 GVGLALVK JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 31 378.7525 2 755.490447 0.0000 36.38 R Q 0
3627 GVHEGHVAAEVIAGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 83 737.3941 2 1472.773647 0.0002 24.81 K K 0
3628 GVHEGHVAAEVIAGKK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 53 534.6301 3 1600.86847 0.0001 21.08 K H 0
3629 GVHVVEDDLLAALDSGK JW5146 ECK1019 ycdW 2-ketoacid reductase 33 579.9722 3 1736.89477 0.0003 55.17 R V 0
3630 GVHVVEDDLLAALDSGKVK JW5146 ECK1019 ycdW 2-ketoacid reductase 70 655.6936 3 1964.05897 0.0013 52.38 R G 0
3631 GVHVVTVNDYLAQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 74 785.921 2 1569.827447 0.0012 41.07 K D 0
3632 GVILTGDNPR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 65 521.288 2 1040.561447 0.0001 26.56 K A 0
3633 GVIVQYGGQTPLK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 78 680.385 2 1358.755447 -0.0002 37.89 K L 0
3634 GVIYAGNLSR JW2019 ECK2028 wbbI conserved protein 74 525.2906 2 1048.566647 0.0002 32.81 R H 0
3635 GVIYQGREPNMAETK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 50 846.9221 2 1691.829647 -0.0003 28.90 K A 0
3636 GVLAVMPDMDKFPYTVR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 24 646.9994 3 1937.97637 0.0021 55.82 R V 0
3637 GVLMVGPPGTGK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 26 556.8106 2 1111.606647 0.0007 38.51 K T 0
3638 GVLNDLAK JW2573 ECK2590 clpB protein disaggregation chaperone 25 415.2424 2 828.470247 -0.0001 34.13 K Q 0
3639 GVLNLQSNMPDTKPGLYEPTSPPIITDK JW0120 ECK0123 gcd glucose dehydrogenase 77 1009.19 3 3024.54817 0.0005 52.34 K T 0
3640 GVLPCADCEGIETSLFLEK 57.021465@C:5,57.021465@C:8 JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 91 1069.511 2 2137.007447 0.0003 58.74 R D 0
3641 GVLPVGDR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 34 406.7348 2 811.455047 -0.0001 28.76 R G 0
3642 GVLTNLGAVAVDTGIFTGR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 72 931.0128 2 1860.011047 0.0007 64.35 R S 0
3643 GVLYDSLGLR JW3132 ECK3151 nlpI conserved protein 52 546.8057 2 1091.596847 -0.0006 46.04 R A 0
3644 GVMFTGSTEVATLLQR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 42 570.6343 3 1708.88107 -0.0006 57.38 R N 0
3645 GVNPQQEQR JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 40 528.265 2 1054.515447 -0.0001 16.49 K L 0
3646 GVNRLDDVNRPK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 54 461.5882 3 1381.74277 0.0002 20.74 R S 0
3647 GVNVLADAVK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 37 493.2872 2 984.559847 -0.0005 37.55 R V 0
3648 GVNVLADAVKVTLGPK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 14 527.6504 3 1579.92937 -0.0004 54.46 R G 0
3649 GVNVVALYGGQR JW5531 ECK3150 deaD ATP-dependent RNA helicase 19 616.8407 2 1231.666847 -0.0004 42.89 R Y 0
3650 GVPNYFGAQR JW2715 ECK2740 truD pseudoruidine synthase 21 554.7803 2 1107.546047 -0.0001 35.85 K F 0
3651 GVQCDLAMIGSK 57.021465@C:4 JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 44 639.8126 2 1277.610647 -0.0002 39.34 K G 0
3652 GVQLEDGPAAFK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 39 616.3192 2 1230.623847 -0.0006 38.71 R T 0
3653 GVQSILQR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 62 450.766 2 899.517447 -0.0014 31.34 R Y 0
3654 GVSADQISIVSYGK JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 91 712.3746 2 1422.734647 -0.0008 41.34 K E 0
3655 GVSADQISIVSYGKEKPAVLGHDEAAYSK JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 20 755.6404 4 3018.532494 0.0026 41.11 K N 0
3656 GVSYHEAKAETASPEVMADCPR 57.021465@C:20 JW0120 ECK0123 gcd glucose dehydrogenase 83 802.367 3 2404.07917 0.0006 29.25 R R 0
3657 GVTDAQVVSR JW3392 ECK3415 glgA glycogen synthase 77 516.2774 2 1030.540247 -0.0005 23.03 R R 0
3658 GVTPVHFDSANDGVAAASEAVNLLR JW1843 ECK1855 pykA pyruvate kinase II 37 837.4263 3 2509.25707 0.0010 58.08 R D 0
3659 GVTQEQAQR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 47 508.7598 2 1015.505047 0.0003 15.20 R A 0
3660 GVTVDKMTELR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 29 624.8344 2 1247.654247 -0.0001 32.38 R K 0
3661 GVTVDKMTELRK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 53 688.8824 2 1375.750247 0.0011 26.54 R A 0
3662 GVTVVNNFDAK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 15 582.3059 2 1162.597247 -0.0009 33.24 R R 0
3663 GVTYSAPLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 41 482.2664 2 962.518247 -0.0003 28.51 R V 0
3664 GVTYSAPLRVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 38 595.8476 2 1189.680647 -0.0012 29.62 R L 0
3665 GVVHDTWPQALIAR JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 13 521.6196 3 1561.83697 0.0006 44.98 K E 0
3666 GVVVQDAALLESGAAIR JW2565 ECK2579 yfiF predicted methyltransferase 94 834.968 2 1667.921447 0.0010 50.96 K T 0
3667 GVYAQLHK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 45 458.2558 2 914.497047 -0.0003 21.97 R M 0
3668 GVYNTYIEDNLR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 72 728.8568 2 1455.699047 -0.0004 43.98 R Y JW4083
3669 GVYTNPNYGDEGYAAAVGGGLQWK JW5371 ECK2243 yfaZ predicted outer membrane porin protein 116 1244.0817 2 2486.148847 -0.0014 51.12 K I 0
3670 GWANLNTK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 18 452.2378 2 902.461047 0.0000 31.08 K D 0
3671 GWYDTGDIVR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 75 591.2831 2 1180.551647 0.0004 43.60 R F 0
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3672 GYAMVESSEGPLWWQEIDVR JW2504 ECK2516 yfhM conserved protein 105 1176.5502 2 2351.085847 -0.0033 63.72 K A 0
3673 GYASLDYNFK JW2553 ECK2567 lepA GTP binding membrane protein 37 589.2796 2 1176.544647 -0.0004 41.40 R R 0
3674 GYASLDYNFKR JW2553 ECK2567 lepA GTP binding membrane protein 14 667.33 2 1332.645447 -0.0007 36.54 R F 0
3675 GYAVMANGGFLVDPWFISK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 71 1036.5194 2 2071.024247 0.0006 68.06 R I 0
3676 GYDDEDILK JW2203 ECK2207 ompC outer membrane porin protein C 50 534.2484 2 1066.482247 0.0004 35.30 R Y 0
3677 GYDDEDILKYVDVGATYYFNK JW2203 ECK2207 ompC outer membrane porin protein C 96 1244.5811 2 2487.147647 -0.0004 66.41 R N 0
3678 GYDGPIVECEK 57.021465@C:9 JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 41 633.7877 2 1265.560847 0.0012 29.88 K C 0
3679 GYDSAGLAVVDAEGHMTR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 121 924.9301 2 1847.845647 -0.0015 42.50 R L 0
3680 GYEFINDIK JW3302 ECK3327 fusA protein chain elongation factor EF-G 39 549.777 2 1097.539447 0.0001 45.10 K G 0
3681 GYEFINDIKGGVIPGEYIPAVDK JW3302 ECK3327 fusA protein chain elongation factor EF-G 21 832.1012 3 2493.28177 0.0027 58.82 K G 0
3682 GYEFINDIKGGVIPGEYIPAVDKGIQEQLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 50 1097.5805 3 3289.71967 -0.0037 59.39 K A 0
3683 GYEIHISDEALK JW2573 ECK2590 clpB protein disaggregation chaperone 31 687.8486 2 1373.682647 0.0000 39.59 R L 0
3684 GYEPAEKDPITFHAVPK JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 17 475.4959 4 1897.954494 -0.0030 34.16 R F 0
3685 GYEVGGTVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 60 469.2406 2 936.466647 0.0002 24.09 R I 0
3686 GYFPTDGSR JW0172 ECK0176 yaeT conserved protein 12 500.2302 2 998.445847 0.0001 29.97 R V 0
3687 GYGAGNDVTAAGVFADLLR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 132 933.9712 2 1865.927847 0.0008 65.06 R T 0
3688 GYGMGDAAEGK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 68 528.227 2 1054.439447 0.0006 23.97 K N 0
3689 GYGNLIIIK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 57 495.8023 2 989.590047 -0.0009 45.26 R H 0
3690 GYGYDNR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 34 422.6829 2 843.351247 0.0001 20.79 R T 0
3691 GYIEGLEMLASMR JW2287 ECK2284 yfbQ predicted aminotransferase 72 735.3605 2 1468.706447 0.0012 65.12 K L 0
3692 GYIGIGGR JW3204 ECK3224 degS serine endoprotease, periplasmic 47 396.7216 2 791.428647 -0.0002 30.17 R E 0
3693 GYIITNK JW3204 ECK3224 degS serine endoprotease, periplasmic 32 404.732 2 807.449447 0.0004 23.27 R H 0
3694 GYIPPELWDPGINAGLLNYNFSGNSVQNR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 20 1069.1937 3 3204.55927 -0.0036 67.66 R I 0
3695 GYLADVELSK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 69 547.7907 2 1093.566847 0.0013 41.51 R I 0
3696 GYLSPYFINKPETGAVELESPFILLADK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 38 1037.8811 3 3110.62147 0.0001 67.83 R K 0
3697 GYMNIDELANLLDVSTQTVR JW5567 ECK3877 yihW predicted DNA-binding transcriptional regulator 44 1126.5655 2 2251.116447 0.0010 71.11 R R 0
3698 GYPNSQYTTDATK JW2577 ECK2593 yfiO predicted lipoprotein 73 723.3312 2 1444.647847 0.0008 25.24 R R 0
3699 GYPNSQYTTDATKR JW2577 ECK2593 yfiO predicted lipoprotein 84 801.3813 2 1600.748047 -0.0001 23.70 R L 0
3700 GYQEVITYSFVDPK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 37 823.4102 2 1644.805847 0.0023 51.46 K V 0
3701 GYQLIMLPPECSPPLDDAETTAAWMNK 57.021465@C:11 JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 20 1016.8109 3 3047.41087 0.0032 65.31 K V 0
3702 GYQLIMLPPECSPPLDDAETTAAWMNKVVEK 57.021465@C:11 JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 45 1168.5664 3 3502.67737 -0.0048 66.42 K C 0
3703 GYSLPEPIQLLNAK JW3941 ECK3965 birA bifunctional biotin-[acetylCoA carboxylase] holoenzyme synthetase -!- DNA-binding transcriptional repressor, bio-5'-AMP-binding 17 771.9311 2 1541.847647 0.0024 58.59 K Q 0
3704 GYSVEYFVEGGR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 33 681.8197 2 1361.624847 -0.0002 48.12 R S 0
3705 GYTFVSETDTEVIAHLVNWELK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 69 851.0947 3 2550.26227 -0.0020 70.74 R Q 0
3706 GYTVSIFNR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 50 528.7772 2 1055.539847 -0.0001 43.66 R S 0
3707 GYVLQGHDINDLPYR JW2143 ECK2149 lysP lysine transporter 52 587.2967 3 1758.86827 -0.0007 43.23 R S 0
3708 GYVPASTR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 53 425.7243 2 849.434047 -0.0003 21.85 R I 0
3709 GYYPSYVLNEWER JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 53 838.3913 2 1674.768047 0.0003 54.34 R R 0
3710 GYYYPPTLLLDVR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 55 785.4189 2 1568.823247 -0.0006 58.89 K Q 0
3711 HADEQQAVSDFIR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 76 758.363 2 1514.711447 0.0001 37.35 K L 0
3712 HADNTLTFGPR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 60 614.8071 2 1227.599647 0.0001 29.21 K D 0
3713 HAECSVLVVR 57.021465@C:4 JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 63 585.3086 2 1168.602647 0.0005 25.79 R - 0
3714 HAEGSVLVEFGDTK JW3618 ECK3633 rph ribonuclease PH (pseudogene) 107 744.8697 2 1487.724847 -0.0008 38.40 K V 0
3715 HAFISEKPK JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 20 352.866 3 1055.57617 -0.0002 18.99 R M 0
3716 HAGDLNPR JW2183 ECK2187 ccmG periplasmic thioredoxin of cytochrome c-type biogenesis 21 440.2249 2 878.435247 -0.0006 16.73 R V 0
3717 HAGGVVIAPTK JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 47 525.3083 2 1048.602047 -0.0009 20.57 K I 0
3718 HALPGVIGDDLLR JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 50 688.388 2 1374.761447 -0.0004 46.43 R F 0
3719 HALVEGDWQTR JW5905 ECK1406 hrpA ATP-dependent helicase 49 656.3271 2 1310.639647 0.0029 31.28 R H 0
3720 HAPLAVR JW1178 ECK1177 dadA D-amino acid dehydrogenase 32 382.2322 2 762.449847 -0.0002 18.62 R L 0
3721 HAPTGTPVLVDGVR JW1179 ECK1178 dadX alanine racemase 2, PLP-binding 36 473.5959 3 1417.76587 -0.0018 31.72 R T 0
3722 HAQEEMTHMQR JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 75 699.306 2 1396.597447 -0.0001 18.32 R L 0
3723 HASASYSMSHDLNGR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 56 544.9102 3 1631.70877 -0.0024 22.34 R M 0
3724 HASDDEPFSALAFK JW3302 ECK3327 fusA protein chain elongation factor EF-G 60 512.2435 3 1533.70867 -0.0011 47.45 R I 0
3725 HAVEVLYQNQGALQR JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 104 863.4558 2 1724.897047 0.0012 33.27 R L 0
3726 HAVIALTSIYGVGK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 85 714.9147 2 1427.814847 0.0014 44.13 K T 0
3727 HAVTEASPMVK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 58 585.3027 2 1168.590847 -0.0002 21.58 K A 0
3728 HCQETGLSLSGLMMK 57.021465@C:2 JW2768 ECK2792 sdaB L-serine deaminase II 107 846.3991 2 1690.783647 -0.0004 45.80 K N 0
3729 HCVEPTNGLFITLPEDDLSFQATFIR 57.021465@C:2 JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 21 1007.4976 3 3019.47097 -0.0040 65.65 R A 0
3730 HDAVLEAGGLHIIGTER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 51 596.6512 3 1786.93177 -0.0008 41.88 R H 0
3731 HDDLQELELK JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 17 620.3142 2 1238.613847 -0.0004 37.22 R G 0
3732 HDFIANGGELKPQENPNAQAIQDDLKDIDSE JW2343 ECK2340 vacJ predicted lipoprotein 13 856.1593 4 3420.608094 0.0012 52.01 R - 0
3733 HDGEAEDVAVALNEQYQPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 134 1070.9986 2 2139.982647 0.0006 42.13 R F 0
3734 HDIEHIDLNAPEEEIR JW5336 ECK2057 yegH fused predicted membrane proteins 55 643.9814 3 1928.92237 -0.0004 40.70 R Q 0
3735 HDIEHIDLNAPEEEIRQLLER JW5336 ECK2057 yegH fused predicted membrane proteins 63 643.0809 4 2568.294494 0.0012 62.17 R N 0
3736 HDKLSDAVNLTGGTSSK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 55 577.2945 3 1728.86167 -0.0024 29.60 R T 0
3737 HDLYLSTLVVRPGDK JW2504 ECK2516 yfhM conserved protein 50 571.6485 3 1711.92367 -0.0019 42.47 R S 0
3738 HDMDSLAER JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 51 537.2367 2 1072.458847 -0.0020 22.04 R W 0
3739 HDSGDPVEWGEK JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 52 678.2969 2 1354.579247 0.0002 28.57 R A 0
3740 HDVEVLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 46 420.2342 2 838.453847 -0.0009 20.64 R A 0
3741 HEAWITLEK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 58 563.7977 2 1125.580847 -0.0009 36.43 R A 0
3742 HEDFPYQEILLTR JW2659 ECK2678 mprA DNA-binding transcriptional regulator 69 830.9198 2 1659.825047 -0.0007 53.14 R L 0
3743 HEGFKDAYR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 25 374.8489 3 1121.52487 -0.0006 19.75 K I 0
3744 HEIIKTTLPK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 44 590.3582 2 1178.701847 -0.0005 24.09 R A 0
3745 HEIISEAEAEVAEIQEQFQSGLVTAGER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 81 1024.1699 3 3069.48787 -0.0012 70.82 K Y 0
3746 HEQIIFHCQAGK 57.021465@C:8 JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 36 489.9098 3 1466.70757 -0.0012 23.20 R R 0
3747 HEQLLQER JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 53 526.7775 2 1051.540447 -0.0006 21.22 R N 0
3748 HETISEDELR JW5588 ECK3814 yigI conserved protein 18 614.7941 2 1227.573647 0.0005 20.73 R Q 0
3749 HEVPMLSLDNVFDEESFLAFNK 15.994915@M:5 JW2403 ECK2406 ligA DNA ligase, NAD(+)-dependent 14 866.4133 3 2596.21807 0.0026 67.78 R R 0
3750 HFDNQPIDLPLDVLLGK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 39 645.3518 3 1933.03357 0.0027 66.23 R T 0
3751 HFDVYILSDSYNPDICVAEQK 57.021465@C:16 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 18 838.3937 3 2512.15927 0.0012 55.28 K A 0
3752 HFEQFIESGCAK 57.021465@C:10 JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 73 726.8321 2 1451.649647 -0.0006 34.34 R F 0
3753 HFESTPDTPEIIATIHGEGYR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 51 790.717 3 2369.12917 0.0005 46.22 K F 0
3754 HFLLQESEPK JW1823 ECK1833 yebT conserved protein 51 614.3215 2 1226.628447 -0.0011 31.37 K E 0
3755 HFQTAVK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 39 415.7296 2 829.444647 0.0000 18.23 K S 0
3756 HGESQWNKENR JW0738 ECK0744 gpmA phosphoglyceromutase 1 66 692.8218 2 1383.629047 0.0011 16.79 R F 0
3757 HGEWQEASLAFR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 68 477.5652 3 1429.67377 -0.0001 40.74 K A 0
3758 HGGGAFSGKDPSKVDR JW2909 ECK2937 metK methionine adenosyltransferase 1 31 404.4552 4 1613.791694 0.0009 18.83 R S 0
3759 HGHNEADEPSATQPLMYQK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 109 718.3289 3 2151.96487 0.0004 27.57 R I 0
3760 HGISNLK JW0122 ECK0125 can carbonic anhydrase 46 384.7216 2 767.428647 -0.0003 17.51 R L 0
3761 HGLCNAETLSSQ 57.021465@C:4 JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 43 658.799 2 1315.583447 0.0007 25.86 R - 0
3762 HGLITGATGTGK JW4220 ECK4256 yjgR predicted ATPase 50 556.8062 2 1111.597847 -0.0006 20.72 R T 0
3763 HGLLDAQEYQR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 79 665.3299 2 1328.645247 -0.0019 32.05 K R 0
3764 HGPLALIDADMPVIVVAPNNELLEK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 65 1334.7221 2 2667.429647 -0.0009 63.07 K L 0
3765 HGQVVSVGK JW4346 ECK4375 deoB phosphopentomutase 66 455.7588 2 909.503047 -0.0002 17.77 K I 0
3766 HGTSQLLDTGR JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 71 592.8041 2 1183.593647 -0.0008 23.89 K V 0
3767 HGTVTAANSTPLTDGAAAVILMTESR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 27 862.1047 3 2583.29227 -0.0038 58.67 K A 0
3768 HGVDKLLEVTPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 71 682.3881 2 1362.761647 -0.0003 33.09 R H 0
3769 HIAAPNETVSTMGFEAATR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 21 668.3267 3 2001.95827 0.0005 40.34 R A 0
3770 HIDSLTEEEENWRR JW4358 ECK4387 ytjC phosphoglyceromutase 2, co-factor independent 46 605.2856 3 1812.83497 -0.0041 35.49 R Q 0
3771 HIEFRDDR JW2504 ECK2516 yfhM conserved protein 13 363.1804 3 1086.51937 -0.0013 20.47 K F 0
3772 HIEVIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 44 433.2659 2 864.517247 -0.0009 25.50 K Q 0
3773 HIGIPLEK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 34 453.7741 2 905.533647 0.0002 31.41 R A 0
3774 HIGPDAAQQQEMLNAVGAQSLNALTGQIVPK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 49 1067.2233 3 3198.64807 0.0026 62.37 R D 0
3775 HIIGQDNAKR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 19 384.5473 3 1150.62007 -0.0005 16.36 K S 0
3776 HIINNTQDSVVNVDKLTYAGNR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 82 824.4257 3 2470.25527 -0.0011 38.75 R E 0
3777 HIISINDLSR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 58 584.3275 2 1166.640447 -0.0004 38.35 K D 0
3778 HIISINDLSRDDLNLVLATAAK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 38 798.111 3 2391.31117 -0.0009 60.15 K L 0
3779 HILGTDGK JW2504 ECK2516 yfhM conserved protein 30 420.7326 2 839.450647 0.0006 18.87 R S 0
3780 HILIAVDLSPESK JW3462 ECK3480 uspA universal stress global response regulator 92 711.4036 2 1420.792647 0.0000 44.06 K V 0
3781 HILNEQHGYK JW5790 ECK4342 yjiA predicted GTPase 33 413.5471 3 1237.61947 -0.0009 19.02 R I 0
3782 HILTENAR JW0740 ECK0746 galK galactokinase 34 477.2614 2 952.508247 -0.0007 18.62 R T 0
3783 HIPEFVR JW0710 ECK0709 gltA citrate synthase 16 449.2503 2 896.486047 -0.0007 29.11 K R 0
3784 HISDQVLVMHQGEVVER JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 40 659.3383 3 1974.99307 -0.0013 35.16 K G 0
3785 HISEFDLDAALAR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 40 729.3736 2 1456.732647 0.0017 45.93 R R 0
3786 HISGQFNAELESIR JW3702 ECK3717 phoU DNA-binding transcriptional regulator 94 800.908 2 1599.801447 0.0010 39.47 K T 0
3787 HIVGAIANEGDISSR JW5531 ECK3150 deaD ATP-dependent RNA helicase 100 769.8996 2 1537.784647 -0.0002 30.01 R Y 0
3788 HIYAQVIAPNGSEVLVAASTVEK JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 86 1198.6455 2 2395.276447 0.0018 48.73 R A 0
3789 HKANLTAQINK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 35 413.2383 3 1236.69307 -0.0006 18.38 R L 0
3790 HKDKPVIVVDGSGMQCQEPANALTK 57.021465@C:16 JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 124 908.1262 3 2721.35677 -0.0009 33.37 K A 0
3791 HLAEQVQPLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 44 595.8355 2 1189.656447 -0.0004 24.76 R M 0
3792 HLDALVADEDLSR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 78 727.368 2 1452.721447 0.0007 37.04 K F 0
3793 HLDVSALDTPTLALANAAR JW3980 ECK4012 yjbB predicted transporter 110 975.0267 2 1948.038847 0.0012 51.97 K E 0
3794 HLGNSISR JW5737 ECK4142 ecnA entericidin A membrane lipoprotein, antidote entericidin B 48 442.2404 2 882.466247 -0.0008 17.68 K A 0
3795 HLISEATNYVAADYMR JW0907 ECK0915 mukB fused chromosome partitioning proteins 17 618.6329 3 1852.87687 -0.0008 44.44 K H 0
3796 HLNATIINEGDINTR JW2294 ECK2291 pta phosphate acetyltransferase 58 840.9371 2 1679.859647 0.0007 35.74 R R 0
3797 HLNATIINEGDINTRR JW2294 ECK2291 pta phosphate acetyltransferase 48 612.9937 3 1835.95927 -0.0009 32.43 R V 0
3798 HLNSGGELR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 46 491.7566 2 981.498647 -0.0005 18.14 R I 0
3799 HLPCDICVVEEK 57.021465@C:4,57.021465@C:7 JW3898 ECK3919 glpF glycerol facilitator 22 749.8568 2 1497.699047 0.0036 35.22 R E 0
3800 HLPCDICVVEEKETTTPSEQK 57.021465@C:4,57.021465@C:7 JW3898 ECK3919 glpF glycerol facilitator 55 834.0612 3 2499.16177 -0.0003 34.92 R A 0
3801 HLPDKAIDVIDEAGAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 46 573.9726 3 1718.89597 0.0009 39.27 R A 0
3802 HLPEPFR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 32 448.2427 2 894.470847 -0.0003 30.16 K I 0
3803 HLPSDTGIEVAFAGR JW5930 ECK3857 yihA GTP-binding protein 91 785.4038 2 1568.793047 -0.0016 42.26 R S 0
3804 HLSHELK JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 22 432.2404 2 862.466247 0.0001 15.40 R T 0
3805 HLTQVTPAGQEIIR JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 12 521.626 3 1561.85617 -0.0015 32.23 K I 0
3806 HLVTPGIQDSQK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 64 661.8567 2 1321.698847 -0.0002 24.65 K V 0
3807 HMDYGVQINK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 58 602.7926 2 1203.570647 0.0000 28.51 R L 0
3808 HNDDYLSAYAHNDTMLVR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 68 712.3254 3 2133.95437 0.0006 42.37 K E 0
3809 HNDFDLNWIPVDSIER JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 91 985.4744 2 1968.934247 0.0013 58.12 R I 0
3810 HNDGLDYVPTDK JW0590 ECK0591 cstA carbon starvation protein 77 687.3205 2 1372.626447 0.0006 29.50 R K 0
3811 HNDGLDYVPTDKK JW0590 ECK0591 cstA carbon starvation protein 48 501.2475 3 1500.72067 -0.0003 26.24 R V 0
3812 HNDLENVGYTAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 58 694.8311 2 1387.647647 -0.0004 27.47 K H 0
3813 HNEALDVQVGIGGK JW5689 ECK3404 malP maltodextrin phosphorylase 103 718.8777 2 1435.740847 -0.0011 33.83 R V 0
3814 HNEEYEKIEGCDDGVIMHLK 57.021465@C:11 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 45 1208.5492 2 2415.083847 0.0004 38.22 R S 0
3815 HNGAPAFSPDGSK JW5100 ECK0729 tolB periplasmic protein 60 642.8023 2 1283.590047 0.0007 21.56 R L 0
3816 HNGEIVPLDDIMLR JW4201 ECK4237 mgtA magnesium transporter 59 811.4213 2 1620.828047 -0.0013 52.06 R K 0
3817 HNGIIELVK JW3386 ECK3409 glpR DNA-binding transcriptional repressor 57 511.8029 2 1021.591247 -0.0008 34.59 R Q 0
3818 HNIDGVIATNTTLDR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 53 820.424 2 1638.833447 0.0009 35.82 R S 0
3819 HNIVAIADIDTR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 89 669.3622 2 1336.709847 0.0000 37.20 R K 0
3820 HNIVVCDSK 57.021465@C:6 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 40 536.2661 2 1070.517647 -0.0003 19.29 K G 0
3821 HNLTTLK JW2100 ECK2106 mrp antiporter inner membrane protein 39 413.7426 2 825.470647 -0.0002 19.57 K A 0
3822 HNMDDILQNVPNHNIK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 31 634.647 3 1900.91917 -0.0021 39.77 R V 0
3823 HNPIRVLRDNVVIYEGELESLR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 11 656.1088 4 2620.406094 -0.0022 63.11 R R 0
3824 HNQSESYVINAAGKK JW1490 ECK1489 yddB predicted porin protein 59 549.2808 3 1644.82057 -0.0013 22.37 R T 0
3825 HNTLGTEFK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 54 523.7665 2 1045.518447 -0.0008 23.96 R A 0
3826 HNVLNAK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 29 398.227 2 794.439447 -0.0005 17.01 K F 0
3827 HNVPAAVSDLR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 29 589.817 2 1177.619447 -0.0009 27.44 R A 0
3828 HNVSLTYEQWLDYPDGR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 85 1046.9892 2 2091.963847 -0.0011 51.55 R K 0
3829 HNWQGQAHVEMTDTR JW2049 ECK2058 asmA predicted assembly protein 51 603.9407 3 1808.80027 -0.0008 26.27 R M 0
3830 HPDLVISSQGSNQLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 97 825.9308 2 1649.847047 -0.0015 31.82 R A 0
3831 HPDMLTSVRPNGLEDTPQFK JW0451 ECK0456 acrB multidrug efflux system protein 33 761.3793 3 2281.11607 -0.0001 42.04 K I 0
3832 HPDTLLAAR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 65 497.2772 2 992.539847 -0.0005 24.70 R S 0
3833 HPLFVTNVDDTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 48 707.3594 2 1412.704247 -0.0007 33.52 K L 0
3834 HPSEIVNVGDEITVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 27 818.9313 2 1635.848047 0.0012 39.19 K V 0
3835 HPVTPWGVQTK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 46 625.338 2 1248.661447 0.0000 29.52 K G 0
3836 HPYLEDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 45 465.2273 2 928.440047 -0.0003 20.28 K D 0
3837 HQDEVLAEAK JW4218 ECK4254 yjgP conserved inner membrane protein 52 570.2882 2 1138.561847 0.0000 20.96 R A 0
3838 HQEINEWNR JW0566 ECK0569 ybdG predicted mechanosensitive channel 49 613.2891 2 1224.563647 0.0001 23.32 R Q 0
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3839 HQFAQSLNYEIAK JW2294 ECK2291 pta phosphate acetyltransferase 74 774.8932 2 1547.771847 -0.0013 34.86 K T 0
3840 HQLVVTQLK JW5066 ECK0485 ybbM predicted inner membrane protein 39 533.324 2 1064.633447 -0.0008 26.62 R K 0
3841 HQQHLAQLPK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 44 400.5594 3 1198.65637 -0.0008 19.57 K I 0
3842 HQSTLPLR JW1805 ECK1814 yoaE fused predicted membrane proteins 14 476.2719 2 950.529247 -0.0006 20.80 R A 0
3843 HQVAAFMER JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 54 544.7686 2 1087.522647 -0.0007 26.80 R R 0
3844 HRSQGQEEAEKLR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 59 523.2692 3 1566.78577 -0.0004 17.02 R A 0
3845 HSDDFEQSR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 50 560.7362 2 1119.457847 -0.0003 17.92 R I 0
3846 HSDVLFR JW5128 ECK0951 yccS predicted inner membrane protein 31 437.2326 2 872.450647 0.0003 25.71 R F 0
3847 HSGITLLMEDLNDGLR JW5652 ECK3561 avtA valine-pyruvate aminotransferase 32 595.3056 3 1782.89497 0.0015 57.51 R T 0
3848 HSIEYLR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 29 459.245 2 916.475447 -0.0012 24.63 R E 0
3849 HSQVFSTAEDNQSAVTIHVLQGER JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 63 664.0801 4 2652.291294 0.0023 40.83 K K 0
3850 HSTPEQIDK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 21 527.762 2 1053.509447 0.0004 16.55 R I 0
3851 HSTPEQIDKIAQGHVWTGQDAK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 31 816.0749 3 2445.20287 -0.0008 35.17 R A 0
3852 HSVSCLK 57.021465@C:5 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 23 415.713 2 829.411447 -0.0001 16.68 R V 0
3853 HSVSCLKVDPL 57.021465@C:5 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 64 627.8287 2 1253.642847 -0.0010 34.42 R - 0
3854 HSVSTLNQEMTQLNQETVK JW5056 ECK0406 yajI predicted lipoprotein 14 729.6952 3 2186.06377 -0.0001 40.28 K I 0
3855 HTANEEKVKDSLK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 27 500.2671 3 1497.77947 0.0007 18.26 R D 0
3856 HTEALGELTR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 68 563.7958 2 1125.577047 -0.0007 25.99 R Y 0
3857 HTFDNFVEGK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 65 597.2829 2 1192.551247 0.0000 32.28 K S 0
3858 HTGLETQAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 42 506.7623 2 1011.510047 0.0003 17.06 R Y 0
3859 HTIMVANLAPR JW2101 ECK2107 metG methionyl-tRNA synthetase 51 611.8395 2 1221.664447 -0.0007 33.49 R K 0
3860 HTLTHEIR JW3809 ECK3826 rmuC predicted recombination limiting protein 27 336.1858 3 1005.53557 0.0000 17.47 R N 0
3861 HTMIHEQITR JW0710 ECK0709 gltA citrate synthase 62 633.325 2 1264.635447 0.0009 20.29 R L 0
3862 HTTDGLLK JW3997 ECK4029 malM maltose regulon periplasmic protein 47 442.7449 2 883.475247 -0.0011 20.68 R L 0
3863 HVDQVMEHGEYATR JW1100 ECK1100 mfd transcription-repair coupling factor 40 557.9227 3 1670.74627 -0.0008 22.74 R G 0
3864 HVDSLITIPNDK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 34 676.3638 2 1350.713047 -0.0013 37.57 K L 0
3865 HVDSLITIPNDKLLK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 38 569.3329 3 1704.97687 -0.0006 44.85 K V 0
3866 HVDTILLENGTLNLTDQTAPLPFK JW3630 ECK3645 yicH conserved protein 61 884.1422 3 2649.40477 0.0034 59.31 R A 0
3867 HVDTILLENGTLNLTDQTAPLPFKADR JW3630 ECK3645 yicH conserved protein 103 998.1962 3 2991.56677 0.0004 55.96 R L 0
3868 HVEQALNETPEK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 59 697.8496 2 1393.684647 0.0010 20.54 R L 0
3869 HVEQALNETPEKLNR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 41 593.3109 3 1776.91087 -0.0009 25.32 R D 0
3870 HVGGDELDKLLAGKDSDK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 22 474.9968 4 1895.958094 -0.0006 39.69 R - 0
3871 HVGGVAEYR JW0101 ECK0104 guaC GMP reductase 45 494.2542 2 986.493847 0.0005 19.52 R A 0
3872 HVINDADQIIVALQDGR JW3204 ECK3224 degS serine endoprotease, periplasmic 109 938.9974 2 1875.980247 -0.0001 54.80 K V 0
3873 HVKENAANIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 17 562.3147 2 1122.614847 0.0003 14.02 K G 0
3874 HVLLADETVCIGPAPSVK 57.021465@C:10 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 103 953.509 2 1905.003447 0.0006 42.81 K S 0
3875 HVMVSTGTSDADFEK JW0101 ECK0104 guaC GMP reductase 75 812.369 2 1622.723447 -0.0012 28.24 K T 0
3876 HVMVSTGTSDADFEKTK JW0101 ECK0104 guaC GMP reductase 114 926.941 2 1851.867447 0.0003 26.82 K Q 0
3877 HVQVAEMVIEK JW3756 ECK3775 rho transcription termination factor 66 641.8444 2 1281.674247 -0.0007 34.47 R A 0
3878 HVSDAFEQTSETIGVR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 19 592.6233 3 1774.84807 -0.0003 38.94 R A 0
3879 HVSLEHIER JW2910 ECK2938 galP D-galactose transporter 43 373.8682 3 1118.58277 -0.0005 21.57 K N 0
3880 HWDNIEVR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 52 534.7636 2 1067.512647 -0.0021 30.20 R A 0
3881 HWGETHSEAEVR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 70 719.3293 2 1436.644047 0.0008 20.18 R E 0
3882 HYAHVDCPGHADYVK 57.021465@C:7 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 71 884.8967 2 1767.778847 0.0001 21.35 R N JW3943
3883 HYDEDEEFAER JW1865 ECK1877 argS arginyl-tRNA synthetase 46 720.2898 2 1438.565047 0.0014 24.15 K A 0
3884 HYDETLAVVR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 52 601.812 2 1201.609447 0.0003 29.72 K H 0
3885 HYDHAVSPMDVALDIGPGLAK JW1709 ECK1717 thrS threonyl-tRNA synthetase 89 736.0371 3 2205.08947 0.0006 52.22 R A 0
3886 HYDWNGAMQPMVSK JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 10 832.3722 2 1662.729847 0.0015 39.67 R M 0
3887 HYEEQNENAMR JW5943 ECK3514 yhjK predicted diguanylate cyclase 62 710.7993 2 1419.584047 0.0004 18.48 R F 0
3888 HYFSSNDADDGDTTYAR JW5078 ECK0544 nmpC DLP12 prophage; truncated outer membrane porin (pseudogene) 77 967.8928 2 1933.771047 -0.0004 28.36 K L 0
3889 HYGALQGLNKAETAEK JW0738 ECK0744 gpmA phosphoglyceromutase 1 44 577.2997 3 1728.87727 -0.0021 27.20 R Y 0
3890 HYLAPSDKLDHK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 30 475.249 3 1422.72517 -0.0004 19.94 R V 0
3891 HYQDEFAAIPLVPK JW5378 ECK2308 dedD conserved protein 59 814.4283 2 1626.842047 0.0015 48.50 K A 0
3892 HYQGIDSR JW1446 ECK1445 yncD predicted iron outer membrane transporter 24 488.2355 2 974.456447 -0.0004 18.45 R W 0
3893 HYSIQPANLEFNAEGTPVSR JW5380 ECK2318 trmC fused 5-methylaminomethyl-2-thiouridine forming enzyme methyltransferase -!- FAD-dependent demodification enzyme 64 744.0351 3 2229.08347 0.0021 43.94 K D 0
3894 HYWVTAADNDTLAITTPK JW2176 ECK2182 yejM predicted hydrolase, inner membrane 88 1009.006 2 2015.997447 0.0023 44.31 R K 0
3895 IAADIDDSELKAPR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 83 757.3962 2 1512.777847 -0.0004 33.44 R D 0
3896 IAAGCGMQVQDVNR 57.021465@C:5 JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 88 759.8615 2 1517.708447 0.0007 29.13 R L 0
3897 IAAGQPLSIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 34 499.305 2 996.595447 -0.0013 32.14 R Q 0
3898 IAAGQPLSIKQEEVHVR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 59 625.6858 3 1874.03557 -0.0016 32.73 R G 0
3899 IAAIDYTLAHDDGISLR JW1693 ECK1701 ydiA conserved protein 37 615.3231 3 1842.94747 -0.0001 50.23 R N 0
3900 IAALMDKPVK JW3808 ECK3825 udp uridine phosphorylase 36 543.3231 2 1084.631647 0.0003 27.62 K L 0
3901 IAAQALVK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 58 407.2633 2 812.512047 0.0001 27.22 R G 0
3902 IAAWLTPDTIPGLDTLDLMQAQQVR JW2256 ECK2255 menC o-succinylbenzoyl-CoA synthase 31 922.8229 3 2765.44687 0.0048 72.45 R R 0
3903 IADELEKR JW2659 ECK2678 mprA DNA-binding transcriptional regulator 54 487.2693 2 972.524047 0.0001 20.94 R G 0
3904 IADLRLEQFEVNQQR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 46 929.9925 2 1857.970447 0.0008 44.13 R D 0
3905 IADQISDAVLDAILEQDPK JW2909 ECK2937 metK methionine adenosyltransferase 1 19 1027.5375 2 2053.060447 0.0026 68.56 K A 0
3906 IADTSLPLDELVADPVTAVEK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 24 1098.5849 2 2195.155247 -0.0020 61.33 R L 0
3907 IADTSLPLDELVADPVTAVEKLAQQEGQTGLPHPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 36 920.9909 4 3679.934494 0.0037 70.94 R I 0
3908 IAEAAWQVNESTENIGAR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 100 979.9824 2 1957.950247 0.0009 41.16 R R 0
3909 IAEDGNPQVLIK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 94 648.8615 2 1295.708447 0.0000 34.72 R N 0
3910 IAEDGNPQVLIKNPPSQR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 86 659.357 3 1975.04917 0.0007 32.51 R L 0
3911 IAEELKTEPGGCIGYK 57.021465@C:12 JW5905 ECK1406 hrpA ATP-dependent helicase 35 882.9452 2 1763.875847 -0.0004 33.54 R V 0
3912 IAELAGFSVPENTK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 25 738.3923 2 1474.770047 0.0033 46.23 K I 0
3913 IAELDKEVAER JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 69 424.8976 3 1271.67097 -0.0010 27.41 K E 0
3914 IAELLNVEPQPLDGEAQEITPAR JW1620 ECK1624 rsxB predicted iron-sulfur protein 22 1252.1547 2 2502.294847 -0.0016 53.42 K M 0
3915 IAEQEGIAEDGYR JW1089 ECK1089 hinT purine nucleoside phosphoramidase 30 725.8445 2 1449.674447 0.0009 29.80 K L 0
3916 IAEQHNISR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 60 534.2833 2 1066.552047 0.0001 17.80 K S 0
3917 IAEVINLVTAK JW1376 ECK1378 ydbH predicted protein 30 585.8581 2 1169.701647 -0.0004 46.18 R N 0
3918 IAEVRPQVSGIILK JW0452 ECK0457 acrA multidrug efflux system 22 761.9695 2 1521.924447 0.0002 41.05 R R 0
3919 IAEVRPQVSGIILKR JW0452 ECK0457 acrA multidrug efflux system 56 560.3485 3 1678.02367 -0.0015 36.82 R N 0
3920 IAFVNKMDR JW3302 ECK3327 fusA protein chain elongation factor EF-G 51 547.2945 2 1092.574447 -0.0005 29.53 R M 0
3921 IAGDYIAK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 11 425.7368 2 849.459047 -0.0005 22.32 K K 0
3922 IAGINIPDHK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 58 539.3061 2 1076.597647 -0.0001 33.30 R H 0
3923 IAGLEVK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 38 365.2287 2 728.442847 -0.0004 29.77 R R 0
3924 IAGLEVKR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 58 443.2788 2 884.543047 -0.0012 24.24 R I 0
3925 IAGQGLSFEQMLK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 45 711.3773 2 1420.740047 0.0016 52.51 R E 0
3926 IAHDISSYSFVAMAK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 46 547.2763 3 1638.80707 -0.0004 45.13 K A 0
3927 IAIDDKVSK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 28 494.7873 2 987.560047 0.0000 23.37 R A 0
3928 IAIDILK JW2051 ECK2060 udk uridine/cytidine kinase 55 393.2598 2 784.505047 -0.0008 43.52 R A 0
3929 IAIDWPQTSGLILSPKDER JW2023 ECK2032 rfbC dTDP-4-deoxyrhamnose-3,5-epimerase 34 713.7201 3 2138.13847 0.0014 55.08 R L 0
3930 IAIEQAR JW2573 ECK2590 clpB protein disaggregation chaperone 45 400.7348 2 799.455047 -0.0001 22.52 K R JW5388
3931 IAIGSGGLR JW0629 ECK0627 mrdB cell wall shape-determining protein 43 422.256 2 842.497447 0.0000 30.35 K G 0
3932 IAIVSGLR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 44 414.7681 2 827.521647 -0.0012 36.74 R T 0
3933 IAKDPEFQNIMK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 50 478.5865 3 1432.73767 -0.0007 36.13 R D 0
3934 IAKEEMATEMER JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 66 719.3389 2 1436.663247 -0.0007 25.43 R L 0
3935 IALASPDMIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 64 543.8013 2 1085.588047 -0.0023 41.12 K S 0
3936 IALENSPWKDDSPR JW3601 ECK3616 rfaJ UDP-D-glucose:(galactosyl)lipopolysaccharide glucosyltransferase 14 543.2726 3 1626.79597 -0.0041 36.40 K D 0
3937 IALESVLLGDKE JW4347 ECK4376 deoD purine-nucleoside phosphorylase 46 643.864 2 1285.713447 0.0006 55.20 K - 0
3938 IALFCNVPEK 57.021465@C:5 JW2751 ECK2774 pyrG CTP synthetase 32 595.8158 2 1189.617047 0.0006 42.31 K A 0
3939 IALGTTYYYDDNWTFR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 86 999.965 2 1997.915447 -0.0005 57.43 R T 0
3940 IALLLPLNGQAAVFGR JW3116 ECK3135 yraM conserved protein 23 826.9967 2 1651.978847 0.0015 62.64 K T 0
3941 IALTQSGGLDAAQAR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 40 736.3973 2 1470.780047 0.0011 35.89 R S 0
3942 IALVTGASR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 58 444.2689 2 886.523247 -0.0003 28.62 K G 0
3943 IANAGIR JW0361 ECK0366 hemB porphobilinogen synthase 21 357.7165 2 713.418447 0.0001 17.64 R S 0
3944 IANELLSR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 59 458.2663 2 914.518047 -0.0004 31.66 R A 0
3945 IANLFDKDYETVYGYQTAGR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 39 1162.5618 2 2323.109047 -0.0029 50.30 K E 0
3946 IANLSGGER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 53 458.746 2 915.477447 0.0000 22.14 K R 0
3947 IANRELEANGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 21 607.8281 2 1213.641647 0.0003 18.66 K V 0
3948 IANYLER JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 37 439.7401 2 877.465647 -0.0001 29.42 R Q 0
3949 IAPAVAK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 23 335.2182 2 668.421847 -0.0002 18.36 K A 0
3950 IAPDLDQVLVALDEPPAR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 57 966.5244 2 1931.034247 -0.0022 64.58 R T 0
3951 IAPDLQMPFEPSHENMANLK JW2766 ECK2790 ygdH conserved protein 27 761.3697 3 2281.08727 0.0003 50.86 R L 0
3952 IAPDLSEEELIQVADSLVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 90 1049.0581 2 2096.101647 0.0015 71.01 K H 0
3953 IAPELYLK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 21 473.7838 2 945.553047 -0.0004 40.17 R R JW4090
3954 IAPELYLKR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 67 551.8342 2 1101.653847 -0.0008 34.65 R L JW4090
3955 IAPYYHLFGSDELSQR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 24 632.6476 3 1894.92097 -0.0004 48.58 R A 0
3956 IAQAIIELNQADLDPHALAR JW2665 ECK2685 yqaB predicted hydrolase 46 724.7305 3 2171.16967 -0.0002 52.25 R E 0
3957 IAQASQQEGR JW0938 ECK0946 ycbZ predicted peptidase 60 544.2783 2 1086.542047 0.0003 14.89 R H 0
3958 IAQFNVVSEAHNEGTIVSVSDGVIR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 106 1321.1819 2 2640.349247 -0.0013 52.21 R I 0
3959 IAQGHVWTGQDAK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 75 705.8599 2 1409.705247 0.0001 24.35 K A 0
3960 IAQTLLNLAK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 13 542.8396 2 1083.664647 -0.0005 44.09 R Q 0
3961 IAQVQYLVDGLEEIGVVCQQAGGHAAFVDAGK 57.021465@C:18 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 138 1114.8975 3 3341.67067 -0.0005 69.09 R L 0
3962 IASANQVTTGVTSR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 109 702.8758 2 1403.737047 0.0001 26.72 R I 0
3963 IASLSDSVSNAREER JW0907 ECK0915 mukB fused chromosome partitioning proteins 13 545.2761 3 1632.80647 -0.0003 29.61 R M 0
3964 IASSGLCGSDLPR 57.021465@C:7 JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 52 666.8333 2 1331.652047 0.0017 32.33 K I 0
3965 IASTLSPR JW2389 ECK2388 nupC nucleoside (except guanosine) transporter 41 422.7468 2 843.479047 -0.0024 23.08 K A 0
3966 IASVQNTQK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 32 494.7746 2 987.534647 -0.0003 17.47 K I 0
3967 IATDPFVGNLTFFR JW3302 ECK3327 fusA protein chain elongation factor EF-G 72 799.4243 2 1596.834047 0.0041 63.12 K V 0
3968 IATEKLQMQHVDPSQENIVVQK JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 69 845.7801 3 2534.31847 0.0023 37.03 R - 0
3969 IATMGSTDAASVR JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 19 640.3192 2 1278.623847 0.0001 27.19 K L 0
3970 IATMGSTGTSSTR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 32 635.3088 2 1268.603047 0.0001 21.42 K L 0
3971 IATVTNFPHGNDDIDIALAETR JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 75 795.0674 3 2382.18037 -0.0011 51.17 R A 0
3972 IAVPLMVAR JW0629 ECK0627 mrdB cell wall shape-determining protein 36 485.299 2 968.583447 -0.0006 44.31 K F 0
3973 IAVTNLR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 40 393.7451 2 785.475647 -0.0003 27.82 R T 0
3974 IAWMPQGLGK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 41 550.7993 2 1099.584047 -0.0007 46.31 R N 0
3975 IAWQEIDRR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 43 396.2156 3 1185.62497 -0.0006 33.94 K A 0
3976 IAYDTLVMALGSTSNDFNTPGVK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 37 1207.5993 2 2413.184047 0.0007 62.54 K E 0
3977 IAYNVEAAR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 69 503.7692 2 1005.523847 -0.0004 26.07 R V 0
3978 IAYVVQTNGGQFPYELR JW5100 ECK0729 tolB periplasmic protein 44 978.0053 2 1953.996047 0.0013 50.80 R V 0
3979 ICDCVAVISNGELIEQDTVSEVFSHPK 57.021465@C:2,57.021465@C:4 JW0195 ECK0199 metN DL-methionine transporter subunit -!- ATP-binding component of ABC superfamily 56 1016.1568 3 3045.44857 0.0063 63.13 R T 0
3980 ICGGAENVVK 57.021465@C:2 JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 44 523.7685 2 1045.522447 -0.0001 22.69 K T 0
3981 ICNLEGR 57.021465@C:2 JW0232 ECK0243 proB gamma-glutamate kinase 24 431.2159 2 860.417247 -0.0002 21.66 R D 0
3982 ICSLGLR 57.021465@C:2 JW5089 ECK0623 lipB lipoyl-protein ligase 43 409.7311 2 817.447647 -0.0004 30.56 K I 0
3983 ICTLGEK 57.021465@C:2 JW5625 ECK3691 gyrB DNA gyrase, subunit B 27 410.715 2 819.415447 -0.0006 21.93 R L 0
3984 IDAAAEFFGVTTPIR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 111 804.4256 2 1606.836647 0.0013 57.94 K Q 0
3985 IDAFGLK JW4180 ECK4217 ytfN conserved protein 42 382.2209 2 762.427247 -0.0002 37.48 R A 0
3986 IDASQGRPSIDLLR JW3116 ECK3135 yraM conserved protein 34 514.286 3 1539.83617 -0.0007 39.65 K A 0
3987 IDAVNEYNQK JW1606 ECK1609 ydgA conserved protein 70 597.2933 2 1192.572047 -0.0004 25.06 R V 0
3988 IDCEIENGVVSK 57.021465@C:3 JW2962 ECK2988 hybC hydrogenase 2, large subunit 36 681.8327 2 1361.650847 0.0012 31.57 R A 0
3989 IDDDLTLLSETLEEVLR JW2261 ECK2260 elaB conserved protein 108 987.519 2 1973.023447 0.0031 80.29 R S 0
3990 IDDIDHEIADLQAK JW4072 ECK4104 proP proline/glycine betaine transporter 82 798.3989 2 1594.783247 -0.0007 44.90 K R 0
3991 IDDIDLNLEDFVQR JW2101 ECK2107 metG methionyl-tRNA synthetase 85 852.9264 2 1703.838247 0.0017 61.96 R V 0
3992 IDDLMLK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 33 424.2333 2 846.452047 0.0000 37.65 R S 0
3993 IDEIPFDFER JW4201 ECK4237 mgtA magnesium transporter 26 640.812 2 1279.609447 0.0010 53.76 K R 0
3994 IDEPAYQGLQGFTADILLQASNVR JW2049 ECK2058 asmA predicted assembly protein 135 1310.1719 2 2618.329247 -0.0047 72.63 R W 0
3995 IDETIAQVTGSAHVGNLYVNR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 118 1129.0821 2 2256.149647 -0.0002 46.41 R N 0
3996 IDEVFIGSCMTNIGHFR 57.021465@C:9 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 29 665.9858 3 1994.93557 0.0013 54.76 K A 0
3997 IDFDGPLEVDQNPK JW1315 ECK1318 ycjF conserved inner membrane protein 87 793.8883 2 1585.762047 -0.0003 47.24 R F 0
3998 IDGHLISVR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 21 337.1975 3 1008.57067 -0.0008 31.37 R E 0
3999 IDGIGLYR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 29 453.7557 2 905.496847 -0.0002 38.87 R T 0
4000 IDGREKDMIR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 13 411.5515 3 1231.63267 -0.0015 20.83 R G 0
4001 IDILVNNAGVCR 57.021465@C:11 JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 60 672.3588 2 1342.703047 0.0003 40.81 R L 0
4002 IDITEPSIEETVQIINGLKPK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 27 779.7692 3 2336.28577 0.0018 67.19 K Y 0
4003 IDKSVMAGVIIR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 73 651.3841 2 1300.753647 -0.0001 40.65 K A 0
4004 IDLTLADWAQQR JW5942 ECK3515 bcsC cellulose synthase subunit 80 715.3757 2 1428.736847 0.0007 56.22 R R 0
4005 IDMSEFMEK JW2573 ECK2590 clpB protein disaggregation chaperone 31 565.249 2 1128.483447 0.0003 48.46 R H 0
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4006 IDNVLVCPNSNCISHAEPVSSSFAVR 57.021465@C:7,57.021465@C:12 JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 76 958.1288 3 2871.36457 0.0003 46.20 R K 0
4007 IDNYEVVGK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 57 518.7689 2 1035.523247 -0.0005 27.81 R S 0
4008 IDPIIVAQDGSLSGPGMACTTVAK 57.021465@C:19 JW0628 ECK0626 rlpA minor lipoprotein 41 1201.1093 2 2400.204047 0.0012 51.99 R Q 0
4009 IDPNGENDRYPLQK JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 25 829.9108 2 1657.807047 0.0011 26.51 R Q 0
4010 IDQLLVTR JW4177 ECK4214 ytfL predicted inner membrane protein 61 479.2894 2 956.564247 -0.0011 34.45 R I 0
4011 IDQLSSDVQTLNAK JW1667 ECK1673 lpp murein lipoprotein 71 766.4024 2 1530.790247 0.0012 38.46 K V 0
4012 IDQLSSDVQTLNAKVDQLSNDVNAMR JW1667 ECK1673 lpp murein lipoprotein 120 958.814 3 2873.42017 0.0012 64.41 K S 0
4013 IDRVEIDSPR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 29 600.3219 2 1198.629247 -0.0013 25.30 R R 0
4014 IDSDITISGDTLTLTNGLIDTGFSR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 107 1313.1682 2 2624.321847 0.0038 66.14 R L 0
4015 IDTILVK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 48 401.2576 2 800.500647 -0.0001 33.26 R E 0
4016 IDVADVGETVLADTVGFIR JW4131 ECK4169 hflX predicted GTPase 82 995.5291 2 1989.043647 0.0018 80.03 R H 0
4017 IDVAEELDRLEAHVK JW3619 ECK3634 yicC conserved protein 53 579.6443 3 1735.91107 0.0007 52.33 R E 0
4018 IDVAIADDQLDEVIDIVSK JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 106 1036.0447 2 2070.074847 0.0017 71.54 K A 0
4019 IDVIVQALAGAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 107 599.364 2 1196.713447 0.0006 50.11 K K 0
4020 IDVLDSDIPADTGVK JW2425 ECK2427 yfeY predicted protein 73 779.4045 2 1556.794447 0.0012 46.92 R I 0
4021 IDYNEIDDNRVTAEEVDILLR JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 42 835.7541 3 2504.24047 0.0011 58.85 R E 0
4022 IEAPMDEGLKR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 49 420.22 3 1257.63817 -0.0005 29.49 R C 0
4023 IEAQMHGGGHER JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 59 661.3071 2 1320.599647 0.0003 16.05 R G 0
4024 IEATEVDIASK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 27 588.3117 2 1174.608847 0.0007 30.83 R I 0
4025 IEAVIAR JW2547 ECK2561 acpS holo-[acyl-carrier-protein] synthase 1 37 386.2397 2 770.464847 -0.0001 23.56 R S 0
4026 IEDNAHFR JW4029 ECK4061 yjcH conserved inner membrane protein involved in acetate transport 20 501.2435 2 1000.472447 -0.0002 21.11 R E 0
4027 IEDTDLER JW2395 ECK2394 gltX glutamyl-tRNA synthetase 18 495.7401 2 989.465647 -0.0008 23.99 R S 0
4028 IEDVPQEQRDIFSLTNEEVQELAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 67 944.1419 3 2829.40387 0.0008 60.76 K Q 0
4029 IEEDKILQAK JW4121 ECK4156 psd phosphatidylserine decarboxylase 59 593.8376 2 1185.660647 0.0003 27.08 K G 0
4030 IEEDLLGTR JW4099 ECK4133 aspA aspartate ammonia-lyase 49 523.2797 2 1044.544847 -0.0003 36.43 R E 0
4031 IEENVGDFR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 26 539.7618 2 1077.509047 -0.0001 33.01 K L 0
4032 IEESEINYLLNVYNTHFK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 36 742.7078 3 2225.10157 0.0013 63.79 K K 0
4033 IEEVLTLALQNEPSGMQVVTAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 57 790.7577 3 2369.25127 0.0000 59.25 R - 0
4034 IEFTLYDCLDR 57.021465@C:8 JW1709 ECK1717 thrS threonyl-tRNA synthetase 36 722.8439 2 1443.673247 0.0029 54.89 K A 0
4035 IEGDDRTELKEALASLELPEGMGLIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 65 985.5227 3 2953.54627 0.0032 67.95 R T 0
4036 IEGFFAICQQR 57.021465@C:8 JW0938 ECK0946 ycbZ predicted peptidase 62 684.8402 2 1367.665847 0.0002 47.97 K E 0
4037 IEGFSSR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 38 398.2034 2 794.392247 0.0000 24.78 R D 0
4038 IEHEIIIK JW1377 ECK1379 ynbE predicted lipoprotein 34 332.2024 3 993.5853705 -0.0006 26.57 K A 0
4039 IEHGQFDSPPLDTNLPNELGLLAK JW2453 ECK2464 narQ sensory histidine kinase in two-component regulatory system with NarP (NarL) 63 873.4538 3 2617.33957 0.0008 58.88 R T 0
4040 IEIDALSAR JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 35 494.2773 2 986.540047 0.0004 39.21 R L 0
4041 IEIEHFR JW3026 ECK3044 ygiF predicted adenylate cyclase 32 472.253 2 942.491447 -0.0009 30.67 R N 0
4042 IEIPGCSLCMGNQAR 15.994915@M:10,57.021465@C:6,57.021465@C:9 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 79 861.391 2 1720.767447 -0.0020 38.50 R V 0
4043 IEIPVLPLR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 34 525.3395 2 1048.664447 0.0000 55.51 R D 0
4044 IEISSALNSTDMR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 67 718.8562 2 1435.697847 0.0001 41.83 K L 0
4045 IEKGTGGWGGPLELK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 32 514.6151 3 1540.82347 -0.0014 40.74 R A 0
4046 IELGGENYDIIAEFNGQPASGLGIK JW0451 ECK0456 acrB multidrug efflux system protein 100 1303.1607 2 2604.306847 -0.0001 63.79 K L 0
4047 IENDQGGVIFEAKPK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 97 822.9331 2 1643.851647 -0.0002 33.35 K V 0
4048 IENLEELVTATR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 89 694.3753 2 1386.736047 0.0007 52.04 R Q 0
4049 IENQEGLNNFDEILEASDGIMVAR JW1666 ECK1672 pykF pyruvate kinase I 99 1339.1399 2 2676.265247 -0.0048 67.51 K G 0
4050 IENTFLSEDQVDQLALYAPQATVNR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 52 1418.2108 2 2834.407047 -0.0016 61.11 K I 0
4051 IEPGDVLVTDMTDPDWEPIMK JW1692 ECK1700 pps phosphoenolpyruvate synthase 54 1201.0693 2 2400.124047 0.0012 65.79 R K 0
4052 IEPGDVLVTDMTDPDWEPIMKK JW1692 ECK1700 pps phosphoenolpyruvate synthase 56 843.7476 3 2528.22097 0.0031 60.37 R A 0
4053 IEPGELYNGTK JW0172 ECK0176 yaeT conserved protein 42 610.8112 2 1219.607847 -0.0005 32.85 K V 0
4054 IEPSLEAAFVDYGAER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 26 883.9332 2 1765.851847 -0.0003 55.80 R H 0
4055 IEQAAEGLECR 57.021465@C:10 JW1179 ECK1178 dadX alanine racemase 2, PLP-binding 60 638.3037 2 1274.592847 0.0003 26.28 R R 0
4056 IEQLADEIENIYSDLEQLSR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 125 1189.5907 2 2377.166847 0.0020 80.02 K V 0
4057 IEQLGSASLLAGLTSDVR JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 47 915.5022 2 1828.989847 0.0005 59.87 R N 0
4058 IEQLYPFPHK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 46 636.3423 2 1270.670047 -0.0009 39.99 R A 0
4059 IEQMLSQDKR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 27 416.552 3 1246.63417 0.0004 22.73 R I 0
4060 IESLHAEREVLSER JW0907 ECK0915 mukB fused chromosome partitioning proteins 48 834.4388 2 1666.863047 -0.0007 30.44 R F 0
4061 IESLVTPAELALR JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 21 706.4112 2 1410.807847 -0.0003 52.12 R Y 0
4062 IETEAQR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 14 423.7196 2 845.424647 0.0003 15.56 R L 0
4063 IETEAQRLDSMINDLLVMSR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 88 778.7321 3 2333.17447 0.0028 70.67 R N 0
4064 IETLFTNDLDHGPYISETLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 58 778.7254 3 2333.15437 0.0005 55.06 R V 0
4065 IETLVPDFR JW0623 ECK0621 lipA lipoate synthase 19 545.3006 2 1088.586647 0.0001 48.05 K G 0
4066 IETMLGMAPNTLKMGIMDEER 15.994915@M:4 JW2943 ECK2970 glcB malate synthase G 13 799.3815 3 2395.12267 -0.0028 56.82 R R 0
4067 IEVGRDDGVEVR JW5531 ECK3150 deaD ATP-dependent RNA helicase 33 672.3491 2 1342.683647 -0.0004 26.88 R H 0
4068 IEYLGGCVNEMPYVLAVEK 57.021465@C:7 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 83 1092.5398 2 2183.065047 0.0009 59.77 R L 0
4069 IFDYLVSSDVEHR JW2019 ECK2028 wbbI conserved protein 96 790.3915 2 1578.768447 0.0006 45.98 K D 0
4070 IFEPLALTTGVR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 70 658.8822 2 1315.749847 -0.0001 54.90 R M 0
4071 IFESGLR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 40 411.2291 2 820.443647 -0.0006 30.91 R F 0
4072 IFGDWLCETAAK 57.021465@C:7 JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 49 705.8398 2 1409.665047 0.0001 54.56 K D 0
4073 IFGDWLCETAAKDNK 57.021465@C:7 JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 15 589.9507 3 1766.83027 0.0005 48.09 K L 0
4074 IFGPVKDYECLCGK 57.021465@C:10,57.021465@C:12 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 43 843.405 2 1684.795447 0.0003 41.38 R Y 0
4075 IFGPVTR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 43 395.2344 2 788.454247 -0.0003 29.47 R E 0
4076 IFGRGEAEIESIR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 37 492.9316 3 1475.77297 -0.0001 37.53 R S 0
4077 IFIPAESDALRLEEHEQFNR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 12 604.3079 4 2413.202494 0.0000 48.72 R K 0
4078 IFKDDAEALGK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 17 603.8233 2 1205.632047 0.0029 29.13 R A 0
4079 IFLDASSEER JW0893 ECK0901 cmk cytidylate kinase 66 583.7881 2 1165.561647 0.0001 35.19 K A 0
4080 IFNTLTR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 45 432.7496 2 863.484647 -0.0017 32.16 K Q 0
4081 IFNTNHAFCLETEK 57.021465@C:9 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 22 575.2754 3 1722.80437 0.0009 39.15 K G 0
4082 IFSFTALTVVGDGNGR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 117 827.4336 2 1652.852647 0.0005 59.27 R V 0
4083 IFTEDGVSIPVTVIEVEANR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 46 1094.5784 2 2187.142247 -0.0001 62.88 R V 0
4084 IFTEDGVSIPVTVIEVEANRVTQVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 46 1372.2465 2 2742.478447 -0.0018 66.04 R D 0
4085 IFTEDNVDWK JW3506 ECK3523 bcsG predicted inner membrane protein 36 633.8041 2 1265.593647 0.0009 41.61 K K 0
4086 IFTTFDSVAQDAAEK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 90 821.9008 2 1641.787047 -0.0015 46.82 K A 0
4087 IFVAELQR JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 63 488.2847 2 974.554847 0.0000 38.49 K V 0
4088 IFVDEGPSMK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 63 561.7785 2 1121.542447 -0.0002 35.37 K R 0
4089 IFVDEGPSMKR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 44 639.8287 2 1277.642847 -0.0009 30.08 K I 0
4090 IGAAASNTNADWYCR 57.021465@C:14 JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 65 835.3726 2 1668.730647 -0.0008 35.11 R M 0
4091 IGAGPVK JW1692 ECK1700 pps phosphoenolpyruvate synthase 50 321.2026 2 640.390647 -0.0001 19.01 R V 0
4092 IGAGPWVVK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 34 463.7765 2 925.538447 -0.0001 38.75 K C 0
4093 IGAGPWVVKCQVHAGGRGK 57.021465@C:10 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 28 495.0206 4 1976.053294 0.0007 32.88 K A 0
4094 IGAGSVVLQPVPPHTTAAGVPAR JW3582 ECK3597 cysE serine acetyltransferase 87 732.4148 3 2194.22257 0.0004 38.92 K I 0
4095 IGAPAAVQIQYQGKPVDLSR JW2500 ECK2512 yfgA conserved protein 84 1056.0838 2 2110.153047 -0.0004 42.44 K F 0
4096 IGAVKEGENVVGSETR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 94 822.9311 2 1643.847647 0.0000 28.56 R V 0
4097 IGCAPITWPIGCGK 57.021465@C:3,57.021465@C:12 JW5873 ECK4366 prfC peptide chain release factor RF-3 35 765.383 2 1528.751447 -0.0015 50.27 K L 0
4098 IGDALEQQ JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 38 437.2196 2 872.424647 0.0007 26.82 K - 0
4099 IGDAMEQMMEGLNK JW3980 ECK4012 yjbB predicted transporter 93 783.8518 2 1565.689047 0.0004 53.06 R V 0
4100 IGDGLLSLALFQTDTDDEIVVDSSSGGR JW1446 ECK1445 yncD predicted iron outer membrane transporter 76 1440.7066 2 2879.398647 -0.0050 72.12 R T 0
4101 IGDLCWAAGDQQAR 57.021465@C:5 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 90 780.8649 2 1559.715247 0.0002 40.94 R G 0
4102 IGDVADKICR 57.021465@C:9 JW3702 ECK3717 phoU DNA-binding transcriptional regulator 24 573.7999 2 1145.585247 -0.0009 23.91 R T 0
4103 IGENINIR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 67 464.7638 2 927.513047 -0.0007 30.77 K R 0
4104 IGENPGYDPLQFMLDEAHKR JW1486 ECK1485 yddW predicted liprotein 57 777.3789 3 2329.11487 -0.0012 56.34 K G 0
4105 IGETGTVLGLNAR JW3455 ECK3473 yhiJ predicted protein 17 434.2454 3 1299.71437 -0.0002 16.95 R D 0
4106 IGEVHDGAATMDWMEQEQER JW3302 ECK3327 fusA protein chain elongation factor EF-G 59 778.0039 3 2330.98987 0.0005 43.45 K G 0
4107 IGFVGVVHPELER JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 56 484.6042 3 1450.79077 -0.0023 44.04 R K 0
4108 IGGASFEDFQQDLLNLSK JW3179 ECK3202 gltB glutamate synthase, large subunit 86 991.4975 2 1980.980447 0.0013 67.40 R R 0
4109 IGGDRFDEAIINYVR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 68 869.4498 2 1736.885047 0.0005 50.81 R R 0
4110 IGGNDLDIALAFK JW2054 ECK2063 yegD predicted chaperone 79 673.8688 2 1345.723047 -0.0011 56.55 R N 0
4111 IGGSATFNGR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 65 490.2512 2 978.487847 -0.0003 23.47 R E 0
4112 IGGVAHDLPR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 83 517.7914 2 1033.568247 0.0015 25.19 R G 0
4113 IGHTVEREDTPAIR JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 44 797.421 2 1592.827447 0.0004 22.17 R G 0
4114 IGICTLDDR 57.021465@C:4 JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 61 531.7658 2 1061.517047 -0.0005 34.94 R S 0
4115 IGIGHPGDKNK JW1195 ECK1192 pth peptidyl-tRNA hydrolase 37 568.3146 2 1134.614647 0.0002 17.80 R V 0
4116 IGIGPSSSHTVGPMK JW2768 ECK2792 sdaB L-serine deaminase II 87 734.3845 2 1466.754447 -0.0007 30.50 K A 0
4117 IGIIGAMEEEVTLLR JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 105 822.456 2 1642.897447 0.0012 69.65 K D 0
4118 IGLELGLPYDMLYR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 63 826.9394 2 1651.864247 0.0000 65.84 K H 0
4119 IGLETAR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 44 380.2214 2 758.428247 -0.0004 24.34 K S 0
4120 IGLHAVAQDR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 16 360.5367 3 1078.58827 0.0001 24.20 K A 0
4121 IGLLLDMPLR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 35 570.8441 2 1139.673647 -0.0001 58.76 R D 0
4122 IGLNPTGR JW3204 ECK3224 degS serine endoprotease, periplasmic 42 414.24 2 826.465447 -0.0007 26.37 R Q 0
4123 IGLSLDGGMSPADWR 15.994915@M:9 JW0755 ECK0761 ybhC predicted pectinesterase 85 795.8824 2 1589.750247 -0.0006 49.48 K H 0
4124 IGLSTLVSVNTTNR JW2660 ECK2679 emrA multidrug efflux system 75 737.9156 2 1473.816647 0.0016 47.40 R D 0
4125 IGLTLQR JW2362 ECK2361 dsdX predicted transporter 63 400.7531 2 799.491647 0.0000 33.48 R C 0
4126 IGLVDGVVK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 57 450.2817 2 898.548847 0.0002 37.94 K A 0
4127 IGLVGEETAK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 11 508.7851 2 1015.555647 0.0007 29.92 K A 0
4128 IGNTEMPSR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 50 502.745 2 1003.475447 -0.0002 22.05 K A 0
4129 IGQPFKGDDILK JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 24 444.2507 3 1329.73027 0.0011 37.56 R A 0
4130 IGQPVTITTDIYGDDVK JW2660 ECK2679 emrA multidrug efflux system 56 917.9768 2 1833.939047 0.0031 47.25 R Y 0
4131 IGQPVTITTDIYGDDVKYTGK JW2660 ECK2679 emrA multidrug efflux system 98 1142.5889 2 2283.163247 -0.0002 45.27 R V 0
4132 IGQVKDENITVVWVPGAYELPLAAGALAK JW0405 ECK0409 ribE riboflavin synthase beta chain 56 1008.2257 3 3021.65527 0.0015 66.07 R T 0
4133 IGQVVEGYR JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 61 510.7772 2 1019.539847 -0.0001 28.30 K N 0
4134 IGSDAYNQGLSER JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 100 705.3366 2 1408.658647 0.0004 28.82 R R 0
4135 IGSDAYNQGLSERR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 56 522.5935 3 1564.75867 -0.0007 25.82 R A 0
4136 IGSEYHELSGR JW4002 ECK4034 dgkA diacylglycerol kinase 82 624.304 2 1246.593447 -0.0006 25.78 R A 0
4137 IGSFIPIPGIDAAVLAK JW3262 ECK3287 secY preprotein translocase membrane subunit 27 841.4984 2 1680.982247 0.0008 64.28 R L 0
4138 IGSLVANDADSYR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 53 690.8413 2 1379.668047 0.0000 34.38 R Y 0
4139 IGSVSTMVR JW5743 ECK4185 yjfO conserved protein 37 475.26 2 948.505447 -0.0008 28.40 R G 0
4140 IGTPFSDLYSK JW2425 ECK2427 yfeY predicted protein 53 614.3164 2 1226.618247 -0.0001 47.28 K A 0
4141 IGTTGAIQPHINVGDVLVTTASVR JW3808 ECK3825 udp uridine phosphorylase 57 807.1152 3 2418.32377 0.0007 51.93 R L 0
4142 IGVLGLNGAGK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 56 499.8025 2 997.590447 -0.0015 37.24 K S 0
4143 IGVLTSGGDAPGMNAAIR JW3887 ECK3908 pfkA 6-phosphofructokinase I 119 850.4436 2 1698.872647 0.0005 43.25 K G 0
4144 IGVLVAAK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 33 385.7602 2 769.505847 -0.0002 30.28 R G 0
4145 IGVNAPK JW2666 ECK2691 csrA pleiotropic regulatory protein for carbon source metabolism 22 349.7131 2 697.411647 -0.0006 21.59 R E 0
4146 IGVPFVDGGVIK JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 39 600.853 2 1199.691447 0.0000 51.58 K A 0
4147 IGVSFKL JW5778 ECK4302 yjhA N-acetylnuraminic acid outer membrane channel protein 54 382.2391 2 762.463647 -0.0003 47.39 R - 0
4148 IGWQLELAAEK JW1714 ECK1723 yniA predicted phosphotransferase/kinase 32 629.3452 2 1256.675847 -0.0006 49.21 R G 0
4149 IGYAVGSIK JW2019 ECK2028 wbbI conserved protein 53 454.2659 2 906.517247 -0.0001 33.03 R E 0
4150 IGYHLGDAVLSAK JW3794 ECK3815 pldA outer membrane phospholipase A 59 448.5818 3 1342.72357 -0.0008 39.32 K G 0
4151 IGYLPQEPQLNPEHTVR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 61 996.0204 2 1990.026247 -0.0009 41.50 K E 0
4152 IGYPVIIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 33 451.7891 2 901.563647 0.0001 40.89 R A 0
4153 IGYSGDSSSDISLKPLNYEQK JW1606 ECK1609 ydgA conserved protein 72 767.7129 3 2300.11687 -0.0004 43.10 R D 0
4154 IGYSGDSSSDISLKPLNYEQKDEK JW1606 ECK1609 ydgA conserved protein 72 891.7678 3 2672.28157 0.0000 39.96 R V 0
4155 IGYVPQK JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 31 402.7343 2 803.454047 -0.0001 24.02 R L 0
4156 IHADYNAFWESVGGVCDAER 57.021465@C:16 JW0861 ECK0868 ybjX conserved protein 47 766.008 3 2295.00217 0.0007 54.15 K H 0
4157 IHAEVPLSEMFGYATQLR JW3302 ECK3327 fusA protein chain elongation factor EF-G 92 1031.5249 2 2061.035247 0.0000 59.97 K S 0
4158 IHASGAQIVTVAMGSPK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 52 556.3031 3 1665.88747 0.0002 37.87 R Q 0
4159 IHDKPSTEAITSFR JW5741 ECK4175 rnr exoribonuclease R, RNase R 58 534.6138 3 1600.81957 -0.0012 29.33 R S 0
4160 IHFDEGSSFER JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 31 662.3012 2 1322.587847 -0.0013 34.28 R L 0
4161 IHGLADCMQGEMISLPGNR 57.021465@C:7 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 112 1049.9957 2 2097.976847 0.0010 47.25 R Y 0
4162 IHLDASMSCAGDPIPLAPETVAER 57.021465@C:9 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 118 1275.6197 2 2549.224847 -0.0006 49.87 K A 0
4163 IHLTPAER JW3460 ECK3478 pitA phosphate transporter, low-affinity 15 468.766 2 935.517447 -0.0013 22.45 R E 0
4164 IHQTLMESASLTYEQR JW1272 ECK1275 yciM conserved protein 26 636.3169 3 1905.92887 0.0033 37.47 R L 0
4165 IHSEEDERPIGR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 30 479.9075 3 1436.70067 -0.0001 19.63 R L 0
4166 IIAADNGDAWVEVK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 61 750.8887 2 1499.762847 0.0009 43.53 K G 0
4167 IIAANSSNT JW2577 ECK2593 yfiO predicted lipoprotein 50 445.7323 2 889.450047 -0.0004 20.27 K - 0
4168 IIAATHQNLEQR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 66 697.3806 2 1392.746647 -0.0006 22.80 R V 0
4169 IIAGEIQARPEQVDAAVR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 58 646.0251 3 1935.05347 -0.0003 35.82 R L 0
4170 IIAGNIINFSR JW2891 ECK2920 mscS mechanosensitive channel 53 609.3536 2 1216.692647 -0.0001 47.17 K E 0
4171 IIDDAVAR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 63 436.7455 2 871.476447 0.0002 25.12 K I 0
4172 IIDGAELLIPMAGLINKEDELAR JW4215 ECK4251 valS valyl-tRNA synthetase 80 832.1248 3 2493.35257 0.0014 68.48 K L 0
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4173 IIDQEVK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 41 422.7422 2 843.469847 -0.0002 20.98 R A 0
4174 IIEFNQNPLYSDHSR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 50 611.6352 3 1831.88377 -0.0014 42.18 R L 0
4175 IIEKERPDAVLPTMGGQTALNCALELER 57.021465@C:22 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 20 781.9087 4 3123.605694 0.0003 53.00 K Q 0
4176 IIEPAVNPALIGAVKVPDGTVDPFR JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 30 863.4865 3 2587.43767 0.0005 59.54 R L 0
4177 IIEQPQLSVDAVANTLAGWSR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 99 1134.6032 2 2267.191847 0.0008 66.56 K E 0
4178 IIEQVLK JW5808 ECK0142 pcnB poly(A) polymerase I 11 421.7709 2 841.527247 -0.0001 32.20 R N 0
4179 IIERSVDEAANSDIVDKLVAEL JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 17 800.4269 3 2398.25887 -0.0002 65.89 K - 0
4180 IIGGCGPTAQ 57.021465@C:5 JW3332 ECK3357 yhfL conserved secreted peptide 61 487.2422 2 972.469847 0.0001 25.46 K - 0
4181 IIGIDLGTTNSCVAIMDGTTPR 57.021465@C:12 JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 127 1153.0798 2 2304.145047 -0.0003 56.09 K V 0
4182 IIGSGVGGITETDATLAAASNAILVGFNVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 91 963.1892 3 2886.54577 0.0008 75.96 K A 0
4183 IIGTGSYLPEQVR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 36 716.8928 2 1431.771047 -0.0011 40.83 K T 0
4184 IIHPMGEIDAMEFLINK JW3756 ECK3775 rho transcription termination factor 20 657.6746 3 1970.00197 0.0014 60.24 K L 0
4185 IIIDDAAEVAR JW2766 ECK2790 ygdH conserved protein 60 593.3272 2 1184.639847 -0.0002 37.96 R Q 0
4186 IILCTGDMGFGACK 57.021465@C:4,57.021465@C:13 JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 100 771.8593 2 1541.704047 0.0001 48.23 K T 0
4187 IILGGDHLGPNCWQQENADAAMEK 57.021465@C:12 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 95 1334.1187 2 2666.222847 0.0012 45.79 R S 0
4188 IILLGAPGAGK JW0463 ECK0468 adk adenylate kinase 23 505.3242 2 1008.633847 0.0007 40.61 R G 0
4189 IILPVNDGR JW0120 ECK0123 gcd glucose dehydrogenase 17 498.7952 2 995.575847 -0.0005 35.55 R L 0
4190 IIMLTVHTENPLPAK JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 12 559.6513 3 1675.93207 -0.0010 43.90 K V 0
4191 IINELEGIFEGAGWNVIK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 106 1001.5346 2 2001.054647 -0.0024 70.07 K V 0
4192 IINEPTAAALAYGLDK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 99 830.4511 2 1658.887647 -0.0002 50.58 R G 0
4193 IINEPTAAALAYGLDKGTGNR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 53 715.7147 3 2144.12227 -0.0002 46.23 R T 0
4194 IINEVNGISR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 57 557.8142 2 1113.613847 -0.0003 28.92 R V 0
4195 IINGEVPEGLK JW2573 ECK2590 clpB protein disaggregation chaperone 23 584.8319 2 1167.649247 -0.0006 35.14 R G 0
4196 IIPVEHHA JW1620 ECK1624 rsxB predicted iron-sulfur protein 32 458.2559 2 914.497247 -0.0001 20.06 R - 0
4197 IIQICGGLSDREMEAQVLDSMDLER 57.021465@C:5 JW2553 ECK2567 lepA GTP binding membrane protein 35 960.1311 3 2877.37147 0.0045 60.09 R E 0
4198 IIQICGGLSDREMEAQVLDSMDLERER 57.021465@C:5 JW2553 ECK2567 lepA GTP binding membrane protein 17 1055.1773 3 3162.51007 -0.0005 58.67 R G 0
4199 IISAASDYR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 41 498.261 2 994.507447 -0.0010 23.82 M A 0
4200 IISESGTAAGVR JW2667 ECK2692 alaS alanyl-tRNA synthetase 111 580.8167 2 1159.618847 -0.0008 23.71 R R 0
4201 IISLAPEVL JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 49 477.797 2 953.579447 -0.0002 57.35 K - 0
4202 IISPMTGYVSR JW2660 ECK2679 emrA multidrug efflux system 57 612.3258 2 1222.637047 -0.0008 38.72 R R 0
4203 IITDVHEPSQAQPVADVVDVIQLPAFLAR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 73 1047.9032 3 3140.68777 0.0008 69.09 K Q 0
4204 IITIGSVVGTMGNGGQANYAAAK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 115 1097.0702 2 2192.125847 0.0001 52.16 R A 0
4205 IITNLTEGASR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 86 587.8244 2 1173.634247 -0.0011 30.35 K K 0
4206 IIVACDAGMGSSAMGAGVLR 57.021465@C:5 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 169 968.476 2 1934.937447 -0.0001 47.59 K K 0
4207 IIVACDAGMGSSAMGAGVLRK 57.021465@C:5 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 42 688.6846 3 2063.03197 -0.0005 41.53 K K 0
4208 IIVDTYGGMAR JW2909 ECK2937 metK methionine adenosyltransferase 1 56 598.3108 2 1194.607047 0.0004 36.90 K H 0
4209 IIVIPNGK JW2891 ECK2920 mscS mechanosensitive channel 42 427.2787 2 852.542847 -0.0004 31.98 K I 0
4210 IIVVSDEVAADTVRK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 20 538.9733 3 1613.89807 -0.0007 37.23 R T 0
4211 IIVVTSGK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 32 408.7631 2 815.511647 0.0001 22.23 R G 0
4212 IIWPENDINLK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 24 677.8718 2 1353.729047 -0.0001 50.73 R Q 0
4213 IIYEQDLIVAR JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 91 666.8793 2 1331.744047 -0.0009 45.36 R L 0
4214 IKADAEEAAR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 66 537.283 2 1072.551447 0.0001 17.63 K K 0
4215 IKADAEEAARK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 31 601.3302 2 1200.645847 -0.0004 16.73 K I 0
4216 IKADVPTVSLVGYTNAGK JW4131 ECK4169 hflX predicted GTPase 11 611.6748 3 1832.00257 -0.0016 42.56 R S 0
4217 IKAEVAPDLSVHLLDGMGR JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 22 506.0262 4 2020.075694 -0.0019 51.01 R E 0
4218 IKASTKNGEKPK JW2504 ECK2516 yfhM conserved protein 12 434.2573 3 1299.75007 -0.0009 40.60 K Q 0
4219 IKEEDFIDR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 44 582.7984 2 1163.582247 -0.0001 31.50 R L 0
4220 IKEELFYPSNEEK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 60 813.4065 2 1624.798447 0.0001 34.96 R M 0
4221 IKEELSNGR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 57 523.2854 2 1044.556247 0.0000 19.00 R T 0
4222 IKEETVQLR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 38 558.3246 2 1114.634647 0.0000 23.50 R Q 0
4223 IKELAVK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 49 400.7654 2 799.516247 -0.0005 20.34 K G 0
4224 IKELDIN JW0798 ECK0802 rhtA threonine and homoserine efflux system 42 422.742 2 843.469447 -0.0008 30.33 K - 0
4225 IKFSADDIQR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 54 596.8194 2 1191.624247 -0.0005 32.45 R K 0
4226 IKFSADDIQRK JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 46 660.8671 2 1319.719647 0.0000 27.61 R F 0
4227 IKGFSGEDATPALEGADVVLISAGVAR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 33 881.8044 3 2642.39137 -0.0001 60.68 K K 0
4228 IKGGPVSER JW0171 ECK0175 yaeL zinc metallopeptidase 12 314.8503 3 941.5290705 -0.0004 18.55 K V 0
4229 IKGVEATANFDTGPLTHTVSYDYVDAR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 47 735.8657 4 2939.433694 0.0036 47.49 R N 0
4230 IKHEIGSAYPGDEVR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 69 835.9282 2 1669.841847 -0.0004 24.82 R E 0
4231 IKHEIGSAYPGDEVREIEVR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 59 1149.0977 2 2296.180847 -0.0003 35.00 R G 0
4232 IKIGDALEQQ JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 50 557.8086 2 1113.602647 -0.0003 37.24 K - 0
4233 IKLAPDGMLLDIKPEGGDPALCQAALAAAK 57.021465@C:22 JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 37 762.6611 4 3046.615294 -0.0042 55.37 R L 0
4234 IKLPADSTR JW0623 ECK0621 lipA lipoate synthase 47 334.1976 3 999.5709705 -0.0003 23.24 K I 0
4235 IKLVGVIPEDQSVLR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 44 833.4987 2 1664.982847 0.0003 46.24 R A 0
4236 IKNGEYTYIINTTSGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 34 610.6514 3 1828.93237 0.0004 37.09 R R 0
4237 IKPYLLNNGQNPPAR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 38 565.6488 3 1693.92457 -0.0017 30.79 K E 0
4238 IKQINLPTEVSEAIYNR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 98 994.5438 2 1987.073047 -0.0008 49.74 R M 0
4239 IKSLDELQDGSQVAVPNDPTNLGR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 35 856.1084 3 2565.30337 -0.0001 44.85 K S 0
4240 ILADIAVFDK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 10 552.8188 2 1103.623047 0.0004 52.65 K V 0
4241 ILADIAVFDKVAFTALVEK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 79 688.3984 3 2062.17337 0.0021 70.24 K A 0
4242 ILAEEIER JW5652 ECK3561 avtA valine-pyruvate aminotransferase 59 486.771 2 971.527447 -0.0013 30.92 K A 0
4243 ILAQSIEVYQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 78 660.3694 2 1318.724247 -0.0002 39.06 R K 0
4244 ILASDVVSPLDVPGFDNSAMDGYAVR JW0811 ECK0817 moeA molybdopterin biosynthesis protein 67 1354.6657 2 2707.316847 0.0005 64.05 R L 0
4245 ILASQSMQQLPTDMQSTLR JW0934 ECK0942 pqiB paraquat-inducible protein B 94 1074.5428 2 2147.071047 -0.0003 48.58 K E 0
4246 ILDAGVYDEQGDLIAR JW4350 ECK4379 ytjB conserved protein 73 874.4466 2 1746.878647 -0.0002 46.33 R S 0
4247 ILDATNNQLPQDR JW4279 ECK4307 fimC chaperone, periplasmic 21 749.3863 2 1496.758047 -0.0003 31.62 R E 0
4248 ILDEFTR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 44 447.2398 2 892.465047 -0.0004 37.41 R G 0
4249 ILDIMGLSR JW1693 ECK1701 ydiA conserved protein 72 509.2914 2 1016.568247 -0.0006 51.97 K R 0
4250 ILDLLESIMQK JW3444 ECK3463 nikD nickel transporter subunit -!- ATP-binding component of ABC superfamily 68 651.8708 2 1301.727047 0.0005 66.20 R Q 0
4251 ILDVLIPPAK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 36 539.8468 2 1077.679047 -0.0006 48.66 R N 0
4252 ILEAQLR JW4120 ECK4155 yjeP predicted mechanosensitive channel 30 421.7582 2 841.501847 -0.0004 29.67 R T 0
4253 ILEEAVSTALELASGK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 16 815.9488 2 1629.883047 0.0006 68.07 K S 0
4254 ILEEAVSTALELASGKSDGAEVAVSK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 68 858.7885 3 2573.34367 0.0002 63.15 K T 0
4255 ILEGYGVTECAPVVSINVPMAAKPGTVGR 57.021465@C:10 JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 98 995.856 3 2984.54617 0.0000 52.80 R I 0
4256 ILEIEGLPDLK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 83 620.3633 2 1238.712047 -0.0001 54.36 R V 0
4257 ILEIEGLPDLKVEQAFELTDASAER JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 66 929.4876 3 2785.44097 0.0026 65.19 R S 0
4258 ILELAGFLDSYIPEPER JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 31 981.5152 2 1961.015847 0.0014 72.30 K A JW3943
4259 ILELYMNEVYLGQSGDNEIR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 95 1178.5802 2 2355.145847 0.0043 59.75 R G 0
4260 ILEQCLNNMPEGPFK 57.021465@C:5 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 69 895.4346 2 1788.854647 0.0009 48.60 R A 0
4261 ILEQCLNNMPEGPFKADHPLTTPPPK 57.021465@C:5 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 26 736.873 4 2943.462894 0.0008 46.08 R E 0
4262 ILEVPVGR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 42 441.774 2 881.533447 0.0001 35.27 R G 0
4263 ILEYLAVQSR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 79 596.3398 2 1190.665047 -0.0009 43.42 R V 0
4264 ILFAGDLQDDLPAR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 88 772.4095 2 1542.804447 0.0003 53.36 R L 0
4265 ILFAGDLQDDLPARLDTAASR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 92 753.3967 3 2257.16827 -0.0020 55.79 R A 0
4266 ILFLEGLPNLQDLGK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 34 835.4797 2 1668.944847 -0.0001 69.84 R L 0
4267 ILFVGTK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 43 389.2468 2 776.479047 -0.0005 37.49 K R 0
4268 ILFVGTKR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 25 467.2976 2 932.580647 -0.0001 30.69 K A 0
4269 ILFYTGVNHK JW3302 ECK3327 fusA protein chain elongation factor EF-G 27 397.8888 3 1190.64457 -0.0002 35.12 R I 0
4270 ILGGDLEPTLGNVSLDPNER JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 74 1055.0445 2 2108.074447 -0.0004 54.68 K I 0
4271 ILGILASK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 25 407.7735 2 813.532447 0.0002 40.64 R S 0
4272 ILGLEIGADDYITKPFNPR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 58 711.385 3 2131.13317 0.0020 57.41 K E 0
4273 ILGLGDQGIGGMGIPIGK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 94 848.4768 2 1694.939047 0.0002 58.83 R L 0
4274 ILGNIEVGR JW3582 ECK3597 cysE serine acetyltransferase 43 485.7874 2 969.560247 -0.0003 35.34 K G 0
4275 ILGSVGEPINPEAWEWYWK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 31 1137.5629 2 2273.111247 -0.0044 68.32 R K 0
4276 ILIGEVTVVDESEPFAHEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 90 1056.5475 2 2111.080447 0.0019 51.66 K L 0
4277 ILIGEVTVVDESEPFAHEKLSPTLAMYR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 93 1048.8812 3 3143.62177 0.0007 57.05 K A 0
4278 ILILDFGSQYTQLVAR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 23 919.0151 2 1836.015647 0.0012 65.32 R R 0
4279 ILILHADHEQNASTSTVR JW0710 ECK0709 gltA citrate synthase 70 1003.0295 2 2004.044447 0.0055 29.69 R T 0
4280 ILINTPASQGGIGDLYNFK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 19 1011.0379 2 2020.061247 -0.0015 56.76 R L 0
4281 ILKDREMTVR JW2891 ECK2920 mscS mechanosensitive channel 20 420.9076 3 1259.70097 -0.0010 20.87 R L 0
4282 ILKEGIEK JW2750 ECK2773 eno enolase 19 465.287 2 928.559447 0.0002 20.27 K G 0
4283 ILKGEYEPGTILPGEIELGEQFGVSR JW5608 ECK3749 yieP predicted transcriptional regulator 63 944.4986 3 2830.47397 -0.0012 58.58 R T 0
4284 ILLDAPCSATGVIR 57.021465@C:7 JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 91 743.4084 2 1484.802247 0.0002 44.17 R R 0
4285 ILLDTELTAEQEK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 45 751.901 2 1501.787447 0.0000 44.98 R Y 0
4286 ILLDTELTAEQEKYLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 18 636.3492 3 1906.02577 -0.0042 49.80 R T 0
4287 ILLIGAGGASR JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 21 514.3162 2 1026.617847 -0.0006 38.07 R G 0
4288 ILLIGCGK 57.021465@C:6 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 16 437.2651 2 872.515647 0.0003 38.29 R E 0
4289 ILLINPTDSDAVGNAVK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 52 870.4799 2 1738.945247 -0.0011 48.16 K M 0
4290 ILLKVNQDGSR JW0451 ECK0456 acrB multidrug efflux system protein 23 414.9102 3 1241.70877 -0.0003 27.25 K V 0
4291 ILLQCDNLCK 57.021465@C:5,57.021465@C:9 JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 66 638.8232 2 1275.631847 0.0004 36.66 K R 0
4292 ILLQCDNLCKR 57.021465@C:5,57.021465@C:9 JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 41 478.2509 3 1431.73087 -0.0017 31.86 K Y 0
4293 ILLSAAITVNDK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 31 629.375 2 1256.735447 0.0016 45.22 R L 0
4294 ILLSSMPGCAVTEVEIDGVLHEYSTK 57.021465@C:9 JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 21 950.1427 3 2847.40627 0.0029 62.57 R E 0
4295 ILNAAAR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 56 364.7244 2 727.434247 0.0002 19.70 R E 0
4296 ILNQTMPQVAAK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 33 657.366 2 1312.717447 0.0003 34.69 R L 0
4297 ILNTSSVIPVDGLCVR 57.021465@C:14 JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 75 871.9777 2 1741.940847 0.0012 52.40 K V 0
4298 ILNYTNTEMK JW1427 ECK1424 ydcL predicted lipoprotein 24 613.808 2 1225.601447 0.0002 32.97 K E 0
4299 ILPALPPR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 32 438.7873 2 875.560047 0.0008 35.22 R I 0
4300 ILPDPKFGSELLAK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 18 509.9643 3 1526.87107 0.0003 47.78 K F 0
4301 ILPGMDAR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 22 436.7365 2 871.458447 0.0000 29.88 R L 0
4302 ILPWSDLMTGK JW1486 ECK1485 yddW predicted liprotein 27 630.8362 2 1259.657847 -0.0006 57.05 K I 0
4303 ILQVPNATR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 36 506.301 2 1010.587447 0.0003 31.83 K S 0
4304 ILREDVQAYVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 25 445.2532 3 1332.73777 -0.0023 34.92 R E 0
4305 ILREDVQAYVKEAIK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 47 592.3394 3 1773.99637 -0.0024 44.56 R R 0
4306 ILSAFIGDEIPQEILEER JW0003 ECK0004 thrC threonine synthase 42 1036.5508 2 2071.087047 0.0033 65.48 K V 0
4307 ILSLEQNLLNMASVK JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 85 836.9696 2 1671.924647 0.0017 61.57 K A 0
4308 ILSTLSLR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 21 451.7869 2 901.559247 -0.0004 38.20 K Q 0
4309 ILTEPNASITVQYK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 40 788.9323 2 1575.850047 -0.0007 39.46 R A 0
4310 ILTGDKVTVELTPYDLSK JW0867 ECK0875 infA translation initiation factor IF-1 80 996.5504 2 1991.086247 0.0035 47.48 R G 0
4311 ILTGDSELVAAK JW4201 ECK4237 mgtA magnesium transporter 47 608.8429 2 1215.671247 0.0003 34.43 K V 0
4312 ILTLLGPNGAGK JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 48 577.3506 2 1152.686647 0.0000 42.43 K S 0
4313 ILTNQTNLTSTFYTGSIGHDVSTGVEFTR JW0790 ECK0794 fiu predicted iron outer membrane transporter 118 1053.8579 3 3158.55187 0.0000 55.48 K E 0
4314 ILVEGTSR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 21 437.7531 2 873.491647 -0.0003 24.39 R K 0
4315 ILVGPDASK JW5378 ECK2308 dedD conserved protein 24 450.2634 2 898.512247 -0.0002 27.43 R D 0
4316 ILVGPDASKDKLK JW5378 ECK2308 dedD conserved protein 24 461.9448 3 1382.81257 -0.0006 26.21 R G 0
4317 ILVMSNGLVSGIVDTK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 51 823.4639 2 1644.913247 0.0013 54.74 R T 0
4318 ILVTGVASK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 45 444.2815 2 886.548447 -0.0003 27.89 R L 0
4319 ILVVDDDMR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 55 538.2758 2 1074.537047 -0.0008 37.45 K L 0
4320 ILYISCNPETLCK 57.021465@C:6,57.021465@C:12 JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 67 805.9002 2 1609.785847 0.0015 44.60 R N 0
4321 ILYPQDR JW3776 ECK3798 hemD uroporphyrinogen III synthase 21 452.7487 2 903.482847 0.0014 24.27 K E 0
4322 ILYQQQQTLPSADELENMTNR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 101 1246.6071 2 2491.199647 -0.0015 50.88 R I 0
4323 IMAGIDKDIEGEARPQPDIK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 67 1098.5708 2 2195.127047 0.0016 38.13 R I 0
4324 IMFPMIISVEEVR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 55 782.4177 2 1562.820847 0.0009 65.12 R A 0
4325 IMLCVSDTIDK 57.021465@C:4 JW3460 ECK3478 pitA phosphate transporter, low-affinity 59 647.8222 2 1293.629847 -0.0009 43.05 R V 0
4326 IMLCVSDTIDKVVK 57.021465@C:4 JW3460 ECK3478 pitA phosphate transporter, low-affinity 51 810.9391 2 1619.863647 0.0010 50.56 R M 0
4327 IMLDNEDITHVPAENR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 63 622.9728 3 1865.89657 0.0024 39.11 R Y 0
4328 IMLVAQK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 22 401.7463 2 801.478047 -0.0001 29.29 K E 0
4329 IMMGAER 15.994915@M:2 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 24 412.1925 2 822.370447 -0.0024 21.22 K R 0
4330 IMMGAERR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 33 482.2463 2 962.478047 -0.0009 20.13 K S 0
4331 IMMPQTWK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 24 517.7615 2 1033.508447 -0.0004 40.59 R G 0
4332 IMNDENFQHGGTNIHYLEK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 58 754.0199 3 2259.03787 0.0002 36.04 R K 0
4333 IMNVLGEPVDMKGEIGEEER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 103 1123.0447 2 2244.074847 -0.0017 49.03 R W 0
4334 IMNVLGEPVDMKGEIGEEERWAIHR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 11 727.8665 4 2907.436894 0.0000 51.93 R A 0
4335 IMRGEGDAEAAK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 55 624.3061 2 1246.597647 0.0001 17.76 R L 0
4336 IMTPEQALSAGVDYMVIGRPVTQSVDPAQTLK JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 92 1139.2586 3 3414.75397 0.0014 68.07 R A 0
4337 IMTSYVVGQALK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 24 655.362 2 1308.709447 -0.0016 44.33 K A 0
4338 IMVLGGGPNR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 60 507.2816 2 1012.548647 -0.0001 32.82 K I 0
4339 INALETVTIASK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 101 630.3642 2 1258.713847 0.0005 41.62 K A 0
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4340 INALTDHTDLMTTLMQR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 97 987.4931 2 1972.971647 0.0007 53.58 R L 0
4341 INATGGLPTIPINAR JW3204 ECK3224 degS serine endoprotease, periplasmic 29 754.4334 2 1506.852247 0.0004 45.07 K R 0
4342 INDKDVER JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 64 494.7567 2 987.498847 0.0004 17.60 K L 0
4343 INDKHIEVIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 54 668.391 2 1334.767447 0.0004 27.07 K Q 0
4344 INDLDADEFLEHVAR JW5821 ECK1181 emtA lytic murein endotransglycosylase E 66 586.2882 3 1755.84277 -0.0001 51.96 K N 0
4345 INDNQVIEGAESR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 57 722.8553 2 1443.696047 0.0006 31.19 R Y 0
4346 INDRGPYGNDR JW0628 ECK0626 rlpA minor lipoprotein 12 638.8047 2 1275.594847 -0.0008 19.41 R V 0
4347 INDWASIYGVVGVGYGK JW0799 ECK0803 ompX outer membrane protein 97 899.4625 2 1796.910447 0.0008 58.50 R F 0
4348 INEGPYQFESEGK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 37 749.3456 2 1496.676647 -0.0017 35.99 K A 0
4349 INELLTSTGLAPFR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 39 766.4274 2 1530.840247 -0.0002 53.55 R D 0
4350 INEVTATAVK JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 46 523.2972 2 1044.579847 -0.0016 24.35 K R 0
4351 INGATVDVR JW2050 ECK2059 dcd 2'-deoxycytidine 5'-triphosphate deaminase 64 472.7612 2 943.507847 -0.0009 23.70 R L 0
4352 INGHEIKDVAR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 28 417.898 3 1250.67217 -0.0009 20.91 R Y 0
4353 INGIELR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 50 407.7425 2 813.470447 -0.0005 32.60 R D 0
4354 INGIELRDLSPESWR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 13 595.6486 3 1783.92397 0.0023 49.98 R K 0
4355 INGQVITIK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 30 493.3057 2 984.596847 0.0002 32.09 K G 0
4356 INHGDNPLDASTVHPEAYPVVER JW3370 ECK3394 yhgF predicted transcriptional accessory protein 59 844.0823 3 2529.22507 0.0002 38.81 R I 0
4357 INIIDTPGHVDFTIEVER JW3302 ECK3327 fusA protein chain elongation factor EF-G 113 1034.539 2 2067.063447 -0.0002 53.12 R S 0
4358 INIVDTPGHADFGGEVER JW5571 ECK3864 bipA GTP-binding protein 34 642.6495 3 1924.92667 -0.0011 40.00 R V 0
4359 INKLPLNPMIEQATSTLSESQR JW0934 ECK0942 pqiB paraquat-inducible protein B 57 824.1035 3 2469.28867 -0.0009 54.32 K T 0
4360 INLAYTK JW0452 ECK0457 acrA multidrug efflux system 36 411.7396 2 821.464647 -0.0001 28.59 R V JW3233
4361 INLLDDNQFTR JW2203 ECK2207 ompC outer membrane porin protein C 86 674.846 2 1347.677447 -0.0008 47.39 K D 0
4362 INLLDLNR JW2501 ECK2513 yfgB predicted enzyme 65 485.7875 2 969.560447 -0.0003 46.56 K Q 0
4363 INLSESLTGVPGLQVQNR JW1446 ECK1445 yncD predicted iron outer membrane transporter 35 642.3533 3 1924.03807 0.0004 52.39 R Q 0
4364 INNAGAANAMNLCCTALLASR 57.021465@C:13,57.021465@C:14 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 44 1103.5312 2 2205.047847 0.0026 49.55 R Q 0
4365 INPAGAPTYVPGEYK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 49 788.9042 2 1575.793847 0.0007 36.56 K L 0
4366 INPDEILVAHDELDLPPGVAK JW1195 ECK1192 pth peptidyl-tRNA hydrolase 25 752.4028 3 2254.18657 0.0022 54.75 R F 0
4367 INPDKIKDVIGK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 56 670.4008 2 1338.787047 0.0000 33.28 K G 0
4368 INPGNIGNEER JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 38 606.8023 2 1211.590047 0.0007 26.03 R I 0
4369 INPIEDMPYDENGTPVDIVLNPLGVPSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 18 1022.1818 3 3063.52357 0.0013 68.57 K M 0
4370 INQLVVEPTLQTTR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 48 806.4591 2 1610.903647 0.0045 43.05 R D 0
4371 INQTDIDR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 53 487.7486 2 973.482647 -0.0001 21.32 K L 0
4372 INQTDIDRLIELVGGR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 62 906.5029 2 1810.991247 0.0013 66.36 K G 0
4373 INTLALDIPLQAADKTR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 41 618.3546 3 1852.04197 0.0001 50.25 K F 0
4374 INTVESPFAEYSSLDELFQETYKHEQLITQK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 49 922.7074 4 3686.800494 0.0013 67.21 R I 0
4375 INVTAYQGK JW3119 ECK3138 yraP predicted protein 47 497.2717 2 992.528847 -0.0001 26.55 R V 0
4376 IPAGVDTGDR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 56 500.7553 2 999.496047 -0.0024 22.96 K I 0
4377 IPAGVDTGDRIR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 23 423.9015 3 1268.68267 -0.0008 26.68 K L 0
4378 IPATISFVASVAQFTPK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 66 888.9987 2 1775.982847 0.0008 63.54 R T 0
4379 IPELAGIK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 22 420.7626 2 839.510647 -0.0010 37.72 K D 0
4380 IPELAGIKDAAPDATFR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 46 595.6559 3 1783.94587 -0.0009 45.00 K I 0
4381 IPFIETVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 23 473.7838 2 945.553047 -0.0004 42.40 K M 0
4382 IPGFEQPWEEDFGKPER JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 47 687.6614 3 2059.96237 -0.0015 50.80 R I 0
4383 IPGVSAPENNGTGSHDLAMNFGIR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 56 818.7327 3 2453.17627 0.0007 48.16 R G 0
4384 IPISGIAGDQQAALFGQLCVK 57.021465@C:19 JW3897 ECK3918 glpK glycerol kinase 51 729.3933 3 2185.15807 0.0015 57.79 R E 0
4385 IPIVGDEHADMEKGTGCVK 57.021465@C:17 JW4215 ECK4251 valS valyl-tRNA synthetase 30 685.999 3 2054.97517 -0.0013 33.87 R I 0
4386 IPKPPSQAVYEVFK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 37 534.9675 3 1601.88067 -0.0010 42.89 K N 0
4387 IPLIIGR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 35 391.2683 2 780.522047 0.0000 41.34 R G 0
4388 IPPELLQQHLEYVK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 24 569.6543 3 1705.94107 0.0009 44.12 R T 0
4389 IPQESGGTK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 27 458.7404 2 915.466247 0.0002 15.88 R D 0
4390 IPQQGMVR JW1299 ECK1301 pspC transcriptional activator 23 464.755 2 927.495447 -0.0006 23.13 R G 0
4391 IPTINIHSTGK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 32 590.8378 2 1179.661047 0.0000 30.82 R S 0
4392 IPVCMHNVEETK 15.994915@M:5,57.021465@C:4 JW2773 ECK2797 fucI L-fucose isomerase 11 736.8484 2 1471.682247 0.0023 67.09 R V 0
4393 IPVVSSPK JW3841 ECK3863 glnA glutamine synthetase 13 413.755 2 825.495447 -0.0006 25.69 R A 0
4394 IQAILDQLTDESR JW4350 ECK4379 ytjB conserved protein 97 751.3963 2 1500.778047 -0.0003 49.21 R I 0
4395 IQALESILDAEHPNWR JW1298 ECK1300 pspB transcriptional regulator of psp operon 88 946.4865 2 1890.958447 -0.0004 53.50 R D 0
4396 IQANMDPK JW5873 ECK4366 prfC peptide chain release factor RF-3 51 458.7312 2 915.447847 -0.0006 20.65 K H 0
4397 IQANPLVK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 42 441.7737 2 881.532847 -0.0005 27.91 R Q 0
4398 IQDAGLSQISVTNSAINNLPPDVDLVITHR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 142 1067.5688 3 3199.68457 0.0009 60.75 K D 0
4399 IQFEQAK JW0907 ECK0915 mukB fused chromosome partitioning proteins 37 432.2349 2 862.455247 0.0003 24.01 R E 0
4400 IQFEQAKEGVTALNR JW0907 ECK0915 mukB fused chromosome partitioning proteins 28 568.6402 3 1702.89877 -0.0013 36.54 R I 0
4401 IQGAINAYNSGK JW2132 ECK2137 sanA predicted protein 31 618.3225 2 1234.630447 -0.0001 26.53 R V 0
4402 IQGQSDSPLTAK JW4358 ECK4387 ytjC phosphoglyceromutase 2, co-factor independent 39 622.8271 2 1243.639647 -0.0012 24.99 R G 0
4403 IQGVETELKIPFNDEWK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 34 682.6899 3 2045.04787 0.0010 55.11 R L 0
4404 IQISHISR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 53 477.2799 2 952.545247 -0.0002 24.04 R F 0
4405 IQLTDAIAELAK JW2027 ECK2036 galF predicted subunit with GalU 82 643.3721 2 1284.729647 0.0007 58.66 R K 0
4406 IQLYVAR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 33 431.7609 2 861.507247 0.0001 34.12 R D JW4090
4407 IQNAGTEVVEAK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 72 629.8352 2 1257.655847 -0.0006 24.50 R A 0
4408 IQPGTLILEVTESR JW5943 ECK3514 yhjK predicted diguanylate cyclase 82 778.4383 2 1554.862047 0.0003 57.56 R R 0
4409 IQSGELSAIPHQLIMDK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 32 627.337 3 1878.98917 0.0018 48.60 R I 0
4410 IQSLMQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 39 438.2415 2 874.468447 -0.0009 26.85 R A 0
4411 IQSQLEHLSK JW1842 ECK1854 yebK predicted DNA-binding transcriptional regulator 54 591.8274 2 1181.640247 -0.0002 24.44 K S 0
4412 IQTEVFRLPSTCFAEENGSIVNSGR 57.021465@C:12 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 72 937.796 3 2810.36617 0.0007 51.68 K W 0
4413 IQTMDNQADR 15.994915@M:4 JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 44 604.273 2 1206.531447 0.0015 16.13 R F 0
4414 IQTMDNQADRFVTK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 66 833.9137 2 1665.812847 -0.0015 31.40 R E 0
4415 IQTMDNQADRFVTKEK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 17 481.7449 4 1922.950494 -0.0017 29.60 R K 0
4416 IQTQLDADDQLLSTYKK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 91 990.5176 2 1979.020647 -0.0004 41.31 K D 0
4417 IQVEHPVTEMITGVDLIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 57 674.7031 3 2021.08747 0.0007 54.68 R E 0
4418 IQVSPTKPLATQR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 58 719.9224 2 1437.830247 0.0000 27.23 K D 0
4419 IRAEFGEVDILVNNAGITR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 50 696.3797 3 2086.11727 0.0001 53.48 K D 0
4420 IRAEQVSITPQVSGR JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 44 547.6403 3 1639.89907 -0.0014 30.59 K I 0
4421 IRDEMGLAMEEGCGIYR 57.021465@C:13 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 38 667.3059 3 1998.89587 -0.0003 43.92 K T 0
4422 IRDEMGLAMEEGCGIYRTPELMQK 57.021465@C:13 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 62 707.5863 4 2826.316094 -0.0011 49.74 K T 0
4423 IRFEGNDTSK JW0172 ECK0176 yaeT conserved protein 41 389.5316 3 1165.57297 0.0002 20.67 K D 0
4424 IRFEGNDTSKDAVLR JW0172 ECK0176 yaeT conserved protein 63 574.304 3 1719.89017 -0.0003 30.50 K R 0
4425 IRLSIKEATEQSQPAAAPEAPAAEQGE JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 97 931.4737 3 2791.39927 0.0005 36.88 R - 0
4426 IRPPKEGER JW3756 ECK3775 rho transcription termination factor 12 361.2085 3 1080.60367 -0.0004 17.28 K Y 0
4427 IRTGEADEAAL JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 24 573.2932 2 1144.571847 -0.0005 29.16 R - 0
4428 IRTGEEDDAAI JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 31 595.2884 2 1188.562247 0.0000 26.62 R - 0
4429 IRTQGLGPANPIASNSTAEGK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 67 694.7026 3 2081.08597 -0.0005 31.05 R A 0
4430 ISAAAHNELTK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 39 577.812 2 1153.609447 0.0003 20.04 R L 0
4431 ISAAMEK JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 46 375.1966 2 748.378647 -0.0002 19.85 K R 0
4432 ISAAMEKR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 60 453.2472 2 904.479847 -0.0002 17.76 K L 0
4433 ISALGPGGLTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 73 521.3061 2 1040.597647 -0.0002 33.79 R E 0
4434 ISALSDNGEHFSAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 42 492.5759 3 1474.70587 0.0008 29.04 R A 0
4435 ISCVVHIGDGEFTDIER 57.021465@C:3 JW0938 ECK0946 ycbZ predicted peptidase 69 649.6476 3 1945.92097 0.0007 46.52 R K 0
4436 ISCVVHIGDGEFTDIERK 57.021465@C:3 JW0938 ECK0946 ycbZ predicted peptidase 39 692.3451 3 2074.01347 -0.0019 43.19 R A 0
4437 ISDEQLDQAIANIAK JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 41 814.9289 2 1627.843247 0.0017 55.17 K Q 0
4438 ISDGYISALLR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 24 604.3379 2 1206.661247 0.0004 52.96 K R 0
4439 ISDIPEFVR JW4099 ECK4133 aspA aspartate ammonia-lyase 52 538.2928 2 1074.571047 0.0001 43.92 K G 0
4440 ISDLTDQKPEVTFPDTQTR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 88 1096.0486 2 2190.082647 0.0023 40.58 R V 0
4441 ISEETHHALTELSTNAGYPITETLSGSGDLGQVLVDAIK JW3462 ECK3480 uspA universal stress global response regulator 151 1356.3532 3 4066.03777 -0.0004 66.87 R K 0
4442 ISEHKPEAVKPLADVQEQVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 35 562.0598 4 2244.210094 -0.0011 29.24 R A 0
4443 ISELENR JW5505 ECK3033 yqiC conserved protein 46 430.7263 2 859.438047 -0.0019 20.84 R S 0
4444 ISELSEGQIDTLRDEVAK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 84 1002.0187 2 2002.022847 0.0010 46.21 K F 0
4445 ISGAENIVK JW5837 ECK2081 yegR predicted protein 29 465.7662 2 929.517847 -0.0003 25.94 R N 0
4446 ISGAGIQESHVHDVTITK JW5401 ECK2504 guaB IMP dehydrogenase 75 946.4948 2 1890.975047 -0.0048 29.42 R E 0
4447 ISGANLSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 63 409.2298 2 816.445047 -0.0003 20.83 K N 0
4448 ISGTGMCNIR 57.021465@C:7 JW3361 ECK3385 yrfF predicted inner membrane protein 58 554.7655 2 1107.516447 0.0000 24.93 R T 0
4449 ISGYRNDVSDLIDYDDHTLK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 51 780.3755 3 2338.10467 -0.0030 45.23 R Y 0
4450 ISGYRNDVSDLIDYDDHTLKYYNEGK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 34 774.1157 4 3092.433694 -0.0027 48.07 R A 0
4451 ISIWMFPEGTR JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 52 668.8397 2 1335.664847 0.0003 57.29 R S 0
4452 ISLHDMSNEDLLAAANTAQAAGNGAAR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 16 894.768 3 2681.28217 -0.0005 52.05 K D 0
4453 ISLVVNYDIPMDSESYVHR JW5531 ECK3150 deaD ATP-dependent RNA helicase 19 746.3691 3 2236.08547 0.0022 54.04 R I 0
4454 ISLVVPVFNEEEAIPIFYK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 21 1104.1049 2 2206.195247 0.0028 70.34 K T 0
4455 ISNEESISAMFEH JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 30 747.3332 2 1492.651847 0.0014 50.89 R - 0
4456 ISNPKIEENVGDFR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 62 809.4147 2 1616.814847 -0.0009 35.76 K L 0
4457 ISNVELSKR JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 55 523.3036 2 1044.592647 -0.0001 20.48 R V 0
4458 ISPEAPVPVVK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 16 568.34 2 1134.665447 0.0006 36.42 R V 0
4459 ISPETAEPIPR JW5808 ECK0142 pcnB poly(A) polymerase I 13 605.3279 2 1208.641247 0.0011 31.11 R L 0
4460 ISQATGSTEIDR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 63 639.3202 2 1276.625847 0.0000 21.86 R L 0
4461 ISQEMMALYK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 66 607.3014 2 1212.588247 0.0001 39.86 R A 0
4462 ISQILDFPLR JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 30 601.3505 2 1200.686447 -0.0001 53.67 R L 0
4463 ISQSVDDVDFFYAPADFR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 90 1046.4865 2 2090.958447 0.0000 59.84 K E 0
4464 ISQSVDDVDFFYAPADFRETLLEK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 98 935.7932 3 2804.35777 0.0032 64.63 K I 0
4465 ISQWKPEATTNNIAPR JW5089 ECK0623 lipB lipoyl-protein ligase 71 913.4813 2 1824.948047 -0.0002 32.44 K L 0
4466 ISSNFNPR JW5304 ECK1857 yebA predicted peptidase 52 467.7405 2 933.466447 -0.0004 25.49 R R 0
4467 ISTVPEAVEMQSR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 83 723.8663 2 1445.718047 -0.0004 35.15 R V 0
4468 ISVVEVMGR JW3887 ECK3908 pfkA 6-phosphofructokinase I 68 495.2759 2 988.537247 -0.0002 40.60 R Y 0
4469 ISVVGMYR JW2483 ECK2494 upp uracil phosphoribosyltransferase 39 462.7522 2 923.489847 -0.0001 36.86 R N 0
4470 ISVVGMYRNEETLEPVPYFQK JW2483 ECK2494 upp uracil phosphoribosyltransferase 15 833.7578 3 2498.25157 0.0003 53.75 R L 0
4471 ISYNLLR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 42 439.7582 2 877.501847 -0.0002 37.66 R V 0
4472 ISYVDLR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 29 433.2426 2 864.470647 0.0001 37.95 R Y 0
4473 ITAILPVTEFEEGVK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 85 823.4565 2 1644.898447 0.0011 58.28 R V 0
4474 ITAIMGPSGIGK JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 35 572.8237 2 1143.632847 0.0006 39.55 K T 0
4475 ITALIGPNGCGK 57.021465@C:10 JW4247 ECK4277 fecE KpLE2 phage-like element; iron-dicitrate transporter subunit -!- ATP-binding component of ABC superfamily 31 600.8245 2 1199.634447 0.0012 33.01 K S 0
4476 ITAPVDGR JW5338 ECK2070 mdtA multidrug efflux system, subunit A 41 414.7318 2 827.449047 -0.0011 22.55 R V 0
4477 ITAVIPYFGYAR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 76 685.8768 2 1369.739047 -0.0003 54.94 R Q 0
4478 ITAYADELLNDLDKLDHWPDTVK JW0637 ECK0635 leuS leucyl-tRNA synthetase 74 895.786 3 2684.33617 0.0027 68.13 K T 0
4479 ITDFQDYQAIIGHQAVALDPNDTDQMDMR 15.994915@M:26 JW4218 ECK4254 yjgP conserved inner membrane protein 92 1113.1746 3 3336.50197 -0.0006 55.89 R T 0
4480 ITDVEVLK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 23 458.771 2 915.527447 -0.0002 33.30 K A 0
4481 ITDYRDVESLNMFAELR JW4198 ECK4234 treC trehalose-6-P hydrolase 11 691.3422 3 2071.00477 0.0005 57.32 R N 0
4482 ITEQEAQEMVDHLVMK 15.994915@M:15 JW0886 ECK0894 pflB pyruvate formate lyase I 46 639.6406 3 1915.89997 -0.0019 54.45 K L 0
4483 ITEQSDGLLAK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 50 587.8197 2 1173.624847 0.0008 29.52 K V 0
4484 ITESEFLWQHNQDPMAVDKLAEGIR JW0007 ECK0008 talB transaldolase B 100 976.4833 3 2926.42807 -0.0003 53.79 R K 0
4485 ITEYEKDANGELVAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 51 840.4283 2 1678.842047 0.0008 29.24 R T 0
4486 ITFIDGDEGILLHR JW0710 ECK0709 gltA citrate synthase 36 799.9309 2 1597.847247 0.0009 51.94 K G 0
4487 ITGINNPNEAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 45 599.8124 2 1197.610247 0.0000 24.01 R Q 0
4488 ITGTPFEALVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 13 602.3409 2 1202.667247 0.0015 50.92 R Q 0
4489 ITHEPDPEIPLGSNR JW0281 ECK0286 yagU conserved inner membrane protein 38 558.9528 3 1673.83657 -0.0007 32.23 R - 0
4490 ITIGLNLPSGEMGR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 64 729.3927 2 1456.770847 0.0002 51.13 R K 0
4491 ITIGLNLPSGEMGRK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 57 529.2957 3 1584.86527 -0.0003 44.32 R D 0
4492 ITKEDIER JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 37 502.2746 2 1002.534647 0.0002 20.52 R N 0
4493 ITLDPNGAWSLNEAIK JW2758 ECK2781 gudD (D)-glucarate dehydratase 1 86 871.4594 2 1740.904247 -0.0003 54.30 R I 0
4494 ITLIENK JW2140 ECK2146 folE GTP cyclohydrolase I 30 415.7528 2 829.491047 0.0002 28.14 K M 0
4495 ITLNMGVGEAIADK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 79 716.3794 2 1430.744247 0.0005 47.30 K K 0
4496 ITLNMGVGEAIADKK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 78 780.4261 2 1558.837647 -0.0012 42.43 K L 0
4497 ITLPVDPHLEITEIADR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 48 644.6863 3 1931.03707 0.0008 55.81 R T 0
4498 ITLSTQPADAR JW2507 ECK2520 pepB aminopeptidase B 71 586.8176 2 1171.620647 0.0009 29.24 K W 0
4499 ITNLANGR JW0628 ECK0626 rlpA minor lipoprotein 43 429.7429 2 857.471247 -0.0006 20.33 R M 0
4500 ITNTEGGSFNSHYGVK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 43 570.9407 3 1709.80027 -0.0007 27.07 R V 0
4501 ITPADLEQNQQAR JW3116 ECK3135 yraM conserved protein 53 742.3783 2 1482.742047 -0.0006 32.48 K Y 0
4502 ITPAHDFNDYEVGKR JW4215 ECK4251 valS valyl-tRNA synthetase 62 881.4312 2 1760.847847 -0.0002 30.93 K H 0
4503 ITPVVFIMK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 13 524.3168 2 1046.619047 -0.0007 51.24 K A 0
4504 ITQINGIDEVR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 41 629.3436 2 1256.672647 0.0003 35.97 R M 0
4505 ITRIEPSLEAAFVDYGAER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 91 1069.0506 2 2136.086647 0.0015 53.20 K H 0
4506 ITSVDTPLGGDSEK JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 31 709.8543 2 1417.694047 0.0003 32.32 R A 0
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4507 ITSVNVGGMAFR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 75 626.3293 2 1250.644047 0.0000 43.25 K Q 0
4508 ITTDNAQINLVTQDVTSEDLVTLYGTTFNSSGLK JW3166 ECK3188 yrbK conserved protein 19 1220.281 3 3657.82117 -0.0049 68.84 R M 0
4509 ITTLPPAKR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 16 332.8781 3 995.6124705 -0.0004 19.85 K V 0
4510 ITTNNGWNR JW3904 ECK3925 ftsN essential cell division protein 35 538.2678 2 1074.521047 0.0005 24.09 K V 0
4511 ITTTIGLR JW1323 ECK1327 ynaI conserved inner membrane protein 21 437.7709 2 873.527247 -0.0011 32.29 R Y 0
4512 ITVVPILR JW2483 ECK2494 upp uracil phosphoribosyltransferase 40 455.8077 2 909.600847 -0.0002 44.73 K A 0
4513 ITWEGSQNQDADVSSDGK JW5100 ECK0729 tolB periplasmic protein 21 968.9317 2 1935.848847 0.0043 32.87 R F 0
4514 IVAAWFPTK JW3096 ECK3115 garP predicted (D)-galactarate transporter 17 516.7973 2 1031.580047 -0.0003 45.33 R E 0
4515 IVADAMGALR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 92 508.7811 2 1015.547647 -0.0008 37.34 K L 0
4516 IVAHGSAQALQANPDPR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 35 582.3075 3 1743.90067 -0.0010 24.62 K V 0
4517 IVAITADEAGQR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 75 622.3357 2 1242.656847 0.0001 29.60 K I 0
4518 IVAQAQAEIEAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 84 714.3784 2 1426.742247 0.0008 33.54 K K 0
4519 IVAQAQAEIEAERK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 77 778.4259 2 1554.837247 0.0008 28.81 K R 0
4520 IVAQAQAEIEAERKR JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 28 571.3198 3 1710.93757 0.0000 28.40 K A 0
4521 IVDADNPLFVYLPCGVGGGPGGVAFGLK 57.021465@C:14 JW2363 ECK2362 dsdA D-serine ammonia-lyase 76 1395.2204 2 2788.426247 0.0006 70.86 R L 0
4522 IVDAQGNDVLIPGTDMPAQYFLPGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 53 887.1172 3 2658.32977 -0.0064 62.40 K A 0
4523 IVDEATNPWGIK JW0478 ECK0483 ybbK predicted protease, membrane anchored 36 671.8542 2 1341.693847 0.0011 43.41 R V 0
4524 IVDEATNPWGIKVTR JW0478 ECK0483 ybbK predicted protease, membrane anchored 24 566.9773 3 1697.91007 0.0000 43.30 R I 0
4525 IVDEQPGAECQLIGTATGK 57.021465@C:10 JW5736 ECK4138 yjeI conserved protein 37 993.9945 2 1985.974447 0.0018 42.18 R Q 0
4526 IVDFGAFVAIGGGK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 55 675.8749 2 1349.735247 0.0011 58.76 R E 0
4527 IVDLLTER JW4135 ECK4173 purA adenylosuccinate synthetase 54 479.7823 2 957.550047 0.0006 40.75 K A 0
4528 IVDNDIR JW5794 ECK4349 mdoB phosphoglycerol transferase I 50 422.7297 2 843.444847 -0.0002 21.31 K Y 0
4529 IVDNHNGMLELGTSER JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 37 595.6247 3 1783.85227 0.0001 36.56 R G 0
4530 IVDNINDSALASVSR JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 101 787.4128 2 1572.811047 0.0004 40.06 K V 0
4531 IVEENTYGIVK JW1338 ECK1341 ydaO predicted C32 tRNA thiolase 27 632.8418 2 1263.669047 -0.0020 35.49 K E 0
4532 IVEIYGPESSGK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 44 639.8321 2 1277.649647 -0.0007 34.12 R T 0
4533 IVELEAPQLPR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 44 632.8666 2 1263.718647 0.0001 45.17 K S 0
4534 IVELPAGATPVDFAYAVHTDIGHACVGAR 57.021465@C:25 JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 38 752.6331 4 3006.503294 0.0014 56.78 R V 0
4535 IVEVKHPLVK JW2483 ECK2494 upp uracil phosphoribosyltransferase 40 387.9164 3 1160.72737 -0.0008 23.12 K H 0
4536 IVFTATDADVIK JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 24 646.8579 2 1291.701247 -0.0011 44.40 R T 0
4537 IVGAEALAR JW5062 ECK0451 ylaB conserved inner membrane protein 55 450.2688 2 898.523047 -0.0005 30.07 K W 0
4538 IVGLQTEAPLKR JW0886 ECK0894 pflB pyruvate formate lyase I 76 662.9007 2 1323.786847 -0.0005 33.01 K A 0
4539 IVGSQPLTYGQSITDPCLGWEDTER 57.021465@C:17 JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 55 1411.6697 2 2821.324847 0.0021 54.50 K L 0
4540 IVGSQPLTYGQSITDPCLGWEDTERLVEK 57.021465@C:17 JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 110 1097.8794 3 3290.61637 0.0035 57.84 K L 0
4541 IVIDQAVR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 61 457.2768 2 912.539047 -0.0001 29.51 R L 0
4542 IVIDSGVDSGRPIGVVPFQWAGPGAAPEDIGGIVAADLR JW5100 ECK0729 tolB periplasmic protein 46 1291.3477 3 3871.02127 -0.0053 70.42 R N 0
4543 IVIEGVER JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 18 457.7687 2 913.522847 -0.0005 31.11 R L 0
4544 IVIERPAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 35 463.2946 2 924.574647 -0.0011 21.24 R S 0
4545 IVIKVNEDEMYPGEAGIDIYNLTK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 41 908.7983 3 2723.37307 0.0005 59.05 R Y 0
4546 IVINNQVGFTTSNPLDAR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 100 980.018 2 1958.021447 -0.0007 48.97 R S 0
4547 IVIVGGGAGGLEMATQLGHK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 131 954.5222 2 1907.029847 0.0000 46.88 K L 0
4548 IVIVTSGAIAAGR JW0232 ECK0243 proB gamma-glutamate kinase 10 614.3744 2 1226.734247 -0.0004 37.79 R E 0
4549 IVLENHTDISGK JW4201 ECK4237 mgtA magnesium transporter 77 663.357 2 1324.699447 0.0008 27.16 K T 0
4550 IVLPEGDEPR JW2294 ECK2291 pta phosphate acetyltransferase 12 562.801 2 1123.587447 0.0001 33.88 R T 0
4551 IVLQLDGEEIVDCVPDIGYHHR 57.021465@C:13 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 43 859.7646 3 2576.27197 0.0028 57.03 R G 0
4552 IVLTRDPDGEER JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 32 700.3625 2 1398.710447 0.0001 24.95 R C 0
4553 IVLVETSHTGNMGSVAR JW2516 ECK2529 yfhQ predicted methyltransferase 94 885.9613 2 1769.908047 -0.0013 33.45 R A 0
4554 IVMSDAERTDDDLYDTVIGYR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 12 816.3854 3 2446.13437 0.0023 55.09 R G 0
4555 IVNLPGSEITQQR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 67 727.9015 2 1453.788447 -0.0005 39.01 R G 0
4556 IVNMVALAVVEAQTQPL JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 38 599.3382 3 1794.99277 0.0014 70.99 R - 0
4557 IVPDAAFSFR JW3820 ECK3836 fre flavin reductase 11 561.8004 2 1121.586247 -0.0007 45.60 R A 0
4558 IVPELVYDR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 11 552.3083 2 1102.602047 -0.0001 40.90 R S 0
4559 IVPLADDTILDLMPQVEIDAHR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 18 825.4376 3 2473.29097 0.0023 67.71 K A 0
4560 IVPLIHDIDELR JW2019 ECK2028 wbbI conserved protein 49 716.9119 2 1431.809247 0.0007 50.66 R G 0
4561 IVQAMEEIKEELAAR JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 53 577.3096 3 1728.90697 -0.0008 50.95 R R 0
4562 IVQDPSR JW0628 ECK0626 rlpA minor lipoprotein 36 407.724 2 813.433447 -0.0011 17.35 K F 0
4563 IVQIQSR JW4131 ECK4169 hflX predicted GTPase 48 422.2559 2 842.497247 -0.0001 22.11 R L 0
4564 IVQMHANKR JW3302 ECK3327 fusA protein chain elongation factor EF-G 47 548.8057 2 1095.596847 -0.0003 15.68 R E 0
4565 IVQVIGAVVDVEFPQDAVPR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 78 717.7322 3 2150.17477 0.0012 61.77 K V 0
4566 IVQVPFAELVK JW2927 ECK2955 yggH tRNA (m7G46) methyltransferase, SAM-dependent 15 621.8768 2 1241.739047 0.0007 54.53 R S 0
4567 IVSEFGR JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 43 404.2214 2 806.428247 -0.0003 26.28 K D 0
4568 IVTPGTISDEALLQER JW2703 ECK2728 mutS methyl-directed mismatch repair protein 49 871.4715 2 1740.928447 0.0027 47.91 R Q 0
4569 IVTSHDDVCLIEFQVPASQDFK 57.021465@C:9 JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 69 850.0852 3 2547.23377 0.0023 54.01 R L 0
4570 IVTTLGPATDRDNNLEK JW1843 ECK1855 pykA pyruvate kinase II 14 619.6616 3 1855.96297 -0.0008 32.28 K V 0
4571 IVVDCANGATYHIAPNVLR 57.021465@C:5 JW3143 ECK3165 glmM phosphoglucosamine mutase 41 695.0295 3 2082.06667 -0.0012 43.41 K E 0
4572 IVVEAAR JW3808 ECK3825 udp uridine phosphorylase 37 379.2319 2 756.449247 -0.0001 22.44 K R 0
4573 IVVELPGIQDTAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 26 705.9021 2 1409.789647 0.0019 50.94 R A 0
4574 IVVFSVSNHEEDVVTALKR JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 15 714.7231 3 2141.14747 -0.0005 46.64 R G 0
4575 IVVLDAGR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 45 421.7582 2 841.501847 -0.0002 30.92 K V 0
4576 IVVNEEVGDTGR JW3863 ECK3885 fdoI formate dehydrogenase-O, cytochrome b556 subunit 87 644.3308 2 1286.647047 0.0006 28.61 K Y 0
4577 IVVNYAK JW3262 ECK3287 secY preprotein translocase membrane subunit 29 403.7422 2 805.469847 0.0002 25.78 R R 0
4578 IVVSPAAGTIVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 39 577.8605 2 1153.706447 -0.0005 35.13 K I 0
4579 IVVTDADDALR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 55 594.317 2 1186.619447 0.0001 35.50 R Q 0
4580 IVVTDADDALRQGMPVTVQFGDEAGHE JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 64 957.4602 3 2869.35877 0.0037 53.57 R - 0
4581 IVVTLGER JW3352 ECK3376 aroB 3-dehydroquinate synthase 16 443.7711 2 885.527647 -0.0006 33.83 R S 0
4582 IVYITAGTRPAIVDK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 55 808.9722 2 1615.929847 0.0001 37.54 K L 0
4583 IWDSTDALELK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 17 645.8326 2 1289.650647 0.0003 48.48 R E 0
4584 IWDSTDALELKEVPER JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 72 950.988 2 1899.961447 0.0037 46.73 R L 0
4585 IWLGDYGSSLR JW2504 ECK2516 yfhM conserved protein 30 633.8277 2 1265.640847 0.0005 48.15 R D 0
4586 IWMNPNELNK JW0451 ECK0456 acrB multidrug efflux system protein 42 629.8158 2 1257.617047 -0.0005 39.25 R F 0
4587 IWQQATAQAPALLDR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 112 841.455 2 1680.895447 0.0007 45.38 K A 0
4588 IWQQDDLPAELEAYINVVK JW3466 ECK3484 yhiR predicted DNA (exogenous) processing protein 59 1122.5814 2 2243.148247 0.0008 72.00 R H 0
4589 IWSPETDLLLASR JW3392 ECK3415 glgA glycogen synthase 79 750.9064 2 1499.798247 -0.0001 56.27 K Y 0
4590 IYADVNGFLDPVDFR JW1795 ECK1804 yeaY predicted lipoprotein 74 870.9334 2 1739.852247 0.0004 61.61 R G 0
4591 IYDDAAVER JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 58 526.2564 2 1050.498247 0.0000 25.00 R F 0
4592 IYDGAGFVAAK JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 31 556.2925 2 1110.570447 -0.0004 34.81 K S 0
4593 IYDLVEAITGFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 67 698.879 2 1395.743447 0.0037 67.15 K M 0
4594 IYDSDSILSMHHEPR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 36 600.6169 3 1798.82887 -0.0019 36.43 R H 0
4595 IYDTSSQPLSQILSQVQQDGASIVVGPLLK JW3116 ECK3135 yraM conserved protein 86 1062.2402 3 3183.69877 -0.0039 79.73 K N 0
4596 IYELLDKTDIDDVTQLAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 123 1047.055 2 2092.095447 0.0015 56.72 R A 0
4597 IYGQAVHFVNTR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 41 468.9171 3 1403.72947 -0.0015 33.10 R D 0
4598 IYGQAVHFVNTRDDMPEATR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 29 774.043 3 2319.10717 0.0007 37.11 R V 0
4599 IYGTAWADKK JW1709 ECK1717 thrS threonyl-tRNA synthetase 42 576.806 2 1151.597447 0.0000 28.27 R A 0
4600 IYGVLER JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 36 425.2447 2 848.474847 -0.0007 34.15 R Q 0
4601 IYLVDQNDR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 56 568.2904 2 1134.566247 -0.0007 32.98 R V 0
4602 IYNAVLQR JW2947 ECK2975 glcC DNA-binding transcriptional dual regulator, glycolate-binding 44 488.7821 2 975.549647 -0.0006 30.09 R L 0
4603 IYNTVYQR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 22 528.7779 2 1055.541247 0.0013 25.60 R C 0
4604 IYQRPFGGQSK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 52 640.8405 2 1279.666447 -0.0007 23.47 R N 0
4605 IYQSTTNAHINTGDGVGMAIR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 118 1110.048 2 2218.081447 0.0014 35.73 R A 0
4606 IYSDVLR JW2751 ECK2774 pyrG CTP synthetase 36 433.2422 2 864.469847 -0.0006 31.27 R K 0
4607 IYSDVLRK JW2751 ECK2774 pyrG CTP synthetase 55 497.29 2 992.565447 0.0001 26.34 R E 0
4608 IYTNAEELVGKPFR JW0192 ECK0196 rcsF predicted outer membrane protein, signal 29 546.2937 3 1635.85927 -0.0027 43.90 R D 0
4609 IYTTITR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 21 434.2504 2 866.486247 0.0002 25.38 R K 0
4610 KAAITAEIR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 42 486.7954 2 971.576247 -0.0002 22.79 R L 0
4611 KAAPCIIFIDEIDAVGR 57.021465@C:5 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 54 630.0052 3 1886.99377 0.0015 59.03 K Q 0
4612 KAAQSDPNCFFIDDENSR 57.021465@C:9 JW2363 ECK2362 dsdA D-serine ammonia-lyase 36 705.313 3 2112.91717 0.0000 37.19 R T 0
4613 KAATKEEAIR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 21 558.8219 2 1115.629247 -0.0006 13.91 R F 0
4614 KAAVLVK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 37 364.7548 2 727.495047 -0.0006 17.44 K K 0
4615 KACFEIR 57.021465@C:3 JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 40 462.2414 2 922.468247 -0.0012 25.25 R K 0
4616 KADEIQIYK JW3841 ECK3863 glnA glutamine synthetase 53 554.3059 2 1106.597247 0.0000 25.04 K Y 0
4617 KAEAAAAALK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 33 472.2815 2 942.548447 -0.0014 18.28 K K 0
4618 KAEAAAAALKK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 60 357.8887 3 1070.64427 -0.0006 16.80 K K 0
4619 KAEEHISSSHGDVDYAQASAELAK JW3709 ECK3724 atpC F1 sector of membrane-bound ATP synthase, epsilon subunit 36 636.5554 4 2542.192494 -0.0008 30.16 R A 0
4620 KAEIDEEQLAAAPVIIREDR JW1865 ECK1877 argS arginyl-tRNA synthetase 70 756.0724 3 2265.19537 -0.0011 42.79 R E 0
4621 KAELESAALNAR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 101 636.8491 2 1271.683647 0.0003 25.88 R L 0
4622 KAELGGNIHAK JW0938 ECK0946 ycbZ predicted peptidase 80 569.3224 2 1136.630247 0.0002 18.23 R G 0
4623 KAELTACLQQQASAK 57.021465@C:7 JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 49 549.6227 3 1645.84627 0.0007 28.33 R S 0
4624 KAEQAAAEQALK JW2551 ECK2565 rnc RNase III 83 629.3434 2 1256.672247 -0.0002 20.44 R K 0
4625 KAEQWATGLK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 67 566.3111 2 1130.607647 -0.0008 27.36 K Y 0
4626 KAEQWATGLKYDANNIYLAANYGETR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 76 987.4902 3 2959.44877 0.0024 50.41 K N 0
4627 KAEQYLLENETTK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 64 783.9037 2 1565.792847 -0.0009 29.36 K N 0
4628 KAFQDMEAALR JW0907 ECK0915 mukB fused chromosome partitioning proteins 20 640.3268 2 1278.639047 0.0000 36.21 R E 0
4629 KAGEGAKVIELQGIAGTSAAR JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 21 676.3785 3 2026.11367 -0.0032 49.99 K E 0
4630 KAGFVTR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 49 389.732 2 777.449447 -0.0002 17.89 R D 0
4631 KAGLPVAVNK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 55 498.8137 2 995.612847 0.0002 23.03 K S 0
4632 KAGNLIAK JW2517 ECK2530 suhB inositol monophosphatase 30 407.7608 2 813.507047 -0.0001 17.44 R N 0
4633 KAGNVAADGVIK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 57 571.8301 2 1141.645647 0.0002 20.94 K T 0
4634 KAGQLSPGDPVLFR JW0934 ECK0942 pqiB paraquat-inducible protein B 61 742.9147 2 1483.814847 0.0003 38.26 K G 0
4635 KAIPQAR JW5146 ECK1019 ycdW 2-ketoacid reductase 13 392.2453 2 782.476047 -0.0002 17.89 R V 0
4636 KAISVTER JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 25 452.2662 2 902.517847 -0.0007 18.47 R Q 0
4637 KAKAEAQVIIEQANK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 51 547.648 3 1639.92217 -0.0034 25.48 K R 0
4638 KAKPVLLEPIMK JW3302 ECK3327 fusA protein chain elongation factor EF-G 37 456.2874 3 1365.84037 -0.0013 34.40 K V 0
4639 KALFQLDPER JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 56 608.8375 2 1215.660447 -0.0007 38.85 R A 0
4640 KALTEANGDIELAIENMR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 133 994.5121 2 1987.009647 0.0053 50.13 K K 0
4641 KALTGLSPDEIVNQVK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 14 571.3246 3 1710.95197 0.0004 43.85 R D 0
4642 KALTGLSPDEIVNQVKDAGLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 65 732.7461 3 2195.21647 0.0004 51.59 R G 0
4643 KAMLQDIATLTGGTVISEEIGMELEK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 37 926.4828 3 2776.42657 0.0027 67.88 R A 0
4644 KAPAEPQRYDAVLVAIGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 36 652.0343 3 1953.08107 0.0017 41.19 K V 0
4645 KAPVEQWSAGATGLGVR JW2507 ECK2520 pepB aminopeptidase B 66 863.9656 2 1725.916647 0.0004 39.19 R T 0
4646 KAQLNMVR JW5930 ECK3857 yihA GTP-binding protein 42 480.2759 2 958.537247 -0.0010 20.81 R E 0
4647 KASAIVTNR JW1692 ECK1700 pps phosphoenolpyruvate synthase 78 480.2853 2 958.556047 0.0001 17.30 K G 0
4648 KASIPEGVWTK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 55 608.3401 2 1214.665647 -0.0003 33.13 R C 0
4649 KASISGVQR JW0873 ECK0881 ftsK DNA-binding membrane protein required for chromosome resolution and partitioning 23 473.2773 2 944.540047 -0.0003 17.36 R Q 0
4650 KASVEIDRK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 49 523.3039 2 1044.593247 0.0005 16.40 K I 0
4651 KATIVNAGSSDFLEGEQVEYSR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 127 1200.5891 2 2399.163647 0.0032 43.07 R V 0
4652 KAVEFQDILK JW4099 ECK4133 aspA aspartate ammonia-lyase 80 595.8426 2 1189.670647 -0.0001 40.57 R M 0
4653 KAVSTLPADVQAK JW3351 ECK3375 damX predicted protein 81 664.3825 2 1326.750447 -0.0001 24.00 K N 0
4654 KDALDIASDYENISVVNIPLWGGVVQR JW2019 ECK2028 wbbI conserved protein 64 991.1903 3 2970.54907 0.0042 68.69 R I 0
4655 KDAMVPMGGLLCMK 57.021465@C:12 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 19 517.5901 3 1549.74847 -0.0003 47.89 K D 0
4656 KDDGNTIMVVQK JW1633 ECK1637 slyB outer membrane lipoprotein 41 674.3509 2 1346.687247 0.0010 26.36 R Q 0
4657 KDDITSDDIYAVVEAGALAGVLR JW4177 ECK4214 ytfL predicted inner membrane protein 147 1196.1241 2 2390.233647 0.0008 69.04 R K 0
4658 KDDLYLSSEQMK JW5741 ECK4175 rnr exoribonuclease R, RNase R 58 728.8531 2 1455.691647 0.0001 31.44 R T 0
4659 KDGCMHCSDPGCLK 57.021465@C:4,57.021465@C:7,57.021465@C:12 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 30 555.56 3 1663.65817 0.0006 19.52 R A 0
4660 KDGNLNLTGQAPYK JW2500 ECK2512 yfgA conserved protein 65 759.899 2 1517.783447 -0.0004 29.37 R L 0
4661 KDGNLNLTGQAPYKLK JW2500 ECK2512 yfgA conserved protein 46 587.3277 3 1758.96127 -0.0016 33.01 R I 0
4662 KDGQTTLLDLK JW2504 ECK2516 yfhM conserved protein 43 616.3477 2 1230.680847 -0.0011 36.00 R L 0
4663 KDGQTTLLDLKLPALDLAEFNIAGAPGYSK JW2504 ECK2516 yfhM conserved protein 108 1053.9032 3 3158.68777 0.0016 67.84 R Q 0
4664 KDLGYGLLLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 67 560.3419 2 1118.669247 -0.0006 41.98 K R 0
4665 KDLIAAGVDPSDIVLDYAGFR JW2132 ECK2137 sanA predicted protein 50 745.7275 3 2234.16067 0.0026 64.66 R T 0
4666 KDLIVDSYIK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 52 597.342 2 1192.669447 -0.0009 38.26 K W 0
4667 KDLSEELQILEAGLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 110 974.5226 2 1947.030647 -0.0005 68.95 K I 0
4668 KDMTLMVR JW0566 ECK0569 ybdG predicted mechanosensitive channel 38 497.2645 2 992.514447 -0.0002 28.95 R Q 0
4669 KDSHLPISGSIK JW2363 ECK2362 dsdA D-serine ammonia-lyase 27 427.9112 3 1280.71177 0.0029 25.37 K A 0
4670 KDVIILLDSITR JW3756 ECK3775 rho transcription termination factor 60 693.4219 2 1384.829247 0.0003 52.64 K L 0
4671 KDVNPDEAVAIGAAVQGGVLTGDVK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 81 808.4319 3 2422.27387 0.0035 52.30 R D 0
4672 KDVPSLR JW0636 ECK0634 rlpB minor lipoprotein 23 407.7425 2 813.470447 -0.0004 20.07 R L 0
4673 KDWFDFYGYADAPVFFGGNSDAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 98 873.0608 3 2616.16057 0.0009 68.21 K G 0
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4674 KEDELPFHVVAYDFGAK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 66 982.9933 2 1963.972047 0.0042 51.67 K R 0
4675 KEDGAVVISALPHQVSGAR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 89 645.3525 3 1933.03567 -0.0023 37.30 K V 0
4676 KEDMSMQAIR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 55 604.7914 2 1207.568247 -0.0006 25.63 K H 0
4677 KEELLTTQEELQK JW3756 ECK3775 rho transcription termination factor 80 794.9249 2 1587.835247 -0.0003 31.52 R M 0
4678 KEEVVGAEMMR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 60 639.8128 2 1277.611047 0.0003 27.97 R H 0
4679 KEIAEIASK JW0861 ECK0868 ybjX conserved protein 31 494.7875 2 987.560447 0.0005 20.22 R K 0
4680 KEIAEIASKK JW0861 ECK0868 ybjX conserved protein 42 372.8923 3 1115.65507 0.0002 18.20 R R 0
4681 KEIFLSR JW5895 ECK0261 insH IS5 element protein 30 446.7658 2 891.517047 -0.0006 26.37 R M JW0250 JW0540 JW0652 JW1324 JW1363 JW1882 JW1972 JW2014 JW2179 JW2949 JW3185 JW3472 JW5914 JW5928 JW5935 JW5936 JW5951

4682 KEMAQGQKQSR JW5107 ECK0796 ybiN predicted SAM-dependent methyltransferase 11 645.8342 2 1289.653847 0.0029 29.98 K F 0
4683 KENNYGLSITFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 84 721.3748 2 1440.735047 -0.0009 41.98 R D 0
4684 KETLGDVTHR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 36 578.3093 2 1154.604047 -0.0004 20.26 R I 0
4685 KEYCDLLR 57.021465@C:4 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 47 548.7763 2 1095.538047 -0.0003 30.75 K R 0
4686 KFAIDQEKLEK JW0007 ECK0008 talB transaldolase B 72 674.877 2 1347.739447 -0.0003 28.43 R M 0
4687 KFDGHVK JW4000 ECK4032 ubiA p-hydroxybenzoate octaprenyltransferase 37 415.7297 2 829.444847 0.0002 15.69 R R 0
4688 KFDLVITAK JW5794 ECK4349 mdoB phosphoglycerol transferase I 65 517.8157 2 1033.616847 -0.0003 38.01 K A 0
4689 KFEEFKR JW5873 ECK4366 prfC peptide chain release factor RF-3 31 328.5143 3 982.5210705 -0.0025 20.20 K K 0
4690 KFENPVYWGVDLSSEHER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 72 731.352 3 2191.03417 0.0008 46.72 R Y 0
4691 KFISIEAE JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 46 468.7555 2 935.496447 0.0002 36.70 R - 0
4692 KFNLMLETK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 41 562.3122 2 1122.609847 -0.0007 37.34 K V 0
4693 KFTPETVASLQAEVGTLTK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 10 674.037 3 2019.08917 0.0004 53.81 R L 0
4694 KFVQAYQSDEVYEAANK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 121 995.4808 2 1988.947047 -0.0008 33.23 K V 0
4695 KGADVDLQAEK JW0622 ECK0620 tatE TatABCE protein translocation system subunit 61 587.3085 2 1172.602447 -0.0013 20.76 K L 0
4696 KGAELANSFKPDVIIALGGGSPMDAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 60 886.4702 3 2656.38877 -0.0005 54.43 R I 0
4697 KGALDLAGLPGK JW5625 ECK3691 gyrB DNA gyrase, subunit B 13 570.3425 2 1138.670447 -0.0005 36.35 R L 0
4698 KGDEIAAVVLQVDAERER JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 61 666.6919 3 1997.05387 -0.0003 45.68 K I 0
4699 KGDIGAFDSPK JW1431 ECK1429 ydcP predicted peptidase 39 567.7926 2 1133.570647 -0.0010 22.91 R F 0
4700 KGDPNYDIK JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 20 525.2662 2 1048.517847 -0.0011 19.56 K Q 0
4701 KGECDLIPGK 57.021465@C:4 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 36 558.7892 2 1115.563847 -0.0006 25.95 K T JW1463
4702 KGEDVEK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 15 402.7085 2 803.402447 -0.0001 13.10 K L 0
4703 KGEDVEKLR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 52 537.301 2 1072.587447 -0.0002 18.37 K K 0
4704 KGEETPTLSYMLPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 34 797.4127 2 1592.810847 -0.0012 41.96 R L 0
4705 KGELSFYDIFTLAR JW5063 ECK0452 ylaC predicted inner membrane protein 53 830.4412 2 1658.867847 0.0011 63.96 R A 0
4706 KGEMNFDVVIASPDAMR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 105 940.4562 2 1878.897847 0.0011 49.14 K V 0
4707 KGEVVWYAPDHDYGPR JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 51 630.3053 3 1887.89407 0.0037 36.17 K S 0
4708 KGFIANTLTPFVGDANTQTPEFK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 30 832.7639 3 2495.26987 0.0004 52.87 K S 0
4709 KGGEVLTR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 64 430.2534 2 858.492247 -0.0001 17.24 R T 0
4710 KGGVNVAAGTGISNYINTIPVEEQPEYPGNLELER JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 109 1243.6316 3 3727.87297 0.0039 55.66 R R 0
4711 KGHIAGSINLLPSEIK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 79 838.9889 2 1675.963247 0.0012 38.07 R A 0
4712 KGIIELSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 50 458.2845 2 914.554447 -0.0004 28.47 K E 0
4713 KGIYKLETIEGSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 83 733.4173 2 1464.820047 0.0013 28.73 R G 0
4714 KGLADTALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 51 458.7767 2 915.538847 0.0000 23.10 R T 0
4715 KGMPIATPVFDGAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 65 716.3868 2 1430.759047 0.0000 38.57 R E 0
4716 KGMQVALGTNAVR JW2903 ECK2931 yggG predicted peptidase 67 672.874 2 1343.733447 -0.0008 29.00 K V 0
4717 KGNTISTPR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 64 487.2749 2 972.535247 0.0001 17.43 R G 0
4718 KGQVVGTIDFQLNGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 100 802.4437 2 1602.872847 0.0000 41.50 K S 0
4719 KGSQVYIEGQLR JW4020 ECK4051 ssb Single-stranded DNA-binding protein 82 689.378 2 1376.741447 0.0004 28.38 R T 0
4720 KGVDMAMR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 51 454.2277 2 906.440847 -0.0007 20.78 R L 0
4721 KGVIELMR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 32 473.2809 2 944.547247 -0.0004 33.22 R M 0
4722 KHEIISEAEAEVAEIQEQFQSGLVTAGER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 127 1066.868 3 3197.58217 -0.0019 67.70 K Y 0
4723 KHPQQEFLQVDTSK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 77 842.9361 2 1683.857647 -0.0004 28.02 R I 0
4724 KIAYDTLVMALGSTSNDFNTPGVK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 16 848.0999 3 2541.27787 -0.0006 58.32 R E 0
4725 KIDGLGIK JW2507 ECK2520 pepB aminopeptidase B 38 422.2686 2 842.522647 0.0001 28.12 R H 0
4726 KIEQIAR JW5505 ECK3033 yqiC conserved protein 27 429.2635 2 856.512447 -0.0005 18.62 K Q 0
4727 KIETHLEDMVAQANAQLK JW1606 ECK1609 ydgA conserved protein 124 1020.0319 2 2038.049247 -0.0024 45.98 K L 0
4728 KIGTPLR JW5408 ECK2558 yfhB conserved protein 29 392.7554 2 783.496247 -0.0003 20.24 R L 0
4729 KIIVACDAGMGSSAMGAGVLR 57.021465@C:6 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 110 1032.5228 2 2063.031047 -0.0015 42.24 R K 0
4730 KIIVDTYGGMAR JW2909 ECK2937 metK methionine adenosyltransferase 1 67 662.3581 2 1322.701647 0.0000 32.31 R H 0
4731 KILADIAVFDK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 39 616.8663 2 1231.718047 0.0004 45.14 R V 0
4732 KILPDPK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 44 405.7577 2 809.500847 -0.0002 21.13 R F 0
4733 KILPDPKFGSELLAK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 30 552.6621 3 1654.96447 -0.0013 43.58 R F 0
4734 KINMMEQVLDIPSQEVISK JW0478 ECK0483 ybbK predicted protease, membrane anchored 19 1101.5807 2 2201.146847 0.0034 55.75 R D 0
4735 KIQDAGLSQISVTNSAINNLPPDVDLVITHR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 98 1110.2665 3 3327.77767 -0.0009 56.97 K D 0
4736 KIRFEGNDTSK JW0172 ECK0176 yaeT conserved protein 56 647.8412 2 1293.667847 0.0001 18.79 R D 0
4737 KISADQVDQEVER JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 107 758.8841 2 1515.753647 0.0008 27.94 K F 0
4738 KISNGEGVER JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 64 544.7883 2 1087.562047 0.0000 16.77 R V 0
4739 KISQYTR JW3262 ECK3287 secY preprotein translocase membrane subunit 33 448.2528 2 894.491047 -0.0012 17.56 R Y 0
4740 KITEQSDGLLAK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 70 651.8669 2 1301.719247 0.0002 26.79 K V 0
4741 KITLQNGK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 34 451.2762 2 900.537847 -0.0013 18.12 K L 0
4742 KITQGDDLAPGVLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 73 727.9139 2 1453.813247 -0.0008 34.12 R I 0
4743 KIVLEECLPNQQQNQNPSPCAEVKPNAGYVVLK 57.021465@C:7,57.021465@C:20 JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 43 941.9831 4 3763.903294 0.0010 43.74 R D 0
4744 KIVVNEEVGDTGR JW3863 ECK3885 fdoI formate dehydrogenase-O, cytochrome b556 subunit 53 472.5875 3 1414.74067 -0.0009 25.85 R Y 0
4745 KIYADKLEQEK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 70 682.8742 2 1363.733847 -0.0008 21.37 R V 0
4746 KKAEAAEAAAAEAR JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 67 693.8709 2 1385.727247 0.0010 17.79 K K 0
4747 KKYPQAQVSR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 19 402.2313 3 1203.67207 -0.0003 16.63 R V 0
4748 KLADSGLNIIAAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 90 657.3925 2 1312.770447 -0.0009 37.62 K G 0
4749 KLAEHALEK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 53 519.8005 2 1037.586447 -0.0005 17.64 R L 0
4750 KLAGNLK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 30 372.2421 2 742.469647 -0.0004 17.12 R Q 0
4751 KLASLGYQFQPDSQHK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 33 616.3196 3 1845.93697 -0.0004 34.05 R F 0
4752 KLDAVVEDCVNAVGVDLNTASVPLLTR 57.021465@C:9 JW3370 ECK3394 yhgF predicted transcriptional accessory protein 13 956.8428 3 2867.50657 0.0005 64.04 R V 0
4753 KLDDLPK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 36 414.7449 2 827.475247 0.0000 25.32 K D 0
4754 KLDDVLNNR JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 16 543.7986 2 1085.582647 -0.0003 29.19 K A 0
4755 KLDDVLNNRAPDGK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 74 777.9152 2 1553.815847 -0.0003 29.02 K T 0
4756 KLDLNGR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 38 408.2402 2 814.465847 -0.0003 20.12 R T 0
4757 KLDMVPVECVVR 57.021465@C:9 JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 47 482.2595 3 1443.75667 -0.0011 41.24 K N 0
4758 KLDNQYYTEAEASLAR JW5837 ECK2081 yegR predicted protein 41 624.6428 3 1870.90657 0.0005 39.96 R G 0
4759 KLEDELGVMLLER JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 83 772.921 2 1543.827447 -0.0004 55.07 R T 0
4760 KLENLTDIER JW2539 ECK2552 yfhG conserved protein 65 615.8377 2 1229.660847 -0.0006 33.63 R Q 0
4761 KLGGLGGGK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 20 393.7451 2 785.475647 -0.0002 18.36 K G 0
4762 KLGIGMVEIK JW5794 ECK4349 mdoB phosphoglycerol transferase I 23 544.3307 2 1086.646847 -0.0001 39.95 R V 0
4763 KLGVDIDNLLCSQPDTGEQALEICDALAR 57.021465@C:11,57.021465@C:24 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 76 1072.1964 3 3213.56737 0.0028 62.57 R S 0
4764 KLIDDAVAWAK JW0007 ECK0008 talB transaldolase B 79 615.3476 2 1228.680647 -0.0009 43.28 R Q 0
4765 KLLDEGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 34 415.7399 2 829.465247 -0.0004 20.19 R A JW3943
4766 KLLDNAAADLAAISGQKPLITK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 90 751.106 3 2250.29617 0.0015 54.94 K A 0
4767 KLMDSIAK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 39 453.2592 2 904.503847 -0.0013 21.51 K G 0
4768 KLMDSIAKGDEVLTNGGLVGR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 46 1087.0846 2 2172.154647 -0.0026 47.99 K V 0
4769 KLMEVTR JW5873 ECK4366 prfC peptide chain release factor RF-3 41 438.7519 2 875.489247 -0.0006 21.07 R L 0
4770 KLNGDVAATER JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 48 587.3148 2 1172.615047 0.0002 19.73 R E 0
4771 KLPQAVQNQGVTVR JW2454 ECK2465 acrD aminoglycoside/multidrug efflux system 34 513.2977 3 1536.87127 -0.0022 26.98 R K 0
4772 KLQELGATR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 58 508.2984 2 1014.582247 0.0001 20.49 R L 0
4773 KLSDALSVFDDL JW4352 ECK4381 radA predicted repair protein 68 661.8457 2 1321.676847 0.0003 66.23 K - 0
4774 KLSDLETAIVVVDR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 118 779.4454 2 1556.876247 -0.0010 50.01 R F 0
4775 KLSEGTLLSLDNQIDATTGTIK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 49 773.4203 3 2317.23907 0.0016 50.84 K V 0
4776 KLSEQGLITR JW5567 ECK3877 yihW predicted DNA-binding transcriptional regulator 72 572.8376 2 1143.660647 -0.0005 27.16 R H 0
4777 KLSGGIR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 17 365.732 2 729.449447 -0.0001 16.51 K T 0
4778 KLSYTGEVK JW0007 ECK0008 talB transaldolase B 24 512.7872 2 1023.559847 -0.0002 21.46 R A 0
4779 KLTQSDIR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 18 480.7775 2 959.540447 0.0004 18.74 K G 0
4780 KLTTDASEWEVLLDGEKVGEVK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 48 612.3232 4 2445.263694 0.0000 53.14 K W 0
4781 KLWSDQDVTTAAALLK JW3775 ECK3797 hemX uroporphyrinogen III methylase 37 587.3243 3 1758.95107 -0.0004 52.07 R S 0
4782 KLYSQSWDAGLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 28 475.2485 3 1422.72367 -0.0018 35.83 R Y 0
4783 KMAGQMGNER JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 54 561.2631 2 1120.511647 0.0000 16.71 K V 0
4784 KMGIQLEQK JW5429 ECK2697 srlA glucitol/sorbitol-specific enzyme IIC component of PTS 29 537.801 2 1073.587447 -0.0028 25.62 K V 0
4785 KMNMDGVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 48 475.7307 2 949.446847 -0.0004 19.90 K H 0
4786 KMQIVELK JW5837 ECK2081 yegR predicted protein 24 494.7957 2 987.576847 -0.0018 29.83 K T 0
4787 KNAVDEEIER JW0907 ECK0915 mukB fused chromosome partitioning proteins 87 601.8041 2 1201.593647 -0.0002 23.26 R L 0
4788 KNEDIEHSHTVDHH JW0451 ECK0456 acrB multidrug efflux system protein 27 849.3858 2 1696.757047 0.0017 15.59 R - 0
4789 KNESQLALDGGDNLAYIATSMVNLR JW5873 ECK4366 prfC peptide chain release factor RF-3 18 898.4577 3 2692.35127 0.0023 65.81 R L 0
4790 KNIEFFEAR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 57 577.3033 2 1152.592047 -0.0006 35.87 K R 0
4791 KNKGMTETVAR JW2294 ECK2291 pta phosphate acetyltransferase 12 412.2237 3 1233.64927 -0.0005 16.50 R E 0
4792 KNLQDSLR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 54 487.2739 2 972.533247 -0.0019 21.49 R T 0
4793 KNNPLLVGESGVGK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 33 706.3988 2 1410.783047 0.0001 30.01 R T 0
4794 KNNQHDVAIVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 73 647.3548 2 1292.695047 0.0002 18.41 R I 0
4795 KNNSEYIPEFDK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 36 742.3582 2 1482.701847 0.0028 35.17 K S 0
4796 KNQAILPLK JW5625 ECK3691 gyrB DNA gyrase, subunit B 54 512.8295 2 1023.644447 0.0004 28.84 R G 0
4797 KNQLEVMR JW3974 ECK4006 aceB malate synthase A 39 509.2787 2 1016.542847 -0.0008 23.03 R E 0
4798 KNSETLENFSEK JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 80 713.3465 2 1424.678447 0.0001 26.88 K L 0
4799 KNSETLENFSEKLEVEGR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 89 1055.0283 2 2108.042047 0.0035 39.55 K S 0
4800 KPDHYEEIHMPK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 60 762.369 2 1522.723447 -0.0003 24.36 K N 0
4801 KPELDAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 28 400.7292 2 799.443847 -0.0002 9.75 R L 0
4802 KPETINYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 45 510.7772 2 1019.539847 -0.0001 20.03 K T 0
4803 KPFEGNLNAGYLAQSGNTK JW1711 ECK1720 ydiY conserved protein 101 1005.0077 2 2008.000847 -0.0004 35.91 K S 0
4804 KPLIISGTNAGSLEVIQAAANVAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 47 789.1198 3 2364.33757 -0.0001 52.59 K A 0
4805 KPLVTTAGPR JW1427 ECK1424 ydcL predicted lipoprotein 37 520.3163 2 1038.618047 -0.0005 20.34 R S 0
4806 KPQATVKTEPKPVAQTPK JW3351 ECK3375 damX predicted protein 46 650.0461 3 1947.11647 0.0013 18.41 K R 0
4807 KPQDLFDEFAGK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 60 697.8519 2 1393.689247 0.0015 47.45 K H 0
4808 KPVNDLSR JW2294 ECK2291 pta phosphate acetyltransferase 34 464.7642 2 927.513847 0.0001 17.17 R G 0
4809 KQDIIFAILK JW3756 ECK3775 rho transcription termination factor 34 594.8712 2 1187.727847 0.0001 49.81 R Q 0
4810 KQDLTSEEITNHIEAGK JW0384 ECK0388 rdgC DNA-binding protein, non-specific 71 638.3251 3 1911.95347 -0.0004 33.98 K V 0
4811 KQEPYENVTLDVEEQHQGSVMQALGER JW5571 ECK3864 bipA GTP-binding protein 54 779.3755 4 3113.472894 0.0007 47.58 R K 0
4812 KQLDHGQKVTELLK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 36 546.3174 3 1635.93037 -0.0004 25.83 R Q 0
4813 KQLDNNLANISSR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 84 736.8949 2 1471.775247 0.0009 28.17 R W 0
4814 KQLLEYDDVANDQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 66 569.6155 3 1705.82467 -0.0023 33.49 R R 0
4815 KQLLEYDDVANDQRR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 45 931.9726 2 1861.930647 0.0024 30.84 R A 0
4816 KQTEQALLK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 51 529.8134 2 1057.612247 -0.0009 20.25 R L 0
4817 KQVAILAVAGAEK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 66 649.3952 2 1296.775847 -0.0007 34.63 R I 0
4818 KQWPDELK JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 45 522.279 2 1042.543447 -0.0012 27.65 R I 0
4819 KQYGEAFEK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 43 550.2741 2 1098.533647 -0.0009 21.25 R R 0
4820 KQYGEAFEKR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 50 628.3256 2 1254.636647 0.0009 20.01 R H 0
4821 KRLEEGLVELR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 39 447.9324 3 1340.77537 -0.0022 31.18 R G 0
4822 KRPEQPALATFAMPDVPPAPTPAEPAAPVVAPAPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 81 1177.3011 3 3528.88147 0.0012 49.41 R A 0
4823 KSAADRDAAFEK JW5503 ECK3026 tolC transport channel 61 654.8307 2 1307.646847 -0.0001 17.97 R I 0
4824 KSEVLAVPLQPTLQQEVILAR JW3132 ECK3151 nlpI conserved protein 59 1166.6837 2 2331.352847 0.0004 52.93 R M 0
4825 KSFDEDLK JW0818 ECK0824 yliF predicted diguanylate cyclase 49 491.2479 2 980.481247 -0.0002 23.14 R A 0
4826 KSGAFVPGIRPGEQTAK JW3262 ECK3287 secY preprotein translocase membrane subunit 32 581.6561 3 1741.94647 -0.0011 27.32 K Y 0
4827 KSGNIDDFCR 57.021465@C:9 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 58 606.277 2 1210.539447 -0.0005 24.54 R R 0
4828 KSGTEPLIR JW3143 ECK3165 glmM phosphoglucosamine mutase 58 500.7928 2 999.571047 -0.0002 20.60 R V 0
4829 KSGVLTGLPDAYGR JW0886 ECK0894 pflB pyruvate formate lyase I 23 478.5961 3 1432.76647 -0.0008 37.42 R G 0
4830 KSIEKELEWVR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 41 472.9327 3 1415.77627 -0.0010 35.41 R Q 0
4831 KSNIVVDNG JW5298 ECK1825 yobH predicted protein 24 473.2534 2 944.492247 -0.0004 20.22 R - 0
4832 KSTAESIVYSALETLAQR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 127 984.0269 2 1966.039247 0.0021 65.44 K S 0
4833 KSTPFAAQVAAER JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 68 688.3703 2 1374.726047 0.0005 28.47 R C 0
4834 KSVAGFK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 47 368.7215 2 735.428447 0.0006 18.05 R I 0
4835 KSVSSCCAASTTGDCH 57.021465@C:6,57.021465@C:7,57.021465@C:15 JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 28 576.5642 3 1726.67077 0.0000 16.77 R - 0
4836 KTAEDYLGEPVTEAVITVPAYFNDAQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 48 999.8339 3 2996.47987 0.0034 62.43 K Q 0
4837 KTAEWFYK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 41 536.7755 2 1071.536447 -0.0025 32.12 R L 0
4838 KTAGVLGDDLSLNAQQVSGVR JW1941 ECK1956 yedI conserved inner membrane protein 39 710.0499 3 2127.12787 -0.0004 43.61 K A 0
4839 KTAVGQTIQIGSGITK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 105 801.4653 2 1600.916047 0.0012 33.65 R G 0
4840 KTEALIFGSHDNSTLEMTQR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 65 760.043 3 2277.10717 0.0012 39.35 R M 0
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4841 KTELGDELR JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 35 530.7849 2 1059.555247 -0.0007 21.29 K S 0
4842 KTLVLNNNGK JW2176 ECK2182 yejM predicted hydrolase, inner membrane 41 550.825 2 1099.635447 0.0005 19.58 K Y 0
4843 KTNVFNEQVR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 17 617.83 2 1233.645447 -0.0010 24.85 R Y 0
4844 KTTAAMTHVEANSVE JW0327 ECK0333 codB cytosine transporter 109 794.8854 2 1587.756247 -0.0001 23.16 R - 0
4845 KTVDAAK JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 20 366.716 2 731.417447 -0.0002 16.80 K I 0
4846 KVASEPIGQR JW1245 ECK1247 yciA predicted hydrolase 10 542.8089 2 1083.603247 -0.0004 22.92 K Y 0
4847 KVDAASVQLDDK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 98 644.8405 2 1287.666447 -0.0005 24.61 K Q 0
4848 KVDAASVQLDDKQR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 98 786.9204 2 1571.826247 -0.0004 23.15 K T 0
4849 KVDVGAQVSGQLK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 91 664.8805 2 1327.746447 0.0006 27.70 R T 0
4850 KVDVTGTSK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 17 467.7635 2 933.512447 -0.0007 16.00 K G 0
4851 KVDYSTFLQEVNNDQVR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 141 1028.0111 2 2054.007647 0.0009 50.36 R E 0
4852 KVEIIVGDK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 57 500.8047 2 999.594847 -0.0016 25.76 K T 0
4853 KVIGIGSPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 49 463.7924 2 925.570247 -0.0006 22.26 K A 0
4854 KVIYVPGK JW0637 ECK0635 leuS leucyl-tRNA synthetase 44 452.2864 2 902.558247 -0.0007 23.14 R L 0
4855 KVLESAIANAEHNDGADIDDLK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 78 780.0557 3 2337.14527 0.0005 41.62 K V 0
4856 KVLESAIANAEHNDGADIDDLKVTK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 94 889.4595 3 2665.35667 0.0009 40.98 K I 0
4857 KVLIEATSNQVNQFGGYTGMTPADFR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 43 948.8042 3 2843.39077 -0.0003 50.95 R E 0
4858 KVLLEIADLK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 63 571.3626 2 1140.710647 -0.0010 44.62 R V 0
4859 KVLVNDK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 25 408.2529 2 814.491247 0.0000 15.55 R G 0
4860 KVLVNDKGGNLMVLPLDQMLK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 50 775.7723 3 2324.29507 -0.0010 54.27 R G 0
4861 KVMPPMSR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 30 473.254 2 944.493447 -0.0001 20.46 R T 0
4862 KVPGYLEEEGANK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 39 717.3672 2 1432.719847 0.0001 26.75 K S 0
4863 KVPYYDR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 30 470.7473 2 939.480047 -0.0013 22.80 R V 0
4864 KVQQAAQQAVR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 54 613.852 2 1225.689447 0.0004 16.63 R N 0
4865 KVSISTTMGAGVAVDQAGLSASVN JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 55 1132.0822 2 2262.149847 -0.0026 50.26 K - 0
4866 KVSQLDWK JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 35 502.2822 2 1002.549847 -0.0001 27.10 R F 0
4867 KVTDALLDYGHK JW2883 ECK2912 argP DNA-binding transcriptional activator, replication initiation inhibitor 41 453.9134 3 1358.71837 -0.0009 33.30 R V 0
4868 KVTTLTR JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 41 409.7583 2 817.502047 0.0000 17.57 R S 0
4869 KVVADIAGVPAQINIAEVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 40 982.0714 2 1962.128247 0.0020 48.99 R K 0
4870 KVVADIAGVPAQINIAEVRKPELDAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 54 915.527 3 2743.55917 -0.0004 46.17 R L 0
4871 KVVMIPVS JW0822 ECK0828 yliJ predicted glutathione S-transferase 16 436.7677 2 871.520847 0.0008 37.96 R - 0
4872 KVVMTGPSK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 48 473.7739 2 945.533247 0.0016 18.17 K D 0
4873 KVYAAIEAGDKAAAQK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 64 545.3018 3 1632.88357 0.0003 23.61 K A 0
4874 KVYTDVSYLACAK 57.021465@C:11 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 95 759.3872 2 1516.759847 0.0003 34.99 R K 0
4875 KVYTDVSYLACAKK 57.021465@C:11 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 41 549.2917 3 1644.85327 -0.0011 31.68 R L 0
4876 KVYVMSEAK JW0451 ECK0456 acrB multidrug efflux system protein 58 527.7835 2 1053.552447 -0.0003 20.63 K Y 0
4877 KWDMQFAPSICQQCSIGCNISPGER 57.021465@C:11,57.021465@C:14,57.021465@C:18 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 40 990.4438 3 2968.30957 0.0009 49.60 R Y 0
4878 KYDGDKAEQFQFNIGK JW0172 ECK0176 yaeT conserved protein 95 944.4646 2 1886.914647 -0.0015 37.56 K T 0
4879 KYDIPVVMDSAR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 59 697.3605 2 1392.706447 -0.0006 40.18 K F 0
4880 KYFGTDGIR JW3143 ECK3165 glmM phosphoglucosamine mutase 37 528.777 2 1055.539447 -0.0004 28.76 R G 0
4881 KYIVALDQGTTSSR JW3897 ECK3918 glpK glycerol kinase 21 769.912 2 1537.809447 -0.0005 31.24 K A 0
4882 KYRPETDMADLDNFDAAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 74 700.6617 3 2098.96327 0.0003 38.32 K A 0
4883 KYRPETDMADLDNFDSAK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 58 705.9934 3 2114.95837 0.0004 37.83 K A 0
4884 KYTIDLTER JW2573 ECK2590 clpB protein disaggregation chaperone 33 569.808 2 1137.601447 -0.0015 31.67 K A 0
4885 KYVVDDEKLQNFSVDTQLQSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 105 1242.6342 2 2483.253847 -0.0005 41.71 R F 0
4886 LAAAKLPIK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 51 462.8148 2 923.615047 -0.0017 28.60 K T 0
4887 LAAALEQGSSHPLAR JW0473 ECK0478 copA copper transporter 80 760.9124 2 1519.810247 -0.0003 29.24 R A 0
4888 LAADLNTVLTR JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 41 593.8432 2 1185.671847 0.0002 43.67 K Y 0
4889 LAADTEENIDNQLLTEVSSR JW4026 ECK4058 yjcE predicted cation/proton antiporter 60 1109.546 2 2217.077447 0.0013 52.64 R V 0
4890 LAADVTGVPTLLVAR JW3975 ECK4007 aceA isocitrate lyase 35 748.4461 2 1494.877647 0.0008 52.72 R T 0
4891 LAAETIDVSLPGR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 86 671.372 2 1340.729447 -0.0005 44.36 R R 0
4892 LAAGANALDTSR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 89 580.3069 2 1158.599247 -0.0001 26.48 K A 0
4893 LAAGDFTTR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 52 476.248 2 950.481447 -0.0006 29.95 K V 0
4894 LAAGDMIPADLR JW4201 ECK4237 mgtA magnesium transporter 71 621.8293 2 1241.644047 0.0003 47.98 K I 0
4895 LAAGSLK JW2667 ECK2692 alaS alanyl-tRNA synthetase 19 330.2077 2 658.400847 -0.0005 21.36 K V 0
4896 LAAGWLIDQCQLK 57.021465@C:10 JW3940 ECK3964 murB UDP-N-acetylenolpyruvoylglucosamine reductase, FAD-binding 58 758.4034 2 1514.792247 0.0007 51.06 K G 0
4897 LAAHAAIK JW1117 ECK1117 purB adenylosuccinate lyase 38 397.7476 2 793.480647 -0.0003 17.90 K E 0
4898 LAAIAAPAEIFLLEDGIDGWKK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 82 1171.1433 2 2340.272047 -0.0007 67.89 K A 0
4899 LAAIEAEWETQPAPAAFTLFGIPDQEEETNK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 16 1139.5557 3 3415.64527 -0.0006 69.14 K F 0
4900 LAALENEMIIFTSPDLKPR JW5644 ECK3608 htrL predicted protein 70 720.0571 3 2157.14947 -0.0008 58.58 R V 0
4901 LAALTQK JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 38 372.7343 2 743.454047 -0.0001 22.32 R C 0
4902 LAANWPLEQDELLTR JW1018 ECK1021 ycdY conserved protein 21 884.9649 2 1767.915247 -0.0003 54.79 K L 0
4903 LAAPITDAQVR JW5637 ECK3654 yicN conserved protein 12 577.8297 2 1153.644847 -0.0007 32.12 R L 0
4904 LAAPSEYNQVEYFSNVKPDLFADVINK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 70 1024.5168 3 3070.52857 -0.0002 61.53 K F 0
4905 LAASDLGFALGPR JW2860 ECK2887 recJ ssDNA exonuclease, 5' --> 3'-specific 55 644.3569 2 1286.699247 0.0010 50.73 K L 0
4906 LAASIAFK JW3302 ECK3327 fusA protein chain elongation factor EF-G 65 410.75 2 819.485447 0.0000 34.78 K E 0
4907 LAAVGPR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 39 342.2137 2 682.412847 0.0002 20.47 R L 0
4908 LADAEFFFNTDR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 64 723.3386 2 1444.662647 0.0003 53.12 R K 0
4909 LADAEFFFNTDRK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 12 525.2601 3 1572.75847 0.0013 47.91 R K 0
4910 LADCQERDPALSELYLVEGDSAGGSAK 57.021465@C:4 JW5625 ECK3691 gyrB DNA gyrase, subunit B 101 951.1199 3 2850.33787 0.0038 51.40 K Q 0
4911 LADCTAQDLNR 57.021465@C:4 JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 58 638.8007 2 1275.586847 -0.0010 25.08 K T 0
4912 LADCTAQDLNRTELFLVEGDSAGGSAK 57.021465@C:4 JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 74 946.7914 3 2837.35237 0.0023 52.56 K Q 0
4913 LADEVDESAKEAEK JW0462 ECK0467 htpG molecular chaperone HSP90 family 21 767.3685 2 1532.722447 0.0019 24.61 K A 0
4914 LADIGRVEESLGYNAIAAGFQGQR JW2773 ECK2797 fucI L-fucose isomerase 66 845.7709 3 2534.29087 0.0032 57.45 K H 0
4915 LADLLDEALER JW1865 ECK1877 argS arginyl-tRNA synthetase 101 629.3379 2 1256.661247 0.0000 55.58 K A 0
4916 LADLRGQNEDQNVGIK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 79 885.4606 2 1768.906647 -0.0001 29.71 K V 0
4917 LADNDSDGSPMDSDGEELSSSISEWR JW3775 ECK3797 hemX uroporphyrinogen III methylase 120 1400.0791 2 2798.143647 -0.0024 53.64 R I 0
4918 LADPTAMVVATVDEHGQPYQR JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 41 766.7111 3 2297.11147 0.0006 52.08 K I 0
4919 LADRVVPQAR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 15 375.556 3 1123.64617 0.0000 22.83 K E 0
4920 LADSGLNIIAAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 96 593.3454 2 1184.676247 -0.0002 40.52 K G 0
4921 LADSHTQYGILLATLPQGR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 48 1027.5553 2 2053.096047 0.0005 50.50 R H 0
4922 LADTIAAHMPLK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 48 427.5725 3 1279.69567 -0.0003 39.01 R L 0
4923 LAEAGIPTQMER JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 30 658.3369 2 1314.659247 -0.0008 34.81 K L 0
4924 LAEAGLPLNVEVNSK JW4180 ECK4217 ytfN conserved protein 29 777.4293 2 1552.844047 -0.0019 45.08 R Q 0
4925 LAEEIIYGPEHVSTGASNDIK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 77 1122.0632 2 2242.111847 0.0003 42.27 R V 0
4926 LAEGDYQQVEK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 76 640.3122 2 1278.609847 0.0007 26.74 K L 0
4927 LAEGEEFTVGQSISVELFADVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 32 1184.6024 2 2367.190247 0.0057 68.37 R K 0
4928 LAEHALEK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 42 455.7532 2 909.491847 -0.0002 19.55 K L 0
4929 LAELAQR JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 56 400.7347 2 799.454847 -0.0003 22.32 R M 0
4930 LAENLRK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 33 422.2558 2 842.497047 -0.0003 18.51 R G 0
4931 LAEQAYIR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 54 482.2663 2 962.518047 -0.0005 28.65 R T 0
4932 LAEQNQLR JW3601 ECK3616 rfaJ UDP-D-glucose:(galactosyl)lipopolysaccharide glucosyltransferase 46 486.267 2 970.519447 0.0000 21.41 K I 0
4933 LAESEASNDQAPVQMPR 15.994915@M:15 JW5539 ECK3222 yhcB conserved protein 57 929.9342 2 1857.853847 0.0011 25.16 R D 0
4934 LAESEASNDQAPVQMPRDYSEGASGLLR JW5539 ECK3222 yhcB conserved protein 74 997.8094 3 2990.40637 0.0026 45.93 R T 0
4935 LAEVEPALAEVAHK JW1178 ECK1177 dadA D-amino acid dehydrogenase 51 738.9066 2 1475.798647 0.0004 37.22 R L 0
4936 LAEVLAAANAR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 81 549.8169 2 1097.619247 0.0000 35.23 K A 0
4937 LAFAGLK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 22 360.2263 2 718.438047 0.0004 38.37 R Y JW0231 JW1371 JW5078

4938 LAFALSK JW5100 ECK0729 tolB periplasmic protein 19 375.2315 2 748.448447 0.0001 36.48 K T 0
4939 LAFDEFDELAGDR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 87 749.3468 2 1496.679047 0.0008 56.75 R A 0
4940 LAFELQVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 61 488.2845 2 974.554447 -0.0004 44.65 K G 0
4941 LAGDLETLR JW0172 ECK0176 yaeT conserved protein 70 494.277 2 986.539447 -0.0001 34.57 K S 0
4942 LAGEQATER JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 67 487.7488 2 973.483047 0.0001 17.63 R A 0
4943 LAGGVAVIK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 63 414.271 2 826.527447 -0.0001 29.89 K V 0
4944 LAGIGELITFEVK JW0931 ECK0939 ycbY predicted methyltransferase 19 695.4032 2 1388.791847 0.0005 61.42 R D 0
4945 LAGITVPDR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 34 471.274 2 940.533447 -0.0007 35.16 K V 0
4946 LAGLVGPGR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 41 420.2586 2 838.502647 0.0003 29.90 R H 0
4947 LAGMTGTADTEAFEFSSIYK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 126 1070.0008 2 2137.987047 -0.0006 55.55 K L 0
4948 LAGWGASK JW4121 ECK4156 psd phosphatidylserine decarboxylase 14 395.2163 2 788.418047 -0.0001 26.51 R R 0
4949 LAIVPDHPLLK JW1279 ECK1281 rnb ribonuclease II 47 405.9199 3 1214.73787 -0.0006 41.38 R D 0
4950 LAKEDPSFR JW3302 ECK3327 fusA protein chain elongation factor EF-G 28 531.7821 2 1061.549647 -0.0009 21.39 R V 0
4951 LAKYEYSVAEYYTER JW2577 ECK2593 yfiO predicted lipoprotein 80 942.9545 2 1883.894447 0.0005 41.30 R G 0
4952 LALAMPSSALVDTYSR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 65 847.9432 2 1693.871847 0.0010 54.34 K F 0
4953 LALDGDLIR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 65 493.2876 2 984.560647 0.0002 44.08 K Y 0
4954 LALDLLEQIK JW3748 ECK3767 ppiC peptidyl-prolyl cis-trans isomerase C (rotamase C) 58 578.3529 2 1154.691247 0.0003 57.42 K N 0
4955 LALDWQQR JW0384 ECK0388 rdgC DNA-binding protein, non-specific 26 515.2776 2 1028.540647 0.0003 40.64 K I 0
4956 LALEAGLLTLDDDYSK JW2363 ECK2362 dsdA D-serine ammonia-lyase 44 868.9528 2 1735.891047 0.0031 60.87 K L 0
4957 LALESLGLGPYEAR JW0046 ECK0048 kefC potassium:proton antiporter 40 744.9066 2 1487.798647 0.0004 52.90 R E 0
4958 LALGEQLYADK JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 68 610.8298 2 1219.645047 0.0002 40.95 R I 0
4959 LALIGEK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 40 372.2365 2 742.458447 -0.0003 33.04 R M 0
4960 LALLEQR JW5505 ECK3033 yqiC conserved protein 44 421.7581 2 841.501647 -0.0006 34.28 K I 0
4961 LALMPQR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 30 414.7417 2 827.468847 0.0001 33.22 R D 0
4962 LALWQNYYDALAPLAK JW3765 ECK3783 rffA TDP-4-oxo-6-deoxy-D-glucose transaminase 56 925.4976 2 1848.980647 0.0032 66.14 R A 0
4963 LAMLSAPLLITGDTGTGK JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 92 879.9877 2 1757.960847 0.0012 59.17 K D 0
4964 LAMQVVVLR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 40 514.8176 2 1027.620647 -0.0006 44.27 K D 0
4965 LANAPFIKVEATK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 28 467.941 3 1400.80117 -0.0014 35.73 K F 0
4966 LANELSDAAENK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 42 637.8147 2 1273.614847 0.0000 27.81 R G 0
4967 LANELSDAAENKGTAVK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 79 865.95 2 1729.885447 0.0009 28.60 R K 0
4968 LANELSDAAENKGTAVKK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 75 929.9969 2 1857.979247 -0.0002 24.87 R R 0
4969 LANQLVSQTGLR JW3026 ECK3044 ygiF predicted adenylate cyclase 63 650.3724 2 1298.730247 -0.0003 35.37 K Q 0
4970 LANYAATHDIGK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 45 637.3315 2 1272.648447 0.0023 24.88 K L 0
4971 LANYLNPDKK JW4349 ECK4378 lplA lipoate-protein ligase A 40 588.3246 2 1174.634647 0.0000 26.57 R K 0
4972 LAPDGMLLDIKPEGGDPALCQAALAAAK 57.021465@C:20 JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 86 936.1545 3 2805.44167 0.0013 57.57 K L 0
4973 LAPGSPFTGER JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 13 566.2928 2 1130.571047 -0.0008 32.40 R T 0
4974 LAPIAAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 48 342.2261 2 682.437647 -0.0001 22.28 K A 0
4975 LAPLFGLK JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 32 429.7759 2 857.537247 -0.0001 49.20 R V 0
4976 LAPSLTLGCGSWGGNSISENVGPK 57.021465@C:9 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 104 1201.0958 2 2400.177047 0.0028 52.07 K H 0
4977 LAPVFVENR JW2292 ECK2289 yfbV conserved inner membrane protein 44 522.7952 2 1043.575847 -0.0004 36.42 R V 0
4978 LAPVVVDVPDDVLVLR JW5189 ECK1194 ychM predicted transporter 93 860.0073 2 1718.000047 0.0022 60.88 R V 0
4979 LAQDDLLAFYQDDPNDPFR JW3132 ECK3151 nlpI conserved protein 71 1127.0253 2 2252.036047 -0.0024 62.37 K S 0
4980 LAQEASQEAAR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 92 587.2963 2 1172.578047 -0.0005 18.53 R R 0
4981 LAQEASQEAARR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 44 443.9005 3 1328.67967 0.0001 18.26 R K 0
4982 LAQEEVWIR JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 63 572.3111 2 1142.607647 -0.0008 40.26 K Q 0
4983 LAQEKRPDLMIDGPLQYDAAVMADVAK JW2294 ECK2291 pta phosphate acetyltransferase 81 986.8406 3 2957.49997 0.0009 57.67 R S 0
4984 LAQFSLAR JW0107 ECK0110 ampE predicted inner membrane protein 61 453.2633 2 904.512047 -0.0009 37.19 R E 0
4985 LAQFTSLQADLENGVNLEQTIR JW0886 ECK0894 pflB pyruvate formate lyase I 123 1230.6396 2 2459.264647 -0.0010 63.75 K L 0
4986 LAQLADEAK JW1298 ECK1300 pspB transcriptional regulator of psp operon 64 479.7635 2 957.512447 -0.0007 25.20 R R JW1890
4987 LAQLADEAKR JW1298 ECK1300 pspB transcriptional regulator of psp operon 20 557.8144 2 1113.614247 0.0001 22.76 R M 0
4988 LAQLPVAR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 43 434.2742 2 866.533847 0.0000 30.73 R A 0
4989 LAQLTGWQAIDGFK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 57 774.4147 2 1546.814847 0.0005 54.69 K E 0
4990 LAQMEINPGGTLELGVDYGR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 102 1067.0369 2 2132.059247 0.0021 55.82 R A 0
4991 LAQMQQLSHQDDDSAAAAALAAQTGER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 42 933.1093 3 2796.30607 -0.0034 42.88 R K 0
4992 LAQQAGIDQSHPALQR JW1315 ECK1318 ycjF conserved inner membrane protein 82 866.9582 2 1731.901847 0.0003 26.86 K W 0
4993 LAQQEGQTGLPHPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 67 752.3986 2 1502.782647 -0.0015 23.92 K I 0
4994 LAQQNLSEITGEFTSDDLLGR JW3684 ECK3699 trmE GTPase 121 1154.0768 2 2306.139047 0.0000 60.88 R I 0
4995 LAQTIADMALR JW0623 ECK0621 lipA lipoate synthase 43 601.8317 2 1201.648847 -0.0001 43.39 K Y 0
4996 LAQTNSEDVFSLAMTAFAR JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 105 1036.5098 2 2071.005047 0.0006 69.11 R E 0
4997 LAQYIQQVDDK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 41 660.8439 2 1319.673247 0.0011 34.02 K V 0
4998 LAQYIQQVDDKVNQELEK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 101 1081.0602 2 2160.105847 -0.0004 49.74 K D 0
4999 LAQYIQQVDDKVNQELEKDLK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 64 1259.1622 2 2516.309847 -0.0023 55.53 K D 0
5000 LASAQKETGEKDALVVMK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 52 640.0153 3 1917.02407 0.0000 28.45 R G 0
5001 LASAVDTRF JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 48 490.2636 2 978.512647 -0.0008 34.29 K - 0
5002 LASGLGLR JW2922 ECK2950 yggW predicted oxidoreductase 36 393.7452 2 785.475847 -0.0001 30.94 K S 0
5003 LASLGYQFQPDSQHK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 29 859.9283 2 1717.842047 -0.0003 37.61 K F 0
5004 LASLSSALLNSALQK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 41 758.4414 2 1514.868247 0.0014 53.81 R W 0
5005 LASTGLTHAR JW2586 ECK2602 yfiB predicted outer membrane lipoprotein 69 513.7884 2 1025.562247 0.0006 19.32 K M 0
5006 LASVDQFR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 64 468.2506 2 934.486647 -0.0005 31.06 K D 0
5007 LASVDQFRDSMDNSK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 31 571.6015 3 1711.78267 -0.0009 37.56 K T 0
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5008 LATAWEGFTK JW0886 ECK0894 pflB pyruvate formate lyase I 20 562.2923 2 1122.570047 -0.0009 44.16 K G 0
5009 LATCDMVISHNPQMTK 57.021465@C:4 JW2019 ECK2028 wbbI conserved protein 67 923.4363 2 1844.858047 -0.0001 34.23 R Y 0
5010 LATELAR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 39 387.2294 2 772.444247 -0.0001 23.32 R R 0
5011 LATGANALDTAAAIR JW0451 ECK0456 acrB multidrug efflux system protein 74 714.8938 2 1427.773047 -0.0001 40.24 K A 0
5012 LATGANALDTAAAIRAELAK JW0451 ECK0456 acrB multidrug efflux system protein 19 647.697 3 1940.06917 0.0002 53.57 K M 0
5013 LATLLSDASR JW0849 ECK0856 ybjP predicted lipoprotein 60 523.7956 2 1045.576647 -0.0002 35.68 K D 0
5014 LATLPTYEEAIAR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 15 724.3936 2 1446.772647 0.0007 47.16 R L 0
5015 LATQQSHIPAK JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 69 597.3347 2 1192.654847 -0.0016 19.38 R T 0
5016 LAVAAAR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 12 336.2135 2 670.412447 -0.0002 22.10 K K 0
5017 LAVADNEHLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 27 379.8716 3 1136.59297 -0.0008 25.18 R D 0
5018 LAVADNEHLRDVLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 28 540.965 3 1619.87317 -0.0012 37.19 R M 0
5019 LAVGEALTNIAATQIGDIKR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 47 685.3918 3 2053.15357 0.0006 56.76 R I 0
5020 LAVGLYDGMNLDWLAYR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 16 985.4958 2 1968.977047 0.0004 68.82 R I 0
5021 LAVGYTLDELMNDITGGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 35 969.4865 2 1936.958447 0.0021 76.38 K T 0
5022 LAYQLADK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 43 461.2554 2 920.496247 -0.0004 29.00 K L 0
5023 LAYQLADKLR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 49 595.8475 2 1189.680447 -0.0013 34.65 K N 0
5024 LAYVGITR JW5604 ECK3770 rep DNA helicase and single-stranded DNA-dependent ATPase 33 446.7655 2 891.516447 -0.0012 33.04 R A 0
5025 LAYVGVTR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 26 439.7582 2 877.501847 -0.0003 29.33 R A 0
5026 LAYVTFESGR JW5100 ECK0729 tolB periplasmic protein 72 571.7955 2 1141.576447 -0.0003 39.99 K S 0
5027 LCDLWLAPK 57.021465@C:2 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 55 558.299 2 1114.583447 -0.0010 47.65 K Q 0
5028 LCDRDIEAWLDEGR 57.021465@C:2 JW2050 ECK2059 dcd 2'-deoxycytidine 5'-triphosphate deaminase 12 583.2745 3 1746.80167 0.0023 53.43 R L 0
5029 LCEANEPEKADK 57.021465@C:2 JW1814 ECK1823 yebO predicted protein 22 702.3275 2 1402.640447 0.0007 18.36 R K 0
5030 LCEANEPEKADKK 57.021465@C:2 JW1814 ECK1823 yebO predicted protein 30 766.3752 2 1530.735847 0.0012 15.85 R T 0
5031 LCETFANK 57.021465@C:2 JW0120 ECK0123 gcd glucose dehydrogenase 45 491.7367 2 981.458847 -0.0002 24.56 K G 0
5032 LCGDGGFTR 57.021465@C:2 JW3765 ECK3783 rffA TDP-4-oxo-6-deoxy-D-glucose transaminase 20 491.724 2 981.433447 -0.0003 22.29 K R 0
5033 LCITQSAVSQR 57.021465@C:2 JW2883 ECK2912 argP DNA-binding transcriptional activator, replication initiation inhibitor 52 631.8283 2 1261.642047 -0.0028 30.35 K I 0
5034 LCKQEPALIDYLI 57.021465@C:2 JW4131 ECK4169 hflX predicted GTPase 20 788.4275 2 1574.840447 0.0026 61.96 R - 0
5035 LCLMDTQR 57.021465@C:2 JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 36 518.7489 2 1035.483247 -0.0009 32.40 R A 0
5036 LCVEQCK 57.021465@C:2,57.021465@C:6 JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 35 468.7167 2 935.418847 -0.0016 21.19 K M 0
5037 LDAEGETMLTIPGNPPNLLR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 45 1076.06 2 2150.105447 0.0013 57.96 R L 0
5038 LDAEGETMLTIPGNPPNLLRLPK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 46 830.4531 3 2488.33747 0.0016 59.13 R G 0
5039 LDDIAAWTYR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 68 612.3066 2 1222.598647 0.0005 47.97 R A 0
5040 LDDMPATQHYAR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 29 709.3301 2 1416.645647 0.0001 24.54 R L 0
5041 LDDNTIEISVTPNRADCLGIIGVAR 57.021465@C:17 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 76 904.8047 3 2711.39227 0.0011 55.76 K D 0
5042 LDDTSSEFNTQR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 94 706.8185 2 1411.622447 0.0009 27.94 R V 0
5043 LDDVLNNR JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 51 479.7508 2 957.487047 -0.0009 28.21 K A 0
5044 LDDVNRPK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 45 478.7614 2 955.508247 -0.0004 17.76 R S 0
5045 LDEAQEAAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 77 501.7461 2 1001.477647 -0.0002 19.10 R F 0
5046 LDEDEQYR JW2462 ECK2473 nlpB lipoprotein 57 534.2353 2 1066.456047 -0.0007 21.44 R G 0
5047 LDEFETVGNTIR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 63 697.3523 2 1392.690047 0.0016 42.69 R A 0
5048 LDEGCTERDDVNFLK 57.021465@C:5 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 46 905.9173 2 1809.820047 -0.0002 38.32 R H 0
5049 LDEISPGDK JW2551 ECK2565 rnc RNase III 14 487.2441 2 972.473647 -0.0028 19.40 R Q 0
5050 LDELAHNALVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 28 408.2308 3 1221.67057 -0.0011 31.93 R G 0
5051 LDEQPGETNAR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 69 615.2912 2 1228.567847 -0.0005 19.15 R R 0
5052 LDESGIVYIGAEVTGGDILVGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 17 1103.0873 2 2204.160047 0.0024 66.73 K V 0
5053 LDESVNR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 19 416.7117 2 831.408847 0.0003 18.95 K V 0
5054 LDEVYALYADPDADFDKLAAEQGR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 26 895.7611 3 2684.26147 0.0010 57.58 R L 0
5055 LDFCNLDVNDTAAFSR 57.021465@C:4 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 74 929.4263 2 1856.838047 0.0018 53.26 R L 0
5056 LDFQGTESLNTLR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 78 747.3831 2 1492.751647 -0.0004 45.40 K D 0
5057 LDFQGTESLNTLRDR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 14 588.9673 3 1763.88007 -0.0001 43.10 K I 0
5058 LDGLSDAFSVFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 85 663.8385 2 1325.662447 0.0009 60.01 R C 0
5059 LDGPVTGNGK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 56 479.2528 2 956.491047 -0.0015 20.71 R I 0
5060 LDGTQFQLK JW1178 ECK1177 dadA D-amino acid dehydrogenase 13 525.2845 2 1048.554447 -0.0008 37.64 R W 0
5061 LDGYQYR JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 36 457.7218 2 913.429047 -0.0003 23.49 K L 0
5062 LDHESVPQLIDNLLSVR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 59 650.0221 3 1947.04447 0.0021 68.59 R T 0
5063 LDHLGKEVLESR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 50 698.3835 2 1394.752447 0.0006 28.61 K L 0
5064 LDIFTQSLENGAAQQGIEVSLLNEK JW2504 ECK2516 yfhM conserved protein 84 1359.2056 2 2716.396647 0.0047 65.87 R G 0
5065 LDILIATDVAAR JW5531 ECK3150 deaD ATP-dependent RNA helicase 69 635.872 2 1269.729447 0.0003 51.83 R G 0
5066 LDISVNWQGAAK JW5283 ECK1749 ydjY predicted protein 76 651.3458 2 1300.677047 -0.0005 45.48 K A 0
5067 LDKDTTGLMVVAK JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 50 695.8838 2 1389.753047 -0.0007 34.37 R T 0
5068 LDKPLLEAAR JW1111 ECK1111 potB polyamine transporter subunit -!- membrane component of ABC superfamily 65 563.3348 2 1124.655047 -0.0004 29.80 K D 0
5069 LDLAWDGTGEPK JW3006 ECK3029 ygiC predicted enzyme 55 651.322 2 1300.629447 -0.0005 44.69 R L 0
5070 LDLENAILIHDPQLELAPQR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 69 766.7538 3 2297.23957 0.0015 59.52 R E 0
5071 LDLNPGGK JW1823 ECK1833 yebT conserved protein 26 407.2269 2 812.439247 0.0000 27.15 K V 0
5072 LDLVYLPMGVTTPDIWGGNR JW0120 ECK0123 gcd glucose dehydrogenase 84 1109.072 2 2216.129447 -0.0004 69.60 K T 0
5073 LDLVYLPMGVTTPDIWGGNRTPEQER JW0120 ECK0123 gcd glucose dehydrogenase 44 986.4987 3 2956.47427 -0.0008 63.91 K Y 0
5074 LDLYITVK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 48 482.7892 2 963.563847 -0.0002 46.81 K G 0
5075 LDMLNEELSDKER JW2573 ECK2590 clpB protein disaggregation chaperone 26 796.3845 2 1590.754447 -0.0014 38.45 R Q 0
5076 LDNGEYDAIILAVAGLK JW5932 ECK3799 hemC hydroxymethylbilane synthase 85 887.9838 2 1773.953047 0.0019 71.13 K R 0
5077 LDNGEYDAIILAVAGLKR JW5932 ECK3799 hemC hydroxymethylbilane synthase 24 644.358 3 1930.05217 -0.0001 64.18 K L 0
5078 LDNILFDQGR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 77 595.811 2 1189.607447 -0.0016 44.84 R I 0
5079 LDNLHVAMVGDLK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 98 712.8824 2 1423.750247 0.0009 41.83 R Y 0
5080 LDNMATK JW1667 ECK1673 lpp murein lipoprotein 45 396.6995 2 791.384447 -0.0004 18.04 R Y 0
5081 LDNMATKYR JW1667 ECK1673 lpp murein lipoprotein 32 556.2833 2 1110.552047 0.0028 21.41 R K 0
5082 LDNVATSNSSIEYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 84 784.8815 2 1567.748447 0.0006 31.39 R R 0
5083 LDNVVYR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 47 439.7402 2 877.465847 0.0001 24.96 R M 0
5084 LDNYHTEYDSATACGGSGR 57.021465@C:14 JW0790 ECK0794 fiu predicted iron outer membrane transporter 86 1037.4327 2 2072.850847 0.0015 27.02 R G 0
5085 LDPASLTK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 19 422.7422 2 843.469847 -0.0003 30.47 K I 0
5086 LDPSEYANVK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 35 568.2848 2 1134.555047 -0.0007 34.69 R A 0
5087 LDPTPIAHR JW1693 ECK1701 ydiA conserved protein 16 510.2849 2 1018.555247 -0.0007 23.54 K T 0
5088 LDPVIGR JW2573 ECK2590 clpB protein disaggregation chaperone 17 385.2318 2 768.449047 -0.0003 29.00 K D 0
5089 LDQAISLLSSASSQVK JW2479 ECK2490 yfgC predicted peptidase 115 823.9518 2 1645.889047 0.0005 49.12 R L 0
5090 LDQALAEMFPDYSR JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 74 828.3907 2 1654.766847 0.0009 56.66 R S 0
5091 LDQMMESVSQLLQLAR JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 61 931.4784 2 1860.942247 -0.0014 70.86 R A 0
5092 LDRLDEPSSNK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 55 637.3227 2 1272.630847 -0.0001 21.10 R V 0
5093 LDSMINDLLVMSR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 89 753.8868 2 1505.759047 0.0010 64.49 R N 0
5094 LDTTGLIDR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 59 502.2744 2 1002.534247 -0.0002 36.04 K K 0
5095 LDTTGLIDRK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 54 566.322 2 1130.629447 -0.0001 30.94 K V 0
5096 LDVGTGYQYWYGLPNFYTITR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 65 1264.1182 2 2526.221847 0.0000 68.70 R Y 0
5097 LDVKDIVTDSR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 72 630.8433 2 1259.672047 0.0000 40.46 R G 0
5098 LDVLDER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 50 430.2295 2 858.444447 -0.0003 33.88 R M 0
5099 LDVLDGLKEVK JW4135 ECK4173 purA adenylosuccinate synthetase 15 614.8605 2 1227.706447 -0.0010 47.72 K L 0
5100 LDVLTGHTATNTR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 58 699.8703 2 1397.726047 -0.0003 28.37 R V 0
5101 LDVNTCGLLLFTTDGELANR 57.021465@C:6 JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 78 1111.5597 2 2221.104847 0.0000 64.70 R L 0
5102 LDVPLLVEVGSGENWDQAH JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 76 1039.5118 2 2077.009047 -0.0025 65.04 R - 0
5103 LDWPPVSSVNISNPTSR JW1486 ECK1485 yddW predicted liprotein 58 934.9796 2 1867.944647 0.0018 53.05 R A 0
5104 LDYSDRVTVAR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 30 432.2295 3 1293.66667 -0.0010 29.11 R L 0
5105 LDYVIPSR JW5571 ECK3864 bipA GTP-binding protein 52 481.7688 2 961.523047 -0.0002 36.54 R G 0
5106 LEAIAQIK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 46 443.2737 2 884.532847 -0.0003 33.76 R E 0
5107 LEAIAQIKEAQSAVAAAQALLEQR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 39 841.4696 3 2521.38697 0.0007 67.25 R Q 0
5108 LEAVGLR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 45 379.2319 2 756.449247 -0.0001 27.58 K G 0
5109 LEDAQVQLENNRLEQELVLLAQR JW3619 ECK3634 yicC conserved protein 76 907.8224 3 2720.44537 -0.0004 60.29 K I 0
5110 LEDNLPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 40 428.7296 2 855.444647 -0.0003 26.11 R L 0
5111 LEDQPAVQQAATEVR JW2660 ECK2679 emrA multidrug efflux system 44 827.9238 2 1653.833047 0.0008 34.09 K N 0
5112 LEDWGRR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 22 466.2406 2 930.466647 -0.0005 23.14 R Q 0
5113 LEEGLNPNAILVPQQGVTR JW0452 ECK0457 acrA multidrug efflux system 28 1024.5616 2 2047.108647 0.0025 48.74 R T 0
5114 LEEGLVELR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 38 529.298 2 1056.581447 0.0001 41.45 R G 0
5115 LEEGLVELRGEK JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 30 457.9204 3 1370.73937 -0.0010 35.17 R Q 0
5116 LEELFVSLVNEK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 27 710.3903 2 1418.766047 0.0005 57.51 R Q 0
5117 LEFIINR JW1692 ECK1700 pps phosphoenolpyruvate synthase 52 452.766 2 903.517447 -0.0003 43.65 R M 0
5118 LEFNNDNR JW1666 ECK1672 pykF pyruvate kinase I 26 511.2379 2 1020.461247 -0.0011 21.53 R K 0
5119 LEFSIYR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 43 464.2506 2 926.486647 0.0005 43.35 R Y 0
5120 LEFYQVPDLQYIVSR JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 47 935.4917 2 1868.968847 0.0016 64.40 R S 0
5121 LEGGCQVPIGSYAELIDGEIWLR 57.021465@C:5 JW5932 ECK3799 hemC hydroxymethylbilane synthase 13 1288.1464 2 2574.278247 -0.0004 71.33 R A 0
5122 LEGGNDVSLK JW1666 ECK1672 pykF pyruvate kinase I 56 516.2719 2 1030.529247 -0.0001 25.19 K A 0
5123 LEGNNAELGAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 66 558.2881 2 1114.561647 -0.0002 21.19 R K 0
5124 LEGNNAELGAKK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 23 415.2261 3 1242.65647 -0.0002 18.73 R L 0
5125 LEGVTAEVVK JW3619 ECK3634 yicC conserved protein 13 522.8 2 1043.585447 -0.0008 31.98 R V 0
5126 LEGYQEDQAK JW1606 ECK1609 ydgA conserved protein 44 590.7777 2 1179.540847 0.0001 21.75 K K 0
5127 LEHQLQLLQEAVNSK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 42 583.9881 3 1748.94247 0.0003 44.79 R R 0
5128 LEIIDNPNDAEMAIVLGDSIPNDSALNGK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 12 1013.5046 3 3037.49197 0.0008 64.94 K N 0
5129 LELPSLQDFGALLEEQSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 65 673.0221 3 2016.04447 0.0029 71.89 K E 0
5130 LENLQAVGPAFDLDYDQNR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 22 1089.5268 2 2177.039047 0.0002 54.09 R A 0
5131 LENQHFDEITK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 54 687.3384 2 1372.662247 -0.0001 28.50 K A 0
5132 LENQLSPATDVAVVPHSSAAKE JW1271 ECK1274 yciS conserved inner membrane protein 54 755.0562 3 2262.14677 -0.0022 37.53 R - 0
5133 LENSLGGIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 30 465.7662 2 929.517847 -0.0002 28.85 K D 0
5134 LENVEIGTILK JW2049 ECK2058 asmA predicted assembly protein 18 614.8607 2 1227.706847 -0.0005 47.03 R A 0
5135 LENWPPASIADE JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 49 671.3201 2 1340.625647 0.0008 50.91 R - 0
5136 LEQASGLITVTDATTLAK JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 46 916.5046 2 1830.994647 0.0009 49.01 R E 0
5137 LEQAWPDSLADGQLIKDDEGRDQLK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 27 947.4741 3 2839.40047 0.0016 48.42 R A 0
5138 LEQFEVNQQR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 38 645.8252 2 1289.635847 -0.0004 30.74 R D 0
5139 LEQQALMK JW2573 ECK2590 clpB protein disaggregation chaperone 29 480.7627 2 959.510847 -0.0002 23.52 K E 0
5140 LESITVLPADDKGPVSVTK JW4215 ECK4251 valS valyl-tRNA synthetase 67 985.0458 2 1968.077047 -0.0009 42.44 R I 0
5141 LESPGGMVHGYGLAASQLQR JW1264 ECK1266 sohB predicted inner membrane peptidase 58 691.0179 3 2070.03187 0.0004 42.66 R L 0
5142 LESQIGTLR JW5056 ECK0406 yajI predicted lipoprotein 20 508.7903 2 1015.566047 -0.0001 29.85 R M 0
5143 LESQISTLYGGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 15 662.3492 2 1322.683847 0.0008 38.83 K L 0
5144 LESVYPAGFELLDGGK JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 49 847.936 2 1693.857447 0.0013 58.34 R S 0
5145 LETIEGSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 39 438.7373 2 875.460047 0.0000 21.12 K G 0
5146 LETWGLPLSEAK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 27 672.3632 2 1342.711847 -0.0014 52.12 R E 0
5147 LEVASWLEDVDGKQETR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 15 658.9971 3 1973.96947 0.0000 53.61 K Y 0
5148 LEVEESQPLVNAVWIDLVEPDDDER JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 72 1455.2042 2 2908.393847 -0.0039 72.82 R L 0
5149 LEVEESQPLVNAVWIDLVEPDDDERLR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 92 1060.2018 3 3177.58357 0.0008 69.67 R V 0
5150 LEVIDAR JW3630 ECK3645 yicH conserved protein 46 408.235 2 814.455447 0.0005 29.43 R L 0
5151 LEVNEDR JW2573 ECK2590 clpB protein disaggregation chaperone 25 437.7161 2 873.417647 -0.0016 20.23 R I 0
5152 LEYDPNR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 32 453.7194 2 905.424247 0.0000 22.63 R S 0
5153 LEYSDVK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 39 427.2185 2 852.422447 -0.0004 23.91 R I 0
5154 LFAAAGQK JW0462 ECK0467 htpG molecular chaperone HSP90 family 26 403.2319 2 804.449247 0.0000 18.56 K V 0
5155 LFADAFSK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 46 449.737 2 897.459447 -0.0001 41.29 K D 0
5156 LFADAFSKDPDFYAFIR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 75 1012.0021 2 2021.989647 0.0010 63.17 K S 0
5157 LFAEQVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 42 431.7426 2 861.470647 -0.0001 30.59 K T 0
5158 LFAGNATPELAQR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 53 694.3705 2 1386.726447 0.0009 38.43 K I 0
5159 LFAGQIDR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 50 460.2533 2 918.492047 -0.0002 31.48 R M 0
5160 LFALDAASGK JW0120 ECK0123 gcd glucose dehydrogenase 83 496.7742 2 991.533847 0.0000 39.40 R E 0
5161 LFALDAASGKEK JW0120 ECK0123 gcd glucose dehydrogenase 28 625.3422 2 1248.669847 -0.0015 35.27 R W 0
5162 LFASHSTIELPK JW5531 ECK3150 deaD ATP-dependent RNA helicase 36 448.2517 3 1341.73327 0.0040 38.15 K G 0
5163 LFDPFFQVGTGVQR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 81 805.9198 2 1609.825047 -0.0002 59.07 R N 0
5164 LFDWGGAENLAYATLVDEGIPVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 85 1253.6346 2 2505.254647 0.0008 74.28 K L 0
5165 LFDYLTDTGNLPR JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 74 762.89 2 1523.765447 0.0035 53.61 R I 0
5166 LFEAAAQCSGILAGCTPEEEKGLQDYGR 57.021465@C:8,57.021465@C:15 JW3154 ECK3176 ispB octaprenyl diphosphate synthase 35 1024.1459 3 3069.41587 -0.0011 49.31 R Y 0
5167 LFEEFNR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 51 477.7377 2 953.460847 0.0002 38.59 R V 0
5168 LFEGSENFKR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 18 409.5432 3 1225.60777 -0.0014 29.59 K D 0
5169 LFETSENGLDYFTSVPAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 121 1023.4939 2 2044.973247 -0.0008 55.21 R F 0
5170 LFFDNQLATLLEDQEK JW3221 ECK3240 yhdA conserved inner membrane protein 60 962.4884 2 1922.962247 -0.0002 67.30 R V 0
5171 LFGEYYYSPDSLSSGIQSYEEANAGAR JW5371 ECK2243 yfaZ predicted outer membrane porin protein 31 1487.6729 2 2973.331247 0.0010 61.02 R Y 0
5172 LFGSIGTR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 28 425.7423 2 849.470047 -0.0007 33.85 K D 0
5173 LFGVTTLDIIR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 10 624.3726 2 1246.730647 0.0021 58.85 K S 0
5174 LFHIPEAEIPAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 22 464.9256 3 1391.75497 -0.0011 44.28 R V 0
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5175 LFIDDMSAIGQSLDK JW3809 ECK3826 rmuC predicted recombination limiting protein 64 826.9138 2 1651.813047 0.0003 60.02 R A 0
5176 LFIDDMSAIGQSLDKAQDNYR JW3809 ECK3826 rmuC predicted recombination limiting protein 56 800.7224 3 2399.14537 0.0026 60.37 R Q 0
5177 LFIDNFDKYTDTPAGAALVAAGPK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 69 832.4328 3 2494.27657 0.0021 58.28 K L 0
5178 LFIDNFDKYTDTPAGAALVAAGPKL JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 72 870.1273 3 2607.36007 0.0018 63.24 K - 0
5179 LFKEFAK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 55 441.7579 2 881.501247 0.0002 28.20 R A 0
5180 LFLCCADNLISGNAFK 57.021465@C:4,57.021465@C:5 JW2507 ECK2520 pepB aminopeptidase B 105 921.9488 2 1841.883047 0.0027 60.03 K L 0
5181 LFLIPEEYSPPQVLVDTDR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 68 1116.0821 2 2230.149647 -0.0025 64.93 K F 0
5182 LFNECADFR 57.021465@C:5 JW2517 ECK2530 suhB inositol monophosphatase 40 586.2635 2 1170.512447 -0.0003 38.19 K R 0
5183 LFNECADFRR 57.021465@C:5 JW2517 ECK2530 suhB inositol monophosphatase 29 443.2108 3 1326.61057 -0.0033 33.77 K T 0
5184 LFNELGPR JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 38 473.2613 2 944.508047 0.0000 37.17 K F 0
5185 LFPNANWYER JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 18 655.3197 2 1308.624847 -0.0001 46.60 K E 0
5186 LFSGMQR JW2500 ECK2512 yfgA conserved protein 47 419.7154 2 837.416247 -0.0004 28.14 K K 0
5187 LFSNPNSK JW2314 ECK2311 dedA conserved inner membrane protein 43 453.737 2 905.459447 -0.0012 22.57 K I 0
5188 LFSQSPPVALDQR JW5184 ECK1179 cvrA predicted cation/proton antiporter 66 729.3906 2 1456.766647 -0.0007 40.47 K F 0
5189 LFTLDELIR JW2023 ECK2032 rfbC dTDP-4-deoxyrhamnose-3,5-epimerase 16 560.3243 2 1118.634047 0.0006 60.44 R L 0
5190 LFVVDAFCGANPDTR 57.021465@C:8 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 121 841.4039 2 1680.793247 0.0004 53.25 R L 0
5191 LFYNDFQADDADLSDYTNK JW0172 ECK0176 yaeT conserved protein 118 1127.9915 2 2253.968447 -0.0018 54.46 R S 0
5192 LGAAGVVVAGSGVQAIFGTK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 50 901.5133 2 1801.012047 0.0023 57.72 K S 0
5193 LGAALGADPATFMGMAGLGDLVLTCTDNQSR 57.021465@C:25 JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 41 1041.8372 3 3122.48977 0.0064 74.91 R N 0
5194 LGADGNALFR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 103 517.2746 2 1032.534647 -0.0005 38.32 K Q 0
5195 LGADGNALFRQPDLR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 22 821.9357 2 1641.856847 -0.0019 42.50 K E 0
5196 LGAENIFLGR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 82 545.3063 2 1088.598047 0.0003 46.00 K K 0
5197 LGAEVMSQR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 57 495.7552 2 989.495847 -0.0006 24.56 R I 0
5198 LGAFSVVEGK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 62 503.7817 2 1005.548847 -0.0005 38.03 R A 0
5199 LGALSAGDK JW0411 ECK0415 ispA geranyltranstransferase 29 416.2321 2 830.449647 -0.0001 22.77 R G 0
5200 LGALSAGDKGR JW0411 ECK0415 ispA geranyltranstransferase 40 348.8644 3 1043.57137 -0.0010 20.16 R R 0
5201 LGAMATINQVIDQETAQLVAEEMGHK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 37 933.1356 3 2796.38497 0.0064 71.65 K V 0
5202 LGAMLDQK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 43 438.2361 2 874.457647 -0.0006 26.91 R N 0
5203 LGANPVPLQLAIGAEEHFTGVVDLVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 53 1344.2426 2 2686.470647 0.0014 71.68 R M 0
5204 LGAQQCQLVDDSLVR 57.021465@C:6 JW2751 ECK2774 pyrG CTP synthetase 91 851.4328 2 1700.851047 -0.0006 41.50 R Q 0
5205 LGASGVVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 39 365.7263 2 729.438047 -0.0003 21.23 R L 0
5206 LGASVVGFSDSANTSLGK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 70 855.4389 2 1708.863247 0.0002 43.14 R K 0
5207 LGASVVGFSDSANTSLGKK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 38 613.3264 3 1836.95737 -0.0007 37.73 R G 0
5208 LGAVPGGTER JW1753 ECK1762 selD selenophosphate synthase 28 478.7615 2 955.508447 -0.0003 22.71 K N 0
5209 LGCEVTEGKDEWQAVAPSWR 57.021465@C:3 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 19 773.3672 3 2317.07977 0.0002 47.53 R F 0
5210 LGCPVIPLVSTR 57.021465@C:3 JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 19 656.3773 2 1310.740047 0.0019 47.50 R G 0
5211 LGDIEYR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 53 433.2242 2 864.433847 -0.0002 28.45 K E 0
5212 LGDIITYR JW2507 ECK2520 pepB aminopeptidase B 46 475.7681 2 949.521647 -0.0015 36.89 K N 0
5213 LGDKVLEVSNLR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 69 671.8878 2 1341.761047 -0.0006 36.39 R K 0
5214 LGDLPTSGQIR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 28 578.8195 2 1155.624447 -0.0003 34.49 K L 0
5215 LGDNADVIPGDSNDSSVLKK JW1242 ECK1244 kch voltage-gated potassium channel 71 682.0112 3 2043.01177 -0.0001 36.53 R A 0
5216 LGDRVEVTPGLK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 34 428.5816 3 1282.72297 -0.0015 29.85 K I 0
5217 LGDSVTIWHQSGK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 39 476.5804 3 1426.71937 -0.0011 35.03 K G 0
5218 LGDWFAR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 53 432.7217 2 863.428847 -0.0002 44.75 K D 0
5219 LGDWLEMPK JW0566 ECK0569 ybdG predicted mechanosensitive channel 76 544.7759 2 1087.537247 0.0001 51.59 K Y 0
5220 LGDWLEMPKYGADGAVIDIGLTTVK JW0566 ECK0569 ybdG predicted mechanosensitive channel 40 888.1315 3 2661.37267 0.0003 65.01 K V 0
5221 LGEAMQAVQFGNPAER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 102 859.4204 2 1716.826247 0.0009 42.86 R N 0
5222 LGEFAPTR JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 39 445.7398 2 889.465047 -0.0007 28.36 K T 0
5223 LGEFTMPEHK JW4359 ECK4388 rob DNA-binding transcriptional activator 55 594.7894 2 1187.564247 -0.0003 32.92 R F 0
5224 LGEGDKVVSLIVPR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 53 494.6278 3 1480.86157 0.0003 45.83 R G 0
5225 LGEGTLITLR JW1336 ECK1339 ydaN predicted Zn(II) transporter 96 536.8214 2 1071.628247 -0.0005 43.38 R C 0
5226 LGEGVGELAR JW5185 ECK1186 dhaH fused predicted dihydroxyacetone-specific PTS enzyme HPr component -!- EI component 75 500.7747 2 999.534847 0.0001 31.66 R Q 0
5227 LGELLEALK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 81 493.2996 2 984.584647 -0.0008 49.89 K Q 0
5228 LGEPVFDVQECQIR 57.021465@C:11 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 78 845.4167 2 1688.818847 -0.0003 47.10 R G 0
5229 LGETGDAIAK JW3069 ECK3089 yqjD conserved protein 68 487.7613 2 973.508047 0.0000 22.77 R Q 0
5230 LGEVATDSKPR JW1264 ECK1266 sohB predicted inner membrane peptidase 78 586.817 2 1171.619447 -0.0001 19.83 K V 0
5231 LGFAIAHALDNSAPAVDGIEPELQSK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 58 888.4609 3 2662.36087 0.0007 55.69 R I 0
5232 LGFFETVDTDTQR JW0172 ECK0176 yaeT conserved protein 81 764.8674 2 1527.720247 -0.0003 49.71 R V 0
5233 LGFFETVDTDTQRVPGSPDQVDVVYK JW0172 ECK0176 yaeT conserved protein 79 971.4822 3 2911.42477 0.0008 54.94 R V 0
5234 LGFFETVDTDTQRVPGSPDQVDVVYKVK JW0172 ECK0176 yaeT conserved protein 89 1047.203 3 3138.58717 0.0000 52.32 R E 0
5235 LGFMSFYVK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 27 546.2832 2 1090.551847 -0.0003 55.36 R A 0
5236 LGFQPDR JW1179 ECK1178 dadX alanine racemase 2, PLP-binding 14 416.7191 2 831.423647 -0.0002 37.04 R V 0
5237 LGFTVAVESGAGQLASFDDK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 28 1006.5002 2 2010.985847 -0.0039 58.34 K A 0
5238 LGGAEIAR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 40 393.7271 2 785.439647 0.0002 22.93 R T 0
5239 LGGAEIARTEWYR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 46 507.9312 3 1520.77177 -0.0016 38.53 R E 0
5240 LGGDEFCIILVDSTPQIAAQLPER 57.021465@C:7 JW5291 ECK1784 yeaJ predicted diguanylate cyclase 29 881.4559 3 2641.34587 0.0038 66.64 R I 0
5241 LGGELLR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 28 379.2318 2 756.449047 -0.0003 31.27 R Q 0
5242 LGGGLSAEALTEKDKADIK JW1843 ECK1855 pykA pyruvate kinase II 17 479.7637 4 1915.025694 -0.0004 34.41 K T 0
5243 LGGGTVLQQK JW3116 ECK3135 yraM conserved protein 77 500.7929 2 999.571247 0.0001 26.07 K F 0
5244 LGGKIPK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 36 356.739 2 711.463447 -0.0009 18.63 K G 0
5245 LGGNSLLDLVVFGR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 69 730.4172 2 1458.819847 0.0004 68.66 R A 0
5246 LGIAQGDTVK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 37 501.2846 2 1000.554647 -0.0006 27.19 K V 0
5247 LGIDNYTLYMADR JW1490 ECK1489 yddB predicted porin protein 76 772.8744 2 1543.734247 0.0003 52.04 R I 0
5248 LGIDPQSK JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 32 429.2398 2 856.465047 -0.0003 25.90 K T 0
5249 LGIDVQAANSLLNNAFGQR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 72 1001.0299 2 2000.045247 0.0014 63.52 R Q 0
5250 LGIFTPK JW2553 ECK2567 lepA GTP binding membrane protein 38 388.2391 2 774.463647 -0.0003 37.05 R Q 0
5251 LGINPDFYEKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 34 451.238 3 1350.69217 -0.0010 39.02 K D 0
5252 LGIQAFEPVLIEGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 57 757.4357 2 1512.856847 0.0017 58.89 R A 0
5253 LGISDEQVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 60 494.7695 2 987.524447 0.0009 29.36 K Q 0
5254 LGISMADVDNALYNAFGQR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 77 1028.0007 2 2053.986847 -0.0022 70.16 R L 0
5255 LGLALAEDEIDYLQDAFTK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 130 1063.0384 2 2124.062247 -0.0003 75.04 R L 0
5256 LGLAYGGDGYDK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 66 614.7957 2 1227.576847 -0.0003 36.15 K Q 0
5257 LGLCCALIHDPELLILDEPTTGVDPLSR 57.021465@C:4,57.021465@C:5 JW5676 ECK3471 rbbA fused ribosome-associated ATPases 43 1039.8704 3 3116.58937 0.0009 68.06 K S 0
5258 LGLDTLGIETVER JW1865 ECK1877 argS arginyl-tRNA synthetase 109 708.3907 2 1414.766847 0.0002 53.13 K M 0
5259 LGLDTLGIETVERM JW1865 ECK1877 argS arginyl-tRNA synthetase 84 773.9114 2 1545.808247 0.0011 62.01 K - 0
5260 LGLEDRTEYYPAQLSGGQQQR JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 58 803.7315 3 2408.17267 0.0006 41.19 R V 0
5261 LGLGGPIGSGR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 64 492.2845 2 982.554447 -0.0015 35.11 R Q 0
5262 LGLIEVQAPILSR JW3722 ECK3738 asnA asparagine synthetase A 76 704.9304 2 1407.846247 0.0013 55.67 R V 0
5263 LGLMAGYQESR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 11 612.8055 2 1223.596447 -0.0003 36.48 R Y 0
5264 LGLTNTTFQTVHGLDAPGQFSTAR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 76 844.7659 3 2531.27587 -0.0009 48.99 K D 0
5265 LGMSDSEIR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 53 504.245 2 1006.475447 0.0000 29.15 K R 0
5266 LGNECETYAELK 57.021465@C:5 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 73 713.8297 2 1425.644847 0.0003 33.55 R L 0
5267 LGNFINGELWGR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 40 688.3597 2 1374.704847 0.0005 53.76 R V 0
5268 LGNSVDVAMTGK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 112 596.3048 2 1190.595047 -0.0014 30.78 K A 0
5269 LGNSVDWER JW4215 ECK4251 valS valyl-tRNA synthetase 51 538.2616 2 1074.508647 -0.0008 31.70 R E 0
5270 LGNSVDWERER JW4215 ECK4251 valS valyl-tRNA synthetase 39 454.2246 3 1359.65197 -0.0012 29.39 R F 0
5271 LGNTLGSDGENLPK JW4312 ECK4339 hsdM DNA methylase M 46 707.8621 2 1413.709647 -0.0002 32.98 R A 0
5272 LGPEEITADIPNVGEAALSK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 21 1012.5295 2 2023.044447 -0.0029 55.53 K L 0
5273 LGPGVDVNYMLHTQNK JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 20 595.9696 3 1784.88697 -0.0008 44.35 K - 0
5274 LGPLLYAEEEGEVFLGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 83 946.4936 2 1890.972647 0.0000 67.20 K S 0
5275 LGPSSLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 28 351.2133 2 700.412047 0.0001 23.49 R T 0
5276 LGQEQHYLGPLNGPELLVVLPEAK JW3783 ECK3805 yigA conserved protein 31 872.1465 3 2613.41767 0.0013 59.33 R A 0
5277 LGQEVWK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 37 430.2368 2 858.459047 -0.0008 30.43 K E 0
5278 LGQFSSAETQR JW3352 ECK3376 aroB 3-dehydroquinate synthase 69 612.3042 2 1222.593847 -0.0004 26.39 R I 0
5279 LGSIGSDLGASIK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 88 609.3403 2 1216.666047 -0.0001 40.81 K G 0
5280 LGSLQQAR JW2479 ECK2490 yfgC predicted peptidase 84 436.7508 2 871.487047 -0.0005 21.59 K Y 0
5281 LGSNSLAELVVFGR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 71 731.4071 2 1460.799647 0.0009 59.23 R L 0
5282 LGSQIYAMAGMQTR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 107 763.8761 2 1525.737647 -0.0004 42.92 R L 0
5283 LGTAEIESALVAHPK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 37 512.6188 3 1534.83457 -0.0009 43.35 R I 0
5284 LGTFSQIR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 62 461.2611 2 920.507647 -0.0003 32.52 R T 0
5285 LGTLTGNTPLNQAQNFALQSDSAR JW4120 ECK4155 yjeP predicted mechanosensitive channel 88 1259.1384 2 2516.262247 0.0003 51.45 R L 0
5286 LGTQANNMHVWSDATGQK JW5682 ECK3456 dcrB periplasmic protein 11 653.3112 3 1956.91177 0.0007 35.06 K A 0
5287 LGTSTVSPIELENAVR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 52 843.4571 2 1684.899647 0.0000 48.41 K G 0
5288 LGTTTPAGYTDLLVNYTYR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 101 1060.039 2 2118.063447 0.0001 56.38 R I 0
5289 LGVDIDNLLCSQPDTGEQALEICDALAR 57.021465@C:10,57.021465@C:23 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 75 1029.4985 3 3085.47367 0.0042 68.07 K S 0
5290 LGVENDIALLNYLSSVTLSPADKD JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 100 1274.1617 2 2546.308847 -0.0026 75.83 K - 0
5291 LGVLLNNQR JW2487 ECK2498 ppx exopolyphosphatase 16 513.8058 2 1025.597047 -0.0010 33.74 R Q 0
5292 LGVNAGTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 66 394.2244 2 786.434247 -0.0004 20.49 K V 0
5293 LGVNIQCFDVGGGLGVDYEGTR 57.021465@C:7 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 102 1163.562 2 2325.109447 0.0035 58.90 K S 0
5294 LGVVALDPDALSISGLHNYVK JW5760 ECK4255 yjgQ conserved inner membrane protein 29 727.7355 3 2180.18467 0.0008 58.51 K Y 0
5295 LGVVDVGASLQGR JW5041 ECK0305 ykgE predicted oxidoreductase 49 635.859 2 1269.703447 -0.0005 42.87 K A 0
5296 LGWAAGK JW3143 ECK3165 glmM phosphoglucosamine mutase 23 351.7003 2 701.386047 0.0001 28.22 K V 0
5297 LGYIAER JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 23 411.2292 2 820.443847 -0.0004 26.04 R A 0
5298 LGYIAERAGGLFGK JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 15 484.6049 3 1450.79287 -0.0004 43.09 R K 0
5299 LGYPITDDLDIYTR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 83 827.9204 2 1653.826247 0.0013 55.88 K L 0
5300 LGYVTPLAAGAFPLTR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 20 823.9668 2 1645.919047 0.0000 56.75 R R 0
5301 LHDVSEEVHR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 45 610.8043 2 1219.594047 -0.0004 20.22 K A 0
5302 LHDYYKDEVVK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 63 704.8591 2 1407.703647 0.0002 25.14 K K 0
5303 LHDYYKDEVVKK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 57 768.9069 2 1535.799247 0.0009 22.86 K L 0
5304 LHEEAMALPSEEEFAER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 72 994.4565 2 1986.898447 -0.0007 43.33 K K 0
5305 LHFGSYHDVDSSELAFK JW3302 ECK3327 fusA protein chain elongation factor EF-G 76 976.4627 2 1950.910847 -0.0004 43.39 R L 0
5306 LHGEDVSLDALKR JW5550 ECK3959 murI glutamate racemase 53 484.9316 3 1451.77297 -0.0003 33.04 K I 0
5307 LHHANDTDSFSATNVH JW1958 ECK1972 yeeI conserved protein 45 883.3986 2 1764.782647 0.0010 22.90 R - 0
5308 LHIAAPTAGK JW2504 ECK2516 yfhM conserved protein 24 489.7898 2 977.565047 -0.0006 25.10 K G 0
5309 LHKPEEAAAMR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 52 418.2204 3 1251.63937 -0.0001 19.54 R R 0
5310 LHLDIPLNGELVTAK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 75 816.9698 2 1631.925047 0.0005 51.08 R G 0
5311 LHLIANEPGTYDGISASYSGPGFSGMK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 13 923.7779 3 2768.31187 0.0004 51.18 R F 0
5312 LHNMEDLFGEVMVPTEEVVEIR JW3945 ECK3973 nusG transcription termination factor 16 862.7582 3 2585.25277 0.0023 66.87 K G 0
5313 LHQCGLPK 57.021465@C:4 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 39 476.7557 2 951.496847 0.0008 19.19 R K 0
5314 LHQDDEIGMLVR JW5943 ECK3514 yhjK predicted diguanylate cyclase 79 713.361 2 1424.707447 -0.0008 39.90 R S 0
5315 LHQSPTGNDIR JW0566 ECK0569 ybdG predicted mechanosensitive channel 51 619.3176 2 1236.620647 -0.0004 18.94 R S 0
5316 LHSLLDEGSLVELGSELEPK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 124 1083.0707 2 2164.126847 0.0006 62.70 R D 0
5317 LHSLLDEGSLVELGSELEPKDVLK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 100 1310.7059 2 2619.397247 -0.0034 64.44 R F 0
5318 LHTVLER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 19 434.2559 2 866.497247 -0.0001 23.13 R L 0
5319 LHVDEAMMDEIK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 14 715.8371 2 1429.659647 0.0015 41.13 R Q 0
5320 LHVHDENNECGIGDVVEIR 57.021465@C:10 JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 61 1103.021 2 2204.027447 -0.0005 39.53 K E 0
5321 LHYALVDEVDSILIDEAR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 102 1036.0393 2 2070.064047 0.0008 67.45 K T 0
5322 LIAEAMDK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 45 445.736 2 889.457447 -0.0004 27.27 K V 0
5323 LIAEAMDKVGK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 64 587.8286 2 1173.642647 0.0000 31.48 K E 0
5324 LIAEAMDKVGKEGVITVEDGTGLQDELDVVEGMQFDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 95 1336.3259 3 4005.95587 0.0008 67.35 K G 0
5325 LIAETAPDANNLLR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 58 755.9152 2 1509.815847 0.0007 44.74 K Q 0
5326 LIAGILPDLLVK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 50 632.916 2 1263.817447 0.0008 64.73 R G 0
5327 LIAGLETVDSGR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 85 615.8378 2 1229.661047 -0.0004 39.02 R I 0
5328 LIAHVGCVSTAESQQLAASAK 57.021465@C:7 JW3194 ECK3214 nanA N-acetylneuraminate lyase 103 714.372 3 2140.09417 -0.0004 35.58 K R 0
5329 LIAINAENGK JW0120 ECK0123 gcd glucose dehydrogenase 34 521.7981 2 1041.581647 -0.0001 28.28 R L 0
5330 LIAINAENGKLCETFANK 57.021465@C:12 JW0120 ECK0123 gcd glucose dehydrogenase 42 669.3505 3 2005.02967 -0.0004 43.51 R G 0
5331 LIANIADWLELHPAEKR JW5374 ECK2258 menD bifunctional 2-oxoglutarate decarboxylase -!- SHCHC synthase 30 663.7017 3 1988.08327 -0.0010 68.35 R Q 0
5332 LIAPLPAQHQAFNQAWTTAVTATQ JW5655 ECK3541 yiaF conserved protein 41 1289.6746 2 2577.334647 0.0006 56.30 K - 0
5333 LIAQGLPNK JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 41 477.2922 2 952.569847 -0.0008 28.62 K M 0
5334 LIAYVTGVQNVR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 34 666.8847 2 1331.754847 -0.0013 40.25 R D 0
5335 LICGIERPSAGK 57.021465@C:3 JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 18 434.239 3 1299.69517 -0.0016 27.47 K I 0
5336 LICYGENR 57.021465@C:3 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 47 512.7473 2 1023.480047 -0.0006 25.02 K D 0
5337 LIDCFPQAQWAK 57.021465@C:4 JW5380 ECK2318 trmC fused 5-methylaminomethyl-2-thiouridine forming enzyme methyltransferase -!- FAD-dependent demodification enzyme 48 738.8695 2 1475.724447 0.0014 47.94 R E 0
5338 LIDDFLFVTTPR JW2635 ECK2654 ygaF predicted enzyme 24 718.8932 2 1435.771847 0.0008 62.64 K T 0
5339 LIDDIVK JW2660 ECK2679 emrA multidrug efflux system 31 408.2472 2 814.479847 -0.0001 36.86 K A 0
5340 LIDEALLDQYAR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 61 710.3781 2 1418.741647 0.0012 52.31 R E 0
5341 LIDEFGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 33 425.2265 2 848.438447 -0.0007 33.24 K T 0
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5342 LIDFNGGTLR JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 71 553.3034 2 1104.592247 -0.0006 42.68 R N 0
5343 LIDFNGGTLRNAIPR JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 19 552.9774 3 1655.91037 -0.0003 57.02 R E 0
5344 LIDICVK 57.021465@C:5 JW2715 ECK2740 truD pseudoruidine synthase 20 430.7491 2 859.483647 0.0000 37.01 R G 0
5345 LIDQATAEIVETAK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 100 751.4098 2 1500.805047 0.0015 43.52 R R 0
5346 LIDQATAEIVETAKR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 86 829.4595 2 1656.904447 -0.0001 40.68 R T 0
5347 LIDQYGPISR JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 67 581.3166 2 1160.618647 -0.0003 35.04 R I 0
5348 LIDSQDVETR JW2751 ECK2774 pyrG CTP synthetase 66 588.2989 2 1174.583247 0.0002 25.96 K G 0
5349 LIDVTTCIGCK 57.021465@C:7,57.021465@C:10 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 52 640.3231 2 1278.631647 0.0005 39.96 K A 0
5350 LIEATQFSMAHQDVR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 48 582.6258 3 1744.85557 -0.0009 38.73 R Y 0
5351 LIEEAEER JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 45 494.751 2 987.487447 0.0001 23.53 K R 0
5352 LIEECMILANISAAR 57.021465@C:5 JW5741 ECK4175 rnr exoribonuclease R, RNase R 63 852.4466 2 1702.878647 0.0042 56.57 K F 0
5353 LIEEEALK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 24 472.7681 2 943.521647 -0.0009 31.57 R E 0
5354 LIEEEALKENTQEVHAIVPVPIASYLLNEK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 12 848.2118 4 3388.818094 0.0053 63.47 R R 0
5355 LIEEEALKENTQEVHAIVPVPIASYLLNEKR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 56 887.2349 4 3544.910494 -0.0033 58.31 R S 0
5356 LIELVGGR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 52 428.7661 2 855.517647 -0.0001 37.21 R G 0
5357 LIEPLIR JW0915 ECK0923 pepN aminopeptidase N 16 427.2789 2 852.543247 -0.0001 40.29 R L 0
5358 LIEQGNPDAVSVQYPLSELR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 65 1114.5817 2 2227.148847 0.0005 52.49 R Y 0
5359 LIEQQAVIAAL JW4215 ECK4251 valS valyl-tRNA synthetase 64 584.8507 2 1167.686847 0.0007 55.72 K - 0
5360 LIEVPVEYIAGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 13 665.8845 2 1329.754447 0.0000 50.59 K V 0
5361 LIFDKESHR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 53 572.8089 2 1143.603247 -0.0003 24.81 K V 0
5362 LIFIDKGR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 39 481.2947 2 960.574847 -0.0008 33.97 R I 0
5363 LIFTGGVAK JW0903 ECK0911 ycbC conserved inner membrane protein 20 453.2763 2 904.538047 -0.0002 35.22 K T 0
5364 LIGDDEHGWDDDGVFNFEGGCYAK 57.021465@C:21 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 45 906.046 3 2715.11617 -0.0020 57.22 R T 0
5365 LIGGQIAPDHGEILFDGENIPAMSR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 63 884.1149 3 2649.32287 0.0010 55.24 R S 0
5366 LIGGYFDTDQR JW3193 ECK3213 nanT sialic acid transporter 63 642.8143 2 1283.614047 -0.0005 41.74 K A 0
5367 LIGIMSR JW1615 ECK1618 add adenosine deaminase 23 395.236 2 788.457447 -0.0004 36.57 K T 0
5368 LIGNPETR JW5808 ECK0142 pcnB poly(A) polymerase I 47 450.2508 2 898.487047 -0.0001 22.59 R Y 0
5369 LIHEHCER 57.021465@C:6 JW2965 ECK2991 hybO hydrogenase 2, small subunit 20 547.2638 2 1092.513047 -0.0004 14.08 R R 0
5370 LIHGGLR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 22 383.2401 2 764.465647 -0.0001 20.24 K Y 0
5371 LIHGQVATR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 48 497.7933 2 993.572047 0.0002 18.77 R W 0
5372 LIIDGVLK JW2947 ECK2975 glcC DNA-binding transcriptional dual regulator, glycolate-binding 30 435.7866 2 869.558647 0.0000 45.38 R V 0
5373 LILDAAPDLR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 61 548.8218 2 1095.629047 0.0003 44.57 R I 0
5374 LILPLAIGK JW3352 ECK3376 aroB 3-dehydroquinate synthase 19 469.3258 2 936.637047 -0.0001 53.69 R S 0
5375 LILSEDPQPTPLAWQR JW5701 ECK3346 yhfK conserved inner membrane protein 69 932.503 2 1862.991447 0.0025 51.02 R M 0
5376 LINDAYDSEYFATK JW3897 ECK3918 glpK glycerol kinase 93 825.3882 2 1648.761847 -0.0003 43.01 K V 0
5377 LINGSIER JW4092 ECK4125 cadA lysine decarboxylase 1 42 451.2586 2 900.502647 -0.0003 24.56 R A 0
5378 LINKEDAVVVDLR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 82 742.4272 2 1482.839847 -0.0006 37.48 R Q 0
5379 LIPAAVEGGLHQIETASGAVLK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 32 725.4109 3 2173.21087 0.0002 60.70 K A 0
5380 LIPAGTGYAYHQDR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 31 781.3915 2 1560.768447 0.0000 30.35 R M 0
5381 LIQADCLAWLR 57.021465@C:6 JW0931 ECK0939 ycbY predicted methyltransferase 32 679.8667 2 1357.718847 0.0011 54.44 R E 0
5382 LIQESILR JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 44 486.2975 2 970.580447 -0.0007 36.01 R N 0
5383 LIQLMNETVDGDYQTFK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 139 1007.993 2 2013.971447 -0.0002 53.26 K S 0
5384 LISAVMGGR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 56 452.2576 2 902.500647 -0.0002 32.66 R T 0
5385 LISEEIELSR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 76 594.8271 2 1187.639647 -0.0002 40.31 R L 0
5386 LISLDTFSQLGK JW4120 ECK4155 yjeP predicted mechanosensitive channel 53 661.3724 2 1320.730247 0.0014 56.14 R A 0
5387 LISQDYDIFLTDNPSNLTASGLLLSDDESGVR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 54 1156.9064 3 3467.69737 0.0031 69.64 R E 0
5388 LISTIYTQANQYR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 23 785.9151 2 1569.815647 0.0005 40.25 R V 0
5389 LISVVLGAK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 73 450.2996 2 898.584647 -0.0004 39.19 R T 0
5390 LITDGLAVFEK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 62 603.343 2 1204.671447 0.0012 54.40 K M 0
5391 LITIAVPR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 48 441.792 2 881.569447 -0.0003 41.71 R I 0
5392 LITMISSPNGEQR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 26 723.3754 2 1444.736247 0.0018 37.05 R L 0
5393 LITSSSADGK JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 21 489.7588 2 977.503047 0.0001 19.09 R L 0
5394 LIVAVNSDASTKR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 49 458.5958 3 1372.76557 -0.0017 26.12 R L 0
5395 LIVGLANPGAEYAATR JW1195 ECK1192 pth peptidyl-tRNA hydrolase 77 808.4435 2 1614.872447 -0.0005 45.59 K H 0
5396 LIVGLNADPEFFMHQK JW0556 ECK0559 ybcH predicted protein 15 620.3222 3 1857.94477 0.0001 55.93 K Q 0
5397 LIVIDPR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 51 413.2631 2 824.511647 -0.0003 36.46 K F 0
5398 LIVIEMNPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 63 542.8124 2 1083.610247 -0.0007 41.59 R V 0
5399 LIVVEKFSVEAPK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 38 486.9568 3 1457.84857 -0.0008 43.44 R T 0
5400 LIYTASDLK JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 10 512.2896 2 1022.564647 -0.0001 35.58 R V 0
5401 LKADATDNTSLAEHLSETNFYLGK JW3132 ECK3151 nlpI conserved protein 52 880.1052 3 2637.29377 0.0016 48.49 R Y 0
5402 LKAEEGIWMTDVPVPELGHNDLLIK JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 35 705.1273 4 2816.480094 0.0020 60.08 K I 0
5403 LKANPQPELLK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 18 417.5865 3 1249.73767 -0.0016 27.68 K H 0
5404 LKAQFAQQGR JW2363 ECK2362 dsdA D-serine ammonia-lyase 49 573.8223 2 1145.630047 -0.0004 20.51 R I 0
5405 LKDGVGLLPTVLDVVENPK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 78 1003.5808 2 2005.147047 0.0013 60.19 K N 0
5406 LKDLETQSQDGTFDK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 72 862.9226 2 1723.830647 0.0041 28.77 R L 0
5407 LKDLETQSQDGTFDKLTK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 70 1034.0341 2 2066.053647 0.0005 35.05 R K 0
5408 LKDLPAITLDGHQVEVCANIGTVR 57.021465@C:17 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 68 873.8027 3 2618.38627 0.0013 51.05 K D 0
5409 LKDLTNKR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 29 494.3014 2 986.588247 0.0010 16.43 R A 0
5410 LKDLVNQDGGENWAK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 52 562.9525 3 1685.83567 -0.0015 34.00 R I 0
5411 LKDMHPTER JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 16 376.1936 3 1125.55897 -0.0010 17.60 R G 0
5412 LKENGFIK JW2101 ECK2107 metG methionyl-tRNA synthetase 43 474.7791 2 947.543647 -0.0002 23.88 R N 0
5413 LKGMLTTDVESYDKLSLDQR JW3460 ECK3478 pitA phosphate transporter, low-affinity 57 771.3968 3 2311.16857 -0.0043 45.30 R S 0
5414 LKLDHLGKEVLESR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 28 409.9896 4 1635.929294 -0.0014 36.53 K L 0
5415 LKMDNWIVK JW1200 ECK1197 lolB chaperone for lipoproteins 38 573.8201 2 1145.625647 -0.0009 41.89 K - 0
5416 LKMMDLISKIDK 15.994915@M:4 JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 20 484.2716 3 1449.79297 -0.0004 35.91 K - 0
5417 LKNELIVAQK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 37 578.3588 2 1154.703047 0.0007 27.14 K K 0
5418 LKNEQPQIR JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 13 375.8839 3 1124.62987 -0.0003 19.51 R A 0
5419 LKPQTPEEEQHD JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 29 725.8441 2 1449.673647 0.0000 19.21 K - 0
5420 LKQDVYYLEKPR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 97 776.4303 2 1550.846047 0.0003 29.36 R R 0
5421 LKQELANGTLK JW0452 ECK0457 acrA multidrug efflux system 43 607.8585 2 1213.702447 -0.0005 23.30 R Q 0
5422 LKQELANGTLKQENGK JW0452 ECK0457 acrA multidrug efflux system 85 885.9891 2 1769.963647 0.0001 20.92 R A 0
5423 LKQPANATVTAIEMAVEK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 56 638.6842 3 1913.03077 0.0016 47.96 K A 0
5424 LKSEYNVEAVYESVNVATAR JW5873 ECK4366 prfC peptide chain release factor RF-3 27 748.0497 3 2241.12727 -0.0004 48.40 R W 0
5425 LKTNNPEQLEK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 54 657.3567 2 1312.698847 0.0002 20.41 R V 0
5426 LKVDNLCGPGVNDVSFTLR 57.021465@C:7 JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 32 702.0333 3 2103.07807 -0.0001 49.82 R K 0
5427 LKVPGETQTGK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 20 579.3294 2 1156.644247 -0.0010 21.51 K L 0
5428 LKVYAGNEHNHAAQQPQVLDI JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 24 782.4052 3 2344.19377 0.0014 36.83 K - 0
5429 LLAADLQQAR JW0556 ECK0559 ybcH predicted protein 76 549.8166 2 1097.618647 -0.0007 33.70 R L 0
5430 LLAAVPLSEKDKPLIK JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 18 579.029 3 1734.06517 -0.0003 38.11 R E 0
5431 LLADEGNINAQR JW4177 ECK4214 ytfL predicted inner membrane protein 92 657.344 2 1312.673447 0.0000 28.59 K V 0
5432 LLADQLGSLGYQCK 57.021465@C:13 JW5917 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 108 783.4032 2 1564.791847 -0.0001 46.14 R T 0
5433 LLAECEER 57.021465@C:5 JW3963 ECK3991 yjaG conserved protein 28 510.244 2 1018.473447 -0.0018 22.60 R D 0
5434 LLAEHNLDASAIK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 45 697.886 2 1393.757447 0.0010 34.28 R G 0
5435 LLAEHNLDASAIKGTGVGGR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 117 990.0374 2 1978.060247 0.0007 34.43 R L 0
5436 LLAIQQLGR JW1272 ECK1275 yciM conserved protein 19 506.3188 2 1010.623047 -0.0005 41.69 R D 0
5437 LLANETDAR JW5791 ECK4344 yjiY predicted inner membrane protein 68 501.7644 2 1001.514247 0.0002 22.12 K F 0
5438 LLAQICQR 57.021465@C:6 JW1279 ECK1281 rnb ribonuclease II 61 501.2813 2 1000.548047 -0.0008 29.63 R R 0
5439 LLASAAQENEPFWR JW2507 ECK2520 pepB aminopeptidase B 95 816.4128 2 1630.811047 0.0008 47.78 R L 0
5440 LLASDIPLVVIETSR JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 27 813.478 2 1624.941447 0.0015 60.66 K T 0
5441 LLATHYQQTNLDWYNSR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 22 708.3487 3 2122.02427 0.0011 43.46 K N 0
5442 LLATLPANEMLEER JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 45 800.4237 2 1598.832847 -0.0008 49.32 K Y 0
5443 LLDAAGLSMALNK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 101 658.8661 2 1315.717647 0.0007 50.77 R S 0
5444 LLDAHKGQLPTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 42 450.261 3 1347.76117 -0.0012 24.33 K L 0
5445 LLDEAER JW3997 ECK4029 malM maltose regulon periplasmic protein 50 423.2215 2 844.428447 -0.0006 23.67 K L 0
5446 LLDEGNTVPFIAR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 65 722.8935 2 1443.772447 0.0004 49.05 R Y 0
5447 LLDEGRAGENVGVLLR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 45 570.9882 3 1709.94277 0.0004 43.84 K G JW3943
5448 LLDGLAK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 24 365.2288 2 728.443047 -0.0001 33.59 K K 0
5449 LLDIVCGAPNCR 57.021465@C:6,57.021465@C:11 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 86 694.345 2 1386.675447 0.0007 41.05 R Q 0
5450 LLDLAAPDIIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 50 654.8981 2 1307.781647 0.0005 56.59 R N 0
5451 LLDLAAPDIIVRNEK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 42 560.6613 3 1678.96207 0.0005 49.88 R R 0
5452 LLDLTPPTAR JW0473 ECK0478 copA copper transporter 34 548.8218 2 1095.629047 0.0003 41.23 K L 0
5453 LLDNAAADLAAISGQKPLITK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 17 708.4074 3 2122.20037 0.0007 55.24 K A 0
5454 LLDNLLTK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 15 465.2871 2 928.559647 0.0003 44.75 K N 0
5455 LLDQGTVK JW5052 ECK0371 ampH beta-lactamase/D-alanine carboxypeptidase 19 437.2555 2 872.496447 -0.0002 23.41 K L 0
5456 LLDVLDK JW5492 ECK2983 yghU predicted S-transferase 22 408.2471 2 814.479647 -0.0004 35.38 R Q 0
5457 LLEATQYR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 57 497.2716 2 992.528647 -0.0004 27.86 K Q 0
5458 LLEDAGLNSWLGEGGR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 109 843.9255 2 1685.836447 -0.0007 55.42 K Q 0
5459 LLEDVILPSYDELSTMLDQR JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 64 1175.5978 2 2349.181047 0.0037 75.54 K Q 0
5460 LLEEYVGQPQVR JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 23 715.885 2 1429.755447 -0.0010 39.04 K S 0
5461 LLEIHSNGGEK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 12 598.8169 2 1195.619247 -0.0003 24.08 R A 0
5462 LLEIPFNPVYR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 40 680.885 2 1359.755447 0.0005 57.72 K N 0
5463 LLENGANTSFVNR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 69 717.8715 2 1433.728447 0.0021 34.46 R I 0
5464 LLETEGIKEVLIAEEEHSAYVK JW5059 ECK0421 yajR predicted transporter 21 625.8352 4 2499.311694 0.0008 53.45 R I 0
5465 LLEVTPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 45 414.2527 2 826.490847 -0.0003 29.70 K H 0
5466 LLFLDEAAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 58 524.2953 2 1046.576047 0.0001 49.87 R L 0
5467 LLGAGMSDYLAKPIEEER JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 34 664.6756 3 1991.00497 0.0018 48.25 K L 0
5468 LLGDMSPSYDAAAWNR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 60 883.9122 2 1765.809847 0.0005 48.92 R L 0
5469 LLGDNTDGVGLLSDLER JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 108 893.9629 2 1785.911247 0.0004 60.43 R L 0
5470 LLGEERPFR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 27 558.8108 2 1115.607047 -0.0016 31.34 R F 0
5471 LLGIEPK JW2460 ECK2471 ypfJ conserved protein 49 385.2445 2 768.474447 0.0000 34.67 K V 0
5472 LLGLDYPGGPLLSK JW3036 ECK3054 ygjD predicted peptidase 71 721.9164 2 1441.818247 0.0002 58.03 K M 0
5473 LLGTQYISK JW0452 ECK0457 acrA multidrug efflux system 39 511.7976 2 1021.580647 -0.0001 35.14 K Q 0
5474 LLGTQYISKQEYDQALADAQQANAAVTAAK JW0452 ECK0457 acrA multidrug efflux system 36 1060.8784 3 3179.61337 0.0035 55.77 K A 0
5475 LLHPETEAALTR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 56 675.8718 2 1349.729047 -0.0012 29.66 K L 0
5476 LLHVSTPASEYSQGQDLFNPQR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 39 829.7466 3 2486.21797 -0.0010 46.98 R R 0
5477 LLIDADIKGPGK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 57 413.9146 3 1238.72197 -0.0013 37.48 K A 0
5478 LLIDDLSFSIPK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 69 680.8896 2 1359.764647 -0.0002 62.13 R G 0
5479 LLIDICGGEAGPVIDITNEATLPK 57.021465@C:6 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 104 1255.1631 2 2508.311647 -0.0027 63.90 R R 0
5480 LLIEEEAAK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 39 508.2866 2 1014.558647 -0.0010 32.81 K L 0
5481 LLILDEPTAGVDIELR JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 80 883.9988 2 1765.983047 0.0005 60.65 K R 0
5482 LLIVEDEKK JW0560 ECK0563 cusR DNA-binding response regulator in two-component regulatory system with CusS 51 543.8238 2 1085.633047 -0.0001 26.96 K T 0
5483 LLLAQGR JW1803 ECK1812 sdaA L-serine deaminase I 26 385.7477 2 769.480847 -0.0001 28.08 R H 0
5484 LLLDPGFGFGK JW3144 ECK3166 folP 7,8-dihydropteroate synthase 35 582.3269 2 1162.639247 0.0006 58.19 K N 0
5485 LLLEKPDMLLLDEPTNHLDAESVAWLER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 32 815.928 4 3259.682894 0.0033 64.02 R F 0
5486 LLLETMR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 18 438.2545 2 874.494447 -0.0002 38.35 R G 0
5487 LLLGGEK JW5247 ECK1518 yneI predicted aldehyde dehydrogenase 19 365.2288 2 728.443047 -0.0002 26.93 R M 0
5488 LLLLDESLSALDYK JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 109 796.9433 2 1591.872047 0.0013 65.53 R L 0
5489 LLLPIPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 28 411.2839 2 820.553247 -0.0002 47.97 R L 0
5490 LLLSEACPLILDYHVALDNAR 57.021465@C:7 JW4135 ECK4173 purA adenylosuccinate synthetase 69 799.4267 3 2395.25827 0.0013 61.93 R E 0
5491 LLLSSGVK JW0046 ECK0048 kefC potassium:proton antiporter 26 408.7628 2 815.511047 -0.0006 24.46 R M 0
5492 LLLTNPLGSTELELNAQPGNVQLVDNK JW1200 ECK1197 lolB chaperone for lipoproteins 75 1445.7785 2 2889.542447 -0.0022 62.10 R G 0
5493 LLLTNPLGSTELELNAQPGNVQLVDNKGQR JW1200 ECK1197 lolB chaperone for lipoproteins 88 1077.9149 3 3230.72287 -0.0030 57.42 R Y 0
5494 LLLVTTEGR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 47 501.3033 2 1000.592047 0.0004 36.56 R V 0
5495 LLMEETGIPVVVAEDPLTCVAR 57.021465@C:19 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 99 1206.6311 2 2411.247647 0.0037 64.05 R G 0
5496 LLMGESSVLVLGGQR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 115 779.9344 2 1557.854247 -0.0005 51.60 R A 0
5497 LLMNDGLVSR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 30 559.3048 2 1116.595047 -0.0010 39.81 K N 0
5498 LLMPQSGTVFLGDNPINMLSSR JW4247 ECK4277 fecE KpLE2 phage-like element; iron-dicitrate transporter subunit -!- ATP-binding component of ABC superfamily 80 1195.6139 2 2389.213247 -0.0001 65.83 R Q 0
5499 LLNDLVR JW2054 ECK2063 yegD predicted chaperone 55 421.7581 2 841.501647 -0.0004 37.93 R D 0
5500 LLNDTDMAIIDK JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 30 681.3529 2 1360.691247 0.0004 46.27 K R 0
5501 LLNDTDMAIIDKR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 74 759.4033 2 1516.792047 0.0001 40.66 K R 0
5502 LLNENNALPPLANFKDESGNEPR JW3927 ECK3946 yijP conserved inner membrane protein 51 851.43 3 2551.26817 0.0015 46.72 K T 0
5503 LLNLEQAGKPVADAASMQR JW2462 ECK2473 nlpB lipoprotein 91 1006.5329 2 2011.051247 -0.0007 43.26 K Y 0
5504 LLNLPLSILVK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 32 611.9104 2 1221.806247 0.0002 64.20 K S 0
5505 LLNLQTYFTAGVK JW1194 ECK1191 ychF predicted GTP-binding protein 64 734.4145 2 1466.814447 0.0012 57.89 K E 0
5506 LLNTTAGMDPAWDAAIQR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 117 972.4856 2 1942.956647 -0.0003 51.64 R A 0
5507 LLPESQQQIQTMAAK JW2586 ECK2602 yfiB predicted outer membrane lipoprotein 67 843.4479 2 1684.881247 -0.0004 37.13 K L 0
5508 LLPGAEHFSGTLSGSVENGLLTASMK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 25 872.7827 3 2615.32627 -0.0001 56.89 K Q 0
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5509 LLPGPTGER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 30 470.2665 2 938.518447 -0.0001 26.72 R N 0
5510 LLPHIPADQFPAQALACELYK 57.021465@C:17 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 48 799.0874 3 2394.24037 -0.0002 58.20 K V 0
5511 LLPLSPAGLAR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 14 554.3469 2 1106.679247 -0.0019 45.48 K Y 0
5512 LLPNFIFVANIESKDPQQIISGNEK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 25 938.8406 3 2813.49997 0.0039 63.24 K V 0
5513 LLPTEIMAGSPIRSR 15.994915@M:7 JW2985 ECK3008 sufI repressor protein for FtsI 13 552.9744 3 1655.90137 -0.0015 40.68 R D 0
5514 LLPWIDGLLDAGEK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 64 770.4251 2 1538.835647 0.0012 70.74 K H 0
5515 LLQDVAR JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 55 407.7426 2 813.470647 -0.0002 26.18 R E 0
5516 LLQMADLVYTGR JW2504 ECK2516 yfhM conserved protein 68 690.3705 2 1378.726447 -0.0013 53.56 K F 0
5517 LLQQQQIIDQELYDMLSARPLGVQPR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 74 1018.2134 3 3051.61837 0.0010 67.93 R G 0
5518 LLQQSGTFDSR JW5571 ECK3864 bipA GTP-binding protein 43 626.3202 2 1250.625847 0.0004 30.36 K A 0
5519 LLQTLIEEEWPDR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 18 821.4279 2 1640.841247 0.0003 57.07 R A 0
5520 LLQVGGNMLLLDEPTNDLDIETLR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 100 1341.7041 2 2681.393647 -0.0010 66.18 K A 0
5521 LLQYIKEENFDCR 57.021465@C:12 JW2560 ECK2574 srmB ATP-dependent RNA helicase 11 576.6189 3 1726.83487 0.0001 40.73 R A 0
5522 LLSDISHELR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 32 394.8873 3 1181.64007 -0.0005 38.28 R T 0
5523 LLSDTECLVK 57.021465@C:7 JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 55 589.3092 2 1176.603847 -0.0022 36.95 R K 0
5524 LLSEQLGEGEIELR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 37 793.4246 2 1584.834647 -0.0012 48.41 R N 0
5525 LLSGQKEDAELDAETASMLVDHGNQQIFNPQER JW5336 ECK2057 yegH fused predicted membrane proteins 13 921.6956 4 3682.753294 0.0001 53.05 R R 0
5526 LLSLCGPFDDNIK 57.021465@C:5 JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 54 746.3798 2 1490.745047 0.0011 53.83 R Q 0
5527 LLSPFASFDESALTGESIPVER JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 118 1183.1004 2 2364.186247 0.0014 63.39 K A 0
5528 LLSQLGAK JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 46 415.2607 2 828.506847 0.0001 28.81 K V 0
5529 LLSSGPR JW4099 ECK4133 aspA aspartate ammonia-lyase 27 365.216 2 728.417447 -0.0005 19.97 R A 0
5530 LLSVDALMR 15.994915@M:8 JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 11 345.1951 3 1032.56347 -0.0002 24.94 R K 0
5531 LLSVPGIEEGGR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 30 613.8408 2 1225.667047 0.0004 43.51 R L 0
5532 LLTETIESLNTR JW5063 ECK0452 ylaC predicted inner membrane protein 63 695.3827 2 1388.750847 -0.0002 44.84 R E 0
5533 LLTGTRVEK JW4107 ECK4141 efp Elongation factor EF-P 43 508.8087 2 1015.602847 0.0003 20.38 R T 0
5534 LLTQLTLLASGN JW0898 ECK0906 lpxK lipid A 4'kinase 38 622.3664 2 1242.718247 -0.0001 59.01 K - 0
5535 LLTQLYGDR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 48 539.7978 2 1077.581047 -0.0008 37.19 K M 0
5536 LLTSPVLYNGNLVVGDSEGYLHWINVEDGR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 71 1110.5658 3 3328.67557 0.0029 66.22 R F 0
5537 LLVAAQAVPR JW3775 ECK3797 hemX uroporphyrinogen III methylase 86 519.327 2 1036.639447 0.0002 33.90 R H 0
5538 LLVDACYSPVER 57.021465@C:6 JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 87 711.3578 2 1420.701047 -0.0009 41.53 R I 0
5539 LLVNTGSLAESTQQSGYSHAIPR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 73 810.4192 3 2428.23577 0.0013 43.30 R I 0
5540 LLVPTTFMNLSGK JW1195 ECK1192 pth peptidyl-tRNA hydrolase 79 710.8971 2 1419.779647 0.0000 56.84 R A 0
5541 LLVSELSGVEPK JW2667 ECK2692 alaS alanyl-tRNA synthetase 56 635.8661 2 1269.717647 -0.0004 46.97 K M 0
5542 LLWSSNLNVDGMK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 33 738.8806 2 1475.746647 0.0024 52.20 R T 0
5543 LLWVEQVTVPDYLAGNGVVYQTSDVK JW5127 ECK0943 ymbA conserved protein 43 1447.2542 2 2892.493847 0.0031 65.98 R Y 0
5544 LLYQQEPANLTR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 55 723.3909 2 1444.767247 -0.0002 35.90 R L 0
5545 LMAENGNWLVEVKPWYVVGNTDDNPDITK JW3794 ECK3815 pldA outer membrane phospholipase A 41 1106.5443 3 3316.61107 0.0039 61.72 R Y 0
5546 LMDEAAQK JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 35 453.2238 2 904.433047 0.0006 19.38 K T 0
5547 LMDEQQQQVKDDIAQLLNKDWR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 40 905.4574 3 2713.35037 0.0011 63.98 R A 0
5548 LMDLGCYR 57.021465@C:6 JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 25 514.2389 2 1026.463247 0.0007 39.93 R G 0
5549 LMDNQAPTTSVKPPSGPNGAWLR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 83 1219.1167 2 2436.218847 -0.0031 42.36 R Y 0
5550 LMDSIAK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 39 389.2123 2 776.410047 -0.0001 26.46 K G 0
5551 LMDSIAKGDEVLTNGGLVGR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 66 1023.038 2 2044.061447 -0.0008 48.90 K V 0
5552 LMDSIAKGDEVLTNGGLVGRVTK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 28 594.0755 4 2372.272894 -0.0002 47.27 K V 0
5553 LMDYHLNEAEEGR JW1272 ECK1275 yciM conserved protein 30 526.2396 3 1575.69697 -0.0018 34.27 K A 0
5554 LMEALDK JW0934 ECK0942 pqiB paraquat-inducible protein B 29 410.2176 2 818.420647 -0.0001 28.45 R I 0
5555 LMEANPNAGIIQSSPK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 54 835.4332 2 1668.851847 0.0015 35.68 R A 0
5556 LMEQEGISR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 57 531.7658 2 1061.517047 -0.0005 26.20 R Y 0
5557 LMGEQFVTGETIAEALANAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 98 1061.0351 2 2120.055647 -0.0014 64.86 R K 0
5558 LMGESSGQTYR JW5741 ECK4175 rnr exoribonuclease R, RNase R 33 614.7848 2 1227.555047 -0.0003 24.79 R L 0
5559 LMGFSGR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 15 384.1972 2 766.379847 0.0002 33.46 K V 0
5560 LMGGGAGFAQQPLFSSK JW5927 ECK3028 ygiB conserved outer membrane protein 17 848.4299 2 1694.845247 0.0002 49.30 R N 0
5561 LMLPISLSFDHR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 39 476.9266 3 1427.75797 -0.0016 56.23 R V 0
5562 LMLREDNADLR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 29 449.2344 3 1344.68137 -0.0005 31.13 R L 0
5563 LMNYPGTR JW0306 ECK0312 betT choline transporter of high affinity 35 476.2388 2 950.463047 -0.0013 27.33 R Y 0
5564 LMPSELSGGMAR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 53 624.8067 2 1247.598847 -0.0013 36.84 K R 0
5565 LMQMAER JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 40 439.7143 2 877.414047 -0.0008 25.28 R F 0
5566 LMQMMPQVLPSPDAMGPK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 59 985.9821 2 1969.949647 -0.0001 55.87 R L 0
5567 LMSDLNR JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 25 424.7184 2 847.422247 0.0002 25.17 R N 0
5568 LMSEHHPDKLVAK JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 25 502.2698 3 1503.78757 0.0008 20.01 K G 0
5569 LMSGEIKGDQDMILLLSKK JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 32 707.0551 3 2118.14347 0.0008 49.33 R N 0
5570 LMTDGILLAEIQQDR JW5905 ECK1406 hrpA ATP-dependent helicase 79 858.4536 2 1714.892647 0.0003 56.81 K L 0
5571 LMTEFNYNSVMQVPR 15.994915@M:2 JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 84 922.9355 2 1843.856447 -0.0032 50.40 K V 0
5572 LMTEFNYNSVMQVPRVEK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 24 729.0308 3 2184.07057 0.0001 50.11 K I 0
5573 LMVALDVGGAIK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 39 593.8468 2 1185.679047 0.0001 49.66 R G 0
5574 LMYVMGR JW5330 ECK2008 yeeF predicted amino-acid transporter 36 435.2221 2 868.429647 -0.0001 36.35 R D 0
5575 LNADTLVIADHNK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 69 475.2553 3 1422.74407 -0.0025 34.16 K A 0
5576 LNAIESNYVGK JW1718 ECK1727 ydjN predicted transporter 30 604.3194 2 1206.624247 -0.0002 31.88 R V 0
5577 LNALAER JW0907 ECK0915 mukB fused chromosome partitioning proteins 20 393.727 2 785.439447 0.0000 14.08 R F 0
5578 LNAPESK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 39 379.7057 2 757.396847 -0.0001 17.09 K Q 0
5579 LNAPVDEQGR JW2294 ECK2291 pta phosphate acetyltransferase 11 549.7805 2 1097.546447 -0.0001 23.06 K T 0
5580 LNAQLAQAEEK JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 42 607.8216 2 1213.628647 -0.0017 26.06 K L 0
5581 LNDAGVSR JW0488 ECK0493 ylbH conserved protein, rhs-like 13 416.2197 2 830.424847 0.0002 30.60 K S 0
5582 LNDHKPASIGQASR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 78 498.599 3 1492.77517 0.0005 18.76 K I 0
5583 LNDMVNWGR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 71 552.7665 2 1103.518447 0.0003 39.24 K K 0
5584 LNDNETYR JW1486 ECK1485 yddW predicted liprotein 43 512.7384 2 1023.462247 0.0001 19.78 R K 0
5585 LNDNETYRK JW1486 ECK1485 yddW predicted liprotein 14 576.7857 2 1151.556847 -0.0001 17.18 R Y 0
5586 LNDTSIGIELENR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 107 737.3805 2 1472.746447 -0.0006 42.07 R G 0
5587 LNDVEYHESIDEMK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 33 574.5942 3 1720.76077 -0.0007 34.36 R H 0
5588 LNDWAER JW2049 ECK2058 asmA predicted assembly protein 50 452.2192 2 902.423847 -0.0008 25.53 R N 0
5589 LNEAEQVLDMFGDHFGLNIVHVPAEDR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 37 767.1253 4 3064.472094 0.0011 70.29 R F 0
5590 LNELGASSINFVVR JW2891 ECK2920 mscS mechanosensitive channel 97 759.9172 2 1517.819847 -0.0003 49.80 R V 0
5591 LNFSHGDYAEHGQR JW1666 ECK1672 pykF pyruvate kinase I 49 544.251 3 1629.73117 0.0027 24.49 R I 0
5592 LNGDVAATER JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 25 523.2674 2 1044.520247 0.0002 21.09 K E 0
5593 LNGGDWVPYPQ JW3506 ECK3523 bcsG predicted inner membrane protein 29 623.2985 2 1244.582447 -0.0001 50.19 R - 0
5594 LNGVELLDK JW0636 ECK0634 rlpB minor lipoprotein 10 500.7869 2 999.559247 -0.0008 38.61 R E 0
5595 LNGVELLDKETTR JW0636 ECK0634 rlpB minor lipoprotein 70 744.4065 2 1486.798447 -0.0005 39.67 R K 0
5596 LNGVELLDKETTRK JW0636 ECK0634 rlpB minor lipoprotein 56 808.4546 2 1614.894647 0.0007 34.66 R D 0
5597 LNHLVDDK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 42 477.2562 2 952.497847 0.0000 20.17 K M 0
5598 LNHLVDDKMHAR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 64 483.5858 3 1447.73557 0.0001 21.08 K S 0
5599 LNIDQNPGTAPK JW5856 ECK3773 trxA thioredoxin 1 32 634.3357 2 1266.656847 0.0000 27.01 K Y 0
5600 LNIGNPAPFGFDAPDEILVDVIR JW2287 ECK2284 yfbQ predicted aminotransferase 78 1241.6504 2 2481.286247 -0.0040 75.43 K N 0
5601 LNIKPGQTTFDGR JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 13 482.9276 3 1445.76097 -0.0017 32.40 K F 0
5602 LNIPMLSAAMDTVTEAR JW5401 ECK2504 guaB IMP dehydrogenase 79 916.9671 2 1831.919647 0.0026 66.92 R L 0
5603 LNLAGVSGSADLSQFPIALVQR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 86 1128.6221 2 2255.229647 0.0023 63.57 R V 0
5604 LNLLADDSLADRVDEIR JW0907 ECK0915 mukB fused chromosome partitioning proteins 39 643.3408 3 1927.00057 -0.0003 52.51 R E 0
5605 LNLSLDSQLYPQISGHK JW0099 ECK0102 yacF conserved protein 86 957.0094 2 1912.004247 -0.0012 49.00 R S 0
5606 LNLVYIYGESLER JW5794 ECK4349 mdoB phosphoglycerol transferase I 80 784.9199 2 1567.825247 0.0007 56.19 K T 0
5607 LNNEVLHEVQAS JW4029 ECK4061 yjcH conserved inner membrane protein involved in acetate transport 10 676.8434 2 1351.672247 -0.0009 35.69 R - 0
5608 LNPADAAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 50 400.2191 2 798.423647 0.0001 20.02 K L 0
5609 LNPLALR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 43 398.7555 2 795.496447 -0.0001 37.08 K K 0
5610 LNPTHPNIDYVMYMR JW2577 ECK2593 yfiO predicted lipoprotein 64 932.447 2 1862.879447 -0.0014 46.08 R G 0
5611 LNQLSNQVDNLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 86 707.3755 2 1412.736447 -0.0006 34.54 K L 0
5612 LNSGMPEYGQK JW1446 ECK1445 yncD predicted iron outer membrane transporter 32 612.2899 2 1222.565247 0.0001 27.82 R G 0
5613 LNSLFCSVAYSVLEQPDEDEGRDEY 57.021465@C:6 JW3980 ECK4012 yjbB predicted transporter 60 979.1037 3 2934.28927 0.0027 67.93 R - 0
5614 LNTDLEPEQR JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 48 607.8043 2 1213.594047 0.0002 29.17 R R 0
5615 LNTLSPAEGSK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 61 558.7978 2 1115.581047 -0.0012 23.95 R K 0
5616 LNTLSPAEGSKK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 48 622.8454 2 1243.676247 -0.0009 20.13 R A 0
5617 LNTWIADAPIALR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 51 727.412 2 1452.809447 0.0006 55.80 R Q 0
5618 LNVLVNVLGK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 38 534.8424 2 1067.670247 0.0001 50.41 R K 0
5619 LNVMGEK JW0790 ECK0794 fiu predicted iron outer membrane transporter 35 395.7105 2 789.406447 0.0011 23.46 R T 0
5620 LNVPENPIIPYIEGDGIGVDVTPAMLK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 85 1432.7576 2 2863.500647 -0.0035 69.58 K V 0
5621 LNVVDCGDLVYAFGDAR 57.021465@C:6 JW2904 ECK2932 speB agmatinase 54 942.4516 2 1882.888647 0.0004 58.08 R E 0
5622 LNVVEVK JW1338 ECK1341 ydaO predicted C32 tRNA thiolase 12 400.7474 2 799.480247 -0.0001 27.97 R - 0
5623 LPAAEIDPTYR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 57 623.3272 2 1244.639847 -0.0003 36.31 R R 0
5624 LPAAEIDPTYRR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 11 701.3772 2 1400.739847 -0.0013 31.48 R L 0
5625 LPAALEK JW2462 ECK2473 nlpB lipoprotein 29 371.2287 2 740.442847 -0.0003 26.07 R V 0
5626 LPALDLAEFNIAGAPGYSK JW2504 ECK2516 yfhM conserved protein 112 974.0141 2 1946.013647 -0.0013 61.83 K Q 0
5627 LPAQIAR JW0861 ECK0868 ybjX conserved protein 52 384.7398 2 767.465047 -0.0002 23.62 R K 0
5628 LPAQLSGSLSDPTLTFEPGALLR JW1376 ECK1378 ydbH predicted protein 97 1192.1454 2 2382.276247 -0.0031 63.71 R S 0
5629 LPATDGQVK JW5100 ECK0729 tolB periplasmic protein 39 464.7582 2 927.501847 -0.0007 20.91 R F 0
5630 LPDAKDKEESVA JW4177 ECK4214 ytfL predicted inner membrane protein 37 651.3331 2 1300.651647 0.0005 21.45 K - 0
5631 LPDAVAVSMEDHINPNCHGR 57.021465@C:17 JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 37 744.6817 3 2231.02327 0.0023 40.39 K W 0
5632 LPDWDAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 15 422.7134 2 843.412247 -0.0003 34.04 R I 0
5633 LPEGCELR 57.021465@C:5 JW5189 ECK1194 ychM predicted transporter 26 487.2423 2 972.470047 0.0001 24.32 R V 0
5634 LPFAYAK JW0886 ECK0894 pflB pyruvate formate lyase I 41 405.2314 2 808.448247 -0.0001 35.53 K D 0
5635 LPFICELAK 57.021465@C:5 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 34 545.8016 2 1089.588647 -0.0005 50.40 R A 0
5636 LPGEEGLWQIHLQDGK JW0328 ECK0334 codA cytosine deaminase 18 607.316 3 1818.92617 -0.0001 50.53 R I 0
5637 LPGELSGGQR JW0065 ECK0067 thiQ thiamin transporter subunit -!- ATP-binding component of ABC superfamily 12 507.2723 2 1012.530047 0.0000 25.35 R Q 0
5638 LPGGETIDEWALWR JW1782 ECK1791 yoaF conserved outer membrane protein 78 821.9157 2 1641.816847 0.0018 61.64 K R 0
5639 LPGGQLEQAR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 69 534.793 2 1067.571447 -0.0009 26.37 R E 0
5640 LPGHMNVLLAEAK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 29 464.9268 3 1391.75857 -0.0007 40.25 R V 0
5641 LPGILELSR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 37 499.3056 2 996.596647 -0.0001 47.20 R T 0
5642 LPGVEEYIK JW1753 ECK1762 selD selenophosphate synthase 14 524.2895 2 1046.564447 -0.0003 41.20 K L 0
5643 LPGVNDTR JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 45 436.2353 2 870.456047 0.0001 24.23 R T 0
5644 LPIDLSQLK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 15 513.813 2 1025.611447 -0.0007 49.47 K V 0
5645 LPIIGVGGIDSVIAAR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 88 775.9669 2 1549.919247 0.0002 58.87 R E 0
5646 LPIYLDYSATTPVDPR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 50 910.9745 2 1819.934447 -0.0011 51.99 K V 0
5647 LPLRGPVENTAR JW0101 ECK0104 guaC GMP reductase 32 441.5892 3 1321.74577 -0.0007 26.58 K D 0
5648 LPMNFQPYDSDADWVITGVPFDMATSGR JW2904 ECK2932 speB agmatinase 36 1044.1475 3 3129.42067 -0.0006 71.63 R A 0
5649 LPNGVLR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 35 384.7398 2 767.465047 -0.0002 28.11 R T 0
5650 LPPASSSTTSGASNTSSTSQGDIMDQRR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 106 947.109 3 2838.30517 0.0002 28.84 R A 0
5651 LPPEQVVAEVSSR JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 119 705.8831 2 1409.751647 0.0003 40.70 R F 0
5652 LPQPVAEQAHK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 35 609.3359 2 1216.657247 0.0008 21.54 R L 0
5653 LPQTEQSPAAPK JW1376 ECK1378 ydbH predicted protein 52 633.8379 2 1265.661247 -0.0003 22.49 K T 0
5654 LPSCGFSAQAVQALAACGER 57.021465@C:4,57.021465@C:17 JW1646 ECK1650 ydhD conserved protein 139 1046.9992 2 2091.983847 0.0010 51.32 K F 0
5655 LPSGGSIVIDSTEALTAIDINSAR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 135 1200.6343 2 2399.254047 -0.0002 65.39 R A 0
5656 LPSTCFAEENGSIVNSGR 57.021465@C:5 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 102 969.4544 2 1936.894247 -0.0006 40.19 R W 0
5657 LPTDFNEGAK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 32 546.2717 2 1090.528847 -0.0005 29.91 R N 0
5658 LPTGIFYAQGVK JW4312 ECK4339 hsdM DNA methylase M 20 647.3631 2 1292.711647 -0.0011 45.02 R T 0
5659 LPTGVGYDWTGMSYQER JW0451 ECK0456 acrB multidrug efflux system protein 89 980.4481 2 1958.881647 -0.0015 51.66 K L 0
5660 LPTLTADQK JW5655 ECK3541 yiaF conserved protein 50 493.7794 2 985.544247 -0.0001 29.48 R K 0
5661 LPTLTADQKK JW5655 ECK3541 yiaF conserved protein 54 557.8264 2 1113.638247 -0.0010 25.35 R Q 0
5662 LPVRIELDQK JW2660 ECK2679 emrA multidrug efflux system 31 605.8607 2 1209.706847 -0.0012 35.53 R Q 0
5663 LQAADVACR 57.021465@C:8 JW0232 ECK0243 proB gamma-glutamate kinase 58 502.2527 2 1002.490847 -0.0008 23.45 K A 0
5664 LQADAAHSALK JW5655 ECK3541 yiaF conserved protein 56 562.8065 2 1123.598447 -0.0001 20.51 K Q 0
5665 LQADAAHSALKQSDDLKPVFDQAFTK JW5655 ECK3541 yiaF conserved protein 32 711.8684 4 2843.444494 -0.0008 44.84 K V 0
5666 LQADEVQLHQK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 52 654.8486 2 1307.682647 -0.0007 24.87 R E 0
5667 LQADEVQLHQKEAPGQPEPVR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 46 790.412 3 2368.21417 0.0008 28.63 R T 0
5668 LQAEPFTDCVPMLR 57.021465@C:9 JW0195 ECK0199 metN DL-methionine transporter subunit -!- ATP-binding component of ABC superfamily 59 838.9106 2 1675.806647 0.0006 53.75 R L 0
5669 LQAFEGVVIAIR JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 47 658.3905 2 1314.766447 0.0005 55.88 R N 0
5670 LQAGAFNYSLNR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 68 677.3488 2 1352.683047 -0.0006 41.69 R D 0
5671 LQALVYR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 28 431.7603 2 861.506047 -0.0011 32.33 R E 0
5672 LQALYLR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 27 438.7687 2 875.522847 -0.0001 36.78 R E 0
5673 LQDAFPVLYTGR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 29 690.3694 2 1378.724247 -0.0001 50.58 R D 0
5674 LQDAIENR JW5062 ECK0451 ylaB conserved inner membrane protein 53 479.7513 2 957.488047 0.0001 22.20 R D 0
5675 LQDGNWR JW2577 ECK2593 yfiO predicted lipoprotein 31 444.7197 2 887.424847 -0.0002 24.00 K Q 0
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5676 LQDPLAELVK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 13 563.3292 2 1124.643847 -0.0002 53.43 R I 0
5677 LQEFLQHVS JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 27 550.7904 2 1099.566247 0.0001 38.94 R - 0
5678 LQEFQDSLK JW5580 ECK3831 tatB TatABCE protein translocation system subunit 39 554.2873 2 1106.560047 -0.0006 34.40 K K 0
5679 LQELGATR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 43 444.2506 2 886.486647 -0.0005 23.11 K L 0
5680 LQENSLFDIVNTIR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 26 554.6337 3 1660.87927 0.0009 63.56 R Q 0
5681 LQEQNIDSLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 73 608.3199 2 1214.625247 -0.0002 30.62 K S 0
5682 LQESGSPIDLITLAESLER JW4012 ECK4044 dnaB replicative DNA helicase 80 1036.0505 2 2070.086447 0.0021 73.12 R Q 0
5683 LQESSPLPVLGAVPWSFDLIATR JW2294 ECK2291 pta phosphate acetyltransferase 32 1248.6764 2 2495.338247 -0.0042 76.51 K A 0
5684 LQGCLYR 57.021465@C:4 JW4349 ECK4378 lplA lipoate-protein ligase A 34 455.234 2 908.453447 -0.0004 26.49 R A 0
5685 LQGEVTISGAK JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 14 551.8089 2 1101.603247 0.0004 27.95 K N 0
5686 LQGFDTLVLQWTR JW0556 ECK0559 ybcH predicted protein 11 788.9278 2 1575.841047 0.0001 65.75 R Y 0
5687 LQGIDLK JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 30 393.7395 2 785.464447 -0.0002 33.35 R S 0
5688 LQGLLGTR JW0909 ECK0917 ycbK conserved protein 15 429.2637 2 856.512847 -0.0001 24.02 R K 0
5689 LQGNFYNDAVIDPYMLER JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 118 1079.5178 2 2157.021047 0.0011 58.58 K A 0
5690 LQGPDWAVTDLDLSLR JW3630 ECK3645 yicH conserved protein 92 899.9694 2 1797.924247 -0.0018 62.01 R N 0
5691 LQHIAPQK JW5291 ECK1784 yeaJ predicted diguanylate cyclase 17 312.187 3 933.5391705 -0.0003 18.39 R E 0
5692 LQHQDLQTSAQQIAR JW0831 ECK0838 ybjL predicted transporter 87 868.9563 2 1735.898047 0.0014 28.92 K E 0
5693 LQIIVAER JW1163 ECK1162 minE cell division topological specificity factor 34 471.2923 2 940.570047 -0.0004 36.49 R R 0
5694 LQINSNVLQIENELYAPIRPK JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 17 818.1236 3 2451.34897 0.0004 60.24 R R 0
5695 LQIPMQIYSADGELIAQYGEK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 102 1184.0976 2 2366.180647 -0.0022 61.30 R R 0
5696 LQIPMQIYSADGELIAQYGEKR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 37 841.7676 3 2522.28097 -0.0028 57.18 R R 0
5697 LQLAMPLLPQEVQQQGVSVEK JW0451 ECK0456 acrB multidrug efflux system protein 67 1168.1382 2 2334.261847 0.0002 57.69 K S 0
5698 LQLDSWR JW0438 ECK0442 mdlA fused predicted multidrug transporter subunits -!- ATP-binding components of ABC superfamily 14 459.2456 2 916.476647 0.0001 39.66 K S 0
5699 LQLEDGTQLVVPPAFR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 36 891.9927 2 1781.970847 0.0033 58.62 K R 0
5700 LQLGTALLR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 77 492.813 2 983.611447 -0.0012 45.99 R R 0
5701 LQLVDKIGDESTTITVAPFGSDQR JW0171 ECK0175 yaeL zinc metallopeptidase 23 864.1174 3 2589.33037 0.0018 54.24 R R 0
5702 LQLVDKIGDESTTITVAPFGSDQRR JW0171 ECK0175 yaeL zinc metallopeptidase 85 916.1511 3 2745.43147 0.0019 49.85 R D 0
5703 LQLVGVGYR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 16 502.7976 2 1003.580647 -0.0007 39.90 K A 0
5704 LQMELVPER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 32 557.8 2 1113.585447 0.0003 40.71 K L 0
5705 LQMEQDPQHR JW2049 ECK2058 asmA predicted assembly protein 43 641.3034 2 1280.592247 -0.0009 20.91 R G 0
5706 LQMQHVDPSQENIVVQK JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 82 997.0118 2 1992.009047 -0.0007 35.93 K - 0
5707 LQMQQLQQNNIVYFDLDKYDIR JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 50 929.1378 3 2784.39157 0.0010 59.36 R S 0
5708 LQNQLQR JW2236 ECK2234 glpB sn-glycerol-3-phosphate dehydrogenase (anaerobic), membrane anchor subunit 27 450.2562 2 898.497847 -0.0006 20.48 R Q 0
5709 LQPLTHPQGMTPWDDAIAQWSFDK 15.994915@M:10 JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 14 933.4457 3 2797.31527 -0.0016 57.62 K G 0
5710 LQQESWFVGTSNYDLAR JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 96 1007.4876 2 2012.960647 0.0015 52.06 R R 0
5711 LQQIEEETGLTIEQVK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 14 929.4945 2 1856.974447 0.0013 45.35 K D 0
5712 LQQIEEETGLTIEQVKDINRR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 37 628.8393 4 2511.328094 -0.0012 45.00 K M 0
5713 LQQLGGGEAIPLEGREENIVFEVPK JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 36 908.1525 3 2721.43567 0.0022 54.51 R E 0
5714 LQQPDIVETLITLPETQLK JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 95 1090.116 2 2178.217447 0.0028 70.37 K E 0
5715 LQQSSDSELDTLR JW2539 ECK2552 yfhG conserved protein 67 746.3685 2 1490.722447 0.0012 33.05 K Q 0
5716 LQQVAGR JW0907 ECK0915 mukB fused chromosome partitioning proteins 26 386.2274 2 770.440247 0.0003 18.23 R D 0
5717 LQQVGDKPRPK JW3945 ECK3973 nusG transcription termination factor 69 633.3701 2 1264.725647 0.0005 16.55 R T 0
5718 LQQYIETLLAGSR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 93 746.412 2 1490.809447 0.0001 54.86 K A 0
5719 LQSMMAPFSDLVPEVFR JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 57 983.9901 2 1965.965647 -0.0036 72.33 R S 0
5720 LQTDPTVIYGMGER JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 57 790.3937 2 1578.772847 0.0017 44.56 R Y 0
5721 LQTEAQLQSFITTAQ JW0628 ECK0626 rlpA minor lipoprotein 44 839.9366 2 1677.858647 0.0012 55.01 R - 0
5722 LQTVLFQQQLGTLR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 63 822.9754 2 1643.936247 0.0003 51.90 R D 0
5723 LQVDAGGTATNVTLK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 22 744.4068 2 1486.799047 0.0000 36.18 R Q 0
5724 LQVEAIK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 36 400.7475 2 799.480447 0.0001 28.22 K R 0
5725 LQVEAIKR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 52 478.7976 2 955.580647 -0.0009 23.40 K G 0
5726 LQVEGLSGQLEK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 40 650.8594 2 1299.704247 0.0008 39.31 R N 0
5727 LQVEQIIAVSNETHIYR JW0861 ECK0868 ybjX conserved protein 89 1007.0421 2 2012.069647 0.0007 51.10 R S 0
5728 LQVGDLDNR JW2462 ECK2473 nlpB lipoprotein 41 515.2699 2 1028.525247 0.0002 31.12 K S 0
5729 LQVTSEK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 19 402.7265 2 803.438447 -0.0003 19.53 R V 0
5730 LQWGLRVMAER 15.994915@M:8 JW5419 ECK2628 yfjP CP4-57 prophage; predicted GTP-binding protein 11 458.9145 3 1373.72167 -0.0019 28.46 R M 0
5731 LQWGLRVMAERMIK 15.994915@M:8,15.994915@M:12 JW5419 ECK2628 yfjP CP4-57 prophage; predicted GTP-binding protein 13 588.3185 3 1761.93367 -0.0044 69.54 R C 0
5732 LRAEVEELEHK JW5905 ECK1406 hrpA ATP-dependent helicase 39 451.5768 3 1351.70857 -0.0008 26.45 K S 0
5733 LRDDKQPVWLDEYR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 19 916.9699 2 1831.925247 0.0036 40.10 R S 0
5734 LRDDSDGYGPR JW1411 ECK1407 ydcF conserved protein 42 625.7915 2 1249.568447 -0.0002 21.35 R G 0
5735 LRDNPECADQEHQAK 57.021465@C:7 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 54 604.2766 3 1809.80797 0.0016 18.04 R S 0
5736 LRDNTTWSYNSSDR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 66 857.8929 2 1713.771247 0.0006 28.96 R S 0
5737 LRDQYDLHPVYK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 25 516.2714 3 1545.79237 -0.0016 29.78 K R 0
5738 LREEIAEQHR JW0886 ECK0894 pflB pyruvate formate lyase I 37 640.8391 2 1279.663647 0.0004 19.07 R A 0
5739 LRGETASFDIEANGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 49 536.6054 3 1606.79437 -0.0007 31.71 R V 0
5740 LRIDANFK JW2943 ECK2970 glcB malate synthase G 13 488.7824 2 975.550247 0.0002 42.74 R R 0
5741 LRLTVADSAR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 43 551.322 2 1100.629447 -0.0008 28.19 R V 0
5742 LRNEMDDPALHIADAR JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 42 459.9808 4 1835.894094 -0.0005 35.51 R Y 0
5743 LRPEELQK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 35 506.7928 2 1011.571047 -0.0003 20.52 K V 0
5744 LRPTEVVR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 26 485.2954 2 968.576247 -0.0005 21.80 R E 0
5745 LRQQQALQYELEK JW5539 ECK3222 yhcB conserved protein 81 823.9459 2 1645.877247 -0.0015 32.75 K N 0
5746 LRSEIGR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 32 415.7458 2 829.477047 0.0000 18.33 R L 0
5747 LRVNVDAGNR JW0172 ECK0176 yaeT conserved protein 43 557.3096 2 1112.604647 -0.0003 23.12 K F 0
5748 LRVSVADVSK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 34 537.319 2 1072.623447 -0.0006 28.02 R V 0
5749 LRVSVADVSKVDQAGLK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 33 595.6789 3 1784.01487 -0.0007 37.43 R K 0
5750 LSADKEGWAPAR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 53 650.8355 2 1299.656447 -0.0007 27.33 R S 0
5751 LSAEDIWDR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 65 552.7691 2 1103.523647 -0.0011 45.81 K C 0
5752 LSAELSR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 35 388.2192 2 774.423847 0.0003 23.52 K L 0
5753 LSAENGVLSPR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 44 571.8122 2 1141.609847 0.0007 30.96 R G 0
5754 LSALHPR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 46 397.2376 2 792.460647 0.0001 19.41 K Y 0
5755 LSALPSFVQGDAWR JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 68 773.9044 2 1545.794247 0.0004 54.72 R N 0
5756 LSALVEIYR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 60 532.3112 2 1062.607847 0.0006 43.89 R M 0
5757 LSAQMAR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 57 388.7076 2 775.400647 -0.0003 20.60 R R 0
5758 LSASYVGEDNER JW1709 ECK1717 thrS threonyl-tRNA synthetase 71 670.3102 2 1338.605847 0.0007 24.93 R K 0
5759 LSDDPIYR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 18 489.7482 2 977.481847 0.0001 30.53 K K 0
5760 LSDEVTDSPMVDK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 96 718.3343 2 1434.654047 -0.0007 32.38 R S 0
5761 LSDEVTDSPMVDKSWTGLISTGITYK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 87 948.4718 3 2842.39357 -0.0009 58.94 R F 0
5762 LSDEVTDSPMVDKSWTGLISTGITYKF JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 92 997.4953 3 2989.46407 0.0011 65.23 R - 0
5763 LSDKSQLTDDDSQFK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 60 863.9111 2 1725.807647 0.0020 28.39 K N 0
5764 LSDKSQLTDDDSQFKNNPSELTIFYPAVPR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 11 857.1774 4 3424.680494 0.0020 54.16 K V 0
5765 LSDLAKVEGGVVDLNTLK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 77 936.0283 2 1870.042047 0.0010 50.24 R A 0
5766 LSDLETAIVVVDRFSGEVR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 104 702.3797 3 2104.11727 0.0009 67.28 K A 0
5767 LSDLGYTNK JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 48 505.7613 2 1009.508047 0.0000 27.02 R S 0
5768 LSDVGVDTMK JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 14 532.7682 2 1063.521847 -0.0002 30.48 R G 0
5769 LSDYGVQLR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 32 525.7828 2 1049.551047 0.0005 36.45 R E 0
5770 LSEITYSQNGK JW1200 ECK1197 lolB chaperone for lipoproteins 83 620.3141 2 1238.613647 -0.0007 25.08 R N 0
5771 LSEITYSQNGKNWK JW1200 ECK1197 lolB chaperone for lipoproteins 82 834.4231 2 1666.831647 0.0002 31.44 R V 0
5772 LSELEQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 39 437.7348 2 873.455047 -0.0005 22.17 R L 0
5773 LSEPADRETMAAELQR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 28 908.9468 2 1815.879047 0.0007 33.85 R T 0
5774 LSEQFENLANR JW3809 ECK3826 rmuC predicted recombination limiting protein 92 660.8305 2 1319.646447 -0.0004 36.89 R I 0
5775 LSEVAHLLK JW2667 ECK2692 alaS alanyl-tRNA synthetase 35 505.3052 2 1008.595847 -0.0008 33.33 R G 0
5776 LSEWMGK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 32 425.71 2 849.405447 -0.0001 30.80 R F 0
5777 LSFDILIPPDQIMGAR JW5741 ECK4175 rnr exoribonuclease R, RNase R 13 893.4821 2 1784.949647 0.0003 66.90 R M 0
5778 LSFDINEDVAAPYIATGARPK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 54 750.0593 3 2247.15607 0.0025 53.66 K V 0
5779 LSFETSMHR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 63 554.2662 2 1106.517847 -0.0001 31.55 R L 0
5780 LSFSLPADMTDQSGK 15.994915@M:9 JW5682 ECK3456 dcrB periplasmic protein 63 806.8807 2 1611.746847 0.0018 44.17 K L 0
5781 LSGAQVMATDLR JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 92 631.3322 2 1260.649847 0.0004 38.16 K A 0
5782 LSGDTLDGETAFR JW2667 ECK2692 alaS alanyl-tRNA synthetase 76 691.3332 2 1380.651847 -0.0003 38.42 K L 0
5783 LSGEALQGTEGFGIDASILDR JW0166 ECK0170 pyrH uridylate kinase 62 717.0305 3 2148.06967 0.0000 58.00 K M 0
5784 LSGEDSGR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 44 410.693 2 819.371447 -0.0007 13.88 R G 0
5785 LSGGETQR JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 12 424.2169 2 846.419247 -0.0003 24.55 K V 0
5786 LSGGFLFK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 18 434.7499 2 867.485247 -0.0002 45.33 K M 0
5787 LSGLVLDEADEMLR JW5531 ECK3150 deaD ATP-dependent RNA helicase 92 780.9007 2 1559.786847 0.0003 57.08 K M 0
5788 LSGNTASGLPAR JW0811 ECK0817 moeA molybdopterin biosynthesis protein 15 572.3098 2 1142.605047 0.0007 43.43 K Q 0
5789 LSGVEVSGNLAGHSAEIEQLTK JW0172 ECK0176 yaeT conserved protein 131 1120.0832 2 2238.151847 0.0028 46.07 K I 0
5790 LSGVEVSGNLAGHSAEIEQLTKIEPGELYNGTK JW0172 ECK0176 yaeT conserved protein 24 860.9442 4 3439.747694 0.0009 54.48 K V 0
5791 LSGYAGSAGVAK JW4352 ECK4381 radA predicted repair protein 37 540.7875 2 1079.560447 -0.0006 23.59 R V 0
5792 LSGYTEDEKLNIAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 51 790.9117 2 1579.808847 -0.0005 33.05 R R 0
5793 LSGYTEDEKLNIAKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 79 868.963 2 1735.911447 0.0011 29.20 R H 0
5794 LSINYTYNDGR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 80 658.3174 2 1314.620247 -0.0001 36.82 K D 0
5795 LSKDEQLQQR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 51 622.833 2 1243.651447 -0.0006 18.43 R R 0
5796 LSLAATR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 42 366.2243 2 730.434047 0.0003 25.25 K S 0
5797 LSLALTSDIQQLR JW1376 ECK1378 ydbH predicted protein 59 729.4197 2 1456.824847 -0.0001 52.97 K Y 0
5798 LSLDAGVR JW1446 ECK1445 yncD predicted iron outer membrane transporter 46 415.7395 2 829.464447 -0.0013 31.25 K Y 0
5799 LSLELNGR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 56 451.2585 2 900.502447 -0.0004 36.10 R L 0
5800 LSLGATPK JW5066 ECK0485 ybbM predicted inner membrane protein 17 393.7394 2 785.464247 -0.0004 27.31 K Q 0
5801 LSLGDLDTLMPQDMINAKPISAAVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 69 881.1372 3 2640.38977 0.0031 64.56 R E 0
5802 LSLIFNSVDIK JW1446 ECK1445 yncD predicted iron outer membrane transporter 59 624.8636 2 1247.712647 0.0001 54.54 K A 0
5803 LSLIFNSVDIKADDPGGLTK JW1446 ECK1445 yncD predicted iron outer membrane transporter 25 701.7169 3 2102.12887 0.0029 55.18 K A 0
5804 LSLNDASLFYEPESSSALGFGFR JW2553 ECK2567 lepA GTP binding membrane protein 90 1254.1043 2 2506.194047 -0.0075 67.77 K C 0
5805 LSLSDANLSALLTGK JW1823 ECK1833 yebT conserved protein 104 751.9251 2 1501.835647 0.0006 62.32 K T 0
5806 LSLSDLQPWPAGVR JW2635 ECK2654 ygaF predicted enzyme 64 769.9203 2 1537.826047 0.0008 56.88 R A 0
5807 LSLVPYGNEAIHVDELNPAGK JW0944 ECK0952 yccF conserved inner membrane protein 25 746.0589 3 2235.15487 0.0015 51.47 K N 0
5808 LSMPVALAPVGLCGMYAR 57.021465@C:13 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 63 953.4917 2 1904.968847 0.0015 60.96 K R 0
5809 LSNGELTAK JW1374 ECK1376 hslJ heat-inducible protein 57 466.7553 2 931.496047 -0.0013 21.65 K G 0
5810 LSNPELR JW5503 ECK3026 tolC transport channel 31 414.7322 2 827.449847 -0.0003 22.80 R K 0
5811 LSNPELRK JW5503 ECK3026 tolC transport channel 43 478.7799 2 955.545247 0.0002 19.63 R S 0
5812 LSPALGDVWR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 25 557.3058 2 1112.597047 -0.0007 46.17 K S 0
5813 LSPPAFR JW2294 ECK2291 pta phosphate acetyltransferase 27 394.2266 2 786.438647 -0.0001 33.10 R Y 0
5814 LSPSLGESSHHVCPR 57.021465@C:13 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 98 831.9045 2 1661.794447 0.0000 22.94 R C 0
5815 LSPTLAMYR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 12 526.2844 2 1050.554247 0.0011 39.05 K A 0
5816 LSPVLNGLQNLTLLR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 86 825.9986 2 1649.982647 -0.0001 63.71 R D 0
5817 LSPVNQAR JW2167 ECK2173 yejE predicted oligopeptide transporter subunit -!- membrane component of ABC superfamily 38 442.7509 2 883.487247 -0.0003 20.22 R W 0
5818 LSQDLAR JW5503 ECK3026 tolC transport channel 44 401.7244 2 801.434247 -0.0002 20.71 R E 0
5819 LSQEQLQHAQQVAAR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 40 569.636 3 1705.88617 0.0004 27.75 R D 0
5820 LSQPGGSEDQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 78 587.2776 2 1172.540647 -0.0015 18.79 R L 0
5821 LSQVDESDLTNPK JW5760 ECK4255 yjgQ conserved inner membrane protein 69 723.3593 2 1444.704047 -0.0005 32.78 R Q 0
5822 LSSVDLER JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 35 459.7483 2 917.482047 0.0002 30.02 R L 0
5823 LSTDEVKVK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 12 340.1975 3 1017.57067 0.0001 22.67 K I 0
5824 LSTIEKADEIVVVEDGVIVER JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 94 1157.1305 2 2312.246447 -0.0009 51.89 R G 0
5825 LSVEWMNELSHWPNLNVLLTR JW0861 ECK0868 ybjX conserved protein 10 851.1088 3 2550.30457 -0.0005 64.51 R Q 0
5826 LSVGQAQR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 61 429.7431 2 857.471647 -0.0003 20.07 R V 0
5827 LSWDATK JW5778 ECK4302 yjhA N-acetylnuraminic acid outer membrane channel protein 20 410.7136 2 819.412647 0.0000 32.07 K D 0
5828 LSYDTEASIAK JW0007 ECK0008 talB transaldolase B 17 599.3037 2 1196.592847 0.0003 31.30 R A 0
5829 LSYTGEVK JW0007 ECK0008 talB transaldolase B 35 448.7398 2 895.465047 -0.0001 26.52 K A 0
5830 LTAAAIAAEAGVDDFLAEATPEAK JW0685 ECK0685 kdpB potassium translocating ATPase, subunit B 45 1173.0989 2 2344.183247 0.0035 67.48 R L 0
5831 LTADGEWVNNPGNER JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 73 836.3906 2 1670.766647 0.0019 34.29 R T 0
5832 LTAEEQAFLDGPVEEACR 57.021465@C:17 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 40 1017.9777 2 2033.940847 0.0045 51.17 R M 0
5833 LTAELSLMGAE JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 58 567.7902 2 1133.565847 0.0020 52.97 R - 0
5834 LTALGDELR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 47 494.2773 2 986.540047 0.0003 36.66 K F 0
5835 LTAPESNLEVSYQNYHR JW1606 ECK1609 ydgA conserved protein 67 1010.9917 2 2019.968847 0.0039 38.28 K G 0
5836 LTDDLAK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 15 388.2135 2 774.412447 0.0002 22.07 K A 0
5837 LTDHGCFLNR 57.021465@C:6 JW0831 ECK0838 ybjL predicted transporter 31 616.796 2 1231.577447 0.0006 27.95 K V 0
5838 LTDMVTVGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 24 482.2626 2 962.510647 0.0001 32.02 K D 0
5839 LTDMVTVGKDAWATGNPALR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 67 1058.5456 2 2115.076647 -0.0016 48.33 K G 0
5840 LTDTPAIVSTDADEMSTQMAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 32 1113.0188 2 2224.023047 -0.0009 47.67 R L 0
5841 LTEALNPNDKG JW0162 ECK0165 glnD uridylyltransferase 73 586.3013 2 1170.588047 -0.0001 26.13 R - 0
5842 LTEESDILNALENHQFAIWLQPQVEMTSGK JW5943 ECK3514 yhjK predicted diguanylate cyclase 69 1147.9055 3 3440.69467 0.0026 70.77 R L 0
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5843 LTEGIATLGAAFYPK JW1692 ECK1700 pps phosphoenolpyruvate synthase 78 776.425 2 1550.835447 0.0011 56.41 R R 0
5844 LTELSGGQR JW4247 ECK4277 fecE KpLE2 phage-like element; iron-dicitrate transporter subunit -!- ATP-binding component of ABC superfamily 34 480.7592 2 959.503847 0.0002 22.11 R Q 0
5845 LTENILFLAR JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 51 595.3511 2 1188.687647 0.0011 52.94 R A 0
5846 LTENSFR JW5599 ECK3779 rffD UDP-N-acetyl-D-mannosaminuronic acid dehydrogenase 21 433.7218 2 865.429047 -0.0003 21.89 K D 0
5847 LTETDQR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 37 431.7169 2 861.419247 0.0000 15.57 K I 0
5848 LTFDGDHLATIVNMENNR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 88 1030.496 2 2058.977447 -0.0018 50.90 R Q 0
5849 LTGALEEAANEFR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 44 710.8567 2 1419.698847 -0.0005 48.04 R R 0
5850 LTGALEEAANEFRR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 12 526.2739 3 1575.79987 -0.0005 44.57 R Y 0
5851 LTGATPPDTGIFGIMK JW2406 ECK2408 cysZ predicted inner membrane protein 67 809.9298 2 1617.845047 0.0015 53.76 R D 0
5852 LTGATPPDTGIFGIMKDVPR JW2406 ECK2408 cysZ predicted inner membrane protein 72 1043.554 2 2085.093447 0.0006 56.15 R I 0
5853 LTGDLNVVQDK JW4180 ECK4217 ytfN conserved protein 44 601.3249 2 1200.635247 0.0003 32.81 R Q 0
5854 LTGGLQLPNDETGDCQLFTQNLAR 57.021465@C:15 JW1178 ECK1177 dadA D-amino acid dehydrogenase 88 1331.1496 2 2660.284647 -0.0018 55.83 K M 0
5855 LTGLEGEQLGIVSLR JW5829 ECK1716 infC protein chain initiation factor IF-3 95 792.9511 2 1583.887647 -0.0005 53.60 R E 0
5856 LTGMPIPLNSLR JW1200 ECK1197 lolB chaperone for lipoproteins 19 656.3765 2 1310.738447 0.0004 50.28 K Q 0
5857 LTGNNLLNLGWYQDVQDSLK JW5689 ECK3404 malP maltodextrin phosphorylase 88 1146.088 2 2290.161447 0.0022 65.61 R A 0
5858 LTGRPICVTAAADILR 57.021465@C:7 JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 34 576.3252 3 1725.95377 -0.0021 45.82 K S 0
5859 LTIAPALLK JW0007 ECK0008 talB transaldolase B 10 470.3153 2 938.616047 -0.0005 45.55 R E 0
5860 LTIEPSVK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 28 443.7658 2 885.517047 0.0000 29.55 K N 0
5861 LTIESATQGEG JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 48 553.2723 2 1104.530047 0.0002 33.96 R - 0
5862 LTIGLIGNPNSGK JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 49 642.3701 2 1282.725647 0.0012 44.04 K T 0
5863 LTIPEVELPNAELLGK JW5531 ECK3150 deaD ATP-dependent RNA helicase 16 868.4962 2 1734.977847 0.0012 60.70 K R 0
5864 LTIPEVELPNAELLGKR JW5531 ECK3150 deaD ATP-dependent RNA helicase 20 631.3667 3 1891.07827 0.0004 55.28 K R 0
5865 LTIPVDMATEFMTQVAK JW1606 ECK1609 ydgA conserved protein 78 947.9871 2 1893.959647 0.0017 69.82 K L 0
5866 LTIQVRPPMDDLLEADDHTIAR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 78 840.4355 3 2518.28467 -0.0002 53.11 R R 0
5867 LTIVPAQTSAEDVLK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 73 792.9465 2 1583.878447 0.0014 46.75 R M 0
5868 LTKEEQESEQK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 42 674.834 2 1347.653447 0.0016 14.07 R W 0
5869 LTKEEQESEQKWR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 44 564.2846 3 1689.83197 -0.0002 21.30 R T 0
5870 LTLDLGGEKR JW2101 ECK2107 metG methionyl-tRNA synthetase 24 367.88 3 1100.61817 -0.0007 34.10 R N 0
5871 LTLDQINTLVTLPGVGALK JW3194 ECK3214 nanA N-acetylneuraminate lyase 87 983.5829 2 1965.151247 0.0003 66.72 K Q 0
5872 LTLGDGYTQGDIFDGINFR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 102 1051.5125 2 2101.010447 -0.0012 62.00 R G 0
5873 LTLMSDDLTNVTVK JW1913 ECK1927 yedD predicted protein 47 775.4115 2 1548.808447 0.0015 50.77 K R 0
5874 LTLMSDDLTNVTVKR JW1913 ECK1927 yedD predicted protein 103 853.4611 2 1704.907647 -0.0004 45.12 K E 0
5875 LTLNAEQSPAQ JW2500 ECK2512 yfgA conserved protein 57 586.3014 2 1170.588247 0.0001 31.79 R - 0
5876 LTLNGDTAVELDVLK JW0710 ECK0709 gltA citrate synthase 44 800.9434 2 1599.872247 0.0003 55.07 K G 0
5877 LTLNGDTAVELDVLKGTLGQDVIDIR JW0710 ECK0709 gltA citrate synthase 95 923.5066 3 2767.49797 0.0013 66.62 K T 0
5878 LTNIDNTWNQR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 72 687.8413 2 1373.668047 -0.0007 33.94 K T 0
5879 LTNTDLSFGPFK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 27 670.3494 2 1338.684247 0.0023 51.36 K E 0
5880 LTPALGQQK JW3997 ECK4029 malM maltose regulon periplasmic protein 37 478.2816 2 954.548647 -0.0011 24.50 R L 0
5881 LTPTYLGESIAVPHGTVEAK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 104 1042.0567 2 2082.098847 -0.0008 43.69 K D 0
5882 LTPYYQGIGPAWTK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 20 797.9168 2 1593.819047 0.0000 48.41 K E 0
5883 LTQEQLDNFR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 57 632.3201 2 1262.625647 0.0001 34.95 R Q 0
5884 LTQEQLDNFRQEVHGNGLSSYPHPK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 27 724.36 4 2893.410894 0.0003 40.73 R L 0
5885 LTQLNQQQR JW5042 ECK0307 ykgG predicted transporter 42 564.8097 2 1127.604847 0.0002 20.36 R C 0
5886 LTQPLLR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 35 420.7684 2 839.522247 -0.0006 30.15 R M 0
5887 LTQSDIR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 18 416.7299 2 831.445247 0.0002 20.71 K G 0
5888 LTQYSHGAGCGCK 57.021465@C:10,57.021465@C:12 JW1753 ECK1762 selD selenophosphate synthase 50 719.8141 2 1437.613647 0.0007 17.78 R I 0
5889 LTREDVEK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 25 330.5133 3 988.5180705 -0.0008 18.18 R H 0
5890 LTRLEVEESQPLVNAVWIDLVEPDDDERLR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 50 887.9617 4 3547.817694 0.0018 67.33 R V 0
5891 LTSGLPQTAPVSENSNAVVIQYQDKPYVR JW3506 ECK3523 bcsG predicted inner membrane protein 51 1058.886 3 3173.63617 0.0006 44.99 K L 0
5892 LTSGPALPGK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 42 470.7762 2 939.537847 -0.0010 27.47 K L 0
5893 LTSTEEFGK JW0451 ECK0456 acrB multidrug efflux system protein 44 506.2532 2 1010.491847 -0.0002 25.71 R I 0
5894 LTSTLDNER JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 65 524.7668 2 1047.519047 -0.0005 22.75 R L 0
5895 LTTAELPVIASLGIAEVPVIR JW0811 ECK0817 moeA molybdopterin biosynthesis protein 36 1081.6434 2 2161.272247 0.0001 70.46 R K 0
5896 LTTDIGPVIDSEAK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 64 729.8883 2 1457.762047 0.0008 41.06 R A 0
5897 LTTGCSVIVTGK 57.021465@C:5 JW0913 ECK0921 asnS asparaginyl tRNA synthetase 15 618.336 2 1234.657447 -0.0016 31.18 R V 0
5898 LTTIANALGNNINGQPVNYK JW2903 ECK2931 yggG predicted peptidase 79 1058.0657 2 2114.116847 0.0050 46.07 R V 0
5899 LTVTVFK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 35 404.252 2 806.489447 -0.0007 38.53 K V 0
5900 LVADLIR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 42 400.2553 2 798.496047 -0.0003 38.18 R G 0
5901 LVADSITSQLER JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 73 666.3621 2 1330.709647 0.0004 43.69 K R 0
5902 LVADSITSQLERR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 25 496.6106 3 1486.80997 -0.0004 40.42 K V 0
5903 LVAMGGIGHTSCLYTDQDNQPAR 57.021465@C:12 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 38 835.3938 3 2503.15957 0.0012 38.97 K V 0
5904 LVATDTIYPHTGQAAK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 44 562.6335 3 1684.87867 0.0002 30.90 K A 0
5905 LVAVGNTFVFPMAGYSK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 60 900.9717 2 1799.928847 0.0010 59.14 K K 0
5906 LVAVGNTFVYPIAGYSK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 76 899.9922 2 1797.969847 0.0034 53.38 K K 0
5907 LVAVPHSK JW4185 ECK4222 ppa inorganic pyrophosphatase 43 425.7607 2 849.506847 -0.0003 20.09 K L 0
5908 LVDAEGLINR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 53 550.3094 2 1098.604247 0.0010 39.33 R M 0
5909 LVDAINQLR JW4099 ECK4133 aspA aspartate ammonia-lyase 27 521.3059 2 1040.597247 -0.0006 36.80 K E 0
5910 LVDALASSAEIEK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 89 673.3642 2 1344.713847 0.0003 39.09 K A 0
5911 LVDDLHQLSMSDEGALAYQK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 25 745.0327 3 2232.07627 0.0029 47.38 K A 0
5912 LVDEIQLANMLADDSWK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 61 980.9893 2 1959.964047 0.0029 66.48 R S 0
5913 LVDFSALTAGLDMSR JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 124 798.4091 2 1594.803647 0.0012 64.04 K F 0
5914 LVDGASK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 17 345.1949 2 688.375247 -0.0002 15.15 R D 0
5915 LVDGASKDGWLFTAEHTQSVLK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 58 801.4162 3 2401.22677 -0.0008 48.42 R G 0
5916 LVDIEQVSSTHAK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 110 713.8803 2 1425.746047 -0.0003 31.80 R V 0
5917 LVDIVEPTEK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 35 571.8189 2 1141.623247 0.0002 35.18 R T 0
5918 LVDIVEPTEKTVDALMR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 32 643.6842 3 1928.03077 0.0020 59.26 R L 0
5919 LVDLPGYGYAEVPEEMKR JW5930 ECK3857 yihA GTP-binding protein 36 689.3469 3 2065.01887 0.0000 49.39 R K 0
5920 LVDQLLTLSR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 18 579.3476 2 1156.680647 -0.0008 47.99 R L 0
5921 LVDSGAAIAR JW5550 ECK3959 murI glutamate racemase 71 486.7763 2 971.538047 -0.0020 21.62 R R 0
5922 LVDSLSGGER JW0147 ECK0150 fhuC iron-hydroxamate transporter subunit -!- ATP-binding component of ABC superfamily 46 516.7695 2 1031.524447 -0.0003 24.70 R Q 0
5923 LVEAYRELDQALVVR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 31 592.0005 3 1772.97967 0.0011 50.20 K G 0
5924 LVECNGKPVAK 57.021465@C:4 JW0914 ECK0922 pncB nicotinate phosphoribosyltransferase 30 405.5566 3 1213.64797 -0.0008 18.48 K L 0
5925 LVEEGAQVSAGQPILEMDLDYLNANAR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 131 1458.723 2 2915.431447 -0.0020 64.23 R S 0
5926 LVEGGVK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 22 351.2131 2 700.411647 -0.0001 19.16 R I 0
5927 LVEMGAR JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 19 388.2102 2 774.405847 0.0002 19.25 R G 0
5928 LVEQGRPVVIFPEGR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 69 565.9897 3 1694.94727 0.0006 40.18 R I 0
5929 LVESLQR JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 46 422.7478 2 843.481047 -0.0004 24.81 R R 0
5930 LVFITDTVQPVINQGGTK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 86 965.5358 2 1929.057047 -0.0001 51.51 K A 0
5931 LVGAPPGYVGYEEGGYLTEAVR JW2573 ECK2590 clpB protein disaggregation chaperone 55 1149.0753 2 2296.136047 -0.0014 51.71 R R 0
5932 LVGAPPGYVGYEEGGYLTEAVRR JW2573 ECK2590 clpB protein disaggregation chaperone 41 818.4206 3 2452.23997 0.0016 48.21 R R 0
5933 LVGETGKVVLADINESMLK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 73 1008.5571 2 2015.099647 0.0025 52.58 R M 0
5934 LVGLTGIDDAAR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 68 600.8332 2 1199.651847 0.0009 41.79 R A 0
5935 LVGPLIDVMGSAGEDLKR JW2667 ECK2692 alaS alanyl-tRNA synthetase 21 624.008 3 1869.00217 -0.0006 54.62 K Q 0
5936 LVGSSHLLTDPAK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 78 669.3745 2 1336.734447 -0.0006 31.08 R T 0
5937 LVGTVNAGEEVTLLQTDANTNYAQVK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 112 1374.708 2 2747.401447 0.0039 53.52 R D 0
5938 LVGVIPEDQSVLR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 20 712.9099 2 1423.805247 0.0017 46.77 K A 0
5939 LVGVTGTNGK JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 38 473.2715 2 944.528447 -0.0006 23.14 R T 0
5940 LVGVVVR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 39 371.2525 2 740.490447 -0.0003 29.18 R D 0
5941 LVHIPEEELLPGLEK JW2500 ECK2512 yfgA conserved protein 35 858.483 2 1714.951447 0.0010 52.37 R Q 0
5942 LVIDGGR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 39 365.2161 2 728.417647 -0.0004 22.26 R A 0
5943 LVIESGDSAQSR JW1575 ECK1578 ynfB predicted protein 101 631.3226 2 1260.630647 -0.0003 24.90 K Q 0
5944 LVIGADGANSQVR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 59 650.3546 2 1298.694647 0.0005 30.83 K Q 0
5945 LVIGIAAR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 64 406.7711 2 811.527647 -0.0002 36.94 R N 0
5946 LVITPVDGSDPYEEMIPK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 20 1002.006 2 2001.997447 0.0006 55.88 R W 0
5947 LVITPVDGSDPYEEMIPKWR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 44 782.4007 3 2344.18027 0.0030 58.81 R Q 0
5948 LVITSDEGVR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 35 544.8008 2 1087.587047 -0.0003 30.27 R A 0
5949 LVIYEREAPEGTVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 21 535.2938 3 1602.85957 -0.0022 31.28 R D 0
5950 LVKGEVVASTFDEPASR JW3756 ECK3775 rho transcription termination factor 67 602.3193 3 1803.93607 -0.0006 34.42 R H 0
5951 LVLADEPTGNLDAR JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 71 742.3911 2 1482.767647 -0.0001 39.13 R N 0
5952 LVLADGLIDASAQKPEMIIDAATLTGAAK JW2507 ECK2520 pepB aminopeptidase B 15 966.1963 3 2895.56707 0.0045 64.04 R T 0
5953 LVLANAQMVVR 15.994915@M:8 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 42 615.3562 2 1228.697847 0.0017 36.50 R K 0
5954 LVLCDVLTYVER 57.021465@C:4 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 14 740.3974 2 1478.780247 0.0001 63.64 R F 0
5955 LVLEVQQQLGGGIVR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 72 804.9769 2 1607.939247 0.0034 50.08 R T 0
5956 LVLLSDPVTMAR 15.994915@M:10 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 68 665.8737 2 1329.732847 0.0003 45.65 R L 0
5957 LVLTGER JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 24 394.2371 2 786.459647 -0.0003 26.06 K H 0
5958 LVMEAACLFAQR 57.021465@C:7 JW0861 ECK0868 ybjX conserved protein 76 704.8577 2 1407.700847 0.0007 52.08 R L 0
5959 LVMSCMTPASDGTFISIDDEEAK 57.021465@C:5 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 109 1259.0619 2 2516.109247 -0.0028 54.71 R Q 0
5960 LVMSCMTPASDGTFISIDDEEAKQFR 57.021465@C:5 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 58 983.4541 3 2947.34047 0.0003 54.93 R E 0
5961 LVMVISK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 22 395.2486 2 788.482647 -0.0002 33.17 R T 0
5962 LVNAVQQDVHAILQLGEAQIEK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 115 1208.6642 2 2415.313847 0.0018 66.86 K S 0
5963 LVNEMGGDISFHSQPNR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 18 634.3041 3 1899.89047 0.0008 36.45 K G 0
5964 LVNERPATTLR JW3179 ECK3202 gltB glutamate synthase, large subunit 13 423.9137 3 1268.71927 -0.0008 23.64 K D 0
5965 LVNNLLDMAR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 66 579.8187 2 1157.622847 0.0002 48.15 R I 0
5966 LVNSQFSQR JW2903 ECK2931 yggG predicted peptidase 27 539.7856 2 1077.556647 0.0000 20.49 K Q 0
5967 LVNTNVDQAAAASGR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 122 743.8841 2 1485.753647 0.0001 27.66 R V 0
5968 LVNTNVDQAAAASGRVPGDSEVK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 93 1149.5884 2 2297.162247 0.0012 33.64 R Q 0
5969 LVNTNVDQAAAASGRVPGDSEVKQTR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 38 671.599 4 2682.366894 -0.0016 31.83 R E 0
5970 LVNWDPK JW4215 ECK4251 valS valyl-tRNA synthetase 35 436.2372 2 870.459847 0.0000 32.60 R L 0
5971 LVPEHDPVHK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 37 585.8169 2 1169.619247 0.0001 19.52 R V 0
5972 LVPGYEAPVMLAYSAR 15.994915@M:10 JW3841 ECK3863 glnA glutamine synthetase 22 876.9536 2 1751.892647 0.0011 48.31 R N 0
5973 LVPIAPSR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 19 426.7687 2 851.522847 0.0000 28.42 K G 0
5974 LVPIIADEAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 38 548.8221 2 1095.629647 0.0008 39.94 R T 0
5975 LVPLQGFELDSLR JW1958 ECK1972 yeeI conserved protein 61 743.9169 2 1485.819247 0.0001 57.88 R S 0
5976 LVQKLEEMR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 51 573.321 2 1144.627447 0.0001 27.38 R E 0
5977 LVQLNYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 30 453.2637 2 904.512847 -0.0002 31.71 R Y 0
5978 LVQQDLTDTLATLDKIDR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 38 686.7078 3 2057.10157 0.0011 59.20 K I 0
5979 LVQQFADAGIRK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 23 449.2578 3 1344.75157 0.0002 31.50 R S 0
5980 LVQQHPR JW4072 ECK4104 proP proline/glycine betaine transporter 30 439.2536 2 876.492647 -0.0003 13.95 R I 0
5981 LVSAEVLLR JW5943 ECK3514 yhjK predicted diguanylate cyclase 38 500.3136 2 998.612647 0.0003 44.16 K I 0
5982 LVSEALAER JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 36 494.2772 2 986.539847 0.0003 29.65 R E 0
5983 LVSEALAEREVLLK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 58 785.4639 2 1568.913247 -0.0004 43.84 R M 0
5984 LVSEYNATQK JW5625 ECK3691 gyrB DNA gyrase, subunit B 56 576.7982 2 1151.581847 -0.0004 23.18 K M 0
5985 LVSHANSVK JW2479 ECK2490 yfgC predicted peptidase 19 477.7719 2 953.529247 -0.0002 15.40 R T 0
5986 LVSHDATFR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 52 523.2745 2 1044.534447 -0.0007 21.38 R V 0
5987 LVSNEFVAMMDLQK JW2389 ECK2388 nupC nucleoside (except guanosine) transporter 36 812.9078 2 1623.801047 0.0011 58.26 K I 0
5988 LVSNIDER JW2483 ECK2494 upp uracil phosphoribosyltransferase 57 473.2535 2 944.492447 -0.0002 22.89 K M 0
5989 LVSQPGIR JW2406 ECK2408 cysZ predicted inner membrane protein 54 435.2636 2 868.512647 -0.0004 22.93 K R 0
5990 LVSSEVK JW5625 ECK3691 gyrB DNA gyrase, subunit B 26 381.2237 2 760.432847 -0.0001 19.48 K S 0
5991 LVSTHNEASLSR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 79 657.3438 2 1312.673047 -0.0005 20.56 K S 0
5992 LVSWYDNETGYSNK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 77 838.3842 2 1674.753847 0.0013 40.52 K V 0
5993 LVTDEGEKSVPLAEVQPGMLLR JW0473 ECK0478 copA copper transporter 62 794.4298 3 2380.26757 0.0003 52.60 R L 0
5994 LVTDELVIALVK JW0463 ECK0468 adk adenylate kinase 12 656.9083 2 1311.802047 0.0008 61.54 K E 0
5995 LVTLEVLSEPGASAIDR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 84 885.4858 2 1768.957047 0.0000 53.95 R I 0
5996 LVTNNVR JW0934 ECK0942 pqiB paraquat-inducible protein B 55 408.2401 2 814.465647 -0.0004 19.03 R F 0
5997 LVTPGIRPQGSEAGDQR JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 29 890.9686 2 1779.922647 0.0000 27.51 K R 0
5998 LVTYQTDANGQPVNQILVEAATDIAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 61 924.8192 3 2771.43577 0.0018 64.48 R E 0
5999 LVVDADNDIR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 74 565.296 2 1128.577447 0.0000 31.10 K A 0
6000 LVVGGFER JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 14 438.7506 2 875.486647 0.0002 35.02 R V JW4090
6001 LVVVSNKR JW3432 ECK3451 yhhM conserved protein 40 457.7924 2 913.570247 -0.0005 19.30 K E 0
6002 LVYDMYSTFGFEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 20 800.3738 2 1598.733047 0.0005 57.54 R I 0
6003 LVYDQVSDWLENTGDWQPESEAIAEQVR JW1279 ECK1281 rnb ribonuclease II 26 1093.1819 3 3276.52387 0.0027 70.27 K L 0
6004 LWDKETLEK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 44 581.3107 2 1160.606847 -0.0009 29.92 R M 0
6005 LWEAVGVQVSR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 67 622.3435 2 1242.672447 0.0004 42.31 R L 0
6006 LWGVDTNYK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 37 548.2765 2 1094.538447 -0.0011 41.93 K S 0
6007 LWIDSPAR JW0822 ECK0828 yliJ predicted glutathione S-transferase 28 479.2611 2 956.507647 -0.0004 38.13 R R 0
6008 LWKDDDNTYHLK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 36 516.5877 3 1546.74127 -0.0004 31.00 R G 0
6009 LWLDEPLKVDSLSQQK JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 31 633.6786 3 1898.01397 -0.0009 51.26 R L 0
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6010 LWQAGQR JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 21 429.7329 2 857.451247 0.0005 23.88 R V JW5942
6011 LWSDQDVTTAAALLK JW3775 ECK3797 hemX uroporphyrinogen III methylase 80 816.436 2 1630.857447 0.0009 56.31 K S 0
6012 LWTDGADGEPISLYCAFNELDEAR 57.021465@C:15 JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 48 1371.62 2 2741.225447 -0.0025 70.65 K F 0
6013 LWVAPPTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 24 470.274 2 938.533447 -0.0003 35.22 R M 0
6014 LYADAWLGFKGTDWK JW5522 ECK3103 tdcE pyruvate formate-lyase 4/2-ketobutyrate formate-lyase 13 590.9654 3 1769.87437 -0.0034 35.55 K N 0
6015 LYDADLPEYNVAVDR JW0931 ECK0939 ycbY predicted methyltransferase 95 876.9255 2 1751.836447 -0.0001 47.10 R Y 0
6016 LYDLDIESPGHEQK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 90 822.3989 2 1642.783247 -0.0006 38.11 R K 0
6017 LYDLDIESPGHEQKK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 32 591.3006 3 1770.87997 0.0013 33.99 R A 0
6018 LYDQMLEPK JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 55 568.7866 2 1135.558647 0.0003 38.73 R W 0
6019 LYDTYGFPVDLTADVCR 57.021465@C:16 JW2667 ECK2692 alaS alanyl-tRNA synthetase 49 1002.9721 2 2003.929647 -0.0001 59.94 R E 0
6020 LYEGETLGVVGESGCGK 57.021465@C:15 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 117 877.9167 2 1753.818847 -0.0003 39.19 R S 0
6021 LYFEGELIDAATNKPVIK JW1427 ECK1424 ydcL predicted lipoprotein 38 674.3702 3 2020.08877 0.0008 53.35 R V 0
6022 LYGASGAMSIYQR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 65 708.8508 2 1415.687047 0.0003 39.96 K Y 0
6023 LYGNLDKTQADAWDINQGHQSAR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 75 867.7528 3 2600.23657 -0.0002 38.55 R A 0
6024 LYGNQSNVYNAVQEWLR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 101 1027.5087 2 2053.002847 0.0012 61.06 R A 0
6025 LYGYLDGLVPR JW3375 ECK3399 bioH carboxylesterase of pimeloyl-CoA synthesis 20 633.3476 2 1264.680647 -0.0009 54.93 R K 0
6026 LYHEEEVTVYDPQDVEFK JW5692 ECK3388 hslO heat shock protein Hsp33 23 747.3506 3 2239.02997 -0.0022 45.72 R C 0
6027 LYIETMEK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 39 513.7629 2 1025.511247 0.0009 36.86 R V 0
6028 LYIVSNK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 12 418.7475 2 835.480447 0.0002 29.41 K F 0
6029 LYKEDLIYR JW4215 ECK4251 valS valyl-tRNA synthetase 34 404.8923 3 1211.65507 0.0001 33.01 R G 0
6030 LYLDTTLPLTVNR JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 88 759.93 2 1517.845447 0.0002 54.70 K F 0
6031 LYNDAGISNDR JW0007 ECK0008 talB transaldolase B 71 619.294 2 1236.573447 0.0001 27.19 K I 0
6032 LYNIVPYGIDATGHIDYADLEK JW2535 ECK2548 glyA serine hydroxymethyltransferase 86 1240.6206 2 2479.226647 -0.0005 57.22 K Q 0
6033 LYNLPADVLPR JW5535 ECK3180 yrbB predicted protein 53 635.8616 2 1269.708647 0.0006 49.72 K - 0
6034 LYPDQPVEVLAADLR JW2766 ECK2790 ygdH conserved protein 58 849.9572 2 1697.899847 0.0010 57.92 K R 0
6035 LYPENNEAR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 28 553.2672 2 1104.519847 -0.0002 21.36 R K 0
6036 LYPENNEARK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 36 617.3147 2 1232.614847 -0.0001 18.45 R Q 0
6037 LYPNVDFYSGIILK JW0710 ECK0709 gltA citrate synthase 60 821.4488 2 1640.883047 0.0018 60.81 K A 0
6038 LYQESQGK JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 52 476.7399 2 951.465247 -0.0009 16.92 R R 0
6039 LYQESQGKR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 38 554.7904 2 1107.566247 -0.0010 16.28 R D 0
6040 LYQGINVHNAER JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 74 707.3649 2 1412.715247 -0.0007 27.03 R V 0
6041 LYQKPAVTR JW3221 ECK3240 yhdA conserved inner membrane protein 38 359.2133 3 1074.61807 -0.0004 19.80 R E 0
6042 LYQLPGSELLLVLSGPETEGR JW5391 ECK2389 yfeA predicted diguanylate cyclase 50 1136.1153 2 2270.216047 0.0003 70.82 K L 0
6043 LYQPQDATTNPSLILNAAQIPEYR JW0007 ECK0008 talB transaldolase B 109 1358.6999 2 2715.385247 -0.0016 56.81 K K 0
6044 LYSEDDFLSRPEFTDPEILR JW5905 ECK1406 hrpA ATP-dependent helicase 50 814.7324 3 2441.17537 0.0002 58.21 R T 0
6045 LYSGYSDSNQDNPLLYFCQHR 57.021465@C:18 JW5408 ECK2558 yfhB conserved protein 85 1289.0781 2 2576.141647 0.0027 54.40 R W 0
6046 LYSQSWDAGLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 31 648.322 2 1294.629447 -0.0012 41.40 K Y 0
6047 LYTDFQTVLEGR JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 65 721.3714 2 1440.728247 0.0034 53.35 K K 0
6048 LYTDYSLLTADAR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 50 751.3806 2 1500.746647 0.0006 48.75 R I 0
6049 LYTEAATSDFAALAQTAHR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 39 679.6725 3 2035.99567 -0.0006 49.56 R L 0
6050 LYTGEIPLFSHYQIESQIESAFQR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 41 952.8122 3 2855.41477 0.0018 65.55 K E 0
6051 LYTKYEKDDSIR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 56 765.8947 2 1529.774847 0.0023 23.54 R K 0
6052 LYTQVYSGYGESLIDYNFNQTR JW3794 ECK3815 pldA outer membrane phospholipase A 77 877.7507 3 2630.23027 0.0015 58.61 R V 0
6053 LYTSLGDAAVGR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 80 611.8248 2 1221.635047 -0.0002 36.96 R F 0
6054 LYVSENQLK JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 34 547.2973 2 1092.580047 -0.0015 31.43 R I 0
6055 MAAEEFTQAMNGVR JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 32 777.8559 2 1553.697247 0.0007 44.32 R E 0
6056 MAASRPYAETMR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 54 692.3288 2 1382.643047 -0.0005 23.75 R K 0
6057 MADEHGTDKTIAQK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 72 772.8733 2 1543.732047 0.0021 18.01 R L 0
6058 MADSDALR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 41 439.7054 2 877.396247 -0.0001 22.45 K V 0
6059 MAEGPFPEHYEPFETPLGTNPLHPNVISNPAAR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 60 908.1923 4 3628.740094 -0.0009 54.29 K I 0
6060 MAEQAGVK JW1178 ECK1177 dadA D-amino acid dehydrogenase 38 417.2129 2 832.411247 0.0000 17.48 R F 0
6061 MAFAEQGITELSK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 103 712.8579 2 1423.701247 -0.0004 45.11 R H 0
6062 MAGHTNCIR 57.021465@C:7 JW3904 ECK3925 ftsN essential cell division protein 57 530.2446 2 1058.474647 -0.0004 17.21 K L 0
6063 MAGMAIDGK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 39 447.2143 2 892.414047 -0.0006 27.90 R D 0
6064 MAGMAIDGKDKGEAENEAKPIDVK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 71 839.749 3 2516.22517 0.0002 30.74 R S 0
6065 MAGQMGNER JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 36 497.2157 2 992.416847 0.0002 18.12 K V 0
6066 MAINNTGSRR 15.994915@M:1 JW0120 ECK0123 gcd glucose dehydrogenase 12 568.286 2 1134.557447 0.0012 35.05 - L 0
6067 MAINWVESWEVVLADEEHK JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 27 762.3689 3 2284.08487 0.0015 68.45 K - 0
6068 MALGGVRDEAEIR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 43 472.9133 3 1415.71807 -0.0010 33.31 R G 0
6069 MALIPVK JW0623 ECK0621 lipA lipoate synthase 33 386.2433 2 770.472047 -0.0003 37.98 K N 0
6070 MALLEADVALPVVR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 75 748.9294 2 1495.844247 0.0010 57.62 R E 0
6071 MALNLTGEK JW2504 ECK2516 yfhM conserved protein 56 488.76 2 975.505447 -0.0005 35.28 R T 0
6072 MALNLTGEKTPLTPKDEVK JW2504 ECK2516 yfhM conserved protein 30 522.0366 4 2084.117294 -0.0016 38.91 R F 0
6073 MALRQEQEQLQSR JW0907 ECK0915 mukB fused chromosome partitioning proteins 78 808.9119 2 1615.809247 -0.0007 27.49 R I 0
6074 MAMHGVDTPIDYLNSHGTSTPVGDVK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 35 686.3267 4 2741.277694 -0.0012 46.93 K E 0
6075 MAPGPLEVAWFAEETAAVER JW3811 ECK3828 yigP conserved protein 40 1087.5316 2 2173.048647 -0.0027 68.87 R A 0
6076 MAPPQISAEVLKK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 12 471.2702 3 1410.78877 -0.0015 37.97 K M 0
6077 MAPVIQR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 55 407.7336 2 813.452647 -0.0003 24.55 K L 0
6078 MAQENPGVDVPVYGVPINTR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 53 1078.5444 2 2155.074247 0.0011 49.03 R E 0
6079 MAQPFSLR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 61 475.2496 2 948.484647 -0.0004 38.72 R Y 0
6080 MAQQQGVAVK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 58 530.2843 2 1058.554047 -0.0002 19.56 K T 0
6081 MAQWASQLPK JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 62 580.2997 2 1158.584847 -0.0007 38.46 R G 0
6082 MASPGQEDR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 18 495.7191 2 989.423647 0.0001 17.40 R N 0
6083 MAVAESGMGIVEDK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 76 718.8425 2 1435.670447 0.0017 38.88 K V 0
6084 MAVAESGMGIVEDKVIK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 49 592.9789 3 1775.91487 -0.0010 44.05 K N 0
6085 MAVMPEEELWK JW4201 ECK4237 mgtA magnesium transporter 41 681.8253 2 1361.636047 0.0001 50.53 K T 0
6086 MAYAMDFINK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 46 602.2807 2 1202.546847 0.0006 48.83 R M 0
6087 MCGVQPEK 57.021465@C:2 JW0898 ECK0906 lpxK lipid A 4'kinase 30 474.7172 2 947.419847 -0.0007 20.20 K C 0
6088 MCTTLPK 57.021465@C:2 JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 25 425.7114 2 849.408247 -0.0007 25.14 R T 0
6089 MDAAQLTEEGYYSVFGK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 86 954.9353 2 1907.856047 -0.0050 61.30 R S 0
6090 MDDHETYGEHWSPR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 52 587.2421 3 1758.70447 -0.0010 29.02 R A 0
6091 MDDLLQGFVAQHR JW2766 ECK2790 ygdH conserved protein 42 510.5887 3 1528.74427 -0.0014 49.31 R M 0
6092 MDDQLKQSALDFHEFPVPGK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 12 576.285 4 2301.110894 0.0008 49.75 - I 0
6093 MDEFKPEDELKPDPSDR JW3351 ECK3375 damX predicted protein 30 683.3146 3 2046.92197 0.0015 36.85 - R 0
6094 MDEFKPEDELKPDPSDRR JW3351 ECK3375 damX predicted protein 15 551.762 4 2203.018894 -0.0026 33.04 - T 0
6095 MDGHTDNYGEDSYNEGLSLKR JW2586 ECK2602 yfiB predicted outer membrane lipoprotein 64 801.0168 3 2400.02857 -0.0002 34.55 R A 0
6096 MDKYDLLDSPPLAPPDAK JW0934 ECK0942 pqiB paraquat-inducible protein B 68 993.5002 2 1984.985847 0.0043 47.66 K G 0
6097 MDLDGLAK JW0931 ECK0939 ycbY predicted methyltransferase 30 431.7205 2 861.426447 -0.0001 36.99 R L 0
6098 MDLVASQQR JW4120 ECK4155 yjeP predicted mechanosensitive channel 61 524.2657 2 1046.516847 -0.0010 27.16 R Q 0
6099 MDNGLDTVIGENGVLLSGGQR 15.994915@M:1 JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 46 1081.0317 2 2160.048847 0.0009 53.62 K Q 0
6100 MDNWIVK JW1200 ECK1197 lolB chaperone for lipoproteins 32 453.2317 2 904.448847 0.0013 37.71 K - 0
6101 MDQAGIIR JW4359 ECK4388 rob DNA-binding transcriptional activator 50 452.2392 2 902.463847 -0.0006 27.42 - D 0
6102 MDSFPAIEIDKVK JW3601 ECK3616 rfaJ UDP-D-glucose:(galactosyl)lipopolysaccharide glucosyltransferase 67 746.8903 2 1491.766047 0.0018 46.88 - A 0
6103 MDSLNLNK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 48 467.7366 2 933.458647 -0.0003 28.53 - H 0
6104 MDSSFTPIEQMLK JW2659 ECK2678 mprA DNA-binding transcriptional regulator 30 763.8654 2 1525.716247 0.0006 57.56 - F 0
6105 MDSTQSTSLNQGDIRPEK JW1490 ECK1489 yddB predicted porin protein 64 1003.9754 2 2005.936247 -0.0012 27.89 R I 0
6106 MDTLAGIFGIGQHPKGDK 15.994915@M:1 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 10 634.3251 3 1899.95347 0.0023 59.16 K D 0
6107 MDVSPDVVFEATPNLFTLDGR JW4180 ECK4217 ytfN conserved protein 105 1162.0673 2 2322.120047 -0.0001 69.57 R V 0
6108 MDYTLTR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 41 450.2182 2 898.421847 -0.0001 31.21 - I 0
6109 MEAAQQHADDKIR JW3809 ECK3826 rmuC predicted recombination limiting protein 75 756.8651 2 1511.715647 0.0006 18.58 R Q 0
6110 MEAIINSMTMK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 51 634.8058 2 1267.597047 -0.0003 43.90 R E 0
6111 MEAIKGSDVNVPDAVFAWMLDGR JW1336 ECK1339 ydaN predicted Zn(II) transporter 73 1261.113 2 2520.211447 -0.0026 70.17 - G 0
6112 MEAPAVR JW2662 ECK2681 luxS S-ribosylhomocysteinase 14 387.2023 2 772.390047 -0.0001 23.28 R V 0
6113 MEDDIKK JW0172 ECK0176 yaeT conserved protein 24 439.7177 2 877.420847 -0.0006 17.54 K L 0
6114 MEDQQLQTLGEVMENTLGISK JW1088 ECK1088 fhuE ferric-rhodotorulic acid outer membrane transporter 15 788.7196 3 2363.13697 0.0022 71.07 R S 0
6115 MEFPEPVISIAVEPK JW3302 ECK3327 fusA protein chain elongation factor EF-G 70 843.4453 2 1684.876047 0.0014 58.11 R T 0
6116 MEFPEPVISIAVEPKTK JW3302 ECK3327 fusA protein chain elongation factor EF-G 17 639.0137 3 1914.01927 0.0021 53.62 R A 0
6117 MEGMNFQQMIQQAVER JW2049 ECK2058 asmA predicted assembly protein 86 970.4451 2 1938.875647 0.0007 63.35 R N 0
6118 MEGQQHGEQLK JW0108 ECK0111 aroP aromatic amino acid transporter 28 642.8037 2 1283.592847 0.0000 17.34 M R 0
6119 MEGQQHGEQLKR JW0108 ECK0111 aroP aromatic amino acid transporter 63 720.8547 2 1439.694847 0.0009 17.05 M G 0
6120 MEISWGR JW1175 ECK1174 nhaB sodium:proton antiporter 23 439.7129 2 877.411247 -0.0003 39.28 - A 0
6121 MEIYENENDQVEAVKR JW2497 ECK2509 yfgM conserved protein 115 983.9614 2 1965.908247 -0.0019 32.55 - F 0
6122 MELSSLTAVSPVDGR JW1117 ECK1117 purB adenylosuccinate lyase 39 781.3996 2 1560.784647 0.0030 48.88 - Y 0
6123 MELVLKDAQSALTVSETTFGR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 70 766.0677 3 2295.18127 0.0033 58.80 - D 0
6124 MEMVSFSELVLNPVAQVK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 84 1011.0261 2 2020.037647 0.0003 66.66 R F 0
6125 MENFTTNLNQLAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 90 776.383 2 1550.751447 0.0004 46.89 R V 0
6126 MEPAAPWQFLTGYYQYR JW3927 ECK3946 yijP conserved inner membrane protein 85 1060.9994 2 2119.984247 0.0017 66.25 R Q 0
6127 MEPELVCDSDDLDALMDADALVITLPARR 57.021465@C:7 JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 38 1082.1881 3 3243.54247 -0.0036 72.20 R S 0
6128 MEPFFPSGLK JW0451 ECK0456 acrB multidrug efflux system protein 16 576.7919 2 1151.569247 0.0007 48.93 K I 0
6129 MEQILASR JW3132 ECK3151 nlpI conserved protein 69 474.2526 2 946.490647 0.0001 28.65 R A 0
6130 MEQNPQSQLK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 58 601.7951 2 1201.575647 -0.0004 21.22 - L 0
6131 MEQSVANLVDMR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 63 696.8342 2 1391.653847 0.0001 45.63 - D 0
6132 MEQVVIVDAIR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 87 636.8519 2 1271.689247 -0.0015 46.40 - T 0
6133 METDLQAK JW0173 ECK0177 hlpA periplasmic chaperone 35 468.2286 2 934.442647 -0.0003 22.40 R M 0
6134 METTQTSTIASK JW2767 ECK2791 sdaC predicted serine transporter 80 649.3193 2 1296.624047 0.0009 21.03 - D 0
6135 METTQTSTIASKDSR JW2767 ECK2791 sdaC predicted serine transporter 65 828.4007 2 1654.786847 0.0036 20.40 - S 0
6136 MEVAEVEALYR JW1693 ECK1701 ydiA conserved protein 47 655.3271 2 1308.639647 0.0014 47.46 R K 0
6137 MEWSLTQNK JW4000 ECK4032 ubiA p-hydroxybenzoate octaprenyltransferase 33 568.7737 2 1135.532847 -0.0003 41.09 - L 0
6138 MFDGSSIGGWK JW3841 ECK3863 glnA glutamine synthetase 78 592.7736 2 1183.532647 -0.0006 44.53 K G 0
6139 MFDNLTDR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 40 506.2319 2 1010.449247 0.0001 36.66 - L 0
6140 MFELYPEQR JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 13 606.7892 2 1211.563847 -0.0006 45.23 K A 0
6141 MFEPMELTNDAVIK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 110 819.3993 2 1636.784047 0.0001 54.94 - V 0
6142 MFQDNPLLAQLK JW1279 ECK1281 rnb ribonuclease II 48 709.3796 2 1416.744647 0.0011 53.46 - Q 0
6143 MFSEVMR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 17 450.2091 2 898.403647 -0.0004 34.28 - Y 0
6144 MFSNTEELLPVISFNAK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 38 970.4952 2 1938.975847 -0.0002 62.78 K T 0
6145 MFTINAEVR JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 18 540.7789 2 1079.543247 -0.0001 40.62 - K 0
6146 MGAEAIQALLK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 59 572.8234 2 1143.632247 0.0002 50.52 K S 0
6147 MGAHAEIESNTVICHGVEK 57.021465@C:14 JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 71 694.6633 3 2080.96807 0.0010 28.98 R L 0
6148 MGANFLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 40 390.7071 2 779.399647 -0.0004 32.59 R V 0
6149 MGDFYELFYDDAKR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 60 885.3954 2 1768.776247 -0.0003 57.40 R A 0
6150 MGDTAEQMAK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 69 541.2363 2 1080.458047 0.0000 21.06 R T 0
6151 MGDVGRSLLR JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 12 368.5375 3 1102.59067 -0.0011 20.26 R G 0
6152 MGDYIVAYALPDDVK JW0120 ECK0123 gcd glucose dehydrogenase 75 835.4113 2 1668.808047 0.0013 54.76 K - 0
6153 MGEFAELR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 67 476.7313 2 951.448047 -0.0004 38.04 K D 0
6154 MGFNNLGVDNLVENVK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 91 881.9429 2 1761.871247 -0.0006 55.72 R K 0
6155 MGFNNLGVDNLVENVKK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 73 945.9911 2 1889.967647 0.0008 51.05 R A 0
6156 MGGALREQLEIGVNLSGPVDMDLR 15.994915@M:21 JW4180 ECK4217 ytfN conserved protein 11 862.7698 3 2585.28757 -0.0065 79.45 K A 0
6157 MGGFNLK JW0799 ECK0803 ompX outer membrane protein 33 383.6993 2 765.384047 -0.0002 33.86 K Y 0
6158 MGGVDLR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 49 374.1944 2 746.374247 -0.0002 27.49 K L 0
6159 MGICKDDLAPSLGR 57.021465@C:4 JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 15 511.5891 3 1531.74547 -0.0030 38.25 K A 0
6160 MGIQLEQK JW5429 ECK2697 srlA glucitol/sorbitol-specific enzyme IIC component of PTS 69 473.7551 2 945.495647 0.0003 30.47 K V 0
6161 MGLALGR JW3302 ECK3327 fusA protein chain elongation factor EF-G 52 359.2074 2 716.400247 0.0000 33.47 K L 0
6162 MGLDATNKWPGETQR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 53 568.6097 3 1702.80727 -0.0023 36.23 K E 0
6163 MGPEPIIK JW4113 ECK4148 frdC fumarate reductase (anaerobic), membrane anchor subunit 19 442.7492 2 883.483847 0.0002 33.00 K S 0
6164 MGSEIADK JW3980 ECK4012 yjbB predicted transporter 37 425.7027 2 849.390847 0.0007 19.98 R S 0
6165 MGWLPSAPQLGTNPLTIAGEAEK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 55 1191.1132 2 2380.211847 0.0023 62.83 R A 0
6166 MGWSGEPTTSELKNPER JW5821 ECK1181 emtA lytic murein endotransglycosylase E 46 640.3035 3 1917.88867 -0.0005 35.69 R N 0
6167 MHITYDLPVAIDDIIEAK JW3088 ECK3106 tdcB catabolic threonine dehydratase, PLP-dependent 72 1029.034 2 2056.053447 -0.0016 65.55 - Q 0
6168 MHPDQDTLK 15.994915@M:1 JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 20 550.7557 2 1099.496847 0.0001 17.35 R A 0
6169 MIAALQR JW1818 ECK1828 htpX predicted endopeptidase 50 401.7337 2 801.452847 -0.0001 28.13 K L 0
6170 MIAEMHK JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 16 430.2111 2 858.407647 -0.0014 20.13 R D 0
6171 MIAGLETITSGDLFIGEKR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 73 684.3665 3 2050.07767 0.0009 59.02 R M 0
6172 MIALGADTVLLGR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 114 665.3814 2 1328.748247 -0.0003 54.67 R A 0
6173 MIAPILDEIADEYQGK JW5856 ECK3773 trxA thioredoxin 1 104 903.4552 2 1804.895847 0.0042 65.54 K L 0
6174 MIDTTLPLTDIHR JW1615 ECK1618 add adenosine deaminase 70 763.4054 2 1524.796247 -0.0008 45.52 - H 0
6175 MIEGSCK 57.021465@C:6 JW0886 ECK0894 pflB pyruvate formate lyase I 11 412.6855 2 823.356447 -0.0003 17.25 K A 0
6176 MIETLLEVR JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 21 552.3096 2 1102.604647 -0.0009 48.35 - N 0
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6177 MIFQDPSTSLNPR JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 64 753.3741 2 1504.733647 -0.0007 43.90 R Q 0
6178 MIGDGVAFAVR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 15 568.3005 2 1134.586447 0.0010 47.09 R H 0
6179 MIGLVGK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 36 359.2197 2 716.424847 -0.0006 32.17 - K 0
6180 MIGLVGKK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 24 423.2674 2 844.520247 -0.0001 26.55 - V 0
6181 MIISAASDYR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 60 563.7819 2 1125.549247 0.0004 34.13 - A 0
6182 MILDTVDEK JW3096 ECK3115 garP predicted (D)-galactarate transporter 52 532.2707 2 1062.526847 0.0001 35.69 - K 0
6183 MILDTVDEKK JW3096 ECK3115 garP predicted (D)-galactarate transporter 62 596.3174 2 1190.620247 -0.0013 30.45 - K 0
6184 MINVLLVDDHELVR JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 35 555.9716 3 1664.89297 0.0012 51.42 - A 0
6185 MIPDNSLR JW2927 ECK2955 yggH tRNA (m7G46) methyltransferase, SAM-dependent 12 473.2446 2 944.474647 -0.0003 28.01 K M 0
6186 MIPGFEDGIK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 12 553.7811 2 1105.547647 0.0000 43.51 R G 0
6187 MIQEQTMLNVADNSGAR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 89 939.4475 2 1876.880447 0.0034 43.56 - R 0
6188 MIQEQTMLNVADNSGARR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 58 678.6666 3 2032.97797 -0.0001 37.41 - V 0
6189 MISGQEQPDSGTITLGETVK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 26 1046.0187 2 2090.022847 0.0028 41.17 R L 0
6190 MISVFDIFK 15.994915@M:1 JW2768 ECK2792 sdaB L-serine deaminase II 56 558.2935 2 1114.572447 -0.0007 63.21 - I 0
6191 MITQTLHELR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 15 414.5603 3 1240.65907 -0.0007 32.02 R R 0
6192 MITVAAK JW1089 ECK1089 hinT purine nucleoside phosphoramidase 15 367.2173 2 732.420047 -0.0003 23.68 R I 0
6193 MKADNPFDLLLPAAMAK JW0887 ECK0895 focA formate transporter 64 923.4839 2 1844.953247 0.0005 61.31 - V 0
6194 MKDDAIIILDPVNQDVITDGLNNGIR JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 90 951.4995 3 2851.47667 0.0019 61.33 R T 0
6195 MKDEEWNDIIETNLSSVFR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 111 1163.5567 2 2325.098847 0.0041 67.85 R L 0
6196 MKDLIPR JW2553 ECK2567 lepA GTP binding membrane protein 42 436.7547 2 871.494847 -0.0001 28.79 K Q 0
6197 MKEEVASGQIK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 63 610.3208 2 1218.627047 -0.0007 21.03 R Q 0
6198 MKETVTVEPK JW2051 ECK2060 udk uridine/cytidine kinase 80 581.3128 2 1160.611047 -0.0001 21.66 R K 0
6199 MKGEMPSDFDAK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 37 678.3028 2 1354.591047 0.0014 27.92 R A 0
6200 MKIVEVK JW2483 ECK2494 upp uracil phosphoribosyltransferase 34 423.7596 2 845.504647 0.0002 23.97 - H 0
6201 MKLDEIAR JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 46 488.2679 2 974.521247 -0.0007 29.95 - L 0
6202 MKLPIYLDYSATTPVDPR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 31 694.0311 3 2079.07147 0.0005 52.63 - V 0
6203 MKPLDEDTYSGIK 15.994915@M:1 JW3455 ECK3473 yhiJ predicted protein 10 504.9123 3 1511.71507 -0.0025 18.98 R D 0
6204 MKSDTQWVIDSMR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 74 798.8799 2 1595.745247 0.0016 43.98 R V 0
6205 MKSSTTIITAYFDIGR 15.994915@M:1 JW5644 ECK3608 htrL predicted protein 12 607.3143 3 1818.92107 0.0025 37.69 - G 0
6206 MKTETPSVK JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 50 510.7733 2 1019.532047 -0.0002 19.17 - I 0
6207 MKVDEMVTVR JW2140 ECK2146 folE GTP cyclohydrolase I 58 604.3127 2 1206.610847 0.0009 33.62 K D 0
6208 MLAASENNK JW2947 ECK2975 glcC DNA-binding transcriptional dual regulator, glycolate-binding 27 489.239 2 976.463447 -0.0012 18.82 K E 0
6209 MLAEQKVEAAR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 26 415.892 3 1244.65417 -0.0006 23.21 R V 0
6210 MLDAGMNVMR JW1666 ECK1672 pykF pyruvate kinase I 33 569.2632 2 1136.511847 -0.0021 39.26 K L 0
6211 MLDEGYITQQQFDQTR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 67 986.9591 2 1971.903647 0.0041 45.51 R T 0
6212 MLDERAEPVVPELR JW0171 ECK0175 yaeL zinc metallopeptidase 16 551.9589 3 1652.85487 -0.0005 41.43 K H 0
6213 MLDGGDNPLR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 56 544.2632 2 1086.511847 -0.0009 33.63 R V 0
6214 MLDKMEK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 37 447.7247 2 893.434847 -0.0003 19.65 R L 0
6215 MLDPNLLR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 41 486.2707 2 970.526847 0.0000 42.26 - N 0
6216 MLEDELGIQIFSR JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 89 775.8979 2 1549.781247 0.0002 60.67 R S 0
6217 MLEDQNLISAHGK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 72 728.3662 2 1454.717847 -0.0009 32.83 K T 0
6218 MLEEISSVK 15.994915@M:1 JW0710 ECK0709 gltA citrate synthase 30 526.2703 2 1050.526047 -0.0006 28.33 K H 0
6219 MLEEYRK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 41 484.7469 2 967.479247 -0.0004 20.96 - H 0
6220 MLEWDER JW5453 ECK2842 yqeF predicted acyltransferase 36 489.7211 2 977.427647 -0.0001 37.99 K R 0
6221 MLFGLAQEGVAPK JW4166 ECK4204 cycA D-alanine/D-serine/glycine transporter 53 680.8683 2 1359.722047 0.0000 48.80 R A 0
6222 MLFGLAQQGNAPK JW0108 ECK0111 aroP aromatic amino acid transporter 62 687.8633 2 1373.712047 -0.0005 43.69 R A 0
6223 MLGADGVTAGSVLLVDSVNNR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 121 1044.541 2 2087.067447 -0.0006 57.20 K T 0
6224 MLGADSALEIIAAGK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 108 730.3952 2 1458.775847 0.0007 57.75 R D 0
6225 MLGQMSK JW0931 ECK0939 ycbY predicted methyltransferase 20 397.6986 2 793.382647 0.0000 23.23 R G 0
6226 MLHLTVEQAR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 39 399.885 3 1196.63317 -0.0004 32.52 K G 0
6227 MLINATQQEELR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 47 723.3749 2 1444.735247 0.0009 37.75 R V 0
6228 MLLPDTVGTGGDSHTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 26 552.9387 3 1655.79427 0.0006 34.98 R F 0
6229 MLMFPVSDLPQLSK 15.994915@M:3 JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 11 541.2809 3 1620.82087 -0.0046 35.04 R G 0
6230 MLMPEDK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 29 432.2038 2 862.393047 0.0002 27.23 R I 0
6231 MLMPEDKIR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 40 566.7959 2 1131.577247 -0.0007 31.17 R K 0
6232 MLNGVQK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 23 395.2179 2 788.421247 -0.0002 20.89 R F 0
6233 MLNQGLQNVSFGQVNSVR JW0907 ECK0915 mukB fused chromosome partitioning proteins 87 996.009 2 1990.003447 -0.0020 45.60 R L 0
6234 MLNTCYR 57.021465@C:5 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 39 479.2176 2 956.420647 -0.0002 26.35 K I 0
6235 MLPDDIGDWYVR 15.994915@M:1 JW0451 ECK0456 acrB multidrug efflux system protein 64 748.3476 2 1494.680647 -0.0007 54.47 R A 0
6236 MLPDNINQWYVR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 53 774.8858 2 1547.757047 0.0016 51.96 R N 0
6237 MLQEAVDALLDNGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 115 772.8909 2 1543.767247 0.0008 57.19 R R 0
6238 MLQEAVDALLDNGRR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 48 850.9406 2 1699.866647 -0.0008 53.95 R G 0
6239 MLQLQEK JW0893 ECK0901 cmk cytidylate kinase 23 445.2441 2 888.473647 -0.0001 27.70 R G 0
6240 MLSAFQLENNR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 63 661.8302 2 1321.645847 0.0010 43.21 - L 0
6241 MLSGGMKRR 15.994915@M:1,15.994915@M:6 JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 11 534.2755 2 1066.536447 -0.0010 39.48 R L 0
6242 MLSLEQK JW0907 ECK0915 mukB fused chromosome partitioning proteins 32 424.7308 2 847.447047 -0.0003 29.96 K M 0
6243 MLSNDILR 15.994915@M:1 JW2112 ECK2116 yehS conserved protein 16 489.2578 2 976.501047 -0.0001 19.43 - S 0
6244 MLTEDQIK 15.994915@M:1 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 43 497.2495 2 992.484447 -0.0005 23.19 R T 0
6245 MLTGLLPASEGEAWLFGQPVDPK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 94 1228.6306 2 2455.246647 0.0010 68.02 K D 0
6246 MLTGLLPASEGEAWLFGQPVDPKDIDTR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 19 1019.5196 3 3055.53697 0.0047 66.52 K R 0
6247 MLTIEDNAEVR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 66 645.8214 2 1289.628247 -0.0002 36.16 K E 0
6248 MLTLSDGHLHGGVGHE JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 90 830.399 2 1658.783447 0.0001 33.17 R - 0
6249 MLVECLSVGR 57.021465@C:5 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 55 582.2995 2 1162.584447 0.0007 42.29 R G 0
6250 MLVEEDPGFFEK JW0122 ECK0125 can carbonic anhydrase 36 720.8395 2 1439.664447 0.0003 48.99 K L 0
6251 MLVSQDK JW2768 ECK2792 sdaB L-serine deaminase II 38 410.715 2 819.415447 -0.0005 20.88 R T 0
6252 MLYTLACDGK 57.021465@C:7 JW2143 ECK2149 lysP lysine transporter 52 586.278 2 1170.541447 0.0002 36.91 R A 0
6253 MLYTLACDGKAPR 57.021465@C:7 JW2143 ECK2149 lysP lysine transporter 24 499.2512 3 1494.73177 -0.0006 34.18 R I 0
6254 MMCANPQLNELDNTISEMLK 57.021465@C:3 JW1374 ECK1376 hslJ heat-inducible protein 104 1176.5394 2 2351.064247 0.0014 69.98 R E 0
6255 MMDLISK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 28 419.214 2 836.413447 -0.0001 36.73 K I 0
6256 MMEVSGAAER JW2362 ECK2361 dsdX predicted transporter 73 540.743 2 1079.471447 -0.0024 25.36 K I 0
6257 MMISGSMCNR 57.021465@C:8 JW1374 ECK1376 hslJ heat-inducible protein 62 593.7449 2 1185.475247 -0.0011 29.58 K F 0
6258 MMLFDEPTSALDPELR 15.994915@M:1 JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 90 940.9427 2 1879.870847 0.0013 55.19 K H 0
6259 MMLFDEPTSALDPELRHEVLK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 26 618.5632 4 2470.223694 0.0002 55.02 K V 0
6260 MMNDSFCR 57.021465@C:7 JW3370 ECK3394 yhgF predicted transcriptional accessory protein 45 530.7038 2 1059.393047 -0.0005 27.41 - I 0
6261 MMPGYVSVLESNLTAQDKK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 17 704.3554 3 2110.04437 0.0005 52.68 K G 0
6262 MMQFMTMDGTFGNPASR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 77 961.4055 2 1920.796447 -0.0026 55.14 K S 0
6263 MMRPGEPPTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 24 391.196 3 1170.56617 0.0025 21.08 R E 0
6264 MMSPNADWAPVLPIR JW2985 ECK3008 sufI repressor protein for FtsI 28 849.4282 2 1696.841847 -0.0010 57.50 R Q 0
6265 MMSQAMR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 39 427.6876 2 853.360647 -0.0001 21.08 R K 0
6266 MMTSQQR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 36 441.2019 2 880.389247 -0.0002 16.17 R L 0
6267 MMTSYVIGQAMK 15.994915@M:1 JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 103 688.3243 2 1374.634047 -0.0004 37.78 K A 0
6268 MNAVTEGR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 52 439.2135 2 876.412447 0.0001 19.44 - K 0
6269 MNDIAHNLAQVR JW2918 ECK2946 yggS predicted enzyme 26 461.238 3 1380.69217 -0.0010 34.62 - D 0
6270 MNDTPPAER JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 61 515.7348 2 1029.455047 0.0001 19.36 R G 0
6271 MNEEVEIFVGPRPEQYTWILK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 49 860.105 3 2577.29317 -0.0003 61.00 R L 0
6272 MNELMALHTGQSLEQIERDTER JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 50 867.7508 3 2600.23057 -0.0016 49.65 R D 0
6273 MNELMALHTGQSLEQIERDTERDR JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 14 718.8472 4 2871.359694 -0.0005 46.67 R F 0
6274 MNETLFAPLFR JW5528 ECK3140 yraR predicted nucleoside-diphosphate-sugar epimerase 23 669.8475 2 1337.680447 0.0004 60.23 R L 0
6275 MNFEGKIALVTGASR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 11 797.4259 2 1592.837247 0.0028 46.50 - G 0
6276 MNFLPVK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 50 424.7384 2 847.462247 -0.0003 41.30 K V 0
6277 MNFSHGSPEDHK JW1843 ECK1855 pykA pyruvate kinase II 32 462.5346 3 1384.58197 -0.0008 19.97 R M 0
6278 MNGTIYQR JW4029 ECK4061 yjcH conserved inner membrane protein involved in acetate transport 61 491.7419 2 981.469247 -0.0009 24.58 - I 0
6279 MNIDTDTQWATWEGVLNYYK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 74 1224.5617 2 2447.108847 -0.0014 68.10 K A 0
6280 MNIFEQTPPNR JW0281 ECK0286 yagU conserved inner membrane protein 62 673.8297 2 1345.644847 0.0001 39.14 - R 0
6281 MNIQALLSEK JW1865 ECK1877 argS arginyl-tRNA synthetase 61 573.8133 2 1145.612047 0.0007 49.09 - V 0
6282 MNKTTEYIDAMPIAASEK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 109 1006.9875 2 2011.960447 0.0010 40.31 - A 0
6283 MNLHEYQAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 38 567.2741 2 1132.533647 0.0002 24.10 - Q 0
6284 MNLHGASR 15.994915@M:1 JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 32 451.2188 2 900.423047 -0.0006 13.88 R T 0
6285 MNLTELK JW3756 ECK3775 rho transcription termination factor 47 424.7308 2 847.447047 -0.0003 33.79 - N 0
6286 MNMDGVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 53 411.6834 2 821.352247 -0.0001 23.43 K H 0
6287 MNNNTTAPTYTLR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 27 748.8616 2 1495.708647 -0.0003 29.64 - G 0
6288 MNPDGIFLSNGPGDPAPCDYAITAIQK 57.021465@C:18 JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 16 954.7868 3 2861.33857 0.0024 58.94 K F 0
6289 MNPETNSIANR 15.994915@M:1 JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 55 631.7936 2 1261.572647 0.0007 20.30 R Q 0
6290 MNPIVINR JW2551 ECK2565 rnc RNase III 19 478.7705 2 955.526447 -0.0008 32.84 - L 0
6291 MNQNLLVTK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 42 530.7944 2 1059.574247 -0.0004 31.47 - R 0
6292 MNSIEQALK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 60 517.2711 2 1032.527647 0.0003 35.50 R I 0
6293 MNSLFASTAR JW0931 ECK0939 ycbY predicted methyltransferase 73 549.2738 2 1096.533047 -0.0005 34.99 - G 0
6294 MNSLIAQYPLVK JW2363 ECK2362 dsdA D-serine ammonia-lyase 63 688.8839 2 1375.753247 -0.0001 48.91 K D 0
6295 MNSMGFTGVLIDLDSPESVDR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 52 1142.0344 2 2282.054247 -0.0016 63.84 R A 0
6296 MNTEATHDQNEALTTGAR JW2500 ECK2512 yfgA conserved protein 102 980.444 2 1958.873447 -0.0018 23.89 - L 0
6297 MNTQQLAK JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 58 467.2441 2 932.473647 -0.0012 20.96 - L 0
6298 MNVNFFVTCIGDALK 57.021465@C:9 JW5041 ECK0305 ykgE predicted oxidoreductase 26 864.9272 2 1727.839847 0.0025 67.65 - S 0
6299 MNYQNDDLR JW0737 ECK0743 aroG 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, phenylalanine repressible 50 584.756 2 1167.497447 -0.0004 26.05 - I 0
6300 MNYVPEPEKIEAGVK JW5652 ECK3561 avtA valine-pyruvate aminotransferase 17 568.627 3 1702.85917 -0.0008 38.83 R I 0
6301 MPDGMILLEMAPMDNQR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 41 981.452 2 1960.889447 0.0016 63.86 R R 0
6302 MPEEVEELEQQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 97 758.8514 2 1515.688247 0.0007 40.77 R R 0
6303 MPEEVEELEQQRR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 19 558.2697 3 1671.78727 -0.0014 37.34 R M 0
6304 MPELPELVYDSLR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 63 781.3999 2 1560.785247 -0.0006 65.75 K Q 0
6305 MPFTLGQRWISDTESELGLGTVVAVDAR 15.994915@M:1 JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 12 1022.1822 3 3063.52477 -0.0087 67.93 - T 0
6306 MPGMDGLALLK JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 59 573.3062 2 1144.597847 -0.0006 54.66 R Q 0
6307 MPGSLRK 15.994915@M:1 JW0798 ECK0802 rhtA threonine and homoserine efflux system 12 402.7234 2 803.432247 -0.0001 25.97 - M 0
6308 MPGVSADDQR JW3460 ECK3478 pitA phosphate transporter, low-affinity 48 538.245 2 1074.475447 -0.0008 22.88 K L 0
6309 MPPAEGETGGQVLGSQVLK JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 119 949.4882 2 1896.961847 0.0005 40.19 R V 0
6310 MPQPYIK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 35 438.736 2 875.457447 0.0001 30.60 R L 0
6311 MPSAVGYQPTLAEEMGVLQER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 99 1153.5621 2 2305.109647 0.0015 56.19 R I 0
6312 MPSYVDDK JW5382 ECK2346 yfdI CPS-53 (KpLE1) prophage; predicted inner membrane protein 38 477.7154 2 953.416247 -0.0001 25.89 K C 0
6313 MPTMAAMCYK 57.021465@C:8 JW0710 ECK0709 gltA citrate synthase 32 602.2546 2 1202.494647 -0.0010 39.23 K Y 0
6314 MPYETVFR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 25 521.7545 2 1041.494447 -0.0008 40.94 K A 0
6315 MPYKGSVENGAYK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 44 481.9026 3 1442.68597 -0.0002 23.60 R A 0
6316 MQAASGQLQQSHLLK JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 115 820.433 2 1638.851447 0.0004 29.79 R Q 0
6317 MQALGFCFSMVPAIR 57.021465@C:7 JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 43 864.4263 2 1726.838047 0.0025 65.21 R R 0
6318 MQAVGLDLPFQTR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 85 738.3875 2 1474.760447 0.0003 54.82 R S 0
6319 MQDLTSFIVNK JW5041 ECK0305 ykgE predicted oxidoreductase 79 648.3361 2 1294.657647 -0.0014 49.86 R L 0
6320 MQDPQFAGQTK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 81 625.7952 2 1249.575847 -0.0003 26.99 K E 0
6321 MQDYTLEADEGR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 95 714.3091 2 1426.603647 0.0003 33.77 R D 0
6322 MQDYTLEADEGRDMMLLDALIQLK 15.994915@M:15 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 87 943.4568 3 2827.34857 0.0043 73.81 R E 0
6323 MQEALMSLMQMAK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 32 756.3587 2 1510.702847 0.0012 60.05 R T 0
6324 MQEQYRPEEIESK JW0637 ECK0635 leuS leucyl-tRNA synthetase 36 556.2624 3 1665.76537 -0.0016 27.66 - V 0
6325 MQGEAIDIK JW2501 ECK2513 yfgB predicted enzyme 54 502.7574 2 1003.500247 -0.0005 30.02 R A 0
6326 MQGSVTEFLKPR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 56 696.8692 2 1391.723847 0.0007 39.10 - L 0
6327 MQIDSKPEELDR JW2573 ECK2590 clpB protein disaggregation chaperone 45 730.8562 2 1459.697847 0.0003 29.23 R L 0
6328 MQILLANPR JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 54 528.3049 2 1054.595247 -0.0005 39.36 - G 0
6329 MQINASK JW0192 ECK0196 rcsF predicted outer membrane protein, signal 47 396.2075 2 790.400447 -0.0002 19.75 R M 0
6330 MQLIGGTWYGGEMK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 43 785.8751 2 1569.735647 0.0037 50.47 R K 0
6331 MQLNEELR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 45 516.7606 2 1031.506647 -0.0002 33.22 R H 0
6332 MQLNSTEISELIK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 104 753.3979 2 1504.781247 0.0005 52.07 - Q 0
6333 MQLNSTEISELIKQR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 41 597.3206 3 1788.93997 -0.0002 50.31 - I 0
6334 MQNSALK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 39 396.2075 2 790.400447 -0.0002 17.19 - A 0
6335 MQPGITLR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 20 458.2574 2 914.500247 -0.0004 32.75 K D 0
6336 MQQASEDEFNR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 60 677.788 2 1353.561447 -0.0005 25.31 R A 0
6337 MQQLDSIISAK JW5682 ECK3456 dcrB periplasmic protein 45 617.3292 2 1232.643847 0.0005 42.05 K G 0
6338 MQQLEPR JW5128 ECK0951 yccS predicted inner membrane protein 57 451.2315 2 900.448447 -0.0004 23.25 R A 0
6339 MQQLQNIIETAFER 15.994915@M:1 JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 82 868.9355 2 1735.856447 0.0002 58.89 - R 0
6340 MQQQLGDQYSELAANEGYMK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 106 1152.5177 2 2303.020847 0.0011 46.89 R T 0
6341 MQSDEGEINPVDILR JW3619 ECK3634 yicC conserved protein 88 858.4177 2 1714.820847 0.0013 51.99 K W 0
6342 MQSLTTALENLLR JW2260 ECK2259 menF isochorismate synthase 2 66 745.4065 2 1488.798447 0.0015 68.55 - H 0
6343 MQTDTLEYQCDEKPLTVK 57.021465@C:10 JW1631 ECK1635 ydhA predicted lipoprotein 30 733.6813 3 2198.02207 -0.0015 36.25 R L 0
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6344 MQTFQADLAIVGAGGAGLR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 67 625.9965 3 1874.96767 0.0005 55.86 - A 0
6345 MQTPHILIVEDELVTR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 86 947.5091 2 1893.003647 0.0008 51.51 - N 0
6346 MQTQVLFEHPLNEK JW0099 ECK0102 yacF conserved protein 74 857.435 2 1712.855447 -0.0001 40.05 - M 0
6347 MQVALSVMK JW5760 ECK4255 yjgQ conserved inner membrane protein 43 503.7747 2 1005.534847 -0.0002 39.65 R T 0
6348 MQVILLDK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 43 480.2829 2 958.551247 -0.0008 42.54 - V 0
6349 MQVILLDKVANLGSLGDQVNVK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 42 785.4424 3 2353.30537 0.0015 58.72 - A 0
6350 MQVSGLR JW3506 ECK3523 bcsG predicted inner membrane protein 30 395.7156 2 789.416647 -0.0001 25.19 R D 0
6351 MQVSVETTQGLGR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 90 703.3576 2 1404.700647 -0.0025 34.01 - R 0
6352 MRIEEDLK JW0101 ECK0104 guaC GMP reductase 38 517.2707 2 1032.526847 -0.0005 27.17 - L 0
6353 MRNASLFNK 15.994915@M:1 JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 14 366.19 3 1095.54817 -0.0014 25.11 K G 0
6354 MRPNQPLTVK JW2504 ECK2516 yfhM conserved protein 15 395.2251 3 1182.65347 -0.0007 23.25 K I 0
6355 MRVLKFGGTSVANAER 15.994915@M:1 JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 12 584.6442 3 1750.91077 -0.0041 69.12 - F 0
6356 MSADGIK JW2903 ECK2931 yggG predicted peptidase 39 361.1808 2 720.347047 -0.0005 19.95 R - 0
6357 MSAEELK JW3096 ECK3115 garP predicted (D)-galactarate transporter 35 404.1993 2 806.384047 -0.0003 22.51 R F 0
6358 MSEIAIVLDEAER JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 82 738.3744 2 1474.734247 0.0006 55.43 K L 0
6359 MSEIAIVLDEAERLNVVPR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 13 718.7247 3 2153.15227 0.0009 68.70 K L 0
6360 MSELQYGKIPELEK JW2573 ECK2590 clpB protein disaggregation chaperone 26 555.6241 3 1663.85047 0.0015 43.27 R Q 0
6361 MSELQYGKIPELEKQLEAATQLEGK JW2573 ECK2590 clpB protein disaggregation chaperone 54 945.1598 3 2832.45757 -0.0004 57.09 R T 0
6362 MSGACLVPFVPR 57.021465@C:5 JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 84 667.3414 2 1332.668247 0.0000 50.78 R R 0
6363 MSGIDSYLLR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 51 577.7972 2 1153.579847 -0.0003 46.91 R M 0
6364 MSGINIDNR JW0685 ECK0685 kdpB potassium translocating ATPase, subunit B 48 510.2503 2 1018.486047 -0.0005 29.34 R M 0
6365 MSHPALTQLRALRYCK 15.994915@M:1,57.021465@C:15 JW5713 ECK4031 ubiC chorismate pyruvate lyase 18 654.3453 3 1960.01407 0.0006 69.73 - E 0
6366 MSIGEAK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 31 368.1888 2 734.363047 -0.0001 21.28 R A 0
6367 MSLAGDFSGADIDADAFR JW2049 ECK2058 asmA predicted assembly protein 132 929.9173 2 1857.820047 -0.0002 56.91 K H 0
6368 MSLEGVAR JW3596 ECK3611 rfaC ADP-heptose:LPS heptosyl transferase I 13 431.7261 2 861.437647 -0.0001 29.91 K V 0
6369 MSLTAQGASQPLVR JW2049 ECK2058 asmA predicted assembly protein 68 729.8899 2 1457.765247 -0.0007 37.11 R A 0
6370 MSLYGYPR JW3927 ECK3946 yijP conserved inner membrane protein 31 493.7416 2 985.468647 -0.0005 38.39 R E 0
6371 MSRQLEMRDGR 15.994915@M:7 JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 16 697.8364 2 1393.658247 0.0028 34.29 R L 0
6372 MSVIAQAGAK 15.994915@M:1 JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 13 496.2643 2 990.514047 -0.0028 29.46 - G 0
6373 MSVVVAENTEHHQLVCK 57.021465@C:16 JW4201 ECK4237 mgtA magnesium transporter 83 990.9845 2 1979.954447 -0.0013 30.21 R G 0
6374 MSYVEGLLSSNQK JW2294 ECK2291 pta phosphate acetyltransferase 73 728.3607 2 1454.706847 -0.0006 46.88 K D 0
6375 MTDEAGEDAK JW4185 ECK4222 ppa inorganic pyrophosphatase 64 533.7217 2 1065.428847 0.0003 16.08 K L 0
6376 MTDEAGEDAKLVAVPHSK JW4185 ECK4222 ppa inorganic pyrophosphatase 73 633.3158 3 1896.92557 0.0006 30.22 K L 0
6377 MTDVFNANK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 26 520.2474 2 1038.480247 -0.0002 30.35 K L 0
6378 MTEQEKTSAVVEETR JW3775 ECK3797 hemX uroporphyrinogen III methylase 94 869.4198 2 1736.825047 0.0000 24.88 - E 0
6379 MTESFAQLFEESLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 62 830.4009 2 1658.787247 0.0012 64.49 - E 0
6380 MTETGGNFDK JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 33 550.2399 2 1098.465247 0.0001 22.06 K G 0
6381 MTHDNKLQVEAIKR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 54 561.6382 3 1681.89277 -0.0005 23.27 - G 0
6382 MTIGEIIAEPLR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 54 671.8736 2 1341.732647 0.0001 57.60 R T 0
6383 MTISVEGK JW1606 ECK1609 ydgA conserved protein 24 432.7284 2 863.442247 0.0000 29.32 K E 0
6384 MTLAALEATLR JW3564 ECK3580 selA selenocysteine synthase 28 595.3341 2 1188.653647 0.0001 55.39 K L 0
6385 MTLEAIR JW0907 ECK0915 mukB fused chromosome partitioning proteins 28 417.231 2 832.447447 -0.0002 33.40 R V 0
6386 MTLEQALEFIDDDELVEVTPTSIR JW5571 ECK3864 bipA GTP-binding protein 30 1382.6849 2 2763.355247 0.0028 77.96 R I 0
6387 MTLPSGHPK JW0230 ECK0241 crl DNA-binding transcriptional regulator 47 484.2543 2 966.494047 -0.0017 21.97 - S 0
6388 MTLSADGTIEDNIEFFAATIESK JW1279 ECK1281 rnb ribonuclease II 41 1252.0992 2 2502.183847 0.0002 76.31 R A 0
6389 MTLVAYER JW3809 ECK3826 rmuC predicted recombination limiting protein 48 491.7548 2 981.495047 -0.0003 34.42 K Y 0
6390 MTNIGTFR JW0566 ECK0569 ybdG predicted mechanosensitive channel 45 470.2389 2 938.463247 -0.0012 31.78 R A 0
6391 MTNLFVR JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 55 440.739 2 879.463447 -0.0002 39.03 - S 0
6392 MTNNDTTLQLSSVLNR JW3171 ECK3193 ptsN sugar-specific enzyme IIA component of PTS 123 903.9553 2 1805.896047 0.0019 48.36 - E 0
6393 MTPEHLPTEQYEAQLAEK JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 74 705.6732 3 2113.99777 -0.0013 39.78 - V 0
6394 MTPHPVEFELYYSV 15.994915@M:1 JW3841 ECK3863 glnA glutamine synthetase 39 864.4035 2 1726.792447 0.0011 55.63 R - 0
6395 MTQDDAADK JW1626 ECK1630 ydgR predicted transporter 30 497.711 2 993.407447 0.0002 14.05 R A 0
6396 MTQDDAADKAAK JW1626 ECK1630 ydgR predicted transporter 31 632.7957 2 1263.576847 0.0003 16.59 R A 0
6397 MTRPGEFTVQANSIEMIR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 75 1040.5198 2 2079.025047 0.0010 45.87 K R 0
6398 MTSVGSQDTTGPMTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 96 784.8559 2 1567.697247 0.0002 27.44 K D 0
6399 MTSVGSQDTTGPMTRDELK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 30 685.3227 3 2052.94627 0.0008 31.94 K D 0
6400 MTVDDIMVPR JW5415 ECK2609 yfjD predicted inner membrane protein 24 588.7908 2 1175.567047 -0.0008 46.27 K S 0
6401 MTYQQAGR JW1715 ECK1724 yniB predicted inner membrane protein 53 477.7265 2 953.438447 -0.0005 19.94 - I 0
6402 MVADMQR JW0934 ECK0942 pqiB paraquat-inducible protein B 45 425.6991 2 849.383647 0.0000 22.15 K L 0
6403 MVAVIDENNCIGCTK 57.021465@C:10,57.021465@C:13 JW1620 ECK1624 rsxB predicted iron-sulfur protein 42 862.3945 2 1722.774447 0.0005 38.52 R C 0
6404 MVDTSDEWIVTR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 94 726.3453 2 1450.676047 -0.0001 43.85 K T 0
6405 MVEDILAPGLR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 18 607.3344 2 1212.654247 0.0006 48.46 - V 0
6406 MVEEDPAHPR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 53 590.7746 2 1179.534647 0.0005 20.06 R Y 0
6407 MVENALLEIPTGLIEASR 15.994915@M:1 JW0194 ECK0198 metI DL-methionine transporter subunit -!- membrane component protein of ABC superfamily 94 986.5258 2 1971.037047 0.0025 65.07 R A 0
6408 MVEVNACLK 57.021465@C:7 JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 18 532.2671 2 1062.519647 -0.0005 33.54 K Q 0
6409 MVFERDMEMLAPGYTQTLEPR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 32 838.7321 3 2513.17447 -0.0008 55.23 K A 0
6410 MVFTLDNYTR JW1111 ECK1111 potB polyamine transporter subunit -!- membrane component of ABC superfamily 44 630.3079 2 1258.601247 -0.0003 46.65 K L 0
6411 MVGGVTPGK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 42 423.2312 2 844.447847 0.0002 21.59 K G 0
6412 MVGYSFDHEFNDTFTVR 15.994915@M:1 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 75 1040.9552 2 2079.895847 -0.0036 49.22 K Q 0
6413 MVLDFLLQEK JW2287 ECK2284 yfbQ predicted aminotransferase 56 618.3395 2 1234.664447 0.0014 60.97 K V 0
6414 MVLEAQK JW5905 ECK1406 hrpA ATP-dependent helicase 26 409.7255 2 817.436447 -0.0002 24.06 R H 0
6415 MVLVLGQEYEGLPDAARDPNDLR JW2565 ECK2579 yfiF predicted methyltransferase 62 857.7672 3 2570.27977 -0.0002 54.23 K V 0
6416 MVMVSEFFNEDDPDFDHSLDQK JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 73 882.3778 3 2644.11157 0.0018 60.36 K M 0
6417 MVNIYPVTPGLIDQLR JW0966 ECK0974 yccZ predicted exopolysaccharide export protein 14 915.003 2 1827.991447 -0.0001 58.85 K A 0
6418 MVNLEPDMTISKNEMVK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 81 989.9864 2 1977.958247 0.0010 44.82 R L 0
6419 MVNNMTDLTAQEPAWQTR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 96 1053.4908 2 2104.967047 0.0001 46.23 - D 0
6420 MVNSGTEATMSAIR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 99 734.35 2 1466.685447 -0.0003 33.11 R L 0
6421 MVQAPIFHVNADDPEAVAFVTR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 98 1214.1102 2 2426.205847 0.0006 54.67 K L 0
6422 MVQAYPR JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 26 432.7231 2 863.431647 -0.0006 23.04 K I 0
6423 MVQIPQNPLILVDGSSYLYR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 79 1153.6159 2 2305.217247 0.0032 66.73 - A 0
6424 MVQLETFAQR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 34 611.8165 2 1221.618447 0.0010 40.80 R K 0
6425 MVSEAIASGDIQAVNYFVAQK JW0478 ECK0483 ybbK predicted protease, membrane anchored 135 1121.065 2 2240.115447 0.0009 58.68 K Y 0
6426 MVSNASALGR JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 61 503.2611 2 1004.507647 0.0004 24.39 - N 0
6427 MVVDCAR 57.021465@C:5 JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 14 425.699 2 849.383447 -0.0001 21.16 R D 0
6428 MVVGELLAR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 49 494.2858 2 986.557047 -0.0011 43.56 K S 0
6429 MVVTLIHPIAMDDGLR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 52 594.32 3 1779.93817 0.0007 52.46 K F JW3943
6430 MVYAPTQEHGK JW1692 ECK1700 pps phosphoenolpyruvate synthase 38 630.8057 2 1259.596847 0.0001 21.60 R Q 0
6431 MVYEAHSTDYQTR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 75 800.8567 2 1599.698847 0.0001 24.42 R T 0
6432 MVYSYTEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 21 510.7387 2 1019.462847 -0.0004 27.67 - K 0
6433 MVYSYTEKK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 12 574.7865 2 1147.558447 0.0001 21.89 - R 0
6434 MWEFFER JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 30 522.7343 2 1043.454047 0.0007 54.20 R L 0
6435 MWEYNNR 15.994915@M:1 JW0755 ECK0761 ybhC predicted pectinesterase 28 514.7166 2 1027.418647 0.0005 24.46 R G 0
6436 MYAVFQSGGK JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 51 544.2655 2 1086.516447 -0.0002 35.45 - Q 0
6437 MYFLNDLNFSR JW2019 ECK2028 wbbI conserved protein 66 710.3401 2 1418.665647 0.0005 58.29 - R 0
6438 MYPEEPVYLPPR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 29 745.8704 2 1489.726247 -0.0013 43.15 R Y 0
6439 MYQVVASDLDGTLLSPDHTLSPYAK JW5854 ECK3820 yigL predicted hydrolase 80 907.787 3 2720.33917 0.0024 57.15 - E 0
6440 MYVDEIFSGLDYANFPK JW2140 ECK2146 folE GTP cyclohydrolase I 88 1004.9717 2 2007.928847 0.0002 68.31 K I 0
6441 MYVVSTK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 35 414.22 2 826.425447 -0.0004 25.83 - Q 0
6442 MYYPFVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 33 488.2417 2 974.468847 0.0004 43.91 - K 0
6443 NAADEDRDALR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 45 623.2944 2 1244.574247 -0.0003 19.66 R A 0
6444 NAADEVAQGNLR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 93 629.3128 2 1256.611047 0.0002 27.48 K Q 0
6445 NAAFQNAVSK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 31 525.2723 2 1048.530047 -0.0001 23.44 R A 0
6446 NAALLAEVPHSVPAVTVNR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 50 653.3655 3 1957.07467 0.0001 46.09 R L 0
6447 NADGSWQVENLR JW3630 ECK3645 yicH conserved protein 27 694.8312 2 1387.647847 -0.0001 39.07 R M 0
6448 NADHAEQPVVNYLLAAEAAQQR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 122 1204.6019 2 2407.189247 0.0012 52.80 K G 0
6449 NADHAEQPVVNYLLAAEAAQQRGDEAR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 65 734.8616 4 2935.417294 0.0001 51.64 K A 0
6450 NADKVNEIVGK JW5378 ECK2308 dedD conserved protein 80 593.8251 2 1185.635647 0.0004 22.43 K L 0
6451 NADLPLAQAAIDR JW2577 ECK2593 yfiO predicted lipoprotein 20 684.3671 2 1366.719647 -0.0008 42.44 K F 0
6452 NADSIFQLLGELNR JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 93 795.4183 2 1588.822047 0.0012 69.96 R L 0
6453 NADTVVIGR JW4349 ECK4378 lplA lipoate-protein ligase A 69 472.7614 2 943.508247 -0.0004 26.20 R A 0
6454 NAEFLQAYGVAIADGPLK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 78 938.9935 2 1875.972447 -0.0005 58.92 R G 0
6455 NAELIEK JW3166 ECK3188 yrbK conserved protein 41 408.727 2 815.439447 0.0007 22.72 K V 0
6456 NAFANLQK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 44 453.2453 2 904.476047 -0.0005 28.04 K V 0
6457 NAFSQALK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 53 439.7401 2 877.465647 -0.0001 30.96 K N 0
6458 NAGFINK JW2101 ECK2107 metG methionyl-tRNA synthetase 11 382.2083 2 762.402047 -0.0003 22.09 R R 0
6459 NAIASVK JW1803 ECK1812 sdaA L-serine deaminase I 51 351.7109 2 701.407247 0.0001 19.84 R A 0
6460 NAIIFSPHPR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 37 576.3199 2 1150.625247 0.0005 31.99 R A 0
6461 NAITDTPLLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 23 557.3166 2 1112.618647 -0.0004 41.69 R R 0
6462 NAITDTPLLRR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 29 423.914 3 1268.72017 0.0000 36.44 R A 0
6463 NALANNGK JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 26 401.2143 2 800.414047 0.0000 14.08 R F 0
6464 NALIDYDTLPYGDQVGNQ JW3927 ECK3946 yijP conserved inner membrane protein 41 998.4688 2 1994.923047 0.0010 53.90 K - 0
6465 NALQALGPEGGEIILR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 32 825.9621 2 1649.909647 -0.0003 51.41 R T 0
6466 NALQELIIDGIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 82 663.8849 2 1325.755247 -0.0002 61.44 K T 0
6467 NALVSETIK JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 19 487.7791 2 973.543647 -0.0006 30.14 K A 0
6468 NANLVVVMGGNAAEAHPVGFR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 129 1062.0448 2 2122.075047 0.0009 46.97 K W 0
6469 NAPLDFKP JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 14 451.2427 2 900.470847 0.0003 38.48 K - 0
6470 NAPPPTKPVETQTQSTVPDKNDR JW3781 ECK3803 yifL predicted lipoprotein 66 1260.6381 2 2519.261647 0.0001 21.75 K A 0
6471 NAQQIADR JW3809 ECK3826 rmuC predicted recombination limiting protein 45 458.2357 2 914.456847 -0.0001 17.52 R A 0
6472 NAQYDALLNQATQITDATKR JW2988 ECK3011 ygiS predicted transporter subunit -!- periplasmic-binding component of ABC superfamily 73 745.7175 3 2234.13067 0.0016 51.15 K N 0
6473 NASLCQFLETSLQR 57.021465@C:5 JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 91 833.914 2 1665.813447 -0.0009 58.95 R S 0
6474 NASLFNK JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 41 397.2138 2 792.413047 0.0002 26.44 R G 0
6475 NASMAVLR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 60 431.234 2 860.453447 -0.0002 28.27 R E 0
6476 NATPITNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 30 429.7376 2 857.460647 0.0001 17.07 R F 0
6477 NATPITNKFTNTSGFANK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 15 642.6617 3 1924.96327 -0.0009 35.18 R T 0
6478 NAVENHFDTSYELESLLEQR JW2027 ECK2036 galF predicted subunit with GalU 53 798.712 3 2393.11417 0.0007 57.74 K V 0
6479 NAWLALER JW2660 ECK2679 emrA multidrug efflux system 22 486.7669 2 971.519247 0.0005 44.97 R T 0
6480 NCDQTGGLSGRPLQLK 57.021465@C:2 JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 29 872.4439 2 1742.873247 0.0000 32.79 K S 0
6481 NCDTSHYMENK 57.021465@C:2 JW1178 ECK1177 dadA D-amino acid dehydrogenase 72 699.7741 2 1397.533647 -0.0003 20.28 R G 0
6482 NDAADLGAAGGMGGMGGMGGMM JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 28 964.8728 2 1927.731047 -0.0042 56.87 K - 0
6483 NDDNTWTVTVADLK JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 28 796.3844 2 1590.754247 0.0017 50.57 R N 0
6484 NDDVLGVIALQDTLR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 65 821.4445 2 1640.874447 0.0012 60.98 R A 0
6485 NDDYLILDAVNNQVYVNPTNEVIDKMR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 93 1055.8566 3 3164.54797 0.0034 63.19 K A 0
6486 NDGIKPFIQSVR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 30 687.3803 2 1372.746047 -0.0002 36.71 R Q 0
6487 NDGPESHFSK JW0085 ECK0088 mraY phospho-N-acetylmuramoyl-pentapeptide transferase 39 559.2489 2 1116.483247 -0.0003 19.48 R R 0
6488 NDGRDADELLAILASK JW4198 ECK4234 treC trehalose-6-P hydrolase 80 567.6319 3 1699.87387 -0.0002 58.34 R S 0
6489 NDGSINFGENFTSGVGLR JW2018 ECK2027 wbbJ predicted acyl transferase 105 942.4482 2 1882.881847 0.0011 52.73 R L 0
6490 NDLQGATLAIVPGDPDRVEK JW3808 ECK3825 udp uridine phosphorylase 61 703.371 3 2107.09117 0.0004 44.31 K I 0
6491 NDMGLTNVEIMIPFVR 15.994915@M:3 JW1692 ECK1700 pps phosphoenolpyruvate synthase 51 932.9696 2 1863.924647 0.0025 65.04 R T 0
6492 NDPEGRPTVFDRLPK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 36 580.9714 3 1739.89237 -0.0029 36.31 R L 0
6493 NDPFSPEEDSR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 15 646.7732 2 1291.531847 0.0003 30.93 K L 0
6494 NDPLAMQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 28 472.7341 2 943.453647 -0.0008 27.09 R L 0
6495 NDQLFAEIDDLNGGQEALEER JW2718 ECK2743 ftsB cell division protein 70 1188.554 2 2375.093447 0.0058 58.93 R A 0
6496 NDSGIDASASIGSAWFR JW0790 ECK0794 fiu predicted iron outer membrane transporter 110 877.4101 2 1752.805647 -0.0010 53.84 R R 0
6497 NDTDVEIVKGLEAGDEVVIGEAKPGAAQ JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 54 942.1448 3 2823.41257 -0.0012 57.50 R - 0
6498 NDTYLEYEAFAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 44 732.3384 2 1462.662247 0.0008 47.99 R K 0
6499 NDTYLEYEAFAKK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 75 796.3856 2 1590.756647 0.0001 40.88 R D 0
6500 NDVESSVQEENLER JW4026 ECK4058 yjcE predicted cation/proton antiporter 79 824.3766 2 1646.738647 0.0004 31.51 R R 0
6501 NDVESSVQEENLERR JW4026 ECK4058 yjcE predicted cation/proton antiporter 40 902.4273 2 1802.840047 0.0007 28.12 R F 0
6502 NDVNPEITDRFEFFIGGR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 42 709.3485 3 2125.02367 0.0008 58.48 R E JW4090
6503 NDVSDLIDYDDHTLK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 85 881.91 2 1761.805447 -0.0002 47.19 R Y 0
6504 NDVSDLIDYDDHTLKYYNEGK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 52 839.7192 3 2516.13577 0.0014 50.37 R A 0
6505 NDWGFYDDTVLDEAWK JW5794 ECK4349 mdoB phosphoglycerol transferase I 90 987.4334 2 1972.852247 0.0043 64.87 R K 0
6506 NDYGMPEQVQFWSVADNVR JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 95 1128.0127 2 2254.010847 -0.0005 59.43 R F 0
6507 NDYPDDYNEK JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 35 636.754 2 1271.493447 -0.0008 23.58 K A 0
6508 NDYQTYAELSVTNPYFTVDGVSLGGR JW0172 ECK0176 yaeT conserved protein 106 1433.6819 2 2865.349247 0.0036 63.21 K L 0
6509 NEADEKLSAELSR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 74 731.3629 2 1460.711247 0.0006 30.65 R L 0
6510 NEADEKLSAELSRLEALR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 42 682.0263 3 2043.05707 -0.0025 52.49 R A 0
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6511 NEAWDVAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 37 480.7304 2 959.446247 0.0001 30.72 R E 0
6512 NEDIEHSHTVDHH JW0451 ECK0456 acrB multidrug efflux system protein 26 785.3378 2 1568.661047 0.0007 17.77 K - 0
6513 NEDIFIPLQVR JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 14 672.3692 2 1342.723847 -0.0005 54.81 R V 0
6514 NEDKEFSGCNR 57.021465@C:9 JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 52 678.2857 2 1354.556847 -0.0003 18.83 R A 0
6515 NEDNPTR JW3927 ECK3946 yijP conserved inner membrane protein 11 423.1911 2 844.367647 0.0002 13.74 R H 0
6516 NEEPEIEEEIDESEDETVDEERVER JW3351 ECK3375 damX predicted protein 81 1016.7687 3 3047.28427 -0.0007 48.78 R R 0
6517 NEETLEPVPYFQK JW2483 ECK2494 upp uracil phosphoribosyltransferase 39 797.3936 2 1592.772647 0.0004 46.01 R L 0
6518 NEFIIGVAYDSDIDQVK JW2891 ECK2920 mscS mechanosensitive channel 46 963.4787 2 1924.942847 0.0010 55.14 R Q 0
6519 NEGISVR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 43 387.7088 2 773.403047 -0.0002 21.78 R H JW2858
6520 NELIVAQK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 45 457.7688 2 913.523047 -0.0002 25.40 K K 0
6521 NELSMTRPGETFYR JW2718 ECK2743 ftsB cell division protein 39 850.9067 2 1699.798847 0.0000 37.75 R L 0
6522 NELSQYGILPEEWGGESQFVHVSAK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 39 935.4549 3 2803.34287 -0.0024 58.09 K A 0
6523 NEMAMLGTALNNMSAELAESYAVLEQR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 97 1478.6934 2 2955.372247 -0.0052 79.99 R V 0
6524 NENTLLPATLDYR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 67 760.3916 2 1518.768647 0.0009 48.32 R Q 0
6525 NEQDGGDLVYFQGHISPGVYAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 49 808.0522 3 2421.13477 -0.0001 48.90 R A 0
6526 NESQLALDGGDNLAYIATSMVNLR JW5873 ECK4366 prfC peptide chain release factor RF-3 48 1283.1331 2 2564.251647 -0.0024 69.61 K L 0
6527 NETNELFIPPGPR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 72 742.3806 2 1482.746647 0.0000 42.95 R L 0
6528 NETSNYEVDR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 50 613.7676 2 1225.520647 -0.0004 21.48 R T 0
6529 NFAGGDQPSMQYIGK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 87 806.875 2 1611.735447 0.0004 38.65 K A 0
6530 NFDDYILGGR JW1001 ECK1006 putP proline:sodium symporter 72 585.283 2 1168.551447 0.0002 49.67 K S 0
6531 NFDIDELEALHQELEAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 28 681.3324 3 2040.97537 0.0002 60.55 K I 0
6532 NFDLASK JW0902 ECK0910 ycbJ conserved protein 20 397.7057 2 793.396847 -0.0002 28.94 R S 0
6533 NFDLSPLYR JW3664 ECK3679 ibpA heat shock chaperone 22 562.7905 2 1123.566447 0.0003 49.27 R S 0
6534 NFDNMREDEGLADR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 41 841.366 2 1680.717447 0.0012 33.44 R A 0
6535 NFFDHVDIPAENINLLNGNAPDIDAECR 57.021465@C:27 JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 14 1061.8336 3 3182.47897 0.0064 62.67 R Q 0
6536 NFFEEDLQIR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 29 655.8225 2 1309.630447 0.0003 51.11 R F 0
6537 NFFLSPER JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 29 505.258 2 1008.501447 -0.0013 43.43 R T 0
6538 NFGGEQAAR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 58 475.2279 2 948.441247 0.0001 19.99 K T 0
6539 NFGLYNER JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 33 506.7457 2 1011.476847 -0.0005 34.96 K V 0
6540 NFIDAIIK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 34 467.2738 2 932.533047 0.0000 53.79 R E 0
6541 NFIDAIIKEK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 35 595.8424 2 1189.670247 -0.0003 50.54 R I 0
6542 NFIEGDKVNQGDSLYQIDPAPLQAELNSAK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 122 1092.2122 3 3273.61477 -0.0005 56.71 R G 0
6543 NFIGQADNADHPQK JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 41 777.8684 2 1553.722247 0.0000 23.02 R K 0
6544 NFIGQADNADHPQKK JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 13 561.6132 3 1681.81777 0.0005 22.02 R K 0
6545 NFKEGSDIEAGVSLYQIDPATYQATYDSAKGDLAK JW0452 ECK0457 acrA multidrug efflux system 147 1255.9413 3 3764.80207 -0.0036 54.68 R A 0
6546 NFLAETGDIR JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 21 568.2904 2 1134.566247 -0.0006 40.34 K A 0
6547 NFLVPQGK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 24 451.7581 2 901.501647 -0.0004 34.25 R A 0
6548 NFNDDVGPYEQSLVGTPVADPNKPLEVVR JW2962 ECK2988 hybC hydrogenase 2, large subunit 78 1057.1989 3 3168.57487 0.0022 53.58 R T 0
6549 NFPIQLSGGEQQR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 51 737.376 2 1472.737447 0.0003 41.15 K V 0
6550 NFRNEGISVR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 33 397.8788 3 1190.61457 -0.0011 25.67 R H JW4090
6551 NFYDDTNLQALVNLCSR 57.021465@C:15 JW5878 ECK2532 csiE stationary phase inducible protein 77 1021.9838 2 2041.953047 0.0003 61.23 R R 0
6552 NGAGIENYNFITTAGLKYTF JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 63 1097.5454 2 2193.076247 0.0020 63.83 K - 0
6553 NGALNAAIVGQPAYK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 46 743.906 2 1485.797447 0.0036 37.73 K I 0
6554 NGANANGQTDTFAIYAFDTLQITR JW0790 ECK0794 fiu predicted iron outer membrane transporter 58 1301.6314 2 2601.248247 0.0024 66.34 R D 0
6555 NGASLGEMIK JW5791 ECK4344 yjiY predicted inner membrane protein 40 510.2624 2 1018.510247 -0.0015 35.18 R E 0
6556 NGEDPVAIR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 71 485.7512 2 969.487847 -0.0001 25.45 R K 0
6557 NGEDPVAIRK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 62 549.7991 2 1097.583647 0.0009 21.15 R A 0
6558 NGEFIEITEKDTEGR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 62 869.418 2 1736.821447 -0.0001 37.85 K W 0
6559 NGELVVPAPEKPVPQGAAK JW0120 ECK0123 gcd glucose dehydrogenase 35 634.3549 3 1900.04287 0.0011 33.26 R G 0
6560 NGFAGYPVVTEENELVGIITGR JW5401 ECK2504 guaB IMP dehydrogenase 95 1168.1018 2 2334.189047 0.0036 71.44 R D 0
6561 NGFLLDGFPR JW0463 ECK0468 adk adenylate kinase 18 568.2985 2 1134.582447 0.0003 54.82 R T 0
6562 NGGEATSGFFEVPKNETK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 90 956.4592 2 1910.903847 0.0029 36.76 R E 0
6563 NGGEATSGFFEVPKNETKENGIR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 75 827.7388 3 2480.19457 0.0016 36.87 R L 0
6564 NGGVAGNTTVNQK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 66 630.3208 2 1258.627047 0.0006 17.75 K G 0
6565 NGIIHTTIGK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 43 527.3049 2 1052.595247 -0.0025 25.88 K V 0
6566 NGILANPDGDAVLQMGDEIALVGYPDAHAR JW0831 ECK0838 ybjL predicted transporter 87 1031.5086 3 3091.50397 0.0009 63.97 R L 0
6567 NGIPLALNR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 32 484.2877 2 966.560847 -0.0001 36.85 R T 0
6568 NGISQVGAVASWPIADR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 109 870.9539 2 1739.893247 -0.0021 50.82 K W 0
6569 NGKGEVDDIDHLGNR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 62 546.9322 3 1637.77477 -0.0010 27.44 R R 0
6570 NGKGEVDDIDHLGNRR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 55 897.9462 2 1793.877847 0.0011 24.02 R I 0
6571 NGKPVTGDEYNAK JW0818 ECK0824 yliF predicted diguanylate cyclase 37 464.8965 3 1391.66767 -0.0003 18.66 K N 0
6572 NGLACITPISALNQPGK 57.021465@C:5 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 79 877.468 2 1752.921447 0.0023 47.72 K K 0
6573 NGLACITPISALNQPGKK 57.021465@C:5 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 46 628.0122 3 1881.01477 0.0007 43.67 K I 0
6574 NGLDLILSGDTGSSTISLLK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 87 1002.5476 2 2003.080647 0.0021 64.36 R N 0
6575 NGLDVVR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 67 386.7191 2 771.423647 -0.0001 28.01 R M 0
6576 NGLLLAR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 53 378.7399 2 755.465247 -0.0001 32.01 K E 0
6577 NGLLWDNSLNVDGIK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 96 829.4312 2 1656.847847 0.0009 56.87 R T 0
6578 NGLMPLIRR 15.994915@M:4 JW3455 ECK3473 yhiJ predicted protein 12 362.5462 3 1084.61677 -0.0008 26.04 R R 0
6579 NGLVTWETQQTDYPR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 27 904.4347 2 1806.854847 0.0011 44.16 K T 0
6580 NGMECGIGVK 57.021465@C:5 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 35 532.7467 2 1063.478847 -0.0001 27.03 R N 0
6581 NGNPSGEGFTSGVTNNGR JW2203 ECK2207 ompC outer membrane porin protein C 43 882.8992 2 1763.783847 0.0017 27.89 K D 0
6582 NGQLSELTGEER JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 65 666.8224 2 1331.630247 -0.0014 32.17 R D 0
6583 NGQLSELTGEERDAASR JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 54 916.9391 2 1831.863647 -0.0022 32.30 R D 0
6584 NGQPWYVLVSGVYASK JW3351 ECK3375 damX predicted protein 40 589.9734 3 1766.89837 -0.0007 60.03 R E 0
6585 NGSQSGATLYASSR JW3116 ECK3135 yraM conserved protein 21 699.8353 2 1397.656047 0.0026 23.53 R S 0
6586 NGTFVTTYLSPR JW4121 ECK4156 psd phosphatidylserine decarboxylase 40 678.3515 2 1354.688447 0.0004 45.69 R D 0
6587 NGVAQPLR JW5689 ECK3404 malP maltodextrin phosphorylase 38 427.7458 2 853.477047 0.0001 21.23 R L 0
6588 NGVFTDR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 13 404.7008 2 807.387047 -0.0004 20.74 K V 0
6589 NGVHDFILVR JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 58 585.3248 2 1168.635047 -0.0002 41.24 R A 0
6590 NGVNLFAGDKYAGLSEQALYYIGGVIK JW3841 ECK3863 glnA glutamine synthetase 25 954.1695 3 2859.48667 0.0061 70.00 K H 0
6591 NGVVNEIWTR JW2236 ECK2234 glpB sn-glycerol-3-phosphate dehydrogenase (anaerobic), membrane anchor subunit 45 594.3127 2 1186.610847 0.0014 41.49 K N 0
6592 NHCEILQGNAR 57.021465@C:3 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 50 656.3145 2 1310.614447 -0.0006 20.97 R F 0
6593 NHDTGVSPVFAGGVEYAITPEIATR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 30 867.7688 3 2600.28457 -0.0023 54.29 K L 0
6594 NHETGELLATFELK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 80 801.4118 2 1600.809047 -0.0006 49.07 R T 0
6595 NHETGELLATFELKTDVLIDEVR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 21 881.4587 3 2641.35427 -0.0056 66.91 R A 0
6596 NHFASEYIYNAYKDEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 41 664.6432 3 1990.90777 0.0017 37.58 K T 0
6597 NHIDIVLSDVNMPNMDGYR JW5917 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 45 735.0144 3 2202.02137 0.0017 53.47 K L 0
6598 NHPAPQAPR JW5821 ECK1181 emtA lytic murein endotransglycosylase E 18 494.2594 2 986.504247 -0.0003 16.33 R Y 0
6599 NIADAVNSVLTDTIADMSQDTSIHEFIK JW0424 ECK0428 yajG predicted lipoprotein 100 1016.8343 3 3047.48107 0.0053 79.87 K Q 0
6600 NIADVLDATVAR JW4012 ECK4044 dnaB replicative DNA helicase 65 629.3437 2 1256.672847 0.0004 53.87 K I 0
6601 NIAHQVK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 12 405.235 2 808.455447 0.0000 15.23 K K 0
6602 NIAHQVKK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 37 469.2824 2 936.550247 -0.0002 13.81 K M 0
6603 NIAIEHSGYSVFAGVGER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 137 953.4756 2 1904.936647 -0.0013 44.24 R T 0
6604 NIAIIAHVDHGK JW5571 ECK3864 bipA GTP-binding protein 77 644.3621 2 1286.709647 0.0001 28.83 R T 0
6605 NIDVLIADTAGR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 76 629.3444 2 1256.674247 0.0018 47.02 R L 0
6606 NIDWLDGEGNDQVQESVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 55 1023.4741 2 2044.933647 -0.0001 48.30 K - 0
6607 NIEFFEAR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 41 513.2562 2 1024.497847 0.0001 43.71 K R 0
6608 NIEGTVAEIGWR JW1323 ECK1327 ynaI conserved inner membrane protein 80 672.8488 2 1343.683047 -0.0003 49.47 R I 0
6609 NIFDQDYFIR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 65 665.8253 2 1329.636047 0.0008 56.74 K S 0
6610 NIGDALKEPAQSLAESAAK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 78 957.0023 2 1911.990047 0.0000 44.39 K L 0
6611 NIGEILELAGCDR 57.021465@C:11 JW0007 ECK0008 talB transaldolase B 68 730.3635 2 1458.712447 -0.0011 55.46 R L 0
6612 NIGISAHIDAGK JW3302 ECK3327 fusA protein chain elongation factor EF-G 60 598.3252 2 1194.635847 0.0003 30.43 R T 0
6613 NIGISAHIDAGKTTTTER JW3302 ECK3327 fusA protein chain elongation factor EF-G 107 942.9925 2 1883.970447 0.0005 28.51 R I 0
6614 NIILSSQPGTDDRVTWVK JW0047 ECK0049 folA dihydrofolate reductase 63 1015.039 2 2028.063447 -0.0006 43.86 K S 0
6615 NIKEQIAVLK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 29 385.9078 3 1154.70157 -0.0007 32.08 R G 0
6616 NIKVDEAGFEAAMEEQR JW2667 ECK2692 alaS alanyl-tRNA synthetase 91 968.9569 2 1935.899247 -0.0003 44.19 R R 0
6617 NIKVDEAGFEAAMEEQRR JW2667 ECK2692 alaS alanyl-tRNA synthetase 36 698.3405 3 2091.99967 -0.0009 41.23 R R 0
6618 NILMIGPTGVGK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 38 600.3441 2 1198.673647 -0.0006 46.60 K T 0
6619 NILNELQK JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 26 486.2796 2 970.544647 -0.0001 39.85 R D 0
6620 NILQSGER JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 23 458.746 2 915.477447 0.0001 23.85 K I 0
6621 NINLDIAK JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 13 450.7614 2 899.508247 0.0006 37.97 K N 0
6622 NINLKIPAGK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 59 534.331 2 1066.647447 -0.0024 32.36 R T 0
6623 NIPLRVDLK JW0849 ECK0856 ybjP predicted lipoprotein 18 534.3315 2 1066.648447 -0.0014 36.00 R Q 0
6624 NIPVGSTVHNVEMKPGK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 45 903.9812 2 1805.947847 0.0021 28.44 R G 0
6625 NISDDLR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 20 416.7117 2 831.408847 0.0002 26.52 K A 0
6626 NISLSFFPGAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 56 590.8217 2 1179.628847 0.0001 54.28 K I 0
6627 NISMGAAYLNILETGPLAGIEDPK JW5821 ECK1181 emtA lytic murein endotransglycosylase E 106 1244.1429 2 2486.271247 -0.0014 70.03 R V 0
6628 NISYQLFINAPYDR JW0934 ECK0942 pqiB paraquat-inducible protein B 69 857.4335 2 1712.852447 0.0002 54.55 R L 0
6629 NITDIDDK JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 28 467.2296 2 932.444647 -0.0005 25.55 R I 0
6630 NITGIVMDLK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 66 552.3103 2 1102.606047 0.0005 49.71 R N 0
6631 NIVDGNHQMEPGMPESFNVLLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 69 1235.0976 2 2468.180647 -0.0021 55.66 K E 0
6632 NIVNDPSVVFDDIVTNEQIQK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 97 1194.109 2 2386.203447 0.0018 62.00 R R 0
6633 NIVNDPSVVFDDIVTNEQIQKR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 32 848.442 3 2542.30417 0.0016 59.61 R A 0
6634 NIVTVGNDIETR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 45 665.8515 2 1329.688447 -0.0004 35.72 R S 0
6635 NIYTDPLNVLQAELLHR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 27 670.3658 3 2008.07557 0.0016 67.19 R S 0
6636 NKADITGETLGMSEVNGHALIR JW3684 ECK3699 trmE GTPase 82 776.0659 3 2325.17587 0.0011 42.15 R L 0
6637 NKAELDEYREELVSHFAR JW5539 ECK3222 yhcB conserved protein 35 552.2769 4 2205.078494 -0.0030 46.56 K S 0
6638 NKDGIPAVVER JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 41 599.333 2 1196.651447 0.0001 28.00 R L 0
6639 NKDGIPAVVERLEYDPNR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 45 1043.0388 2 2084.063047 -0.0019 44.43 R S 0
6640 NKDTPVEQGKDDYLICMEK 57.021465@C:16 JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 54 761.6926 3 2282.05597 0.0001 37.03 K I 0
6641 NKEGEGYDEILAR JW5391 ECK2389 yfeA predicted diguanylate cyclase 43 747.3645 2 1492.714447 -0.0013 33.15 R L 0
6642 NKELMDNMR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 38 575.7708 2 1149.527047 0.0001 19.23 K N 0
6643 NKGMTETVAR JW2294 ECK2291 pta phosphate acetyltransferase 21 553.7845 2 1105.554447 -0.0005 18.14 K E 0
6644 NKIEAGYVAVGQNAVGTDLYQWDNVPK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 80 983.8294 3 2948.46637 -0.0004 52.76 R A 0
6645 NKQNDLQAMHHK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 70 732.3623 2 1462.710047 0.0001 16.63 K Y 0
6646 NKSEITDEEYKEFYK JW0462 ECK0467 htpG molecular chaperone HSP90 family 41 641.6389 3 1921.89487 0.0003 34.30 R H 0
6647 NKVHIINLEK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 40 604.3616 2 1206.708647 0.0003 26.01 R T 0
6648 NKVTDAEIAEVLAR JW2573 ECK2590 clpB protein disaggregation chaperone 69 764.92 2 1527.825447 -0.0001 43.96 R W 0
6649 NKYMELGPR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 55 554.2839 2 1106.553247 -0.0009 27.39 K D 0
6650 NLAEGVPR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 50 428.2376 2 854.460647 -0.0002 24.89 R G 0
6651 NLAFDELFDVR JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 68 669.8381 2 1337.661647 0.0001 62.99 K A 0
6652 NLALICESDLLGER 57.021465@C:6 JW1100 ECK1100 mfd transcription-repair coupling factor 88 801.912 2 1601.809447 0.0012 54.21 R V 0
6653 NLALNIESR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 59 515.2877 2 1028.560847 -0.0006 36.88 R G 0
6654 NLCQLIEQQLR 57.021465@C:3 JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 64 707.877 2 1413.739447 -0.0004 57.83 K S 0
6655 NLDAGKAGVEVDDR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 42 486.9106 3 1457.70997 -0.0009 26.62 K G 0
6656 NLDITDTR JW3140 ECK3161 argG argininosuccinate synthetase 23 474.2426 2 946.470647 -0.0013 30.08 R E 0
6657 NLDLHNVSTR JW2713 ECK2738 pcm L-isoaspartate protein carboxylmethyltransferase type II 32 584.8076 2 1167.600647 0.0010 27.81 K H 0
6658 NLDLIMGCER 57.021465@C:8 JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 57 610.7916 2 1219.568647 -0.0002 44.09 R R 0
6659 NLDNDDIEYK JW0190 ECK0194 proS prolyl-tRNA synthetase 51 619.7805 2 1237.546447 0.0001 30.32 R Y 0
6660 NLDQAQPGR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 47 499.7545 2 997.494447 0.0003 19.32 R K 0
6661 NLDQAQPGRK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 15 563.8021 2 1125.589647 0.0005 11.54 R V 0
6662 NLDQAQVILLGVSR JW1693 ECK1701 ydiA conserved protein 84 763.4394 2 1524.864247 0.0019 52.78 R C 0
6663 NLDRLLMEETGIPVVVAEDPLTCVAR 57.021465@C:23 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 92 970.8408 3 2909.50057 0.0015 65.96 R G 0
6664 NLEEFFAR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 28 513.2563 2 1024.498047 0.0003 50.26 R E 0
6665 NLEITQNLAGGAENTLASVLDCTVTPMGSR 57.021465@C:22 JW2703 ECK2728 mutS methyl-directed mismatch repair protein 13 1044.8493 3 3131.52607 0.0034 72.67 R M 0
6666 NLELCFPEMSEQER 57.021465@C:5 JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 60 891.396 2 1780.777447 0.0014 53.48 R R 0
6667 NLELCFPEMSEQERR 57.021465@C:5 JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 11 646.6328 3 1936.87657 -0.0006 48.04 R K 0
6668 NLETLSQTHKVER JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 89 777.9151 2 1553.815647 -0.0004 24.59 K L 0
6669 NLEVCPK 57.021465@C:5 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 20 430.2206 2 858.426647 -0.0003 23.31 R C 0
6670 NLEVMVK JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 41 416.7334 2 831.452247 -0.0001 30.78 K G 0
6671 NLEVMVKGPGPGR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 44 677.368 2 1352.721447 -0.0020 31.79 K E 0
6672 NLFLSSER JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 37 483.2564 2 964.498247 0.0004 36.90 K S 0
6673 NLGGNVNIR JW4180 ECK4217 ytfN conserved protein 50 478.7669 2 955.519247 -0.0006 27.54 R N 0
6674 NLGHTTASGAIKDQISGYEGGAK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 84 1138.0681 2 2274.121647 -0.0024 33.24 R S 0
6675 NLGLDVLDVVNLR JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 52 720.4156 2 1438.816647 0.0023 66.20 R V 0
6676 NLGLMAAER JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 67 487.7577 2 973.500847 -0.0006 34.65 R A 0
6677 NLHKVDVR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 20 327.5258 3 979.5555705 -0.0008 17.62 R D 0
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6678 NLIAALEDNDDPIISPAGSCTYAVK 57.021465@C:20 JW5041 ECK0305 ykgE predicted oxidoreductase 23 1324.1478 2 2646.281047 -0.0037 59.25 K S 0
6679 NLIEWLPGSTIWAGK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 51 842.9565 2 1683.898447 0.0001 66.54 K R 0
6680 NLILEENALGDHSR JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 91 790.9045 2 1579.794447 -0.0009 39.82 R V 0
6681 NLILEENALGDHSRVER JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 47 983.0102 2 1964.005847 -0.0016 37.14 R I 0
6682 NLLAQPAAGTTEAKPAPAPQADTPAAAPQGE JW3775 ECK3797 hemX uroporphyrinogen III methylase 48 985.5014 3 2953.48237 0.0043 36.75 R - 0
6683 NLLDTAVLEGTDEESAR JW4201 ECK4237 mgtA magnesium transporter 122 916.9468 2 1831.879047 -0.0009 51.58 K S 0
6684 NLLKDVTR JW2768 ECK2792 sdaB L-serine deaminase II 54 479.7871 2 957.559647 -0.0010 29.76 R V 0
6685 NLLTLNR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 39 422.256 2 842.497447 0.0001 36.12 R A 0
6686 NLLTSNSVFWAEGGAK JW1823 ECK1833 yebT conserved protein 99 847.431 2 1692.847447 0.0003 53.41 R V 0
6687 NLMWNIDPYLQTQWQLSEK JW1446 ECK1445 yncD predicted iron outer membrane transporter 78 1204.0914 2 2406.168247 0.0004 66.88 R L 0
6688 NLNDTNYNR JW0755 ECK0761 ybhC predicted pectinesterase 40 562.26 2 1122.505447 0.0001 21.32 R M 0
6689 NLNFYYGK JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 11 509.7528 2 1017.491047 -0.0009 37.80 R F 0
6690 NLNGQNGTISLR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 37 643.8439 2 1285.673247 -0.0006 31.78 K V 0
6691 NLNLDLQTLTEEAVR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 106 864.9609 2 1727.907247 0.0019 60.75 K L 0
6692 NLNQYQTR JW1200 ECK1197 lolB chaperone for lipoproteins 45 518.7627 2 1035.510847 0.0010 21.14 R G 0
6693 NLPGDLAIQGR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 13 577.3195 2 1152.624447 -0.0007 37.55 K - 0
6694 NLPIETNIMDLEAAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 13 836.4359 2 1670.857247 0.0024 57.69 R A 0
6695 NLPTAQGYCDSK 57.021465@C:9 JW2287 ECK2284 yfbQ predicted aminotransferase 44 677.3089 2 1352.603247 0.0002 27.93 R G 0
6696 NLQDSLR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 37 423.2274 2 844.440247 0.0000 27.14 K T 0
6697 NLQQLNAQMAQEAINLTR JW3809 ECK3826 rmuC predicted recombination limiting protein 113 1028.5346 2 2055.054647 0.0016 58.87 R A 0
6698 NLQTTLDSMNK JW0934 ECK0942 pqiB paraquat-inducible protein B 29 632.8138 2 1263.613047 0.0002 39.64 K I 0
6699 NLSESNDYVPRPASRPVTK JW2927 ECK2955 yggH tRNA (m7G46) methyltransferase, SAM-dependent 57 710.7025 3 2129.08567 -0.0008 28.95 K F 0
6700 NLSLESAIDKESDLLEPLR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 58 714.7153 3 2141.12407 0.0025 60.47 K S 0
6701 NLSLLQAR JW5503 ECK3026 tolC transport channel 42 457.7745 2 913.534447 0.0000 38.06 R L 0
6702 NLSVEQLTQLIAK JW0684 ECK0684 kdpC potassium translocating ATPase, subunit C 66 728.9225 2 1455.830447 0.0008 59.30 R Y 0
6703 NLSVLEPLGITDFYTDTTMSYAEDCWKK 57.021465@C:25 JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 64 1099.8479 3 3296.52187 -0.0039 70.47 R M 0
6704 NLSWLQYQQGQVVPVS JW3116 ECK3135 yraM conserved protein 60 923.4797 2 1844.944847 0.0029 57.99 R - 0
6705 NLTADEVATLEYLLK JW5248 ECK1523 marR DNA-binding transcriptional repressor 39 846.9557 2 1691.896847 -0.0014 69.05 K K 0
6706 NLTCVFVDNGLLR 57.021465@C:4 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 57 760.8985 2 1519.782447 0.0009 54.92 K L 0
6707 NLVDSER JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 16 416.7115 2 831.408447 -0.0001 21.53 K I 0
6708 NLVELAQLAR JW1842 ECK1854 yebK predicted DNA-binding transcriptional regulator 25 563.8325 2 1125.650447 -0.0001 49.43 K E 0
6709 NLVQQVAK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 32 450.2689 2 898.523247 -0.0002 26.16 K T 0
6710 NMAGSLVR 15.994915@M:2 JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 34 432.2236 2 862.432647 -0.0003 20.71 R H 0
6711 NMGALGALSVDMTQANSTLPDDSQHDGQSVR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 129 1072.4938 3 3214.45957 -0.0024 53.17 K F 0
6712 NMGFASIGYVPEDGWYAGTEAR JW1446 ECK1445 yncD predicted iron outer membrane transporter 90 1196.0396 2 2390.064647 0.0011 59.27 R Y 0
6713 NMGGDITVTSEQGK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 51 718.8378 2 1435.661047 -0.0001 29.13 K G 0
6714 NMIGAFYQPASVVVDLDCLK 57.021465@C:18 JW3352 ECK3376 aroB 3-dehydroquinate synthase 98 1120.5582 2 2239.101847 0.0002 66.32 K T 0
6715 NMINVALNNGTLQHPVK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 90 932 2 1861.985447 0.0023 42.79 R G 0
6716 NMITGAAQMDGAILVVAATDGPMPQTR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 23 910.4526 3 2728.33597 0.0015 64.69 K E JW3943
6717 NMQNTMGQVTTSAEQMLK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 45 1006.4648 2 2010.915047 -0.0021 55.74 K G 0
6718 NMQTLYNTGR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 38 599.2869 2 1196.559247 -0.0015 31.68 R L 0
6719 NMSDGINDLVTELSGNKPLVIPAS JW5052 ECK0371 ampH beta-lactamase/D-alanine carboxypeptidase 38 1242.6355 2 2483.256447 -0.0012 69.84 K - 0
6720 NMSDLSLETTLFNEK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 76 871.4198 2 1740.825047 0.0010 56.67 K L 0
6721 NMSKAEAFEESVR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 59 499.9048 3 1496.69257 -0.0004 31.53 K M 0
6722 NMSTYVDYIINQIDSDNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 123 1066.9937 2 2131.972847 -0.0003 70.87 K L 0
6723 NMSTYVDYK 15.994915@M:2 JW2203 ECK2207 ompC outer membrane porin protein C 45 568.7503 2 1135.486047 0.0006 25.42 K I JW1371 JW1949
6724 NMSTYVDYKINLLDDNQFTR JW2203 ECK2207 ompC outer membrane porin protein C 89 1225.586 2 2449.157447 -0.0009 54.59 K D 0
6725 NMVGAVVGVQPFGGEGLSGTGPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 120 1079.5515 2 2157.088447 -0.0003 52.64 R A 0
6726 NMVNTVDR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 28 474.732 2 947.449447 0.0001 22.35 R I 0
6727 NMVTQWGFSEK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 56 663.811 2 1325.607447 0.0000 47.12 R L 0
6728 NNASPADPQVH JW5692 ECK3388 hslO heat shock protein Hsp33 49 575.2674 2 1148.520247 -0.0007 19.29 R - 0
6729 NNATEFR JW2236 ECK2234 glpB sn-glycerol-3-phosphate dehydrogenase (anaerobic), membrane anchor subunit 26 426.2039 2 850.393247 -0.0001 20.61 R A 0
6730 NNDVNAFDKLLFK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 16 513.2718 3 1536.79357 0.0000 53.60 K H 0
6731 NNEHIQVITSLTNALDDESVIER JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 87 870.7717 3 2609.29327 0.0001 57.73 R L 0
6732 NNEVYLIEVNPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 44 730.3808 2 1458.747047 0.0004 44.57 K A 0
6733 NNFTTGR JW2751 ECK2774 pyrG CTP synthetase 20 405.1984 2 808.382247 -0.0005 19.65 R I 0
6734 NNIPVIAQHTGADSASVIFDAIQAAK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 28 884.4645 3 2650.37167 0.0002 59.84 R A 0
6735 NNLDNAVEQLR JW5503 ECK3026 tolC transport channel 60 643.3286 2 1284.642647 0.0004 39.24 R Q 0
6736 NNPLLVGESGVGK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 24 642.3515 2 1282.688447 0.0004 38.39 K T 0
6737 NNPSELTIFYPAVPR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 52 859.4497 2 1716.884847 0.0015 53.72 K V 0
6738 NNPVLIGEPGVGK JW2573 ECK2590 clpB protein disaggregation chaperone 34 647.362 2 1292.709447 0.0006 36.27 K T 0
6739 NNQHDVAIVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 67 583.3072 2 1164.599847 -0.0001 20.48 K I 0
6740 NNQVTVTGSLK JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 52 580.8166 2 1159.618647 -0.0010 26.10 K F 0
6741 NNSLFIKPLDSTLK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 53 795.4485 2 1588.882447 0.0000 44.79 R N 0
6742 NNSTNVKK JW0822 ECK0828 yliJ predicted glutathione S-transferase 10 302.1662 3 903.4767705 -0.0005 18.13 R V 0
6743 NNVEELLK JW3116 ECK3135 yraM conserved protein 37 479.7639 2 957.513247 0.0002 36.30 K S 0
6744 NNVESVFAVNGFGFAGR JW0451 ECK0456 acrB multidrug efflux system protein 105 892.9391 2 1783.863647 -0.0005 58.48 K G 0
6745 NNVLDYDMR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 34 570.2609 2 1138.507247 -0.0004 38.15 R H 0
6746 NNVVVSR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 45 394.2245 2 786.434447 -0.0003 18.20 R R 0
6747 NNVVVSRR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 31 472.2754 2 942.536247 0.0004 16.98 R A 0
6748 NNWGQTEQQQEPSAAR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 88 922.4203 2 1842.826047 0.0016 25.82 K Q 0
6749 NPASPAYGK JW5927 ECK3028 ygiB conserved outer membrane protein 14 452.7297 2 903.444847 -0.0001 18.81 K Y 0
6750 NPDKHLEAGCDLLK 57.021465@C:10 JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 12 537.2711 3 1608.79147 -0.0013 30.59 K Q 0
6751 NPGLWELPFGTTAR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 64 779.9045 2 1557.794447 0.0005 59.09 K E 0
6752 NPLFLLDEIDKMSSDMR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 52 675.3333 3 2022.97807 0.0027 68.99 K G 0
6753 NPWAKPLR JW3351 ECK3375 damX predicted protein 26 491.2848 2 980.555047 -0.0004 25.88 K Q 0
6754 NQAILPLKGK JW5625 ECK3691 gyrB DNA gyrase, subunit B 41 541.3397 2 1080.664847 -0.0006 27.49 K I 0
6755 NQASLDTAK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 19 474.2435 2 946.472447 0.0004 18.15 R T 0
6756 NQDLGPFISHEMNR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 74 829.3906 2 1656.766647 -0.0012 40.94 R C 0
6757 NQDMLLSVLDLEK JW5415 ECK2609 yfjD predicted inner membrane protein 77 759.3988 2 1516.783047 0.0024 62.32 R M 0
6758 NQIADLVGADPR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 108 634.8333 2 1267.652047 0.0001 40.89 R E 0
6759 NQLLAEAAK JW0451 ECK0456 acrB multidrug efflux system protein 52 479.2718 2 956.529047 -0.0001 27.18 R H 0
6760 NQLLAEAAKHPDMLTSVRPNGLEDTPQFK JW0451 ECK0456 acrB multidrug efflux system protein 36 805.9159 4 3219.634494 -0.0001 47.84 R I 0
6761 NQLLALAAENPELTR JW2454 ECK2465 acrD aminoglycoside/multidrug efflux system 92 826.9519 2 1651.889247 0.0000 49.66 R V 0
6762 NQLTSDLLDEWAK JW2479 ECK2490 yfgC predicted peptidase 79 766.8834 2 1531.752247 0.0004 57.74 R G 0
6763 NQLVVSVPSGNFGDLTAGLLAK JW0003 ECK0004 thrC threonine synthase 20 1100.6027 2 2199.190847 0.0011 64.21 R S 0
6764 NQNLLVTK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 33 465.2744 2 928.534247 0.0001 26.08 M R 0
6765 NQNLLVTKR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 58 543.3237 2 1084.632847 -0.0024 21.85 M D 0
6766 NQQELLR JW2493 ECK2505 xseA exonuclease VII, large subunit 33 450.7483 2 899.482047 -0.0004 24.60 R Q 0
6767 NQQLPLTVSYVGQTAEGAQMK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 103 1132.074 2 2262.133447 0.0021 47.98 K L 0
6768 NQVALVSQNVHLFNDTVANNIAYAR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 108 1386.2138 2 2770.413047 -0.0020 55.57 R T 0
6769 NQVDINEIQTAVENQLMSGPYK JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 123 1246.1102 2 2490.205847 -0.0001 65.80 R Q 0
6770 NQVTAFIGPSGCGK 57.021465@C:12 JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 40 718.3529 2 1434.691247 -0.0013 37.75 K S 0
6771 NQVVGTINFQLDGK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 91 766.9077 2 1531.800847 0.0015 46.58 K T 0
6772 NQYYGITAGPAYR JW0799 ECK0803 ompX outer membrane protein 53 737.3605 2 1472.706447 0.0018 38.12 K I 0
6773 NRDIMLK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 27 445.2492 2 888.483847 -0.0013 20.83 R V 0
6774 NRLAESEASNDQAPVQMPR JW5539 ECK3222 yhcB conserved protein 61 705.0076 3 2112.00097 -0.0007 31.38 R D 0
6775 NRVNQLGVAEPVVQR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 77 839.9712 2 1677.927847 0.0004 30.84 R Q 0
6776 NSAIASTIGLVDMAAQAGK JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 117 909.4763 2 1816.938047 0.0028 59.95 K L 0
6777 NSDAALGYAEALTR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 45 726.36 2 1450.705447 0.0002 47.46 K S 0
6778 NSEGIPLAEITFTLCEYQGK 57.021465@C:15 JW0861 ECK0868 ybjX conserved protein 31 1135.5561 2 2269.097647 0.0041 66.54 R R 0
6779 NSEGIPLAEITFTLCEYQGKR 57.021465@C:15 JW0861 ECK0868 ybjX conserved protein 12 809.407 3 2425.19917 0.0044 61.20 R T 0
6780 NSELLMLGQYK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 40 648.3386 2 1294.662647 0.0036 48.10 K Q 0
6781 NSELLMLGQYKQENAR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 78 631.9875 3 1892.94067 -0.0007 40.76 K L 0
6782 NSETLENFSEKLEVEGR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 89 990.9784 2 1979.942247 -0.0013 45.74 K S 0
6783 NSGDAPAAAPGNNETTEPVGTTK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 34 1100.0128 2 2198.011047 0.0024 24.60 K - 0
6784 NSGKFNPLDR JW5100 ECK0729 tolB periplasmic protein 42 574.2964 2 1146.578247 0.0001 27.60 R A 0
6785 NSGYQNYFVQGANLR JW5794 ECK4349 mdoB phosphoglycerol transferase I 81 865.9164 2 1729.818247 0.0012 44.76 K F 0
6786 NSHSVIITPGYGMAVAQAQYPVAEITEK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 99 992.1708 3 2973.49057 0.0002 53.18 K L 0
6787 NSLANWQSDK JW2504 ECK2516 yfhM conserved protein 50 581.7767 2 1161.538847 -0.0025 30.65 R L 0
6788 NSLMITLSQSGETADTLAGLR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 110 1089.5568 2 2177.099047 -0.0006 59.79 R L 0
6789 NSPPQYAGPIR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 66 600.3115 2 1198.608447 -0.0010 27.47 K L 0
6790 NSQGESALNLSLFLKDPATTK JW1606 ECK1609 ydgA conserved protein 66 745.3944 3 2233.16137 0.0024 54.53 K E 0
6791 NSTAMLTTFNEVNMKPIMDLR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 57 809.4014 3 2425.18237 0.0021 59.02 K K 0
6792 NSVIDEVVVCDTIPLSDEIK 57.021465@C:10 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 86 1123.0674 2 2244.120247 0.0009 60.81 R S 0
6793 NSVIDEVVVCDTIPLSDEIKSLPNVR 57.021465@C:10 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 86 971.1747 3 2910.50227 0.0016 64.92 R T 0
6794 NSWNEVR JW3778 ECK3800 cyaA adenylate cyclase 25 452.7173 2 903.420047 0.0002 22.63 R T 0
6795 NSWTESVSGNK JW1490 ECK1489 yddB predicted porin protein 61 604.7806 2 1207.546647 -0.0001 28.68 R T 0
6796 NTCTYCSVGCGLLMYSLGDGAK 57.021465@C:3,57.021465@C:6,57.021465@C:10 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 65 1214.0249 2 2426.035247 -0.0022 57.69 R N JW1470
6797 NTDFFGLVDGLNFAVQYQGK JW2203 ECK2207 ompC outer membrane porin protein C 115 1117.0491 2 2232.083647 -0.0013 71.42 R N 0
6798 NTDINFDKQQR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 56 689.8389 2 1377.663247 -0.0005 23.63 R Q 0
6799 NTEATHDQNEALTTGAR JW2500 ECK2512 yfgA conserved protein 81 914.9241 2 1827.833647 -0.0010 21.37 M L 0
6800 NTEDLSSYLKR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 39 442.5612 3 1324.66177 -0.0005 37.86 R H 0
6801 NTGIYLTGLQQVGDFTFEGAAR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 125 1179.5904 2 2357.166247 0.0013 62.30 R S 0
6802 NTGTSVHFWPDETFFDSPR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 27 747.3399 3 2238.99787 0.0009 56.00 R F 0
6803 NTHFQTVHGLDADGQYSSAR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 111 1102.5101 2 2203.005647 0.0015 30.58 K D 0
6804 NTLIVPDTLTLSEALESFK JW4177 ECK4214 ytfL predicted inner membrane protein 35 1046.0643 2 2090.114047 -0.0006 69.93 R T 0
6805 NTLLHEQWCDLLEENSVDAVK 57.021465@C:9 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 108 1257.1024 2 2512.190247 -0.0001 56.91 R V 0
6806 NTLLHEQWCDLLEENSVDAVKVR 57.021465@C:9 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 62 692.8475 4 2767.360894 0.0010 55.80 R S 0
6807 NTLNKPVIMGR JW0047 ECK0049 folA dihydrofolate reductase 33 621.8528 2 1241.691047 -0.0004 28.07 R H 0
6808 NTLTPTQMR JW5403 ECK2507 der predicted GTP-binding protein 36 531.274 2 1060.533447 -0.0001 25.92 R K 0
6809 NTLWQVGTDHAGIATQMVVER JW4215 ECK4251 valS valyl-tRNA synthetase 34 776.0595 3 2325.15667 0.0033 49.96 K K 0
6810 NTMDNGATVLDILGGDNYLGLGR JW5794 ECK4349 mdoB phosphoglycerol transferase I 72 1190.0848 2 2378.155047 0.0015 69.03 R S 0
6811 NTMLTVFSR JW3927 ECK3946 yijP conserved inner membrane protein 31 534.779 2 1067.543447 0.0001 45.60 R Q 0
6812 NTNFEDAK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 39 469.7143 2 937.414047 0.0000 20.39 R V 0
6813 NTNFEDAKVLAEQALAQPTTDELMTLVNK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 59 1068.875 3 3203.60317 0.0014 67.44 R F 0
6814 NTNITGVIVNK JW2294 ECK2291 pta phosphate acetyltransferase 93 586.8355 2 1171.656447 0.0004 33.51 K L 0
6815 NTNITGVIVNKLNAPVDEQGR JW2294 ECK2291 pta phosphate acetyltransferase 67 751.4047 3 2251.19227 0.0002 46.31 K T 0
6816 NTPVSELITLGENMGLENLAR JW3756 ECK3775 rho transcription termination factor 15 1136.0851 2 2270.155647 -0.0020 78.40 K M 0
6817 NTQGVILIR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 38 507.3089 2 1012.603247 0.0004 35.85 R T 0
6818 NTSFAPGNVSIK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 23 617.8248 2 1233.635047 -0.0003 36.24 K W 0
6819 NTTHLVWATGGGMVPEEEMNQYLAK JW2363 ECK2362 dsdA D-serine ammonia-lyase 103 1388.656 2 2775.297447 -0.0021 53.69 R G 0
6820 NTTIPVAR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 14 436.2531 2 870.491647 -0.0006 23.35 R A 0
6821 NTTKLDESVNR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 32 638.8286 2 1275.642647 0.0007 20.04 R V 0
6822 NTTLFDPGWWQLPGSEK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 80 988.483 2 1974.951447 0.0039 65.94 R R 0
6823 NTVGDNLDDLVTILR JW2243 ECK2242 yfaY conserved protein 88 829.442 2 1656.869447 0.0013 64.43 R E 0
6824 NTVVIMTSNLGSDLIQER JW2573 ECK2590 clpB protein disaggregation chaperone 141 995.5174 2 1989.020247 0.0003 55.48 R F 0
6825 NTWTLLPR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 21 500.7818 2 999.549047 -0.0011 45.25 R E 0
6826 NTYASPEQWQEKAETLAK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 17 698.6767 3 2093.00827 0.0017 43.12 R L 0
6827 NTYGALASLELAQQFVDKNELEK JW2497 ECK2509 yfgM conserved protein 95 1291.1596 2 2580.304647 -0.0023 63.65 K A 0
6828 NVALEEQAVEAVLAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 119 792.4354 2 1582.856247 -0.0002 55.45 R A 0
6829 NVEDLSEVALR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 72 622.8282 2 1243.641847 0.0011 44.02 R Q 0
6830 NVEEGGSLTIIATALIDTGSK JW3756 ECK3775 rho transcription termination factor 111 1045.0541 2 2088.093647 -0.0014 67.30 R M 0
6831 NVEGSVYDFVAEGIEEQAEYLKR JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 12 882.4296 3 2644.26697 0.0014 70.72 R Y 0
6832 NVFSGIR JW2101 ECK2107 metG methionyl-tRNA synthetase 22 396.7217 2 791.428847 -0.0002 33.97 R S 0
6833 NVFYPQMAR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 19 563.2787 2 1124.542847 -0.0008 38.08 R L 0
6834 NVGDLMQR JW4325 ECK4351 dnaC DNA biosynthesis protein 51 466.7346 2 931.454647 0.0001 30.05 K L 0
6835 NVGIDPEVYSGFAFGMGMER JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 88 1088.496 2 2174.977447 0.0011 63.80 R L 0
6836 NVIEVAPLAYMR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 54 688.374 2 1374.733447 0.0006 53.67 R G 0
6837 NVLAVDPTR JW0590 ECK0591 cstA carbon starvation protein 34 492.7771 2 983.539647 -0.0002 30.51 K M 0
6838 NVLQPIGWDAFGLPAEGAAVK JW0637 ECK0635 leuS leucyl-tRNA synthetase 96 1077.0733 2 2152.132047 0.0005 63.11 K N 0
6839 NVLTIPLSALGDPVGDNR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 93 926.003 2 1849.991447 0.0017 60.00 K Y 0
6840 NVLTIPLSALGDPVGDNRYK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 32 714.7239 3 2141.14987 0.0020 56.29 K V 0
6841 NVNDGQIQGVINKLWGVDTNYK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 59 825.7581 3 2474.25247 -0.0030 60.18 R S 0
6842 NVPFESGIDSVGSAR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 53 767.8796 2 1533.744647 0.0024 42.93 K L 0
6843 NVQLNGPTTDIIGEAPAMQDVFR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 94 1243.6215 2 2485.228447 0.0015 60.58 R I 0
6844 NVQVTQTVNDAALPVAFQTLNLTAELR JW4180 ECK4217 ytfN conserved protein 57 976.1937 3 2925.55927 0.0033 68.88 R N 0
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6845 NVTFTYPGR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 36 527.7694 2 1053.524247 -0.0001 36.53 R D 0
6846 NVTVMAMDSVPR 15.994915@M:5 JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 84 668.3234 2 1334.632247 0.0000 36.05 R I 0
6847 NVVAGDPSPDGQGR JW0190 ECK0194 proS prolyl-tRNA synthetase 67 684.8288 2 1367.643047 0.0001 21.99 R L 0
6848 NVVLDKSFGAPTITK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 60 795.4497 2 1588.884847 0.0024 40.27 R D 0
6849 NVVLDKSFGAPTITKDGVSVAR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 62 758.7533 3 2273.23807 0.0003 43.87 R E 0
6850 NVVLVMTTNAGVR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 64 687.3827 2 1372.750847 0.0013 42.58 R E 0
6851 NVVMITAQNHGFAVDEATLPANLR 15.994915@M:4 JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 40 866.4433 3 2596.30807 0.0012 48.67 K V 0
6852 NVVVETLEQLGIR JW1084 ECK1084 tmk thymidylate kinase 69 735.4203 2 1468.826047 0.0011 67.54 R D 0
6853 NVWLGDISR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 16 530.2822 2 1058.549847 -0.0009 44.49 K A 0
6854 NWDNTITTIPTWSLVSDSFK JW0566 ECK0569 ybdG predicted mechanosensitive channel 70 1163.0736 2 2324.132647 0.0001 68.91 R N 0
6855 NWLQEKGDMAEIEV JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 43 831.3949 2 1660.775247 -0.0014 52.25 R - 0
6856 NWQPSAETR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 41 544.7591 2 1087.503647 -0.0010 25.42 R E 0
6857 NWSGMSASGGR JW0566 ECK0569 ybdG predicted mechanosensitive channel 24 555.2429 2 1108.471247 -0.0008 26.20 K R 0
6858 NWVSPVDAIVERDEK JW0637 ECK0635 leuS leucyl-tRNA synthetase 24 586.3004 3 1755.87937 0.0003 48.89 R G 0
6859 NWWKNQSR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 16 559.7797 2 1117.544847 0.0031 37.84 R K 0
6860 NYDTYFAVVDR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 56 681.8199 2 1361.625247 0.0001 47.85 K N 0
6861 NYETPDAVEASQK JW2517 ECK2530 suhB inositol monophosphatase 34 726.3366 2 1450.658647 0.0010 27.06 K G 0
6862 NYGAAQPGR JW5927 ECK3028 ygiB conserved outer membrane protein 49 467.2293 2 932.444047 -0.0023 18.00 K T 0
6863 NYGSLIGEATAER JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 96 690.8418 2 1379.669047 0.0010 40.76 R I 0
6864 NYHVAESTPDSKPAMVAEDYTNR JW0931 ECK0939 ycbY predicted methyltransferase 69 865.731 3 2594.17117 0.0005 33.48 K L 0
6865 NYITESGK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 22 456.2271 2 910.439647 0.0000 21.89 K I 0
6866 NYLEMEVEVNR JW0907 ECK0915 mukB fused chromosome partitioning proteins 69 698.3323 2 1394.650047 0.0001 43.81 R G 0
6867 NYLGIDGIPEFGR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 89 725.8708 2 1449.727047 0.0020 56.38 K C 0
6868 NYLSDAFK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 23 479.2371 2 956.459647 -0.0006 41.50 K F 0
6869 NYLTEHPEATDPR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 37 771.8628 2 1541.711047 -0.0001 27.86 K D 0
6870 NYSSPPNFGAQVVAAVLNDEALK JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 75 1202.611 2 2403.207447 0.0005 69.83 R A 0
6871 NYTIGDVIAR JW0637 ECK0635 leuS leucyl-tRNA synthetase 19 561.3008 2 1120.587047 -0.0005 41.05 R Y 0
6872 NYTITQR JW2462 ECK2473 nlpB lipoprotein 37 448.2351 2 894.455647 -0.0003 22.72 K D 0
6873 NYTPYEGDESFLAGATEATTTLWDK JW0886 ECK0894 pflB pyruvate formate lyase I 18 1390.6339 2 2779.253247 0.0032 67.05 K V 0
6874 NYVVYETTR JW3351 ECK3375 damX predicted protein 31 572.7853 2 1143.556047 0.0001 29.12 K N 0
6875 NYWSALDSDKK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 53 663.8187 2 1325.622847 -0.0023 35.81 R N 0
6876 NYYDITLALAGICQSAR 57.021465@C:13 JW5165 ECK1118 hflD predicted lysogenization regulator 73 964.9811 2 1927.947647 0.0014 63.83 K L 0
6877 NYYELDGK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 23 501.2323 2 1000.450047 0.0000 31.05 R R 0
6878 NYYELDGKR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 26 579.2827 2 1156.550847 -0.0004 24.59 R L 0
6879 PHSYDYDAIVIGSGPGGEGAAMGLVK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 112 854.4166 3 2560.22797 0.0012 51.05 M Q 0
6880 PLLDSFTVDHTR JW2662 ECK2681 luxS S-ribosylhomocysteinase 70 467.5771 3 1399.70947 -0.0001 43.05 M M 0
6881 PLSAQQLAAQK JW5608 ECK3749 yieP predicted transcriptional regulator 60 577.83 2 1153.645447 0.0000 27.65 M N 0
6882 PQQIELR JW3444 ECK3463 nikD nickel transporter subunit -!- ATP-binding component of ABC superfamily 43 442.2533 2 882.492047 -0.0003 26.38 M N 0
6883 PSAHSVK JW1576 ECK1579 speG spermidine N1-acetyltransferase 13 363.2008 2 724.387047 0.0003 18.67 M L 0
6884 PVITLPDGSQR JW1709 ECK1717 thrS threonyl-tRNA synthetase 49 591.827 2 1181.639447 -0.0009 37.24 M H 0
6885 PYDSVYSEK JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 20 544.2513 2 1086.488047 0.0010 22.52 M R 0
6886 QAAAQAAAGDSLDK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 60 658.8259 2 1315.637247 0.0004 21.41 R A 0
6887 QAAAQAAAGDSLDKATLK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 46 865.4561 2 1728.897647 -0.0029 28.01 R K 0
6888 QAAAQAAAGDSLDKATLKK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 66 620.0064 3 1856.99737 0.0019 25.05 R V 0
6889 QAASQTLQVR JW4120 ECK4155 yjeP predicted mechanosensitive channel 65 551.3036 2 1100.592647 -0.0011 22.87 R Q 0
6890 QADLMVVAGTCFTK 57.021465@C:11 JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 77 770.8782 2 1539.741847 -0.0007 49.83 R M 0
6891 QADSAVELENVELAPLVETVVSAHSLPAR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 122 1015.5363 3 3043.58707 0.0047 67.95 K A 0
6892 QADSMLGVQYSSCCYAIR 57.021465@C:13,57.021465@C:14 JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 76 1054.9653 2 2107.916047 0.0036 46.65 K V 0
6893 QADTNQEQAKTEDAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 26 838.8912 2 1675.767847 0.0030 13.85 K R 0
6894 QAEDESDREVEGGR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 39 526.2323 3 1575.67507 -0.0010 18.44 R G 0
6895 QAEDESDREVEGGRGR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 12 597.2736 3 1788.79897 0.0003 17.16 R G 0
6896 QAEILKAEGEK JW0478 ECK0483 ybbK predicted protease, membrane anchored 66 608.3321 2 1214.649647 -0.0010 22.83 R Q 0
6897 QAEILKAEGEKQSQILK JW0478 ECK0483 ybbK predicted protease, membrane anchored 51 638.361 3 1912.06117 -0.0016 32.09 R A 0
6898 QAELDSVAK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 20 480.7534 2 959.492247 -0.0001 23.15 R R 0
6899 QAELDSVAKR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 56 558.8043 2 1115.594047 0.0005 21.96 R H 0
6900 QAFTVSESNKG JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 33 584.286 2 1166.557447 0.0007 19.23 R - 0
6901 QAGCTLHEVGTTNR 57.021465@C:4 JW3564 ECK3580 selA selenocysteine synthase 58 772.368 2 1542.721447 0.0005 20.64 R T 0
6902 QAGELQEK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 16 451.7321 2 901.449647 -0.0009 16.91 K L 0
6903 QAGIALAGGHSIDAPEPIFGLAVTGIVPTER JW1753 ECK1762 selD selenophosphate synthase 14 1019.883 3 3056.62717 -0.0022 63.29 R V 0
6904 QAGIAMPQVAIYHAPDINAFATGAR JW1818 ECK1828 htpX predicted endopeptidase 20 861.7765 3 2582.30767 0.0015 56.48 R R 0
6905 QAGLSYITR JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 50 504.7772 2 1007.539847 0.0000 32.37 R S 0
6906 QAGYDASVSHPK JW0473 ECK0478 copA copper transporter 16 420.5392 3 1258.59577 0.0015 19.68 K A 0
6907 QAGYTVVTTSSEQGKPLFK JW2565 ECK2579 yfiF predicted methyltransferase 42 681.0242 3 2040.05077 -0.0020 36.95 R T 0
6908 QAHQAVVIPPYQPENAEIAIEAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 74 848.7783 3 2543.31307 0.0000 45.01 R D 0
6909 QAIFATPAFQVDGK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 30 746.8941 2 1491.773647 0.0015 49.02 K F 0
6910 QAIFATPAFQVDGKFDNSR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 40 704.6893 3 2111.04607 0.0027 49.39 K Y 0
6911 QAIGDAPFLLVTSASHLPR JW0903 ECK0911 ycbC conserved inner membrane protein 46 665.034 3 1992.08017 0.0010 57.54 K A 0
6912 QAITQLEALDNR JW2577 ECK2593 yfiO predicted lipoprotein 109 686.3653 2 1370.716047 0.0008 40.62 R Y 0
6913 QAITQLEALDNRYPFGPYSQQVQLDLIYAYYK JW2577 ECK2593 yfiO predicted lipoprotein 62 1270.3111 3 3807.91147 -0.0033 67.66 R N 0
6914 QAIVAEVSEVAK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 62 622.3479 2 1242.681247 -0.0006 39.11 K G 0
6915 QAIVAVR JW4215 ECK4251 valS valyl-tRNA synthetase 31 378.7398 2 755.465047 -0.0002 24.21 K N 0
6916 QAIYDPENR JW5741 ECK4175 rnr exoribonuclease R, RNase R 23 553.2675 2 1104.520447 0.0005 27.61 K G 0
6917 QALADDNLALAESLLGHPFAISGR JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 42 1240.1519 2 2478.289247 0.0026 66.98 R V 0
6918 QALELPR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 36 413.7425 2 825.470447 -0.0004 32.93 K E 0
6919 QALELVR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 42 414.7504 2 827.486247 -0.0001 32.01 R E 0
6920 QALENVSTWVR JW3775 ECK3797 hemX uroporphyrinogen III methylase 51 651.8436 2 1301.672647 -0.0002 45.55 R A 0
6921 QALHATMLR 15.994915@M:7 JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 12 528.7841 2 1055.553647 -0.0010 28.71 R L 0
6922 QALIDANLR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 20 507.2905 2 1012.566447 -0.0001 35.33 R L 0
6923 QALLALVLNR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 48 555.8531 2 1109.691647 -0.0004 57.17 R D 0
6924 QALLSDFSMPSVR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 58 725.8719 2 1449.729247 0.0007 53.10 R T 0
6925 QALNTLR JW4120 ECK4155 yjeP predicted mechanosensitive channel 41 408.2404 2 814.466247 0.0001 13.45 R E 0
6926 QALSDITAILPDGNK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 34 778.4199 2 1554.825247 0.0000 53.73 R V 0
6927 QALSDITAILPDGNKVMMSSLR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 77 1180.6192 2 2359.223847 -0.0001 59.18 R Q 0
6928 QALVEQMQPGSAALIFAAPEVTR JW2876 ECK2903 pepP proline aminopeptidase P II 85 1214.1414 2 2426.268247 0.0056 59.65 R S 0
6929 QAMAAGEK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 35 403.1971 2 804.379647 -0.0002 14.03 R L 0
6930 QAMAAGEKLFDWGGAENLAYATLVDEGIPVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 23 1098.2154 3 3291.62437 0.0012 70.22 R L 0
6931 QAMGLNDLPEWLR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 80 771.891 2 1541.767447 0.0014 61.51 R - 0
6932 QAMLQSIK JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 17 459.7579 2 917.501247 0.0008 29.46 R E 0
6933 QANKYKVPR JW3302 ECK3327 fusA protein chain elongation factor EF-G 23 552.3197 2 1102.624847 0.0003 17.50 R I 0
6934 QAPLVLIPR JW3116 ECK3135 yraM conserved protein 15 503.8241 2 1005.633647 0.0001 43.47 K S 0
6935 QAQAAYDYAQNFYNR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 76 911.9118 2 1821.809047 0.0021 42.01 K Q 0
6936 QAQDGHLPTLDLTASTGISDTSYSGSK JW5503 ECK3026 tolC transport channel 18 917.4427 3 2749.30627 0.0020 48.03 R T 0
6937 QAQEILDTDHYGLER JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 80 894.4316 2 1786.848647 0.0001 38.57 R V 0
6938 QAQIGTIDAQIK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 21 643.3586 2 1284.702647 -0.0010 36.34 K R 0
6939 QAQIGTIDAQIKR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 60 721.4097 2 1440.804847 -0.0001 30.37 K N 0
6940 QAQINGLEMAFLSAEEK JW1615 ECK1618 add adenosine deaminase 90 939.9696 2 1877.924647 0.0055 59.48 R R 0
6941 QAQINGLEMAFLSAEEKR JW1615 ECK1618 add adenosine deaminase 100 679.0139 3 2034.01987 -0.0005 55.41 R A 0
6942 QAQLITSR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 57 458.7638 2 915.513047 -0.0007 23.06 R T 0
6943 QAQQLAEQQR JW3904 ECK3925 ftsN essential cell division protein 78 600.3101 2 1198.605647 0.0002 19.02 R L 0
6944 QAQQQTAETR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 56 580.7867 2 1159.558847 0.0008 13.62 R E 0
6945 QAQYNFVGASEQLESAHR JW5503 ECK3026 tolC transport channel 35 678.9939 3 2033.95987 0.0043 42.44 K S 0
6946 QASAILIR JW5066 ECK0485 ybbM predicted inner membrane protein 27 436.2718 2 870.529047 0.0004 30.57 K D 0
6947 QASITQELTEIVSGAAAV JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 29 894.4746 2 1786.934647 0.0034 76.48 R - 0
6948 QATAALTALSDVDNDEETRK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 59 716.6853 3 2147.03407 -0.0001 40.52 R I 0
6949 QATDSALR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 52 431.2246 2 860.434647 -0.0005 17.84 R G 0
6950 QATFEEMIAR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 54 598.294 2 1194.573447 0.0033 43.56 K R 0
6951 QATGADQLVPAPEAGATQPAEFHCHPSNTINALNR 57.021465@C:24 JW3460 ECK3478 pitA phosphate transporter, low-affinity 39 921.6977 4 3682.761694 0.0070 42.09 K L 0
6952 QATKGEVVSHIASDNVLGGK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 33 670.6918 3 2009.05357 -0.0005 32.24 R I 0
6953 QATLLLHVIDAADVR JW4131 ECK4169 hflX predicted GTPase 61 545.6456 3 1633.91497 -0.0001 54.51 R V 0
6954 QATQGDELTIK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 27 602.3144 2 1202.614247 -0.0001 27.72 K M 0
6955 QATTTPPTLTLITDDSHWTLR JW2487 ECK2498 ppx exopolyphosphatase 19 790.0772 3 2367.20977 0.0028 55.95 R F 0
6956 QAVCIGSALNITAK 57.021465@C:4 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 53 723.393 2 1444.771447 0.0008 44.64 R - 0
6957 QAVPTLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 25 392.7374 2 783.460247 -0.0001 25.78 R A 0
6958 QAVQIEK JW1692 ECK1700 pps phosphoenolpyruvate synthase 18 408.2342 2 814.453847 -0.0009 19.83 K H 0
6959 QAVTNPQNTLFAIK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 38 772.9252 2 1543.835847 0.0000 45.07 R R 0
6960 QAVTNPQNTLFAIKR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 79 850.9754 2 1699.936247 -0.0007 38.76 R L 0
6961 QAVVSAQSSLDAMEAGYSVGTR JW5503 ECK3026 tolC transport channel 148 1114.0357 2 2226.056847 -0.0017 49.12 K T 0
6962 QAYEQGFSQR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 36 607.2832 2 1212.551847 -0.0005 24.50 K G 0
6963 QAYILQNEDKR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 34 689.3603 2 1376.706047 0.0012 26.23 K I 0
6964 QCAALAPADK 57.021465@C:2 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 43 522.7607 2 1043.506847 -0.0002 20.58 K G 0
6965 QCAALAPADKGHYLAR 57.021465@C:2 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 79 871.4437 2 1740.872847 -0.0001 27.04 K K 0
6966 QDAGVGQWIDLMAR JW1241 ECK1243 cls cardiolipin synthase 1 100 780.3855 2 1558.756447 0.0002 60.76 K M 0
6967 QDAIDAVEQHGIVFIDEIDKICK 57.021465@C:22 JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 60 886.1167 3 2655.32827 0.0069 69.79 K R 0
6968 QDFLNSLTVEMLNQDLR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 53 1018.5104 2 2035.006247 0.0018 69.29 R Q 0
6969 QDGPTALILSR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 12 585.8278 2 1169.641047 0.0006 41.11 R Q 0
6970 QDIDRWQSTSVNDVLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 41 966.4824 2 1930.950247 0.0006 44.13 R R 0
6971 QDIESNLQYDAGDKGIYR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 85 695.6678 3 2083.98157 0.0006 39.64 R H 0
6972 QDIGEILIDNPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 82 677.8647 2 1353.714847 0.0009 46.47 R V 0
6973 QDIIFAILK JW3756 ECK3775 rho transcription termination factor 35 530.8238 2 1059.633047 0.0002 60.94 K Q 0
6974 QDKTSQDADFTAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 82 727.8416 2 1453.668647 0.0002 19.85 K T 0
6975 QDLDQLQAGAR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 93 607.8096 2 1213.604647 -0.0004 29.14 R V 0
6976 QDLEMEALTFKPEEWGMK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 69 728.012 3 2181.01417 0.0019 58.76 K R 0
6977 QDLEMEALTFKPEEWGMKR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 42 585.2853 4 2337.112094 -0.0010 54.25 K G 0
6978 QDLVYEKEDLLISGPGK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 43 635.3383 3 1902.99307 -0.0008 45.45 R Y 0
6979 QDLVYEKEDLLISGPGKYPEYNFYR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 30 1012.837 3 3035.48917 -0.0024 53.38 R M 0
6980 QDNLLAAIWQDSK JW2703 ECK2728 mutS methyl-directed mismatch repair protein 104 751.3862 2 1500.757847 0.0007 60.74 R G 0
6981 QDVLGDLMSR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 33 567.2848 2 1132.555047 0.0004 50.96 R N 0
6982 QDVPSFRPGDTVEVK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 47 837.4283 2 1672.842047 0.0000 36.38 K V 0
6983 QEAAAPAPAAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 23 512.7744 2 1023.534247 -0.0006 17.50 K A 0
6984 QEAAPAAAPAPAAGVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 74 710.3837 2 1418.752847 0.0010 24.11 K E 0
6985 QEAEADDYSYDLLR JW2903 ECK2931 yggG predicted peptidase 74 844.3771 2 1686.739647 0.0023 46.86 R Q 0
6986 QEEVINIANIQSR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 79 757.4019 2 1512.789247 -0.0003 42.93 K L 0
6987 QEFDVIGTVNALEQR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 92 859.9387 2 1717.862847 -0.0006 58.22 R L 0
6988 QEGIECYR 57.021465@C:6 JW0931 ECK0939 ycbY predicted methyltransferase 38 527.7347 2 1053.454847 0.0000 26.42 R L 0
6989 QEGNVILFIDELHTMVGAGK JW2573 ECK2590 clpB protein disaggregation chaperone 33 724.3766 3 2170.10797 -0.0013 68.09 K A 0
6990 QEIGQIVGCSR 57.021465@C:9 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 70 623.8138 2 1245.613047 -0.0004 32.23 R E 0
6991 QEIIDIVTSWPGVSGAHDLR JW3886 ECK3907 fieF zinc transporter 27 731.7151 3 2192.12347 0.0008 60.05 R T 0
6992 QEIVTDPLEQEVNKNVFMGK JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 34 773.3948 3 2317.16257 0.0002 52.73 K L 0
6993 QEKEDSETFQGEGHFSVDEK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 40 776.0084 3 2325.00337 0.0001 31.87 R S 0
6994 QEKVVLAE JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 17 458.2609 2 914.507247 0.0000 26.69 K - 0
6995 QELANAR JW5503 ECK3026 tolC transport channel 45 401.2142 2 800.413847 -0.0001 16.71 K Y 0
6996 QELEINQQLSQR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 81 743.3867 2 1484.758847 0.0005 35.07 K L 0
6997 QEMLAVATR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 16 509.771 2 1017.527447 -0.0002 31.26 K E 0
6998 QENVYYYITTLNENYHMPAMPEGAEEGIR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 92 1144.8559 3 3431.54587 0.0021 61.87 K K 0
6999 QENVYYYITTLNENYHMPAMPEGAEEGIRK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 42 890.917 4 3559.638894 0.0004 59.00 K G 0
7000 QEQEQLQSR JW0907 ECK0915 mukB fused chromosome partitioning proteins 39 573.2809 2 1144.547247 0.0001 17.97 R I 0
7001 QESGSLLLFLPGVGEIQR JW0144 ECK0147 hrpB predicted ATP-dependent helicase 20 972.033 2 1942.051447 -0.0008 66.77 R V 0
7002 QEVHGNGLSSYPHPK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 30 550.6057 3 1648.79527 -0.0005 22.61 R L 0
7003 QEVSFVYDNQLLHLK JW1631 ECK1635 ydhA predicted lipoprotein 32 611.6562 3 1831.94677 0.0000 52.46 R Q 0
7004 QEYDQALADAQQANAAVTAAK JW0452 ECK0457 acrA multidrug efflux system 94 1089.0271 2 2176.039647 0.0002 44.81 K A 0
7005 QEYTSLLYIPSQAPWDMWNR JW0462 ECK0467 htpG molecular chaperone HSP90 family 47 1249.5933 2 2497.172047 -0.0016 68.95 K D 0
7006 QFALSNPER JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 38 531.272 2 1060.529447 -0.0006 31.52 K V 0
7007 QFAQTPALYR JW4359 ECK4388 rob DNA-binding transcriptional activator 14 597.8167 2 1193.618847 -0.0004 35.21 K R 0
7008 QFAQTQQQR JW0873 ECK0881 ftsK DNA-binding membrane protein required for chromosome resolution and partitioning 23 567.7857 2 1133.556847 -0.0009 18.40 R Y 0
7009 QFAVTLR JW3252 ECK3277 mscL mechanosensitive channel 36 417.7452 2 833.475847 0.0000 35.24 K D 0
7010 QFDDMQR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 15 470.2025 2 938.390447 -0.0011 23.83 K M 0
7011 QFDHFDLR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 11 359.8417 3 1076.50327 -0.0008 37.09 R D 0
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7012 QFDLDQAFSAK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 37 635.3091 2 1268.603647 -0.0001 48.67 R I 0
7013 QFDYLVNSMR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 69 636.8058 2 1271.597047 0.0002 47.21 K V 0
7014 QFFDDGMHLPSPYGIR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 32 940.4431 2 1878.871647 -0.0007 53.81 K L 0
7015 QFGENYVQEGVDKIR JW2918 ECK2946 yggS predicted enzyme 56 891.4439 2 1780.873247 -0.0012 44.22 R H 0
7016 QFIDGLALPEEEKAR JW1117 ECK1117 purB adenylosuccinate lyase 50 858.4522 2 1714.889847 0.0009 46.01 K L 0
7017 QFLDGIADGPVPFRYPAGDYHADLLPGS JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 65 996.823 3 2987.44717 0.0018 64.40 R - 0
7018 QFPEIVDFYLPPEGCSYR 57.021465@C:15 JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 62 1109.0188 2 2216.023047 -0.0017 65.24 K L 0
7019 QFPVGEIYALAR JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 21 682.3726 2 1362.730647 0.0011 56.51 R N 0
7020 QFSGTQPLYTLDGDGTLTNNQSGVK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 32 1321.1383 2 2640.262047 -0.0047 49.63 R Y 0
7021 QFTDDLIAR JW2768 ECK2792 sdaB L-serine deaminase II 53 539.7801 2 1077.545647 0.0002 40.24 K N 0
7022 QFVEAAHESGK JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 36 601.7939 2 1201.573247 0.0006 19.57 R Y 0
7023 QGADIVFGSAQR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 24 624.8195 2 1247.624447 -0.0014 35.59 K F 0
7024 QGADQQLGK JW0411 ECK0415 ispA geranyltranstransferase 21 472.7436 2 943.472647 0.0004 16.60 R S 0
7025 QGAELAWDQR JW1446 ECK1445 yncD predicted iron outer membrane transporter 34 587.2865 2 1172.558447 0.0010 36.33 R F 0
7026 QGAFIAR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 18 381.7165 2 761.418447 0.0000 23.15 R N 0
7027 QGAPTDLPK JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 27 463.7505 2 925.486447 -0.0005 23.09 K A 0
7028 QGCTIVQPLDMEVGAGTSHPMTCLR 57.021465@C:3,57.021465@C:23 JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 65 920.0981 3 2757.27247 0.0018 49.17 R E 0
7029 QGDGRYPSQWCGEQQFDR 57.021465@C:11 JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 60 738.6517 3 2212.93327 -0.0011 35.88 K I 0
7030 QGDLICLDGK 57.021465@C:6 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 52 559.779 2 1117.543447 -0.0003 39.47 K L 0
7031 QGDLICLDGKLGADGNALFRQPDLR 57.021465@C:6 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 13 686.355 4 2741.390894 -0.0009 54.83 K E 0
7032 QGDQGWQDEVLMIQEGQCWVIDDVR 57.021465@C:18 JW0849 ECK0856 ybjP predicted lipoprotein 72 1002.1243 3 3003.35107 0.0021 70.76 K Y 0
7033 QGDWVSIMIPNSNPEHK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 24 651.3165 3 1950.92767 0.0018 51.86 K L 0
7034 QGEFQYPIYR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 63 650.8191 2 1299.623647 -0.0011 41.39 R M 0
7035 QGEGKDLNNESTPMAFENIK JW1427 ECK1424 ydcL predicted lipoprotein 55 1111.5225 2 2221.030447 -0.0016 39.73 R Q 0
7036 QGELLNR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 19 415.2299 2 828.445247 -0.0001 24.01 R V 0
7037 QGFELDATHGTAIVLGEAGINPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 22 789.4084 3 2365.20337 0.0008 56.63 K L 0
7038 QGGALVTSTAATVTGINR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 108 858.966 2 1715.917447 0.0008 41.42 K L 0
7039 QGGASWLGEK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 32 516.7591 2 1031.503647 0.0001 33.78 K Q 0
7040 QGGDPYLVMADFAAYVEAQK JW5689 ECK3404 malP maltodextrin phosphorylase 51 725.0136 3 2172.01897 -0.0007 71.40 K Q 0
7041 QGGTLQLFR JW1178 ECK1177 dadA D-amino acid dehydrogenase 53 510.2852 2 1018.555847 0.0000 41.24 R T 0
7042 QGIELIQGYDASQLEPQPDLVIIGNAMTR JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 16 1057.2137 3 3168.61927 0.0068 67.14 K G 0
7043 QGIKPLKK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 24 456.3053 2 910.596047 -0.0003 16.20 K T 0
7044 QGILLADAK JW2539 ECK2552 yfhG conserved protein 50 464.7766 2 927.538647 -0.0002 33.00 K I 0
7045 QGISASGAR JW1631 ECK1635 ydhA predicted lipoprotein 11 423.7251 2 845.435647 0.0002 17.57 K Y 0
7046 QGLITLQDDELHINPAHSR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 77 1079.0562 2 2156.097847 0.0004 44.73 R T 0
7047 QGLLDAMR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 30 452.2394 2 902.464247 -0.0001 41.35 R E 0
7048 QGLLTVEKK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 18 508.3104 2 1014.606247 -0.0010 24.01 K G 0
7049 QGLNAELTR JW5165 ECK1118 hflD predicted lysogenization regulator 61 501.2726 2 1000.530647 0.0005 29.55 R Y 0
7050 QGMPVTVQFGDEAGHE JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 94 851.3818 2 1700.749047 0.0028 44.49 R - 0
7051 QGMWLNADQQSR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 62 717.3337 2 1432.652847 0.0011 37.88 K V 0
7052 QGNALGWATAGGSGFR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 38 775.3795 2 1548.744447 0.0013 45.53 R G 0
7053 QGNEFGATTGR JW4135 ECK4173 purA adenylosuccinate synthetase 29 569.2681 2 1136.521647 0.0007 22.38 K R 0
7054 QGNLYAGDTQNTNSDSYTR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 65 1052.9617 2 2103.908847 -0.0004 28.58 R S 0
7055 QGNNVTLQGVNDK JW5535 ECK3180 yrbB predicted protein 56 693.8525 2 1385.690447 0.0005 25.98 K V 0
7056 QGPQIVVGTPGR JW5531 ECK3150 deaD ATP-dependent RNA helicase 34 604.8411 2 1207.667647 0.0004 32.27 R L 0
7057 QGQEIIAGNFR JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 42 616.8229 2 1231.631247 0.0003 36.10 R A 0
7058 QGQLDSVGGFAYLAELSK JW4012 ECK4044 dnaB replicative DNA helicase 31 941.9816 2 1881.948647 0.0015 61.35 R N 0
7059 QGQPIGLGEASNDTWITTK JW3119 ECK3138 yraP predicted protein 94 1008.505 2 2014.995447 -0.0005 47.37 R V 0
7060 QGRFEQADGGTLFLDEIGDMPLDVQTR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 60 1003.4847 3 3007.43227 -0.0021 63.45 R L 0
7061 QGSPLSLTLIPESKPGNGK JW0171 ECK0175 yaeL zinc metallopeptidase 78 641.6897 3 1922.04727 0.0001 45.94 R A 0
7062 QGTDAAMALAMGHVMLR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 30 591.6251 3 1771.85347 0.0004 51.61 K E 0
7063 QGTLVAINAEK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 25 572.3226 2 1142.630647 0.0011 30.74 K M 0
7064 QGVDLNSIEWAHH JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 26 502.5755 3 1504.70467 -0.0012 43.81 K - 0
7065 QGVIIPTANVR JW0938 ECK0946 ycbZ predicted peptidase 28 584.3455 2 1166.676447 -0.0006 36.71 K H 0
7066 QGVLEEFGVTMIGATADAIDKAEDR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 112 879.4346 3 2635.28197 0.0021 75.03 R R 0
7067 QGVLEEFGVTMIGATADAIDKAEDRR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 121 931.4677 3 2791.38127 0.0005 71.08 R R 0
7068 QGVSALMALKPETATR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 68 836.9556 2 1671.896647 -0.0011 42.17 R L 0
7069 QGVYNGRDNLSENSYR JW5778 ECK4302 yjhA N-acetylnuraminic acid outer membrane channel protein 29 624.6262 3 1870.85677 0.0010 27.89 R I 0
7070 QGYPIGCK 57.021465@C:7 JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 50 461.7263 2 921.438047 0.0003 23.68 R V 0
7071 QHAAMEKEQWNDTR JW1575 ECK1578 ynfB predicted protein 58 872.3973 2 1742.780047 0.0007 21.20 R N 0
7072 QHAVYDNAIGFNIELR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 11 620.6511 3 1858.93147 -0.0010 49.03 K G 0
7073 QHPEFYLR JW0438 ECK0442 mdlA fused predicted multidrug transporter subunits -!- ATP-binding components of ABC superfamily 29 363.8537 3 1088.53927 -0.0011 32.39 R H 0
7074 QHPELEAGPQEFLAAGASFNQMVTALER JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 76 1014.4971 3 3040.46947 -0.0017 71.00 R M 0
7075 QHVLNTTR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 26 484.7671 2 967.519647 -0.0002 17.49 R L 0
7076 QHVPVFVTDEMVGHK JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 74 861.9356 2 1721.856647 0.0009 36.95 R L 0
7077 QIAENPILLYMK JW1646 ECK1650 ydhD conserved protein 46 716.8971 2 1431.779647 0.0001 55.51 R G 0
7078 QIAMGVDGANEVYNEIR JW3119 ECK3138 yraP predicted protein 35 939.9539 2 1877.893247 -0.0009 48.96 K Q 0
7079 QIASLGIYPAVDPLDSTSR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 16 1002.0266 2 2002.038647 0.0015 56.30 R Q 0
7080 QIDQPLHLGITEAGGAR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 73 592.6518 3 1774.93357 0.0011 41.49 K S 0
7081 QIEALQQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 31 479.2714 2 956.528247 -0.0008 22.53 K G 0
7082 QIEDAGLR JW2751 ECK2774 pyrG CTP synthetase 46 451.2405 2 900.466447 0.0000 23.90 K V 0
7083 QIEDLTR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 17 437.7349 2 873.455247 -0.0004 25.55 K E 0
7084 QIGALEK JW5701 ECK3346 yhfK conserved inner membrane protein 43 379.7241 2 757.433647 0.0003 22.74 K I 0
7085 QIGIYSPNGQQYTPQDR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 29 982.9778 2 1963.941047 0.0024 39.01 R E 0
7086 QIGTEDFAR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 55 518.7565 2 1035.498447 -0.0001 30.42 R T 0
7087 QIHQLMENCTR 57.021465@C:9 JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 38 477.227 3 1428.65917 -0.0009 23.71 K L 0
7088 QIIIATGEGAK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 15 550.8192 2 1099.623847 0.0001 29.46 K A 0
7089 QILAHLTPEL JW5165 ECK1118 hflD predicted lysogenization regulator 21 567.8294 2 1133.644247 -0.0003 49.18 K - 0
7090 QILDHIMLGDNNTDLPAENPAVAAAEDH 15.994915@M:7 JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 64 1000.8059 3 2999.39587 0.0029 51.22 R - 0
7091 QILGQLDGGSVAVLPVIDSTNQYLLDR JW3941 ECK3965 birA bifunctional biotin-[acetylCoA carboxylase] holoenzyme synthetase -!- DNA-binding transcriptional repressor, bio-5'-AMP-binding 40 962.1868 3 2883.53857 0.0043 67.12 K I 0
7092 QILLDTYYGR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 66 621.3302 2 1240.645847 0.0008 44.77 K D 0
7093 QILLDTYYGRDYVEGETAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 19 769.0495 3 2304.12667 -0.0007 46.26 K K 0
7094 QILLDTYYGRDYVEGETAAKK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 43 1217.1182 2 2432.221847 -0.0004 44.39 K E 0
7095 QILPEANSQIVGFR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 45 786.431 2 1570.847447 0.0008 47.78 R Y 0
7096 QILTNIIQSEDR JW2891 ECK2920 mscS mechanosensitive channel 55 715.3862 2 1428.757847 0.0005 45.14 K I 0
7097 QINADNVHNLK JW0120 ECK0123 gcd glucose dehydrogenase 57 633.3335 2 1264.652447 0.0001 22.63 K E 0
7098 QINDTLGHQEGDLAITLLAQAIK JW5291 ECK1784 yeaJ predicted diguanylate cyclase 42 821.4468 3 2461.31857 0.0011 66.24 K Q 0
7099 QINLPTEVSEAIYNR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 24 873.9548 2 1745.895047 0.0003 53.92 K M 0
7100 QIPAEQVFPGAQGLLEGLTK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 106 1048.572 2 2095.129447 -0.0018 65.26 R T 0
7101 QIPIAVR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 28 398.7555 2 795.496447 -0.0001 30.94 R Q 0
7102 QIQNITSK JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 30 466.2632 2 930.511847 -0.0015 20.32 R D 0
7103 QISDALR JW3965 ECK3993 yjaH conserved protein 17 401.7244 2 801.434247 -0.0003 25.42 R Q 0
7104 QISEELHLDEILNA JW0671 ECK0672 fldA flavodoxin 1 16 812.4153 2 1622.816047 0.0009 57.98 K - 0
7105 QISENTK JW2019 ECK2028 wbbI conserved protein 40 410.2139 2 818.413247 -0.0001 14.01 K I 0
7106 QISLLLR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 12 421.7765 2 841.538447 -0.0001 46.27 R R 0
7107 QITELVK JW5794 ECK4349 mdoB phosphoglycerol transferase I 26 415.7526 2 829.490647 -0.0002 28.38 R S 0
7108 QITGNYYPELAALNVENFK JW5503 ECK3026 tolC transport channel 107 1092.553 2 2183.091447 0.0017 59.30 R T 0
7109 QITGNYYPELAALNVENFKTDKPQPVNALLK JW5503 ECK3026 tolC transport channel 62 1163.6197 3 3487.83727 0.0022 57.31 R E 0
7110 QITGSQTVSGTWK JW5760 ECK4255 yjgQ conserved inner membrane protein 19 696.8604 2 1391.706247 0.0018 31.39 K T 0
7111 QITQELEQAK JW4120 ECK4155 yjeP predicted mechanosensitive channel 52 594.3168 2 1186.619047 -0.0003 29.12 K A 0
7112 QITQVPQETPVSA JW5128 ECK0951 yccS predicted inner membrane protein 25 699.3672 2 1396.719847 0.0001 36.18 R - 0
7113 QIVLNCGEEPSVVANTVK 57.021465@C:6 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 77 979.0073 2 1956.000047 0.0015 42.46 R G 0
7114 QIYEHGVPQAPLAVTGETEK JW5625 ECK3691 gyrB DNA gyrase, subunit B 37 723.0393 3 2166.09607 0.0003 37.46 R T 0
7115 QIYEHGVPQAPLAVTGETEKTGTMVR JW5625 ECK3691 gyrB DNA gyrase, subunit B 55 703.8629 4 2811.422494 0.0000 38.62 R F 0
7116 QKAQEIQQAYELIK JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 46 845.4621 2 1688.909647 0.0000 40.00 K Q 0
7117 QKEIADGLASAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 23 694.3627 2 1386.710847 0.0006 27.43 R A 0
7118 QKGHAELYR JW0440 ECK0444 glnK nitrogen assimilation regulatory protein for GlnL, GlnE, and AmtB 24 367.8646 3 1100.57197 -0.0006 16.88 R G 0
7119 QKGHTELYR JW2537 ECK2550 glnB regulatory protein P-II for glutamine synthetase 16 377.8682 3 1130.58277 -0.0003 17.35 R G 0
7120 QKLAGDLETLR JW0172 ECK0176 yaeT conserved protein 39 622.3536 2 1242.692647 -0.0005 31.98 K S 0
7121 QKLDTWFSEMQPVEETQDGE JW5930 ECK3857 yihA GTP-binding protein 67 1199.0317 2 2396.048847 0.0012 56.75 R - 0
7122 QKLESQISTLYGGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 71 790.4261 2 1578.837647 0.0011 37.38 R L 0
7123 QKVALPPDAVLTVTLSDASLADAPSK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 48 869.8131 3 2606.41747 0.0007 56.63 R V 0
7124 QKVALPPDAVLTVTLSDASLADAPSKVLAQK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 32 787.4467 4 3145.757694 -0.0022 58.82 R A 0
7125 QKVDLSTFSDEEVMR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 83 892.4301 2 1782.845647 -0.0001 43.95 R L 0
7126 QKVTDVEGK JW3302 ECK3327 fusA protein chain elongation factor EF-G 28 502.2748 2 1002.535047 0.0005 17.01 R H 0
7127 QLADAGVR JW3361 ECK3385 yrfF predicted inner membrane protein 42 415.2298 2 828.445047 -0.0004 21.04 K V 0
7128 QLADSYSK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 19 456.2267 2 910.438847 -0.0008 20.56 R N 0
7129 QLAEDPFNNWVALNK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 95 879.9451 2 1757.875647 0.0019 57.27 K K 0
7130 QLAEDPFNNWVALNKK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 55 943.9932 2 1885.971847 0.0032 50.41 K G 0
7131 QLAGVNQVQVLFATEK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 75 872.9833 2 1743.952047 0.0001 52.91 R L 0
7132 QLAGVNQVQVLFATEKLVVDADNDIR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 34 952.5157 3 2854.52527 0.0064 68.95 R A 0
7133 QLAHDGHELVYVPCHR 57.021465@C:14 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 42 644.3164 3 1929.92737 0.0005 29.26 R S 0
7134 QLAHGDFGPSFK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 56 652.3249 2 1302.635247 -0.0003 33.84 K Y 0
7135 QLANQADVLVR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 53 613.8462 2 1225.677847 0.0001 36.01 K L 0
7136 QLAYVNQR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 28 496.2694 2 990.524247 -0.0004 21.28 R L 0
7137 QLDEVQQK JW3775 ECK3797 hemX uroporphyrinogen III methylase 51 494.2584 2 986.502247 -0.0009 19.70 K V 0
7138 QLDGVLSSAR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 34 523.2854 2 1044.556247 -0.0001 33.54 R A 0
7139 QLDHGQKVTELLK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 56 754.9253 2 1507.836047 0.0003 30.92 K Q 0
7140 QLDKLNSLLDGALK JW2889 ECK2918 yggE conserved protein 38 764.4407 2 1526.866847 0.0000 51.22 R A 0
7141 QLDKTFLDDL JW2292 ECK2289 yfbV conserved inner membrane protein 53 604.3133 2 1206.612047 -0.0011 56.32 K - 0
7142 QLDLNDAVPEISGTILFR JW1486 ECK1485 yddW predicted liprotein 82 1001.0371 2 2000.059647 0.0019 67.30 K E 0
7143 QLDNNLANISSR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 54 672.8468 2 1343.679047 -0.0002 34.42 K W 0
7144 QLDPLVVGQEHYDTAR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 76 920.9634 2 1839.912247 0.0008 39.09 R G 0
7145 QLDPQNR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 22 435.7251 2 869.435647 0.0002 17.73 K A 0
7146 QLDQTTQR JW5503 ECK3026 tolC transport channel 60 495.2544 2 988.494247 0.0005 16.65 R F 0
7147 QLEKDDVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 32 487.7612 2 973.507847 -0.0001 16.70 R L 0
7148 QLEKDDVKLIEVPVEYIAGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 15 572.3205 4 2285.252894 0.0012 54.88 R V 0
7149 QLEKGDSFSFEETALYKK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 17 530.7687 4 2119.045694 -0.0014 40.88 R V 0
7150 QLENWGATCITPDER 57.021465@C:9 JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 87 895.4124 2 1788.810247 0.0003 42.42 R L 0
7151 QLEQEQMK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 31 517.253 2 1032.491447 0.0005 20.07 K Q 0
7152 QLEQEQMKQDVPSFRPGDTVEVK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 38 896.7808 3 2687.32057 -0.0018 38.84 K V 0
7153 QLEQYPLR JW2660 ECK2679 emrA multidrug efflux system 12 523.7844 2 1045.554247 -0.0013 30.45 K I 0
7154 QLETLAEQVGVDFFPSDVGQKPVDIVNAALK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 48 1109.9212 3 3326.74177 0.0021 68.85 K E 0
7155 QLETLAEQVGVDFFPSDVGQKPVDIVNAALKEAK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 123 1219.3107 3 3654.91027 -0.0041 69.10 K L 0
7156 QLGEDPWVAIAK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 79 663.8562 2 1325.697847 -0.0001 49.32 K R 0
7157 QLGIPFAR JW3143 ECK3165 glmM phosphoglucosamine mutase 37 451.2662 2 900.517847 -0.0002 42.97 K A 0
7158 QLGLTLPVIGVTANALAEEK JW5917 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 28 1019.0838 2 2036.153047 0.0014 66.05 R Q 0
7159 QLHSYGYK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 13 498.2507 2 994.486847 -0.0003 19.71 K G 0
7160 QLIASLQK JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 46 450.7791 2 899.543647 -0.0004 31.53 R K 0
7161 QLINTVHVDMLIVPLRDEEE JW3462 ECK3480 uspA universal stress global response regulator 68 1182.1179 2 2362.221247 0.0010 58.26 R - 0
7162 QLIQLNTLPELEQHR JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 26 611.3391 3 1830.99547 0.0004 49.76 R A 0
7163 QLIQVNPDILMR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 83 720.4057 2 1438.796847 0.0003 53.68 R L 0
7164 QLLAEVQSICPPGVTIMNVR 57.021465@C:10 JW2027 ECK2036 galF predicted subunit with GalU 89 1113.0925 2 2224.170447 -0.0004 59.48 R Q 0
7165 QLLEEAFGGVKE JW4312 ECK4339 hsdM DNA methylase M 60 660.3464 2 1318.678247 0.0014 47.42 R - 0
7166 QLLEEESREQ JW3070 ECK3090 yqjE conserved inner membrane protein 51 630.807 2 1259.599447 0.0001 25.47 R - 0
7167 QLLEQMQADMR JW3904 ECK3925 ftsN essential cell division protein 70 681.8288 2 1361.643047 0.0000 44.40 R Q 0
7168 QLLEYDDVANDQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 33 789.8748 2 1577.735047 0.0029 38.73 K R 0
7169 QLLEYDDVANDQRR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 39 578.9516 3 1733.83297 -0.0004 34.98 K A 0
7170 QLLGASSDR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 40 473.7507 2 945.486847 -0.0011 24.31 R L 0
7171 QLLGASSDRLQENSLFDIVNTIR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 28 863.7943 3 2588.36107 0.0053 62.90 R Q 0
7172 QLLQELQESFGGPTGEHNSPR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 71 775.3805 3 2323.11967 0.0004 52.26 K S 0
7173 QLLTDNMDILHAMK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 48 548.2809 3 1641.82087 -0.0010 52.86 R D 0
7174 QLMTYMMEDSR JW3702 ECK3717 phoU DNA-binding transcriptional regulator 50 702.8014 2 1403.588247 0.0000 43.91 R T 0
7175 QLNAVNR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 26 407.7302 2 813.445847 0.0001 18.71 R H 0
7176 QLNEIER JW4120 ECK4155 yjeP predicted mechanosensitive channel 14 451.2404 2 900.466247 -0.0001 22.41 R R 0
7177 QLNQVEILGK JW1117 ECK1117 purB adenylosuccinate lyase 27 571.3325 2 1140.650447 0.0001 38.18 R I 0
7178 QLNSAAVYR JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 34 511.2745 2 1020.534447 -0.0007 25.41 K L 0
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7179 QLNVFEGER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 60 546.2779 2 1090.541247 0.0005 36.64 R V 0
7180 QLNVFEGERVER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 27 492.5913 3 1474.75207 -0.0007 35.74 R G 0
7181 QLNVFEGERVERGDVISDGPEAPHDILR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 36 787.6506 4 3146.573294 -0.0012 45.93 R L 0
7182 QLPCPAELLR 57.021465@C:4 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 10 598.8272 2 1195.639847 0.0015 51.11 K L 0
7183 QLPDKAIDLIDEAASSIR JW2573 ECK2590 clpB protein disaggregation chaperone 58 978.026 2 1954.037447 0.0003 62.58 R M 0
7184 QLQANIEVQK JW2660 ECK2679 emrA multidrug efflux system 67 585.8273 2 1169.640047 -0.0004 27.36 K I 0
7185 QLQDAYALSSQQK JW5453 ECK2842 yqeF predicted acyltransferase 32 740.3748 2 1478.735047 -0.0015 31.75 R A 0
7186 QLQQNATQAEVNR JW2460 ECK2471 ypfJ conserved protein 41 750.3826 2 1498.750647 0.0018 21.58 R L 0
7187 QLQTILFEK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 21 560.3243 2 1118.634047 0.0005 44.02 K Q 0
7188 QLSELIYSR JW2101 ECK2107 metG methionyl-tRNA synthetase 24 554.8036 2 1107.592647 0.0002 40.18 R L 0
7189 QLSGGELRR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 42 508.2858 2 1014.557047 0.0001 19.81 R L 0
7190 QLSLLLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 29 421.777 2 841.539447 0.0008 44.49 R A 0
7191 QLSLPPQVVFEAILTR JW3171 ECK3193 ptsN sugar-specific enzyme IIA component of PTS 16 906.0252 2 1810.035847 0.0007 69.69 K E 0
7192 QLSTEPSLR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 37 515.78 2 1029.545447 0.0000 28.27 K S 0
7193 QLTEAGTGLNR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 84 580.3069 2 1158.599247 0.0001 24.91 R L 0
7194 QLVHLKPADVYSPEAAAK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 57 969.0287 2 1936.042847 0.0010 35.95 K V 0
7195 QLVTAANWVK JW3619 ECK3634 yicC conserved protein 31 565.3224 2 1128.630247 0.0012 39.95 K M 0
7196 QLYNAPTIVER JW2751 ECK2774 pyrG CTP synthetase 44 652.3538 2 1302.693047 -0.0001 37.63 R H 0
7197 QLYQHMAK 15.994915@M:6 JW5539 ECK3222 yhcB conserved protein 40 517.7582 2 1033.501847 0.0003 16.31 R S 0
7198 QLYTGYEK JW0710 ECK0709 gltA citrate synthase 25 501.2505 2 1000.486447 0.0000 26.53 R R 0
7199 QLYTGYEKR JW0710 ECK0709 gltA citrate synthase 58 579.3008 2 1156.587047 -0.0006 23.29 R D 0
7200 QLYWPFTGEK JW4180 ECK4217 ytfN conserved protein 15 634.8193 2 1267.624047 0.0004 54.20 K Q 0
7201 QMAMALAK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 35 432.2276 2 862.440647 0.0001 30.25 R E 0
7202 QMAVAFAGLK JW2918 ECK2946 yggS predicted enzyme 19 518.286 2 1034.557447 -0.0007 43.48 R T 0
7203 QMAVEIGR JW2751 ECK2774 pyrG CTP synthetase 27 452.2391 2 902.463647 -0.0006 28.83 R E 0
7204 QMEGAWLGSDLVDQGK 15.994915@M:2 JW0172 ECK0176 yaeT conserved protein 102 875.4093 2 1748.804047 0.0002 47.03 R E 0
7205 QMEGAWLGSDLVDQGKER JW0172 ECK0176 yaeT conserved protein 89 1009.9842 2 2017.953847 0.0011 46.01 R L 0
7206 QMINSEQR JW3809 ECK3826 rmuC predicted recombination limiting protein 24 503.2428 2 1004.471047 0.0002 19.09 R L 0
7207 QMKKSMPLVK 15.994915@M:2,15.994915@M:6 JW2766 ECK2790 ygdH conserved protein 12 407.8958 3 1220.66557 0.0036 32.21 R E 0
7208 QMLMSDSCK 57.021465@C:8 JW5185 ECK1186 dhaH fused predicted dihydroxyacetone-specific PTS enzyme HPr component -!- EI component 22 550.2327 2 1098.450847 0.0002 26.46 R I 0
7209 QMLNNAQR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 36 487.7454 2 973.476247 0.0000 19.60 K G 0
7210 QMLQEMGREPTPEELAER JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 72 715.3419 3 2143.00387 0.0002 41.50 R M 0
7211 QMPALAGFAEQNISFTR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 47 940.9711 2 1879.927647 0.0026 56.42 K H 0
7212 QMQFFGAR JW0886 ECK0894 pflB pyruvate formate lyase I 43 492.7394 2 983.464247 -0.0004 38.67 K A JW5522
7213 QMQGGGGK 15.994915@M:2 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 13 389.6793 2 777.344047 0.0001 25.02 R G 0
7214 QMQMEYR JW5258 ECK1580 ynfC predicted protein 16 493.2157 2 984.416847 0.0012 25.70 K Y 0
7215 QMQMNAQAEK JW2577 ECK2593 yfiO predicted lipoprotein 39 589.768 2 1177.521447 -0.0005 20.78 R V 0
7216 QMQMNAQAEKVAK JW2577 ECK2593 yfiO predicted lipoprotein 28 492.9147 3 1475.72227 -0.0001 22.32 R I 0
7217 QMTELLDSEQR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 82 675.3213 2 1348.628047 -0.0011 36.09 R Q 0
7218 QNASGVVTGLTIDTGNNQQVLFTR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 109 1267.1535 2 2532.292447 -0.0007 52.83 R Q 0
7219 QNDLQAMHHK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 48 611.2928 2 1220.571047 -0.0009 18.01 K Y 0
7220 QNEWGTLLR JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 36 558.7924 2 1115.570247 -0.0021 43.98 K T 0
7221 QNGDGVGGSITYDYEGFGIGGAISSSK JW2203 ECK2207 ompC outer membrane porin protein C 103 1318.6121 2 2635.209647 0.0060 55.04 R R 0
7222 QNGDGVGGSITYDYEGFGIGGAISSSKR JW2203 ECK2207 ompC outer membrane porin protein C 76 931.4427 3 2791.30627 0.0016 51.27 R T 0
7223 QNGISYSK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 48 448.727 2 895.439447 -0.0005 19.49 R F 0
7224 QNGVLISNGQGK JW5571 ECK3864 bipA GTP-binding protein 72 607.8276 2 1213.640647 -0.0007 23.83 R A 0
7225 QNLAQQER JW5478 ECK2930 tktA transketolase 1, thiamin-binding 44 493.7544 2 985.494247 0.0002 17.44 R T 0
7226 QNLAQQERTEEQLANIAR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 42 704.6981 3 2111.07247 0.0005 39.18 R G 0
7227 QNLEASGVR JW0172 ECK0176 yaeT conserved protein 16 487.2567 2 972.498847 0.0000 21.42 K V 0
7228 QNLLDIESLK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 37 586.83 2 1171.645447 0.0006 49.70 R V 0
7229 QNLLDIESLKVDDLDIHAYR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 93 1185.6186 2 2369.222647 0.0000 58.14 R Y 0
7230 QNLNIDSVSEMR JW2274 ECK2273 nuoK NADH:ubiquinone oxidoreductase, membrane subunit K 28 703.3407 2 1404.666847 0.0002 41.12 R G 0
7231 QNLNIDSVSEMRG JW2274 ECK2273 nuoK NADH:ubiquinone oxidoreductase, membrane subunit K 63 731.8516 2 1461.688647 0.0004 41.00 R - 0
7232 QNNMTLDQMR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 20 625.7845 2 1249.554447 0.0002 31.52 K S 0
7233 QNTFFVTNSGVQNR JW0755 ECK0761 ybhC predicted pectinesterase 86 806.3988 2 1610.783047 0.0030 38.28 R L 0
7234 QNTLLPVTDESKLAMTVMAVDDNPANLK JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 48 1010.1833 3 3027.52807 0.0025 61.78 K L 0
7235 QNVLLVPQEGVTHNAQGK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 25 966.5201 2 1931.025647 0.0033 35.31 R A 0
7236 QNWLDVIR JW4340 ECK4369 yjjU predicted esterase 50 522.2855 2 1042.556447 0.0005 52.77 K A 0
7237 QNWLGTDANGGDVLAR JW2167 ECK2173 yejE predicted oligopeptide transporter subunit -!- membrane component of ABC superfamily 90 843.913 2 1685.811447 -0.0006 45.90 R I 0
7238 QNYAQDLQLSIR JW1446 ECK1445 yncD predicted iron outer membrane transporter 13 724.8786 2 1447.742647 0.0008 44.69 R G 0
7239 QPALGYLN JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 33 438.235 2 874.455447 0.0005 40.67 K - 0
7240 QPAWGYISALDLK JW0120 ECK0123 gcd glucose dehydrogenase 70 731.3891 2 1460.763647 -0.0028 56.69 K T 0
7241 QPDAMTHPDGMQIK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 25 784.8636 2 1567.712647 0.0004 29.91 K I 0
7242 QPDGSFIR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 39 460.2351 2 918.455647 -0.0003 28.29 R A 0
7243 QPDLIPLLR JW3715 ECK3730 atpE F0 sector of membrane-bound ATP synthase, subunit c 40 532.8262 2 1063.637847 -0.0011 52.90 R T 0
7244 QPEVKEEKPEFDPILLRPVDDLELTVR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 35 1068.9101 3 3203.70847 0.0008 56.82 R S 0
7245 QPGLDFQSAK JW3262 ECK3287 secY preprotein translocase membrane subunit 26 545.7798 2 1089.545047 -0.0005 31.28 K G 0
7246 QPIVDEGSNAAFDIVYSDAQGVKK JW2504 ECK2516 yfhM conserved protein 36 851.0938 3 2550.25957 -0.0005 53.34 K A 0
7247 QPLELVDMVEK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 12 650.8448 2 1299.675047 0.0007 51.14 R L 0
7248 QPNDPGEITNEVTPIKVGDTLYLCTAHQR 57.021465@C:24 JW0120 ECK0123 gcd glucose dehydrogenase 39 817.4079 4 3265.602494 -0.0011 52.47 K L 0
7249 QPNFTEKLELPSLQDFGALLEEQSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 38 954.4907 3 2860.45027 0.0009 68.76 R E 0
7250 QPNGQVWSPQNDDRR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 60 599.6184 3 1795.83337 -0.0017 26.81 R Y 0
7251 QPQDIDTMFTFSMEGNNQPTAHR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 82 889.064 3 2664.17017 0.0007 52.60 R S 0
7252 QPSGSSVFALSTK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 16 654.8439 2 1307.673247 0.0011 39.71 R G 0
7253 QPSSLSPLVQLAGIR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 35 783.4545 2 1564.894447 0.0008 57.29 K K 0
7254 QPVASFEQALDWLVK JW5625 ECK3691 gyrB DNA gyrase, subunit B 54 865.9594 2 1729.904247 0.0004 71.51 R E 0
7255 QQAAQLK JW3775 ECK3797 hemX uroporphyrinogen III methylase 15 393.727 2 785.439447 0.0000 15.41 K Q 0
7256 QQAEAELK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 32 458.7403 2 915.466047 -0.0001 18.82 R L 0
7257 QQAEVTEK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 31 466.738 2 931.461447 0.0003 14.17 R A 0
7258 QQAFALTEVVQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 77 695.378 2 1388.741447 0.0003 45.09 R R 0
7259 QQAQVEQVLKTEEEQFAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 56 721.0337 3 2160.07927 -0.0019 49.77 R T 0
7260 QQASIGTQIDKDELLPGDLVFFK JW1698 ECK1706 nlpC predicted lipoprotein 26 854.7873 3 2561.34007 0.0024 61.88 K T 0
7261 QQASLEEQNNDALSPAIR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 101 992.4905 2 1982.966447 0.0007 36.48 R R 0
7262 QQASLEEQNNDALSPAIRR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 38 714.0294 3 2139.06637 -0.0006 32.60 R L 0
7263 QQAVIEPK JW3351 ECK3375 damX predicted protein 42 456.7605 2 911.506447 -0.0012 20.59 R K 0
7264 QQAVIEPKKPQATVK JW3351 ECK3375 damX predicted protein 15 416.9976 4 1663.961294 -0.0009 20.86 R T 0
7265 QQDLSGDMSR JW5778 ECK4302 yjhA N-acetylnuraminic acid outer membrane channel protein 51 568.7535 2 1135.492447 -0.0003 22.40 R D 0
7266 QQELSISK JW0964 ECK0972 yccC cryptic autophosphorylating protein tyrosine kinase Etk 35 466.7556 2 931.496647 -0.0007 24.67 R S 0
7267 QQEMEAADTEPFAVWLEK JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 84 1061.4929 2 2120.971247 -0.0012 60.54 R H 0
7268 QQETLAK JW3775 ECK3797 hemX uroporphyrinogen III methylase 37 409.2243 2 816.434047 -0.0001 16.12 R Q 0
7269 QQGSTESVLNLR JW0566 ECK0569 ybdG predicted mechanosensitive channel 59 666.3493 2 1330.684047 0.0000 36.30 R R 0
7270 QQGSTESVLNLRR JW0566 ECK0569 ybdG predicted mechanosensitive channel 23 744.3998 2 1486.785047 -0.0002 30.18 R M 0
7271 QQGVAFPNDFR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 41 639.8154 2 1277.616247 0.0010 40.83 R R 0
7272 QQGVAFPNDFRR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 31 478.9124 3 1433.71537 -0.0010 34.72 R D 0
7273 QQIEEATSDYDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 18 727.8233 2 1453.632047 0.0000 27.27 R E 0
7274 QQIEEATSDYDREK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 75 856.393 2 1710.771447 0.0019 25.07 R L 0
7275 QQIEEATSDYDREKLQER JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 47 1119.5357 2 2237.056847 0.0008 29.20 R V 0
7276 QQILTEEQYLDALEEFGDEFDAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 35 1366.1353 2 2730.256047 0.0014 70.51 R M 0
7277 QQITQSEHWR JW3809 ECK3826 rmuC predicted recombination limiting protein 44 656.8233 2 1311.632047 0.0001 24.32 K A 0
7278 QQLAAEQYK JW0907 ECK0915 mukB fused chromosome partitioning proteins 25 539.7797 2 1077.544847 -0.0006 22.53 R H 0
7279 QQLEQQVR JW4313 ECK4340 hsdR endonuclease R 13 514.7778 2 1027.541047 0.0000 20.81 K E 0
7280 QQLGLSPQDSLGTR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 25 750.3956 2 1498.776647 0.0028 38.48 K S 0
7281 QQLNLQFGTR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 25 602.8252 2 1203.635847 -0.0001 38.99 R D 0
7282 QQLNSLTK JW3927 ECK3946 yijP conserved inner membrane protein 29 466.2637 2 930.512847 -0.0005 22.34 R L 0
7283 QQLTVSDGR JW1376 ECK1378 ydbH predicted protein 29 502.2618 2 1002.509047 -0.0004 22.13 R W 0
7284 QQLYQDHQWMR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 28 511.5732 3 1531.69777 -0.0012 34.42 R D 0
7285 QQPEEEALILFTSGSEGHPK JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 44 733.0314 3 2196.07237 0.0027 54.13 K G 0
7286 QQPGHEGVTQQTLTLTFNSSGVLTNIDNKPALSGN JW2598 ECK2613 smpA small membrane lipoprotein 74 1222.9499 3 3665.82787 -0.0005 54.54 R - 0
7287 QQPTQLVEVPWNEQTPEQR JW3904 ECK3925 ftsN essential cell division protein 37 1154.075 2 2306.135447 0.0063 48.36 R Q 0
7288 QQQALQYELEK JW5539 ECK3222 yhcB conserved protein 60 689.354 2 1376.693447 -0.0001 35.41 R N 0
7289 QQQALQYELEKNK JW5539 ECK3222 yhcB conserved protein 30 540.6174 3 1618.83037 -0.0009 30.14 R A 0
7290 QQQASTTSNSGPR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 12 454.5525 3 1360.63567 0.0027 19.76 R S 0
7291 QQQDLVNDALNVE JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 34 743.3632 2 1484.711847 0.0011 48.33 K - 0
7292 QQQLIVMEER JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 56 637.332 2 1272.649447 -0.0002 36.98 R A 0
7293 QQTIGALQDFTAGLQPVLR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 112 1028.5629 2 2055.111247 0.0000 60.98 R Q 0
7294 QQTMLER JW2493 ECK2505 xseA exonuclease VII, large subunit 14 453.2289 2 904.443247 -0.0004 24.18 R L 0
7295 QQTQSATLEEAFINLLPQAQR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 23 796.0839 3 2385.22987 0.0012 68.58 R Q 0
7296 QQVASVDSNTWAR JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 40 731.3579 2 1460.701247 0.0004 32.28 K M 0
7297 QQVEGASAMGQMFR JW1606 ECK1609 ydgA conserved protein 22 770.3558 2 1538.697047 0.0002 41.26 K L 0
7298 QQVMESLDQAGWR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 83 774.3668 2 1546.719047 -0.0007 44.34 R L 0
7299 QQVNVPLVADIHFDYR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 19 638.6677 3 1912.98127 0.0019 55.68 K I 0
7300 QQVWLPVESR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 45 621.3356 2 1240.656647 0.0003 43.53 R D 0
7301 QQYWNALPLEK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 58 695.3618 2 1388.709047 0.0002 48.16 R A 0
7302 QRDDFRK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 16 482.7515 2 963.488447 -0.0002 14.06 R G 0
7303 QREAEYKDWTIEQITR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 52 689.3487 3 2065.02427 0.0013 40.64 K E 0
7304 QRNPQLEELAR JW4350 ECK4379 ytjB conserved protein 54 677.3653 2 1352.716047 0.0000 27.29 R T 0
7305 QRPDAYDYAWLADALDR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 35 680.3257 3 2037.95527 0.0008 58.18 K L 0
7306 QRPELDVR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 11 338.1892 3 1011.54577 -0.0004 21.70 R V 0
7307 QSAFLQAEAR JW0478 ECK0483 ybbK predicted protease, membrane anchored 92 560.7907 2 1119.566847 -0.0003 30.22 R E 0
7308 QSALDFHEFPVPGK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 27 524.5993 3 1570.77607 -0.0019 46.53 K I 0
7309 QSALFAADAEDTGKK JW0438 ECK0442 mdlA fused predicted multidrug transporter subunits -!- ATP-binding components of ABC superfamily 71 776.3865 2 1550.758447 0.0008 29.29 R N 0
7310 QSCEYDSHANPVDCQLIIVDEGVKPAVER 57.021465@C:3,57.021465@C:14 JW5258 ECK1580 ynfC predicted protein 27 832.895 4 3327.550894 0.0009 47.44 K V 0
7311 QSDDLKPVFDQAFTK JW5655 ECK3541 yiaF conserved protein 30 869.9363 2 1737.858047 0.0006 45.12 K V 0
7312 QSDNSFVLLATQR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 76 739.8836 2 1477.752647 0.0002 46.09 R N 0
7313 QSFEPLR JW3783 ECK3805 yigA conserved protein 41 438.7323 2 875.450047 0.0000 29.73 R I 0
7314 QSGFLDPVNYR JW3474 ECK3490 slp outer membrane lipoprotein 22 648.3224 2 1294.630247 -0.0003 43.62 R N 0
7315 QSILALGEPGTFMTQDVNIIQTQIEQR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 39 1010.8573 3 3029.55007 0.0009 69.59 R L 0
7316 QSLDDLMNSSLYLMR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 98 893.4304 2 1784.846247 0.0026 66.01 K S 0
7317 QSLGGLIEAYEAVAR JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 13 788.9206 2 1575.826647 0.0011 61.55 R R 0
7318 QSLTLEELYQMFR JW5186 ECK1187 dhaL dihydroxyacetone kinase, C-terminal domain 69 829.4165 2 1656.818447 0.0004 67.54 R D 0
7319 QSLTVFQPLVPPDWK JW1376 ECK1378 ydbH predicted protein 13 877.9782 2 1753.941847 0.0015 61.27 K M 0
7320 QSNASYQYTLLSDDLAALREWEPK JW2061 ECK2072 mdtC multidrug efflux system, subunit C 41 933.4599 3 2797.35787 0.0021 68.38 R I 0
7321 QSNWLSGQHGEEGGSMR JW5736 ECK4138 yjeI conserved protein 27 620.6076 3 1858.80097 -0.0005 29.75 K G 0
7322 QSPFSFVLSFNPADVQPNAR JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 74 1111.0558 2 2220.097047 0.0008 68.59 K I 0
7323 QSPNTMSDMAAFEK 15.994915@M:6 JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 65 786.837 2 1571.659447 -0.0002 32.55 K L 0
7324 QSSDPYIMVR 15.994915@M:8 JW2343 ECK2340 vacJ predicted lipoprotein 75 606.2897 2 1210.564847 -0.0004 29.42 R E 0
7325 QSSLMVESLVQK JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 87 674.8606 2 1347.706647 -0.0002 43.06 K L 0
7326 QSSMFDDHPASAER JW2903 ECK2931 yggG predicted peptidase 104 789.3364 2 1576.658247 0.0007 26.97 R A 0
7327 QSTGTLLSR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 84 481.7668 2 961.519047 -0.0002 25.85 K I 0
7328 QSTPASQSGLMNIETR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 20 860.421 2 1718.827447 0.0017 38.55 R Y 0
7329 QSTWYMGLGTDIDTGLPMSLSMNVYAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 25 993.8039 3 2978.38987 0.0034 69.69 R Y 0
7330 QSVDQPVQTGYK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 70 675.3386 2 1348.662647 0.0004 24.25 R A 0
7331 QSVIDTAFAVANIAEYR JW0818 ECK0824 yliF predicted diguanylate cyclase 20 934.4828 2 1866.951047 0.0035 66.59 K R 0
7332 QSWDATYNDASSFLNTLK JW2988 ECK3011 ygiS predicted transporter subunit -!- periplasmic-binding component of ABC superfamily 109 1030.9818 2 2059.949047 0.0003 62.27 R S 0
7333 QTAFSQYDRPQAR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 32 784.384 2 1566.753447 -0.0005 26.50 K R 0
7334 QTDELTGLSSLVVLDSAER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 113 1017.0232 2 2032.031847 -0.0004 60.84 R T 0
7335 QTDKAILDSEDDAELAHH JW1718 ECK1727 ydjN predicted transporter 53 669.98 3 2006.91817 0.0000 31.91 K - 0
7336 QTDKQYYMNQQR JW3927 ECK3946 yijP conserved inner membrane protein 31 534.9155 3 1601.72467 -0.0010 21.04 R T 0
7337 QTDLEPGKYNVILGEQLASQLGVNR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 32 914.8193 3 2741.43607 0.0014 58.94 K G 0
7338 QTDLEPGKYNVILGEQLASQLGVNRGDQIR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 52 828.6897 4 3310.729694 0.0027 56.18 K V 0
7339 QTDLVEAMAK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 29 553.2811 2 1104.547647 -0.0009 37.39 R T 0
7340 QTEDYITGR JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 54 541.7585 2 1081.502447 -0.0015 25.97 K Y 0
7341 QTEQALLK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 54 465.7662 2 929.517847 -0.0004 24.38 K L 0
7342 QTFNDDYR JW0934 ECK0942 pqiB paraquat-inducible protein B 28 529.7304 2 1057.446247 -0.0002 25.14 R I 0
7343 QTFNDDYRIPVLIR JW0934 ECK0942 pqiB paraquat-inducible protein B 37 583.9807 3 1748.92027 -0.0008 49.93 R I 0
7344 QTGCAMLCAANVQEAQDFALISQIATLK 57.021465@C:4,57.021465@C:8 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 24 1018.1687 3 3051.48427 0.0015 71.83 R S 0
7345 QTGCYIER 57.021465@C:4 JW0831 ECK0838 ybjL predicted transporter 44 513.7373 2 1025.460047 0.0000 22.92 R I 0
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7346 QTGVYVQDQAQWDK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 28 833.3976 2 1664.780647 0.0012 35.28 K V 0
7347 QTGVYVQDQAQWDKVLVTLGGR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 57 821.0988 3 2460.27457 -0.0016 57.64 K Y 0
7348 QTHQLMINSK 15.994915@M:6 JW2660 ECK2679 emrA multidrug efflux system 27 405.8763 3 1214.60707 -0.0007 19.42 R Q 0
7349 QTIQVIVGAK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 22 528.8242 2 1055.633847 -0.0001 35.39 K A 0
7350 QTISVVPQR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 38 514.2979 2 1026.581247 -0.0009 30.08 R V 0
7351 QTIVVDYSAPNVAK JW1865 ECK1877 argS arginyl-tRNA synthetase 23 752.905 2 1503.795447 0.0022 37.97 K E 0
7352 QTLGQHDFSAGEGLYTHMK JW3722 ECK3738 asnA asparagine synthetase A 52 707.334 3 2118.98017 0.0010 38.81 R A 0
7353 QTLIDHLNQK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 13 605.3326 2 1208.650647 -0.0007 31.23 K N 0
7354 QTLQAQLTR JW5505 ECK3033 yqiC conserved protein 67 529.8018 2 1057.589047 0.0010 29.49 R L 0
7355 QTMAMGCWSEQELVGEQGHWQAK 57.021465@C:7 JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 45 897.7295 3 2690.16667 -0.0007 49.62 K K 0
7356 QTQAGLR JW1446 ECK1445 yncD predicted iron outer membrane transporter 21 387.2168 2 772.419047 0.0000 15.04 K Y 0
7357 QTSGDLYQMEQIRR JW3194 ECK3214 nanA N-acetylneuraminate lyase 28 575.6177 3 1723.83127 0.0001 34.32 K E 0
7358 QTSLNGFYQDNGGDADLLR JW0099 ECK0102 yacF conserved protein 45 1042.4883 2 2082.962047 0.0015 49.49 K L 0
7359 QTTFNDMIK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 20 549.2682 2 1096.521847 -0.0004 37.15 R I 0
7360 QTTTPGTGYVEDGYDQR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 77 944.4219 2 1886.829247 0.0011 32.98 K N 0
7361 QTVYAFLGDGEMDEPESK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 97 1008.4492 2 2014.883847 0.0008 51.36 K G 0
7362 QTVYAFLGDGEMDEPESKGAITIATR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 101 933.7884 3 2798.34337 0.0002 52.65 K E 0
7363 QTYCGPIGAEYMHITSTEEKR 57.021465@C:4 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 51 618.5389 4 2470.126494 0.0007 41.84 K W 0
7364 QTYPDLEIVVPLVNAK JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 41 900.0021 2 1797.989647 0.0020 61.02 R R 0
7365 QVADNLAQR JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 43 507.7698 2 1013.525047 -0.0003 22.05 R Q 0
7366 QVADNPGGAYNPLFLYGGTGLGK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 95 1155.0816 2 2308.148647 -0.0001 58.27 R T 0
7367 QVADVILQDPAVQSLTSFVGVDGTNPSLNSAR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 49 1100.2358 3 3297.68557 0.0014 68.99 R L 0
7368 QVAILAVAGAEK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 57 585.3483 2 1168.682047 0.0005 41.47 K I 0
7369 QVAILAVAGAEKIIER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 31 561.0049 3 1679.99287 -0.0004 52.14 K S 0
7370 QVASFPR JW5100 ECK0729 tolB periplasmic protein 40 402.7217 2 803.428847 -0.0001 26.35 R H 0
7371 QVDINPQIVFSYIK JW1490 ECK1489 yddB predicted porin protein 51 832.4586 2 1662.902647 0.0045 63.29 R S 0
7372 QVDRTELK JW2553 ECK2567 lepA GTP binding membrane protein 39 494.7751 2 987.535647 0.0008 17.67 K C 0
7373 QVEALVEASKEEVK JW2101 ECK2107 metG methionyl-tRNA synthetase 93 779.9196 2 1557.824647 -0.0003 33.37 R A 0
7374 QVEAPDDWHR JW5689 ECK3404 malP maltodextrin phosphorylase 31 418.1948 3 1251.56257 -0.0006 28.19 K S 0
7375 QVEEMLA JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 27 410.1992 2 818.383847 -0.0006 35.42 K - 0
7376 QVENSFTQPNAAMNIQMLEWALDVTK JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 40 993.4855 3 2977.43467 0.0035 74.82 R G 0
7377 QVFGQEFK JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 44 491.753 2 981.491447 -0.0006 34.38 K L 0
7378 QVGMATLAVPIHNAEEAFNPNAVK JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 11 841.1 3 2520.27817 -0.0012 56.86 R V 0
7379 QVGVPYIIVFLNK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 35 745.4429 2 1488.871247 0.0009 66.52 R C JW3943
7380 QVHASINPVETLFVVDAMTGQDAANTAK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 53 976.4932 3 2926.45777 0.0083 61.59 K A 0
7381 QVIDASHAEGK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 27 385.5315 3 1153.57267 -0.0001 19.79 K W 0
7382 QVIDASHAEGKWTGMCGELAGDER 57.021465@C:16 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 16 655.0502 4 2616.171694 0.0020 41.72 K A 0
7383 QVIDDAAAHLSEVAQGDDVDAIEQAIK JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 76 941.1334 3 2820.37837 0.0008 61.09 R N 0
7384 QVIDDMATDATMFDVNKK JW1427 ECK1424 ydcL predicted lipoprotein 101 1021.4816 2 2040.948647 -0.0010 48.59 K - 0
7385 QVIGQVAADLR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 73 585.3355 2 1168.656447 0.0002 38.67 K A 0
7386 QVIQFIDLSLITK JW0797 ECK0801 dps Fe-binding and storage protein 38 759.4508 2 1516.887047 0.0005 64.63 R Q 0
7387 QVKIEDVPQEQR JW1692 ECK1700 pps phosphoenolpyruvate synthase 26 490.263 3 1467.76717 -0.0010 26.69 K D 0
7388 QVLGTHVSQK JW2667 ECK2692 alaS alanyl-tRNA synthetase 49 548.8093 2 1095.604047 0.0004 19.06 R G 0
7389 QVLPMLYGPEGSANEVLQGYR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 111 1161.0838 2 2320.153047 0.0009 57.94 K E 0
7390 QVLTHGFTVDGQGR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 24 505.5944 3 1513.76137 -0.0024 32.03 R K 0
7391 QVMVIGK JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 27 387.7307 2 773.446847 -0.0001 28.30 R A 0
7392 QVMVYTHDSIGLGEDGPTHQPVEQVASLR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 12 791.6421 4 3162.539294 -0.0010 45.39 R V 0
7393 QVNLTER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 49 430.2351 2 858.455647 -0.0002 21.82 R G 0
7394 QVNPDMADYIK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 23 647.3109 2 1292.607247 0.0002 41.54 R K 0
7395 QVNPDMADYIKK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 30 474.5744 3 1420.70137 -0.0005 34.44 R L 0
7396 QVPILQK JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 15 413.2631 2 824.511647 -0.0002 30.35 K D 0
7397 QVPLAQR JW1621 ECK1625 rsxC fused predicted 4Fe-4S ferredoxin-type protein 20 406.2428 2 810.471047 -0.0002 21.39 R F 0
7398 QVPLDLGLVVR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 24 604.8716 2 1207.728647 -0.0001 53.00 R E 0
7399 QVPQAQHISLTNFLDSGLYTSLTER JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 52 940.1509 3 2817.43087 0.0012 63.33 R L 0
7400 QVQADLK JW3351 ECK3375 damX predicted protein 58 401.2268 2 800.439047 -0.0002 19.40 R - 0
7401 QVQDSFGKEAQER JW3809 ECK3826 rmuC predicted recombination limiting protein 31 507.9142 3 1520.72077 -0.0011 24.12 R H 0
7402 QVQGFEINGNTGSLTANPDCVINR 57.021465@C:20 JW3116 ECK3135 yraM conserved protein 105 1302.6268 2 2603.239047 -0.0007 48.66 R N 0
7403 QVQGSTPVQLNLENGKR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 29 623.3374 3 1866.99037 -0.0006 32.95 K Y 0
7404 QVQQPVMDR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 47 550.7794 2 1099.544247 -0.0002 22.19 K Y 0
7405 QVRPGADYNWSLK JW0623 ECK0621 lipA lipoate synthase 57 767.3939 2 1532.773247 -0.0002 36.70 R L 0
7406 QVSDGVAHIHASFNNTIVTITDR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 62 832.4261 3 2494.25647 0.0002 48.52 K Q 0
7407 QVSFNSIYMMADSGAR 15.994915@M:10 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 118 896.9048 2 1791.795047 0.0031 46.99 K G 0
7408 QVSGLSNEVIAK JW3719 ECK3734 gidA glucose-inhibited cell-division protein 19 622.8458 2 1243.677047 -0.0001 31.86 R L 0
7409 QVSTNLAWEHNR JW2904 ECK2932 speB agmatinase 38 485.5755 3 1453.70467 -0.0014 29.44 R F 0
7410 QVTLNVAPLMR JW4350 ECK4379 ytjB conserved protein 41 621.3558 2 1240.697047 0.0008 46.33 R T 0
7411 QVTNQIVR JW4220 ECK4256 yjgR predicted ATPase 53 479.2767 2 956.538847 -0.0014 22.02 R G 0
7412 QVVATATFRF JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 44 570.3137 2 1138.612847 -0.0005 45.39 R - 0
7413 QVVVGLPDVR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 51 541.3219 2 1080.629247 0.0002 41.67 R G 0
7414 QWEGAFEGLTAGVNWR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 48 910.9412 2 1819.867847 0.0037 61.25 K I 0
7415 QWIIDTPFQPELENAIR JW1692 ECK1700 pps phosphoenolpyruvate synthase 72 1035.5375 2 2069.060447 0.0023 64.86 R E 0
7416 QWILGLPGDATDYK JW1200 ECK1197 lolB chaperone for lipoproteins 75 788.9042 2 1575.793847 0.0006 57.70 R L 0
7417 QWILGLPGDATDYKLDDQYR JW1200 ECK1197 lolB chaperone for lipoproteins 101 1184.0844 2 2366.154247 0.0000 57.35 R L 0
7418 QWQSQLPGIADNCPAIVR 57.021465@C:13 JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 63 1027.019 2 2052.023447 0.0024 50.22 R L 0
7419 QYAPMSVAQQSLVLFAAER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 110 1055.0444 2 2108.074247 0.0019 64.27 K G 0
7420 QYATTYINIVGK JW2517 ECK2530 suhB inositol monophosphatase 12 685.8692 2 1369.723847 -0.0003 42.33 K L 0
7421 QYDDGSWQNTFK JW2539 ECK2552 yfhG conserved protein 71 744.8231 2 1487.631647 -0.0001 40.42 R Q 0
7422 QYDDRLLLPIPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 46 500.2837 3 1497.82927 -0.0011 48.25 R L 0
7423 QYDINEAIALLK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 73 695.8826 2 1389.750647 0.0003 59.58 K E 0
7424 QYGEAFEKR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 30 564.2774 2 1126.540247 -0.0005 22.89 K H 0
7425 QYGNIPK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 16 410.2217 2 818.428847 0.0002 23.40 R G 0
7426 QYIAVMPGEYQGTVYVPAAPGGITLYGTGEKPIDVK 15.994915@M:6 JW0755 ECK0761 ybhC predicted pectinesterase 116 1266.98 3 3797.91817 -0.0042 56.52 R I 0
7427 QYLTKELAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 22 547.3158 2 1092.617047 -0.0008 24.99 R A 0
7428 QYMAEVESGVYPGEEHSFH JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 69 732.649 3 2194.92517 -0.0013 40.88 R - 0
7429 QYQADDLK JW4180 ECK4217 ytfN conserved protein 15 490.7375 2 979.460447 -0.0007 22.10 K L 0
7430 QYQALFNLEGVDLEFRDEALDAIAK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 60 956.8194 3 2867.43637 0.0025 68.24 K K 0
7431 QYQNAEDTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 48 562.7522 2 1123.489847 0.0004 17.45 K G 0
7432 QYQPFEYYGHPQAER JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 14 638.2917 3 1911.85327 -0.0006 37.07 R V 0
7433 QYTTVVADTGDIAAMK JW0007 ECK0008 talB transaldolase B 36 842.417 2 1682.819447 0.0009 42.84 R L 0
7434 QYVAFASQR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 48 535.2749 2 1068.535247 0.0001 30.64 R A 0
7435 QYVDEKLDSSLTWDTR JW1490 ECK1489 yddB predicted porin protein 14 652.6495 3 1954.92667 -0.0006 45.12 K L 0
7436 QYVVISAGGHGSFGTK JW0120 ECK0123 gcd glucose dehydrogenase 13 536.611 3 1606.81117 0.0008 34.85 K M 0
7437 QYYMNQQR JW3927 ECK3946 yijP conserved inner membrane protein 53 565.7556 2 1129.496647 -0.0007 22.99 K T 0
7438 QYYQQVDEQGNALWR JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 18 949.4449 2 1896.875247 -0.0002 42.58 K G 0
7439 RAAGEAPAAPQVTAEDASASLAELLNAGLGGSDNE JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 37 1108.5374 3 3322.59037 -0.0007 70.12 R - 0
7440 RADAIFIEELR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 58 666.8675 2 1331.720447 0.0007 45.08 R K 0
7441 RADEVYFLK JW0800 ECK0804 ybiP predicted hydrolase, inner membrane 29 570.8064 2 1139.598247 0.0009 36.48 K E 0
7442 RAEAAPAATGGGIPGMLPWPK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 80 1024.5403 2 2047.066047 -0.0012 49.52 K V 0
7443 RAEDYLR JW3841 ECK3863 glnA glutamine synthetase 39 461.7398 2 921.465047 -0.0018 21.66 K S 0
7444 RAELEAK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 21 408.7324 2 815.450247 0.0002 15.59 R L 0
7445 RAEMLAQR JW4120 ECK4155 yjeP predicted mechanosensitive channel 17 487.7634 2 973.512247 -0.0005 19.31 R A 0
7446 RAEMLQQANALDER JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 89 822.9096 2 1643.804647 -0.0002 31.08 R E 0
7447 RAEMLQQANALDERESFSNMR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 49 624.7982 4 2495.163694 -0.0009 38.91 R R 0
7448 RAENGEEPIKEHLLLTR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 61 669.0322 3 2004.07477 -0.0004 32.47 R Y 0
7449 RAFIEENALK JW5625 ECK3691 gyrB DNA gyrase, subunit B 55 595.83 2 1189.645447 -0.0001 30.73 R A 0
7450 RAIAEATEAGLLGK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 90 700.3979 2 1398.781247 -0.0017 34.27 R N 0
7451 RAITDDIASLSAVSQVDYDGIILK JW3775 ECK3797 hemX uroporphyrinogen III methylase 80 1282.1833 2 2562.352047 -0.0020 61.72 R L 0
7452 RAMAWEEHDE JW3897 ECK3918 glpK glycerol kinase 32 637.267 2 1272.519447 0.0002 25.36 K - 0
7453 RANDIALK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 34 450.7665 2 899.518447 -0.0004 19.53 K C 0
7454 RAQMDGLEGYPVYTR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 11 585.9537 3 1754.83927 -0.0016 38.54 K K 0
7455 RAQSVVDYLISK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 35 689.8878 2 1377.761047 -0.0004 44.29 R G 0
7456 RAQVAELAR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 56 507.2958 2 1012.577047 -0.0007 20.52 R A 0
7457 RAVEGTPFECLK 57.021465@C:10 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 34 469.5742 3 1405.70077 -0.0014 33.70 R D 0
7458 RAVGLPGDKVTYDPVSK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 36 601.3315 3 1800.97267 -0.0005 31.96 K E 0
7459 RAVQNAMR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 49 473.2558 2 944.497047 -0.0004 15.85 K L 0
7460 RDDDSYDEDVEDDEGVGEVR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 89 1157.4661 2 2312.917647 0.0024 34.22 K V 0
7461 RDDSVSLGR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 18 502.7599 2 1003.505247 0.0007 23.40 K R 0
7462 RDDTAVPLLAPNQDIYLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 30 690.7038 3 2069.08957 -0.0009 51.07 R E 0
7463 RDELHAQLSNNR JW0907 ECK0915 mukB fused chromosome partitioning proteins 58 726.8686 2 1451.722647 -0.0002 20.93 R S 0
7464 RDFVAAVLPK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 32 558.3316 2 1114.648647 -0.0011 38.27 K G 0
7465 RDLIVTIGK JW2504 ECK2516 yfhM conserved protein 29 507.8187 2 1013.622847 -0.0004 32.45 K E 0
7466 RDNLTGSEQIFYSGFK JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 78 931.4569 2 1860.899247 -0.0013 45.41 K E 0
7467 RDPEHIYQQVSK JW1100 ECK1100 mfd transcription-repair coupling factor 38 500.5914 3 1498.75237 -0.0003 24.65 K G 0
7468 RDWYVVDATGK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 40 655.3309 2 1308.647247 0.0011 36.09 K T 0
7469 REDVVVATK JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 49 508.7902 2 1015.565847 -0.0004 19.48 R V 0
7470 REEVLSWSDEKFCR 57.021465@C:13 JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 38 614.2926 3 1839.85597 -0.0014 39.13 R E 0
7471 REEYGDMAEQK JW2767 ECK2791 sdaC predicted serine transporter 50 678.2988 2 1354.583047 0.0008 20.53 K C 0
7472 REFNVEANVGKPQVAYR JW3302 ECK3327 fusA protein chain elongation factor EF-G 37 495.0127 4 1976.021694 -0.0011 33.43 K E 0
7473 REGFELAVSRPK JW5571 ECK3864 bipA GTP-binding protein 29 463.5922 3 1387.75477 -0.0023 29.67 R V 0
7474 REGRPSEGETLIAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 46 524.2811 3 1569.82147 -0.0009 23.25 R L 0
7475 REGTDLFLK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 21 539.7996 2 1077.584647 0.0028 33.08 R S 0
7476 REISMSIK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 37 482.2673 2 962.520047 -0.0018 24.86 R R 0
7477 REKDDPQNSTTTDTGETPR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 16 716.6653 3 2146.97407 0.0015 17.77 K I 0
7478 RELGSVNDFIVDGNR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 68 845.9288 2 1689.843047 -0.0003 42.04 K I 0
7479 RELYEVER JW1913 ECK1927 yedD predicted protein 45 547.2838 2 1092.553047 -0.0032 25.90 K D 0
7480 RENGLWIVEAEDIDTGKK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 18 1037.0361 2 2072.057647 0.0039 46.64 R Y 0
7481 REQLLEVGDFLK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 69 723.9008 2 1445.787047 -0.0008 52.74 K K 0
7482 REQQLLAEAR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 43 405.2264 3 1212.65737 0.0000 23.72 K S 0
7483 RETLEMVVR JW1178 ECK1177 dadA D-amino acid dehydrogenase 25 566.8107 2 1131.606847 -0.0002 31.76 R D 0
7484 RFDVAMK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 38 433.731 2 865.447447 -0.0006 25.56 R K 0
7485 RFGGTEPGDETA JW0169 ECK0173 ispU undecaprenyl pyrophosphate synthase 58 618.7778 2 1235.541047 -0.0007 23.85 R - 0
7486 RFKDDVNEVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 64 426.5581 3 1276.65247 0.0002 20.74 R N 0
7487 RFQDEEVQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 48 603.7963 2 1205.578047 -0.0008 20.64 R D 0
7488 RGAPQDAEQMGISLAEELLNNGAR JW5932 ECK3799 hemC hydroxymethylbilane synthase 59 847.4227 3 2539.24627 0.0014 68.81 R E 0
7489 RGDDFITLNAEQAMQGAADILR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 76 802.4014 3 2404.18237 0.0018 67.76 R Q 0
7490 RGDIVVFK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 47 467.279 2 932.543447 -0.0008 29.40 K Y 0
7491 RGDTLYR JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 37 440.7346 2 879.454647 -0.0016 19.08 K I 0
7492 RGDYAVNVNYNVQNAGEKPLEISSFGQLK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 103 1070.8775 3 3209.61067 0.0003 48.41 K Q 0
7493 RGELGIMGTELNSELAK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 46 606.6529 3 1816.93687 0.0018 46.43 K A 0
7494 RGFEYSDCWVDDAR 57.021465@C:8 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 66 888.3757 2 1774.736847 -0.0001 41.43 K L 0
7495 RGGVVQYVDASR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 60 653.8465 2 1305.678447 -0.0005 27.08 K I 0
7496 RGIEEAYR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 47 497.2589 2 992.503247 -0.0006 20.62 R T 0
7497 RGMLKGQESEVTGVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 40 540.2901 3 1617.84847 -0.0023 22.87 R I 0
7498 RGPAIAQAFDAEGKPSK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 80 581.6442 3 1741.91077 -0.0002 29.47 K A 0
7499 RGQTVLDLAGGTGDLTAK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 86 886.9791 2 1771.943647 0.0008 42.21 R F 0
7500 RGTLDVNQVIGDTTAVR JW0790 ECK0794 fiu predicted iron outer membrane transporter 69 907.9897 2 1813.964847 0.0003 44.21 R L 0
7501 RHEQLLQER JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 46 604.8286 2 1207.642647 0.0005 19.23 R N 0
7502 RHPDLVISSQGSNQLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 51 602.9905 3 1805.94967 0.0002 28.07 K A 0
7503 RIAADIDDSELK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 64 673.3512 2 1344.687847 -0.0006 30.88 R A 0
7504 RIAADIDDSELKAPR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 69 835.4473 2 1668.880047 0.0006 31.62 R D 0
7505 RICTLGEK 57.021465@C:3 JW5625 ECK3691 gyrB DNA gyrase, subunit B 35 488.7655 2 975.516447 -0.0007 19.73 R L 0
7506 RIDAIDVTSK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 50 559.3137 2 1116.612847 -0.0009 27.31 R T 0
7507 RIDNQLR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 36 457.7615 2 913.508447 -0.0008 19.14 R G 0
7508 RIEAVTGEGAIATVHADSDR JW2667 ECK2692 alaS alanyl-tRNA synthetase 13 517.7658 4 2067.034094 -0.0002 33.57 R L 0
7509 RIEEITAEIEVGR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 49 505.6109 3 1513.81087 0.0011 39.64 R V 0
7510 RIEEVLTLALQNEPSGMQVVTAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 44 842.7913 3 2525.35207 -0.0003 57.57 K - 0
7511 RIEGDDRTELK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 13 444.5686 3 1330.68397 -0.0002 19.60 R E 0
7512 RIETLFTNDLDHGPYISETLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 45 623.3211 4 2489.255294 0.0004 52.92 K V 0
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7513 RIILPVNDGR JW0120 ECK0123 gcd glucose dehydrogenase 21 576.8453 2 1151.676047 -0.0014 32.39 R L 0
7514 RIPVTLDQIPPEMVK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 51 868.4916 2 1734.968647 -0.0016 45.61 R A 0
7515 RIQNAGTEVVEAK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 62 707.8862 2 1413.757847 0.0003 21.70 K A 0
7516 RISLTQTR JW5366 ECK2193 ccmA heme exporter subunit -!- ATP-binding component of ABC superfamily 11 487.791 2 973.567447 0.0006 47.11 R A 0
7517 RISNEESISAMFEH JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 58 825.3831 2 1648.751647 0.0002 43.16 R - 0
7518 RISTVPEAVEMQSR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 70 534.9465 3 1601.81767 -0.0017 32.46 K V 0
7519 RITLSPR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 23 421.7638 2 841.513047 -0.0003 22.32 K N 0
7520 RITTDNAQINLVTQDVTSEDLVTLYGTTFNSSGLK JW3166 ECK3188 yrbK conserved protein 74 1272.3155 3 3813.92467 -0.0026 64.71 R M 0
7521 RIVLPEGDEPR JW2294 ECK2291 pta phosphate acetyltransferase 40 427.5701 3 1279.68847 0.0001 30.02 K T 0
7522 RIVVNYAK JW3262 ECK3287 secY preprotein translocase membrane subunit 45 481.792 2 961.569447 -0.0014 21.99 R R 0
7523 RKAEQAAAEQALK JW2551 ECK2565 rnc RNase III 61 471.9319 3 1412.77387 0.0003 18.93 R K 0
7524 RLASYEK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 26 433.7398 2 865.465047 -0.0007 17.39 K A 0
7525 RLDDVYGDR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 52 554.7723 2 1107.530047 -0.0009 24.68 K N 0
7526 RLDDVYGDRNLFCSCVPISEYQ 57.021465@C:13,57.021465@C:15 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 68 902.7481 3 2705.22247 0.0012 53.37 K - 0
7527 RLDLALETPAK JW2504 ECK2516 yfhM conserved protein 53 613.8586 2 1225.702647 -0.0004 35.87 R M 0
7528 RLDMLNEELSDKER JW2573 ECK2590 clpB protein disaggregation chaperone 47 583.2932 3 1746.85777 0.0008 36.06 K Q 0
7529 RLDSVLR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 48 429.7611 2 857.507647 -0.0006 25.75 K L 0
7530 RLEDNLPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 50 506.781 2 1011.547447 0.0014 25.27 K L 0
7531 RLEDQQR JW5682 ECK3456 dcrB periplasmic protein 27 472.7489 2 943.483247 -0.0002 13.88 K S 0
7532 RLEEAGFAFR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 32 598.3139 2 1194.613247 -0.0013 36.61 K W 0
7533 RLEEEGNKVLK JW2287 ECK2284 yfbQ predicted aminotransferase 45 438.9173 3 1313.73007 -0.0002 20.67 K L 0
7534 RLEEGLVELR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 40 607.3491 2 1212.683647 0.0010 37.24 K G 0
7535 RLEEGLVELRGEK JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 43 764.4278 2 1526.841047 -0.0005 31.99 K Q 0
7536 RLEKLEAK JW3811 ECK3828 yigP conserved protein 31 329.538 3 985.5921705 0.0003 17.49 K - 0
7537 RLENQLSPATDVAVVPHSSAAKE JW1271 ECK1274 yciS conserved inner membrane protein 73 807.0911 3 2418.25147 0.0013 34.31 K - 0
7538 RLGASGVVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 24 443.7765 2 885.538447 -0.0011 19.42 K L 0
7539 RLGVQLD JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 15 400.7347 2 799.454847 -0.0004 31.60 R - 0
7540 RLHKEPGV JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 17 468.275 2 934.535447 0.0006 16.02 R - 0
7541 RLPEGCELR 57.021465@C:6 JW5189 ECK1194 ychM predicted transporter 33 565.2924 2 1128.570247 -0.0006 23.44 K V 0
7542 RLPTDFNEGAK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 49 624.3225 2 1246.630447 -0.0002 27.31 K N 0
7543 RLQDPLAELVK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 39 641.3799 2 1280.745247 0.0000 45.75 R I 0
7544 RLQELAK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 32 429.2635 2 856.512447 -0.0006 19.30 K R 0
7545 RLQVTSEK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 22 480.7768 2 959.539047 -0.0008 17.50 R V 0
7546 RLTELSGGQR JW4247 ECK4277 fecE KpLE2 phage-like element; iron-dicitrate transporter subunit -!- ATP-binding component of ABC superfamily 50 558.8098 2 1115.605047 0.0004 20.53 R Q 0
7547 RLTLTEK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 32 430.7635 2 859.512447 -0.0002 20.32 K T 0
7548 RLVEEGAQVSAGQPILEMDLDYLNANAR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 126 1024.8517 3 3071.53327 -0.0013 59.63 K S 0
7549 RLVITPVDGSDPYEEMIPK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 73 1080.054 2 2158.093447 -0.0044 50.73 R W 0
7550 RLYPENNEARK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 34 695.3658 2 1388.717047 0.0010 18.31 R Q 0
7551 RMADEHGTDKTIAQK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 36 567.6174 3 1699.83037 -0.0008 17.44 R L 0
7552 RMEEDNVR JW4349 ECK4378 lplA lipoate-protein ligase A 41 524.7454 2 1047.476247 -0.0005 17.07 R L 0
7553 RMNQLLVS JW0462 ECK0467 htpG molecular chaperone HSP90 family 32 480.768 2 959.521447 -0.0007 32.78 R - 0
7554 RMNSIEQALK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 41 595.3211 2 1188.627647 -0.0008 29.02 R I 0
7555 RMQINASK JW0192 ECK0196 rcsF predicted outer membrane protein, signal 19 474.2577 2 946.500847 -0.0009 18.04 K M 0
7556 RMQLNEELR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 25 594.811 2 1187.607447 -0.0007 28.47 R H 0
7557 RNALAMR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 26 416.2346 2 830.454647 0.0003 19.85 R W 0
7558 RNEFIIGVAYDSDIDQVK JW2891 ECK2920 mscS mechanosensitive channel 19 694.6882 3 2081.04277 0.0000 49.75 R Q 0
7559 RNETNELFIPPGPR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 53 820.432 2 1638.849447 0.0017 37.69 K L 0
7560 RNFDLASK JW0902 ECK0910 ycbJ conserved protein 33 475.756 2 949.497447 -0.0007 22.50 R S 0
7561 RNGGEATSGFFEVPKNETK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 49 690.0078 3 2067.00157 -0.0005 32.29 R E 0
7562 RNLPIETNIMDLEAAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 87 914.4853 2 1826.956047 0.0000 49.45 R A 0
7563 RNNTQQLIAK JW1486 ECK1485 yddW predicted liprotein 35 593.3384 2 1184.662247 -0.0002 19.37 R V 0
7564 RNVEDLSEVALR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 45 467.5877 3 1399.74127 -0.0005 36.59 R Q 0
7565 RPDGSVIR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 34 450.2564 2 898.498247 -0.0002 18.97 R F 0
7566 RPDGSVIRFDGNACVLLNNNSEQPIGTR 57.021465@C:14 JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 48 775.6396 4 3098.529294 -0.0022 47.04 R I 0
7567 RPDGSVNVR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 52 500.27 2 998.525447 -0.0003 17.69 R R 0
7568 RPDLMIDGPLQYDAAVMADVAK JW2294 ECK2291 pta phosphate acetyltransferase 62 797.0681 3 2388.18247 0.0008 60.99 K S 0
7569 RPEITLVTNK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 22 585.8457 2 1169.676847 0.0001 28.45 K Q 0
7570 RPETEAVSMLLEQAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 88 865.4486 2 1728.882647 -0.0003 46.73 R L 0
7571 RPFDFPDSK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 36 554.7752 2 1107.535847 0.0009 33.66 R E 0
7572 RPLVVMSPK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 32 513.8099 2 1025.605247 -0.0003 26.37 R S 0
7573 RPTTEPLK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 15 471.2742 2 940.533847 -0.0003 17.81 K E 0
7574 RPTTEPLKEVQFK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 47 786.9406 2 1571.866647 -0.0004 30.55 K A 0
7575 RQDIESNLQYDAGDK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 100 876.4129 2 1750.811247 -0.0009 31.37 K G 0
7576 RQDIESNLQYDAGDKGIYR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 73 747.7005 3 2240.07967 -0.0024 36.44 K H 0
7577 RQDLVYEKEDLLISGPGK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 55 687.3727 3 2059.09627 0.0013 40.51 K Y 0
7578 RQGIAGVK JW1241 ECK1243 cls cardiolipin synthase 1 31 414.7561 2 827.497647 0.0000 17.55 R G 0
7579 RRDDTAVPLLAPNQDIYLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 81 742.7383 3 2225.19307 0.0016 46.96 R E 0
7580 RRYEDDDDYDDYDDYEDEEPMPR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 97 1006.0487 3 3015.12427 -0.0017 38.07 R K 0
7581 RSAVNAIETR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 40 558.8094 2 1115.604247 -0.0005 20.20 K Q 0
7582 RSMEMSLRWAK 15.994915@M:3,15.994915@M:5 JW0396 ECK0400 tgt tRNA-guanine transglycosylase 12 476.2373 3 1425.69007 0.0043 41.07 K R 0
7583 RSMVMTEAQK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 37 590.7942 2 1179.573847 -0.0001 19.86 R E 0
7584 RSQILDEAK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 29 530.2928 2 1058.571047 -0.0009 21.73 R A 0
7585 RSQILDEAKAEAEQER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 79 936.9747 2 1871.934847 0.0012 34.17 R T 0
7586 RSVNMEPK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 44 480.7502 2 959.485847 0.0000 17.62 R L 0
7587 RTDAQNTAAYIGNGDR JW2203 ECK2207 ompC outer membrane porin protein C 80 574.9429 3 1721.80687 -0.0011 24.59 K A 0
7588 RTDAQNTAAYIGNGDRAETYTGGLK JW2203 ECK2207 ompC outer membrane porin protein C 58 1322.1423 2 2642.270047 0.0016 34.22 K Y 0
7589 RTDKETPYVPIPEGGVK JW5791 ECK4344 yjiY predicted inner membrane protein 64 943.5035 2 1884.992447 -0.0019 33.18 K I 0
7590 RTDLNDTESDSTTLVASR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 93 990.9769 2 1979.939247 -0.0003 30.50 K Y 0
7591 RTEPAAPVASTK JW3351 ECK3375 damX predicted protein 68 614.338 2 1226.661447 -0.0003 12.75 K A 0
7592 RTEPAAPVASTKAPAATSTPAPK JW3351 ECK3375 damX predicted protein 52 740.7377 3 2219.19127 0.0004 22.65 K E 0
7593 RVAFENIEDAAR JW1615 ECK1618 add adenosine deaminase 68 695.8566 2 1389.698647 -0.0014 35.25 R H 0
7594 RVATTIGEK JW3460 ECK3478 pitA phosphate transporter, low-affinity 39 487.7844 2 973.554247 -0.0013 18.08 R I 0
7595 RVDAEGMK JW1117 ECK1117 purB adenylosuccinate lyase 39 453.2289 2 904.443247 -0.0005 16.83 K Q 0
7596 RVDYSGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 45 426.7196 2 851.424647 -0.0002 16.68 K S 0
7597 RVEIEVK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 31 436.7634 2 871.512247 -0.0005 22.45 R G 0
7598 RVEITLSPL JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 23 514.311 2 1026.607447 0.0002 48.05 R - 0
7599 RVEPLPESEYSAPLR JW5794 ECK4349 mdoB phosphoglycerol transferase I 30 581.6402 3 1741.89877 -0.0010 35.80 K F 0
7600 RVEVNVR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 47 436.2586 2 870.502647 -0.0009 19.38 K R 0
7601 RVGELSGGER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 36 530.2803 2 1058.546047 -0.0008 18.44 K G 0
7602 RVPLAPDIDAAIIAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 41 795.9713 2 1589.928047 0.0027 48.57 R G 0
7603 RVSQASDSYYYR JW2261 ECK2260 elaB conserved protein 49 498.9042 3 1493.69077 0.0008 24.13 K A 0
7604 RVTDTLNR JW4201 ECK4237 mgtA magnesium transporter 49 487.7723 2 973.530047 -0.0003 19.23 K Q 0
7605 RVTESELVQR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 51 608.8356 2 1215.656647 -0.0005 23.44 R S 0
7606 RVVEPLITLAK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 58 619.8963 2 1237.778047 0.0023 39.90 R T 0
7607 RVVINKDTTTIIDGVGEEAAIQGR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 70 852.4642 3 2554.37077 -0.0005 43.84 K V 0
7608 RVVLPEGEEAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 52 627.8434 2 1253.672247 -0.0005 25.29 K V 0
7609 RVVMCSGK 57.021465@C:5 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 43 468.7411 2 935.467647 -0.0003 16.87 K V 0
7610 RVVMGEK JW0166 ECK0170 pyrH uridylate kinase 35 409.7311 2 817.447647 -0.0003 16.70 R E 0
7611 RVVSMVEFEK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 46 612.3268 2 1222.639047 0.0012 33.83 K A 0
7612 RVVSVETAQAAR JW0944 ECK0952 yccF conserved inner membrane protein 70 643.8621 2 1285.709647 -0.0006 20.86 R E 0
7613 RYAGVGDIIK JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 37 546.3135 2 1090.612447 -0.0009 32.17 R I 0
7614 RYPSAGSAYTYAQK JW5330 ECK2008 yeeF predicted amino-acid transporter 68 781.8832 2 1561.751847 -0.0005 26.31 R S 0
7615 RYTDESEQ JW4099 ECK4133 aspA aspartate ammonia-lyase 30 514.22 2 1026.425447 0.0000 16.33 K - 0
7616 RYTPNVADATEAQIQQATK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 103 1053.036 2 2104.057447 0.0025 39.78 K D 0
7617 RYVESQVYQGVVENLASEQAAR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 63 832.7539 3 2495.23987 -0.0005 47.83 R M 0
7618 SAADRDAAFEK JW5503 ECK3026 tolC transport channel 33 590.783 2 1179.551447 -0.0005 20.17 K I 0
7619 SAADRDAAFEKINEAR JW5503 ECK3026 tolC transport channel 69 882.4372 2 1762.859847 0.0002 29.05 K S 0
7620 SAAMEEVVR JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 58 496.2472 2 990.479847 -0.0006 28.08 R A 0
7621 SACIVVGVFEPR 57.021465@C:3 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 13 667.3509 2 1332.687247 0.0013 48.36 R R 0
7622 SACTYVGASR 57.021465@C:3 JW0101 ECK0104 guaC GMP reductase 58 536.248 2 1070.481447 -0.0001 20.63 R L 0
7623 SADASLADMNDPSLITVR JW3775 ECK3797 hemX uroporphyrinogen III methylase 105 938.4599 2 1874.905247 0.0009 48.25 K R 0
7624 SADASLADMNDPSLITVRR JW3775 ECK3797 hemX uroporphyrinogen III methylase 59 678.0091 3 2031.00547 0.0001 43.22 K A 0
7625 SADIISAR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 23 416.7298 2 831.445047 0.0000 24.94 K N 0
7626 SADLISIGPMLQGMR JW2294 ECK2291 pta phosphate acetyltransferase 92 794.9126 2 1587.810647 -0.0006 58.46 R K 0
7627 SADSEYPYR JW2876 ECK2903 pepP proline aminopeptidase P II 56 544.2372 2 1086.459847 -0.0018 23.79 R Q 0
7628 SADSSYLAGPDDIYVSPSQIR JW3756 ECK3775 rho transcription termination factor 79 1121.0381 2 2240.061647 0.0020 49.91 R R 0
7629 SADSSYLAGPDDIYVSPSQIRR JW3756 ECK3775 rho transcription termination factor 80 799.7274 3 2396.16037 -0.0003 44.36 R F 0
7630 SAEALQWDLSFR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 90 711.8546 2 1421.694647 0.0008 55.75 K L 0
7631 SAECTTAYNNALK 57.021465@C:4 JW5927 ECK3028 ygiB conserved outer membrane protein 76 721.833 2 1441.651447 0.0007 26.55 K E 0
7632 SAECTTAYNNALKEAER 57.021465@C:4 JW5927 ECK3028 ygiB conserved outer membrane protein 90 964.4448 2 1926.875047 0.0010 33.10 K T 0
7633 SAEHVLTMLNEHEVK JW3841 ECK3863 glnA glutamine synthetase 63 868.9353 2 1735.856047 -0.0003 37.37 M F 0
7634 SAELLDTMAHDYR JW5539 ECK3222 yhcB conserved protein 97 761.3535 2 1520.692447 -0.0005 42.32 R Q 0
7635 SAEQMLADYAPLNK JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 57 775.8801 2 1549.745647 0.0010 47.55 R V 0
7636 SAEQMLADYAPLNKVDSAR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 53 693.6775 3 2078.01067 0.0005 49.16 R R 0
7637 SAETLSGGEAQR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 43 603.2925 2 1204.570447 0.0020 20.05 R I 0
7638 SAEVIQIQAQR JW3564 ECK3580 selA selenocysteine synthase 66 621.8433 2 1241.672047 -0.0007 31.76 R L 0
7639 SAFDEFSTPAAR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 38 649.8043 2 1297.594047 0.0002 40.40 K K 0
7640 SAFNQGSSGSTYYSPDFKK JW1490 ECK1489 yddB predicted porin protein 13 690.9847 3 2069.93227 -0.0006 34.18 K N 0
7641 SAFTPASEVLLR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 87 645.8563 2 1289.698047 0.0001 46.94 M H 0
7642 SAGDEFLR JW5637 ECK3654 yicN conserved protein 48 447.7193 2 893.424047 -0.0002 32.19 K Y 0
7643 SAGGALSDR JW1214 ECK1217 narK nitrate/nitrite transporter 59 417.208 2 832.401447 -0.0023 18.26 R L 0
7644 SAGGIVLTGSAAAK JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 10 601.8401 2 1201.665647 -0.0009 30.00 K S 0
7645 SAGTITLHGK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 61 492.7766 2 983.538647 -0.0013 20.18 K Q 0
7646 SAGTYVQIVAR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 50 582.8221 2 1163.629647 -0.0002 35.88 R D 0
7647 SAIGAGLGSLVGAGIGALSSSK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 97 937.0232 2 1872.031847 0.0003 65.14 K K 0
7648 SAIGRLPK JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 40 421.2665 2 840.518447 0.0003 21.90 R H 0
7649 SALFNQIVAER JW2715 ECK2740 truD pseudoruidine synthase 58 624.3412 2 1246.667847 0.0010 44.59 R L 0
7650 SALLVLEDGTQFHGR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 80 821.9318 2 1641.849047 0.0017 45.72 K A 0
7651 SALNTNIFGEPGWQGTGWR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 55 1046.0051 2 2089.995647 -0.0013 57.86 K A 0
7652 SALVIQTLANGAVR JW5100 ECK0729 tolB periplasmic protein 41 706.9146 2 1411.814647 -0.0001 46.76 R Q 0
7653 SAMEPVWNGK 15.994915@M:3 JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 49 567.7653 2 1133.516047 -0.0014 27.66 K E 0
7654 SAMEPVWNGKEFVPR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 64 873.9369 2 1745.859247 0.0035 41.78 K L 0
7655 SAMRDVVSK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 49 496.7632 2 991.511847 -0.0001 19.78 K V 0
7656 SANAETQTPQQPVK JW2660 ECK2679 emrA multidrug efflux system 57 749.879 2 1497.743447 0.0012 20.60 M K 0
7657 SANAETQTPQQPVKK JW2660 ECK2679 emrA multidrug efflux system 37 813.926 2 1625.837447 0.0002 18.44 M S 0
7658 SANIALVLYK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 41 546.3268 2 1090.639047 0.0004 45.64 R D 0
7659 SANIALVLYKDGER JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 75 774.9237 2 1547.832847 0.0022 42.84 R R 0
7660 SAPSSHYTLQLSSSSNYDNLNGWAK JW3351 ECK3375 damX predicted protein 81 1364.1346 2 2726.254647 -0.0025 47.25 K K 0
7661 SAPTGSINMISK JW0790 ECK0794 fiu predicted iron outer membrane transporter 50 603.3134 2 1204.612247 0.0002 32.09 R Q 0
7662 SAQGTAGPDFR JW3116 ECK3135 yraM conserved protein 67 553.765 2 1105.515447 0.0002 23.66 R L 0
7663 SAQPAWDAYMK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 17 634.2918 2 1266.569047 -0.0013 41.49 K A 0
7664 SARVPITAK JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 36 471.7903 2 941.566047 0.0003 19.24 R V 0
7665 SASDTGNWVNADGAIFYPYIGR JW0966 ECK0974 yccZ predicted exopolysaccharide export protein 62 1187.5582 2 2373.101847 -0.0006 61.98 R L 0
7666 SASEDFR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 12 406.1827 2 810.350847 0.0001 20.34 R Q 0
7667 SASIRIPVVSSPK JW3841 ECK3863 glnA glutamine synthetase 42 670.8978 2 1339.781047 -0.0012 37.01 R A 0
7668 SASLAYQNAVTAVSEGKPDSIPAAEK JW2497 ECK2509 yfgM conserved protein 93 1302.6591 2 2603.303647 -0.0042 44.85 R F 0
7669 SASLAYQNAVTAVSEGKPDSIPAAEKFAAENK JW2497 ECK2509 yfgM conserved protein 25 816.914 4 3263.626894 -0.0040 48.11 R N 0
7670 SATDAANAAQNR JW2462 ECK2473 nlpB lipoprotein 62 595.2814 2 1188.548247 0.0000 18.13 K A 0
7671 SATDVPAEELPDSEMFLLGRPMLQAR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 69 1437.2113 2 2872.408047 -0.0018 61.89 R L 0
7672 SATNGLTPAPQAR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 53 642.3382 2 1282.661847 -0.0011 23.46 R D 0
7673 SAVEPFIRDDMSPAAR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 54 881.4334 2 1760.852247 0.0007 39.93 K E 0
7674 SAVEQQMNELLAEYLLENPTDAK JW5625 ECK3691 gyrB DNA gyrase, subunit B 43 869.4269 3 2605.25887 0.0009 68.32 K I 0
7675 SAVNAIETR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 73 480.7592 2 959.503847 0.0003 13.29 R Q 0
7676 SAVYGSDAIGGVVNIITTR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 52 947.0074 2 1892.000247 -0.0001 60.91 R D 0
7677 SAWEAGVK JW2497 ECK2509 yfgM conserved protein 35 424.2192 2 846.423847 0.0004 23.80 R S 0
7678 SAWEAGVKSDVTPALSEMMQMK JW2497 ECK2509 yfgM conserved protein 110 1198.5685 2 2395.122447 0.0004 55.91 R I 0
7679 SAWVEGATEAEVR JW1018 ECK1021 ycdY conserved protein 80 702.8411 2 1403.667647 -0.0005 36.55 R A 0
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7680 SAYANAAER JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 56 476.7278 2 951.441047 0.0001 19.04 R L 0
7681 SAYPDPQALIGR JW2101 ECK2107 metG methionyl-tRNA synthetase 61 644.3374 2 1286.660247 -0.0016 46.20 R H 0
7682 SCAHFGVK 57.021465@C:2 JW2565 ECK2579 yfiF predicted methyltransferase 20 302.4814 3 904.4223705 0.0000 19.98 R G 0
7683 SCMGLTGCGTIDELR 57.021465@C:2,57.021465@C:8 JW5401 ECK2504 guaB IMP dehydrogenase 116 835.371 2 1668.727447 0.0004 43.86 R T 0
7684 SCSQGGVR 57.021465@C:2 JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 13 425.6959 2 849.377247 0.0010 23.40 K G 0
7685 SDAGFMKDPK JW3365 ECK3389 yhgE predicted inner membrane protein 13 548.2606 2 1094.506647 0.0000 23.41 K R 0
7686 SDALGLMQVVQHTAGK JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 111 827.9321 2 1653.849647 -0.0012 49.26 R D 0
7687 SDASKGEALVLFTTDNELTR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 56 723.0347 3 2166.08227 0.0019 52.49 K D 0
7688 SDDAVGGNAMAVASLEFITPTPFISDKYANSVR JW0172 ECK0176 yaeT conserved protein 141 1148.5646 3 3442.67197 0.0007 66.79 K T 0
7689 SDDMSMGLPSSAGEHGVLR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 55 649.2965 3 1944.86767 0.0008 39.92 M S 0
7690 SDDNSQFGR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 49 513.2177 2 1024.420847 -0.0002 19.62 R H 0
7691 SDDTHNHSVLFNR JW2876 ECK2903 pepP proline aminopeptidase P II 60 771.3583 2 1540.702047 0.0002 26.03 K V 0
7692 SDEEQTSTTTDTPATPAR JW0636 ECK0634 rlpB minor lipoprotein 107 954.4273 2 1906.840047 0.0007 21.25 R V 0
7693 SDEVLSDRVNASTLKEPEEIK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 66 787.0712 3 2358.19177 0.0005 38.62 K L 0
7694 SDFAQMLDAHANFLR JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 86 868.4144 2 1734.814247 -0.0005 56.69 R S 0
7695 SDGAEVAVSK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 33 481.7432 2 961.471847 0.0002 19.57 K T 0
7696 SDILNAVGITLDETTTR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 84 909.9766 2 1817.938647 0.0016 61.05 R E 0
7697 SDIQMIFQDPLASLNPR 15.994915@M:5 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 79 980.9938 2 1959.973047 0.0006 64.23 R M 0
7698 SDLFNVNAGIVK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 48 638.8492 2 1275.683847 0.0016 48.91 R N 0
7699 SDLFPDEIYVFTPEGR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 56 942.9542 2 1883.893847 -0.0002 63.37 K I 0
7700 SDLGGTMR JW2751 ECK2774 pyrG CTP synthetase 51 418.7001 2 835.385647 -0.0001 22.20 K L 0
7701 SDLSADINEHLIVELYSK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 17 682.6848 3 2045.03257 0.0008 56.89 R - 0
7702 SDNDELQQIAHLRR JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 21 847.9313 2 1693.848047 -0.0015 36.87 M E 0
7703 SDNDYAQLVKDVNDEQLALIATMK JW3823 ECK3839 pepQ proline dipeptidase 36 898.782 3 2693.32417 0.0025 68.13 K A 0
7704 SDNGASNLLR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 47 523.7642 2 1045.513847 -0.0013 28.14 K L 0
7705 SDNLKTEMDEYIR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 62 807.3773 2 1612.740047 -0.0002 42.35 K N 0
7706 SDNLKTEMDEYIRNH JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 30 622.2884 3 1863.84337 0.0013 42.44 K - 0
7707 SDNYPLR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 45 432.7139 2 863.413247 -0.0006 23.66 K E 0
7708 SDPLEGFNR JW2343 ECK2340 vacJ predicted lipoprotein 53 517.7489 2 1033.483247 0.0005 37.01 R T 0
7709 SDSQTLVVK JW0232 ECK0243 proB gamma-glutamate kinase 77 488.7689 2 975.523247 -0.0004 23.39 M L 0
7710 SDSTWHGFK JW4092 ECK4125 cadA lysine decarboxylase 1 43 532.7434 2 1063.472247 0.0000 28.18 R N 0
7711 SDTQQGPTPR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 27 543.7621 2 1085.509647 -0.0005 15.16 R K 0
7712 SDTQWVIDSMR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 52 669.3114 2 1336.608247 0.0001 47.05 K V 0
7713 SDVELER JW0101 ECK0104 guaC GMP reductase 58 424.2113 2 846.408047 -0.0002 22.29 R Q 0
7714 SDVIEIR JW1666 ECK1672 pykF pyruvate kinase I 18 416.2323 2 830.450047 0.0002 31.05 R E 0
7715 SDVLFNFNK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 32 542.2774 2 1082.540247 0.0007 48.60 K A 0
7716 SDVLFNFNKATLKPEGQAALDQLYSQLSNLDPK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 62 1222.3001 3 3663.87847 0.0001 68.23 K D 0
7717 SDVQAAK JW1667 ECK1673 lpp murein lipoprotein 29 359.6901 2 717.365647 -0.0001 13.42 R D 0
7718 SDVQAAKDDAAR JW1667 ECK1673 lpp murein lipoprotein 69 623.8045 2 1245.594447 -0.0006 17.44 R A 0
7719 SDVQAAKDDAARANQR JW1667 ECK1673 lpp murein lipoprotein 49 572.6197 3 1714.83727 0.0025 19.32 R L 0
7720 SDVTPALSEMMQMK JW2497 ECK2509 yfgM conserved protein 92 784.362 2 1566.709447 0.0003 52.93 K I 0
7721 SDWEIYK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 30 470.7239 2 939.433247 -0.0005 38.27 K A JW1463
7722 SDWLTSHIDENNK JW1490 ECK1489 yddB predicted porin protein 68 779.8605 2 1557.706447 0.0006 39.12 R S 0
7723 SDWMEMEK JW5873 ECK4366 prfC peptide chain release factor RF-3 36 528.2119 2 1054.409247 -0.0006 38.37 K Q 0
7724 SDWMEMEKQR JW5873 ECK4366 prfC peptide chain release factor RF-3 14 670.292 2 1338.569447 -0.0003 32.85 K G 0
7725 SDYPNQVNNVLCFPFIFR 57.021465@C:12 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 68 1115.5415 2 2229.068447 0.0008 69.79 R G 0
7726 SEAALLAAVLPNPLR JW3175 ECK3197 mtgA biosynthetic peptidoglycan transglycosylase 23 767.9526 2 1533.890647 0.0029 62.38 R F 0
7727 SEALLNAGR JW5431 ECK2703 gutQ predicted phosphosugar-binding protein 44 465.7536 2 929.492647 -0.0002 26.70 M Q 0
7728 SEDAPVAPR JW2049 ECK2058 asmA predicted assembly protein 48 471.238 2 940.461447 0.0001 20.03 R D 0
7729 SEEKASTPAQR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 10 602.3019 2 1202.589247 0.0001 13.73 K Q 0
7730 SEFAENDAYVHATPLIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 74 966.9768 2 1931.939047 0.0014 42.41 K R 0
7731 SEFAENDAYVHATPLIRR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 58 1045.0269 2 2088.039247 0.0005 38.99 K L 0
7732 SEFITVARPYAK JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 61 691.3772 2 1380.739847 -0.0003 34.67 M A 0
7733 SEFLIEK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 36 433.2368 2 864.459047 -0.0001 34.18 R G 0
7734 SEHTDTLVYNPEGALSYR JW3166 ECK3188 yrbK conserved protein 116 1026.4875 2 2050.960447 0.0010 43.73 K L 0
7735 SEIGRLDVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 27 508.7905 2 1015.566447 0.0004 25.83 R D 0
7736 SEIGRLDVKDIVTDSR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 32 601.6583 3 1801.95307 -0.0002 41.90 R G 0
7737 SEIIGIDINDDWK JW5415 ECK2609 yfjD predicted inner membrane protein 84 759.3783 2 1516.742047 0.0011 56.02 R S 0
7738 SEITDEEYKEFYK JW0462 ECK0467 htpG molecular chaperone HSP90 family 60 840.8868 2 1679.759047 0.0025 38.45 K H 0
7739 SEKAEAAAE JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 57 453.2141 2 904.413647 -0.0002 13.85 R - 0
7740 SEKPAIVGEPEMPSTIADVAQEK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 56 809.408 3 2425.20217 -0.0024 46.25 R G 0
7741 SEKRVPMTR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 25 368.5377 3 1102.59127 -0.0004 16.85 R L 0
7742 SEKSDLGGTMR 15.994915@M:10 JW2751 ECK2774 pyrG CTP synthetase 27 598.7826 2 1195.550647 0.0004 15.96 R L 0
7743 SELDQAEEKLNVYR JW0964 ECK0972 yccC cryptic autophosphorylating protein tyrosine kinase Etk 43 565.2847 3 1692.83227 0.0004 43.54 R Q 0
7744 SELDTAFNR JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 20 526.7539 2 1051.493247 -0.0001 33.37 R A 0
7745 SELEAFEVALENVRPTVEVK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 91 753.7352 3 2258.18377 0.0043 63.50 K S 0
7746 SELKDKTHQNYK JW3601 ECK3616 rfaJ UDP-D-glucose:(galactosyl)lipopolysaccharide glucosyltransferase 22 497.5909 3 1489.75087 -0.0016 16.12 K K 0
7747 SELSQLSPQPLWDIFAK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 44 980.0156 2 1958.016647 0.0017 69.78 M I 0
7748 SELSQSEQQR JW1298 ECK1300 pspB transcriptional regulator of psp operon 60 596.2835 2 1190.552447 -0.0002 18.73 R L 0
7749 SELVNVAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 33 430.2477 2 858.480847 -0.0001 25.48 K K 0
7750 SEMQIIR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 32 438.7342 2 875.453847 0.0004 30.04 R N 0
7751 SEQHAQGADAVVDLNNELK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 135 1019.4951 2 2036.975647 -0.0006 38.54 M T 0
7752 SEQLVTPENVTTK JW2501 ECK2513 yfgB predicted enzyme 30 723.378 2 1444.741447 0.0005 33.16 M D 0
7753 SERFPNDVDPIETR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 81 837.9075 2 1673.800447 -0.0005 36.25 M D 0
7754 SESAIPAEQFK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 32 603.8043 2 1205.594047 0.0013 32.13 K N 0
7755 SEVLAVPLQPTLQQEVILAR JW3132 ECK3151 nlpI conserved protein 15 1102.6367 2 2203.258847 0.0014 59.44 K M 0
7756 SEVLTHIGNEMLAK JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 91 771.4031 2 1540.791647 -0.0003 41.64 R G 0
7757 SEVRLPNGVLR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 36 413.9102 3 1238.70877 -0.0008 35.22 K T 0
7758 SFDEDVDYYVPVAEIEKLENQHFDEITK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 54 1124.865 3 3371.57317 0.0010 65.23 K A 0
7759 SFDIAKYPTLALVDSTQELR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 36 756.4032 3 2266.18777 0.0032 59.40 M L 0
7760 SFDIYSR JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 45 444.2163 2 886.418047 -0.0003 35.20 R L 0
7761 SFDSLGLSPDILR JW0781 ECK0786 rhlE RNA helicase 61 710.3775 2 1418.740447 -0.0001 57.02 M A 0
7762 SFDSVAQAWDAAMADAK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 40 892.4039 2 1782.793247 0.0049 62.12 K A 0
7763 SFEHELDGDKIQEVTHTLS JW0368 ECK0372 sbmA predicted transporter 43 729.0181 3 2184.03247 -0.0010 44.58 R - 0
7764 SFFDNPQMALAK JW0636 ECK0634 rlpB minor lipoprotein 73 684.8343 2 1367.654047 -0.0002 49.54 R D 0
7765 SFFDNPQMALAKDNEQDMIVK JW0636 ECK0634 rlpB minor lipoprotein 37 1221.0796 2 2440.144647 0.0044 53.43 R E 0
7766 SFFDNPQMALAKDNEQDMIVKEMYDR JW0636 ECK0634 rlpB minor lipoprotein 74 1045.8114 3 3134.41237 -0.0022 58.05 R A 0
7767 SFFENDLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 13 514.2457 2 1026.476847 -0.0002 40.88 R F 0
7768 SFGAMQTFNSSEMSAPQMQSVLR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 50 1267.5761 2 2533.137647 -0.0022 55.87 K E 0
7769 SFGAPTITK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 48 461.2556 2 920.496647 0.0000 30.68 K D 0
7770 SFGAPTITKDGVSVAR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 83 803.4322 2 1604.849847 -0.0023 37.96 K E 0
7771 SFKTEYELACMR 57.021465@C:10 JW3823 ECK3839 pepQ proline dipeptidase 22 512.2387 3 1533.69427 -0.0012 38.83 R E 0
7772 SFLDASPDLVFYR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 31 765.3857 2 1528.756847 0.0007 60.71 R N 0
7773 SFLDASPDLVFYRNEDKEFSGCNR 57.021465@C:22 JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 67 956.1084 3 2865.30337 0.0008 54.31 R A 0
7774 SFLESLGSDQAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 35 641.3212 2 1280.627847 0.0031 42.64 K D 0
7775 SFLVNVEKV JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 51 517.7978 2 1033.581047 0.0003 45.70 K - 0
7776 SFLVSEKN JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 50 462.245 2 922.475447 -0.0004 30.03 K - 0
7777 SFNLDLMHGLPDQSLEEALGDLR JW2922 ECK2950 yggW predicted oxidoreductase 52 857.4237 3 2569.24927 0.0012 69.92 R Q 0
7778 SFQDTTGSGTGDLR JW4198 ECK4234 treC trehalose-6-P hydrolase 113 721.3313 2 1440.648047 0.0000 29.11 K G 0
7779 SFQNEDLQR JW3785 ECK3807 yigB predicted hydrolase 18 568.7704 2 1135.526247 0.0006 22.76 R L 0
7780 SFRNPVPQYEDVA JW5330 ECK2008 yeeF predicted amino-acid transporter 23 761.3703 2 1520.726047 0.0002 41.01 K - 0
7781 SFSHQAGASSK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 61 553.7649 2 1105.515247 0.0001 14.18 R Q 0
7782 SFSHQAGASSKQPALGYLN JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 49 654.9937 3 1961.95927 -0.0003 34.58 R - 0
7783 SFTFVTK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 20 415.2263 2 828.438047 0.0000 36.03 R T 0
7784 SFTMSNPNR JW0915 ECK0923 pepN aminopeptidase N 14 527.2427 2 1052.470847 0.0000 27.13 R I 0
7785 SFVAVHNQPGLYVGQQAR JW3474 ECK3490 slp outer membrane lipoprotein 112 986.0128 2 1970.011047 -0.0011 37.20 K F 0
7786 SFVVIIPAR JW0901 ECK0909 kdsB 3-deoxy-manno-octulosonate cytidylyltransferase 44 501.3106 2 1000.606647 -0.0003 46.14 M Y 0
7787 SGAFVPGIRPGEQTAK JW3262 ECK3287 secY preprotein translocase membrane subunit 52 807.9334 2 1613.852247 -0.0003 32.19 K Y 0
7788 SGALQEQVANK JW2101 ECK2107 metG methionyl-tRNA synthetase 69 572.8012 2 1143.587847 -0.0005 21.40 R M 0
7789 SGASVGIDDMVIPEKK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 75 823.4268 2 1644.839047 -0.0002 39.08 R H 0
7790 SGAVDVIVVDSVAALTPK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 73 580.9968 3 1739.96857 0.0016 67.24 R A 0
7791 SGCLAVIEEVMLDEPQYWK 57.021465@C:3 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 61 1134.0418 2 2266.069047 0.0041 72.09 R K 0
7792 SGCLAVIEEVMLDEPQYWKK 57.021465@C:3 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 94 799.0613 3 2394.16207 0.0022 64.48 R Y 0
7793 SGDNDSADYALVWHPPVEMLAGR JW5146 ECK1019 ycdW 2-ketoacid reductase 85 834.0568 3 2499.14857 -0.0003 60.19 K D 0
7794 SGDNIILNMPNNVTFDSSSATLKPAGANTLTGVAMVLK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 82 1287.995 3 3860.96317 -0.0020 63.13 R E 0
7795 SGDSVDIHEYR JW2184 ECK2188 ccmF heme lyase, CcmF subunit 48 639.2918 2 1276.569047 0.0006 23.90 K F 0
7796 SGEDIFGDGVLEILQDGFGFLR JW3756 ECK3775 rho transcription termination factor 111 1192.5951 2 2383.175647 0.0061 80.58 K S 0
7797 SGEGLYFIDKELSTLDTQN JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 73 1065.5164 2 2129.018247 0.0019 64.97 K - 0
7798 SGEIPMHLLPGQAVNLR JW0898 ECK0906 lpxK lipid A 4'kinase 20 611.3333 3 1830.97807 0.0008 46.93 R T 0
7799 SGELPVDNFGVPLAGSLIPWIDK JW3396 ECK3419 asd aspartate-semialdehyde dehydrogenase, NAD(P)-binding 52 1212.6435 2 2423.272447 -0.0012 75.84 R Q 0
7800 SGEPLIR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 55 386.2216 2 770.428647 0.0000 24.08 K K 0
7801 SGEPLIRK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 34 450.269 2 898.523447 0.0000 19.81 K G 0
7802 SGERLPTLTADQK JW5655 ECK3541 yiaF conserved protein 49 708.3785 2 1414.742447 0.0010 29.02 R K 0
7803 SGERLPTLTADQKK JW5655 ECK3541 yiaF conserved protein 62 772.4253 2 1542.836047 -0.0005 24.93 R Q 0
7804 SGESPSDALLR JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 52 566.2852 2 1130.555847 -0.0010 32.61 R G 0
7805 SGESVEVR JW4350 ECK4379 ytjB conserved protein 36 431.717 2 861.419447 0.0003 19.14 R D 0
7806 SGETEDATIADLAVGTAAGQIK JW2750 ECK2773 eno enolase 67 1059.5311 2 2117.047647 -0.0012 55.14 R T 0
7807 SGEYVSR JW4107 ECK4141 efp Elongation factor EF-P 63 399.1929 2 796.371247 -0.0002 17.55 R V 0
7808 SGFDPQAMPTFLEK JW2479 ECK2490 yfgC predicted peptidase 64 784.3769 2 1566.739247 0.0005 54.41 R L 0
7809 SGFLGITDCPLLR 57.021465@C:9 JW5298 ECK1825 yobH predicted protein 73 724.882 2 1447.749447 0.0002 58.99 K K 0
7810 SGFLIPNAK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 27 473.7714 2 945.528247 0.0000 40.49 R Y 0
7811 SGGVTFAARPQDHSQK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 52 562.6164 3 1684.82737 -0.0008 20.92 R V 0
7812 SGHQNLLSEAQPELER JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 28 603.3019 3 1806.88387 -0.0023 36.43 R T 0
7813 SGIGWTGSGGEQQCFQTTGAQSK 57.021465@C:14 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 150 1186.5319 2 2371.049247 -0.0006 38.68 R Y 0
7814 SGISFVDR JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 70 440.7293 2 879.444047 -0.0009 33.59 R S 0
7815 SGISFVDRSEVLTHIGNEMLAK JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 67 801.7491 3 2402.22547 -0.0008 55.11 R G 0
7816 SGITFSQELK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 51 555.2955 2 1108.576447 0.0000 38.86 R D 0
7817 SGKSELEAFEVALENVRPTVEVK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 74 1266.1708 2 2530.327047 -0.0006 59.56 R S 0
7818 SGKVDGAWELSDNLK JW2504 ECK2516 yfhM conserved protein 104 809.9075 2 1617.800447 0.0006 39.81 K E 0
7819 SGKVDGAWELSDNLKELR JW2504 ECK2516 yfhM conserved protein 73 673.0163 3 2016.02707 -0.0004 44.62 K L 0
7820 SGLLEITQLQGK JW2049 ECK2058 asmA predicted assembly protein 36 643.87 2 1285.725447 0.0013 48.38 K L 0
7821 SGLNAENYENFIQTDAAINR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 109 1120.5342 2 2239.053847 0.0034 51.68 R G 0
7822 SGLNLEGLENFIQTDASINR JW3203 ECK3223 degQ serine endoprotease, periplasmic 64 1096.0523 2 2190.090047 -0.0015 67.63 R G 0
7823 SGLQWSDGQPLTAEDFVLGWQR JW2988 ECK3011 ygiS predicted transporter subunit -!- periplasmic-binding component of ABC superfamily 116 1245.6079 2 2489.201247 0.0038 66.76 R A 0
7824 SGLYPQK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 40 396.7161 2 791.417647 0.0000 22.81 R Q 0
7825 SGMLAVK JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 50 353.2021 2 704.389647 0.0005 24.41 K G 0
7826 SGMVLLDDFGDIVLK JW3361 ECK3385 yrfF predicted inner membrane protein 59 811.4293 2 1620.844047 0.0007 68.95 K T 0
7827 SGNIDDFCR 57.021465@C:8 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 54 542.2304 2 1082.446247 0.0011 29.31 K R 0
7828 SGNIDDFCRR 57.021465@C:8 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 28 620.2801 2 1238.545647 -0.0005 25.46 K W 0
7829 SGNLMNWK JW0790 ECK0794 fiu predicted iron outer membrane transporter 61 475.2315 2 948.448447 -0.0003 36.03 K A 0
7830 SGNMPTR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 29 381.6816 2 761.348647 -0.0003 16.41 R E 0
7831 SGNREQDIAQAK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 51 658.8314 2 1315.648247 0.0002 18.42 R A 0
7832 SGPCVEGGPDNVAQQFYDYR 57.021465@C:4 JW0849 ECK0856 ybjP predicted lipoprotein 53 1129.9923 2 2257.970047 0.0004 49.37 R I 0
7833 SGQAETLADHEGR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 66 457.5477 3 1369.62127 -0.0010 20.49 R H 0
7834 SGQIMWK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 59 425.2181 2 848.421647 0.0003 32.71 R R 0
7835 SGQSVIFNESVDHGPFPLAQLK JW1606 ECK1609 ydgA conserved protein 110 1185.6082 2 2369.201847 0.0004 54.25 K K 0
7836 SGRPLAVSVPVK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 44 605.3687 2 1208.722847 -0.0011 29.73 R A 0
7837 SGSAAQGFQLLDEAELK JW0384 ECK0388 rdgC DNA-binding protein, non-specific 55 882.4437 2 1762.872847 -0.0009 52.31 R S 0
7838 SGSAAQGFQLLDEAELKSLLEDGGVIR JW0384 ECK0388 rdgC DNA-binding protein, non-specific 88 935.1545 3 2802.44167 0.0020 68.05 R A 0
7839 SGSGTLTVSNTTLTQK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 68 797.9179 2 1593.821247 0.0004 32.76 K A 0
7840 SGSTDQAVR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 67 460.7252 2 919.435847 0.0000 13.92 R D 0
7841 SGSTDQAVRDQFNSMK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 64 885.9073 2 1769.800047 -0.0001 32.42 R K 0
7842 SGSTDQAVRDQFNSMKK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 58 949.9552 2 1897.895847 0.0007 29.86 R D 0
7843 SGTAMLVDDYGHHPTEVDATIK JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 56 786.374 3 2356.10017 -0.0004 39.00 K A 0
7844 SGTAQVFGLK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 52 504.2794 2 1006.544247 -0.0005 36.08 K A 0
7845 SGTEAHAWYLDDKIDIGNWTITPGMR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 26 737.6067 4 2946.397694 0.0008 60.07 R F 0
7846 SGTEPLIR JW3143 ECK3165 glmM phosphoglucosamine mutase 35 436.7454 2 871.476247 0.0000 26.63 K V 0
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7847 SGTKEEDLEPELLELLDEMDNVAR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 64 915.7768 3 2744.30857 0.0023 74.55 R E 0
7848 SGTLPVHQIVGMGEAYR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 58 907.9643 2 1813.914047 -0.0005 43.97 R I 0
7849 SGTRKEELLTTQEELQK JW3756 ECK3775 rho transcription termination factor 93 995.5264 2 1989.038247 0.0004 27.87 R M 0
7850 SGVLTGLPDAYGR JW0886 ECK0894 pflB pyruvate formate lyase I 14 653.3435 2 1304.672447 0.0001 43.88 K G 0
7851 SGVSLEGINYLDGGISDAIPVKEAAR JW4340 ECK4369 yjjU predicted esterase 82 877.792 3 2630.35417 -0.0008 58.22 R Q 0
7852 SGWADDER JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 19 468.196 2 934.377447 -0.0006 23.38 K A 0
7853 SGWDNVPAPAEPTYR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 39 830.3919 2 1658.769247 0.0003 40.67 R S 0
7854 SGYLEQGK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 52 441.2217 2 880.428847 -0.0002 20.93 R R 0
7855 SGYLEQGKR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 47 519.2724 2 1036.530247 0.0002 19.12 R I 0
7856 SGYNVPAILEALGGADNIVSLDNCITR 57.021465@C:24 JW1613 ECK1616 malX fused maltose and glucose-specific PTS enzyme IIBC components 63 1416.7134 2 2831.412247 -0.0001 75.22 K L 0
7857 SHAEEVIR JW5701 ECK3346 yhfK conserved inner membrane protein 23 470.7455 2 939.476447 -0.0008 18.87 R W 0
7858 SHATAQEEILK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 68 613.8222 2 1225.629847 -0.0005 22.16 R L 0
7859 SHDPLGSDTR JW1486 ECK1485 yddW predicted liprotein 45 542.7543 2 1083.494047 -0.0004 19.41 R G 0
7860 SHGFDHLYGSEELK JW5794 ECK4349 mdoB phosphoglycerol transferase I 71 809.8786 2 1617.742647 0.0004 33.15 K S 0
7861 SHGVTVVEYEQDYGVAVEEGRK JW2363 ECK2362 dsdA D-serine ammonia-lyase 75 817.7314 3 2450.17237 0.0012 40.51 R A 0
7862 SHHNVGGLPK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 18 523.2805 2 1044.546447 0.0000 17.58 K E 0
7863 SHINFDDGTITIETIAGTEPAAHLR JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 60 893.783 3 2678.32717 -0.0028 53.28 R R 0
7864 SHLAELVASAK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 68 563.3159 2 1124.617247 -0.0016 32.06 M A 0
7865 SHLDNGFR JW5513 ECK3074 ygjO predicted methyltransferase small domain 18 473.2305 2 944.446447 0.0000 20.34 M S 0
7866 SHLMEELK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 32 493.7519 2 985.489247 -0.0009 26.64 K K 0
7867 SHNVTPNTSR JW5330 ECK2008 yeeF predicted amino-acid transporter 33 556.7761 2 1111.537647 0.0006 14.07 M V 0
7868 SHPALTQLR JW5713 ECK4031 ubiC chorismate pyruvate lyase 12 511.7904 2 1021.566247 -0.0006 23.70 M A 0
7869 SHQLTFADSEFSSK JW5895 ECK0261 insH IS5 element protein 66 792.3703 2 1582.726047 -0.0002 35.38 M R JW0250 JW0540 JW0652 JW1324 JW1882 JW1972 JW2014 JW2179 JW2949 JW3185 JW3472 JW5914 JW5928 JW5935 JW5936 JW5951

7870 SIATLFELCER 57.021465@C:9 JW0907 ECK0915 mukB fused chromosome partitioning proteins 72 669.8387 2 1337.662847 -0.0020 55.76 R L 0
7871 SIDDSLR JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 17 403.2061 2 804.397647 0.0000 21.29 R R 0
7872 SIDEQEDKPLKVEGIDVVSLPFYK JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 56 916.8172 3 2747.42977 0.0030 56.49 R L 0
7873 SIDTNNELR JW0909 ECK0917 ycbK conserved protein 37 531.2646 2 1060.514647 -0.0002 23.80 R A 0
7874 SIDVQISR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 47 459.256 2 916.497447 -0.0004 29.60 R L 0
7875 SIEGTAR JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 25 367.1954 2 732.376247 -0.0003 16.33 R S 0
7876 SIEINKLNR JW2767 ECK2791 sdaC predicted serine transporter 13 543.8166 2 1085.618647 -0.0005 26.14 K I 0
7877 SIEKELEWVR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 46 644.8486 2 1287.682647 0.0004 42.91 K Q 0
7878 SIENLDNLHTR JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 21 437.8931 3 1310.65747 -0.0005 30.68 K V 0
7879 SIEQAMLDAGLSAEEASAGAHAAMINFAK JW3785 ECK3807 yigB predicted hydrolase 54 968.8024 3 2903.38537 0.0063 68.58 R W 0
7880 SIFFASTDVK JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 31 557.7924 2 1113.570247 -0.0002 44.46 R K 0
7881 SIGLIHQDNSTDAMEEIKK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 60 710.3565 3 2128.04767 0.0006 36.43 K I 0
7882 SIGLVIPDLENTSYTR JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 21 889.4696 2 1776.924647 -0.0010 56.36 R I 0
7883 SIGTLSAFEQNALEGMLDTLKK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 54 789.4142 3 2365.22077 0.0008 69.44 K D 0
7884 SIGVGQYQHDVSQTQLAR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 85 994.0034 2 1985.992247 0.0004 34.80 K K 0
7885 SIHTIDATQPLEAVMDAIR JW1084 ECK1084 tmk thymidylate kinase 27 694.3618 3 2080.06357 0.0012 64.90 K T 0
7886 SIIARPVA JW1279 ECK1281 rnb ribonuclease II 32 413.7606 2 825.506647 -0.0005 28.52 R - 0
7887 SIIKEFR JW3252 ECK3277 mscL mechanosensitive channel 31 446.7659 2 891.517247 -0.0006 28.15 M E 0
7888 SIIPPGTTLLAEVPLLDNNGK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 104 1081.6069 2 2161.199247 -0.0002 67.22 R F 0
7889 SIIPPGTTLLAEVPLLDNNGKFNGQYELR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 15 1057.2351 3 3168.68347 0.0017 65.81 R L 0
7890 SILANVEQIK JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 11 557.8267 2 1113.638847 -0.0004 41.88 K T 0
7891 SILILGAGPIVIGQACEFDYSGAQACK 57.021465@C:16,57.021465@C:26 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 78 1419.709 2 2837.403447 -0.0056 65.48 K A 0
7892 SILSELVR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 48 458.7765 2 915.538447 -0.0004 50.41 K Q 0
7893 SIMIEIR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 35 431.2467 2 860.478847 -0.0002 39.40 R E 0
7894 SINAAFK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 20 375.711 2 749.407447 0.0003 23.48 R R 0
7895 SINAEVTNSAIELK JW3619 ECK3634 yicC conserved protein 86 744.8991 2 1487.783647 0.0006 40.29 K V 0
7896 SINLLEQPEAGTITVGDITIDTAR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 110 1264.1669 2 2526.319247 0.0017 61.76 R S 0
7897 SINVDDFDPEELATKPVKLPEK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 34 828.7671 3 2483.27947 -0.0001 51.60 R V 0
7898 SINVDDFDPEELATKPVKLPEKVR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 60 913.8233 3 2738.44807 -0.0010 49.18 R K 0
7899 SIPADPAPELGLDTSRPIMYVLPYNSK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 59 1472.7576 2 2943.500647 -0.0044 58.68 K A 0
7900 SISEITQDSLVQGLGK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 108 837.9493 2 1673.884047 0.0004 49.27 K E 0
7901 SISEITQDSLVQGLGKELPAALAPMAK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 78 1384.2459 2 2766.477247 -0.0064 63.71 K G 0
7902 SISIDVTSIR JW0566 ECK0569 ybdG predicted mechanosensitive channel 43 545.8085 2 1089.602447 -0.0006 43.49 R F 0
7903 SISPNEDEAAK JW2460 ECK2471 ypfJ conserved protein 35 580.7751 2 1159.535647 0.0000 19.66 R F 0
7904 SISPNEDEAAKFTSVILATTEDTWGQQFEK JW2460 ECK2471 ypfJ conserved protein 64 1114.8731 3 3341.59747 0.0035 73.19 R M 0
7905 SIVMQLQDVAESTR JW1699 ECK1707 btuD vitamin B12 transporter subunit -!- ATP-binding component of ABC superfamily 34 788.9051 2 1575.795647 0.0030 50.27 M L 0
7906 SIVVAIER JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 67 443.7712 2 885.527847 -0.0005 33.58 K F 0
7907 SKAEQALK JW3069 ECK3089 yqjD conserved protein 39 437.7533 2 873.492047 0.0001 14.19 R Q 0
7908 SKAEQALKQSR JW3069 ECK3089 yqjD conserved protein 73 623.349 2 1244.683447 -0.0002 16.64 R Y 0
7909 SKAILAAAGIAEDVK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 54 486.2839 3 1455.82987 0.0004 39.94 R I 0
7910 SKAPNSPVAGR JW2294 ECK2291 pta phosphate acetyltransferase 15 542.2988 2 1082.583047 -0.0002 17.05 K A 0
7911 SKAQALLK JW2647 ECK2666 ygaM predicted protein 27 429.7736 2 857.532647 -0.0009 19.09 R E 0
7912 SKDIDIELHTAGQYK JW1264 ECK1266 sohB predicted inner membrane peptidase 96 859.4413 2 1716.868047 -0.0003 32.30 K R 0
7913 SKDIDIELHTAGQYKR JW1264 ECK1266 sohB predicted inner membrane peptidase 102 937.492 2 1872.969447 0.0001 29.37 K T 0
7914 SKEELSK JW3069 ECK3089 yqjD conserved protein 38 410.7238 2 819.433047 -0.0006 13.78 K I 0
7915 SKEHTTEHLR JW3069 ECK3089 yqjD conserved protein 45 619.318 2 1236.621447 0.0003 13.70 M A 0
7916 SKEHTTEHLRAELK JW3069 ECK3089 yqjD conserved protein 64 839.9471 2 1677.879647 -0.0001 18.82 M S 0
7917 SKGESSLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 52 549.2824 2 1096.550247 -0.0010 25.05 R D 0
7918 SKGNVIDPLDMVDGISLPELLEK JW4215 ECK4251 valS valyl-tRNA synthetase 32 828.1101 3 2481.30847 0.0049 70.01 K R 0
7919 SKGNVIDPLDMVDGISLPELLEKR JW4215 ECK4251 valS valyl-tRNA synthetase 103 880.1424 3 2637.40537 0.0006 66.49 K T 0
7920 SKIASVQNTQK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 50 602.3382 2 1202.661847 -0.0001 16.90 R I 0
7921 SKNAELIEK JW3166 ECK3188 yrbK conserved protein 40 516.2899 2 1030.565247 -0.0006 19.01 R V 0
7922 SKNVPFESGIDSVGSAR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 68 875.442 2 1748.869447 0.0002 36.27 R L 0
7923 SKPIVMER JW0623 ECK0621 lipA lipoate synthase 32 480.2702 2 958.525847 -0.0011 19.72 M G 0
7924 SKRDDDSYDEDVEDDEGVGEVR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 97 843.6889 3 2528.04487 0.0026 31.13 K V 0
7925 SKSENLYSAAR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 57 613.3125 2 1224.610447 0.0005 20.39 M E 0
7926 SKYAPDEVHTFNSLLQYYDGEADMPGGLSR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 90 1120.8538 3 3359.53957 -0.0008 58.30 K A 0
7927 SLAAIPVEVK JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 48 513.8137 2 1025.612847 0.0008 40.41 R S 0
7928 SLADIGEALK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 47 508.7846 2 1015.554647 -0.0002 44.19 R T 0
7929 SLADIQQR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 46 465.7531 2 929.491647 -0.0014 26.51 R Y 0
7930 SLADMIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 38 389.2123 2 776.410047 -0.0001 40.19 K G 0
7931 SLADVNVK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 26 423.2403 2 844.466047 0.0006 25.00 K C 0
7932 SLAEQGVTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 59 466.7561 2 931.497647 0.0003 20.51 K E 0
7933 SLAGAFKQ JW0566 ECK0569 ybdG predicted mechanosensitive channel 36 411.2293 2 820.444047 -0.0002 27.63 R - 0
7934 SLALEIER JW0171 ECK0175 yaeL zinc metallopeptidase 36 465.766 2 929.517447 -0.0008 37.31 K Q 0
7935 SLATAAGAVAGGVAGQGVQSAMNK JW1633 ECK1637 slyB outer membrane lipoprotein 63 1058.5437 2 2115.072847 -0.0012 48.06 R T 0
7936 SLATAAGAVAGGVAGQGVQSAMNKTQGVELEIR 15.994915@M:22 JW1633 ECK1637 slyB outer membrane lipoprotein 126 1053.2147 3 3156.62227 0.0026 51.44 R K 0
7937 SLATTVQNELTQELK JW5580 ECK3831 tatB TatABCE protein translocation system subunit 89 837.9491 2 1673.883647 0.0000 58.98 R L 0
7938 SLDDAQIALAVINTTYASQIGLTPAK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 108 1337.7172 2 2673.419847 -0.0025 71.80 R D 0
7939 SLDDFLIKQ JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 13 539.7926 2 1077.570647 0.0000 50.37 K - 0
7940 SLDDQFAELKADDAISEQLAQLK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 61 850.0974 3 2547.27037 0.0001 61.35 K A 0
7941 SLDELQDGSQVAVPNDPTNLGR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 55 1163.0698 2 2324.125047 0.0007 44.98 K S 0
7942 SLDEVRDDIAAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 60 666.3438 2 1330.673047 0.0001 32.74 K V 0
7943 SLDINPFSPIGVDEQQVR JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 47 1007.5162 2 2013.017847 0.0011 57.25 R F 0
7944 SLDVDANTNGQVVIR JW0755 ECK0761 ybhC predicted pectinesterase 100 800.9181 2 1599.821647 0.0000 37.71 R D 0
7945 SLDVMGSPIR JW5403 ECK2507 der predicted GTP-binding protein 36 537.7846 2 1073.554647 0.0008 39.51 K I 0
7946 SLEASVEEK JW2453 ECK2464 narQ sensory histidine kinase in two-component regulatory system with NarP (NarL) 15 496.2505 2 990.486447 -0.0004 23.74 R T 0
7947 SLELPAIVGTGSVTSQVK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 26 893.5013 2 1784.988047 -0.0002 53.73 R N 0
7948 SLEPVVR JW3619 ECK3634 yicC conserved protein 25 400.2372 2 798.459847 -0.0001 26.42 R E 0
7949 SLEQYFGR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 41 500.2486 2 998.482647 0.0006 41.97 R E 0
7950 SLFAIGIDNTLPEEFAR JW5878 ECK2532 csiE stationary phase inducible protein 80 946.9914 2 1891.968247 0.0003 64.09 R L 0
7951 SLFMGYATPK JW5283 ECK1749 ydjY predicted protein 23 557.7837 2 1113.552847 0.0001 42.42 K A 0
7952 SLGCSNIDYLVPNRFEDGYGLSPEVVDQAHAR 57.021465@C:4 JW2860 ECK2887 recJ ssDNA exonuclease, 5' --> 3'-specific 21 895.4294 4 3577.688494 -0.0010 54.20 R G 0
7953 SLGINIELEDE JW3950 ECK3978 rpoB RNA polymerase, beta subunit 65 616.3062 2 1230.597847 -0.0001 53.62 R - 0
7954 SLGNSVSFSGPSELR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 18 768.8872 2 1535.759847 0.0019 42.00 R S 0
7955 SLGQFNLDGINPAPR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 76 799.9179 2 1597.821247 0.0001 49.62 K G 0
7956 SLHEQLR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 30 441.7429 2 881.471247 -0.0006 18.90 R E 0
7957 SLIASTLYR JW2051 ECK2060 udk uridine/cytidine kinase 14 512.2953 2 1022.576047 0.0001 40.82 K E 0
7958 SLIGPDGEQYKLPR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 29 786.9227 2 1571.830847 0.0001 40.12 R S 0
7959 SLITGER JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 21 388.2191 2 774.423647 0.0000 24.49 R M 0
7960 SLLEDGGVIR JW0384 ECK0388 rdgC DNA-binding protein, non-specific 52 529.7954 2 1057.576247 -0.0005 39.83 K A 0
7961 SLLKGDYYER JW3600 ECK3615 rfaY lipopolysaccharide core biosynthesis protein 20 415.2153 3 1242.62407 -0.0004 30.70 K L 0
7962 SLLLLQK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 38 407.7734 2 813.532247 -0.0002 41.71 R V 0
7963 SLLNVPAGK JW4185 ECK4222 ppa inorganic pyrophosphatase 18 449.7713 2 897.528047 -0.0003 32.98 M D 0
7964 SLLREEIEGSGILSK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 82 815.9537 2 1629.892847 -0.0009 44.93 R D 0
7965 SLLREEIEGSGILSKDDIIDVMK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 56 854.1227 3 2559.34627 -0.0003 58.01 R K 0
7966 SLMVLEEGVIEGR JW4201 ECK4237 mgtA magnesium transporter 109 716.3794 2 1430.744247 0.0004 52.67 K R 0
7967 SLNESGTNIQLVGYR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 54 825.9264 2 1649.838247 0.0011 41.55 K Y 0
7968 SLNFLDFEQPIAELEAK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 103 982.5036 2 1962.992647 -0.0011 68.49 M I 0
7969 SLNPLSTPQFDSTDETPASYNLAVR JW3204 ECK3224 degS serine endoprotease, periplasmic 78 1362.1603 2 2722.306047 -0.0025 53.58 R R 0
7970 SLNQANDIAADFGSK JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 98 775.8761 2 1549.737647 0.0004 41.75 R S 0
7971 SLNVALR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 29 386.7372 2 771.459847 -0.0003 29.84 R Q 0
7972 SLQSINTSLEADLR JW3809 ECK3826 rmuC predicted recombination limiting protein 24 773.9084 2 1545.802247 0.0024 48.50 R E 0
7973 SLQSINTSLEADLREVTTR JW3809 ECK3826 rmuC predicted recombination limiting protein 52 711.71 3 2132.10817 0.0008 57.58 R M 0
7974 SLSDASAAIDR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 24 553.2782 2 1104.541847 0.0007 30.65 K A 0
7975 SLSDTLEEVLSSSGEK JW3069 ECK3089 yqjD conserved protein 115 840.9144 2 1679.814247 0.0042 62.39 K S 0
7976 SLSDTLEEVLSSSGEKSKEELSK JW3069 ECK3089 yqjD conserved protein 48 828.0854 3 2481.23437 0.0012 58.15 K I 0
7977 SLSEPGALEAAAETGLPVCLMHMQGNPK 57.021465@C:19 JW3144 ECK3166 folP 7,8-dihydropteroate synthase 63 970.1383 3 2907.39307 0.0002 59.13 R T 0
7978 SLSLHLLNEAQNELELSEGSDDNEGIKER JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 99 1080.5261 3 3238.55647 -0.0025 54.54 K T 0
7979 SLSTEATAK JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 38 454.24 2 906.465447 -0.0003 19.07 M I 0
7980 SLTEIKDVLASR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 85 666.3797 2 1330.744847 -0.0007 43.75 K G 0
7981 SLTLLAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 31 387.2476 2 772.480647 -0.0001 35.46 K Q 0
7982 SLTNVNAQFQR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 21 639.3336 2 1276.652647 0.0002 32.90 K G 0
7983 SLTPGQEFVK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 15 553.2981 2 1104.581647 0.0001 34.74 K I 0
7984 SLVQGMK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 41 381.7124 2 761.410247 -0.0002 24.97 R N 0
7985 SLWQDAR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 24 438.2221 2 874.429647 0.0000 31.90 R R 0
7986 SLWQQGIDPK JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 14 586.3089 2 1170.603247 -0.0002 38.70 R R 0
7987 SLYEADLVDEAKR JW2893 ECK2922 pgk phosphoglycerate kinase 72 754.8831 2 1507.751647 -0.0001 38.14 K L 0
7988 SLYSQLPAIDR JW3564 ECK3580 selA selenocysteine synthase 36 631.8409 2 1261.667247 0.0007 44.44 R L 0
7989 SLYVDTAPMR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 48 576.7893 2 1151.564047 -0.0003 35.76 R G 0
7990 SMAAQAVEQVVEQGQSLSNILPPLQQK JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 19 965.1753 3 2892.50407 0.0026 68.85 R V 0
7991 SMDLEQECEQLREELNETNSETK 57.021465@C:8 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 65 938.0807 3 2811.22027 0.0028 54.30 K R 0
7992 SMDMTQPEGEHSAHEGMEGMDMSHAESAH 15.994915@M:20 JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 25 793.8008 4 3171.174094 0.0010 28.87 K - 0
7993 SMDSVMAQYQK JW2051 ECK2060 udk uridine/cytidine kinase 51 644.2888 2 1286.563047 -0.0004 37.04 R T 0
7994 SMIDTGIGGTGK JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 53 568.7844 2 1135.554247 0.0000 33.57 R A 0
7995 SMISAPVFR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 12 504.2704 2 1006.526247 -0.0006 41.70 K G 0
7996 SMISPVVCSNIDDFSGLIIK 57.021465@C:8 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 127 1098.058 2 2194.101447 0.0001 64.61 R A 0
7997 SMLLDSVEPLPLVDVVK JW2665 ECK2685 yqaB predicted hydrolase 66 927.5189 2 1853.023247 0.0013 66.87 R S 0
7998 SMLNPGSALLTLSYLGAER JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 70 997.0267 2 1992.038847 0.0039 67.26 R A 0
7999 SMNDALITR JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 63 510.7607 2 1019.506847 -0.0001 31.44 R V 0
8000 SMNTGYAGVQNPLFFK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 85 887.4349 2 1772.855247 -0.0004 51.49 R E 0
8001 SMQDPIADMLTR JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 56 689.3291 2 1376.643647 0.0008 54.19 M I 0
8002 SMQEVAMSSQEASK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 102 756.8373 2 1511.660047 0.0004 27.01 R M 0
8003 SMQGFQPGSAAYNK JW0934 ECK0942 pqiB paraquat-inducible protein B 81 743.3428 2 1484.671047 -0.0007 32.10 R M 0
8004 SMQGMENAK JW3719 ECK3734 gidA glucose-inhibited cell-division protein 52 498.2182 2 994.421847 0.0007 20.17 R I 0
8005 SMVETAPSK JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 47 475.2363 2 948.458047 -0.0005 19.98 M I 0
8006 SMVMTEAQK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 57 512.7437 2 1023.472847 0.0000 13.23 R E 0
8007 SMVMTEAQKESTAYHEAGHAIIGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 84 873.0879 3 2616.24187 -0.0004 38.19 R L 0
8008 SNAIGLMQLK JW5821 ECK1181 emtA lytic murein endotransglycosylase E 37 537.8017 2 1073.588847 -0.0014 41.53 K A 0
8009 SNALVFEAK JW0934 ECK0942 pqiB paraquat-inducible protein B 33 489.7663 2 977.518047 0.0000 35.75 K D 0
8010 SNDADPGLNVK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 54 565.2777 2 1128.540847 -0.0002 24.12 K L 0
8011 SNDITALRPYLSDK JW0849 ECK0856 ybjP predicted lipoprotein 48 796.9183 2 1591.822047 0.0015 42.77 R L 0
8012 SNDLTVNCLTGK 57.021465@C:8 JW5571 ECK3864 bipA GTP-binding protein 63 661.3249 2 1320.635247 0.0009 35.73 R K 0
8013 SNDLTVNCLTGKK 57.021465@C:8 JW5571 ECK3864 bipA GTP-binding protein 55 725.3719 2 1448.729247 -0.0001 31.71 R L 0
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8014 SNDPEQVYAYGLYLSGHDQDR JW5942 ECK3515 bcsC cellulose synthase subunit 56 809.6995 3 2426.07667 -0.0006 51.90 K A 0
8015 SNDVSLPILVLTAR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 63 749.436 2 1496.857447 0.0012 62.28 R E 0
8016 SNEYANLVGGERYEPDEENPMLGFR JW1692 ECK1700 pps phosphoenolpyruvate synthase 67 962.7714 3 2885.29237 -0.0002 53.65 K G 0
8017 SNFSLQLSSEVR JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 24 683.852 2 1365.689447 0.0006 42.91 K A 0
8018 SNIEEVR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 38 423.719 2 845.423447 -0.0009 21.24 K A 0
8019 SNILPYQNTL JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 45 581.809 2 1161.603447 0.0006 51.31 R - 0
8020 SNITPTR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 28 394.7166 2 787.418647 -0.0001 17.43 K K 0
8021 SNLFQGSWNFER JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 30 742.8502 2 1483.685847 0.0015 53.14 R M 0
8022 SNLTTQGLGK JW2586 ECK2602 yfiB predicted outer membrane lipoprotein 60 509.7798 2 1017.545047 -0.0004 24.56 R K 0
8023 SNLTTQGLGKK JW2586 ECK2602 yfiB predicted outer membrane lipoprotein 47 573.8275 2 1145.640447 0.0000 20.53 R Y 0
8024 SNMASADQPSVMDEAYKEFVMQLASWDTRR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 95 1155.1943 3 3462.56107 -0.0032 71.81 R E 0
8025 SNNALQTIINAR JW0328 ECK0334 codA cytosine deaminase 62 657.8603 2 1313.706047 0.0009 44.97 M L 0
8026 SNNGSSPLVLWYNQLGMNDVDR JW1692 ECK1700 pps phosphoenolpyruvate synthase 57 1240.0866 2 2478.158647 -0.0011 65.52 M V 0
8027 SNNIRIEEDLLGTR JW4099 ECK4133 aspA aspartate ammonia-lyase 74 815.4314 2 1628.848247 0.0000 43.41 M E 0
8028 SNNQVRPVTLTR JW3618 ECK3633 rph ribonuclease PH (pseudogene) 30 692.8865 2 1383.758447 0.0002 23.71 R N 0
8029 SNNTEPTWFPDSQNLAFTSDQAGRPQVYK JW5100 ECK0729 tolB periplasmic protein 27 1100.1838 3 3297.52957 -0.0030 53.10 R V 0
8030 SNPNLDVQMVPVSVMFGR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 77 995.4982 2 1988.981847 0.0006 61.06 R A 0
8031 SNPQAELIKDVYGIDDALR JW0232 ECK0243 proB gamma-glutamate kinase 76 1059.0479 2 2116.081247 0.0013 60.02 R A 0
8032 SNPSYKVTVEGHADER JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 70 894.9297 2 1787.844847 0.0010 23.15 R G 0
8033 SNQEPATILLIDDHPMLR JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 43 688.3582 3 2062.05277 0.0010 51.91 M T 0
8034 SNQFGDTR JW2261 ECK2260 elaB conserved protein 36 462.7118 2 923.409047 -0.0006 19.35 M I 0
8035 SNQFGDTRIDDDLTLLSETLEEVLR JW2261 ECK2260 elaB conserved protein 42 1440.2165 2 2878.418447 -0.0011 80.18 M S 0
8036 SNQPVVFVDSTGR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 82 703.3571 2 1404.699647 -0.0001 35.47 K S 0
8037 SNSYDSSSIK JW5625 ECK3691 gyrB DNA gyrase, subunit B 43 544.2479 2 1086.481247 -0.0016 20.60 M V 0
8038 SNTFVAELK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 56 504.7715 2 1007.528447 -0.0002 36.49 R G 0
8039 SNTGLVIDPYFSGTK JW3897 ECK3918 glpK glycerol kinase 59 799.9051 2 1597.795647 -0.0031 48.89 R V 0
8040 SNTIVLK JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 44 387.7396 2 773.464647 -0.0001 24.37 K V 0
8041 SNTPLNVLALNQPENIENR JW3116 ECK3135 yraM conserved protein 76 1068.5558 2 2135.097047 0.0000 50.84 K V 0
8042 SNVCNEQDCNGNR 57.021465@C:4,57.021465@C:9 JW1446 ECK1445 yncD predicted iron outer membrane transporter 44 783.8048 2 1565.595047 0.0003 15.92 R M 0
8043 SNVPALEACPQK 57.021465@C:9 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 23 657.33 2 1312.645447 0.0010 29.10 K R 0
8044 SNVPALEACPQKR 57.021465@C:9 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 53 735.3794 2 1468.744247 -0.0014 25.47 K G 0
8045 SPAGAIQFEAVDAPEIIPDPFDPSK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 79 1306.1523 2 2610.290047 0.0048 66.21 R K 0
8046 SPDSPQWR JW1200 ECK1197 lolB chaperone for lipoproteins 40 486.7296 2 971.444647 -0.0015 25.24 K Q 0
8047 SPEEITLLAVSK JW2918 ECK2946 yggS predicted enzyme 68 643.8633 2 1285.712047 -0.0008 46.88 R T 0
8048 SPFMMLAEEVPEAR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 89 803.8834 2 1605.752247 -0.0007 57.52 R E 0
8049 SPFVTSGIR JW2535 ECK2548 glyA serine hydroxymethyltransferase 52 482.2661 2 962.517647 -0.0009 32.18 K V 0
8050 SPGVFFDSDK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 35 549.7583 2 1097.502047 -0.0008 38.77 R G 0
8051 SPGVFFDSDKGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 61 642.3164 2 1282.618247 -0.0010 31.57 R T 0
8052 SPHYIVMNDK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 37 602.2953 2 1202.576047 0.0007 26.42 R K 0
8053 SPIAGMPVLEVWK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 67 713.8922 2 1425.769847 0.0008 58.63 K A 0
8054 SPILLYSDFK JW3179 ECK3202 gltB glutamate synthase, large subunit 46 591.8252 2 1181.635847 0.0027 49.71 K Q 0
8055 SPLLPQLGLGADYTYSNGYR JW5503 ECK3026 tolC transport channel 113 1093.0504 2 2184.086247 0.0012 56.43 R D 0
8056 SPLLTPEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 12 442.7577 2 883.500847 -0.0006 26.29 K A 0
8057 SPLQEREEAK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 48 593.8068 2 1185.599047 0.0001 18.21 R A 0
8058 SPMCPSMK 57.021465@C:4 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 37 469.2004 2 936.386247 -0.0004 22.84 R I 0
8059 SPMYAGVIEGVGPR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 106 716.8661 2 1431.717647 -0.0003 44.73 R Y 0
8060 SPQDIAATSEQFIASTFHAR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 78 726.3593 3 2176.05607 0.0013 63.09 R S 0
8061 SPVDMFNAACGPESLIR 15.994915@M:5,57.021465@C:10 JW0281 ECK0286 yagU conserved inner membrane protein 82 940.4374 2 1878.860247 -0.0002 50.79 R A 0
8062 SPVEPVQSTAPQPK JW0192 ECK0196 rcsF predicted outer membrane protein, signal 75 732.8883 2 1463.762047 0.0001 24.56 R A 0
8063 SPVSHYR JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 17 423.2168 2 844.419047 -0.0002 17.22 R M 0
8064 SPVSIGGVVVGR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 77 563.833 2 1125.651447 0.0009 42.40 R V 0
8065 SPVTLEYDLDDAGR JW3564 ECK3580 selA selenocysteine synthase 98 775.8702 2 1549.725847 -0.0001 44.02 R G 0
8066 SPVTLEYDLDDAGRGHR JW3564 ECK3580 selA selenocysteine synthase 66 634.3096 3 1899.90697 -0.0003 37.03 R D 0
8067 SQAIEGLVK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 19 472.774 2 943.533447 -0.0003 31.02 K A 0
8068 SQAYLGVLVDDLCTLGTKEPYR 57.021465@C:13 JW3719 ECK3734 gidA glucose-inhibited cell-division protein 119 1249.6327 2 2497.250847 -0.0013 65.78 R M 0
8069 SQDLASQAEESFVEAE JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 28 870.3843 2 1738.754047 0.0008 54.67 R - 0
8070 SQDNNFSQGPVPQSAR JW0327 ECK0333 codB cytosine transporter 44 866.4069 2 1730.799247 0.0021 29.11 M K 0
8071 SQFWDLIDSIR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 37 690.3516 2 1378.688647 0.0005 67.67 R Q 0
8072 SQGLDDYICK 57.021465@C:9 JW2751 ECK2774 pyrG CTP synthetase 31 599.7741 2 1197.533647 0.0000 36.89 K R 0
8073 SQGLDDYICKR 57.021465@C:9 JW2751 ECK2774 pyrG CTP synthetase 52 677.8244 2 1353.634247 -0.0004 32.60 K F 0
8074 SQGNMAVTYKPLSDSDWQELGASDPGLASGDYK JW2462 ECK2473 nlpB lipoprotein 99 1163.203 3 3486.58717 -0.0013 53.47 R L 0
8075 SQGQEEAEKLR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 61 637.8203 2 1273.626047 -0.0002 20.37 R A 0
8076 SQGVAAYGAK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 52 476.2478 2 950.481047 -0.0010 20.21 R E 0
8077 SQIEMPIDDNVVLNKGDVLQVSGDAR JW0831 ECK0838 ybjL predicted transporter 76 938.1435 3 2811.40867 0.0014 53.41 R R 0
8078 SQILDEAK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 40 452.2429 2 902.471247 0.0003 23.95 R A 0
8079 SQILDEAKAEAEQER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 68 858.9242 2 1715.833847 0.0012 38.20 R T 0
8080 SQILDEAKAEAEQERTK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 94 973.4955 2 1944.976447 0.0012 35.75 R I 0
8081 SQILSGIR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 48 437.2606 2 872.506647 -0.0013 31.40 R Q 0
8082 SQKELEDVLYSNLEELTR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 53 1083.5509 2 2165.087247 0.0022 63.61 R M 0
8083 SQLIDKIAAGADISK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 25 510.6226 3 1528.84597 -0.0002 43.06 K A 0
8084 SQLITSYSHSK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 32 625.823 2 1249.631447 0.0012 24.14 K D 0
8085 SQLLTSDLVK JW3119 ECK3138 yraP predicted protein 55 552.3187 2 1102.622847 -0.0004 39.92 R S 0
8086 SQLNYSEENLK JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 16 662.8229 2 1323.631247 0.0006 29.87 R Q 0
8087 SQLTDDDSQFK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 39 642.2916 2 1282.568647 0.0009 28.42 K N 0
8088 SQLTDDDSQFKNNPSELTIFYPAVPR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 10 994.8203 3 2981.43907 -0.0015 56.67 K V 0
8089 SQNGAAMSFGR JW0886 ECK0894 pflB pyruvate formate lyase I 66 563.2587 2 1124.502847 -0.0004 27.28 K T 0
8090 SQPIFNDK JW5689 ECK3404 malP maltodextrin phosphorylase 16 474.7428 2 947.471047 -0.0001 25.29 M Q 0
8091 SQPLPLMR JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 15 471.2655 2 940.516447 0.0000 36.34 K Q 0
8092 SQPVLVQPGQTGAMNSTLWVGPEIQDK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 56 1440.731 2 2879.447447 -0.0011 55.36 K M 0
8093 SQSMVDGNAYELLLDLFETK JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 142 1137.0538 2 2272.093047 -0.0001 79.76 R I 0
8094 SQTGFGVEQGR JW4028 ECK4060 actP acetate transporter 51 583.2836 2 1164.552647 0.0003 26.08 R A 0
8095 SQTIDLTLDGLSCGHCVK 57.021465@C:13,57.021465@C:16 JW0473 ECK0478 copA copper transporter 88 1002.4797 2 2002.944847 -0.0004 46.65 M R 0
8096 SQTNDLDDLDGDTQDFQIHR JW4312 ECK4339 hsdM DNA methylase M 44 778.3487 3 2332.02427 0.0038 45.14 K A 0
8097 SQTSTLK JW3898 ECK3919 glpF glycerol facilitator 11 382.711 2 763.407447 -0.0001 14.10 M G 0
8098 SQVTFQYDDGK JW2909 ECK2937 metK methionine adenosyltransferase 1 58 644.2968 2 1286.579047 0.0012 31.42 K I 0
8099 SRDPQLQVVTNK JW5682 ECK3456 dcrB periplasmic protein 60 692.8807 2 1383.746847 -0.0001 13.14 R A 0
8100 SRLDGTDVGETALRPSQK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 60 965.5024 2 1928.990247 -0.0013 29.09 R V 0
8101 SRNETYAENLQSAAIIGEMVGK JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 76 794.3971 3 2380.16947 0.0003 51.78 K K 0
8102 SRPSLPER JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 27 471.2614 2 940.508247 -0.0007 19.92 K I 0
8103 SRSDVELER JW0101 ECK0104 guaC GMP reductase 36 545.7778 2 1089.541047 -0.0004 20.41 K Q 0
8104 SRVPDLENQVK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 20 428.9015 3 1283.68267 -0.0008 28.22 R T 0
8105 SSAIYLLRPTNK JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 64 681.8905 2 1361.766447 -0.0003 36.47 K V 0
8106 SSALNTLTNQK JW5930 ECK3857 yihA GTP-binding protein 84 588.8149 2 1175.615247 0.0006 30.54 K S 0
8107 SSDTGTYSGSVYTVK JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 78 776.3627 2 1550.710847 0.0009 31.33 K R 0
8108 SSEVYGQTNIGGK JW3897 ECK3918 glpK glycerol kinase 68 670.3285 2 1338.642447 0.0010 25.91 R G 0
8109 SSFADILNHADNVINQQTR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 44 715.0227 3 2142.04627 0.0009 58.24 R M 0
8110 SSFNNINASISSINAYK JW5503 ECK3026 tolC transport channel 73 915.4562 2 1828.897847 0.0023 47.67 R Q 0
8111 SSGDPADQKYVELK JW2261 ECK2260 elaB conserved protein 71 768.8809 2 1535.747247 0.0006 29.97 R A 0
8112 SSKLENVCYDIR 57.021465@C:8 JW2287 ECK2284 yfbQ predicted aminotransferase 19 495.2447 3 1482.71227 -0.0013 31.77 K G 0
8113 SSLDNVYWQK JW1698 ECK1706 nlpC predicted lipoprotein 23 620.3035 2 1238.592447 -0.0006 37.58 R N 0
8114 SSLIIWPESAITDLEINQQPFLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 99 1321.706 2 2641.397447 -0.0029 73.63 K A 0
8115 SSLQFIDPK JW2462 ECK2473 nlpB lipoprotein 55 517.7795 2 1033.544447 0.0001 38.91 R G 0
8116 SSMFPDPWR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 36 561.7553 2 1121.496047 -0.0003 51.63 R T 0
8117 SSNTFTLGTK JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 37 528.2723 2 1054.530047 0.0005 30.06 M S 0
8118 SSPGGLLNMVSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 90 595.3156 2 1188.616647 -0.0005 43.45 K R 0
8119 SSPHLELLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 24 526.2982 2 1050.581847 -0.0003 34.51 K K 0
8120 SSRDQAQATLK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 38 602.8179 2 1203.621247 0.0005 17.18 R S 0
8121 SSSSLLPELSAEANPFR JW5539 ECK3222 yhcB conserved protein 95 902.9571 2 1803.899647 -0.0005 58.02 K N 0
8122 SSSVETMPDLPLK JW1692 ECK1700 pps phosphoenolpyruvate synthase 18 702.3579 2 1402.701247 -0.0001 45.20 K V 0
8123 SSTAVNLALALAAEGAK JW2100 ECK2106 mrp antiporter inner membrane protein 35 529.6303 3 1585.86907 0.0016 57.71 K V 0
8124 SSVDILVPDLPESVADATVATWHK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 61 1275.6583 2 2549.302047 0.0007 65.72 M K 0
8125 SSVFDYR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 53 437.2086 2 872.402647 -0.0001 34.86 K G 0
8126 SSVGFLIVR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 63 489.2929 2 976.571247 0.0007 45.34 K L 0
8127 SSVGHIR JW1266 ECK1268 topA DNA topoisomerase I, omega subunit 43 378.2116 2 754.408647 0.0000 16.38 K D 0
8128 SSWQEVNELIAASNVYTIK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 100 1076.5508 2 2151.087047 0.0024 64.18 R N 0
8129 SSWTYELDENGFAK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 86 823.8696 2 1645.724647 -0.0013 49.22 K R 0
8130 SSWTYELDENGFAKR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 18 601.6172 3 1801.82977 0.0028 43.90 K D 0
8131 SSYHADLQAK JW0623 ECK0621 lipA lipoate synthase 43 560.2752 2 1118.535847 0.0003 19.85 R G 0
8132 SSYLDYAMSVIVGR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 90 780.8904 2 1559.766247 0.0008 68.32 K A 0
8133 STAESIVYSALETLAQR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 80 919.9795 2 1837.944447 0.0024 72.59 K S 0
8134 STCTGVEMFR 15.994915@M:8,57.021465@C:3 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 54 602.26 2 1202.505447 -0.0006 26.82 K K JW3943
8135 STCTGVEMFRK 57.021465@C:3 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 24 658.3098 2 1314.605047 -0.0010 30.16 K L JW3943
8136 STEIIRR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 20 437.7586 2 873.502647 -0.0005 18.83 K L 0
8137 STEIKTQVVVLGAGPAGYSAAFR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 51 774.753 3 2321.23717 -0.0008 49.42 M C 0
8138 STENVPSTAVNNELR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 22 815.9062 2 1629.797847 0.0020 32.26 R I 0
8139 STETNPLYWLR JW2539 ECK2552 yfhG conserved protein 60 690.3517 2 1378.688847 0.0007 56.75 K A 0
8140 STFISSVK JW3997 ECK4029 malM maltose regulon periplasmic protein 34 434.7421 2 867.469647 -0.0006 31.08 R G 0
8141 STFLLDSLGK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 40 540.8006 2 1079.586647 0.0003 49.66 K Q 0
8142 STFQQLPGTGVKPDQFHSQTR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 87 1180.0934 2 2358.172247 0.0007 34.81 R E 0
8143 STGEAMELMEQLASK JW0451 ECK0456 acrB multidrug efflux system protein 56 812.8816 2 1623.748647 0.0002 57.57 K L 0
8144 STGEVMGVGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 44 496.7451 2 991.475647 0.0000 25.49 R T 0
8145 STGIADTVLFGPEPEFFLFDDIR JW3841 ECK3863 glnA glutamine synthetase 61 1293.6418 2 2585.269047 0.0002 79.62 R F 0
8146 STGQNLTHLR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 57 563.8015 2 1125.588447 -0.0007 21.43 K G 0
8147 STGSYSLVTQQPLGGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 80 811.9228 2 1621.831047 -0.0001 37.94 R A 0
8148 STGWGGYLVVGYNF JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 36 760.3649 2 1518.715247 0.0011 66.90 R - 0
8149 STIASLITR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 88 481.2874 2 960.560247 -0.0001 40.42 K F 0
8150 STIIGDAAVR JW1865 ECK1877 argS arginyl-tRNA synthetase 49 501.7828 2 1001.551047 0.0005 32.24 R T 0
8151 STLASLLMGYYPLTEGEIR JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 66 1057.5469 2 2113.079247 0.0027 70.52 K L 0
8152 STLLNCFSR 57.021465@C:6 JW4247 ECK4277 fecE KpLE2 phage-like element; iron-dicitrate transporter subunit -!- ATP-binding component of ABC superfamily 51 549.2737 2 1096.532847 -0.0006 40.68 K L 0
8153 STLLQQLTR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 39 530.3121 2 1058.609647 0.0012 46.12 K A 0
8154 STMDHYAASNPLNK JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 61 774.8588 2 1547.703047 -0.0009 30.66 K E 0
8155 STNNGITAVIGPQGEIQAMIPQFTR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 83 1322.18 2 2642.345447 -0.0031 64.20 R E 0
8156 STPFAAQVAAER JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 51 624.3227 2 1246.630847 0.0003 33.47 K C 0
8157 STPVAVSTAR JW2660 ECK2679 emrA multidrug efflux system 30 494.7746 2 987.534647 -0.0002 21.02 R E 0
8158 STPYCTDIGK 57.021465@C:5 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 24 571.2634 2 1140.512247 0.0002 25.93 R M 0
8159 STQVYGQDVWLPAETLDLIR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 81 1152.5977 2 2303.180847 0.0010 67.64 K E 0
8160 STSDLFNEIIPLGRLIHMVNQKK 15.994915@M:18 JW5248 ECK1523 marR DNA-binding transcriptional repressor 14 890.4858 3 2668.43557 -0.0013 63.95 K D 0
8161 STSDSIVSSQTK JW3087 ECK3105 tdcC L-threonine/L-serine transporter 55 620.3072 2 1238.599847 0.0008 21.49 M Q 0
8162 STTDDLYLVHDR JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 89 717.8467 2 1433.678847 0.0001 35.48 R K 0
8163 STTHNVPQGDLVLR JW1245 ECK1247 yciA predicted hydrolase 35 512.9419 3 1535.80387 -0.0017 30.58 M T 0
8164 STTIGIISSLVNK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 99 666.8903 2 1331.766047 0.0001 54.95 K T 0
8165 STTTQNIPWYR JW3193 ECK3213 nanT sialic acid transporter 55 683.8409 2 1365.667247 -0.0004 39.21 M H 0
8166 STTTVDMSR JW0931 ECK0939 ycbY predicted methyltransferase 43 499.2341 2 996.453647 -0.0009 20.41 R T 0
8167 STVLAPTTVVTR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 72 622.864 2 1243.713447 -0.0001 33.93 R Q 0
8168 STWVTPSAEAAAEVNAHLTAPLSR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 26 827.091 3 2478.25117 0.0011 53.15 K E 0
8169 STYPALLGLEQAR JW0411 ECK0415 ispA geranyltranstransferase 65 709.8852 2 1417.755847 -0.0007 49.74 K K 0
8170 SVAAVGHDAK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 41 477.754 2 953.493447 0.0005 14.92 K Q 0
8171 SVAEAANTPVALVFGR JW2516 ECK2529 yfhQ predicted methyltransferase 85 801.4356 2 1600.856647 -0.0007 55.42 K E 0
8172 SVAIDLINTLNPTEEQLLVGLR JW0818 ECK0824 yliF predicted diguanylate cyclase 58 1204.6743 2 2407.334047 0.0019 70.07 R T 0
8173 SVALEEGAILAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 83 614.8491 2 1227.683647 0.0014 43.46 K F 0
8174 SVANAEQMDR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 55 560.7561 2 1119.497647 -0.0003 21.40 R L 0
8175 SVANAIIAACDEVLNNGK 57.021465@C:10 JW4099 ECK4133 aspA aspartate ammonia-lyase 35 620.3158 3 1857.92557 0.0003 58.15 K C 0
8176 SVDALLIDDIQFFANK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 76 904.9751 2 1807.935647 0.0001 70.04 R E 0
8177 SVDALLIDDIQFFANKER JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 84 1047.5469 2 2093.079247 0.0000 66.41 R S 0
8178 SVDAVIVNGGVPR JW0898 ECK0906 lpxK lipid A 4'kinase 18 641.8596 2 1281.704647 0.0006 37.36 K S 0
8179 SVDEAANSDIVDK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 75 681.823 2 1361.631447 0.0004 26.12 R L 0
8180 SVDEAANSDIVDKLVAEL JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 25 944.4807 2 1886.946847 -0.0005 70.31 R - 0
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8181 SVDEAIAACGDVPEIMVIGGGR 57.021465@C:9 JW0047 ECK0049 folA dihydrofolate reductase 10 1108.5364 2 2215.058247 -0.0030 57.00 K V 0
8182 SVDIALSSR JW3630 ECK3645 yicH conserved protein 66 474.2611 2 946.507647 -0.0006 30.34 K Q 0
8183 SVDTPVIGLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 47 514.8031 2 1027.591647 0.0003 38.09 R E 0
8184 SVDTPVIGLKELMVQHEER JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 54 727.3841 3 2179.13047 -0.0001 48.42 R I 0
8185 SVDVGTWIAGVGYR JW0799 ECK0803 ompX outer membrane protein 33 740.3846 2 1478.754647 0.0030 54.57 R F 0
8186 SVDVGTWIAGVGYRF JW0799 ECK0803 ompX outer membrane protein 62 813.9175 2 1625.820447 0.0004 63.76 R - 0
8187 SVDVGVVESATLADDLTHVEIK JW0934 ECK0942 pqiB paraquat-inducible protein B 111 1149.0972 2 2296.179847 0.0001 60.40 R A 0
8188 SVEDEDIIR JW1814 ECK1823 yebO predicted protein 47 538.2666 2 1074.518647 -0.0006 32.04 K L 0
8189 SVEEILGK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 16 437.7477 2 873.480847 0.0002 34.02 K - 0
8190 SVEELNTELLNLLR JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 93 821.9543 2 1641.894047 0.0004 67.76 K E 0
8191 SVEFAVFAGPANDPK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 16 774.8883 2 1547.762047 0.0002 49.30 K G 0
8192 SVEFFNQK JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 12 499.7505 2 997.486447 -0.0003 35.90 K R 0
8193 SVELVKEYVR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 75 611.3448 2 1220.675047 -0.0014 35.01 K A 0
8194 SVESYKFNGWELDINSR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 46 681.9971 3 2042.96947 -0.0001 52.26 R S 0
8195 SVFNSAGLEVR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 62 589.8117 2 1177.608847 -0.0003 40.25 K E 0
8196 SVFPIQSYSGNSELQYVSYR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 100 1162.563 2 2323.111447 -0.0006 53.29 R L 0
8197 SVGEMAENQFR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 53 634.2903 2 1266.566047 -0.0001 34.10 R V 0
8198 SVGEVMAIGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 40 509.7707 2 1017.526847 -0.0008 34.40 K T 0
8199 SVGGEVIEQPR JW1818 ECK1828 htpX predicted endopeptidase 74 585.8089 2 1169.603247 -0.0007 27.38 R N 0
8200 SVGTQVDDGTLEVR JW3119 ECK3138 yraP predicted protein 92 738.3707 2 1474.726847 0.0005 33.88 R V 0
8201 SVGVMGDGR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 51 439.213 2 876.411447 -0.0008 22.84 R K 0
8202 SVIAEDGK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 22 409.7161 2 817.417647 -0.0005 19.27 R V 0
8203 SVIAEDGKVLYQSFPQAER JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 64 713.0355 3 2136.08467 -0.0004 45.74 R A 0
8204 SVIEALK JW2751 ECK2774 pyrG CTP synthetase 19 380.2342 2 758.453847 0.0002 31.86 K H 0
8205 SVITVGPYLR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 22 552.8238 2 1103.633047 -0.0007 44.60 R L 0
8206 SVIVCNGYKDR 57.021465@C:5 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 37 655.8301 2 1309.645647 0.0008 23.04 R E 0
8207 SVKDDMLK JW0172 ECK0176 yaeT conserved protein 35 468.2464 2 934.478247 -0.0012 13.09 K Q 0
8208 SVLGIGQR JW3070 ECK3090 yqjE conserved inner membrane protein 49 415.248 2 828.481447 -0.0003 31.15 K I 0
8209 SVLITGCSSGIGLESALELKR 57.021465@C:7 JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 43 730.7308 3 2189.17057 -0.0020 52.94 K Q 0
8210 SVMIDASHLPFAQNISR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 67 943.4834 2 1884.952247 0.0006 51.56 R V 0
8211 SVMLAAGDTFR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 22 584.2953 2 1166.576047 0.0008 39.50 K A 0
8212 SVMLQSLNNIR JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 62 637.8477 2 1273.680847 -0.0004 43.58 M T 0
8213 SVNDVKADEQILDIGDASAQELAEILK JW2893 ECK2922 pgk phosphoglycerate kinase 107 962.1652 3 2883.47377 0.0024 73.56 K N 0
8214 SVNDVKADEQILDIGDASAQELAEILKNAK JW2893 ECK2922 pgk phosphoglycerate kinase 31 1066.5562 3 3196.64677 0.0006 72.23 K T 0
8215 SVNIFDK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 14 411.7214 2 821.428247 0.0000 33.60 R T 0
8216 SVNIFDKTGAEVK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 45 469.9211 3 1406.74147 0.0011 35.43 R R 0
8217 SVPLAEVQPGMLLR JW0473 ECK0478 copA copper transporter 76 755.4265 2 1508.838447 0.0000 53.07 K L 0
8218 SVQDYLK JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 25 426.7267 2 851.438847 0.0001 33.12 K V 0
8219 SVQIEVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 43 415.7401 2 829.465647 -0.0002 26.73 K K 0
8220 SVQTVTGQPDVDQVVLDEAIKNR JW0803 ECK0809 ybiS conserved protein 57 837.7733 3 2510.29807 0.0004 48.27 K S 0
8221 SVSLGVAQPDAYKDK JW2889 ECK2918 yggE conserved protein 53 789.4122 2 1576.809847 0.0002 31.68 R A 0
8222 SVSPGMSTDALNQEILQVSSQLLDK JW4120 ECK4155 yjeP predicted mechanosensitive channel 87 1330.6772 2 2659.339847 0.0025 72.97 R S 0
8223 SVSPGMSTDALNQEILQVSSQLLDKSR JW4120 ECK4155 yjeP predicted mechanosensitive channel 62 968.497 3 2902.46917 -0.0015 68.50 R Q 0
8224 SVSSCCAASTTGDCH 57.021465@C:5,57.021465@C:6,57.021465@C:14 JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 96 800.2957 2 1598.576847 0.0009 18.97 K - 0
8225 SVTAIDISSEK JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 36 575.304 2 1148.593447 0.0009 32.69 K L 0
8226 SVTAIDISSEKLALAK JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 50 823.4727 2 1644.930847 0.0011 43.96 K S 0
8227 SVTFCAR 57.021465@C:5 JW2294 ECK2291 pta phosphate acetyltransferase 25 420.7055 2 839.396447 0.0004 24.23 K S 0
8228 SVTGNFSR JW0232 ECK0243 proB gamma-glutamate kinase 38 434.2194 2 866.424247 -0.0003 22.62 K G 0
8229 SVTTVEELLAQQK JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 57 723.3962 2 1444.777847 0.0006 48.96 K A 0
8230 SVVDLTDDDIAAFR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 96 768.8809 2 1535.747247 0.0006 54.55 R K 0
8231 SVVDLTDDDIAAFRK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 104 832.9282 2 1663.841847 0.0002 47.76 R E 0
8232 SVVDQINK JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 25 451.7506 2 901.486647 -0.0001 24.61 R T 0
8233 SVVNDTDGIVR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 57 587.8069 2 1173.599247 0.0003 31.67 K V 0
8234 SVVNPQFK JW3927 ECK3946 yijP conserved inner membrane protein 37 459.7556 2 917.496647 -0.0004 27.07 R E 0
8235 SVVPVADVLQGR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 73 620.3561 2 1238.697647 -0.0007 46.24 M V 0
8236 SVVQTVR JW5503 ECK3026 tolC transport channel 26 394.7347 2 787.454847 -0.0004 19.64 R S 0
8237 SVVSCDTDFGVCAHCYGR 57.021465@C:5,57.021465@C:12,57.021465@C:15 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 89 1045.4297 2 2088.844847 -0.0004 37.76 R D 0
8238 SVVSGATPVMR JW2101 ECK2107 metG methionyl-tRNA synthetase 56 552.2972 2 1102.579847 -0.0005 28.90 K D 0
8239 SVYIAEQLADYFR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 59 787.8969 2 1573.779247 0.0017 63.73 R S 0
8240 SWDYLYEPDPK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 62 706.8225 2 1411.630447 0.0009 48.18 K A 0
8241 SWGSDAKGEAEAAR JW2647 ECK2666 ygaM predicted protein 89 717.8345 2 1433.654447 0.0011 25.18 K S 0
8242 SWQLTLNNDIK JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 57 666.3519 2 1330.689247 0.0012 48.09 R L 0
8243 SWSFGEVK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 39 470.2322 2 938.449847 0.0000 40.83 R K 0
8244 SWTGLISTGITYKF JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 34 787.4173 2 1572.820047 0.0012 63.14 K - 0
8245 SWVDEAEQHDE JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 31 672.771 2 1343.527447 0.0009 36.08 K - 0
8246 SWWQLSNSEESSPFR JW3794 ECK3815 pldA outer membrane phospholipase A 94 920.4192 2 1838.823847 0.0015 56.23 K E 0
8247 SYAIDPITLPSAR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 96 702.3792 2 1402.743847 -0.0018 47.27 R G 0
8248 SYALQPVPSTQASIRGEESEQIELLNIR JW3361 ECK3385 yrfF predicted inner membrane protein 87 1043.5445 3 3127.61167 -0.0033 53.17 R K 0
8249 SYDDNNKGIYAGQPR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 95 849.3979 2 1696.781247 0.0007 25.16 R T 0
8250 SYGEAWASYPVLK JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 26 735.8669 2 1469.719247 0.0002 49.24 R R 0
8251 SYGQLEAEYR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 10 608.2855 2 1214.556447 -0.0004 32.88 R I 0
8252 SYGTDVTLGFPINEYNSLR JW0172 ECK0176 yaeT conserved protein 63 1073.5266 2 2145.038647 0.0009 58.22 K A 0
8253 SYLDKTHQFYEK JW2314 ECK2311 dedA conserved inner membrane protein 26 520.2561 3 1557.74647 0.0002 31.97 R H 0
8254 SYNLNQQLLQR JW5943 ECK3514 yhjK predicted diguanylate cyclase 72 688.8675 2 1375.720447 -0.0003 38.91 R H 0
8255 SYQMNPMNR JW0361 ECK0366 hemB porphobilinogen synthase 24 570.75 2 1139.485447 0.0003 29.82 K R 0
8256 SYQVLAR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 32 418.735 2 835.455447 0.0002 25.75 M K 0
8257 SYYALAESVK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 44 565.7903 2 1129.566047 0.0005 38.07 R N 0
8258 TAAFSLPLLQNLDPELK JW5531 ECK3150 deaD ATP-dependent RNA helicase 58 935.5204 2 1869.026247 0.0016 69.21 K A 0
8259 TAAILLDTKGPEIR JW1666 ECK1672 pykF pyruvate kinase I 18 499.9593 3 1496.85607 -0.0002 40.30 K T 0
8260 TAAPSPSSSDKP JW5580 ECK3831 tatB TatABCE protein translocation system subunit 66 572.7781 2 1143.541647 0.0008 19.12 K - 0
8261 TAAQNAFR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 49 439.7274 2 877.440247 -0.0002 20.21 R V 0
8262 TAAVADYYAPIR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 45 655.8415 2 1309.668447 0.0018 39.20 R S 0
8263 TAAVMLLMPR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 37 551.809 2 1101.603447 -0.0004 49.53 K V 0
8264 TACEVAEISYK 57.021465@C:3 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 22 635.8043 2 1269.594047 0.0031 33.08 K K 0
8265 TACEVAEISYKK 57.021465@C:3 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 62 699.8499 2 1397.685247 -0.0008 25.44 K F 0
8266 TADAELCETGTPEQPGKQNLPGAEEGDGFFYAK 57.021465@C:7 JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 109 1176.5364 3 3526.58737 0.0039 47.05 R L 0
8267 TADEQQAPR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 49 508.2439 2 1014.473247 0.0003 14.10 R R 0
8268 TADGKDYLVVATTRPETLLGDTGVAVNPEDPR JW4215 ECK4251 valS valyl-tRNA synthetase 48 1124.2411 3 3369.70147 -0.0037 54.48 K Y 0
8269 TADKLVLTDSK JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 61 595.835 2 1189.655447 0.0001 23.00 R G 0
8270 TADKLVLTDSKGEK JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 79 752.9143 2 1503.814047 -0.0004 22.56 R S 0
8271 TADLCSAKDDCVR 57.021465@C:5,57.021465@C:11 JW3361 ECK3385 yrfF predicted inner membrane protein 93 755.8342 2 1509.653847 -0.0012 21.86 K L 0
8272 TAEDENVVGLQR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 43 665.8328 2 1329.651047 -0.0013 29.38 R V 0
8273 TAEDYLGEPVTEAVITVPAYFNDAQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 72 1435.1984 2 2868.382247 0.0006 65.72 K Q 0
8274 TAEGGAEHVQPITGDNIVNVLDDFR JW2565 ECK2579 yfiF predicted methyltransferase 54 889.7725 3 2666.29567 0.0021 61.55 R Q 0
8275 TAEMQQK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 39 418.2024 2 834.390247 -0.0003 13.70 R V 0
8276 TAEWAEFLQR JW1272 ECK1275 yciM conserved protein 60 625.8121 2 1249.609647 0.0005 52.18 K A 0
8277 TAEWFYK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 29 472.7293 2 943.444047 0.0000 40.15 K L 0
8278 TAFKDTVIDMAR JW5794 ECK4349 mdoB phosphoglycerol transferase I 49 456.5709 3 1366.69087 -0.0006 40.04 K Y 0
8279 TAFVLYDDQK JW0934 ECK0942 pqiB paraquat-inducible protein B 60 600.301 2 1198.587447 0.0005 40.79 K S 0
8280 TAGAYWR JW1709 ECK1717 thrS threonyl-tRNA synthetase 14 412.706 2 823.397447 -0.0003 27.04 K G 0
8281 TAGGKDLRPALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 27 409.5785 3 1225.71367 -0.0004 20.17 R I 0
8282 TAGNVGSLK JW3351 ECK3375 damX predicted protein 47 423.7376 2 845.460647 0.0001 20.36 K S 0
8283 TAGVGSVQLFGSEYAMR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 79 886.9357 2 1771.856847 0.0006 50.65 R I 0
8284 TAGVLGDDLSLNAQQVSGVR JW1941 ECK1956 yedI conserved inner membrane protein 117 1000.5243 2 1999.034047 0.0007 48.98 K A 0
8285 TAIAEGLAWR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 33 544.2981 2 1086.581647 -0.0005 42.69 K I 0
8286 TAIDMDKNR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 54 532.2634 2 1062.512247 -0.0006 19.47 R V 0
8287 TAIMENAHLVLSAASFAESDGTVINNEGR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 55 1006.491 3 3016.45117 -0.0048 58.63 R A 0
8288 TAISDLEVENR JW4215 ECK4251 valS valyl-tRNA synthetase 59 623.8172 2 1245.619847 -0.0003 36.09 R E 0
8289 TAISQFEGYIK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 78 628.8294 2 1255.644247 -0.0005 49.04 R L 0
8290 TAITGANVNSAK JW2060 ECK2071 mdtB multidrug efflux system, subunit B 59 573.8095 2 1145.604447 0.0004 21.07 R G 0
8291 TAIVEGLAQR JW2573 ECK2590 clpB protein disaggregation chaperone 33 529.304 2 1056.593447 0.0008 33.06 K I 0
8292 TALAIDAIINQR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 78 649.8751 2 1297.735647 0.0003 50.66 K D 0
8293 TALAQYR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 48 411.7268 2 821.439047 -0.0004 22.93 R E 0
8294 TALDQGDLLLYAQPIR JW5391 ECK2389 yfeA predicted diguanylate cyclase 79 893.9883 2 1785.962047 -0.0005 56.97 R N 0
8295 TALGNDYHALFSFDDALAGR JW2507 ECK2520 pepB aminopeptidase B 52 718.6803 3 2153.01907 0.0014 60.10 K L 0
8296 TALGNDYHALFSFDDALAGRLLASAAQENEPFWR JW2507 ECK2520 pepB aminopeptidase B 10 942.4603 4 3765.812094 -0.0053 53.49 K L 0
8297 TALIDHLDTMAER JW0797 ECK0801 dps Fe-binding and storage protein 58 495.9168 3 1484.72857 -0.0007 43.27 R A 0
8298 TALIMPICNEDVNR 57.021465@C:8 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 53 823.4056 2 1644.796647 0.0003 44.15 R V 0
8299 TALITGALQGIGEGIAR JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 113 820.9699 2 1639.925247 -0.0003 55.74 K T 0
8300 TALNVSGSMTAGTLTSQWLK JW1718 ECK1727 ydjN predicted transporter 87 1033.5331 2 2065.051647 0.0004 56.68 R Q 0
8301 TALVANPWQLGNVAAMLER JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 116 1027.5462 2 2053.077847 0.0000 68.35 K A 0
8302 TAMAPKPATTTTVTR JW5927 ECK3028 ygiB conserved outer membrane protein 60 773.9167 2 1545.818847 0.0003 21.59 K G 0
8303 TANDGVDALNVLSK JW5917 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 38 708.8706 2 1415.726647 0.0010 44.47 K N 0
8304 TANGNVVR JW2425 ECK2427 yfeY predicted protein 13 415.7277 2 829.440847 0.0002 15.25 K F 0
8305 TANSGYLTR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 71 491.7513 2 981.488047 0.0001 22.18 K R 0
8306 TAPGAGNVFSG JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 18 489.238 2 976.461447 0.0002 34.23 K - 0
8307 TAQEAEALAR JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 72 530.2744 2 1058.534247 -0.0014 23.76 K Q 0
8308 TAQEAVSPDEAAR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 20 672.8234 2 1343.632247 0.0006 22.01 K I 0
8309 TAQSVLVR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 45 437.2604 2 872.506247 -0.0017 23.26 K W 0
8310 TASSDLYQLFR JW2766 ECK2790 ygdH conserved protein 54 650.8303 2 1299.646047 0.0001 52.44 R N 0
8311 TASSGDYNKNQYYGITAGPAYR JW0799 ECK0803 ompX outer membrane protein 119 1199.0591 2 2396.103647 0.0004 35.78 R I 0
8312 TATFQQEVAESILAGIK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 113 903.4859 2 1804.957247 0.0003 66.82 K A 0
8313 TAVAEYPTK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 51 490.2582 2 978.501847 -0.0004 22.51 R S 0
8314 TAVDTTNTGVATYASGR JW1490 ECK1489 yddB predicted porin protein 103 842.9107 2 1683.806847 0.0006 30.51 K T 0
8315 TAVDTYR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 32 413.2083 2 824.402047 -0.0007 20.04 K Y 0
8316 TAVGQTIQIGSGITK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 96 737.418 2 1472.821447 0.0016 38.49 K G 0
8317 TAVNVIGYTDSTGGHDLNMR JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 120 1061.007 2 2119.999447 0.0038 40.49 K L 0
8318 TAWIPLK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 36 414.7524 2 827.490247 -0.0004 41.22 R Q 0
8319 TAWLLEHEAPDAK JW5550 ECK3959 murI glutamate racemase 27 494.2522 3 1479.73477 -0.0009 39.43 R S 0
8320 TAYWELVR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 21 519.2739 2 1036.533247 -0.0008 44.87 R D 0
8321 TCAFIDAEHALDPIYAR 57.021465@C:2 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 102 981.972 2 1961.929447 -0.0010 53.23 K K 0
8322 TCIHGDQVLAQPLGADRK 57.021465@C:2 JW5741 ECK4175 rnr exoribonuclease R, RNase R 63 495.5081 4 1978.003294 -0.0021 30.53 K G 0
8323 TCPTGAIHFGTK 57.021465@C:2 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 62 645.3187 2 1288.622847 -0.0006 29.11 K E JW1471
8324 TDADAADLITSDCDPYDSEFITGER 57.021465@C:13 JW3975 ECK4007 aceA isocitrate lyase 61 1389.0914 2 2776.168247 0.0025 55.66 R T 0
8325 TDAPVAVSPVR JW0898 ECK0906 lpxK lipid A 4'kinase 48 556.3089 2 1110.603247 -0.0001 29.22 R S 0
8326 TDAQNTAAYIGNGDR JW2203 ECK2207 ompC outer membrane porin protein C 37 783.8612 2 1565.707847 0.0010 27.99 R A 0
8327 TDAQNTAAYIGNGDRAETYTGGLK JW2203 ECK2207 ompC outer membrane porin protein C 68 1244.0897 2 2486.164847 -0.0024 37.69 R Y 0
8328 TDDFTFNYGWTYNK JW0172 ECK0176 yaeT conserved protein 66 886.3829 2 1770.751247 -0.0012 55.05 K L 0
8329 TDDFTFNYGWTYNKLDR JW0172 ECK0176 yaeT conserved protein 62 1078.4895 2 2154.964447 -0.0001 52.82 K G 0
8330 TDDILAILTEQQFR JW2112 ECK2116 yehS conserved protein 68 554.9614 3 1661.86237 -0.0002 66.47 K V 0
8331 TDDPVEAIEQMEIELSR JW0907 ECK0915 mukB fused chromosome partitioning proteins 58 987.9697 2 1973.924847 -0.0002 70.97 R L 0
8332 TDFKPQK JW0790 ECK0794 fiu predicted iron outer membrane transporter 20 432.2348 2 862.455047 0.0002 17.65 R A 0
8333 TDGDQVQINNVNILGR JW0755 ECK0761 ybhC predicted pectinesterase 80 878.4533 2 1754.892047 0.0010 45.76 R Q 0
8334 TDGKPAVCMACSGPGATNLVTAIADAR 57.021465@C:8,57.021465@C:11 JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 63 902.1003 3 2703.27907 0.0014 52.98 R L 0
8335 TDGSSTLASFGER JW1606 ECK1609 ydgA conserved protein 51 664.3096 2 1326.604647 -0.0005 35.73 K V 0
8336 TDGVNLGGVR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 25 494.2643 2 986.514047 -0.0004 29.74 K A 0
8337 TDIAQLLGKDADNLLQHR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 69 674.3642 3 2020.07077 0.0007 58.51 M C 0
8338 TDIDKIR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 53 430.7452 2 859.475847 -0.0004 21.05 K T 0
8339 TDIENEVEQNDDGTYSQYGK JW0790 ECK0794 fiu predicted iron outer membrane transporter 39 1152.9929 2 2303.971247 0.0048 39.24 R K 0
8340 TDIENEVEQNDDGTYSQYGKK JW0790 ECK0794 fiu predicted iron outer membrane transporter 84 811.6943 3 2432.06107 -0.0005 35.17 R R 0
8341 TDITELEAFR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 44 597.8037 2 1193.592847 0.0000 49.00 K K 0
8342 TDITELEAFRK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 41 661.8507 2 1321.686847 -0.0009 40.59 K Q 0
8343 TDIVDLIDAR JW3038 ECK3056 dnaG DNA primase 80 565.8062 2 1129.597847 -0.0001 54.78 R V 0
8344 TDIVETLFGIR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 79 632.3509 2 1262.687247 0.0002 67.99 R E 0
8345 TDIVEYVR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 32 497.7638 2 993.513047 -0.0001 36.76 K A 0
8346 TDKETPYVPIPEGGVK JW5791 ECK4344 yjiY predicted inner membrane protein 70 865.4536 2 1728.892647 -0.0006 36.92 R I 0
8347 TDKFIVR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 15 439.7581 2 877.501647 -0.0005 20.62 R R 0
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8348 TDKLTSLR JW0007 ECK0008 talB transaldolase B 48 467.2706 2 932.526647 -0.0024 22.07 M Q 0
8349 TDKPQPVNALLK JW5503 ECK3026 tolC transport channel 51 662.3851 2 1322.755647 -0.0002 30.87 K E 0
8350 TDKTIAFSLLDLAPIPEGSSAR JW3129 ECK3148 yhbW predicted enzyme 30 768.0811 3 2301.22147 -0.0001 63.68 M E 0
8351 TDLDKLVIEMETNGTIDPEEAIR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 56 1301.6497 2 2601.284847 0.0005 64.77 R R 0
8352 TDLDKLVIEMETNGTIDPEEAIRR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 77 920.1357 3 2757.38527 -0.0002 60.16 R A 0
8353 TDLIQRPR JW0361 ECK0366 hemB porphobilinogen synthase 28 499.7905 2 997.566447 -0.0004 23.13 M R 0
8354 TDLNDTESDSTTLVASR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 60 912.9266 2 1823.838647 0.0002 34.35 R Y 0
8355 TDQALAK JW0424 ECK0428 yajG predicted lipoprotein 44 373.7057 2 745.396847 -0.0001 14.91 R V 0
8356 TDRPVTFGELK JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 28 421.5625 3 1261.66567 -0.0009 32.20 R T 0
8357 TDSTVKQPIVDEGSNAAFDIVYSDAQGVK JW2504 ECK2516 yfhM conserved protein 44 1018.8339 3 3053.47987 -0.0028 55.45 R K 0
8358 TDSTVKQPIVDEGSNAAFDIVYSDAQGVKK JW2504 ECK2516 yfhM conserved protein 65 1061.5336 3 3181.57897 0.0012 51.07 R A 0
8359 TDSVANR JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 13 381.6906 2 761.366647 -0.0002 13.89 K R 0
8360 TDTLLEISVLPLDSYAKPDIEANYQGR JW3474 ECK3490 slp outer membrane lipoprotein 61 1007.8525 3 3020.53567 0.0016 63.32 K L 0
8361 TDTPIQK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 23 401.7188 2 801.423047 -0.0001 17.56 K V 0
8362 TDTPIQKVPQSISVVTAEEMALHQPK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 25 712.6284 4 2846.484494 -0.0004 53.23 K S 0
8363 TDVAGEAEKLHER JW5790 ECK4342 yjiA predicted GTPase 28 485.5793 3 1453.71607 -0.0001 25.76 K L 0
8364 TDVKEMVELDQ JW5448 ECK2805 ygdI predicted protein 47 653.8141 2 1305.613647 0.0015 40.13 R - 0
8365 TDVLALPLPQQR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 18 675.8913 2 1349.768047 0.0014 50.35 R L 0
8366 TDVLDLTINTR JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 39 630.8443 2 1259.674047 0.0019 48.46 K G 0
8367 TDVLIDEVR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 88 530.2874 2 1058.560247 -0.0005 37.77 K A 0
8368 TDVMDAALRQPLSEFDTQPVGQVISR JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 67 958.4867 3 2872.43827 -0.0005 59.71 R V 0
8369 TEAINANYHAPEIAFSAPYLSEMVR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 58 932.1218 3 2793.34357 0.0005 59.96 R Q 0
8370 TEDAPYVHNVR JW5609 ECK3741 trkD potassium transporter 60 650.8175 2 1299.620447 -0.0002 24.50 R R 0
8371 TEDEMGLR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 39 475.7161 2 949.417647 0.0001 24.93 R V 0
8372 TEDILLLQTNPQWQSIFDTYGVLPR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 77 1474.2603 2 2946.506047 -0.0065 75.18 R H 0
8373 TEEEQFAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 54 505.2326 2 1008.450647 -0.0005 21.65 K T 0
8374 TEEFDAIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 16 476.7345 2 951.454447 -0.0005 30.72 K I 0
8375 TEEFDAIKIALASPDMIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 91 1010.5259 2 2019.037247 0.0025 61.18 K S 0
8376 TEEPHDAVAR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 15 562.7701 2 1123.525647 -0.0001 17.22 R Q 0
8377 TEEQLANIAR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 50 572.8016 2 1143.588647 0.0002 30.80 R G 0
8378 TEFLFMDRDALPTEEEQFAAYK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 66 884.4164 3 2650.22737 0.0015 59.70 R A 0
8379 TEGVGLHGVAR JW5837 ECK2081 yegR predicted protein 89 548.2988 2 1094.583047 -0.0001 22.87 K L 0
8380 TEIDKHIYLR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 12 429.9063 3 1286.69707 -0.0012 28.67 K N 0
8381 TEIEDVLILEPR JW2023 ECK2032 rfbC dTDP-4-deoxyrhamnose-3,5-epimerase 86 713.8927 2 1425.770847 -0.0006 55.73 R V 0
8382 TEIGTDVNYGEITR JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 42 784.3842 2 1566.753847 0.0013 39.00 R Q 0
8383 TEKEAIDAGTTWWEGDLFQGKPDWK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 75 970.131 3 2907.37117 -0.0002 57.16 R K 0
8384 TEKEWDKADAAFDNR JW1575 ECK1578 ynfB predicted protein 11 449.7119 4 1794.818494 0.0012 30.77 R D 0
8385 TELGDELRSGK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 12 602.8111 2 1203.607647 -0.0019 35.25 K L 0
8386 TELKEALASLELPEGMGLIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 93 1135.1274 2 2268.240247 0.0004 65.13 R T 0
8387 TELLNDVAGALALDDKLGR JW1699 ECK1707 btuD vitamin B12 transporter subunit -!- ATP-binding component of ABC superfamily 13 992.5375 2 1983.060447 -0.0031 60.79 R S 0
8388 TEMDEYIR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 26 528.7362 2 1055.457847 -0.0015 33.48 K N 0
8389 TENLYILPASQTR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 101 753.4013 2 1504.788047 -0.0006 42.37 R D 0
8390 TENTIETGVGYSTDVGPR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 67 948.4532 2 1894.891847 0.0011 38.67 R V 0
8391 TEPKPVAQTPK JW3351 ECK3375 damX predicted protein 44 598.3377 2 1194.660847 0.0001 18.19 K R 0
8392 TEPLKPR JW1315 ECK1318 ycjF conserved inner membrane protein 12 420.7505 2 839.486447 0.0000 16.77 M I 0
8393 TEPLQITTELPGR JW0452 ECK0457 acrA multidrug efflux system 73 727.8966 2 1453.778647 0.0011 46.08 K T 0
8394 TEPTYTLYATFDNIGGLK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 63 1002.5007 2 2002.986847 -0.0018 61.38 R A 0
8395 TEQEKTSAVVEETR JW3775 ECK3797 hemX uroporphyrinogen III methylase 77 803.9001 2 1605.785647 0.0010 20.49 M E 0
8396 TEQQYENATR JW1178 ECK1177 dadA D-amino acid dehydrogenase 48 620.284 2 1238.553447 0.0007 18.87 R D 0
8397 TEQTQPAAPAKPTSDIPN JW3142 ECK3164 secG preprotein translocase membrane subunit 34 933.467 2 1864.919447 0.0029 28.13 K - 0
8398 TEQYSREQIEEAAR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 40 570.6083 3 1708.80307 0.0014 25.38 R M 0
8399 TERGEPQINFDDIELDDTDDRRPTR JW3351 ECK3375 damX predicted protein 38 751.6058 4 3002.394094 -0.0026 43.69 R A 0
8400 TEVAVVYDPMRNELFTATR JW2517 ECK2530 suhB inositol monophosphatase 40 738.0405 3 2211.09967 0.0002 51.97 R G 0
8401 TEVELLK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 43 416.2446 2 830.474647 -0.0003 31.69 R T 0
8402 TEVELLKTPNLGKK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 22 523.9783 3 1568.91307 -0.0005 34.33 R S 0
8403 TEVTYGDVTLDFGKPFEK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 27 682.6732 3 2044.99777 -0.0016 55.70 K L 0
8404 TFADVDEAQALR JW0473 ECK0478 copA copper transporter 67 668.3302 2 1334.645847 -0.0007 39.23 K L 0
8405 TFAEAFAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 37 442.7293 2 883.444047 0.0000 34.74 R A 0
8406 TFAIISHPDAGK JW5873 ECK4366 prfC peptide chain release factor RF-3 66 628.8347 2 1255.654847 -0.0011 31.53 R T 0
8407 TFCAHAPGAVEPLQSAIK 57.021465@C:3 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 62 948.986 2 1895.957447 0.0012 38.73 K Y 0
8408 TFDLDELVTTLSGGNGAGK JW0907 ECK0915 mukB fused chromosome partitioning proteins 53 947.9744 2 1893.934247 0.0024 69.20 R S 0
8409 TFDNGVICASEQSVVVVDSVYDAVR 57.021465@C:8 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 30 1365.1568 2 2728.299047 -0.0022 68.43 K E 0
8410 TFDNGVICASEQSVVVVDSVYDAVRER 57.021465@C:8 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 94 1005.4894 3 3013.44637 0.0013 69.03 K F 0
8411 TFDTHPEGLNQAEVESAR JW4201 ECK4237 mgtA magnesium transporter 68 1000.9681 2 1999.921647 -0.0018 34.53 K E 0
8412 TFEAIQYYLLK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 58 694.8765 2 1387.738447 -0.0003 59.21 K A 0
8413 TFEVTEDESKEK JW0637 ECK0635 leuS leucyl-tRNA synthetase 61 721.3383 2 1440.662047 0.0000 24.69 R Y 0
8414 TFGEAACQQELEAFLAHR 57.021465@C:7 JW1615 ECK1618 add adenosine deaminase 14 693.3303 3 2076.96907 0.0003 54.78 R D 0
8415 TFGFGAGREDVWEPDLDVNWGDEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 76 913.7492 3 2738.22577 0.0011 60.10 R A 0
8416 TFGMEGLFR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 56 529.2603 2 1056.506047 -0.0002 52.43 R Q 0
8417 TFGVQAK JW1615 ECK1618 add adenosine deaminase 25 375.7107 2 749.406847 -0.0003 22.22 R L 0
8418 TFHIGGAASR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 48 508.767 2 1015.519447 -0.0005 24.36 R A 0
8419 TFLVEIGTEELPPK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 12 786.9302 2 1571.845847 0.0013 52.75 K A 0
8420 TFSNAIAEVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 43 554.2931 2 1106.571647 -0.0004 34.97 K E 0
8421 TFTAKPETVK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 15 561.3137 2 1120.612847 0.0001 21.40 K R 0
8422 TFTAKPETVKR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 50 639.3638 2 1276.713047 -0.0009 19.28 K D 0
8423 TFTDAAEVIGEAWESR JW2101 ECK2107 metG methionyl-tRNA synthetase 22 891.4188 2 1780.823047 -0.0037 60.36 K E 0
8424 TFTDVQGDTHE JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 17 625.2702 2 1248.525847 -0.0001 26.89 K - 0
8425 TFWITNQQTMTAR JW3927 ECK3946 yijP conserved inner membrane protein 86 799.3935 2 1596.772447 0.0006 45.11 K N 0
8426 TGAALTLDGATFSSETTLNNGTNTIPFQAR JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 21 1023.8421 3 3068.50447 -0.0004 57.30 R Y 0
8427 TGAGMMDCK 57.021465@C:8 JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 63 485.6924 2 969.370247 -0.0015 21.19 R K 0
8428 TGAGMMDCKK 57.021465@C:8 JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 36 549.7406 2 1097.466647 0.0000 17.72 R A 0
8429 TGAQEYAPHVINTPLAFLIK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 68 728.4003 3 2182.17907 0.0006 58.69 K S 0
8430 TGAVINVK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 35 401.2449 2 800.475247 -0.0003 23.99 K K 0
8431 TGAWSSLLDIIPSMAK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 44 845.4477 2 1688.880847 0.0002 69.96 R A 0
8432 TGDDNITWENDDK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 33 761.8187 2 1521.622847 0.0010 31.46 R T 0
8433 TGDDNITWENDDKTGSLVWAGDTYWR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 64 1005.7849 3 3014.33287 0.0011 58.12 R I 0
8434 TGDIGLFR JW2667 ECK2692 alaS alanyl-tRNA synthetase 50 439.7399 2 877.465247 -0.0005 39.85 R I 0
8435 TGDKVELEGK JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 52 538.2849 2 1074.555247 -0.0003 19.97 K Y 0
8436 TGDTVNDEDISNTIR JW0172 ECK0176 yaeT conserved protein 108 825.3848 2 1648.755047 0.0011 33.57 R A 0
8437 TGDVIEVFEIIEIQR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 52 880.9765 2 1759.938447 0.0029 69.54 R T 0
8438 TGDVKQPNDPGEITNEVTPIKVGDTLYLCTAHQR 57.021465@C:29 JW0120 ECK0123 gcd glucose dehydrogenase 92 942.4726 4 3765.861294 -0.0018 49.24 R L 0
8439 TGEGVDVLR JW3684 ECK3699 trmE GTPase 70 473.2533 2 944.492047 -0.0006 29.45 R N 0
8440 TGELSIHCTELR 57.021465@C:8 JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 55 472.5695 3 1414.68667 -0.0009 32.04 K L JW4090
8441 TGEQFERPVTVGYMYMLK 15.994915@M:16 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 62 722.3522 3 2164.03477 0.0017 46.47 R L 0
8442 TGEVPADVAAQAR JW5755 ECK4238 yjgF ketoacid-binding protein 10 642.8303 2 1283.646047 -0.0009 28.15 K Q 0
8443 TGFAYADQISLLALEQSAQAAR JW3213 ECK3233 tldD predicted peptidase 89 1162.5961 2 2323.177647 -0.0032 63.21 K T 0
8444 TGFNDSLLDIR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 48 625.8229 2 1249.631247 0.0009 51.97 R Y 0
8445 TGGDAPDQTTTIVR JW2294 ECK2291 pta phosphate acetyltransferase 72 716.3569 2 1430.699247 -0.0008 25.41 R A 0
8446 TGGDTAKYALENK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 51 684.3433 2 1366.672047 -0.0009 23.60 K L 0
8447 TGGLADVIGALPAAQIADGVDAR JW3392 ECK3415 glgA glycogen synthase 110 1076.0729 2 2150.131247 -0.0018 65.34 K V 0
8448 TGGPMQVSIAFAEQHTK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 12 601.3016 3 1800.88297 0.0002 44.86 R G 0
8449 TGGSLDAWFK JW4025 ECK4057 yjcD predicted permease 81 541.2693 2 1080.524047 0.0000 49.58 R I 0
8450 TGGVLALVSTPSYDPNLFVDGISSK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 79 1269.1587 2 2536.302847 -0.0032 65.43 R D 0
8451 TGHTDKAGYNLVASATEGQMR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 116 1104.0294 2 2206.044247 0.0007 34.63 K L 0
8452 TGIAFDDSPVPAQNR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 17 794.3929 2 1586.771247 0.0025 39.36 R S 0
8453 TGIEINPQAIFDIQIK JW5689 ECK3404 malP maltodextrin phosphorylase 67 900.4989 2 1798.983247 0.0004 66.50 R R 0
8454 TGISAAFLGNTAEQVIDHLR JW1327 ECK1329 uspE stress-induced protein 72 705.039 3 2112.09517 -0.0012 67.22 R C 0
8455 TGLDTLK JW2703 ECK2728 mutS methyl-directed mismatch repair protein 47 374.2159 2 746.417247 -0.0002 26.77 R V 0
8456 TGLILDIFAQR JW4131 ECK4169 hflX predicted GTPase 78 623.8621 2 1245.709647 0.0016 61.98 R A 0
8457 TGLMGER JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 27 382.1918 2 762.369047 -0.0003 22.58 R F 0
8458 TGLPGVAWVR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 41 528.3034 2 1054.592247 -0.0001 46.29 K V 0
8459 TGMLDGGPK JW0908 ECK0916 ycbB predicted carboxypeptidase 16 438.2174 2 874.420247 -0.0016 24.72 R I 0
8460 TGNIFVLDR JW0120 ECK0123 gcd glucose dehydrogenase 45 517.7845 2 1033.554447 -0.0011 43.68 K R 0
8461 TGNIFVLDRR JW0120 ECK0123 gcd glucose dehydrogenase 53 397.5594 3 1189.65637 -0.0005 38.08 K N 0
8462 TGNMMQPQLADKIR JW4215 ECK4251 valS valyl-tRNA synthetase 35 534.9407 3 1601.80027 -0.0014 34.31 R K 0
8463 TGNTDSLALQNIGLETDSR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 29 1002.9963 2 2003.978047 0.0022 47.26 R G 0
8464 TGPEAILELEHMGLPFSR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 102 999.012 2 1996.009447 0.0007 62.79 K L 0
8465 TGPEAILELEHMGLPFSRLDDGR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 61 851.764 3 2552.27017 0.0010 63.30 K I 0
8466 TGQAVELFNQLPQELNDAQRR JW3116 ECK3135 yraM conserved protein 49 809.7501 3 2426.22847 -0.0017 54.20 K E 0
8467 TGQFDIIR JW3578 ECK3593 lldP L-lactate permease 57 475.2584 2 948.502247 -0.0007 38.31 K S 0
8468 TGQVGWELQR JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 66 587.304 2 1172.593447 -0.0004 36.53 K A 0
8469 TGSAALDLAYVAAGR JW2517 ECK2530 suhB inositol monophosphatase 104 718.3807 2 1434.746847 0.0003 48.25 R V 0
8470 TGSITSVQAVYVPADDLTDPSPATTFAHLDATVVLSR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 28 1272.6507 3 3814.93027 0.0037 64.99 K Q 0
8471 TGSLIMIFEVEGAAPAAAPAKQEAAAPAPAAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 103 1017.2066 3 3048.59797 0.0028 57.01 K A 0
8472 TGSLNLYVMDLASGQIR JW5100 ECK0729 tolB periplasmic protein 38 919.4782 2 1836.941847 0.0014 62.19 K Q 0
8473 TGTGVGVR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 22 373.7115 2 745.408447 0.0002 17.51 K W 0
8474 TGTLSMTIQAMLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 61 711.8752 2 1421.735847 -0.0012 59.34 K G 0
8475 TGTLTVGKPR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 68 515.3059 2 1028.597247 -0.0006 20.33 K V 0
8476 TGTTAGAGYNLVASATQGDMR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 109 1021.4837 2 2040.952847 -0.0005 44.16 K L 0
8477 TGVGVQDVLER JW2553 ECK2567 lepA GTP binding membrane protein 60 586.8169 2 1171.619247 -0.0003 39.75 K L 0
8478 TGVMADEIAQVMQENLAR JW1336 ECK1339 ydaN predicted Zn(II) transporter 87 988.483 2 1974.951447 0.0012 62.96 R R 0
8479 TGVPAYAVDEVILGQVLTAGAGQNPAR JW5453 ECK2842 yqeF predicted acyltransferase 65 889.8095 3 2666.40667 0.0040 68.19 R Q 0
8480 TGVPVVWIK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 40 499.8052 2 997.595847 -0.0001 46.31 R R 0
8481 TGVSNTLENEFKGR JW0173 ECK0177 hlpA periplasmic chaperone 13 517.9294 3 1550.76637 -0.0025 35.59 K A 0
8482 TGVVFCQYPEGVR 57.021465@C:6 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 102 756.3692 2 1510.723847 0.0001 40.12 K F 0
8483 TGVVFCQYPEGVRFGEEEDDIAR 57.021465@C:6 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 48 891.7463 3 2672.21707 -0.0006 48.71 K L 0
8484 TGVVLAPDGGILGK JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 40 648.8807 2 1295.746847 0.0021 46.70 R M 0
8485 TGWLDTVAVR JW4135 ECK4173 purA adenylosuccinate synthetase 15 559.304 2 1116.593447 0.0006 48.34 R R 0
8486 TGYAVKPIAGR JW2956 ECK2982 gss fused glutathionylspermidine amidase -!- glutathionylspermidine synthetase 25 566.8266 2 1131.638647 -0.0013 24.15 K C 0
8487 TGYLTLGGSQR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 70 576.8037 2 1151.592847 -0.0005 34.77 K V 0
8488 THAGIEQAISR JW3975 ECK4007 aceA isocitrate lyase 73 591.8146 2 1181.614647 -0.0006 23.89 R G 0
8489 THAPVDFDTAVASTITSHDAGYINK JW0886 ECK0894 pflB pyruvate formate lyase I 90 1316.1363 2 2630.258047 -0.0031 48.62 R Q 0
8490 THAPVDFDTAVASTITSHDAGYINKQLEK JW0886 ECK0894 pflB pyruvate formate lyase I 70 783.1419 4 3128.538494 -0.0029 50.60 R I 0
8491 THATEVTVLEGK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 81 642.8434 2 1283.672247 0.0001 26.43 K T 0
8492 THDAIDGKPFSGAVPFGSAK JW3193 ECK3213 nanT sialic acid transporter 94 1001.5047 2 2000.994847 -0.0007 39.83 R N 0
8493 THGLNPNNLNK JW1693 ECK1701 ydiA conserved protein 39 611.321 2 1220.627447 0.0014 20.54 R Y 0
8494 THGQPATPSTIGK JW1117 ECK1117 purB adenylosuccinate lyase 14 647.8415 2 1293.668447 0.0008 19.29 R E 0
8495 THGSALFTR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 15 495.2616 2 988.508647 -0.0003 24.15 R G 0
8496 THGVDTDYPLDHEFITGGEYR JW5625 ECK3691 gyrB DNA gyrase, subunit B 51 808.0358 3 2421.08557 -0.0017 45.34 R R 0
8497 THGVDTDYPLDHEFITGGEYRR JW5625 ECK3691 gyrB DNA gyrase, subunit B 57 645.305 4 2577.190894 0.0024 42.07 R I 0
8498 THIAVMGMER JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 39 572.7829 2 1143.551247 -0.0016 31.32 K I 0
8499 THIRIEK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 23 448.7691 2 895.523647 -0.0002 17.26 M G 0
8500 THNQGVFDVYTPDILR JW0886 ECK0894 pflB pyruvate formate lyase I 81 937.9738 2 1873.933047 0.0008 51.52 K C 0
8501 THSEVLEAVK JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 51 556.8008 2 1111.587047 -0.0003 23.67 R V 0
8502 THVDVSDATLTALK JW0328 ECK0334 codA cytosine deaminase 45 735.8935 2 1469.772447 -0.0001 37.72 R A 0
8503 TIADKQADTNQEQAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 29 830.9112 2 1659.807847 0.0015 17.07 K T 0
8504 TIADKQADTNQEQAKTEDAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 53 735.693 3 2204.05717 0.0016 18.61 K R 0
8505 TIAELVEQFNLPIEK JW0190 ECK0194 proS prolyl-tRNA synthetase 61 872.4809 2 1742.947247 0.0019 66.37 K T 0
8506 TIAGEIGSSTMPHK JW1117 ECK1117 purB adenylosuccinate lyase 67 714.861 2 1427.707447 -0.0004 30.89 K V 0
8507 TIAGNIEELENISR JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 37 779.9069 2 1557.799247 -0.0005 53.72 K L 0
8508 TIALELQQLK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 60 578.85 2 1155.685447 -0.0008 45.66 M K 0
8509 TIALELQQLKK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 49 642.8978 2 1283.781047 -0.0002 39.89 M T 0
8510 TIAMGSSDGLR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 26 554.2767 2 1106.538847 0.0000 30.84 R R 0
8511 TIAMGSSDGLRR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 22 421.8871 3 1262.63947 -0.0005 24.97 R G 0
8512 TIAQLEKGER JW5146 ECK1019 ycdW 2-ketoacid reductase 56 572.8191 2 1143.623647 -0.0011 23.83 R V 0
8513 TIDKLAELQER JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 52 658.3644 2 1314.714247 0.0000 32.26 K F 0
8514 TIDQLCR 57.021465@C:6 JW0454 ECK0459 kefA fused mechanosensitive channel proteins 21 453.2286 2 904.442647 -0.0011 21.47 R E 0
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8515 TIELEQNEIR JW5304 ECK1857 yebA predicted peptidase 10 622.8289 2 1243.643247 0.0025 35.11 K S 0
8516 TIFGEAASR JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 61 476.2483 2 950.482047 0.0000 30.76 K V 0
8517 TIGIEAR JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 35 380.2215 2 758.428447 -0.0001 25.51 K K 0
8518 TIIGFGSPNK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 46 517.2872 2 1032.559847 -0.0006 35.63 K A 0
8519 TIIRDEPELDTQLRPK JW3980 ECK4012 yjbB predicted transporter 48 642.0214 3 1923.04237 -0.0002 35.43 K H 0
8520 TILNLVNAGNSASGLATSGK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 96 944.5116 2 1887.008647 0.0026 48.79 K G 0
8521 TILSQMK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 11 410.7331 2 819.451647 -0.0008 29.68 R K 0
8522 TILVPIDISDSELTQR JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 115 900.4912 2 1798.967847 0.0002 57.54 R V 0
8523 TINDYGALTPK JW4279 ECK4307 fimC chaperone, periplasmic 38 596.8137 2 1191.612847 -0.0008 34.76 R M 0
8524 TINNAPDNR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 14 507.7511 2 1013.487647 -0.0013 17.10 R S 0
8525 TINTLNDTGSMEAVCFLTELHVK 57.021465@C:15 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 44 865.0923 3 2592.25507 -0.0013 62.75 K G 0
8526 TIPVPMVVGHEYVGEVVGIGQEVK JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 29 846.1206 3 2535.33997 -0.0007 59.31 K G 0
8527 TIQDLPGKWQAQTSFSAEQLTGEK JW2504 ECK2516 yfhM conserved protein 58 888.4491 3 2662.32547 0.0018 49.28 R A 0
8528 TIQLLEGELPSPINPPSGCVFR 57.021465@C:19 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 27 1212.6337 2 2423.252847 0.0010 60.50 K T 0
8529 TIQQGFEAAK JW3116 ECK3135 yraM conserved protein 61 546.7874 2 1091.560247 -0.0008 26.76 R N 0
8530 TIQVLQR JW2573 ECK2590 clpB protein disaggregation chaperone 42 429.2636 2 856.512647 -0.0003 28.35 R R 0
8531 TIQVSMVQGDIPQSLKWDEGQLLNTLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 94 1014.5375 3 3040.59067 0.0003 64.96 K I 0
8532 TISANDLENAR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 71 602.3017 2 1202.588847 -0.0003 32.59 R S 0
8533 TISGTGLGLAIVQR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 48 693.4102 2 1384.805847 0.0021 47.09 R I 0
8534 TITIAELR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 39 458.7764 2 915.538247 -0.0007 39.36 K D 0
8535 TITIAELRDEKGELLVPER JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 41 728.074 3 2181.20017 -0.0002 47.15 K K 0
8536 TIVDVLDATTTLYNAK JW5503 ECK3026 tolC transport channel 57 579.981 3 1736.92117 0.0015 62.09 R Q 0
8537 TIVDVLDATTTLYNAKQELANAR JW5503 ECK3026 tolC transport channel 28 840.7817 3 2519.32327 0.0001 63.60 R Y 0
8538 TIVMAGSVTDNFSTR JW0120 ECK0123 gcd glucose dehydrogenase 52 799.8948 2 1597.775047 -0.0019 42.80 K E 0
8539 TIVSDGKPQTDNDTGMISYK JW5448 ECK2805 ygdI predicted protein 78 1085.5221 2 2169.029647 0.0036 33.80 R D 0
8540 TIVVYGTR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 37 454.7635 2 907.512447 -0.0003 30.15 K - 0
8541 TIYQIEMMPEKVDNVQQTLDALR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 73 912.4638 3 2734.36957 0.0028 59.22 R S 0
8542 TKDQFVQPVVK JW1728 ECK1737 osmE DNA-binding transcriptional regulator 34 430.2467 3 1287.71827 -0.0003 26.89 R D 0
8543 TKESYKVPYGAVLAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 42 827.463 2 1652.911447 -0.0022 33.81 R G 0
8544 TKGNPDSWADVK JW2542 ECK2556 yfhD predicted transglycosylase 14 659.3258 2 1316.637047 0.0010 25.39 K Q 0
8545 TKHAVTEASPMVK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 66 699.8737 2 1397.732847 -0.0009 19.38 R A 0
8546 TKIELDQDYIDERLPVAGK JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 56 735.0587 3 2202.15427 0.0012 44.85 K E 0
8547 TKIVAQAQAEIEAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 43 828.9495 2 1655.884447 0.0002 36.29 R K 0
8548 TKIVAQAQAEIEAERK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 90 892.9972 2 1783.979847 0.0007 33.06 R R 0
8549 TKLLAQK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 28 401.2631 2 800.511647 -0.0003 17.91 K L 0
8550 TKPASAIAEAIDAGQR JW2918 ECK2946 yggS predicted enzyme 18 533.6209 3 1597.84087 -0.0015 36.92 K Q 0
8551 TKQGMWLNADQQSR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 54 554.9379 3 1661.79187 -0.0024 29.86 R V 0
8552 TKSWTLVR JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 11 495.79 2 989.565447 -0.0004 29.96 K V 0
8553 TLAASGIK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 44 380.7318 2 759.449047 0.0000 22.59 R D 0
8554 TLADSPEIR JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 41 501.2667 2 1000.518847 -0.0001 26.99 R Q 0
8555 TLAGPLNFTLPAGQR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 76 778.4333 2 1554.852047 0.0002 53.40 K A 0
8556 TLAQDILGKTEVTYGDVTLDFGKPFEK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 28 747.1423 4 2984.540094 0.0017 65.72 R L 0
8557 TLAQEVLGTTK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 20 580.8295 2 1159.644447 -0.0003 40.60 R V 0
8558 TLAQMPINPLFISDFNR JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 89 989.0169 2 1976.019247 0.0003 64.39 K V 0
8559 TLCVVQEGFPTYGGLEGGAMER 57.021465@C:3 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 128 1186.0563 2 2370.098047 -0.0002 54.36 R L 0
8560 TLDAAAALAAANK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 70 600.8316 2 1199.648647 -0.0024 39.99 R R 0
8561 TLDAAAALAAANKR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 71 678.8831 2 1355.751647 -0.0004 36.94 R V 0
8562 TLDDDAAAGVVAQLQAEQGVEK JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 62 1114.5557 2 2227.096847 0.0001 53.19 K V 0
8563 TLDDDAAAGVVAQLQAEQGVEKVNYLSR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 119 1480.7489 2 2959.483247 -0.0053 56.90 K E 0
8564 TLDDVIEGADIFLGCSGPK 57.021465@C:15 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 59 1003.9928 2 2005.971047 0.0044 69.20 R V 0
8565 TLDEVQLTLDDKGR JW2504 ECK2516 yfhM conserved protein 72 534.9489 3 1601.82487 -0.0012 39.98 R G 0
8566 TLDEVQLTLDDKGRGEVSTESQWK JW2504 ECK2516 yfhM conserved protein 55 912.1231 3 2733.34747 0.0017 43.59 R E 0
8567 TLDLGCGNGR 57.021465@C:6 JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 62 531.7533 2 1061.492047 -0.0004 25.60 K N 0
8568 TLDNLASR JW3927 ECK3946 yijP conserved inner membrane protein 37 445.2402 2 888.465847 -0.0007 25.46 K M 0
8569 TLDSIVR JW2132 ECK2137 sanA predicted protein 51 402.2346 2 802.454647 -0.0001 29.05 R T 0
8570 TLDTIKGEGWAAIVADLR JW2497 ECK2509 yfgM conserved protein 56 643.6865 3 1928.03767 0.0009 60.29 K G 0
8571 TLEFLGHK JW1865 ECK1877 argS arginyl-tRNA synthetase 35 472.763 2 943.511447 -0.0012 33.43 R V 0
8572 TLESILMAAGYK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 51 648.8472 2 1295.679847 0.0004 57.27 R V 0
8573 TLESSAVVIGQR JW2018 ECK2027 wbbJ predicted acyl transferase 62 630.3525 2 1258.690447 0.0023 34.10 R V 0
8574 TLFEPGEMVR JW3945 ECK3973 nusG transcription termination factor 44 589.7969 2 1177.579247 -0.0009 42.96 K V 0
8575 TLFLGYSVAGQR JW2363 ECK2362 dsdA D-serine ammonia-lyase 62 656.3571 2 1310.699647 0.0014 46.91 R L 0
8576 TLGADALEPK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 11 507.7772 2 1013.539847 0.0006 32.50 R R 0
8577 TLGGDLGAAIK JW0622 ECK0620 tatE TatABCE protein translocation system subunit 24 508.293 2 1014.571447 0.0005 39.76 R G 0
8578 TLGMYNSGR JW2479 ECK2490 yfgC predicted peptidase 47 499.7396 2 997.464647 -0.0004 25.78 R N 0
8579 TLGNLTAEQLTVAPGHVVVNDLQTLK JW2542 ECK2556 yfhD predicted transglycosylase 51 911.1704 3 2730.48937 -0.0021 55.82 R E 0
8580 TLGSGVIMDQR JW3204 ECK3224 degS serine endoprotease, periplasmic 40 588.8062 2 1175.597847 0.0010 35.03 R G 0
8581 TLIDELNLLR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 83 600.3533 2 1198.692047 0.0000 62.67 K E 0
8582 TLIETGHPK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 53 498.2794 2 994.544247 -0.0004 20.33 K R 0
8583 TLILDDAAIAGLEYTLPK JW3630 ECK3645 yicH conserved protein 62 639.6914 3 1916.05237 0.0017 66.20 K N 0
8584 TLILNNLEFDHADIFDDLK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 102 1123.5712 2 2245.127847 0.0012 64.75 R A 0
8585 TLIVDGYRGELLVDPEPVLLQEYQR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 65 972.5231 3 2914.54747 0.0034 62.34 R L 0
8586 TLIVPPDAPMRPK JW5531 ECK3150 deaD ATP-dependent RNA helicase 51 717.9097 2 1433.804847 -0.0016 35.87 R R 0
8587 TLLAETLAR JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 68 494.2953 2 986.576047 0.0001 39.80 K L 0
8588 TLLGAAAR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 20 386.7375 2 771.460447 0.0001 27.88 K K 0
8589 TLLIIDANLGQAR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 82 699.4093 2 1396.804047 0.0002 52.13 K A 0
8590 TLLNDKGYQEVITYSFVDPK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 32 777.4025 3 2329.18567 0.0015 54.00 K V 0
8591 TLLNEKAGA JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 15 458.7584 2 915.502247 -0.0003 25.78 K - 0
8592 TLLPSSIEALAR JW0749 ECK0755 ybhA predicted hydrolase 19 635.872 2 1269.729447 0.0001 51.92 K A 0
8593 TLNAEIVFVMSQGTDTPEQLKER JW2294 ECK2291 pta phosphate acetyltransferase 78 869.4423 3 2605.30507 -0.0006 58.25 K I 0
8594 TLNAYMDKEGYSK JW5625 ECK3691 gyrB DNA gyrase, subunit B 68 760.3585 2 1518.702447 0.0001 29.17 R K 0
8595 TLNAYMDKEGYSKK JW5625 ECK3691 gyrB DNA gyrase, subunit B 41 549.9387 3 1646.79427 -0.0031 25.45 R A 0
8596 TLNDAVEVK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 65 494.7689 2 987.523247 -0.0005 27.62 R H 0
8597 TLPNFPIEGR JW2184 ECK2188 ccmF heme lyase, CcmF subunit 13 572.3113 2 1142.608047 -0.0003 40.49 R D 0
8598 TLPPEVMANIEAK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 15 706.8763 2 1411.738047 0.0000 45.30 R Y 0
8599 TLPSGHPK JW0230 ECK0241 crl DNA-binding transcriptional regulator 16 418.7351 2 835.455647 0.0004 16.31 M S 0
8600 TLPTTMEFVDIAGLVK JW1194 ECK1191 ychF predicted GTP-binding protein 53 867.9716 2 1733.928647 0.0013 65.12 R G 0
8601 TLPVNGVSDALVSEGNLLSR JW5832 ECK1954 yedQ predicted diguanylate cyclase 69 1021.0495 2 2040.084447 -0.0005 58.49 R E 0
8602 TLPWPMLDPR JW2516 ECK2529 yfhQ predicted methyltransferase 12 613.3236 2 1224.632647 0.0002 56.08 R E 0
8603 TLQEEKITAK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 41 580.8296 2 1159.644647 -0.0002 20.57 K S 0
8604 TLQGHVSSIGR JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 80 577.8173 2 1153.620047 -0.0003 22.56 K A 0
8605 TLQLLAAGAR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 31 507.3086 2 1012.602647 -0.0002 39.15 R E 0
8606 TLQPGLSLVVPFMDR JW0478 ECK0483 ybbK predicted protease, membrane anchored 50 836.959 2 1671.903447 0.0017 64.07 K I 0
8607 TLQPVSGSEIDLQLR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 42 828.4517 2 1654.888847 0.0000 47.71 R C 0
8608 TLQSDAGQLVGGHYEVSGHSIR JW0938 ECK0946 ycbZ predicted peptidase 102 1156.0756 2 2310.136647 0.0015 40.25 R L 0
8609 TLQYGEALDDLLTAIK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 40 882.4756 2 1762.936647 0.0015 70.19 R N 0
8610 TLQYGEALDDLLTAIKNK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 38 1003.5434 2 2005.072247 -0.0008 66.53 R Q 0
8611 TLSDQACQEMDSK 57.021465@C:7 JW2903 ECK2931 yggG predicted peptidase 76 756.8197 2 1511.624847 0.0016 28.52 K A 0
8612 TLSPYLQEVAK JW5873 ECK4366 prfC peptide chain release factor RF-3 56 624.8452 2 1247.675847 -0.0003 40.93 M R 0
8613 TLSQDFAR JW0931 ECK0939 ycbY predicted methyltransferase 15 469.2392 2 936.463847 -0.0026 30.20 K N 0
8614 TLSVAIGDK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 23 452.261 2 902.507447 0.0001 32.34 K V 0
8615 TLTASSSSR JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 25 455.2353 2 908.456047 -0.0003 16.36 M A 0
8616 TLTDKLTNIDNTWNQR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 24 966.9923 2 1931.970047 -0.0001 45.62 K T 0
8617 TLTISDNGVGMTRDEVIDHLGTIAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 65 886.1252 3 2655.35377 0.0001 52.83 R S 0
8618 TLTKAVAEAYYASR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 12 515.2761 3 1542.80647 0.0023 65.93 R E 0
8619 TLTLKPTSLK JW4180 ECK4217 ytfN conserved protein 19 367.9006 3 1100.67997 -0.0006 30.17 K G 0
8620 TLTLLGENTEEGR JW1264 ECK1266 sohB predicted inner membrane peptidase 80 716.868 2 1431.721447 0.0010 40.77 R E 0
8621 TLTLLGENTEEGREK JW1264 ECK1266 sohB predicted inner membrane peptidase 48 563.96 3 1688.85817 0.0001 35.21 R F 0
8622 TLTLSGMLAEAIR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 27 688.3849 2 1374.755247 0.0011 63.43 R R 0
8623 TLTNGCICCSR 57.021465@C:6,57.021465@C:8,57.021465@C:9 JW5790 ECK4342 yjiA predicted GTPase 57 671.2888 2 1340.563047 -0.0004 26.07 K S 0
8624 TLTQTLNEK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 38 524.2876 2 1046.560647 -0.0002 25.71 K S 0
8625 TLVAEPSVFLLDEPLSNLDAALR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 93 828.4521 3 2482.33447 0.0025 74.77 R V 0
8626 TLVGSEYNTR JW0740 ECK0746 galK galactokinase 38 570.288 2 1138.561447 -0.0004 24.21 R R 0
8627 TLVLNNNGK JW2176 ECK2182 yejM predicted hydrolase, inner membrane 23 486.7765 2 971.538447 -0.0014 23.85 K Y 0
8628 TLVLVIGESTQR JW3927 ECK3946 yijP conserved inner membrane protein 16 658.3829 2 1314.751247 0.0006 46.51 R G 0
8629 TLVTNSYIEGDVDIVSGR JW0755 ECK0761 ybhC predicted pectinesterase 68 969.496 2 1936.977447 0.0033 51.66 R G 0
8630 TLVTSIANSAPGR JW2273 ECK2272 nuoL NADH:ubiquinone oxidoreductase, membrane subunit L 30 643.8557 2 1285.696847 -0.0021 38.22 R L 0
8631 TLVWCDNEWGFANR 57.021465@C:5 JW2894 ECK2923 epd D-erythrose 4-phosphate dehydrogenase 39 884.3996 2 1766.784647 0.0012 56.45 K M 0
8632 TLWNTDTDR JW4218 ECK4254 yjgP conserved inner membrane protein 47 561.2642 2 1120.513847 -0.0011 32.13 R A 0
8633 TLYDLLDVR JW2947 ECK2975 glcC DNA-binding transcriptional dual regulator, glycolate-binding 44 554.3057 2 1106.596847 -0.0004 56.54 R A 0
8634 TLYMQGSLKF JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 43 594.3102 2 1186.605847 0.0003 48.06 R - 0
8635 TLYYQNTR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 45 529.7663 2 1057.518047 -0.0011 25.42 K D 0
8636 TMACGIAGLSVAADSLSAIK 57.021465@C:4 JW0886 ECK0894 pflB pyruvate formate lyase I 103 968.4977 2 1934.980847 0.0003 58.82 R Y 0
8637 TMAPLTR JW1018 ECK1021 ycdY conserved protein 24 395.218 2 788.421447 0.0000 24.16 R D 0
8638 TMAQLFR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 30 433.7311 2 865.447647 -0.0003 37.83 K D 0
8639 TMEYGNAR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 13 471.2101 2 940.405647 -0.0016 20.75 R D 0
8640 TMFIGGLQGAK JW0861 ECK0868 ybjX conserved protein 63 561.8024 2 1121.590247 0.0001 40.94 R W 0
8641 TMIPGVPQIDAESYILIDYNSGK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 44 1262.6389 2 2523.263247 0.0067 65.40 K V 0
8642 TMLDTMNHGGR JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 69 616.7782 2 1231.541847 -0.0018 26.93 R I 0
8643 TMLELLETPPAGEVVTG JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 20 878.9569 2 1755.899247 0.0029 63.96 R - 0
8644 TMLYAINGGVDEK JW0886 ECK0894 pflB pyruvate formate lyase I 14 705.8502 2 1409.685847 -0.0002 42.22 K L 0
8645 TMLYAINGGVDEKLK JW0886 ECK0894 pflB pyruvate formate lyase I 17 551.2952 3 1650.86377 -0.0012 40.77 K M 0
8646 TMNLGTVSEER JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 14 618.7978 2 1235.581047 -0.0004 32.70 R R 0
8647 TMNLGTVSEERR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 31 696.8484 2 1391.682247 -0.0005 28.22 R S 0
8648 TMPEYCGVISK 57.021465@C:6 JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 17 642.8014 2 1283.588247 -0.0008 35.40 R S 0
8649 TMPGVNLTGNSTSGQR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 72 810.3938 2 1618.773047 -0.0002 33.72 R G 0
8650 TMTVISEQVIKDQGATNLTDALK JW0790 ECK0794 fiu predicted iron outer membrane transporter 75 826.1045 3 2475.29167 0.0027 50.64 R N 0
8651 TMVDILYR JW3193 ECK3213 nanT sialic acid transporter 22 505.7699 2 1009.525247 -0.0014 45.47 R G 0
8652 TNADLEK JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 13 395.7009 2 789.387247 0.0004 16.34 R M 0
8653 TNAVDVVLMDMSMPGIGGLEATR JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 24 1189.0805 2 2376.146447 -0.0022 72.64 R K 0
8654 TNAVDVVLMDMSMPGIGGLEATRK JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 35 835.7568 3 2504.24857 0.0049 66.05 R I 0
8655 TNDDFFEMMK JW3756 ECK3775 rho transcription termination factor 50 639.2625 2 1276.510447 0.0001 54.12 K R 0
8656 TNELKADEER JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 66 602.794 2 1203.573447 0.0003 18.57 R V 0
8657 TNELKADEERVK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 56 477.9191 3 1430.73547 -0.0009 20.87 R G 0
8658 TNEQIELLEALLDQQK JW1814 ECK1823 yebO predicted protein 80 943.0011 2 1883.987647 0.0037 65.91 R R 0
8659 TNEQIELLEALLDQQKR JW1814 ECK1823 yebO predicted protein 96 1021.0509 2 2040.087247 0.0022 61.19 R Q 0
8660 TNESFQHVTCR 57.021465@C:10 JW0120 ECK0123 gcd glucose dehydrogenase 44 460.2096 3 1377.60697 -0.0026 22.51 K G 0
8661 TNEVVWK JW0120 ECK0123 gcd glucose dehydrogenase 47 438.2348 2 874.455047 0.0002 27.60 K K 0
8662 TNFSLTGPLGDEFSFR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 76 894.4313 2 1786.848047 -0.0044 61.25 R L 0
8663 TNGGALIK JW3662 ECK3677 yidE predicted transporter 51 387.2292 2 772.443847 -0.0004 21.08 R T 0
8664 TNGSLNAAEATETLR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 122 774.3865 2 1546.758447 -0.0002 34.24 R N 0
8665 TNIIQAQTR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 62 522.7935 2 1043.572447 0.0002 24.31 R V 0
8666 TNISTIFIR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 57 532.8086 2 1063.602647 0.0000 46.19 R T 0
8667 TNKGSEWENLSAPAK JW3142 ECK3164 secG preprotein translocase membrane subunit 10 544.6048 3 1630.79257 -0.0025 27.88 K T 0
8668 TNLDYTR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 43 441.7194 2 881.424247 0.0000 22.38 K I 0
8669 TNLIGAVAR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 65 457.7742 2 913.533847 -0.0007 32.88 R V 0
8670 TNLQEAQPLGNGK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 105 685.3572 2 1368.699847 0.0002 26.88 R K 0
8671 TNLTEVQVAR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 63 565.8117 2 1129.608847 -0.0002 29.24 K F 0
8672 TNLTPDKLGVVALDPDALSISGLHNYVK JW5760 ECK4255 yjgQ conserved inner membrane protein 41 738.4029 4 2949.582494 0.0014 59.39 K Y 0
8673 TNNLMADPEGSFFSVEGGEIR 15.994915@M:5 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 103 1143.5202 2 2285.025847 -0.0012 53.04 K A 0
8674 TNNPEQLEK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 35 536.767 2 1071.519447 -0.0002 20.02 K V 0
8675 TNPAELLYAEDFAEMSLIEGR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 83 1185.0707 2 2368.126847 0.0012 71.24 R R 0
8676 TNPAELLYAEDFAEMSLIEGRR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 35 842.4174 3 2524.23037 0.0038 66.32 R G 0
8677 TNPLLTPFELPPFSK JW3465 ECK3483 prlC oligopeptidase A 29 850.9665 2 1699.918447 0.0000 65.33 M I 0
8678 TNSPFLPFDCSQIIWNDAR 57.021465@C:10 JW3361 ECK3385 yrfF predicted inner membrane protein 87 1141.039 2 2280.063447 0.0000 64.11 K S 0
8679 TNTPITSGGSDDSLEASHISDLFLR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 50 878.428 3 2632.26217 0.0005 57.22 R Q 0
8680 TNTVSTAEVGAR JW0903 ECK0911 ycbC conserved inner membrane protein 28 603.3104 2 1204.606247 0.0016 22.51 K V 0
8681 TNVDLQIR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 76 479.7688 2 957.523047 -0.0012 31.23 K I 0
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8682 TNVFNEQVR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 58 553.783 2 1105.551447 -0.0001 31.10 K Y 0
8683 TNYDAYYSPGSPLLDTR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 114 966.952 2 1931.889447 -0.0006 46.94 R K 0
8684 TNYDAYYSPGSPLLDTRK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 44 687.6689 3 2059.98487 -0.0002 42.97 R L 0
8685 TPAAEITPR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 58 478.2635 2 954.512447 -0.0009 23.00 K V 0
8686 TPAIPYEDLSVAR JW1178 ECK1177 dadA D-amino acid dehydrogenase 26 716.3776 2 1430.740647 0.0002 46.80 R Y 0
8687 TPAPDWLAGYWQTK JW1913 ECK1927 yedD predicted protein 71 817.4044 2 1632.794247 0.0006 57.09 K G 0
8688 TPASFEPSIDYVVTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 48 827.4224 2 1652.830247 0.0004 49.01 R I 0
8689 TPASFEPSIDYVVTKIPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 52 1010.5409 2 2019.067247 -0.0004 54.89 R F 0
8690 TPAVIKK JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 17 378.7524 2 755.490247 -0.0002 16.88 R A 0
8691 TPDTELFLLPGMANR JW4220 ECK4256 yjgR predicted ATPase 86 837.9301 2 1673.845647 0.0010 59.92 R H 0
8692 TPDVLLSDIR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 70 564.8163 2 1127.618047 -0.0006 45.55 K M 0
8693 TPEAALNFMR JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 67 575.289 2 1148.563447 -0.0012 44.50 K E 0
8694 TPEEPVKR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 38 478.2635 2 954.512447 -0.0009 16.52 R D 0
8695 TPEGYASGSLGPTTAGR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 45 811.3946 2 1620.774647 0.0004 30.95 K M 0
8696 TPELMQK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 29 423.7229 2 845.431247 -0.0005 19.49 R T 0
8697 TPEQLTPEQR JW3904 ECK3925 ftsN essential cell division protein 74 599.8068 2 1197.599047 0.0000 23.64 K Q 0
8698 TPETHPLTWR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 37 619.319 2 1236.623447 -0.0017 29.82 R L 0
8699 TPEYDELFSGDPIWATESIGGMGLDGR JW0886 ECK0894 pflB pyruvate formate lyase I 106 1457.1656 2 2912.316647 -0.0006 70.46 R T 0
8700 TPGGAPSTSEEVLEELALDYPLPK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 89 1257.1363 2 2512.258047 -0.0004 67.29 K V 0
8701 TPGHPEVGYTAGVETTTGPLGQGIANAVGMAIAEK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 55 1132.2348 3 3393.68257 -0.0048 62.97 K T 0
8702 TPGNIAAIRPMK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 46 634.8605 2 1267.706447 -0.0007 30.55 R D 0
8703 TPGRDSEVASSIEK JW1613 ECK1616 malX fused maltose and glucose-specific PTS enzyme IIBC components 30 492.583 3 1474.72717 0.0008 23.34 K A 0
8704 TPGREDATEDAK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 13 645.3025 2 1288.590447 0.0010 16.05 K A 0
8705 TPIGCFR 57.021465@C:5 JW5453 ECK2842 yqeF predicted acyltransferase 35 425.7155 2 849.416447 -0.0002 28.97 R G 0
8706 TPIISESYSPDESPSSDAK JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 27 1005.464 2 2008.913447 0.0021 36.49 R N 0
8707 TPITNLITQTEIALSQSR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 35 662.7 3 1985.07817 -0.0012 70.04 R S 0
8708 TPKPIAQALAEGK JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 63 662.385 2 1322.755447 -0.0003 30.36 R S 0
8709 TPLAVLR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 37 385.25 2 768.485447 -0.0003 32.81 R G 0
8710 TPLIISGPAEDSSEMYKR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 69 665.335 3 1992.98317 0.0006 40.10 R V 0
8711 TPLNGIVGLSR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 65 563.8326 2 1125.650647 0.0001 43.63 R I 0
8712 TPLTPKDEVK JW2504 ECK2516 yfhM conserved protein 20 376.5482 3 1126.62277 -0.0007 21.64 K F 0
8713 TPLYGIIGNLDLLQTK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 24 880.0041 2 1757.993647 0.0009 66.82 R E 0
8714 TPMAESIAR JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 56 488.2506 2 974.486647 0.0011 23.53 R Q 0
8715 TPNPGNTMSEQLGDK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 28 794.8682 2 1587.721847 0.0019 31.98 R - 0
8716 TPNQAQYIANILDHDITFGVGPAGTGK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 69 933.476 3 2797.40617 0.0027 64.39 R T 0
8717 TPPAAVLLK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 25 455.292 2 908.569447 0.0000 36.97 K K 0
8718 TPPGAGDEIQLTDAIDMLIEKETVEAYHMK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 60 829.6595 4 3314.608894 0.0041 69.01 K G 0
8719 TPQTIGEELLDYR JW0907 ECK0915 mukB fused chromosome partitioning proteins 82 767.8911 2 1533.767647 0.0002 54.30 R N 0
8720 TPSFAHLQQIPAAIR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 35 550.6415 3 1648.90267 -0.0022 44.78 R G 0
8721 TPSMEQAIGLLSGGNQQK JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 66 929.9699 2 1857.925247 -0.0001 55.46 K V 0
8722 TPTISDEVK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 25 495.2612 2 988.507847 0.0002 27.96 R Q 0
8723 TPTISDEVKQEMLAVATR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 95 995.0197 2 1988.024847 0.0000 57.21 R E 0
8724 TPTSATR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 21 367.1954 2 732.376247 -0.0003 13.70 K - 0
8725 TPYLYFVADGK JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 61 637.327 2 1272.639447 0.0005 49.39 K G 0
8726 TQANLSETLFKPR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 71 752.9098 2 1503.805047 0.0005 37.97 M F 0
8727 TQDATHGNSLSHR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 36 712.3381 2 1422.661647 0.0017 14.81 R V 0
8728 TQEVVAQEQK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 25 580.302 2 1158.589447 0.0014 18.65 R D 0
8729 TQEVVAQEQKDLR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 70 772.4074 2 1542.800247 0.0002 23.78 R I 0
8730 TQFTGDTASLLVENGR JW2462 ECK2473 nlpB lipoprotein 99 854.9289 2 1707.843247 0.0005 44.10 R G 0
8731 TQGLGPANPIASNSTAEGK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 36 906.9592 2 1811.903847 0.0026 32.39 R A 0
8732 TQGNWGEVVLTR JW3809 ECK3826 rmuC predicted recombination limiting protein 68 680.3541 2 1358.693647 -0.0005 42.60 K V 0
8733 TQGVELEIR JW1633 ECK1637 slyB outer membrane lipoprotein 38 522.7879 2 1043.561247 0.0002 33.88 K K 0
8734 TQGVELEIRKDDGNTIMVVQK JW1633 ECK1637 slyB outer membrane lipoprotein 40 791.7533 3 2372.23807 0.0011 39.84 K Q 0
8735 TQIFIIR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 46 445.7766 2 889.538647 0.0001 42.00 R D 0
8736 TQIGSLSGGNQQK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 75 659.3413 2 1316.668047 -0.0004 23.92 R V 0
8737 TQLDSAGYR JW1100 ECK1100 mfd transcription-repair coupling factor 52 505.7486 2 1009.482647 -0.0002 23.04 R H 0
8738 TQLENTEIQWLEAQR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 85 929.9697 2 1857.924847 0.0029 52.59 R R 0
8739 TQLENTEIQWLEAQRR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 26 672.3485 3 2014.02367 0.0006 47.55 R Q 0
8740 TQLIDVIAEKAELSK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 14 553.3163 3 1656.92707 -0.0026 51.03 K T 0
8741 TQLINLFEVADGKR JW5930 ECK3857 yihA GTP-binding protein 45 535.2982 3 1602.87277 -0.0001 53.56 R L 0
8742 TQLNEAEANVTVAK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 53 744.3885 2 1486.762447 -0.0001 31.18 R A 0
8743 TQLPSGSELSLYDIAPVTPGVAVDLSHIPTAVK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 114 1125.9406 3 3374.79997 0.0028 65.29 K I 0
8744 TQLQDAVPMTLGQEFR JW4099 ECK4133 aspA aspartate ammonia-lyase 73 917.4614 2 1832.908247 -0.0008 54.15 R A 0
8745 TQMSAAHTPEQITR JW3592 ECK3607 kbl glycine C-acetyltransferase 25 524.26 3 1569.75817 0.0012 23.77 R A 0
8746 TQPAMPANMELTDGGQR JW1200 ECK1197 lolB chaperone for lipoproteins 33 908.9191 2 1815.823647 -0.0007 38.72 K I 0
8747 TQPMPGKPAEDAENELDIR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 45 704.3405 3 2109.99967 -0.0004 38.81 M G 0
8748 TQQEIPNAETMK JW3808 ECK3825 udp uridine phosphorylase 38 695.339 2 1388.663447 0.0029 29.59 R Q 0
8749 TQQESLQK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 27 481.2512 2 960.487847 0.0002 16.30 R A 0
8750 TQQIEELQK JW3975 ECK4007 aceA isocitrate lyase 55 558.798 2 1115.581447 -0.0008 24.53 R E 0
8751 TQSDEQTATQWINWLGR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 107 1017.4884 2 2032.962247 0.0019 60.96 R Y 0
8752 TQTLSQLENSGAFIER JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 117 897.455 2 1792.895447 0.0000 47.07 M H 0
8753 TQTSGVQIR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 70 495.2718 2 988.529047 -0.0011 20.72 R T 0
8754 TQTYNADAIEVLTGLEPVR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 128 1045.5407 2 2089.066847 -0.0023 62.08 M R 0
8755 TQTYNADAIEVLTGLEPVRR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 32 749.3973 3 2245.17007 -0.0001 56.47 M R 0
8756 TQVMTMGGMVEQQLSDAITAMHNQDSDLAK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 71 1084.167 3 3249.47917 0.0017 69.78 R R 0
8757 TQVMTMGGMVEQQLSDAITAMHNQDSDLAKR JW3702 ECK3717 phoU DNA-binding transcriptional regulator 25 852.4024 4 3405.580494 0.0020 68.44 R V 0
8758 TQVVVLGAGPAGYSAAFR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 131 882.4753 2 1762.936047 -0.0005 50.22 K C 0
8759 TRCPIAGPECAK 57.021465@C:3,57.021465@C:10 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 69 680.329 2 1358.643447 -0.0001 20.43 R T 0
8760 TRDAINNVEAYFEQHPALLK JW3460 ECK3478 pitA phosphate transporter, low-affinity 73 777.0691 3 2328.18547 -0.0007 54.81 R Q 0
8761 TRDNEIVAK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 29 523.2851 2 1044.555647 -0.0007 17.01 R L 0
8762 TRELEKLENSLGGIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 77 843.9731 2 1685.931647 0.0006 41.46 R D 0
8763 TRFVAEETR JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 45 554.7911 2 1107.567647 0.0004 15.46 K N 0
8764 TRGAAGTQYDDSNMGQNK JW5503 ECK3026 tolC transport channel 104 957.4248 2 1912.835047 0.0017 20.02 K V 0
8765 TRHTGLETQAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 36 635.3367 2 1268.658847 0.0003 16.07 K Y 0
8766 TRIKTLTHDTR JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 11 671.3852 2 1340.755847 0.0034 33.70 R V 0
8767 TRLEATLEAR JW2288 ECK2285 yfbR deoxyribonucleoside 5'-monophosphatase 52 580.3249 2 1158.635247 -0.0004 27.25 K R 0
8768 TRLEIATVPLDSGARPTLGEPSR JW1795 ECK1804 yeaY predicted lipoprotein 35 812.7783 3 2435.31307 0.0000 43.20 K G 0
8769 TRPDLSEIFDDSSK JW2294 ECK2291 pta phosphate acetyltransferase 68 805.3882 2 1608.761847 -0.0013 45.95 R A 0
8770 TRPDLSEIFDDSSKAK JW2294 ECK2291 pta phosphate acetyltransferase 44 603.6392 3 1807.89577 0.0008 41.26 R V 0
8771 TRPEGVPSRY JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 16 581.3052 2 1160.595847 0.0021 21.08 K - 0
8772 TRPVLEGSFR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 46 581.3221 2 1160.629647 -0.0006 28.45 K H 0
8773 TSAEALQQAIDDNFWQAEYR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 110 1178.5452 2 2355.075847 -0.0009 60.14 K D 0
8774 TSAPIISR JW5062 ECK0451 ylaB conserved inner membrane protein 44 422.7472 2 843.479847 -0.0015 24.28 K Y 0
8775 TSASQYALFVEDEWR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 61 901.4227 2 1800.830847 -0.0011 56.32 K I 0
8776 TSAVNWCPNDQTVLANEQVIDGCCWR 57.021465@C:7,57.021465@C:23,57.021465@C:24 JW0637 ECK0635 leuS leucyl-tRNA synthetase 28 1031.7932 3 3092.35777 0.0039 55.94 K C 0
8777 TSAVVEETR JW3775 ECK3797 hemX uroporphyrinogen III methylase 80 496.2564 2 990.498247 0.0002 19.20 K E 0
8778 TSAVVEETREAVDTTSQPVATEKK JW3775 ECK3797 hemX uroporphyrinogen III methylase 51 859.4395 3 2575.29667 -0.0008 35.54 K S 0
8779 TSDIHETIIK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 58 578.8138 2 1155.613047 -0.0004 25.98 K A 0
8780 TSEGFFR JW3975 ECK4007 aceA isocitrate lyase 44 422.2035 2 842.392447 0.0002 32.32 R T 0
8781 TSGLLGEQYLALNVGFEDPELGTAILK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 77 1424.7492 2 2847.483847 -0.0066 70.77 R D 0
8782 TSGVGDVQLFGSQYAMR JW0451 ECK0456 acrB multidrug efflux system protein 128 908.438 2 1814.861447 -0.0006 51.14 R I 0
8783 TSHITVVVSDR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 65 607.3297 2 1212.644847 -0.0014 25.42 R - 0
8784 TSHTSIMAR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 29 502.2529 2 1002.491247 -0.0004 18.77 R S 0
8785 TSLGQSIAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 59 452.7584 2 903.502247 -0.0003 23.14 K A 0
8786 TSLKDTTVGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 27 539.2981 2 1076.581647 -0.0009 20.19 K A 0
8787 TSLLDYIR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 61 490.7741 2 979.533647 -0.0003 55.09 K S 0
8788 TSLPGSTGLR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 43 494.7747 2 987.534847 0.0000 30.06 R F 0
8789 TSLVIAHR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 58 448.769 2 895.523447 -0.0005 21.87 R L 0
8790 TSLVSLENVSVSFGQR JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 51 861.9546 2 1721.894647 -0.0002 55.20 M R 0
8791 TSNNADKLAAIAAPAEIFLLEDGIDGWK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 55 981.8426 3 2942.50597 0.0034 71.20 R K 0
8792 TSNNADKLAAIAAPAEIFLLEDGIDGWKK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 74 1024.5397 3 3070.59727 0.0000 68.66 R A 0
8793 TSQAAPVQAQPR JW3904 ECK3925 ftsN essential cell division protein 61 627.3335 2 1252.652447 0.0000 19.13 R Q 0
8794 TSQDADFTAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 39 542.2513 2 1082.488047 0.0001 21.63 K T 0
8795 TSQNSVYGYGVCSDPANAYSK 57.021465@C:12 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 90 1134.4985 2 2266.982447 0.0024 39.14 K Q 0
8796 TSTFLDVYIER JW0886 ECK0894 pflB pyruvate formate lyase I 52 672.3458 2 1342.677047 0.0002 53.59 R D 0
8797 TSTGLALK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 49 395.7371 2 789.459647 0.0001 24.78 R K 0
8798 TSTGLALKK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 32 459.7843 2 917.554047 -0.0005 19.58 R T 0
8799 TSYEIQNK JW3166 ECK3188 yrbK conserved protein 46 491.7451 2 981.475647 -0.0010 20.81 R Q 0
8800 TTAAMTHVEANSVE JW0327 ECK0333 codB cytosine transporter 35 730.8384 2 1459.662247 0.0010 27.81 K - 0
8801 TTASYVINGK JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 42 527.2826 2 1052.550647 0.0005 27.21 R A 0
8802 TTCSLCSR 57.021465@C:3,57.021465@C:6 JW1338 ECK1341 ydaO predicted C32 tRNA thiolase 14 492.7158 2 983.417047 0.0006 19.42 K L 0
8803 TTDELDAIFFGR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 82 692.841 2 1383.667447 0.0005 61.96 K G 0
8804 TTDVEATVNQIK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 38 659.8461 2 1317.677647 0.0001 34.56 R A 0
8805 TTDVTGTIELPEGVEMVMPGDNIK 15.994915@M:18 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 48 1281.6198 2 2561.225047 0.0011 54.66 R M JW3943
8806 TTEAPGLR JW2143 ECK2149 lysP lysine transporter 35 422.7289 2 843.443247 -0.0019 21.66 K R 0
8807 TTEAPGLRR JW2143 ECK2149 lysP lysine transporter 29 500.7802 2 999.545847 -0.0003 18.89 K E 0
8808 TTEAVMR JW5336 ECK2057 yegH fused predicted membrane proteins 20 404.2051 2 806.395647 0.0000 18.82 R L 0
8809 TTEQSWQQQTR JW3904 ECK3925 ftsN essential cell division protein 49 696.8292 2 1391.643847 0.0008 23.04 R T 0
8810 TTEYIDAMPIAASEK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 52 820.3979 2 1638.781247 0.0002 44.24 K A 0
8811 TTFADVAGCDEAKEEVAELVEYLR 57.021465@C:9 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 97 1358.1431 2 2714.271647 -0.0027 68.86 K E 0
8812 TTFADVAGCDEAKEEVAELVEYLREPSR 57.021465@C:9 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 61 1062.176 3 3183.50617 0.0033 66.41 K F 0
8813 TTGEHEVSFQVHSEVFAK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 34 677.9969 3 2030.96887 -0.0007 35.49 R V 0
8814 TTGISVSTR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 64 461.2536 2 920.492647 -0.0001 22.57 K Y 0
8815 TTGTLADGCDVSRPGNLTYEIVR 57.021465@C:9 JW3088 ECK3106 tdcB catabolic threonine dehydratase, PLP-dependent 52 832.4108 3 2494.21057 -0.0014 44.90 R E 0
8816 TTHILEVAPEAQVVAVDIDEQR JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 61 811.7593 3 2432.25607 0.0015 51.73 K L 0
8817 TTIADIEK JW0172 ECK0176 yaeT conserved protein 17 445.7449 2 889.475247 -0.0004 29.91 R G 0
8818 TTIADIEKGLEDFYYSVGK JW0172 ECK0176 yaeT conserved protein 64 1075.0386 2 2148.062647 0.0001 75.64 R Y 0
8819 TTIAEQASLQQK JW1623 ECK1627 rsxG predicted oxidoreductase 44 659.3551 2 1316.695647 0.0020 26.94 K A 0
8820 TTITEYNNDGK JW1490 ECK1489 yddB predicted porin protein 86 628.294 2 1254.573447 0.0007 22.27 K T 0
8821 TTIVSVR JW3903 ECK3924 hslV peptidase component of the HslUV protease 27 388.2372 2 774.459847 -0.0001 21.91 M R 0
8822 TTKLHVHDENNECGIGDVVEIR 57.021465@C:13 JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 53 845.7471 3 2534.21947 0.0011 35.14 R E 0
8823 TTLAGDTLDNSNGIVWDMAWLYR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 24 1306.6275 2 2611.240447 0.0028 72.98 R Y 0
8824 TTLDQLLDIVQGPDYPTEAEIITSR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 71 930.1478 3 2787.42157 0.0039 72.15 K A 0
8825 TTLFIPVR JW2504 ECK2516 yfhM conserved protein 48 473.7894 2 945.564247 -0.0005 43.78 R A 0
8826 TTLFNQLTGSR JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 81 619.3305 2 1236.646447 0.0003 45.94 K Q 0
8827 TTLIDAR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 33 395.2269 2 788.439247 -0.0001 25.50 R R 0
8828 TTLLTETLMR JW2697 ECK2722 hypB GTP hydrolase involved in nickel liganding into hydrogenases 37 589.8262 2 1177.637847 0.0002 48.79 K L 0
8829 TTLPDSAHVASASTIPNR JW0849 ECK0856 ybjP predicted lipoprotein 57 919.4738 2 1836.933047 0.0001 31.81 R D 0
8830 TTLPDSAHVASASTIPNRDAR JW0849 ECK0856 ybjP predicted lipoprotein 31 727.3729 3 2179.09687 -0.0012 29.93 R N 0
8831 TTLTAAITTVLAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 94 652.3951 2 1302.775647 -0.0002 55.39 K T JW3943
8832 TTLTLQVIAAAQR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 64 693.4097 2 1384.804847 0.0011 48.13 K E 0
8833 TTLVDKLLQQSGTFDSR JW5571 ECK3864 bipA GTP-binding protein 90 955.0043 2 1907.994047 -0.0012 55.74 K A 0
8834 TTNYIFVTGGVVSSLGK JW2751 ECK2774 pyrG CTP synthetase 17 871.9695 2 1741.924447 -0.0006 55.53 M G 0
8835 TTQDGVEAAR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 21 524.2568 2 1046.499047 -0.0002 28.26 K M 0
8836 TTSSAAIATGLAQK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 87 660.3623 2 1318.710047 0.0009 30.80 K G 0
8837 TTTGDGIVAGLQVLAAMAR JW3143 ECK3165 glmM phosphoglucosamine mutase 32 615.6684 3 1843.98337 0.0008 71.14 K N 0
8838 TTTQNEILR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 46 538.2908 2 1074.567047 0.0001 24.94 K L 0
8839 TTTSNGHNPFRN JW5503 ECK3026 tolC transport channel 66 673.3157 2 1344.616847 -0.0002 20.30 R - 0
8840 TTVGWDHISDYTR JW1490 ECK1489 yddB predicted porin protein 12 517.5796 3 1549.71697 0.0010 41.56 R H 0
8841 TTVTSGGLQR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 73 510.2774 2 1018.540247 -0.0005 21.37 K V 0
8842 TVAAMDVLAPGIGEIIGGSQR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 63 1028.0481 2 2054.081647 -0.0012 64.54 K E 0
8843 TVAAMDVLAPGIGEIIGGSQREER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 50 823.7643 3 2468.27107 0.0019 58.92 K L 0
8844 TVAEGVTEYMAWLNRDA JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 76 963.4579 2 1924.901247 0.0023 62.76 K - 0
8845 TVALNNITLDIPAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 80 755.9332 2 1509.851847 0.0004 52.09 K C 0
8846 TVALVGR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 24 358.2266 2 714.438647 -0.0001 21.75 K S 0
8847 TVAPAGGEAFEAR JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 18 638.3205 2 1274.626447 0.0010 30.75 K F 0
8848 TVAVEHAEPVYLR JW1796 ECK1805 yeaZ predicted peptidase 16 495.2682 3 1482.78277 -0.0004 32.25 K N 0
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8849 TVAVHSSADRDLK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 16 466.9159 3 1397.72587 -0.0003 19.01 K H 0
8850 TVDALGNVHYDDNQVILK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 83 1007.5153 2 2013.016047 -0.0007 43.03 R G 0
8851 TVDALGNVHYDDNQVILKGPK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 87 1148.601 2 2295.187447 0.0015 41.36 R G 0
8852 TVDALMR 15.994915@M:6 JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 36 411.2128 2 820.411047 -0.0003 21.42 K L 0
8853 TVDELNR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 39 423.7184 2 845.422247 -0.0021 20.69 R T 0
8854 TVDGPSHKDWR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 46 649.3177 2 1296.620847 -0.0002 19.77 K G 0
8855 TVDQLTLNEMAVIAGLPK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 99 957.0248 2 1912.035047 0.0011 63.82 K A 0
8856 TVDVTIR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 43 402.2346 2 802.454647 -0.0003 28.39 R R 0
8857 TVDVTIRR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 19 480.2852 2 958.555847 -0.0001 22.99 R I 0
8858 TVEAASALEQGDLKR JW0740 ECK0746 galK galactokinase 19 529.9489 3 1586.82487 -0.0016 32.13 R M 0
8859 TVEASEDKFTGFVFK JW5873 ECK4366 prfC peptide chain release factor RF-3 49 568.9541 3 1703.84047 -0.0002 46.66 R I 0
8860 TVEIQIR JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 33 429.7556 2 857.496647 -0.0003 31.77 K T 0
8861 TVEQLLK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 37 415.7527 2 829.490847 -0.0001 34.40 K L 0
8862 TVESQKSVEDEDIIR JW1814 ECK1823 yebO predicted protein 82 874.4386 2 1746.862647 -0.0008 31.08 K L 0
8863 TVETPDLR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 24 465.7482 2 929.481847 0.0000 25.38 K T 0
8864 TVETSDER JW3454 ECK3472 yhiI predicted HlyD family secretion protein 27 468.717 2 935.419447 -0.0001 14.14 K L 0
8865 TVETSDERLK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 41 589.3064 2 1176.598247 -0.0003 19.03 K L 0
8866 TVFGNVALPLELDNTPKDEVK JW0195 ECK0199 metN DL-methionine transporter subunit -!- ATP-binding component of ABC superfamily 53 767.0774 3 2298.21037 -0.0002 56.14 R R 0
8867 TVFLIGGAK JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 54 453.2765 2 904.538447 0.0004 39.63 K D 0
8868 TVFLIGGAKDVPYDEIIK JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 24 660.0347 3 1977.08227 0.0001 54.65 K A 0
8869 TVGAGVVAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 24 401.2448 2 800.475047 -0.0004 20.53 R V JW3943
8870 TVGDVLGK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 32 394.7292 2 787.443847 -0.0001 27.35 R Y 0
8871 TVGELHLR JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 36 462.7666 2 923.518647 -0.0003 26.48 R T 0
8872 TVGQLLK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 22 379.7422 2 757.469847 0.0001 27.76 K E 0
8873 TVHSLTQALAK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 43 584.838 2 1167.661447 0.0003 27.49 R F 0
8874 TVLALPMPEVDVLNGGLEILK JW3375 ECK3399 bioH carboxylesterase of pimeloyl-CoA synthesis 33 1111.13 2 2220.245447 0.0016 72.93 K T 0
8875 TVLAVSDSK JW1242 ECK1244 kch voltage-gated potassium channel 45 460.2582 2 918.501847 -0.0003 24.71 K N 0
8876 TVLEADPMPVIK JW0749 ECK0755 ybhA predicted hydrolase 23 656.8627 2 1311.710847 0.0002 46.35 K A 0
8877 TVLENIIEGPVIVK JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 34 762.456 2 1522.897447 0.0006 57.89 R G 0
8878 TVLGSMELDEMLSQR JW0478 ECK0483 ybbK predicted protease, membrane anchored 37 570.2796 3 1707.81697 -0.0002 56.78 R D 0
8879 TVLIPFENKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 19 406.2396 3 1215.69697 -0.0005 38.65 K D 0
8880 TVLMVTHR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 30 478.7707 2 955.526847 -0.0004 24.06 K L 0
8881 TVLSSIYQDQR JW5291 ECK1784 yeaJ predicted diguanylate cyclase 79 655.341 2 1308.667447 0.0000 39.41 R T 0
8882 TVLTEFNR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 26 490.2637 2 978.512847 -0.0005 35.74 K L 0
8883 TVMLESWR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 27 511.2602 2 1020.505847 -0.0003 40.78 K W 0
8884 TVNGVILEALEEIPVAGTR JW5415 ECK2609 yfjD predicted inner membrane protein 60 991.0528 2 1980.091047 0.0019 70.31 R V 0
8885 TVNLSFR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 40 418.7349 2 835.455247 0.0001 34.68 R V 0
8886 TVNMMELIR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 44 553.7882 2 1105.561847 -0.0005 50.90 K N 0
8887 TVNNDTLTIR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 54 573.809 2 1145.603447 -0.0006 28.83 K E 0
8888 TVPMFNEALAELNK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 29 788.9063 2 1575.798047 0.0014 57.79 K I 0
8889 TVPYEVAEIRPQVGGIIIK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 17 694.7378 3 2081.19157 0.0033 51.43 R R 0
8890 TVQAALDIAR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 24 529.3036 2 1056.592647 -0.0001 34.79 R Y 0
8891 TVQGASTLTQQLVK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 28 737.4182 2 1472.821847 0.0019 38.77 R N 0
8892 TVQQAIDEGYR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 57 640.3175 2 1278.620447 0.0002 32.61 R G 0
8893 TVREFEELK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 30 575.8088 2 1149.603047 0.0000 29.49 K S 0
8894 TVSSIMTSR JW5336 ECK2057 yegH fused predicted membrane proteins 44 491.2548 2 980.495047 -0.0010 27.22 R H 0
8895 TVSVTMIR JW5713 ECK4031 ubiC chorismate pyruvate lyase 28 453.7574 2 905.500247 -0.0002 32.53 K E 0
8896 TVTTFSELELDESLLEALQDK JW2560 ECK2574 srmB ATP-dependent RNA helicase 68 1191.101 2 2380.187447 -0.0022 69.83 M G 0
8897 TVTYDFER JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 21 515.7455 2 1029.476447 -0.0003 33.41 K L JW5173
8898 TVVIDFDIGLR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 87 624.3535 2 1246.692447 0.0003 58.54 K N 0
8899 TVWEEVSGGLDIMK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 81 782.3899 2 1562.765247 0.0002 58.97 K I 0
8900 TVYDNVAIPLIIAGASGDDIR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 14 1087.0787 2 2172.142847 0.0003 65.42 R R 0
8901 TVYDNVAIPLIIAGASGDDIRR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 13 777.0889 3 2328.24487 0.0011 59.42 R R 0
8902 TVYHSPGAPDIR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 39 438.2263 3 1311.65707 -0.0001 26.31 K E 0
8903 TVYSTENPDLLVLEFR JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 95 948.4918 2 1894.969047 0.0016 60.64 K N 0
8904 TVYSTENPDLLVLEFRNDTSAGDGAR JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 12 947.4621 3 2839.36447 0.0021 55.54 K I 0
8905 TWAREDDSPQGSVK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 82 788.3736 2 1574.732647 0.0002 23.20 R A 0
8906 TWELGTR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 38 431.7242 2 861.433847 -0.0005 33.08 R Y 0
8907 TWFELAPK JW4113 ECK4148 frdC fumarate reductase (anaerobic), membrane anchor subunit 14 496.2661 2 990.517647 0.0002 48.59 K A 0
8908 TWLLAQADFLVK JW3775 ECK3797 hemX uroporphyrinogen III methylase 86 702.8994 2 1403.784247 0.0030 62.28 K L 0
8909 TWYMSVNTHF JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 10 643.2874 2 1284.560247 0.0006 50.77 R - 0
8910 TYDLEVWIPAQNTYR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 38 934.9635 2 1867.912447 0.0020 57.72 K E 0
8911 TYFEKPR JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 26 470.7478 2 939.481047 -0.0004 21.81 R T 0
8912 TYGGAAR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 35 348.1771 2 694.339647 -0.0002 14.16 K A JW3943
8913 TYGGLDR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 39 391.1955 2 780.376447 -0.0002 22.15 R I 0
8914 TYGSNSELLLGNAGTVSDLGEDFGHEFYEAELK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 86 1188.2209 3 3561.64087 -0.0013 67.08 R Y 0
8915 TYIGSMPGK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 33 477.2417 2 952.468847 0.0002 28.37 R L 0
8916 TYLAVAAAVDALER JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 112 731.8985 2 1461.782447 -0.0003 58.87 K Q 0
8917 TYLEWAER JW0931 ECK0939 ycbY predicted methyltransferase 13 534.2614 2 1066.508247 -0.0001 41.43 R N 0
8918 TYLYQETK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 33 523.2635 2 1044.512447 -0.0004 27.43 K A JW4083
8919 TYLYQGIAER JW3664 ECK3679 ibpA heat shock chaperone 62 607.3136 2 1212.612647 -0.0012 37.87 R N 0
8920 TYMDTAVSPFYFVSNAPR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 60 1033.4879 2 2064.961247 -0.0002 60.08 R E 0
8921 TYNFGLYPAGDEWQLALSDGETGK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 78 1316.6119 2 2631.209247 -0.0036 63.68 K N 0
8922 TYNFGLYPAGDEWQLALSDGETGKNYLSDAFK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 57 1190.8954 3 3569.66437 0.0017 67.28 K F 0
8923 TYNIAWWGNNYYDVNELGHISVCPDPDVPEAR 57.021465@C:23 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 75 1255.5738 3 3763.69957 -0.0006 62.88 R V 0
8924 TYNPQDIEQPLYEHWEK JW4215 ECK4251 valS valyl-tRNA synthetase 38 730.6763 3 2189.00707 0.0006 47.81 K Q 0
8925 TYPGGVQALR JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 11 531.2903 2 1060.566047 -0.0005 32.22 K G 0
8926 TYSLDASGTVK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 26 571.2905 2 1140.566447 0.0003 31.01 K F 0
8927 TYVPADDYR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 28 550.2563 2 1098.498047 -0.0001 27.48 R V 0
8928 TYVVMEEVK JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 32 549.2808 2 1096.547047 -0.0003 37.50 R Q 0
8929 VAAAGDLFVAVVGHQADGR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 31 618.3271 3 1851.95947 0.0005 50.83 R R 0
8930 VAAASAGGIVGSLSQSQLGNLGEK JW2903 ECK2931 yggG predicted peptidase 148 1107.5898 2 2213.165047 -0.0001 51.49 R L 0
8931 VAADFLAK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 49 417.7394 2 833.464247 -0.0004 33.36 R N 0
8932 VAALAEAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 57 400.7347 2 799.454847 -0.0003 21.42 R L 0
8933 VAALEGDVLGSYQHGAR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 95 871.9447 2 1741.874847 0.0002 39.36 R I 0
8934 VAALNGLNR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 59 464.2718 2 926.529047 -0.0008 27.75 R L 0
8935 VAALVGEVLPDGMVNIIGVGSCPSR 57.021465@C:22 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 25 837.4419 3 2509.30387 0.0008 64.26 K G 0
8936 VAAQLYWQGEVIPGEISFR JW2100 ECK2106 mrp antiporter inner membrane protein 56 1082.0649 2 2162.115247 -0.0008 59.62 R A 0
8937 VAASQGVELGAGIEIVDPEVVR JW2294 ECK2291 pta phosphate acetyltransferase 57 1104.5952 2 2207.175847 -0.0038 56.82 R E 0
8938 VAASQGVELGAGIEIVDPEVVRESYVGR JW2294 ECK2291 pta phosphate acetyltransferase 94 967.1769 3 2898.50887 0.0003 58.15 R L 0
8939 VAASTEGILR JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 68 508.7897 2 1015.564847 -0.0013 29.30 K Q 0
8940 VAAVKAPGFGDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 49 396.5559 3 1186.64587 0.0000 28.49 K R 0
8941 VACETYVK 57.021465@C:3 JW2909 ECK2937 metK methionine adenosyltransferase 1 52 485.2389 2 968.463247 -0.0004 21.81 R T 0
8942 VACPECDIPVIYGDTQK 57.021465@C:3,57.021465@C:6 JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 44 982.9587 2 1963.902847 0.0010 46.78 K S 0
8943 VACPECDIPVIYGDTQKSNVLENNDVEDVAISR 57.021465@C:3,57.021465@C:6 JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 52 1240.5881 3 3718.74247 -0.0028 53.92 K E 0
8944 VADGATVVSTSTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 89 632.3307 2 1262.646847 0.0003 24.15 R N 0
8945 VADGKLNRPCR 57.021465@C:10 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 16 643.3428 2 1284.671047 -0.0009 17.44 K I 0
8946 VADILESNAR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 67 544.2906 2 1086.566647 -0.0003 32.74 R Q 0
8947 VADITLDPK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 66 486.2739 2 970.533247 -0.0003 32.50 R T 0
8948 VADLFEAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 55 460.7455 2 919.476447 0.0001 36.75 R R 0
8949 VADNADNDALLR JW3776 ECK3798 hemD uroporphyrinogen III synthase 76 643.8203 2 1285.626047 -0.0002 30.45 K A 0
8950 VADRVSLTLR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 38 377.2276 3 1128.66097 -0.0005 31.17 R D 0
8951 VADVHKEQLQK JW5063 ECK0452 ylaC predicted inner membrane protein 43 647.8599 2 1293.705247 0.0012 18.02 R M 0
8952 VADWQIAAILNIGQR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 81 556.6458 3 1666.91557 0.0000 64.10 K A 0
8953 VADYPFTTLVPSLGVVR JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 68 917.5103 2 1833.006047 0.0024 63.41 K M 0
8954 VAEEAGVYK JW0887 ECK0895 focA formate transporter 57 483.2505 2 964.486447 0.0000 21.98 K A 0
8955 VAEETPHLIHK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 36 637.3485 2 1272.682447 -0.0001 22.70 K V 0
8956 VAEFFGKEPR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 31 393.8765 3 1178.60767 -0.0007 30.76 K K 0
8957 VAEHAEICGR 57.021465@C:8 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 47 381.1853 3 1140.53407 -0.0006 19.12 K C 0
8958 VAEMLAPVLTGNDLILVQGAGNIGK JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 42 831.7976 3 2492.37097 0.0037 65.53 R I 0
8959 VAEMSER JW5676 ECK3471 rbbA fused ribosome-associated ATPases 39 411.1947 2 820.374847 -0.0001 18.45 R F 0
8960 VAENGYIAIALNDTTEVVIK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 29 1067.0756 2 2132.136647 0.0003 63.00 K R 0
8961 VAENGYIAIALNDTTEVVIKR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 84 1145.1278 2 2288.241047 0.0036 59.35 K D 0
8962 VAEPGEVLAAGGR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 56 613.3305 2 1224.646447 0.0003 33.07 R V 0
8963 VAEREEEAVSPHLQK JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 56 861.4442 2 1720.873847 -0.0004 23.85 R V 0
8964 VAESVIPEIK JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 37 542.816 2 1083.617447 0.0000 41.62 R H 0
8965 VAESVIPEIKHQDEVR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 14 616.9986 3 1847.97397 0.0000 33.28 R V 0
8966 VAEVAQEEVVEPK JW4180 ECK4217 ytfN conserved protein 40 713.8747 2 1425.734847 -0.0001 29.90 K I 0
8967 VAEVFPDMIQR JW1859 ECK1871 yecO predicted methyltransferase 28 652.8368 2 1303.659047 -0.0004 46.81 R S 0
8968 VAEVGITGLNADFLR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 26 787.9311 2 1573.847647 0.0014 56.11 K Q 0
8969 VAEYGVDCLR 57.021465@C:8 JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 21 591.2849 2 1180.555247 0.0006 34.62 K I 0
8970 VAFAGLK JW2203 ECK2207 ompC outer membrane porin protein C 53 353.2182 2 704.421847 -0.0002 33.08 R F JW2918
8971 VAFENIEDAAR JW1615 ECK1618 add adenosine deaminase 85 617.8068 2 1233.599047 0.0001 39.81 R H 0
8972 VAFMPWNGYNFEDSILVSER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 110 1187.5621 2 2373.109647 -0.0001 66.56 R V 0
8973 VAFQAVIK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 40 438.2709 2 874.527247 -0.0002 37.38 R A 0
8974 VAFSGGEFQLNADRDGK JW1606 ECK1609 ydgA conserved protein 96 905.94 2 1809.865447 0.0009 39.73 K A 0
8975 VAFTALVEK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 44 489.287 2 976.559447 0.0001 41.33 K A 0
8976 VAGADLWEELMAR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 111 730.864 2 1459.713447 0.0006 62.14 R A 0
8977 VAGEALSRPVVSDGLVLIHTSNGQLQALNEADGAVK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 35 1210.3151 3 3627.92347 0.0017 56.36 K W 0
8978 VAHECILDIRPLKEETGISELDIAKR 57.021465@C:5 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 29 752.1575 4 3004.600894 -0.0007 48.50 R L 0
8979 VALADKYFAK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 64 563.3188 2 1124.623047 0.0001 34.44 R R 0
8980 VALAENDLHVPTFTK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 61 827.9449 2 1653.875247 0.0028 45.15 K L 0
8981 VALAQAQGQLAK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 49 599.351 2 1196.687447 -0.0002 29.69 K D 0
8982 VALDDFGMGYAGLR JW5943 ECK3514 yhjK predicted diguanylate cyclase 118 742.8636 2 1483.712647 -0.0003 55.51 R Q 0
8983 VALDPLTGPMPYQGR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 70 807.9191 2 1613.823647 0.0002 49.05 K E 0
8984 VALELVK JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 26 386.2522 2 770.489847 -0.0003 35.55 R E 0
8985 VALFSTGDELQLPGQPLGDGQIYDTNR JW0811 ECK0817 moeA molybdopterin biosynthesis protein 82 1452.7202 2 2903.425847 -0.0041 60.60 R L 0
8986 VALIENAEFVEGSDKLLR JW2101 ECK2107 metG methionyl-tRNA synthetase 63 668.3654 3 2002.07437 0.0009 53.51 R L 0
8987 VALLNIGEEEVKGLDSIR JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 61 652.3654 3 1954.07437 0.0010 58.48 R D 0
8988 VALLSHSNFGSSDCPSSSK 57.021465@C:14 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 124 990.46 2 1978.905447 0.0000 33.66 R M 0
8989 VALPPDAVLTVTLSDASLADAPSK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 99 1176.1404 2 2350.266247 0.0031 62.47 K V 0
8990 VALPPDAVLTVTLSDASLADAPSKVLAQK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 87 723.4087 4 2889.605694 -0.0006 64.04 K A 0
8991 VALPPLSNSFISLVK JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 45 792.9715 2 1583.928447 -0.0002 62.69 R D 0
8992 VALTGLTMAEK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 55 567.3155 2 1132.616447 0.0004 40.79 R F 0
8993 VALVDGQR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 55 429.2453 2 856.476047 -0.0007 23.10 R L 0
8994 VALVQPHEPGATTVPAR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 36 581.6562 3 1741.94677 -0.0008 30.63 R K 0
8995 VALYGIDYLMK JW0886 ECK0894 pflB pyruvate formate lyase I 74 643.3468 2 1284.679047 0.0003 56.26 R D 0
8996 VALYGIDYLMKDK JW0886 ECK0894 pflB pyruvate formate lyase I 31 510.2738 3 1527.79957 -0.0011 51.79 R L 0
8997 VAMGMGQEDVSALR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 55 732.3518 2 1462.689047 -0.0017 39.53 R E 0
8998 VAMLSYSTGTSGAGSDVEK JW2294 ECK2291 pta phosphate acetyltransferase 59 930.4384 2 1858.862247 0.0005 36.82 R V 0
8999 VAMLSYSTGTSGAGSDVEKVR JW2294 ECK2291 pta phosphate acetyltransferase 36 705.684 3 2114.03017 -0.0010 36.34 R E 0
9000 VAMTEAAK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 18 410.7154 2 819.416247 0.0002 19.20 R A 0
9001 VAMTLTGAK 15.994915@M:3 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 66 454.2493 2 906.484047 -0.0004 20.15 K S 0
9002 VANAFAQEWQK JW3116 ECK3135 yraM conserved protein 33 646.325 2 1290.635447 -0.0002 37.41 R L 0
9003 VANLAEAQPDREIEK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 56 841.9392 2 1681.863847 0.0004 28.64 K R 0
9004 VANLAEAQPDREIEKR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 56 919.9896 2 1837.964647 0.0001 26.93 K G 0
9005 VANLGSLGDQVNVK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 68 707.3883 2 1412.762047 -0.0002 39.13 K A 0
9006 VAPEALTLLAR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 26 577.3507 2 1152.686847 0.0003 49.17 K Q 0
9007 VAPILYMEGACGVR 57.021465@C:11 JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 23 768.3903 2 1534.766047 0.0026 48.23 R L 0
9008 VAPITTGDVVLQSAR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 18 763.9305 2 1525.846447 0.0001 41.51 R S 0
9009 VAPMQSFSLGK JW2500 ECK2512 yfgA conserved protein 70 582.8079 2 1163.601247 0.0004 40.96 K R 0
9010 VAQALDDLQNAQNDLASYNSQLVSLQTQPER JW0454 ECK0459 kefA fused mechanosensitive channel proteins 40 1143.9011 3 3428.68147 0.0008 61.32 R V 0
9011 VAQSDSVINGLK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 18 615.8388 2 1229.663047 0.0016 33.70 K E 0
9012 VAQSDSVINGLKEENQK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 32 929.9787 2 1857.942847 -0.0003 31.89 K L 0
9013 VAQSLGVPR JW0903 ECK0911 ycbC conserved inner membrane protein 74 463.7746 2 925.534647 0.0003 27.78 R E 0
9014 VAQTLDSINGGEAYQKVCDELVACFDNPDLTFSAR 57.021465@C:18,57.021465@C:24 JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 36 1301.9407 3 3902.80027 -0.0088 68.95 R I 0
9015 VAQVGKPLELYHYPADR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 27 489.7634 4 1955.024494 -0.0020 36.64 R F 0
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9016 VATISGSDAK JW3775 ECK3797 hemX uroporphyrinogen III methylase 65 474.7535 2 947.492447 0.0000 18.80 K T 0
9017 VATLEDATEMVNLYR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 90 862.929 2 1723.843447 -0.0015 56.62 K D 0
9018 VATNLAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 48 372.7218 2 743.429047 0.0000 19.11 K N 0
9019 VAVATIGAVLPGDFK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 42 729.4219 2 1456.829247 0.0003 52.97 R I 0
9020 VAVEAGIADYWYK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 64 742.8749 2 1483.735247 0.0005 52.09 R Y JW2449
9021 VAVFTQGANAEAAK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 107 688.862 2 1375.709447 -0.0001 28.81 R A 0
9022 VAVFTQGANAEAAKAAGAELVGMEDLADQIK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 100 1030.1927 3 3087.55627 0.0016 65.23 R K 0
9023 VAVGAALLSMPVR JW0172 ECK0176 yaeT conserved protein 53 642.3791 2 1282.743647 0.0007 51.92 R T 0
9024 VAVGAALLSMPVRTGDTVNDEDISNTIR JW0172 ECK0176 yaeT conserved protein 10 972.1722 3 2913.49477 0.0084 54.74 R A 0
9025 VAVLEQR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 29 407.7426 2 813.470647 -0.0002 19.45 R V 0
9026 VAVNATPESAR JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 51 557.7964 2 1113.578247 0.0004 21.46 K I 0
9027 VAVVDATGK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 26 430.2476 2 858.480647 -0.0003 22.14 K L 0
9028 VAYDFGPQMADLNLAFGVK 15.994915@M:9 JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 18 1036.5118 2 2071.009047 0.0006 58.92 R N 0
9029 VAYNVTWNSEPPESAPEHTDRR JW1711 ECK1720 ydiY conserved protein 101 852.4014 3 2554.18237 -0.0012 34.15 K T 0
9030 VCASVSYQQMHGFSAEQLR 57.021465@C:2 JW2363 ECK2362 dsdA D-serine ammonia-lyase 105 1099.5063 2 2196.998047 -0.0064 40.26 R N 0
9031 VCDELVACFDNPDLTFSAR 57.021465@C:2,57.021465@C:8 JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 31 1115.0003 2 2227.986047 -0.0018 58.21 K I 0
9032 VCHEVGLDAGEVVIGSDIETLSDDELANLAQR 57.021465@C:2 JW4201 ECK4237 mgtA magnesium transporter 120 1142.2232 3 3423.64777 0.0013 69.17 K T 0
9033 VCLDKVIETMYETGKDMNAK 57.021465@C:2 JW2768 ECK2792 sdaB L-serine deaminase II 80 1173.0626 2 2344.110647 -0.0006 57.23 R Y 0
9034 VCLELGGK 57.021465@C:2 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 37 438.2363 2 874.458047 -0.0002 33.81 K A 0
9035 VCLELGGKAPAIVMDDADLELAVK 57.021465@C:2 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 74 843.11 3 2526.30817 0.0010 58.92 K A 0
9036 VCLGAEK 57.021465@C:2 JW1843 ECK1855 pykA pyruvate kinase II 34 388.7021 2 775.389647 -0.0002 20.06 R I 0
9037 VCLGAEKIPSINVSK 57.021465@C:2 JW1843 ECK1855 pykA pyruvate kinase II 35 538.9676 3 1613.88097 -0.0001 39.88 R H 0
9038 VCNVEFQPLR 57.021465@C:2 JW5189 ECK1194 ychM predicted transporter 62 631.3217 2 1260.628847 0.0004 38.88 R T 0
9039 VCQVTGK 57.021465@C:2 JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 24 396.2075 2 790.400447 -0.0002 15.14 R R 0
9040 VCYNGEWYNTR 57.021465@C:2 JW5063 ECK0452 ylaC predicted inner membrane protein 68 731.3139 2 1460.613247 -0.0009 35.97 R F 0
9041 VDANNHTVTMLVQINGR JW5283 ECK1749 ydjY predicted protein 43 627.9915 3 1880.95267 0.0000 41.31 R F 0
9042 VDATKQYDINEAIALLKELATAK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 46 840.1306 3 2517.36997 0.0011 69.23 K F 0
9043 VDAVYIVATPGEIAFIKPMIAMR JW3116 ECK3135 yraM conserved protein 30 835.7911 3 2504.35147 -0.0019 65.63 R N 0
9044 VDAYAGDPILTLMER JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 68 832.4232 2 1662.831847 0.0031 62.28 K F 0
9045 VDDAIREGLK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 41 558.3064 2 1114.598247 0.0001 23.15 R A 0
9046 VDDGGTLDVR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 92 523.7592 2 1045.503847 -0.0002 26.64 R N 0
9047 VDDIELSLSK JW2287 ECK2284 yfbQ predicted aminotransferase 38 559.8007 2 1117.586847 0.0003 40.59 R F 0
9048 VDDLDIHAYR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 48 406.2032 3 1215.58777 -0.0007 34.01 K Y 0
9049 VDDVLNVSGHR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 80 605.8124 2 1209.610247 0.0000 28.52 R L 0
9050 VDEAGFEAAMEEQRR JW2667 ECK2692 alaS alanyl-tRNA synthetase 36 579.9336 3 1736.77897 0.0002 39.07 K R 0
9051 VDEIATDVDKTPHAWYFQQAGNGIFAR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 85 1017.1646 3 3048.47197 -0.0009 53.32 R Q 0
9052 VDEPLNVEGK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 62 550.2849 2 1098.555247 -0.0005 29.59 K A 0
9053 VDFSKFGEIEEVELGR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 77 927.4684 2 1852.922247 0.0017 56.44 K I 0
9054 VDGLHYFSDNK JW2203 ECK2207 ompC outer membrane porin protein C 46 647.8063 2 1293.598047 -0.0008 34.75 K D 0
9055 VDGLHYFSDNKDVDGDQTYMR JW2203 ECK2207 ompC outer membrane porin protein C 73 825.701 3 2474.08117 0.0003 41.84 K L 0
9056 VDGQLIALHFQEGQQVK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 31 637.3424 3 1909.00537 -0.0002 44.40 R A 0
9057 VDGTKPVAEVR JW0463 ECK0468 adk adenylate kinase 60 585.8275 2 1169.640447 0.0001 20.49 K A 0
9058 VDGVFTADPAKDPTATMYEQLTYSEVLEKELK JW0166 ECK0170 pyrH uridylate kinase 12 897.9482 4 3587.763694 0.0046 61.70 K V 0
9059 VDIDNWR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 40 459.2271 2 916.439647 -0.0005 36.93 R W 0
9060 VDIITGTLGK JW3592 ECK3607 kbl glycine C-acetyltransferase 33 508.8027 2 1015.590847 -0.0005 41.73 R A 0
9061 VDIKPFAIQGLPMSVQPTQLVTETLNER JW0907 ECK0915 mukB fused chromosome partitioning proteins 47 1042.2296 3 3123.66697 0.0033 66.91 K Q 0
9062 VDIYLNNGYMATR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 35 765.3742 2 1528.733847 -0.0004 44.21 R D 0
9063 VDKSQETTHFGFQTVAK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 35 481.4953 4 1921.952094 -0.0013 31.06 M E 0
9064 VDLAQLVK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 61 443.2737 2 884.532847 -0.0002 43.34 R T 0
9065 VDLINTR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 38 415.74 2 829.465447 -0.0002 29.16 K D 0
9066 VDLLNQHSNR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 13 598.312 2 1194.609447 -0.0010 25.11 R S 0
9067 VDLMSFSGHK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 47 560.7755 2 1119.536447 -0.0017 38.61 K I 0
9068 VDLSTFSDEEVMR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 75 764.3538 2 1526.693047 0.0008 48.55 K L 0
9069 VDNLFDKEYVGSVIVNESNGR JW1446 ECK1445 yncD predicted iron outer membrane transporter 30 785.3935 3 2353.15867 0.0038 51.88 R Y 0
9070 VDNWQAGLENALVSGR JW1376 ECK1378 ydbH predicted protein 93 864.9371 2 1727.859647 0.0006 54.91 K L 0
9071 VDPNFPFAMLFPGSR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 24 847.9236 2 1693.832647 0.0040 72.17 R T 0
9072 VDPPVPGER JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 13 322.5066 3 964.4979705 0.0001 18.27 K V 0
9073 VDPTNDRLSALVEIYR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 22 930.9949 2 1859.975247 0.0011 51.35 R M 0
9074 VDQAGLK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 44 365.7082 2 729.401847 -0.0002 17.87 K K 0
9075 VDQLSNDVNAMR 15.994915@M:11 JW1667 ECK1673 lpp murein lipoprotein 72 689.3254 2 1376.636247 0.0009 25.31 K S 0
9076 VDQLSNDVNAMRSDVQAAKDDAAR JW1667 ECK1673 lpp murein lipoprotein 15 648.0629 4 2588.222494 -0.0022 33.88 K A 0
9077 VDRPTAECAAALDKAPLPTPLP 57.021465@C:8 JW1913 ECK1927 yedD predicted protein 59 1152.1061 2 2302.197647 -0.0014 46.72 R - 0
9078 VDSSGFQTEPVAADGK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 73 804.3812 2 1606.747847 0.0004 30.94 K L 0
9079 VDTHNFYGTDSDYDDSTTDTATMR JW0790 ECK0794 fiu predicted iron outer membrane transporter 91 910.0368 3 2727.08857 0.0007 38.22 K F 0
9080 VDTLRPGQGVGLAVAR JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 45 804.9633 2 1607.912047 0.0014 35.11 R E 0
9081 VDVLINGER JW2553 ECK2567 lepA GTP binding membrane protein 32 507.7822 2 1013.549847 -0.0007 31.69 R V 0
9082 VDVVDDKRNPMDFVLWK JW0515 ECK0519 cysS cysteinyl-tRNA synthetase 29 692.6911 3 2075.05147 0.0006 56.10 R M 0
9083 VDWQGLEIIEEMR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 85 809.4016 2 1616.788647 0.0019 64.94 R R 0
9084 VDWQGLEIIEEMRR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 22 591.97 3 1772.88817 0.0001 59.32 R N 0
9085 VDYEAIPKLPGVEEYIK JW1753 ECK1762 selD selenophosphate synthase 41 655.0193 3 1962.03607 0.0012 56.01 R L 0
9086 VDYNHLGTDIFDPKP JW0800 ECK0804 ybiP predicted hydrolase, inner membrane 33 865.9242 2 1729.833847 0.0028 49.48 K - 0
9087 VDYSTFLQEVNNDQVR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 79 963.9632 2 1925.911847 0.0000 55.40 K E 0
9088 VEAAQATER JW3454 ECK3472 yhiI predicted HlyD family secretion protein 67 487.7482 2 973.481847 -0.0009 16.81 R R 0
9089 VEAAQATERR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 29 565.799 2 1129.583447 -0.0004 16.12 R I 0
9090 VEAPPAPKPEPKPVVEEK JW5378 ECK2308 dedD conserved protein 41 971.0385 2 1940.062447 0.0006 24.81 K A 0
9091 VEATLAPLALLTK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 61 670.4136 2 1338.812647 0.0005 60.09 R T 0
9092 VECEGQMNALSKAR 15.994915@M:7,57.021465@C:3 JW4325 ECK4351 dnaC DNA biosynthesis protein 10 804.8792 2 1607.743847 0.0043 58.33 R Q 0
9093 VECLELDNLMETAYATAVSANFR 57.021465@C:3 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 29 1309.1156 2 2616.216647 -0.0032 76.61 R T 0
9094 VEDALHATR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 66 506.2646 2 1010.514647 0.0001 19.60 R A 0
9095 VEEINDDNHAEGLIGYVR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 53 681.6639 3 2041.96987 -0.0007 44.01 R E 0
9096 VEGFMLGELDMLK JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 23 741.3732 2 1480.731847 0.0013 64.39 R N 0
9097 VEGGQHLNVNVLR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 28 478.9312 3 1433.77177 -0.0021 33.37 R R 0
9098 VEGGVVDLNTLK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 51 622.3492 2 1242.683847 0.0019 40.94 K A 0
9099 VEGKVIYETQSTHKLLAAFSQASMIHVK JW4092 ECK4125 cadA lysine decarboxylase 1 10 779.6722 4 3114.659694 0.0064 63.03 R G 0
9100 VEGMLRDYPDTQATR JW2577 ECK2593 yfiO predicted lipoprotein 28 584.6171 3 1750.82947 -0.0015 32.03 R D 0
9101 VEGWENAEAAK JW4185 ECK4222 ppa inorganic pyrophosphatase 29 602.2856 2 1202.556647 -0.0001 28.95 K A 0
9102 VEHIQILACGTSYNSGMVSR 57.021465@C:9 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 14 741.3611 3 2221.06147 -0.0004 42.25 K Y 0
9103 VEKEGADQPSILP JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 18 691.8622 2 1381.709847 0.0009 38.13 K - 0
9104 VEKITLNMGVGEAIADKK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 63 479.7683 4 1915.044094 -0.0006 41.29 R L 0
9105 VEKPGVLEVPTAENVR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 55 579.6563 3 1735.94707 0.0004 36.78 R G 0
9106 VEKPGVLEVPTAENVRGEMER JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 21 585.5561 4 2338.195294 0.0002 41.10 R G 0
9107 VELENGHVVTAHISGK JW0867 ECK0875 infA translation initiation factor IF-1 45 563.9685 3 1688.88367 -0.0009 28.52 R M 0
9108 VELQALTTSDFER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 68 754.8833 2 1507.752047 0.0002 46.60 R I 0
9109 VELVGPFSVR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 15 551.8155 2 1101.616447 -0.0017 49.01 R D 0
9110 VEMGSLTTLLSGGVSFDVPEGLDLGQPVAPK JW0934 ECK0942 pqiB paraquat-inducible protein B 24 1038.5416 3 3112.60297 0.0029 73.99 R T 0
9111 VEMNVQYR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 47 519.7552 2 1037.495847 -0.0005 28.75 R V 0
9112 VERGDVISDGPEAPHDILR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 28 519.5176 4 2074.041294 -0.0030 37.25 R L 0
9113 VESLAVDEGDAIK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 14 673.347 2 1344.679447 0.0023 35.85 R A 0
9114 VETVYIPEDDRATLCVSSQVGCALECK 57.021465@C:15,57.021465@C:22,57.021465@C:26 JW2501 ECK2513 yfgB predicted enzyme 81 1033.8193 3 3098.43607 0.0002 52.55 R F 0
9115 VEVETPEENTGDVIGDLSR JW3302 ECK3327 fusA protein chain elongation factor EF-G 109 1029.9964 2 2057.978247 0.0030 47.08 K R 0
9116 VEVETPEENTGDVIGDLSRR JW3302 ECK3327 fusA protein chain elongation factor EF-G 23 739.0322 3 2214.07477 -0.0016 45.62 K R 0
9117 VEVTPGLK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 22 421.7528 2 841.491047 0.0002 27.49 R I 0
9118 VEYIRGPR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 13 330.5223 3 988.5450705 -0.0004 22.98 R S 0
9119 VFATYAK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 24 400.2209 2 798.427247 -0.0003 22.03 R W 0
9120 VFDFFEALAEDR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 66 729.8491 2 1457.683647 0.0010 67.79 K G 0
9121 VFDVDSQR JW1100 ECK1100 mfd transcription-repair coupling factor 45 483.2371 2 964.459647 -0.0017 25.88 R T 0
9122 VFEALLVGSDSLTDLAVLK JW3204 ECK3224 degS serine endoprotease, periplasmic 81 995.5586 2 1989.102647 -0.0007 69.86 R I 0
9123 VFELMDGPR JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 31 532.2657 2 1062.516847 0.0000 43.86 R Q 0
9124 VFGQVDDAK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 17 489.748 2 977.481447 -0.0002 25.33 R L 0
9125 VFGQVDDAKLR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 39 624.3407 2 1246.666847 0.0000 30.96 R D 0
9126 VFIKPGNGK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 19 480.2873 2 958.560047 0.0000 20.46 R I 0
9127 VFIMDDAEQFMPNYLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 85 994.9658 2 1987.917047 -0.0001 66.48 R F 0
9128 VFINDLLAR JW3038 ECK3056 dnaG DNA primase 18 530.8108 2 1059.607047 -0.0006 52.16 R T 0
9129 VFITDHNHGSFK JW2018 ECK2027 wbbJ predicted acyl transferase 24 467.9016 3 1400.68297 -0.0007 27.17 K H 0
9130 VFMADFEDSLAPDWNK JW3974 ECK4006 aceB malate synthase A 28 942.9278 2 1883.841047 0.0011 61.58 K V 0
9131 VFMQPASEGTGIIAGGAMR 15.994915@M:3,15.994915@M:18 JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 129 962.9655 2 1923.916447 -0.0017 37.42 R A 0
9132 VFNGGAVK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 30 396.2242 2 790.433847 0.0003 21.13 K G 0
9133 VFPAIDYNR JW3756 ECK3775 rho transcription termination factor 22 547.785 2 1093.555447 -0.0001 38.78 R S 0
9134 VFQTHSPVVDSISVK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 24 821.9438 2 1641.873047 0.0005 37.86 R R 0
9135 VFTEVTVGGPLSNNK JW1843 ECK1855 pykA pyruvate kinase II 57 781.4141 2 1560.813647 -0.0011 41.99 K G 0
9136 VFTYYTPK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 21 509.7653 2 1017.516047 -0.0011 35.05 R E 0
9137 VFTYYTPKEESIK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 52 802.914 2 1603.813447 0.0002 35.40 R L 0
9138 VFVAEPSVEDTIAILR JW2573 ECK2590 clpB protein disaggregation chaperone 93 879.9859 2 1757.957247 0.0010 60.88 K G 0
9139 VFVEVFDEEALKLEDVK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 40 670.3543 3 2008.04107 0.0007 59.38 R W 0
9140 VFYGDATR JW0046 ECK0048 kefC potassium:proton antiporter 32 464.7298 2 927.445047 0.0001 24.03 K M 0
9141 VGAADDLASGR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 94 516.2586 2 1030.502647 -0.0016 24.44 R S 0
9142 VGAAPLAAFSQIR JW2403 ECK2406 ligA DNA ligase, NAD(+)-dependent 14 650.8728 2 1299.731047 0.0012 47.80 R H 0
9143 VGAATEVEMK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 78 517.7626 2 1033.510647 -0.0006 24.53 K E 0
9144 VGAATEVEMKEK 15.994915@M:9 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 45 436.5553 3 1306.64407 0.0002 12.76 K K 0
9145 VGAAVGAGAGNEER JW5401 ECK2504 guaB IMP dehydrogenase 21 629.3127 2 1256.610847 0.0000 19.86 R V 0
9146 VGADIVR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 50 365.2161 2 728.417647 -0.0004 22.81 R V 0
9147 VGAGPFPTELFDETGEFLCK 57.021465@C:19 JW4135 ECK4173 purA adenylosuccinate synthetase 107 1107.5252 2 2213.035847 0.0009 68.69 R Q 0
9148 VGAHIINDIR JW3144 ECK3166 folP 7,8-dihydropteroate synthase 42 554.3165 2 1106.618447 -0.0012 29.20 K S 0
9149 VGATYSR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 52 377.198 2 752.381447 -0.0002 17.49 K D 0
9150 VGDAPITPDFVLK JW3143 ECK3165 glmM phosphoglucosamine mutase 30 686.3805 2 1370.746447 0.0020 50.15 R L 0
9151 VGDAVQADVDEARR JW2667 ECK2692 alaS alanyl-tRNA synthetase 47 500.9181 3 1499.73247 -0.0004 27.42 K A 0
9152 VGDGTQDNLSGCEK 57.021465@C:12 JW3722 ECK3738 asnA asparagine synthetase A 86 740.3228 2 1478.631047 0.0004 21.48 R A 0
9153 VGDIVIFNDGYGVK JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 34 748.3933 2 1494.772047 0.0003 50.85 K S 0
9154 VGDIVVSDEAR JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 18 580.3016 2 1158.588647 0.0005 30.42 K Y 0
9155 VGDNDNLSALAAILAGADK JW0232 ECK0243 proB gamma-glutamate kinase 104 914.4764 2 1826.938247 0.0010 66.63 K L 0
9156 VGDTLYLCTAHQR 57.021465@C:8 JW0120 ECK0123 gcd glucose dehydrogenase 56 767.3777 2 1532.740847 0.0004 31.36 K L 0
9157 VGDVLVTSGLGGR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 108 615.3463 2 1228.678047 0.0006 39.70 R F 0
9158 VGDVLVTSGLGGRFPEGYPVAVVSSVK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 66 897.1563 3 2688.44707 -0.0013 56.14 R L 0
9159 VGDYVFGLK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 29 499.2712 2 996.527847 -0.0001 45.11 K A 0
9160 VGEENIFIFGHTVEQVK JW5689 ECK3404 malP maltodextrin phosphorylase 40 649.3384 3 1944.99337 -0.0009 52.61 K A 0
9161 VGEEVEIVGIK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 73 586.3321 2 1170.649647 0.0002 40.44 K E JW3943
9162 VGEEVEIVGIKETQK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 57 829.454 2 1656.893447 0.0001 37.72 K S JW3943
9163 VGELSGGER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 54 452.2299 2 902.445247 -0.0004 19.56 R G 0
9164 VGEPSKIEPDWMINGGVPELKK JW1486 ECK1485 yddW predicted liprotein 32 606.5716 4 2422.257294 0.0008 47.80 K Q 0
9165 VGESAWDNNK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 72 560.2567 2 1118.498847 -0.0003 24.30 K I 0
9166 VGESAWDNNKITDTLK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 63 895.9493 2 1789.884047 -0.0005 41.35 K A 0
9167 VGESLDR JW0172 ECK0176 yaeT conserved protein 67 388.2008 2 774.387047 -0.0001 20.32 R T 0
9168 VGESLDRTTIADIEK JW0172 ECK0176 yaeT conserved protein 23 823.9336 2 1645.852647 0.0003 38.01 R G 0
9169 VGFGYGK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 23 364.1926 2 726.370647 0.0006 26.19 R A 0
9170 VGGIDPLIGR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 53 498.7953 2 995.576047 -0.0004 41.10 R E 0
9171 VGGLSVMCEDAEAAGR 57.021465@C:8 JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 80 811.3691 2 1620.723647 0.0002 39.77 R V 0
9172 VGGMAEIVGFNTELLQPR JW1178 ECK1177 dadA D-amino acid dehydrogenase 78 966.0069 2 1929.999247 0.0011 61.99 R R 0
9173 VGGRVESLAVDEGDAIK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 34 572.3038 3 1713.88957 0.0000 36.24 R A 0
9174 VGGSLEAAVTLYAEPELSAK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 60 1003.0286 2 2004.042647 0.0013 57.06 K L 0
9175 VGGSTYQVPVEVRPVR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 23 871.982 2 1741.949447 0.0021 36.45 R R 0
9176 VGGSTYQVPVEVRPVRR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 53 633.6899 3 1898.04787 -0.0006 31.85 R N 0
9177 VGGVATYR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 23 411.7271 2 821.439647 0.0001 22.16 R N 0
9178 VGGYAPVKVDVR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 43 420.575 3 1258.70317 -0.0002 30.49 R I 0
9179 VGIGPGSICTTR 57.021465@C:9 JW5401 ECK2504 guaB IMP dehydrogenase 52 609.3187 2 1216.622847 -0.0004 33.81 K I 0
9180 VGIGPGSVCTTR 57.021465@C:9 JW0101 ECK0104 guaC GMP reductase 51 602.311 2 1202.607447 -0.0004 29.86 K V 0
9181 VGINELLR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 67 457.2766 2 912.538647 -0.0006 43.03 K T 0
9182 VGINGFGR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 60 410.2271 2 818.439647 -0.0002 32.00 K I JW5906
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9183 VGKEFASEPVWFGDSDR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 96 963.4559 2 1924.897247 0.0017 45.56 K A 0
9184 VGKEGVITVEDGTGLQDELDVVEGMQFDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 100 1045.8442 3 3134.51077 0.0031 62.95 K G 0
9185 VGLDGVEFLGASASEWINGGIR JW1823 ECK1833 yebT conserved protein 24 749.7181 3 2246.13247 -0.0005 71.93 K I 0
9186 VGLETLLGVLNASSR JW5165 ECK1118 hflD predicted lysogenization regulator 12 764.9391 2 1527.863647 0.0016 68.14 R Q 0
9187 VGLFGGAGVGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 58 481.2772 2 960.539847 0.0006 39.09 K T 0
9188 VGLFQDTSAF JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 10 542.769 2 1083.523447 -0.0001 58.41 K - 0
9189 VGLIAGSGGGSPR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 81 564.3118 2 1126.609047 -0.0003 26.82 R F 0
9190 VGLLDNSR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 44 437.2429 2 872.471247 -0.0002 29.05 K M 0
9191 VGLLTGDVAQK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 22 550.8191 2 1099.623647 0.0000 35.80 R K 0
9192 VGLNPQALFNQGVSLDDVR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 80 1021.5381 2 2041.061647 0.0025 60.77 R T 0
9193 VGLSFSLPIYQGGMVNSQVK 15.994915@M:14 JW5503 ECK3026 tolC transport channel 95 1070.5591 2 2139.103647 0.0003 57.17 K Q 0
9194 VGLSPTPCLER 57.021465@C:8 JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 51 614.8211 2 1227.627647 -0.0005 34.91 R V 0
9195 VGLTNEELQK JW2516 ECK2529 yfhQ predicted methyltransferase 46 565.806 2 1129.597447 -0.0005 29.94 R C 0
9196 VGLVRVER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 13 309.8624 3 926.5653705 -0.0006 24.77 R A 0
9197 VGMALGNASIATDAYATAYR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 131 1008.4952 2 2014.975847 -0.0022 50.49 R L 0
9198 VGMGTCQGELCACR 57.021465@C:6,57.021465@C:11,57.021465@C:13 JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 61 799.8307 2 1597.646847 -0.0001 29.92 R A 0
9199 VGNLAFLDVTGR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 36 631.3487 2 1260.682847 0.0003 52.69 K I 0
9200 VGNWAGVTVER JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 71 594.3114 2 1186.608247 -0.0012 36.51 R K 0
9201 VGNWAGVTVERK JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 51 439.242 3 1314.70417 -0.0001 31.17 R E 0
9202 VGPALTFALR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 69 522.8135 2 1043.612447 -0.0003 48.28 K E JW3101
9203 VGPELVAWTDGK JW0831 ECK0838 ybjL predicted transporter 23 636.3351 2 1270.655647 -0.0001 46.71 R N 0
9204 VGPGELMVIDTR JW3179 ECK3202 gltB glutamate synthase, large subunit 23 643.8417 2 1285.668847 -0.0012 46.54 R S 0
9205 VGPVPIFYSPYLQLPVGDK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 77 1045.0737 2 2088.132847 0.0034 66.53 K R 0
9206 VGQPLPSER JW2947 ECK2975 glcC DNA-binding transcriptional dual regulator, glycolate-binding 26 491.7696 2 981.524647 0.0004 22.48 K R 0
9207 VGSCGAVLPHVK 57.021465@C:4 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 58 612.3318 2 1222.649047 -0.0001 27.43 R L 0
9208 VGSLGWANK JW2203 ECK2207 ompC outer membrane porin protein C 57 466.2532 2 930.491847 -0.0005 32.16 R A 0
9209 VGSLLGEK JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 64 401.7371 2 801.459647 0.0000 26.84 R L 0
9210 VGSVETSTFDTQKR JW0934 ECK0942 pqiB paraquat-inducible protein B 83 777.8913 2 1553.768047 -0.0005 26.02 R N 0
9211 VGSYTVVDALVR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 82 639.8565 2 1277.698447 0.0006 48.00 K Y 0
9212 VGTSMLTR JW5403 ECK2507 der predicted GTP-binding protein 14 432.7341 2 863.453647 0.0002 25.95 R I 0
9213 VGTVTPNVAEAVK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 47 642.8613 2 1283.708047 -0.0005 32.84 K N 0
9214 VGTVTPNVAEAVKNAK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 16 533.3009 3 1596.88087 -0.0025 32.51 K A 0
9215 VGVGVMLNDLF JW3794 ECK3815 pldA outer membrane phospholipase A 63 582.3108 2 1162.607047 0.0014 70.95 R - 0
9216 VGVIVGAEQQVAEVAQK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 92 862.9818 2 1723.949047 0.0023 46.71 K V 0
9217 VGVLDIPGFYVGLTDDVK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 72 954.0108 2 1906.007047 -0.0016 69.70 K V 0
9218 VGVNQVVGVNLFDVYR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 86 889.4847 2 1776.954847 0.0027 59.19 K G 0
9219 VGVPSVLVSR JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 57 506.8108 2 1011.607047 -0.0006 39.63 R F 0
9220 VGWGGSLQLVADMIK JW2277 ECK2276 nuoH NADH:ubiquinone oxidoreductase, membrane subunit H 66 787.4244 2 1572.834247 0.0009 67.36 R M 0
9221 VGWQLAEVDLIEANEAFAAQALSVGK JW5453 ECK2842 yqeF predicted acyltransferase 21 910.4772 3 2728.40977 0.0027 79.29 R M 0
9222 VGYINDQYVLNPTQDELK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 50 1055.0286 2 2108.042647 0.0002 50.32 R E 0
9223 VGYLVVSTDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 22 554.8036 2 1107.592647 0.0003 37.10 R G 0
9224 VHDVKETVEAMR JW3144 ECK3166 folP 7,8-dihydropteroate synthase 54 471.9093 3 1412.70607 -0.0022 28.08 R V 0
9225 VHIINLEK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 38 483.2925 2 964.570447 -0.0001 30.40 K T 0
9226 VHLEPTINLPLSNNWGSINTEAK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 105 1274.1599 2 2546.305247 -0.0076 54.57 R L 0
9227 VHPNGIR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 20 396.7272 2 791.439847 -0.0004 16.44 K L 0
9228 VHTSNYSIQGFTK JW3564 ECK3580 selA selenocysteine synthase 32 494.5845 3 1480.73167 0.0006 32.02 K A 0
9229 VHVTDYTNASR JW3897 ECK3918 glpK glycerol kinase 32 631.81 2 1261.605447 0.0003 23.86 R T 0
9230 VIAAGNGCTDDLQLEHLPANTDIR 57.021465@C:8 JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 54 865.0943 3 2592.26107 0.0010 44.98 R V 0
9231 VIADCGCEGR 57.021465@C:5,57.021465@C:7 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 65 568.7449 2 1135.475247 0.0002 19.96 K A 0
9232 VIADCGCEGRA 57.021465@C:5,57.021465@C:7 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 62 604.263 2 1206.511447 -0.0007 20.37 K - 0
9233 VIADHIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 15 412.2428 2 822.471047 -0.0001 26.58 R S 0
9234 VIADYEER JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 53 497.7452 2 993.475847 -0.0008 21.48 K K 0
9235 VIAFNVNQDISSSMQTLAK JW2555 ECK2569 rseB anti-sigma factor 52 1033.5326 2 2065.050647 -0.0008 58.00 R A 0
9236 VIALDLDGTLLTPK JW0749 ECK0755 ybhA predicted hydrolase 91 734.9358 2 1467.857047 0.0022 57.54 R K 0
9237 VIANANFTGR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 54 531.7886 2 1061.562647 0.0010 28.91 R A 0
9238 VIASCFFEASTR 57.021465@C:5 JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 59 694.3377 2 1386.660847 0.0007 44.87 K T 0
9239 VIASELGEER JW3974 ECK4006 aceB malate synthase A 14 551.7913 2 1101.568047 0.0014 65.04 K F 0
9240 VIASTQPAQTTVYLEQPEAIDYKR JW0328 ECK0334 codA cytosine deaminase 56 907.8082 3 2720.40277 0.0008 43.56 K - 0
9241 VIAVPGK JW1913 ECK1927 yedD predicted protein 22 342.2262 2 682.437847 0.0001 24.83 R L 0
9242 VICQGFTGSQGTFHSEQAIAYGTK 57.021465@C:3 JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 50 863.0796 3 2586.21697 -0.0002 40.10 K M 0
9243 VIDALQQR JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 15 471.7713 2 941.528047 -0.0014 26.87 K G 0
9244 VIDELRPK JW2560 ECK2574 srmB ATP-dependent RNA helicase 33 485.29 2 968.565447 -0.0001 24.64 R T 0
9245 VIDFSGNYEDYLR JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 67 795.876 2 1589.737447 0.0012 53.32 R S 0
9246 VIDGADGAR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 65 437.224 2 872.433447 -0.0017 18.36 R F 0
9247 VIDIWAAANDR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 53 622.3254 2 1242.636247 0.0005 50.31 K V 0
9248 VIDIWAAANDRVSK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 33 779.4236 2 1556.832647 0.0016 46.22 K A 0
9249 VIDLMCPFAK 57.021465@C:6 JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 63 597.3067 2 1192.598847 0.0004 54.03 K G 0
9250 VIEDISSTDSQAAHNLALSIDER JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 99 1242.6139 2 2483.213247 -0.0006 48.67 R L 0
9251 VIEGDKNVNMMEVAIDEACVR 57.021465@C:19 JW3702 ECK3717 phoU DNA-binding transcriptional regulator 45 798.0481 3 2391.12247 -0.0006 53.22 R I 0
9252 VIEIAVK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 46 386.2523 2 770.490047 -0.0001 31.96 R G 0
9253 VIELGTQVEI JW5609 ECK3741 trkD potassium transporter 33 550.8136 2 1099.612647 0.0003 54.29 R - 0
9254 VIELQGIAGTSAAR JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 93 693.3913 2 1384.768047 0.0006 39.78 K E 0
9255 VIELTKK JW3709 ECK3724 atpC F1 sector of membrane-bound ATP synthase, epsilon subunit 11 415.7705 2 829.526447 -0.0008 20.39 R A 0
9256 VIEPVKR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 35 420.7686 2 839.522647 -0.0003 18.87 R T 0
9257 VIEQGNVMVLGGDMRDPK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 61 653.3328 3 1956.97657 0.0005 41.18 R H 0
9258 VIEQTVR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 53 422.7478 2 843.481047 -0.0003 19.90 R E 0
9259 VIETDEKVFR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 50 618.3351 2 1234.655647 0.0000 29.92 K H 0
9260 VIETFGASEGGNK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 84 654.8251 2 1307.635647 0.0000 28.99 K G 0
9261 VIETMYETGKDMNAK JW2768 ECK2792 sdaB L-serine deaminase II 25 577.2758 3 1728.80557 -0.0007 31.28 K Y JW1803
9262 VIGAGQVYGLSAR JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 57 645.8618 2 1289.709047 0.0000 38.28 R G 0
9263 VIGCLSK 57.021465@C:4 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 24 388.7204 2 775.426247 0.0001 22.75 K L 0
9264 VIGEQQMK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 49 466.7469 2 931.479247 -0.0003 21.33 R E 0
9265 VIGIGSPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 48 399.745 2 797.475447 -0.0004 27.99 K A 0
9266 VIGQNEAVDAVSNAIR JW2573 ECK2590 clpB protein disaggregation chaperone 86 828.4395 2 1654.864447 0.0006 46.12 R R 0
9267 VIGQNEAVDAVSNAIRR JW2573 ECK2590 clpB protein disaggregation chaperone 19 604.6626 3 1810.96597 0.0011 44.97 R S 0
9268 VIGSTTYQEFSNIFEKDR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 34 712.0198 3 2133.03757 -0.0003 53.80 R A 0
9269 VIGTATSENGAQAISDYLGANGK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 128 1119.0563 2 2236.098047 0.0009 49.29 K G 0
9270 VIGVGGGGGNAVEHMVR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 106 804.9171 2 1607.819647 -0.0004 34.70 K E 0
9271 VIGYTDLPGR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 23 545.7988 2 1089.583047 0.0013 36.92 K L 0
9272 VIHVVDKK JW2504 ECK2516 yfhM conserved protein 48 469.2951 2 936.575647 0.0001 17.17 R S 0
9273 VIIAAHGNSLR JW0738 ECK0744 gpmA phosphoglyceromutase 1 29 384.2277 3 1149.66127 -0.0005 24.51 R A 0
9274 VIIMDEPTDALTDTETESLFR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 104 1198.582 2 2395.149447 0.0029 61.87 K V 0
9275 VIKPIMDGLTPIAK JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 29 748.4504 2 1494.886247 0.0020 45.51 R Q 0
9276 VILAGEVTTPVTVR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 95 727.9318 2 1453.849047 -0.0013 43.52 K G 0
9277 VILDSKK JW0934 ECK0942 pqiB paraquat-inducible protein B 31 401.7552 2 801.495847 -0.0002 18.06 R A 0
9278 VILVGNLGQDPEVR JW4020 ECK4051 ssb Single-stranded DNA-binding protein 97 754.9252 2 1507.835847 0.0000 45.22 K Y 0
9279 VILVNSNPATIMTDPEMADATYIEPIHWEVVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 109 1208.9421 3 3623.80447 0.0041 66.33 R K 0
9280 VIMEGHQGDEYDEALSTLAELEDIGWK JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 59 1016.8095 3 3047.40667 -0.0003 71.06 R V 0
9281 VIMEGHQGDEYDEALSTLAELEDIGWKVR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 46 826.6521 4 3302.579294 0.0029 69.65 R L 0
9282 VIMPYSTADGGNK JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 16 676.8294 2 1351.644247 0.0001 32.92 K G 0
9283 VINDKGENGWLEIPIDQLVPGDIIK JW4201 ECK4237 mgtA magnesium transporter 34 1388.2499 2 2774.485247 0.0000 68.49 R L 0
9284 VINDNFGIIEGLMTTVHATTATQK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 89 858.7802 3 2573.31877 0.0028 67.27 K T 0
9285 VINESTNQNAAVK JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 78 694.3628 2 1386.711047 0.0008 20.15 K R 0
9286 VINESTNQNAAVKR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 96 772.413 2 1542.811447 0.0002 19.39 K I 0
9287 VINGVVELPKDQAVLIEPFDTVTVQGFYR JW1596 ECK1599 ydgH predicted protein 17 1082.9182 3 3245.73277 -0.0007 64.64 R S 0
9288 VINQLTGGLAGMAK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 58 686.8841 2 1371.753647 -0.0007 43.71 K G 0
9289 VINSGQVCNCAER 57.021465@C:8,57.021465@C:10 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 90 753.8427 2 1505.670847 -0.0007 23.59 R V 0
9290 VINVINGK JW3474 ECK3490 slp outer membrane lipoprotein 33 428.7661 2 855.517647 0.0000 27.70 K T 0
9291 VINVINGKTDTLLEISVLPLDSYAKPDIEANYQGR JW3474 ECK3490 slp outer membrane lipoprotein 39 965.5186 4 3858.045294 0.0041 64.25 K L 0
9292 VIPATILGIQSDR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 60 691.9036 2 1381.792647 -0.0002 48.76 K V 0
9293 VIPSIAYTEPEVAWVGLTEK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 106 1101.5885 2 2201.162447 0.0005 62.35 K E 0
9294 VIPSIAYTEPEVAWVGLTEKEAK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 27 844.1199 3 2529.33787 0.0013 59.85 K E 0
9295 VIPSIAYTEPEVAWVGLTEKEAKEK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 53 929.8325 3 2786.47567 0.0016 55.55 K G 0
9296 VIPYAGNVVTSDIAYAFGTPPSDAEAIK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 10 956.1566 3 2865.44797 0.0043 66.10 K V 0
9297 VIPYWNETILPR JW0738 ECK0744 gpmA phosphoglyceromutase 1 51 750.9144 2 1499.814247 0.0006 55.01 R M 0
9298 VIREKVDATK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 30 386.8993 3 1157.67607 -0.0006 17.05 R Q 0
9299 VISEQQQIQEK JW5066 ECK0485 ybbM predicted inner membrane protein 88 665.3541 2 1328.693647 0.0002 22.25 R L 0
9300 VISQDRELVSETLEMLQTCYQQLGK 57.021465@C:19 JW1272 ECK1275 yciM conserved protein 45 990.1646 3 2967.47197 0.0037 71.19 R T 0
9301 VISQVEAQR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 35 515.2881 2 1028.561647 0.0001 21.04 K K 0
9302 VISVQEMHAQIK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 69 691.876 2 1381.737447 -0.0012 32.99 K - 0
9303 VITRGEATR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 10 334.8611 3 1001.56147 -0.0004 16.24 K L 0
9304 VIVAAPVIAELNMPR JW2504 ECK2516 yfhM conserved protein 80 796.9637 2 1591.912847 0.0009 57.33 K F 0
9305 VIVPPMTSEMMNLVK JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 16 844.9431 2 1687.871647 0.0007 59.75 R N 0
9306 VIVSGLQR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 46 436.2716 2 870.528647 -0.0001 27.62 R I 0
9307 VIVSQLHR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 61 476.2901 2 950.565647 -0.0005 23.61 R S 0
9308 VIVVTDGER JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 44 494.2771 2 986.539647 0.0001 26.00 K I 0
9309 VIYQAGFTDR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 39 585.3006 2 1168.586647 -0.0009 34.12 K Q 0
9310 VIYVPGK JW0637 ECK0635 leuS leucyl-tRNA synthetase 25 388.2392 2 774.463847 0.0000 27.79 K L 0
9311 VKAALELAEQR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 56 614.3561 2 1226.697647 -0.0007 28.76 R E 0
9312 VKDDLQELAVVESFPTKIEGR JW5829 ECK1716 infC protein chain initiation factor IF-3 122 791.7603 3 2372.25907 0.0003 53.50 R Q 0
9313 VKDSLKDSFDDSSANLFK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 100 1008.4999 2 2014.985247 0.0005 43.31 K L 0
9314 VKEEDDIEAATR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 20 688.3384 2 1374.662247 -0.0004 13.08 K R 0
9315 VKEVVDFCHR 57.021465@C:8 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 66 644.8272 2 1287.639847 0.0005 25.33 R F 0
9316 VKGDEELGGISIYAFNENR JW5760 ECK4255 yjgQ conserved inner membrane protein 64 704.3519 3 2110.03387 0.0010 49.84 R R 0
9317 VKGDEELGGISIYAFNENRR JW5760 ECK4255 yjgQ conserved inner membrane protein 33 756.3864 3 2266.13737 0.0033 45.38 R L 0
9318 VKGGFTVELNGIR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 16 463.9328 3 1388.77657 -0.0009 40.20 K A 0
9319 VKGLIEEMASAYEDPKEVIEFYSK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 62 925.7989 3 2774.37487 0.0025 64.43 R N 0
9320 VKHPSEIVNVGDEITVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 76 932.5125 2 1863.010447 0.0004 36.19 R V 0
9321 VKLDEAGVR JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 59 493.7849 2 985.555247 -0.0003 23.47 K M 0
9322 VKNQPGINGVK JW2100 ECK2106 mrp antiporter inner membrane protein 33 385.2275 3 1152.66067 -0.0006 19.29 R N 0
9323 VKPFIEHCALAPLPGEGSFAGSILSHDFVEAALMR 57.021465@C:8 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 12 1256.3105 3 3765.90967 0.0087 79.81 R R 0
9324 VKPNQQVTIIDSEGK JW5571 ECK3864 bipA GTP-binding protein 65 828.4517 2 1654.888847 0.0000 28.32 K T 0
9325 VKQHAAPVTGSDEIDIGR JW2045 ECK2054 wzc protein-tyrosine kinase 10 631.6661 3 1891.97647 0.0012 66.83 K L 0
9326 VKSQAIEGLVK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 47 586.356 2 1170.697447 0.0002 28.26 R A 0
9327 VKTLLNEK JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 43 472.7919 2 943.569247 -0.0009 22.21 R A 0
9328 VKVEHADEYDLWGSRV JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 24 634.9828 3 1901.92657 -0.0007 40.65 R - 0
9329 VKYNEDVGELHR JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 48 486.9157 3 1457.72527 -0.0011 24.96 R T 0
9330 VLAAIDAR JW1796 ECK1805 yeaZ predicted peptidase 40 414.7504 2 827.486247 -0.0002 26.84 R M 0
9331 VLADGQFYR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 32 534.7766 2 1067.538647 -0.0014 34.66 R V 0
9332 VLAEGNADEKLDPASLTK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 74 935.9915 2 1869.968447 0.0001 36.79 K I 0
9333 VLAEQALAQPTTDELMTLVNK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 60 762.407 3 2284.19917 0.0009 59.88 K F 0
9334 VLAEQNADVR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 57 557.7963 2 1113.578047 0.0003 21.88 K R 0
9335 VLAEQNADVRRDPASLTK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 27 661.6921 3 1982.05447 0.0000 27.73 K M 0
9336 VLAGEPR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 45 371.2161 2 740.417647 -0.0003 19.69 R I 0
9337 VLAGEPRIDGR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 13 394.8912 3 1181.65177 0.0002 26.40 R E 0
9338 VLAGVWSQEAASIAQEIK JW5127 ECK0943 ymbA conserved protein 69 950.513 2 1899.011447 0.0013 62.73 K R 0
9339 VLALDMGALVAGAK JW2573 ECK2590 clpB protein disaggregation chaperone 109 664.8842 2 1327.753847 0.0006 56.25 R Y 0
9340 VLANQSLALNSGVQIR JW4177 ECK4214 ytfL predicted inner membrane protein 106 841.9815 2 1681.948447 0.0011 42.82 R N 0
9341 VLAPDTAGK JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 41 436.2475 2 870.480447 -0.0007 21.00 K F 0
9342 VLASGTPQELVEKR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 18 509.6227 3 1525.84627 0.0001 32.86 K G 0
9343 VLAYEVR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 38 425.2446 2 848.474647 -0.0008 28.77 K M 0
9344 VLAYYKPEGELCTR 57.021465@C:12 JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 41 849.931 2 1697.847447 0.0028 34.52 R N 0
9345 VLCLQDEIADHTLK 57.021465@C:3 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 84 827.9277 2 1653.840847 0.0012 45.73 R M 0
9346 VLCTASIEEGVPR 57.021465@C:3 JW3618 ECK3633 rph ribonuclease PH (pseudogene) 19 715.8687 2 1429.722847 -0.0006 38.69 K F 0
9347 VLDAAVAGK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 60 422.2501 2 842.485647 -0.0006 24.36 K I 0
9348 VLDAGGGEGQTAIK JW0904 ECK0912 smtA S-adenosylmethionine-dependent methyltransferase 93 658.3466 2 1314.678647 0.0007 26.48 R M 0
9349 VLDAINTAGR JW5226 ECK1416 ydcI predicted DNA-binding transcriptional regulator 34 515.288 2 1028.561447 -0.0001 29.67 R S 0
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9350 VLDEGTQKNDR JW2795 ECK2823 thyA thymidylate synthetase 35 637.8209 2 1273.627247 0.0011 16.72 K T 0
9351 VLDGAVMVYCAVGGVQPQSETVWR 57.021465@C:10 JW3302 ECK3327 fusA protein chain elongation factor EF-G 96 1311.1461 2 2620.277647 0.0000 59.78 R Q 0
9352 VLDGGLFFSAADVK JW0818 ECK0824 yliF predicted diguanylate cyclase 15 719.8824 2 1437.750247 -0.0001 57.28 R K 0
9353 VLDICAR 57.021465@C:5 JW2535 ECK2548 glyA serine hydroxymethyltransferase 32 423.7288 2 845.443047 0.0002 29.58 K Y 0
9354 VLDKILNYTNTEMK JW1427 ECK1424 ydcL predicted lipoprotein 23 561.299 3 1680.87517 -0.0005 44.52 K E 0
9355 VLDLACQAQALIAESGAQLQGSVELAHQR 57.021465@C:6 JW2236 ECK2234 glpB sn-glycerol-3-phosphate dehydrogenase (anaerobic), membrane anchor subunit 23 769.902 4 3075.578894 0.0017 69.22 R V 0
9356 VLDLASPIGR JW3756 ECK3775 rho transcription termination factor 58 520.8086 2 1039.602647 0.0001 44.19 R G 0
9357 VLDLIAHISK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 11 370.2288 3 1107.66457 -0.0007 42.93 K - 0
9358 VLDNLLNNALR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 64 627.8616 2 1253.708647 -0.0004 51.40 R Y 0
9359 VLDVGCGAGVLSVAFAR 57.021465@C:6 JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 107 845.9514 2 1689.888247 0.0011 58.72 K H 0
9360 VLDWAAEGLHNVSISQVELR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 12 746.0624 3 2235.16537 0.0007 56.13 R S 0
9361 VLEASGLR JW3809 ECK3826 rmuC predicted recombination limiting protein 56 422.7478 2 843.481047 -0.0002 26.34 R E 0
9362 VLELYGR JW0513 ECK0517 lpxH UDP-2,3-diacylglucosamine pyrophosphatase 17 425.2448 2 848.475047 -0.0006 28.63 K R 0
9363 VLENALVPPMGESTVKLPSDAGSNITYR JW4279 ECK4307 fimC chaperone, periplasmic 22 986.8458 3 2957.51557 -0.0011 51.56 R T 0
9364 VLEQIAAQMR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 25 579.8183 2 1157.622047 -0.0007 38.92 R N 0
9365 VLEQSAESVPEYGK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 68 768.3831 2 1534.751647 0.0001 32.32 R A 0
9366 VLESAIANAEHNDGADIDDLK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 62 737.357 3 2209.04917 -0.0007 44.50 K V 0
9367 VLESAIANAEHNDGADIDDLKVTK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 82 846.7611 3 2537.26147 0.0006 44.03 K I 0
9368 VLESGVDILIGTTGR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 114 765.4302 2 1528.845847 -0.0002 52.18 K L 0
9369 VLESLHGALAADAALLSAAER JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 26 693.3793 3 2077.11607 -0.0005 59.76 R Q 0
9370 VLETILHSEQAK JW1753 ECK1762 selD selenophosphate synthase 24 456.5888 3 1366.74457 -0.0011 34.22 K F 0
9371 VLEVDLQR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 40 486.2794 2 970.544247 -0.0005 35.08 K K 0
9372 VLEVQGMK JW1843 ECK1855 pykA pyruvate kinase II 42 452.2517 2 902.488847 -0.0005 29.10 K V 0
9373 VLEVSNLR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 59 465.2745 2 928.534447 0.0004 33.27 K K 0
9374 VLEVSNLRK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 18 529.3217 2 1056.628847 -0.0003 26.57 K S 0
9375 VLFMVDGTTTDAVDPAEIWPEFIAR JW3684 ECK3699 trmE GTPase 20 1397.1937 2 2792.372847 -0.0001 75.69 R L 0
9376 VLGAWSDLTR JW5566 ECK3878 yihX predicted hydrolase 23 559.3031 2 1116.591647 -0.0010 46.03 R I 0
9377 VLGDKIQLVGDDLFVTNTK JW2750 ECK2773 eno enolase 71 692.3845 3 2074.13167 0.0006 54.24 K I 0
9378 VLGEVKK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 23 386.7499 2 771.485247 -0.0002 17.83 R E 0
9379 VLGEVKKEYCDLLR 57.021465@C:10 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 30 574.6475 3 1720.92067 0.0027 40.46 R R 0
9380 VLGGSHR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 16 363.2063 2 724.398047 0.0000 13.93 K R 0
9381 VLGTDGFGR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 50 461.2428 2 920.471047 -0.0004 33.77 R S 0
9382 VLHNHSEELTLR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 55 483.2597 3 1446.75727 -0.0007 24.30 K L 0
9383 VLHPLPR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 19 416.2637 2 830.512847 0.0002 22.91 K V 0
9384 VLICAAGK 57.021465@C:4 JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 19 416.2416 2 830.468647 0.0003 21.81 R H 0
9385 VLIDRGEVK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 40 514.8084 2 1027.602247 -0.0002 24.27 K K 0
9386 VLIDRGEVKK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 10 386.2399 3 1155.69787 0.0005 20.65 K E 0
9387 VLIEATSNQVNQFGGYTGMTPADFR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 110 1358.6551 2 2715.295647 -0.0005 55.72 K E 0
9388 VLKADQEFDGLYNELLLEMAR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 17 823.0908 3 2466.25057 0.0041 68.61 R N 0
9389 VLLADEVGLGK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 30 557.3288 2 1112.643047 -0.0009 43.53 R T 0
9390 VLLEIADLK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 46 507.3154 2 1012.616247 -0.0005 49.28 K V 0
9391 VLLFGQAIQTAGTVK JW5873 ECK4366 prfC peptide chain release factor RF-3 53 773.454 2 1544.893447 0.0009 52.75 K G 0
9392 VLLHLIDIDPIDGTDPVENAR JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 72 772.4126 3 2314.21597 -0.0008 58.64 R I 0
9393 VLLICDATHALPIQVLR 57.021465@C:5 JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 38 644.7075 3 1931.10067 -0.0019 58.58 R N 0
9394 VLLPAFPDIR JW3392 ECK3415 glgA glycogen synthase 40 570.8427 2 1139.670847 0.0006 55.76 R R 0
9395 VLLVGQSPNAELSAR JW3119 ECK3138 yraP predicted protein 64 777.4359 2 1552.857247 -0.0001 40.26 K A 0
9396 VLMQAQQALLNAEIDQQR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 96 1035.045 2 2068.075447 0.0020 51.23 K K 0
9397 VLMQAQQALLNAEIDQQRK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 11 1099.0916 2 2196.168647 0.0002 46.51 K S 0
9398 VLNEVTHYYLTK JW0451 ECK0456 acrB multidrug efflux system protein 65 740.3955 2 1478.776447 -0.0005 37.99 K E 0
9399 VLNHPDETQAR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 38 427.2176 3 1278.63097 -0.0006 18.57 R R 0
9400 VLNIFPSIDTGVCAASVR 57.021465@C:13 JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 104 960.0063 2 1917.998047 -0.0002 57.21 K K 0
9401 VLNLNQR JW5336 ECK2057 yegH fused predicted membrane proteins 40 428.7535 2 855.492447 -0.0001 25.27 R T 0
9402 VLNNEIILVTCGSAFK 57.021465@C:11 JW3302 ECK3327 fusA protein chain elongation factor EF-G 45 889.4805 2 1776.946447 0.0021 55.35 R N 0
9403 VLNNGDLGENK JW1666 ECK1672 pykF pyruvate kinase I 68 586.7986 2 1171.582647 -0.0005 23.86 K G 0
9404 VLPELNGK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 12 435.2582 2 868.501847 0.0000 29.52 K L 0
9405 VLPGQVMVELIK JW5599 ECK3779 rffD UDP-N-acetyl-D-mannosaminuronic acid dehydrogenase 17 663.3968 2 1324.779047 0.0003 57.66 R N 0
9406 VLPITIHGDAAVTGQGVVQETLNMSK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 24 893.4789 3 2677.41487 0.0040 55.15 K A 0
9407 VLPLTGVVSPR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 61 569.3535 2 1136.692447 0.0008 42.07 K T 0
9408 VLQEQRLEAIAQIK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 22 546.9895 3 1637.94667 0.0004 41.12 R E 0
9409 VLQLINAYR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 28 545.3242 2 1088.633847 -0.0003 44.84 K F 0
9410 VLRDDDNKPLVYEPGLHFK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 40 564.5511 4 2254.175294 0.0007 39.70 K I 0
9411 VLRDGDTLLVQVK JW0172 ECK0176 yaeT conserved protein 51 728.4301 2 1454.845647 0.0001 37.21 R E 0
9412 VLSFESK JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 10 405.2238 2 808.433047 0.0001 30.17 K V 0
9413 VLSMGDFSTELCGGTHASR 57.021465@C:12 JW2667 ECK2692 alaS alanyl-tRNA synthetase 95 1012.9634 2 2023.912247 0.0031 47.08 R T 0
9414 VLTEAAVAGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 77 479.7818 2 957.549047 -0.0003 25.15 R R 0
9415 VLTEAAVAGKR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 54 557.8318 2 1113.649047 -0.0015 22.29 R D 0
9416 VLTEAAVAGKRDELR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 32 543.3091 3 1626.90547 0.0004 27.66 R G 0
9417 VLTGGVDANALHRPK JW3756 ECK3775 rho transcription termination factor 80 774.4363 2 1546.858047 0.0001 28.10 K R 0
9418 VLTQEMVK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 40 474.2643 2 946.514047 -0.0017 27.59 K K 0
9419 VLTQEMVKK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 49 538.3121 2 1074.609647 -0.0011 21.39 K M 0
9420 VLTQTMVTSADEGGLHTK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 110 944.4775 2 1886.940447 -0.0003 34.92 R D 0
9421 VLVCVPVGATQVER 57.021465@C:4 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 37 763.9231 2 1525.831647 0.0031 42.45 R R 0
9422 VLVCVPVGATQVERR 57.021465@C:4 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 33 561.6504 3 1681.92937 -0.0003 37.19 R A 0
9423 VLVDVNK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 29 393.7397 2 785.464847 0.0002 24.92 R A 0
9424 VLVDWHR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 43 462.756 2 923.497447 -0.0003 32.85 R A 0
9425 VLVEGLQR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 63 457.2766 2 912.538647 -0.0006 31.24 K A 0
9426 VLVLVAAPEGIAALEK JW2483 ECK2494 upp uracil phosphoribosyltransferase 51 796.9856 2 1591.956647 0.0019 59.48 K A 0
9427 VLVNDKGGNLMVLPLDQMLK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 67 733.0747 3 2196.20227 0.0014 61.22 K G 0
9428 VLVPTQEAIQK JW3975 ECK4007 aceA isocitrate lyase 21 613.3611 2 1224.707647 -0.0002 32.46 K L 0
9429 VLVSSTK JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 30 367.2262 2 732.437847 -0.0002 18.47 R S 0
9430 VLVTLGGR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 43 407.7607 2 813.506847 -0.0003 32.17 K Y 0
9431 VLVVEDNALLR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 17 620.8665 2 1239.718447 -0.0001 47.33 R H 0
9432 VLVVGDMAELGAESEACHVQVGEAAK 57.021465@C:17 JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 111 890.4348 3 2668.28257 -0.0010 49.79 R A 0
9433 VLVVGGSQGAR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 21 521.8035 2 1041.592447 -0.0006 24.31 R I 0
9434 VLVVSADVYRPAAIK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 48 800.975 2 1599.935447 0.0006 41.14 K Q 0
9435 VLYAMNVLGNDWNK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 53 818.9123 2 1635.810047 0.0023 56.23 R A 0
9436 VLYEMDGVPEELAR JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 78 810.9004 2 1619.786247 -0.0001 49.15 K E 0
9437 VLYPINSK JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 12 467.2737 2 932.532847 -0.0002 30.71 K D 0
9438 VLYQSFPQAER JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 74 669.346 2 1336.677447 -0.0001 36.47 K A 0
9439 VMAEEGLPPKEATR JW0451 ECK0456 acrB multidrug efflux system protein 13 509.9324 3 1526.77537 -0.0009 24.32 R K 0
9440 VMAENGR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 19 388.6895 2 775.364447 -0.0002 14.26 R L 0
9441 VMAGLGIAVVSTSK JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 34 666.882 2 1331.749447 0.0012 45.56 K G 0
9442 VMALVGENGAGK JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 15 573.3035 2 1144.592447 0.0014 30.85 R S 0
9443 VMAQAWTADDFGSNESK JW2504 ECK2516 yfhM conserved protein 70 928.9093 2 1855.804047 -0.0006 43.09 R V 0
9444 VMCHDAVEVLHK 57.021465@C:3 JW2927 ECK2955 yggH tRNA (m7G46) methyltransferase, SAM-dependent 47 719.3527 2 1436.690847 0.0004 26.54 R M 0
9445 VMDLAAFTLAR JW0166 ECK0170 pyrH uridylate kinase 75 604.3291 2 1206.643647 0.0007 55.54 K D 0
9446 VMDSNDLEK JW5571 ECK3864 bipA GTP-binding protein 25 525.7416 2 1049.468647 -0.0012 24.18 R E 0
9447 VMDSNDLEKER 15.994915@M:2 JW5571 ECK3864 bipA GTP-binding protein 29 451.2092 3 1350.60577 -0.0026 20.12 R G 0
9448 VMEALNAASLR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 101 587.8159 2 1173.617247 -0.0003 39.17 R Q 0
9449 VMEELYPR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 53 518.7601 2 1035.505647 -0.0002 35.50 R L 0
9450 VMGFIGGTSDRPAPISDKEVDAIMNR JW3945 ECK3973 nusG transcription termination factor 22 694.8494 4 2775.368494 0.0000 50.72 R L 0
9451 VMIDNNRPPAVLR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 19 498.9445 3 1493.81167 -0.0018 33.16 R N 0
9452 VMILDSGDPNGPLSR 15.994915@M:2 JW0636 ECK0634 rlpB minor lipoprotein 93 793.8961 2 1585.777647 0.0007 40.60 K A 0
9453 VMIVGDDDQSIYGWR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 97 877.4147 2 1752.814847 0.0008 52.45 K G 0
9454 VMLAESMRPEHEGVTILSSSELR 15.994915@M:2 JW5528 ECK3140 yraR predicted nucleoside-diphosphate-sugar epimerase 15 863.0978 3 2586.27157 -0.0065 79.63 R K 0
9455 VMLKVEELR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 53 558.8258 2 1115.637047 -0.0001 35.32 R Q 0
9456 VMLLFTNPTDVER JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 77 767.9007 2 1533.786847 0.0008 53.86 R L 0
9457 VMLVDALTR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 64 509.2913 2 1016.568047 -0.0007 46.64 R S 0
9458 VMMLLDPESDPLGAGYHIIQSK JW0629 ECK0627 mrdB cell wall shape-determining protein 23 805.4088 3 2413.20457 0.0026 59.73 R I 0
9459 VMMNVGNPDR JW1692 ECK1700 pps phosphoenolpyruvate synthase 62 566.7653 2 1131.516047 -0.0003 27.33 K A 0
9460 VMMSSLR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 41 412.2118 2 822.409047 -0.0002 27.37 K Q 0
9461 VMNLDRFDLL JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 29 618.3269 2 1234.639247 0.0013 59.93 K - 0
9462 VMPQFKVDGK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 34 574.8095 2 1147.604447 -0.0014 32.15 R M 0
9463 VMQAQGSQLTNK JW2535 ECK2548 glyA serine hydroxymethyltransferase 89 652.835 2 1303.655447 0.0000 22.48 R Y 0
9464 VMQDLAEEGMTMVIVTHEIGFAEK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 66 893.4345 3 2677.28167 0.0017 68.94 K V 0
9465 VMSAPQLYVGQEAR JW1795 ECK1804 yeaY predicted lipoprotein 35 774.8952 2 1547.775847 -0.0007 40.37 R F 0
9466 VMSDAFIK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 38 455.7387 2 909.462847 -0.0002 34.49 K A 0
9467 VMSDAFIKAEMELFAAQAK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 74 1050.5281 2 2099.041647 -0.0014 63.41 K E 0
9468 VMSTGQTYNADR JW2553 ECK2567 lepA GTP binding membrane protein 85 671.8066 2 1341.598647 0.0004 21.79 K L 0
9469 VMVEGEDEAQVTEFAHR JW3143 ECK3165 glmM phosphoglucosamine mutase 113 973.9489 2 1945.883247 -0.0006 39.13 R I 0
9470 VMVPSASQFTPMGR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 56 754.373 2 1506.731447 -0.0008 45.77 R I 0
9471 VNADGTLATTGHPEALGSALTHK JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 53 566.0437 4 2260.145694 0.0011 35.74 R W 0
9472 VNADIVNK JW2101 ECK2107 metG methionyl-tRNA synthetase 64 436.7453 2 871.476047 -0.0003 22.87 R V 0
9473 VNAEYVEAFTK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 86 635.8201 2 1269.625647 0.0016 41.67 R G 0
9474 VNAEYVEAFTKGEVK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 78 842.4331 2 1682.851647 0.0002 42.11 R G 0
9475 VNAEYVEAFTKGEVKGK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 41 623.6629 3 1867.96687 -0.0009 39.36 R T 0
9476 VNAICPGYVR 57.021465@C:5 JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 14 574.7972 2 1147.579847 -0.0009 30.31 R T 0
9477 VNAISAGPIR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 69 499.2931 2 996.571647 0.0001 28.95 R T 0
9478 VNASWTWLDATYR JW1446 ECK1445 yncD predicted iron outer membrane transporter 91 791.8856 2 1581.756647 -0.0010 56.34 R S 0
9479 VNDDVAAQQATNAK JW2718 ECK2743 ftsB cell division protein 48 722.8557 2 1443.696847 0.0015 21.28 R L 0
9480 VNDKELMITAALPGSGEWGTQR JW2715 ECK2740 truD pseudoruidine synthase 22 791.7345 3 2372.18167 0.0024 53.03 R E 0
9481 VNDQEISR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 71 480.741 2 959.467447 0.0002 19.22 K G 0
9482 VNDQEISRGQFENAFNSER JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 67 747.3495 3 2239.02667 0.0015 39.28 K N 0
9483 VNDTMCK 57.021465@C:6 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 23 434.1878 2 866.361047 -0.0016 17.07 R R 0
9484 VNEALASLK JW5128 ECK0951 yccS predicted inner membrane protein 24 472.7742 2 943.533847 0.0000 30.60 R Q 0
9485 VNEDEMYPGEAGIDIYNLTK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 94 1136.0281 2 2270.041647 0.0004 57.50 K Y 0
9486 VNEELPWPDDLVVR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 63 840.9335 2 1679.852447 0.0005 58.13 R L 0
9487 VNEELPWPDDLVVRLPQ JW3454 ECK3472 yhiI predicted HlyD family secretion protein 69 1010.0331 2 2018.051647 0.0045 65.07 R - 0
9488 VNEIETYMDGVHLICTTAK 57.021465@C:15 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 87 1097.5294 2 2193.044247 -0.0003 54.17 R V 0
9489 VNEIETYMDGVHLICTTAKVDR 57.021465@C:15 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 53 855.4214 3 2563.24237 0.0014 53.37 R S 0
9490 VNEVNFDKPENAR JW3756 ECK3775 rho transcription termination factor 91 766.3787 2 1530.742847 0.0002 25.78 K N 0
9491 VNGELVDACDLIENDAQLSIITAKDEEGLEIIR 57.021465@C:9 JW1709 ECK1717 thrS threonyl-tRNA synthetase 30 1219.2827 3 3654.82627 -0.0035 70.56 R H 0
9492 VNGGVVPWSPK JW3630 ECK3645 yicH conserved protein 28 570.3148 2 1138.615047 0.0015 38.49 R A 0
9493 VNIAIVGGGATGVELSAELHNAVK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 21 773.7607 3 2318.26027 0.0010 53.63 K Q 0
9494 VNICYFALSPEDEAR 57.021465@C:4 JW3116 ECK3135 yraM conserved protein 68 892.4194 2 1782.824247 -0.0003 51.48 R D 0
9495 VNICYFALSPEDEARDAAR 57.021465@C:4 JW3116 ECK3135 yraM conserved protein 46 733.0163 3 2196.02707 0.0001 48.79 R H 0
9496 VNINGGAPQR JW5100 ECK0729 tolB periplasmic protein 72 513.2777 2 1024.540847 -0.0005 21.53 K I 0
9497 VNLIASQIQR JW5408 ECK2558 yfhB conserved protein 83 571.3382 2 1140.661847 0.0003 36.59 R G 0
9498 VNLPASTSTPQPRPEKPVYLSVK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 32 836.7993 3 2507.37607 0.0014 36.36 K A 0
9499 VNLVEQLESLSVTK JW4121 ECK4156 psd phosphatidylserine decarboxylase 91 779.9386 2 1557.862647 0.0013 61.15 K I 0
9500 VNNLSEQYK JW1264 ECK1266 sohB predicted inner membrane peptidase 50 547.7768 2 1093.539047 -0.0013 22.39 R E 0
9501 VNNMTDLTAQEPAWQTR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 78 987.9706 2 1973.926647 0.0001 44.03 M D 0
9502 VNNVDPAKLQESSPLPVLGAVPWSFDLIATR JW2294 ECK2291 pta phosphate acetyltransferase 86 1111.9335 3 3332.77867 0.0018 71.70 K A 0
9503 VNPADDIEVINTELALADLDTCER 57.021465@C:22 JW1194 ECK1191 ychF predicted GTP-binding protein 121 1343.6488 2 2685.283047 0.0028 67.23 K A 0
9504 VNPGGSVSDTVISAGGGQSLQGR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 41 1072.0406 2 2142.066647 0.0002 39.12 R A 0
9505 VNPIDFENSEGNLGLSNAVLQHLASK JW1117 ECK1117 purB adenylosuccinate lyase 76 922.808 3 2765.40217 0.0040 60.29 K L 0
9506 VNPVVPEVVNQVCFK 57.021465@C:13 JW4099 ECK4133 aspA aspartate ammonia-lyase 74 864.4613 2 1726.908047 0.0005 50.55 K V 0
9507 VNQLGVAEPVVQR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 85 704.8994 2 1407.784247 0.0009 35.81 R Q 0
9508 VNQVAEVLQLAHLLDR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 56 606.6794 3 1817.01637 0.0004 65.68 R K 0
9509 VNSALSKDEQIKK JW3119 ECK3138 yraP predicted protein 59 730.4095 2 1458.804447 0.0002 19.38 R E 0
9510 VNSMYQTAQPHVYAVGDVIGYPSLASAAYDQGR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 52 1176.8984 3 3527.67337 -0.0045 55.68 K I 0
9511 VNSPGGSVTASEVIR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 95 736.889 2 1471.763447 0.0005 32.62 R A 0
9512 VNVAMNQTR JW4247 ECK4277 fecE KpLE2 phage-like element; iron-dicitrate transporter subunit -!- ATP-binding component of ABC superfamily 42 516.7661 2 1031.517647 -0.0005 21.83 R I 0
9513 VNVDAGNR JW0172 ECK0176 yaeT conserved protein 50 422.7171 2 843.419647 -0.0002 17.62 R F 0
9514 VNWNRVILEGR JW2663 ECK2683 gshA gamma-glutamate-cysteine ligase 10 452.59 3 1354.74817 0.0013 36.94 R K 0
9515 VNYLLLSGDNALQSYNEPMTMR JW2132 ECK2137 sanA predicted protein 69 1265.1104 2 2528.206247 0.0023 59.47 K K 0
9516 VPFFAPNMR JW0934 ECK0942 pqiB paraquat-inducible protein B 37 539.7786 2 1077.542647 -0.0003 46.18 K Q 0
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9517 VPGDSEVK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 21 415.7164 2 829.418247 0.0002 18.57 R Q 0
9518 VPGGASLTR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 14 429.2459 2 856.477247 0.0006 22.56 R K 0
9519 VPGIAAAAPYINFTGLVESGANLR JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 68 801.0995 3 2400.27667 -0.0033 67.48 K A 0
9520 VPGSPDQVDVVYK JW0172 ECK0176 yaeT conserved protein 47 701.864 2 1401.713447 -0.0005 35.02 R V 0
9521 VPLAPDIDAAIIAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 23 717.9204 2 1433.826247 0.0021 53.83 R G 0
9522 VPLFVQIGEVIK JW4107 ECK4141 efp Elongation factor EF-P 52 671.4104 2 1340.806247 -0.0005 60.52 K V 0
9523 VPLHTLR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 13 418.2611 2 834.507647 0.0002 21.24 R A 0
9524 VPMNIVAQR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 54 514.2894 2 1026.564247 -0.0002 31.40 K Y 0
9525 VPNGVSGTVIDVQVFTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 100 894.4862 2 1786.957847 0.0002 53.59 R D 0
9526 VPQDYVTQSGPLR JW5655 ECK3541 yiaF conserved protein 48 730.3807 2 1458.746847 0.0003 35.21 R E 0
9527 VPQSISVVTAEEMALHQPK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 103 1032.5433 2 2063.072047 0.0001 47.02 K S 0
9528 VPTPNVSVVDLTVR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 94 748.4276 2 1494.840647 0.0002 48.58 R L 0
9529 VPTPNVSVVDLTVRLEK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 30 622.6948 3 1865.06257 0.0004 52.04 R A 0
9530 VPVINPNSMAALGIEVVDVR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 155 1047.0747 2 2092.134847 -0.0002 65.05 K I 0
9531 VPVIYAPAK JW0120 ECK0123 gcd glucose dehydrogenase 50 479.2916 2 956.568647 -0.0008 32.52 K T 0
9532 VPYEVGR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 20 410.2217 2 818.428847 0.0003 24.47 K A 0
9533 VPYGAVLAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 12 459.2767 2 916.538847 0.0007 33.05 K G 0
9534 VPYIAQVMNDAPAVASTDYMK 15.994915@M:20 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 133 1150.5508 2 2299.087047 0.0006 54.66 R L 0
9535 VQAGHLINAPMQK JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 40 469.5899 3 1405.74787 -0.0020 28.41 R L 0
9536 VQAHVIDKY JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 29 358.1977 3 1071.57127 0.0000 23.95 K - 0
9537 VQALADAAR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 68 457.7562 2 913.497847 -0.0002 22.24 R E 0
9538 VQDLQVVGTCGK 57.021465@C:10 JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 20 652.3378 2 1302.661047 0.0009 30.42 K R 0
9539 VQEDTMR JW0368 ECK0372 sbmA predicted transporter 12 439.7055 2 877.396447 0.0001 17.62 R F 0
9540 VQEYVANYINADWIESLTATSER JW2294 ECK2291 pta phosphate acetyltransferase 116 1336.6426 2 2671.270647 -0.0059 68.05 K S 0
9541 VQFGDYQANGMMAVAK JW1865 ECK1877 argS arginyl-tRNA synthetase 83 865.4053 2 1728.796047 -0.0003 45.38 K K 0
9542 VQFIDEPVKATTEPDGSR JW0803 ECK0809 ybiS conserved protein 96 994.9995 2 1987.984447 -0.0005 36.41 R Y 0
9543 VQGEIPENADLK JW5692 ECK3388 hslO heat shock protein Hsp33 20 656.8393 2 1311.664047 -0.0029 30.45 R T 0
9544 VQGKDEVILTLNK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 68 728.9212 2 1455.827847 -0.0018 34.02 R S 0
9545 VQGLLGR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 37 371.732 2 741.449447 -0.0002 27.46 K R 0
9546 VQGLSEVFER JW0888 ECK0896 ycaO conserved protein 36 582.3066 2 1162.598647 0.0005 42.37 R Y 0
9547 VQIEQLSPTFWR JW5609 ECK3741 trkD potassium transporter 71 752.4019 2 1502.789247 0.0010 54.26 R V 0
9548 VQIGSNNIR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 19 500.7802 2 999.545847 -0.0002 23.17 R A 0
9549 VQLHWDEKR JW0637 ECK0635 leuS leucyl-tRNA synthetase 59 605.8201 2 1209.625647 0.0002 26.01 K T 0
9550 VQLLGSGSILR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 70 571.8481 2 1141.681647 -0.0003 46.11 K H 0
9551 VQLNSGMSLIVR JW5300 ECK1830 proQ predicted structural transport element 49 658.8695 2 1315.724447 -0.0037 46.84 R A 0
9552 VQLTFNNLK JW1606 ECK1609 ydgA conserved protein 47 538.8083 2 1075.602047 -0.0006 40.05 K T 0
9553 VQLTFNNLKTDGSSTLASFGER JW1606 ECK1609 ydgA conserved protein 18 795.74 3 2384.19817 0.0011 53.00 K V 0
9554 VQNALQSVPGVTQAR JW0473 ECK0478 copA copper transporter 14 784.4322 2 1566.849847 0.0021 37.23 R V 0
9555 VQNTNGVYVVPAFTGLGAPYWDPYAR JW3897 ECK3918 glpK glycerol kinase 33 952.4771 3 2854.40947 0.0016 66.32 K G 0
9556 VQPLFSTDFYR JW3026 ECK3044 ygiF predicted adenylate cyclase 35 686.8483 2 1371.682047 -0.0002 52.52 R E 0
9557 VQQAAQQAVR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 56 549.8043 2 1097.594047 0.0000 17.47 K N 0
9558 VQQDGSQVLLR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 41 621.8432 2 1241.671847 -0.0010 30.68 K D 0
9559 VQQPEFAAAK JW3975 ECK4007 aceA isocitrate lyase 24 544.7905 2 1087.566447 0.0003 26.43 K D 0
9560 VQQVSTSR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 22 452.7458 2 903.477047 -0.0003 15.71 R G 0
9561 VQSELGQSLATRPELEDIEASAR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 69 1250.1352 2 2498.255847 -0.0054 47.51 R F 0
9562 VQSMPEINDADK JW0172 ECK0176 yaeT conserved protein 21 673.8166 2 1345.618647 0.0003 30.45 R T 0
9563 VQSMPEINDADKTVK JW0172 ECK0176 yaeT conserved protein 59 837.9224 2 1673.830247 0.0009 30.06 R L 0
9564 VRAELAR JW5687 ECK3410 glpG predicted intramembrane serine protease 34 407.7481 2 813.481647 -0.0004 18.17 R F 0
9565 VRDDANTLHIEPLPYSLEE JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 49 1106.0524 2 2210.090247 0.0047 52.85 R - 0
9566 VRDMFEQAK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 48 562.2815 2 1122.548447 -0.0007 24.96 R K 0
9567 VRDMFEQAKK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 25 417.8887 3 1250.64427 0.0003 21.65 R A 0
9568 VRIDPIIVAQDGSLSGPGMACTTVAK 57.021465@C:21 JW0628 ECK0626 rlpA minor lipoprotein 60 886.1322 3 2655.37477 0.0023 48.90 K Q 0
9569 VRNLLAQPAAGTTEAKPAPAPQADTPAAAPQGE JW3775 ECK3797 hemX uroporphyrinogen III methylase 75 1070.5562 3 3208.64677 -0.0008 35.41 R - 0
9570 VRPDMAQNNADR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 52 693.831 2 1385.647447 0.0005 18.52 R L 0
9571 VRPDMAQNNADRLVIDGGR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 45 699.692 3 2096.05417 -0.0004 33.03 R A 0
9572 VRPGVQVK JW0452 ECK0457 acrA multidrug efflux system 21 441.7791 2 881.543647 -0.0009 18.38 K A 0
9573 VRPVQPR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 17 426.2639 2 850.513247 -0.0004 16.49 R R 0
9574 VSAFADR JW0186 ECK0190 yaeQ conserved protein 22 383.1981 2 764.381647 0.0000 22.83 K T 0
9575 VSAINAASEK JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 72 495.2667 2 988.518847 -0.0001 21.07 R L 0
9576 VSAMPSTQQEVLR JW0964 ECK0972 yccC cryptic autophosphorylating protein tyrosine kinase Etk 23 723.3741 2 1444.733647 -0.0007 33.59 R L 0
9577 VSAVLMEQGQMIWQQR 15.994915@M:11 JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 84 960.4771 2 1918.939647 0.0003 49.82 R I 0
9578 VSDAASNDTESLAGAEQAAGVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 26 1045.9976 2 2089.980647 0.0043 39.38 K A 0
9579 VSDLQETLIGR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 92 615.8385 2 1229.662447 0.0008 41.77 K F 0
9580 VSDPSYFNDFDNK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 98 774.3359 2 1546.657247 -0.0003 42.06 K Y 0
9581 VSDPSYFNDFDNKYGSSTDGYATQK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 71 936.0755 3 2805.20467 0.0004 43.91 K F 0
9582 VSDYDGYNQFVVHR JW5100 ECK0729 tolB periplasmic protein 68 849.8968 2 1697.779047 -0.0007 38.22 R S 0
9583 VSEGQTVR JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 63 438.2327 2 874.450847 0.0000 16.20 R L 0
9584 VSEIIGQVWR JW2501 ECK2513 yfgB predicted enzyme 53 593.8323 2 1185.650047 -0.0006 45.53 R A 0
9585 VSEISIVGR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 75 480.2794 2 958.544247 -0.0005 33.28 R N 0
9586 VSEIVEMEGR JW3088 ECK3106 tdcB catabolic threonine dehydratase, PLP-dependent 50 574.7843 2 1147.554047 -0.0001 32.78 K I 0
9587 VSELLSVPTK JW2162 ECK2168 yeiU undecaprenyl pyrophosphate phosphatase 49 536.8153 2 1071.616047 -0.0014 37.57 R D 0
9588 VSELLSVPTKDASR JW2162 ECK2168 yeiU undecaprenyl pyrophosphate phosphatase 39 751.4142 2 1500.813847 -0.0009 33.50 R D 0
9589 VSEQGVGELTASTPLQEQAIADALDGDYR JW2425 ECK2427 yfeY predicted protein 21 1011.8271 3 3032.45947 0.0021 62.73 K L 0
9590 VSFDKDKR JW0462 ECK0467 htpG molecular chaperone HSP90 family 42 497.7694 2 993.524247 -0.0001 17.28 R T 0
9591 VSGEGHITCGHCR 57.021465@C:9,57.021465@C:12 JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 50 735.3226 2 1468.630647 0.0008 16.97 R N 0
9592 VSGIMGAR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 63 395.7155 2 789.416447 -0.0002 23.77 K K 0
9593 VSGMDCAACAR 57.021465@C:6,57.021465@C:9 JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 59 599.2448 2 1196.475047 0.0014 22.40 K K 0
9594 VSGYAVR JW0886 ECK0894 pflB pyruvate formate lyase I 30 376.2083 2 750.402047 -0.0003 21.30 R F JW2563 JW5522
9595 VSIMMGR JW1272 ECK1275 yciM conserved protein 50 397.2065 2 792.398447 0.0000 31.09 R V 0
9596 VSISTTMGAGVAVDQAGLSASVN JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 32 1068.0356 2 2134.056647 -0.0009 52.45 K - 0
9597 VSKLNDAGVSR JW0488 ECK0493 ylbH conserved protein, rhs-like 14 573.3169 2 1144.619247 -0.0007 18.70 R S 0
9598 VSLAADPVEEIKVGFDILK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 70 1022.0714 2 2042.128247 -0.0015 65.38 R S 0
9599 VSLDDPEALTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 57 594.3113 2 1186.608047 -0.0001 39.00 K I 0
9600 VSLDKVIETMYETGKDMNAK JW1803 ECK1812 sdaA L-serine deaminase I 33 1136.5641 2 2271.113647 0.0010 59.46 R Y 0
9601 VSLIAGVSK JW2667 ECK2692 alaS alanyl-tRNA synthetase 64 437.2738 2 872.533047 0.0000 32.73 K D 0
9602 VSLIEPGPIR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 49 540.8243 2 1079.634047 0.0001 40.83 K T 0
9603 VSLITSDGIKFPQDGTLEFSDVTVDQTTGSITLR JW0452 ECK0457 acrA multidrug efflux system 95 1214.2897 3 3639.84727 -0.0047 64.39 K A 0
9604 VSNASALGR JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 71 437.7406 2 873.466647 -0.0001 19.29 M N 0
9605 VSNILAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 52 372.7343 2 743.454047 0.0000 23.66 R S 0
9606 VSQALDILTYTNK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 55 733.3989 2 1464.783247 0.0009 48.89 K K 0
9607 VSQALDILTYTNKK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 83 797.4462 2 1592.877847 0.0005 42.74 K A 0
9608 VSQASDSYYYR JW2261 ECK2260 elaB conserved protein 65 669.8017 2 1337.588847 0.0000 27.25 R A 0
9609 VSQWLVEYTQQR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 89 768.8951 2 1535.775647 0.0025 45.29 R L 0
9610 VSRGDMLSMEDVLEILR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 48 655.0047 3 1961.99227 0.0009 68.00 R I 0
9611 VSSFTSAPR JW2406 ECK2408 cysZ predicted inner membrane protein 66 476.248 2 950.481447 -0.0006 23.57 M S 0
9612 VSTLDLENLPR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 34 628.846 2 1255.677447 0.0002 45.58 R N 0
9613 VSTVRDIEEDKAPADLASTFLR JW2500 ECK2512 yfgA conserved protein 44 811.7588 3 2432.25457 0.0000 51.45 K G 0
9614 VSVADVSK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 34 402.7262 2 803.437847 -0.0009 23.57 R V 0
9615 VSVADVSKVDQAGLK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 90 758.4224 2 1514.830247 -0.0001 35.88 R K 0
9616 VSVADVSKVDQAGLKK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 93 822.4701 2 1642.925647 0.0004 32.58 R L 0
9617 VSVFGYDLEKDVVNAK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 39 594.9803 3 1781.91907 -0.0009 53.24 R R 0
9618 VSVFGYDLEKDVVNAKR JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 24 647.013 3 1938.01717 -0.0040 48.63 R Q 0
9619 VSVSIFGR JW3945 ECK3973 nusG transcription termination factor 15 432.7505 2 863.486447 0.0000 41.32 K A 0
9620 VSYFGQK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 25 414.716 2 827.417447 -0.0003 26.72 R M 0
9621 VTADDVELIHFPF JW0513 ECK0517 lpxH UDP-2,3-diacylglucosamine pyrophosphatase 97 751.8803 2 1501.746047 0.0007 65.54 K - 0
9622 VTAEDVLKPGTADILVPR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 54 632.0264 3 1893.05737 0.0004 50.69 R N 0
9623 VTAERDPANLK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 24 607.3301 2 1212.645647 -0.0005 20.17 R W 0
9624 VTALPAIADDSGLAVDVLGGAPGIYSAR JW2921 ECK2949 yggV dITP/XTP pyrophosphatase 30 890.477 3 2668.40917 0.0020 67.00 K Y 0
9625 VTATAIDQVQVELPMPNR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 48 991.5222 2 1981.029847 -0.0003 52.23 K Q 0
9626 VTATYSLR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 48 455.7532 2 909.491847 0.0000 27.21 K D 0
9627 VTATYSLRDDGGLNVINK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 36 646.0096 3 1935.00697 0.0009 40.55 K G 0
9628 VTAVEAKEDGIYVTMEGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 86 970.488 2 1938.961447 0.0006 39.78 K K 0
9629 VTDIMGEIASASDEQSR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 87 904.9191 2 1807.823647 -0.0020 49.44 R G JW4318
9630 VTDTLNR JW4201 ECK4237 mgtA magnesium transporter 35 409.7217 2 817.428847 -0.0006 19.15 R Q 0
9631 VTDVLLASHENTAQIIDARPAAR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 19 616.0842 4 2460.307694 -0.0006 42.10 K F 0
9632 VTDYLQMGQEVPVK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 17 803.9108 2 1605.807047 -0.0002 45.09 K V 0
9633 VTDYLQMGQEVPVKVLEVDR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 80 773.4076 3 2317.20097 0.0023 55.05 K Q 0
9634 VTEADIHIASQLMDR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 77 849.9286 2 1697.842647 0.0020 45.13 R M 0
9635 VTEALSK JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 43 374.2159 2 746.417247 -0.0001 18.59 R V 0
9636 VTEHHETPGLGDKIELR JW1623 ECK1627 rsxG predicted oxidoreductase 48 644.3373 3 1929.99007 -0.0006 29.39 R L 0
9637 VTEQGEMIR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 49 531.766 2 1061.517447 -0.0001 24.37 R F 0
9638 VTESELVQR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 60 530.7852 2 1059.555847 -0.0001 27.54 R S 0
9639 VTFSTPDGDVTAVNDLNFSLR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 128 1134.5608 2 2267.107047 0.0002 59.13 R A 0
9640 VTGDTQALKGER JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 31 637.8387 2 1273.662847 0.0002 19.31 R V 0
9641 VTGEENGQMR JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 23 560.7562 2 1119.497847 0.0001 18.09 R L 0
9642 VTGEMTVDPSVVTLLR JW1823 ECK1833 yebT conserved protein 90 858.9642 2 1715.913847 0.0011 56.11 K E 0
9643 VTGETNTDDLSPAPDAWSRPDIPLHALAMLK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 108 1111.2247 3 3330.65227 -0.0031 59.82 K N 0
9644 VTGLADEPK JW4180 ECK4217 ytfN conserved protein 23 465.2504 2 928.486247 -0.0003 23.61 R A 0
9645 VTGLADEPKAEIFSDPAMSQQAALSYLLR JW4180 ECK4217 ytfN conserved protein 62 1041.1997 3 3120.57727 -0.0028 63.88 R G 0
9646 VTGLIGHNGSGK JW0147 ECK0150 fhuC iron-hydroxamate transporter subunit -!- ATP-binding component of ABC superfamily 25 380.5436 3 1138.60897 -0.0003 19.98 K S 0
9647 VTGNGLPPKPEER JW3904 ECK3925 ftsN essential cell division protein 14 697.3761 2 1392.737647 0.0015 19.73 K W 0
9648 VTGQALTVNEK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 36 580.3199 2 1158.625247 0.0008 24.10 K G 0
9649 VTIPGSDNEYYK JW0172 ECK0176 yaeT conserved protein 23 693.3329 2 1384.651247 0.0002 35.91 K V 0
9650 VTKMEDDIK JW0172 ECK0176 yaeT conserved protein 60 539.7759 2 1077.537247 -0.0004 21.02 K K 0
9651 VTKMEDDIKK JW0172 ECK0176 yaeT conserved protein 73 603.8236 2 1205.632647 0.0001 19.07 K L 0
9652 VTKPEAGHFAK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 39 592.8248 2 1183.635047 0.0001 18.60 R A 0
9653 VTLDTATYVPIDDDHK JW0172 ECK0176 yaeT conserved protein 47 601.6312 3 1801.87177 -0.0016 40.15 K W 0
9654 VTLDTATYVPIDDDHKWVVLGR JW0172 ECK0176 yaeT conserved protein 77 838.4393 3 2512.29607 0.0001 52.30 K T 0
9655 VTLEIEQR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 57 494.2774 2 986.540247 0.0006 31.70 R Y 0
9656 VTLEPLER JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 41 478.7742 2 955.533847 0.0000 36.96 K G 0
9657 VTLGGEDVR JW1195 ECK1192 pth peptidyl-tRNA hydrolase 34 473.2532 2 944.491847 -0.0008 27.45 R L 0
9658 VTLKLDK JW2504 ECK2516 yfhM conserved protein 17 408.763 2 815.511447 -0.0002 25.04 R A 0
9659 VTLLGDYAHTHGYDVVAYGNTGTQAQTDNDGFLSK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 54 932.9423 4 3727.740094 0.0011 51.94 R T 0
9660 VTLNAPGR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 46 414.2394 2 826.464247 -0.0019 24.27 R H 0
9661 VTNPEKYLYSVTSPDDSLR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 93 1092.5439 2 2183.073247 -0.0014 48.08 R Q 0
9662 VTNRFEIEQAIR JW5059 ECK0421 yajR predicted transporter 32 492.6034 3 1474.78837 -0.0009 36.91 K Q 0
9663 VTPGVPVLIGGTDVVLR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 68 846.5071 2 1690.999647 0.0016 56.66 K G 0
9664 VTPLTAQETLPLVQCFGR 57.021465@C:15 JW0811 ECK0817 moeA molybdopterin biosynthesis protein 62 1015.5414 2 2029.068247 0.0016 59.31 R I 0
9665 VTPNMSTWRPCDQVESAVAWK 57.021465@C:11 JW5478 ECK2930 tktA transketolase 1, thiamin-binding 19 821.3913 3 2461.15207 0.0004 49.83 R Y 0
9666 VTPTSEDELGK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 43 588.2926 2 1174.570647 -0.0011 24.27 R L 0
9667 VTPTSEDELGKLAQDFNQLASTLEK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 87 912.1317 3 2733.37327 0.0026 74.13 R N 0
9668 VTQNGAVWR JW0628 ECK0626 rlpA minor lipoprotein 28 515.7758 2 1029.537047 0.0015 25.92 R I 0
9669 VTQSDRDLFK JW0907 ECK0915 mukB fused chromosome partitioning proteins 16 604.817 2 1207.619447 -0.0003 26.45 R H 0
9670 VTQVAFDK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 54 454.2479 2 906.481247 0.0002 25.59 R T 0
9671 VTQVAFDKTGTLTVGKPR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 62 640.0292 3 1917.06577 -0.0024 34.20 R V 0
9672 VTQVKDLANDGYR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 46 739.8829 2 1477.751247 -0.0012 27.56 R A 0
9673 VTRDNQIVTLTASR JW0424 ECK0428 yajG predicted lipoprotein 73 787.4362 2 1572.857847 -0.0006 30.61 K D 0
9674 VTSNSVMNSFFIPR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 52 799.9033 2 1597.792047 -0.0002 55.03 K L 0
9675 VTSPISGR JW0452 ECK0457 acrA multidrug efflux system 26 408.7323 2 815.450047 0.0000 21.88 K I 0
9676 VTTAFTFIK JW3119 ECK3138 yraP predicted protein 45 514.295 2 1026.575447 0.0006 46.46 R - 0
9677 VTTENGEVFLMGLVTER JW3119 ECK3138 yraP predicted protein 85 947.9805 2 1893.946447 -0.0042 63.90 K E 0
9678 VTTENGEVFLMGLVTEREAK JW3119 ECK3138 yraP predicted protein 11 741.7169 3 2222.12887 0.0036 57.49 K A 0
9679 VTVEGHADER JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 80 556.7701 2 1111.525647 -0.0002 18.22 K G 0
9680 VTVEGHADERGTPEYNISLGER JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 23 608.0477 4 2428.161694 -0.0002 36.14 K R 0
9681 VTVHMSADAR JW2363 ECK2362 dsdA D-serine ammonia-lyase 36 543.772 2 1085.529447 0.0006 20.96 K A 0
9682 VTVKDAIAADQLFTTLMGDAVEPR JW5625 ECK3691 gyrB DNA gyrase, subunit B 112 1281.1663 2 2560.318047 -0.0026 70.84 R R 0
9683 VTVLSDR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 16 395.2267 2 788.438847 -0.0003 24.67 K T 0
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9684 VTVQDAVEK JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 20 494.769 2 987.523447 -0.0002 25.41 R I 0
9685 VTVQSLDVVR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 68 558.3247 2 1114.634847 0.0003 39.45 R V 0
9686 VTVQSLDVVRVDAER JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 19 562.6444 3 1684.91137 0.0005 41.29 R N 0
9687 VTVVATGIGMDKRPEITLVTNK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 43 781.4413 3 2341.30207 -0.0017 43.80 R Q 0
9688 VTVYGLPIVAAR JW5905 ECK1406 hrpA ATP-dependent helicase 41 629.8807 2 1257.746847 0.0025 49.57 K K 0
9689 VVAAAIEQNYDER JW0190 ECK0194 proS prolyl-tRNA synthetase 59 739.3679 2 1476.721247 0.0004 32.70 R G 0
9690 VVACQGDPDAPVNR 57.021465@C:4 JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 27 749.3596 2 1496.704647 0.0005 22.73 R G 0
9691 VVADAIAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 57 393.7394 2 785.464247 -0.0003 21.50 K F 0
9692 VVADAIAKFNIDADKVNPR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 76 686.044 3 2055.11017 -0.0011 43.30 K L 0
9693 VVADDQAPAEQSLR JW4166 ECK4204 cycA D-alanine/D-serine/glycine transporter 52 749.8784 2 1497.742247 -0.0001 27.56 K R 0
9694 VVADDQAPAEQSLRR JW4166 ECK4204 cycA D-alanine/D-serine/glycine transporter 60 552.2883 3 1653.84307 -0.0003 25.00 K N 0
9695 VVADFLSSVGVDR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 105 682.3648 2 1362.715047 0.0008 52.48 K V 0
9696 VVADIAGVPAQINIAEVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 44 918.0225 2 1834.030447 -0.0007 53.53 K K 0
9697 VVADIAGVPAQINIAEVRKPELDAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 35 654.873 4 2615.462894 -0.0017 49.71 K L 0
9698 VVADVDTLDHLYLR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 33 814.9352 2 1627.855847 -0.0011 50.70 R V 0
9699 VVAKDYIDESTGELICAANMELSLDLLAK 57.021465@C:16 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 10 1061.204 3 3180.59017 -0.0031 76.98 K L 0
9700 VVALTGSSGK JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 42 459.7661 2 917.517647 -0.0005 21.79 R T 0
9701 VVAQGAPYTWENLCQPLAEVDDVLGR 57.021465@C:14 JW3465 ECK3483 prlC oligopeptidase A 58 1450.7169 2 2899.419247 0.0019 70.08 R I 0
9702 VVAVATK JW4201 ECK4237 mgtA magnesium transporter 18 344.2236 2 686.432647 0.0000 18.30 R Y 0
9703 VVAVTACPTGVAHTFMAAEAIETEAK 57.021465@C:7 JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 49 892.112 3 2673.31417 0.0001 53.44 R K 0
9704 VVDAAVEK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 49 415.7346 2 829.454647 0.0001 19.15 K A 0
9705 VVDGKPQFQDNFVTLANR JW0800 ECK0804 ybiP predicted hydrolase, inner membrane 32 683.3567 3 2047.04827 -0.0002 43.99 R A 0
9706 VVDILALGQNIAK JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 22 677.4081 2 1352.801647 -0.0011 55.92 K T 0
9707 VVDLAAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 49 358.221 2 714.427447 0.0000 23.32 R L 0
9708 VVDLNNLTFDR JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 67 653.343 2 1304.671447 -0.0009 47.73 R Q 0
9709 VVEALEKK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 49 458.279 2 914.543447 -0.0002 19.21 K G 0
9710 VVEATLSAK JW3144 ECK3166 folP 7,8-dihydropteroate synthase 63 459.2681 2 916.521647 -0.0013 22.97 R E 0
9711 VVEEAPAPGITPELR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 29 789.4312 2 1576.847847 0.0018 39.58 K R 0
9712 VVEEAPAPGITPELRR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 21 578.6565 3 1732.94767 0.0004 34.26 K Y 0
9713 VVEGLPVMALNVNNVDVNFFR JW2504 ECK2516 yfhM conserved protein 123 1173.6178 2 2345.221047 0.0010 68.48 K V 0
9714 VVEKAVL JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 18 379.2448 2 756.475047 0.0005 26.13 R - 0
9715 VVEPLITLAK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 13 541.8448 2 1081.675047 0.0003 47.87 R T 0
9716 VVFLPDYCVSAAEK 57.021465@C:8 JW5689 ECK3404 malP maltodextrin phosphorylase 65 799.4007 2 1596.786847 0.0012 49.35 K L 0
9717 VVFVDESPMAVASSR JW5513 ECK3074 ygjO predicted methyltransferase small domain 114 797.4005 2 1592.786447 -0.0002 47.27 K L 0
9718 VVGDVIGK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 49 393.7396 2 785.464647 -0.0001 26.81 R Y 0
9719 VVGEASCGEDAVK 57.021465@C:7 JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 16 660.8086 2 1319.602647 0.0000 21.98 K W 0
9720 VVGFVLGKPPVSEQK JW1195 ECK1192 pth peptidyl-tRNA hydrolase 37 528.6431 3 1582.90747 -0.0007 39.54 K L 0
9721 VVGGWNGESK JW2049 ECK2058 asmA predicted assembly protein 62 516.7593 2 1031.504047 0.0006 25.65 R L 0
9722 VVGLDMGTGSAFSLLPAQNATGNWIK JW2660 ECK2679 emrA multidrug efflux system 82 1324.183 2 2646.351447 0.0039 66.57 K V 0
9723 VVGMNYKDDR JW2183 ECK2187 ccmG periplasmic thioredoxin of cytochrome c-type biogenesis 25 399.5289 3 1195.56487 -0.0006 23.38 R Q 0
9724 VVGQLGQVLGPR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 73 611.8671 2 1221.719647 0.0003 39.14 R G 0
9725 VVHGDELGR JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 24 327.8415 3 980.5026705 -0.0011 19.50 R T 0
9726 VVIGASIR JW3827 ECK3842 hemG protoporphyrin oxidase, flavoprotein 41 407.7608 2 813.507047 -0.0001 29.19 R Y 0
9727 VVIGPVK JW3904 ECK3925 ftsN essential cell division protein 40 356.2418 2 710.469047 0.0000 26.97 R G 0
9728 VVIGPVKGKENADSTLNR JW3904 ECK3925 ftsN essential cell division protein 60 633.0214 3 1896.04237 -0.0003 26.77 R L 0
9729 VVILSAGTGNPFFTTDSAACLR 57.021465@C:20 JW0166 ECK0170 pyrH uridylate kinase 139 1149.0816 2 2296.148647 -0.0034 57.73 R G 0
9730 VVINKDTTTIIDGVGEEAAIQGR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 114 1200.1431 2 2398.271647 0.0014 48.17 R V 0
9731 VVISGLQK JW0452 ECK0457 acrA multidrug efflux system 46 422.2685 2 842.522447 -0.0001 29.68 R V 0
9732 VVLADINESMLK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 81 666.3656 2 1330.716647 0.0000 47.64 K M 0
9733 VVLASNGSQVTVSPR JW1633 ECK1637 slyB outer membrane lipoprotein 35 757.42 2 1512.825447 -0.0005 32.92 R - 0
9734 VVLATGNVGK JW2921 ECK2949 yggV dITP/XTP pyrophosphatase 22 479.2899 2 956.565247 -0.0001 27.28 K V 0
9735 VVLEHNTENTPGLAALDTIR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 59 721.7197 3 2162.13727 0.0042 46.69 R L 0
9736 VVLGLVTPDEGVIKR JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 23 532.3224 3 1593.94537 0.0000 44.44 R N 0
9737 VVLTIPAPADANSEEVTEILLTAAR JW4120 ECK4155 yjeP predicted mechanosensitive channel 29 1297.2058 2 2592.397047 -0.0040 70.25 R R 0
9738 VVMGEKEGTLITE JW0166 ECK0170 pyrH uridylate kinase 26 703.3657 2 1404.716847 -0.0001 37.32 R - 0
9739 VVMTADAVK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 34 467.2571 2 932.499647 -0.0005 25.00 K Q 0
9740 VVMTGPSK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 48 409.7257 2 817.436847 0.0001 20.26 K D 0
9741 VVMTGPSKDNTPMFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 32 584.2998 3 1749.87757 -0.0018 35.86 K G 0
9742 VVNDNAPQTAK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 45 578.8015 2 1155.588447 0.0001 17.05 K E 0
9743 VVNDNAPQTAKEPDYLDIPAFLR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 47 862.7781 3 2585.31247 -0.0002 58.99 K K 0
9744 VVNDNAPQTAKEPDYLDIPAFLRK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 70 905.4768 3 2713.40857 0.0011 52.01 K Q 0
9745 VVNGLGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 35 343.7132 2 685.411847 -0.0003 19.26 K F 0
9746 VVNIASYQVSPNDVVSIR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 47 980.5288 2 1959.043047 0.0005 50.05 R E 0
9747 VVNPELHK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 26 468.2691 2 934.523647 0.0002 19.32 K G 0
9748 VVNSKEDIR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 29 530.2934 2 1058.572247 0.0003 17.10 K A 0
9749 VVNTLGAPIDGK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 52 592.3381 2 1182.661647 0.0009 33.62 R G 0
9750 VVNTLGAPIDGKGPLDHDGFSAVEAIAPGVIER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 72 1105.5845 3 3313.73167 0.0010 58.40 R Q 0
9751 VVNVGDVVEVMVLDIDEERR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 22 762.3988 3 2284.17457 0.0012 73.31 K R 0
9752 VVNVGDVVEVMVLDIDEERRR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 64 814.4336 3 2440.27897 0.0046 68.74 K I 0
9753 VVPDSFTHGTSQQR JW2460 ECK2471 ypfJ conserved protein 13 520.2581 3 1557.75247 -0.0010 25.36 R Y 0
9754 VVPLFPIYDGK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 36 624.3549 2 1246.695247 -0.0008 54.08 R T 0
9755 VVQEDRFTTIHIQELACVSR 57.021465@C:17 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 64 801.0808 3 2400.22057 -0.0012 46.36 R D 0
9756 VVRGDAELAQSISMTR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 75 866.9537 2 1731.892847 -0.0008 37.81 R A 0
9757 VVSDKMEK JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 30 468.247 2 934.479447 0.0002 16.41 R S 0
9758 VVSMPSTDAFDKQDAAYR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 48 667.6507 3 1999.93027 -0.0007 39.71 R E 0
9759 VVSMVEFEK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 63 534.2759 2 1066.537247 0.0005 40.29 R A 0
9760 VVSVETAQAAR JW0944 ECK0952 yccF conserved inner membrane protein 100 565.8117 2 1129.608847 -0.0002 24.46 R E 0
9761 VVTLVSMELPDNVR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 17 786.4281 2 1570.841647 0.0029 52.11 R L 0
9762 VVTPEVNEIVVNPNATLDWQLALR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 66 1345.7288 2 2689.443047 -0.0007 65.40 R Q 0
9763 VVVDIEDVNLNSVLK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 69 828.4654 2 1654.916247 0.0022 58.42 R G 0
9764 VVVDVYGSLSLTGK JW2768 ECK2792 sdaB L-serine deaminase II 55 718.904 2 1435.793447 0.0012 50.61 R G 0
9765 VVVETPVGLNER JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 20 656.3674 2 1310.720247 0.0009 37.74 R Q 0
9766 VVVGQEPACVK 57.021465@C:9 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 63 593.3183 2 1184.622047 -0.0003 25.10 R T 0
9767 VVVPAQGK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 30 399.2475 2 796.480447 -0.0003 20.32 K K 0
9768 VVVTNENVLGK JW3662 ECK3677 yidE predicted transporter 56 586.3378 2 1170.661047 0.0002 31.70 R R 0
9769 VVVTNENVLGKR JW3662 ECK3677 yidE predicted transporter 16 664.3884 2 1326.762247 0.0005 27.78 R I 0
9770 VVVYDMPGTTR JW5403 ECK2507 der predicted GTP-binding protein 39 619.316 2 1236.617447 0.0002 36.54 R D 0
9771 VVYAGNALR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 15 481.7739 2 961.533247 -0.0012 27.27 R G 0
9772 VVYDFVNVIQGDATLNQALIK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 72 774.0902 3 2319.24877 0.0014 66.48 R D 0
9773 VVYDISGKPPATIEWE JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 66 902.4619 2 1802.909247 0.0001 50.18 R - 0
9774 VVYGGYDTK JW1200 ECK1197 lolB chaperone for lipoproteins 40 501.2507 2 1000.486847 0.0004 25.16 K T 0
9775 VVYMHSER JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 14 340.8361 3 1019.48647 0.0006 19.48 K F 0
9776 VVYRPDINQGNYLTANDVSK JW2598 ECK2613 smpA small membrane lipoprotein 76 1133.5763 2 2265.138047 -0.0008 38.96 R I 0
9777 VWADNTDFVK JW2660 ECK2679 emrA multidrug efflux system 34 597.7929 2 1193.571247 -0.0004 39.76 K E 0
9778 VWADNTDFVKEGDVLVTLDPTDAR JW2660 ECK2679 emrA multidrug efflux system 93 1338.6591 2 2675.303647 -0.0042 58.76 K Q 0
9779 VWDSVLSEEAVLAFEYGYATAEPR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 29 901.4387 3 2701.29427 0.0032 74.72 R T 0
9780 VWEEEIKPLWEK JW2183 ECK2187 ccmG periplasmic thioredoxin of cytochrome c-type biogenesis 46 793.4162 2 1584.817847 -0.0008 50.06 R Y 0
9781 VWFGDKSEVNLGAGEAGSVTIPR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 126 1195.1115 2 2388.208447 0.0011 49.67 R G 0
9782 VWHAPDNFR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 14 381.1891 3 1140.54547 -0.0011 31.61 K F 0
9783 VWLGENVTVLPGTIIGNGVVVGANSVVR JW2018 ECK2027 wbbJ predicted acyl transferase 19 940.5315 3 2818.57267 0.0023 67.46 R G 0
9784 VWNSPER JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 26 444.2219 2 886.429247 -0.0005 22.99 R Y 0
9785 VWQALETVQLAELAR JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 63 863.9783 2 1725.942047 0.0007 59.26 R S 0
9786 VWSNSGDLQNVYWDVLER JW2891 ECK2920 mscS mechanosensitive channel 93 1090.5244 2 2179.034247 0.0009 61.21 R I 0
9787 VWTGGGDEAALAR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 76 651.8254 2 1301.636247 -0.0001 33.48 R G 0
9788 VWVLDFK JW1264 ECK1266 sohB predicted inner membrane peptidase 39 453.7578 2 905.501047 0.0000 53.96 R G 0
9789 VWVVEGSK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 25 452.2498 2 902.485047 -0.0011 32.58 K K 0
9790 VWVVEGSKK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 26 516.2973 2 1030.580047 -0.0009 24.43 K R 0
9791 VYAADQLFATLDPTLR JW4131 ECK4169 hflX predicted GTPase 60 897.476 2 1792.937447 0.0015 64.29 R R 0
9792 VYAAQSTHLPLK JW3262 ECK3287 secY preprotein translocase membrane subunit 43 443.2504 3 1326.72937 -0.0003 29.46 R V 0
9793 VYAGNEHNHAAQQPQVLDI JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 46 1052.5147 2 2103.014847 0.0016 36.69 K - 0
9794 VYDALEVQNGNER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 116 753.8625 2 1505.710447 -0.0006 31.52 R L 0
9795 VYDYAINPNK JW1823 ECK1833 yebT conserved protein 36 598.8008 2 1195.587047 -0.0002 31.69 K Q 0
9796 VYEDEHPNDDSSRR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 49 573.5838 3 1717.72957 0.0003 17.69 K W 0
9797 VYEQFLPK JW0047 ECK0049 folA dihydrofolate reductase 28 512.279 2 1022.543447 -0.0002 41.73 R A 0
9798 VYGGEADAADKAEAANKK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 97 904.4453 2 1806.876047 0.0014 21.46 R E 0
9799 VYGYNNIPDEPVQASLIMGTHR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 61 825.4084 3 2473.20337 -0.0026 50.52 R E 0
9800 VYIAGQAER JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 25 503.7695 2 1005.524447 0.0001 23.09 K A 0
9801 VYLAEEGGR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 58 497.2535 2 992.492447 -0.0002 24.71 R K 0
9802 VYLAEEGGRK JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 35 561.301 2 1120.587447 -0.0002 20.53 R V 0
9803 VYLGEDFRL JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 39 556.2927 2 1110.570847 0.0000 53.71 R - 0
9804 VYLNDELMGVLPVTK JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 65 845.9587 2 1689.902847 0.0017 58.20 K E 0
9805 VYLVIEK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 41 432.2653 2 862.516047 -0.0004 37.11 K M 0
9806 VYNLIAR JW1752 ECK1761 topB DNA topoisomerase III 19 424.7534 2 847.492247 0.0008 32.66 K Q 0
9807 VYQLAETK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 58 476.2608 2 950.507047 -0.0002 25.86 K T 0
9808 VYQLLAELITSDVR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 67 810.4542 2 1618.893847 0.0008 65.84 K L 0
9809 VYSGVVNSGDTVLNSVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 117 869.4543 2 1736.894047 -0.0003 42.35 R A 0
9810 VYSNPDFIGVQLGGAVK JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 95 882.47 2 1762.925447 0.0002 50.86 R N 0
9811 VYTSPSTPVQGK JW5378 ECK2308 dedD conserved protein 48 632.3323 2 1262.650047 -0.0007 23.02 R I 0
9812 VYVEGAWNR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 40 547.2749 2 1092.535247 0.0000 34.04 K V 0
9813 VYVMSEAK JW0451 ECK0456 acrB multidrug efflux system protein 45 463.7359 2 925.457247 -0.0007 22.49 K Y 0
9814 VYYDLLEQR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 43 599.8094 2 1197.604247 0.0012 45.63 K R 0
9815 VYYDLLEQRR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 16 452.2419 3 1353.70387 -0.0001 39.24 K K 0
9816 WADLVILAPATADLIAR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 39 603.6811 3 1808.02147 0.0020 67.45 K V 0
9817 WAIAVGDQR JW2501 ECK2513 yfgB predicted enzyme 51 508.2689 2 1014.523247 -0.0014 38.34 K V 0
9818 WANDPFPIVALDR JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 43 757.3941 2 1512.773647 0.0011 59.85 R A 0
9819 WAQAAALQR JW5942 ECK3515 bcsC cellulose synthase subunit 45 507.777 2 1013.539447 -0.0011 29.54 K Q 0
9820 WAQTNTPVR JW2715 ECK2740 truD pseudoruidine synthase 50 536.78 2 1071.545447 -0.0006 24.77 R D 0
9821 WDAAQSLLATYIK JW0915 ECK0923 pepN aminopeptidase N 44 740.395 2 1478.775447 -0.0014 60.02 R L 0
9822 WDASAGSDWQPK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 95 674.3015 2 1346.588447 -0.0007 36.98 R N 0
9823 WDAVPVLDAGGLDAFQR JW5189 ECK1194 ychM predicted transporter 87 915.4618 2 1828.909047 -0.0016 62.72 K F 0
9824 WDEGQLLNTLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 65 658.8461 2 1315.677647 0.0005 52.16 K I 0
9825 WDEKWGYDYTGNADNNANFGK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 58 822.3523 3 2464.03507 -0.0004 44.42 K A 0
9826 WDEVGVDVVAEATGLFLTDETARK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 68 874.4417 3 2620.30327 0.0013 75.33 K H 0
9827 WDFAPLQSLELEAGYSR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 104 991.4868 2 1980.959047 0.0010 67.79 R Q 0
9828 WDGLSQEVK JW5403 ECK2507 der predicted GTP-binding protein 26 531.2665 2 1060.518447 -0.0004 50.95 K E 0
9829 WDIVQGVR JW0169 ECK0173 ispU undecaprenyl pyrophosphate synthase 14 486.7666 2 971.518647 -0.0001 42.06 R Q 0
9830 WDLGDILGAK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 24 544.293 2 1086.571447 0.0004 61.76 K G 0
9831 WDLNTIPVR JW1620 ECK1624 rsxB predicted iron-sulfur protein 46 557.3062 2 1112.597847 0.0000 48.61 K I 0
9832 WDRDELPDVIDALANEMQR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 94 1143.5448 2 2285.075047 0.0004 69.34 R Q 0
9833 WDWQPEPVNEALNAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 85 912.9366 2 1823.858647 -0.0003 53.25 R V 0
9834 WDYGTSELK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 33 549.7588 2 1097.503047 0.0002 37.41 R Y 0
9835 WEEIACR 57.021465@C:6 JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 34 482.2213 2 962.428047 0.0000 29.13 R A 0
9836 WEGGMVR JW3630 ECK3645 yicH conserved protein 20 417.6999 2 833.385247 -0.0001 27.56 R T 0
9837 WEGITRPYSAEDVVK JW3975 ECK4007 aceA isocitrate lyase 51 875.444 2 1748.873447 0.0001 40.46 R L 0
9838 WEIPHQEIQNATK JW0861 ECK0868 ybjX conserved protein 41 797.405 2 1592.795447 0.0007 36.75 K A 0
9839 WEYGSPR JW0451 ECK0456 acrB multidrug efflux system protein 20 447.7092 2 893.403847 0.0006 26.95 R L 0
9840 WFGYGETLPEK JW1175 ECK1174 nhaB sodium:proton antiporter 30 663.822 2 1325.629447 0.0004 46.95 R V 0
9841 WGYDYTGNADNNANFGK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 89 953.9044 2 1905.794247 0.0024 41.81 K A 0
9842 WGYGDGLGGK JW0172 ECK0176 yaeT conserved protein 49 505.2405 2 1008.466447 0.0000 35.75 R E 0
9843 WHYDPELK JW0120 ECK0123 gcd glucose dehydrogenase 27 544.2631 2 1086.511647 -0.0018 31.99 K T 0
9844 WIVEAAR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 27 422.737 2 843.459447 -0.0009 33.98 R K 0
9845 WIVEAARK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 34 486.7848 2 971.555047 -0.0001 26.79 R R 0
9846 WKEGEATLAPSLDLVGKI JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 20 643.0234 3 1926.04837 0.0021 54.50 K - 0
9847 WLAAIHAEPMK 15.994915@M:10 JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 16 428.2254 3 1281.65437 0.0003 32.65 R L 0
9848 WLAQGTIYPDVIESAASATGK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 102 1089.5571 2 2177.099647 -0.0006 57.29 K A 0
9849 WLDVTEKDKNSR JW3506 ECK3523 bcsG predicted inner membrane protein 49 745.8831 2 1489.751647 -0.0009 27.02 R S 0
9850 WLGLQMLEGDIYSR JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 102 840.9255 2 1679.836447 0.0023 65.88 R A 0
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9851 WLGTADR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 32 409.7114 2 817.408247 -0.0001 28.24 R M 0
9852 WLILTIPNGYEAGEIVASAR JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 80 1087.0862 2 2172.157847 0.0001 67.11 K A 0
9853 WLLTQPEILMLDEPTR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 69 978.0205 2 1954.026447 0.0031 66.57 R G 0
9854 WLSQACEAK 57.021465@C:6 JW1630 ECK1634 pdxH pyridoxine 5'-phosphate oxidase 12 546.7604 2 1091.506247 -0.0007 26.56 R L 0
9855 WLSTQESNALFLAAR JW2504 ECK2516 yfhM conserved protein 81 853.9468 2 1705.879047 0.0004 53.62 R T 0
9856 WLTGQPGER JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 33 522.2667 2 1042.518847 -0.0007 29.62 K I 0
9857 WLVNTVATQAR JW1818 ECK1828 htpX predicted endopeptidase 81 629.8487 2 1257.682847 0.0000 40.46 R Q 0
9858 WLVTEGLK JW0452 ECK0457 acrA multidrug efflux system 27 473.274 2 944.533447 0.0003 44.42 K A 0
9859 WLWDDIAPMPELR JW0933 ECK0941 pqiA paraquat-inducible membrane protein A 82 821.4094 2 1640.804247 0.0022 68.90 R Q 0
9860 WMVQCGSFR 57.021465@C:5 JW3904 ECK3925 ftsN essential cell division protein 27 585.7629 2 1169.511247 0.0003 40.96 R G 0
9861 WNAQTVAAR JW5701 ECK3346 yhfK conserved inner membrane protein 66 508.7674 2 1015.520247 0.0003 26.45 R L 0
9862 WNDQHMVDAEGNTFSVPPER JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 44 777.0145 3 2328.02167 -0.0013 42.08 R T 0
9863 WNTDGSSNSYDR JW1088 ECK1088 fhuE ferric-rhodotorulic acid outer membrane transporter 42 701.2866 2 1400.558647 -0.0006 25.38 R A 0
9864 WQALPMLEQPVAAGEMSPVINPAEPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 93 1402.2096 2 2802.404647 -0.0037 61.59 K D 0
9865 WQIPMDAGVVLR JW2256 ECK2255 menC o-succinylbenzoyl-CoA synthase 27 692.8738 2 1383.733047 -0.0002 57.00 R D 0
9866 WQKIDEIPFDFER JW4201 ECK4237 mgtA magnesium transporter 36 574.9543 3 1721.84107 -0.0001 53.92 R R 0
9867 WQQDPLWQMLTAAQK JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 86 922.4619 2 1842.909247 0.0007 64.35 R Q 0
9868 WQQSPFLLTASKPVPEEEESEKKE JW4350 ECK4379 ytjB conserved protein 13 704.8552 4 2815.391694 0.0003 42.67 R - 0
9869 WQSTSVNDVLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 60 652.8332 2 1303.651847 -0.0002 39.54 R R 0
9870 WQVLDKR JW0790 ECK0794 fiu predicted iron outer membrane transporter 43 472.7687 2 943.522847 -0.0010 28.72 K L 0
9871 WSDGLHQAVEAK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 64 670.833 2 1339.651447 -0.0005 28.51 R E 0
9872 WSDQQLTFLMR JW0915 ECK0923 pepN aminopeptidase N 71 712.8536 2 1423.692647 0.0008 55.32 K H 0
9873 WSGTVTVDTTIQEHR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 31 577.2867 3 1728.83827 -0.0047 37.02 K D 0
9874 WSNAQLGDEVK JW5794 ECK4349 mdoB phosphoglycerol transferase I 30 623.8071 2 1245.599647 0.0006 33.61 R I 0
9875 WTADVEAGK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 28 488.7398 2 975.465047 -0.0011 26.93 R W 0
9876 WTADVEAGKWLQAK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 38 801.9174 2 1601.820247 0.0001 45.53 R G 0
9877 WTDDDLYGIIR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 59 683.8357 2 1365.656847 0.0004 54.60 R A 0
9878 WTEVIGMEHIR JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 59 685.8475 2 1369.680447 -0.0008 40.88 R D 0
9879 WTGIPVSR JW2573 ECK2590 clpB protein disaggregation chaperone 16 458.2558 2 914.497047 -0.0003 34.50 R M 0
9880 WTGMCGELAGDER 57.021465@C:5 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 69 741.3109 2 1480.607247 -0.0002 38.65 K A 0
9881 WTLEGIETR JW2343 ECK2340 vacJ predicted lipoprotein 32 552.7879 2 1103.561247 0.0002 45.78 K A 0
9882 WTPDDEMVLNK JW2550 ECK2564 era membrane-associated, 16S rRNA-binding GTPase 13 674.3163 2 1346.618047 0.0004 43.32 R L 0
9883 WTPIMSTVMEIGYDNVESQR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 65 786.0373 3 2355.09007 0.0025 67.08 K T 0
9884 WTVNLDMPSLSLR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 48 766.4009 2 1530.787247 0.0009 61.42 K G 0
9885 WTWPAGENDGSVALLK JW4121 ECK4156 psd phosphatidylserine decarboxylase 67 872.4391 2 1742.863647 0.0009 55.65 R G 0
9886 WVDPSFDQSK JW1427 ECK1424 ydcL predicted lipoprotein 14 604.7831 2 1207.551647 0.0007 37.95 R Y 0
9887 WVECADAK 57.021465@C:4 JW5873 ECK4366 prfC peptide chain release factor RF-3 41 489.7209 2 977.427247 -0.0004 23.85 R K 0
9888 WVGVLLSADNK JW2023 ECK2032 rfbC dTDP-4-deoxyrhamnose-3,5-epimerase 11 601.3307 2 1200.646847 -0.0034 44.36 K Q 0
9889 WVKVEGWENAEAAK JW4185 ECK4222 ppa inorganic pyrophosphatase 32 539.607 3 1615.79917 -0.0002 39.09 K A 0
9890 WYDLEEALADVVR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 54 789.894 2 1577.773447 0.0009 70.37 R - 0
9891 WYEDGTLNLAANCLDR 57.021465@C:13 JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 90 955.9398 2 1909.865047 0.0022 51.78 K H 0
9892 WYPEFFR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 18 522.7504 2 1043.486247 -0.0003 53.39 R I 0
9893 WYTPDAMTLLVVGNVDAR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 54 1011.0123 2 2020.010047 0.0013 66.42 K S 0
9894 YAAEDADVTLQLHLK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 52 562.9621 3 1685.86447 0.0020 45.07 R M 0
9895 YAALQQSSLFR JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 43 642.341 2 1282.667447 0.0004 43.15 R G 0
9896 YAALQQSSLFRGMR JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 12 543.2841 3 1626.83047 0.0006 59.58 R Y 0
9897 YADEVVR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 47 426.2163 2 850.418047 -0.0004 22.54 R T 0
9898 YADGISVVR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 77 490.2637 2 978.512847 -0.0006 31.14 K S 0
9899 YADMLAMSAK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 50 550.7593 2 1099.504047 -0.0001 39.68 K K 0
9900 YADMLAMSAKK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 56 614.8066 2 1227.598647 -0.0005 31.98 K D 0
9901 YADVALIYGLEDGREYR JW5184 ECK1179 cvrA predicted cation/proton antiporter 53 668.3338 3 2001.97957 0.0001 51.65 K D 0
9902 YADVGSFDYGR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 69 625.278 2 1248.541447 0.0004 37.71 K N 0
9903 YAEGYPGKR JW2535 ECK2548 glyA serine hydroxymethyltransferase 40 520.7614 2 1039.508247 -0.0004 19.11 K Y 0
9904 YAFATLVR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 57 470.7659 2 939.517247 -0.0006 42.77 R C 0
9905 YAFIDEADHKTEDSLK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 20 627.9677 3 1880.88127 0.0020 37.34 R A 0
9906 YAGGAEENAPLHK JW1100 ECK1100 mfd transcription-repair coupling factor 40 678.8309 2 1355.647247 0.0004 20.85 R L 0
9907 YAGQDKVNPGSIILSAEMMLR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 46 765.0612 3 2292.16177 0.0012 67.74 K H 0
9908 YAGVGDIIK JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 28 468.2633 2 934.512047 -0.0003 39.94 R I 0
9909 YAGVGDIIKITIK JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 53 695.9196 2 1389.824647 0.0015 50.75 R E 0
9910 YAIALNLER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 57 531.8006 2 1061.586647 -0.0002 44.00 R D 0
9911 YALEAWSDALR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 28 647.8246 2 1293.634647 -0.0007 52.45 K M 0
9912 YALENKLVDALASSAEIEK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 11 688.7006 3 2063.07997 0.0013 58.31 K A 0
9913 YALLELSLLGQDQDDLAESDQQ JW3132 ECK3151 nlpI conserved protein 35 1232.5878 2 2463.161047 -0.0043 69.76 R - 0
9914 YAMIGDPTGALTR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 56 683.3449 2 1364.675247 -0.0006 43.72 K N 0
9915 YAMTDAWNIYLAAGR JW1446 ECK1445 yncD predicted iron outer membrane transporter 74 858.4147 2 1714.814847 0.0011 59.83 K G 0
9916 YANNDMQELEAR JW3592 ECK3607 kbl glycine C-acetyltransferase 69 727.3224 2 1452.630247 0.0000 32.62 R L 0
9917 YAPDEVHTFNSLLQYYDGEADMPGGLSR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 82 1049.1455 3 3144.41467 0.0012 63.74 K A 0
9918 YAPFEIPSEIYAQWDAK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 81 1014.4899 2 2026.965247 -0.0023 65.44 K E 0
9919 YAQVDVIK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 32 468.2633 2 934.512047 -0.0003 31.56 R S 0
9920 YASPEYIQATLPK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 65 740.8873 2 1479.760047 -0.0008 42.83 R Y 0
9921 YASSILALNATTGK JW0120 ECK0123 gcd glucose dehydrogenase 21 705.3847 2 1408.754847 -0.0012 41.16 R L 0
9922 YATLSGTNTPR JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 57 590.8012 2 1179.587847 -0.0005 24.56 R D 0
9923 YAVMDDEASAK JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 53 600.2667 2 1198.518847 0.0013 27.49 R L 0
9924 YAVTDAESAR JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 14 541.7593 2 1081.504047 0.0001 25.17 R E 0
9925 YCDYLVALR 57.021465@C:2 JW0147 ECK0150 fhuC iron-hydroxamate transporter subunit -!- ATP-binding component of ABC superfamily 54 586.7921 2 1171.569647 0.0001 46.11 R G 0
9926 YCEKEFSHNVVLAN 57.021465@C:2 JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 16 570.6033 3 1708.78807 0.0004 33.69 K - 0
9927 YCLEFVEISAR 57.021465@C:2 JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 62 693.8395 2 1385.664447 -0.0004 51.21 K Q 0
9928 YCPSIEDK 57.021465@C:2 JW3719 ECK3734 gidA glucose-inhibited cell-division protein 20 506.2257 2 1010.436847 -0.0010 24.73 R V 0
9929 YDANNIYLAANYGETR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 107 924.4317 2 1846.848847 0.0004 43.72 K N 0
9930 YDANNIYLAAQYTQTYNATR JW2203 ECK2207 ompC outer membrane porin protein C 96 1177.5554 2 2353.096247 -0.0012 49.56 K V 0
9931 YDAVLVAIGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 66 538.8084 2 1075.602247 -0.0004 44.65 R V 0
9932 YDDVFAEVNR JW3144 ECK3166 folP 7,8-dihydropteroate synthase 52 614.2868 2 1226.559047 0.0023 41.69 K Y 0
9933 YDEAPSNVAQAVIEAR JW3302 ECK3327 fusA protein chain elongation factor EF-G 124 866.9285 2 1731.842447 -0.0002 46.59 K G 0
9934 YDFIGSR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 25 429.2111 2 856.407647 -0.0002 35.31 K R 0
9935 YDFKGNFDLEGLER JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 38 568.2742 3 1701.80077 0.0010 51.12 R G 0
9936 YDGDKAEQFQFNIGK JW0172 ECK0176 yaeT conserved protein 85 880.4182 2 1758.821847 0.0007 41.57 K T 0
9937 YDIPVVMDSAR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 45 633.3128 2 1264.611047 -0.0010 44.87 K F 0
9938 YDKDYSSYPYQTVK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 75 878.9065 2 1755.798447 -0.0007 31.71 R M 0
9939 YDLGTLTPTLDNVSIYASYAYVNAEIR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 73 1008.1734 3 3021.49837 0.0012 73.27 R E 0
9940 YDQQKYDIFEK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 55 738.8531 2 1475.691647 -0.0015 37.50 R L 0
9941 YDQVMSFGWK JW2277 ECK2276 nuoH NADH:ubiquinone oxidoreductase, membrane subunit H 36 630.7894 2 1259.564247 -0.0002 48.50 R I 0
9942 YDSFDSALR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 47 537.2485 2 1072.482447 0.0000 36.33 K N 0
9943 YDSSATLDEMK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 86 630.2767 2 1258.538847 0.0001 33.14 R Q 0
9944 YDSTHGRFDGTVEVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 33 570.9405 3 1709.79967 -0.0012 27.39 K D 0
9945 YDTYNTIITLGK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 92 701.3673 2 1400.720047 0.0013 48.56 R G 0
9946 YDVVISR JW3662 ECK3677 yidE predicted transporter 43 426.2347 2 850.454847 0.0000 29.55 R L 0
9947 YDWADQESLNR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 94 698.8101 2 1395.605647 0.0002 37.28 R V 0
9948 YDYDNYLSNHNISPR JW1490 ECK1489 yddB predicted porin protein 37 624.2829 3 1869.82687 -0.0014 40.16 R F 0
9949 YDYSNPATLFTLSDIGVSAHR JW2504 ECK2516 yfhM conserved protein 115 1164.0674 2 2326.120247 -0.0026 59.95 R Y 0
9950 YEDIDVLDFR JW5063 ECK0452 ylaC predicted inner membrane protein 65 642.8091 2 1283.603647 0.0004 53.83 R V 0
9951 YEGFGPNGSMIIAETLTSNVNR JW1964 ECK1978 yeeN conserved protein 36 1185.5746 2 2369.134647 0.0027 61.44 R T 0
9952 YEGYIAR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 35 436.2192 2 870.423847 0.0004 21.72 K Q 0
9953 YEHFATTR JW0327 ECK0333 codB cytosine transporter 33 512.7462 2 1023.477847 0.0004 20.56 R M 0
9954 YEMLDAIQPQMATMFR JW0861 ECK0868 ybjX conserved protein 18 972.9544 2 1943.894247 -0.0001 62.57 R G 0
9955 YEMLDAIQPQMATMFRG JW0861 ECK0868 ybjX conserved protein 67 1001.4644 2 2000.914247 -0.0015 63.53 R - 0
9956 YETIDAPQIDDLMAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 86 875.9186 2 1749.822647 -0.0018 53.73 K R 0
9957 YEVNNMLLK JW2751 ECK2774 pyrG CTP synthetase 15 562.2948 2 1122.575047 0.0008 42.92 R Q 0
9958 YEYSVAEYYTER JW2577 ECK2593 yfiO predicted lipoprotein 78 786.8464 2 1571.678247 0.0002 42.41 K G 0
9959 YFAHDIR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 20 461.2323 2 920.450047 -0.0004 24.35 K V JW4083
9960 YFASAPYK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 17 473.7368 2 945.459047 -0.0006 29.67 K I 0
9961 YFATGAATPGAANADATFK JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 40 922.9446 2 1843.874647 0.0006 39.06 R V 0
9962 YFDKVPMK JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 37 514.2677 2 1026.520847 0.0001 29.24 R F 0
9963 YFGTDGIR JW3143 ECK3165 glmM phosphoglucosamine mutase 23 464.7295 2 927.444447 -0.0005 33.84 K G 0
9964 YFIEQIAR JW3144 ECK3166 folP 7,8-dihydropteroate synthase 17 520.2814 2 1038.548247 -0.0015 41.29 R C 0
9965 YFIEQPPLTSYDELDRR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 24 714.6886 3 2141.04397 0.0010 49.48 R M 0
9966 YFMAVDYRF JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 33 606.2812 2 1210.547847 -0.0003 53.94 R - 0
9967 YFNAEDDYTR JW3809 ECK3826 rmuC predicted recombination limiting protein 40 647.2715 2 1292.528447 -0.0024 31.99 R E 0
9968 YFNELEAENIKGL JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 61 770.3885 2 1538.762447 0.0008 49.94 R - 0
9969 YFPVYANDGK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 27 587.2823 2 1172.550047 -0.0002 35.55 K L 0
9970 YFQSDNAADKLVPEGIEGR JW5401 ECK2504 guaB IMP dehydrogenase 31 703.68 3 2108.01817 0.0008 43.61 R V 0
9971 YFREEFEAGIK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 15 694.8461 2 1387.677647 0.0006 36.56 K Q 0
9972 YFTENGDSPMER JW5808 ECK0142 pcnB poly(A) polymerase I 52 723.3031 2 1444.591647 -0.0012 32.19 R I 0
9973 YFVGEGK JW4131 ECK4169 hflX predicted GTPase 13 400.203 2 798.391447 0.0003 25.08 K A 0
9974 YGAAADKVPADQLR JW0685 ECK0685 kdpB potassium translocating ATPase, subunit B 55 492.2589 3 1473.75487 -0.0027 27.73 K K 0
9975 YGADGAVIDIGLTTVK JW0566 ECK0569 ybdG predicted mechanosensitive channel 28 796.9304 2 1591.846247 0.0006 51.52 K V 0
9976 YGADIYDIYGQVIEGQGR JW2504 ECK2516 yfhM conserved protein 95 1008.9857 2 2015.956847 -0.0020 58.64 R L 0
9977 YGDIPLPK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 22 451.7525 2 901.490447 -0.0004 38.87 R G 0
9978 YGDKVSALR JW1117 ECK1117 purB adenylosuccinate lyase 26 336.8539 3 1007.53987 -0.0002 21.96 R G 0
9979 YGDMINHR JW1279 ECK1281 rnb ribonuclease II 54 503.2318 2 1004.449047 -0.0006 21.83 K L 0
9980 YGENPNR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 37 425.1962 2 848.377847 0.0002 15.49 R L 0
9981 YGEPTPQALLESAMR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 100 831.9118 2 1661.809047 0.0008 58.03 K H 0
9982 YGESAYEDGYR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 75 655.2699 2 1308.525247 -0.0005 28.28 R I 0
9983 YGEVSFFLGTDDLGR JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 64 838.4021 2 1674.789647 0.0008 60.20 R D 0
9984 YGFETLEK JW5550 ECK3959 murI glutamate racemase 19 493.7442 2 985.473847 -0.0017 39.09 R L 0
9985 YGIEKPYEK JW1117 ECK1117 purB adenylosuccinate lyase 44 563.7922 2 1125.569847 -0.0008 24.37 R L 0
9986 YGIPQISTGDMLR JW0463 ECK0468 adk adenylate kinase 51 725.8718 2 1449.729047 0.0006 50.65 K A 0
9987 YGLAMVR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 33 405.2206 2 808.426647 0.0002 34.03 R Q 0
9988 YGLNIKPVILAADGSEPDLSQQALTEK JW0637 ECK0635 leuS leucyl-tRNA synthetase 16 957.5093 3 2869.50607 -0.0011 54.85 K G 0
9989 YGLPAPVGYACTTPR 57.021465@C:11 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 84 811.9039 2 1621.793247 0.0010 42.69 R E 0
9990 YGPQSVGGVVNFVTR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 81 790.4147 2 1578.814847 -0.0006 49.14 R A 0
9991 YGSSTDGYATQK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 77 639.2853 2 1276.556047 -0.0010 20.26 K F 0
9992 YGVAPSVAFGLGTANR JW0790 ECK0794 fiu predicted iron outer membrane transporter 69 790.4158 2 1578.817047 0.0016 47.30 R L 0
9993 YGVTDLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 42 412.2188 2 822.423047 -0.0004 31.01 R S 0
9994 YGYAYPR JW0172 ECK0176 yaeT conserved protein 27 445.2139 2 888.413247 0.0002 29.28 R V 0
9995 YGYAYPRVQSMPEINDADKTVK JW0172 ECK0176 yaeT conserved protein 49 849.0858 3 2544.23557 0.0037 40.34 R L 0
9996 YHDADVTAFGYEYGQLPGCPAGFK 57.021465@C:19 JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 59 888.4006 3 2662.17997 0.0003 51.83 R A 0
9997 YHFEQSSTTTQPAR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 60 826.8875 2 1651.760447 0.0013 23.63 R - 0
9998 YHLDDISMHR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 21 429.5364 3 1285.58737 0.0000 30.78 K L 0
9999 YIAETFLEDAR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 70 664.3298 2 1326.645047 -0.0005 48.16 K E 0
10000 YIAETFLEDAREVNNVR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 18 680.3449 3 2038.01287 0.0009 52.77 K G 0
10001 YICGEETALINSLEGR 57.021465@C:3 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 121 912.9437 2 1823.872847 0.0005 55.26 R R 0
10002 YIDKVMTR JW3262 ECK3287 secY preprotein translocase membrane subunit 56 513.276 2 1024.537447 -0.0002 23.55 K L 0
10003 YIELPDAYKSVIEALK JW2751 ECK2774 pyrG CTP synthetase 31 618.009 3 1851.00517 0.0024 62.92 K H 0
10004 YIEVHNPLSTTEAQFEGQEIVPITLTK JW0803 ECK0809 ybiS conserved protein 55 1019.8636 3 3056.56897 -0.0014 59.97 R S 0
10005 YIFELNPDHVLVK JW0462 ECK0467 htpG molecular chaperone HSP90 family 52 793.9322 2 1585.849847 -0.0005 50.96 K R 0
10006 YIGPEVPK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 21 451.7524 2 901.490247 -0.0007 37.89 R E 0
10007 YIGSMHK JW0790 ECK0794 fiu predicted iron outer membrane transporter 22 418.2101 2 834.405647 -0.0002 18.30 R G 0
10008 YIGVGER JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 47 397.2135 2 792.412447 -0.0005 24.47 R I 0
10009 YIKELESR JW3904 ECK3925 ftsN essential cell division protein 36 519.285 2 1036.555447 0.0002 23.07 R Q 0
10010 YINIGVAVDTPNGLVVPVFK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 83 1058.0977 2 2114.180847 0.0033 64.49 K D 0
10011 YIPGQPELALNDLTR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 52 850.4547 2 1698.894847 0.0008 52.07 R S 0
10012 YIQTVWGLGYVFVPDGSK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 52 1015.0253 2 2028.036047 0.0005 66.41 R A 0
10013 YIQTVWGLGYVFVPDGSKA JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 46 1050.5444 2 2099.074247 0.0016 65.92 R - 0
10014 YISSLKDQR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 40 555.3003 2 1108.586047 -0.0017 21.08 R V 0
10015 YITIENNDALAQLAGHTR JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 57 667.3448 3 1999.01257 0.0004 47.87 K N 0
10016 YIVALDQGTTSSR JW3897 ECK3918 glpK glycerol kinase 50 705.8644 2 1409.714247 -0.0007 36.38 K A 0
10017 YIVNEVQDVYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 84 699.3567 2 1396.698847 0.0001 41.07 R L 0
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10018 YIYKLEQALDAM JW5821 ECK1181 emtA lytic murein endotransglycosylase E 61 729.3714 2 1456.728247 0.0011 55.56 R - 0
10019 YKDLIGK JW4215 ECK4251 valS valyl-tRNA synthetase 37 418.747 2 835.479447 -0.0008 23.73 R Y 0
10020 YKFDTIADNENLNISSK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 151 986.4869 2 1970.959247 0.0007 42.89 K G 0
10021 YKGLGEMNPEQLWETTMDPESR JW5625 ECK3691 gyrB DNA gyrase, subunit B 45 871.0658 3 2610.17557 0.0026 60.83 R R 0
10022 YKGNVDTLK JW5794 ECK4349 mdoB phosphoglycerol transferase I 47 519.2843 2 1036.554047 -0.0012 19.71 R I 0
10023 YKPGSGISSR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 30 526.28 2 1050.545447 -0.0003 19.07 R V 0
10024 YLAAQYGQK JW0822 ECK0828 yliJ predicted glutathione S-transferase 58 521.2716 2 1040.528647 -0.0005 24.15 R R 0
10025 YLAEEHFK JW0913 ECK0921 asnS asparaginyl tRNA synthetase 43 518.7591 2 1035.503647 0.0011 25.93 R A 0
10026 YLAEEHFKAPVVVK JW0913 ECK0921 asnS asparaginyl tRNA synthetase 41 543.9712 3 1628.89177 -0.0009 35.42 R N 0
10027 YLAESIR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 46 426.2346 2 850.454647 -0.0001 27.27 R M 0
10028 YLAIADELFGADWADAR JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 90 948.9607 2 1895.906847 0.0015 68.95 K H 0
10029 YLDGVTVR JW0637 ECK0635 leuS leucyl-tRNA synthetase 47 461.753 2 921.491447 -0.0004 31.52 K K 0
10030 YLDLIANDK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 42 532.7847 2 1063.554847 -0.0002 42.70 R S 0
10031 YLDLIANDKSR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 66 654.3512 2 1306.687847 -0.0002 36.06 R Q 0
10032 YLDLISNDESR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 58 662.8216 2 1323.628647 -0.0019 41.06 R N 0
10033 YLDMAQQYQHLGPLYEVPEGLR JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 59 874.1003 3 2619.27907 -0.0001 56.66 K N 0
10034 YLEHYEFR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 42 578.7746 2 1155.534647 -0.0002 32.55 R L 0
10035 YLELAAQDK JW1084 ECK1084 tmk thymidylate kinase 26 525.7772 2 1049.539847 0.0006 31.48 R S 0
10036 YLETYFR JW3619 ECK3634 yicC conserved protein 33 496.2479 2 990.481247 0.0002 40.78 R L 0
10037 YLGGEELTEAEIK JW3302 ECK3327 fusA protein chain elongation factor EF-G 101 726.3663 2 1450.718047 -0.0009 40.92 K G 0
10038 YLGGEELTEAEIKGALR JW3302 ECK3327 fusA protein chain elongation factor EF-G 77 616.9948 3 1847.96257 -0.0002 47.85 K Q 0
10039 YLGGSVHATAGTLR JW0849 ECK0856 ybjP predicted lipoprotein 102 701.8754 2 1401.736247 -0.0001 28.50 R Q 0
10040 YLGSFDAQSPEK JW2019 ECK2028 wbbI conserved protein 50 671.3196 2 1340.624647 -0.0001 35.39 K I 0
10041 YLGTWYEIAR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 59 636.3239 2 1270.633247 -0.0013 49.69 R F 0
10042 YLLCNADEMEPGTYK 57.021465@C:4 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 79 902.4 2 1802.785447 -0.0001 43.47 R D 0
10043 YLLCNADEMEPGTYKDR 57.021465@C:4 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 60 692.3115 3 2073.91267 -0.0009 39.77 R L 0
10044 YLLDSVSR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 46 476.7587 2 951.502847 0.0003 36.72 R S 0
10045 YLLGTEHGIQGK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 54 658.3535 2 1314.692447 -0.0006 29.90 K D 0
10046 YLNESTHEMR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 50 640.2902 2 1278.565847 -0.0005 21.17 R Y 0
10047 YLNFNQLSQYTEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 84 824.4044 2 1646.794247 0.0003 49.69 R A 0
10048 YLNFNQLSQYTEKADGVIFQTAV JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 50 1325.1619 2 2648.309247 -0.0029 67.33 R - 0
10049 YLNLLDYSHNVLLASDVEQFAK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 51 851.4403 3 2551.29907 0.0032 68.16 R K 0
10050 YLNLSGK JW5371 ECK2243 yfaZ predicted outer membrane porin protein 33 397.724 2 793.433447 0.0000 27.99 R D 0
10051 YLNLSGKDGNRDNAVADGPYVGVNASF JW5371 ECK2243 yfaZ predicted outer membrane porin protein 55 938.4555 3 2812.34467 0.0033 50.11 R - 0
10052 YLPVAHGILEY JW0556 ECK0559 ybcH predicted protein 33 637.8431 2 1273.671647 0.0011 50.87 R - 0
10053 YLQDPGMMSIPYADNLK JW2504 ECK2516 yfhM conserved protein 30 978.4655 2 1954.916447 -0.0003 55.19 R A 0
10054 YLQDYGMGPETPLGEPK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 96 947.9481 2 1893.881647 -0.0001 45.28 R N 0
10055 YLQHSVDK JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 31 495.2559 2 988.497247 -0.0006 17.94 K I 0
10056 YLQPANDEPWLGILAGISTDDGSQAWR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 25 991.8177 3 2972.43127 0.0008 75.36 R Y 0
10057 YLSLLPYTDR JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 40 620.8319 2 1239.649247 -0.0006 51.14 R H 0
10058 YLSLLPYTDRHQ JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 40 753.3918 2 1504.769047 0.0016 44.29 R - 0
10059 YLSLLTGELPR JW1411 ECK1407 ydcF conserved protein 47 631.3612 2 1260.707847 0.0000 53.09 R L 0
10060 YLSQAGAGLMELDYLPSDK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 40 1036.0057 2 2069.996847 -0.0010 56.99 R V 0
10061 YLTEQGFQVR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 17 620.8195 2 1239.624447 -0.0003 38.04 R S 0
10062 YLTGLGTITAANTVTVR JW5338 ECK2070 mdtA multidrug efflux system, subunit A 33 875.99 2 1749.965447 0.0029 49.74 R S 0
10063 YLVDHEWVR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 33 608.8088 2 1215.603047 -0.0006 35.77 K R 0
10064 YLVSVGGALNSR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 41 618.3407 2 1234.666847 -0.0001 40.83 R G 0
10065 YLYSMGEHPSTSDQDNSFK JW0172 ECK0176 yaeT conserved protein 16 735.985 3 2204.93317 0.0013 36.70 R T 0
10066 YLYSVTSPDDSLR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 17 758.3717 2 1514.728847 0.0036 43.53 K Q 0
10067 YMAGDPTAGK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 64 505.7337 2 1009.452847 -0.0009 21.00 R L 0
10068 YMANAMGPEGVR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 71 648.2972 2 1294.579847 0.0002 30.81 R V 0
10069 YMELGPR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 39 433.2153 2 864.416047 -0.0002 30.21 K D 0
10070 YMGDIMADDENTAK JW1446 ECK1445 yncD predicted iron outer membrane transporter 18 787.3292 2 1572.643847 0.0003 37.73 R A 0
10071 YMGYYQLK JW3794 ECK3815 pldA outer membrane phospholipase A 30 533.2569 2 1064.499247 -0.0009 36.33 K I 0
10072 YMKTPTSATR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 38 385.8656 3 1154.57497 -0.0004 19.13 R - 0
10073 YMLVDGQGNFGSIDGDSAAAMR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 127 1138.01 2 2274.005447 0.0009 51.92 R Y 0
10074 YMSQDKIK 15.994915@M:2 JW2019 ECK2028 wbbI conserved protein 35 514.7578 2 1027.501047 0.0002 16.35 K D 0
10075 YNDTPEK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 26 433.698 2 865.381447 -0.0004 16.00 K A 0
10076 YNGELIK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 50 418.7292 2 835.443847 -0.0002 25.30 R S 0
10077 YNGLPSMEILGQAAPGK JW0451 ECK0456 acrB multidrug efflux system protein 29 873.4489 2 1744.883247 0.0016 52.49 R S 0
10078 YNGTVNHYFLCDR 57.021465@C:11 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 37 829.8729 2 1657.731247 0.0005 36.35 R G 0
10079 YNHIPDTSSLSIR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 58 751.8835 2 1501.752447 -0.0001 36.95 R T 0
10080 YNMELTLEEAVR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 84 734.361 2 1466.707447 0.0000 53.27 R G 0
10081 YNNALAQSCYLVTAPELGKGEHR 57.021465@C:9 JW1623 ECK1627 rsxG predicted oxidoreductase 23 648.5722 4 2590.259694 -0.0001 43.46 R V 0
10082 YNPDALMTDLPKPLR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 87 872.4587 2 1742.902847 0.0003 50.42 K L 0
10083 YNPDVDDAPR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 64 581.2621 2 1160.509647 -0.0002 13.19 R M 0
10084 YNTLGGVCLNVGCIPSK 57.021465@C:8,57.021465@C:13 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 37 926.4608 2 1850.907047 0.0052 49.07 R A 0
10085 YNYLINQLNIK JW5503 ECK3026 tolC transport channel 54 698.3855 2 1394.756447 0.0007 50.69 R S 0
10086 YPAGNITGWR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 59 567.7878 2 1133.561047 -0.0008 38.84 R L 0
10087 YPEDPKLDYIKR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 44 512.9391 3 1535.79547 -0.0030 31.75 K A 0
10088 YPEVNASIDGDDVVYHNYFDVSMAVSTPR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 25 1087.5007 3 3259.48027 0.0035 58.98 R G 0
10089 YPEYNFYR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 41 576.2614 2 1150.508247 0.0000 39.14 K M 0
10090 YPFLTESLAR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 42 598.8185 2 1195.622447 -0.0012 46.96 R H 0
10091 YPGALLAR JW3221 ECK3240 yhdA conserved inner membrane protein 13 430.7528 2 859.491047 -0.0006 20.08 R Y 0
10092 YPLADGAK JW4215 ECK4251 valS valyl-tRNA synthetase 34 417.7213 2 833.428047 -0.0001 23.20 R T 0
10093 YPLISELK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 27 481.7812 2 961.547847 -0.0006 43.54 R Q 0
10094 YPVDAQLK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 39 467.2553 2 932.496047 -0.0007 28.96 K A 0
10095 YQAFTQADLTNLR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 87 770.8908 2 1539.767047 -0.0011 46.06 R A 0
10096 YQCIAAICDVVSNTLTAEPSR 57.021465@C:3,57.021465@C:8 JW3372 ECK3396 feoB fused ferrous iron transporter, protein B 139 1184.5673 2 2367.120047 0.0002 60.49 R F 0
10097 YQDALER JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 44 447.7192 2 893.423847 -0.0003 22.52 R A 0
10098 YQDALVELAELREPVDAFFDK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 48 823.4166 3 2467.22797 0.0011 69.41 R V 0
10099 YQDGSVLAQLGEPDMR JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 85 889.923 2 1777.831447 0.0010 49.41 R T 0
10100 YQELKDIIAILGMDELSEEDKLVVAR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 107 997.5306 3 2989.56997 0.0020 71.16 R A 0
10101 YQISVKPQGYQQAVTVK JW2462 ECK2473 nlpB lipoprotein 69 969.0273 2 1936.040047 -0.0017 35.91 R L 0
10102 YQLANCYMGR 57.021465@C:6 JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 24 638.2838 2 1274.553047 -0.0005 34.66 R A 0
10103 YQLTELAR JW2294 ECK2291 pta phosphate acetyltransferase 18 497.2723 2 992.530047 0.0009 36.88 R K 0
10104 YQNVGGGCTHWGTIPSK 57.021465@C:8 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 45 621.2931 3 1860.85747 -0.0001 33.11 R A 0
10105 YQPLSEYEAQR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 52 692.3305 2 1382.646447 -0.0001 33.90 K R 0
10106 YQPLSEYEAQRR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 27 770.3813 2 1538.748047 0.0003 29.73 K G 0
10107 YQQHGMAPLTQEQKPVAK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 55 685.3546 3 2053.04197 0.0006 24.53 R V 0
10108 YQVENKPDDKPK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 71 730.8731 2 1459.731647 0.0009 17.86 K L 0
10109 YQWQNYGAANENEWDGYR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 75 1132.4768 2 2262.939047 0.0037 47.86 K F 0
10110 YQWQNYGAANENEWDGYRFK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 20 847.04 3 2538.09817 -0.0005 48.50 K I 0
10111 YRAEELAEER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 47 633.3096 2 1264.604647 0.0000 25.67 R I 0
10112 YRDAHSGMSGPNAAMR 15.994915@M:8,15.994915@M:15 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 18 584.9223 3 1751.74507 -0.0016 15.96 R R 0
10113 YRGEFEER JW2573 ECK2590 clpB protein disaggregation chaperone 30 543.2551 2 1084.495647 0.0020 20.37 K L 0
10114 YRLGETGDAIAK JW3069 ECK3089 yqjD conserved protein 31 431.8978 3 1292.67157 -0.0008 28.61 R Q 0
10115 YRLGNECETYAELK 57.021465@C:7 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 17 582.6114 3 1744.81237 0.0033 34.42 K L 0
10116 YRLGTLDIV JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 26 525.3031 2 1048.591647 0.0000 53.08 K - 0
10117 YRPETDMADLDNFDAAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 99 986.4419 2 1970.869247 0.0013 42.66 K A 0
10118 YRPETDMADLDNFDSAK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 110 994.4402 2 1986.865847 0.0029 41.86 K A 0
10119 YRPNNQIGFYQSITADGNWGDEK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 77 891.7495 3 2672.22667 0.0012 48.61 K L 0
10120 YRPTDDFDAR JW5641 ECK3631 ttk division inhibitor 48 628.2889 2 1254.563247 0.0003 25.43 K W 0
10121 YRQGELLNR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 29 574.8121 2 1147.609647 -0.0001 23.43 R V 0
10122 YRYEDIDVLDFR JW5063 ECK0452 ylaC predicted inner membrane protein 44 802.391 2 1602.767447 -0.0004 51.85 R V 0
10123 YRYEEDNSPLGVIGSFTYTEK JW0799 ECK0803 ompX outer membrane protein 103 1234.5854 2 2467.156247 0.0021 57.22 K S 0
10124 YSANLGANGK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 76 497.7509 2 993.487247 -0.0006 21.69 K V 0
10125 YSDGSANNLTHK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 67 653.8045 2 1305.594447 -0.0004 19.50 R T 0
10126 YSDHIALPVEIEKR JW0462 ECK0467 htpG molecular chaperone HSP90 family 67 835.4489 2 1668.883247 -0.0002 39.72 K E 0
10127 YSDNESQLASVMAHEISHVTQR JW2479 ECK2490 yfgC predicted peptidase 49 626.2974 4 2501.160494 -0.0001 54.11 R H 0
10128 YSEDHAQIK JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 60 545.7623 2 1089.510047 0.0010 18.70 R E 0
10129 YSELLLSELGQGTADWVPNFDGTLQEPK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 17 1036.5131 3 3106.51747 0.0040 70.46 K M 0
10130 YSELTLTGVLQK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 15 676.3776 2 1350.740647 0.0013 48.92 R S 0
10131 YSEMKFPQNDKK JW2143 ECK2149 lysP lysine transporter 39 757.8693 2 1513.724047 0.0005 23.85 R - 0
10132 YSGEQPAGANPFSLDDFEFSPMK JW0873 ECK0881 ftsK DNA-binding membrane protein required for chromosome resolution and partitioning 94 1267.5594 2 2533.104247 -0.0063 63.08 R A 0
10133 YSIGQPFVYPR JW0710 ECK0709 gltA citrate synthase 28 663.8453 2 1325.676047 -0.0007 46.19 K N 0
10134 YSIIQTK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 26 426.7452 2 851.475847 0.0005 28.25 R T 0
10135 YSITAGEYR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 38 530.2586 2 1058.502647 -0.0006 30.41 R S 0
10136 YSLLTQHTDPEK JW5701 ECK3346 yhfK conserved inner membrane protein 22 477.9079 3 1430.70187 -0.0023 30.34 K A 0
10137 YSLSDRIR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 29 505.2749 2 1008.535247 0.0000 28.74 R Y 0
10138 YSQIFMIGPSAHEVGVGYR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 37 704.3508 3 2110.03057 -0.0001 49.01 R Y 0
10139 YSQQPLVK JW0684 ECK0684 kdpC potassium translocating ATPase, subunit C 31 481.7686 2 961.522647 -0.0006 23.41 K Y 0
10140 YSQTGTLK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 38 449.2373 2 896.460047 -0.0002 18.90 R F 0
10141 YSSTISDPDTNVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 50 713.8381 2 1425.661647 -0.0006 27.99 R Q 0
10142 YSSWVSYYEGIK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 68 741.3521 2 1480.689647 0.0023 50.35 R L 0
10143 YSTEMMNVISAGLDK JW2462 ECK2473 nlpB lipoprotein 65 829.8927 2 1657.770847 0.0017 56.02 R S 0
10144 YSTEMMNVISAGLDKSATDAANAAQNR JW2462 ECK2473 nlpB lipoprotein 100 943.7763 3 2828.30707 0.0003 57.24 R A 0
10145 YSTSGYFNFADTTYSR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 92 940.4107 2 1878.806847 0.0009 49.65 R M 0
10146 YSVAEIFDSIDLTQR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 99 878.9431 2 1755.871647 0.0037 66.17 K L 0
10147 YSVSDMINR JW3887 ECK3908 pfkA 6-phosphofructokinase I 69 542.7575 2 1083.500447 -0.0014 38.60 R G 0
10148 YSYDMLGEAALTAADAQAYMVSYQQAIHAIGK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 68 1150.8835 3 3449.62867 0.0016 75.28 R A 0
10149 YSYVDENGETK JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 55 652.7859 2 1303.557247 0.0004 25.39 K T 0
10150 YTAAITGAEGK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 80 541.2796 2 1080.544647 -0.0004 25.10 R I 0
10151 YTADDAEEMIGK JW1200 ECK1197 lolB chaperone for lipoproteins 62 671.7954 2 1341.576247 0.0005 38.45 R L 0
10152 YTADDAEEMIGKLTGMPIPLNSLR JW1200 ECK1197 lolB chaperone for lipoproteins 56 879.1097 3 2634.30727 0.0041 69.39 R Q 0
10153 YTAGSGDPLEHESVK JW3143 ECK3165 glmM phosphoglucosamine mutase 67 795.3758 2 1588.737047 0.0002 27.96 R A 0
10154 YTCPQYK 57.021465@C:3 JW0637 ECK0635 leuS leucyl-tRNA synthetase 32 480.2179 2 958.421247 -0.0005 22.00 R E 0
10155 YTDATGK JW5927 ECK3028 ygiB conserved outer membrane protein 16 378.1822 2 754.349847 0.0002 13.79 K N 0
10156 YTDGIYVFWSK JW1631 ECK1635 ydhA predicted lipoprotein 35 689.8378 2 1377.661047 0.0005 55.90 R G 0
10157 YTDMPMLVMLEER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 54 814.3796 2 1626.744647 -0.0008 62.38 R D 0
10158 YTDQYQTR JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 39 537.7457 2 1073.476847 -0.0009 19.98 K S 0
10159 YTEALQQIGSSSNSK JW0478 ECK0483 ybbK predicted protease, membrane anchored 139 806.8943 2 1611.774047 0.0001 30.74 K V 0
10160 YTFADVASYR JW4028 ECK4060 actP acetate transporter 47 596.7853 2 1191.556047 0.0001 44.57 R L 0
10161 YTGEQETLPLSPQWILR JW0938 ECK0946 ycbZ predicted peptidase 63 1016.0318 2 2030.049047 0.0017 61.31 R Q 0
10162 YTGNKDAAAAVGK JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 90 633.3277 2 1264.640847 -0.0003 19.22 K A 0
10163 YTGSSYGDPANSFK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 56 747.3308 2 1492.647047 0.0000 33.88 R V 0
10164 YTIDLTER JW2573 ECK2590 clpB protein disaggregation chaperone 23 505.7615 2 1009.508447 0.0003 37.59 K A 0
10165 YTLAGTEVSALLGR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 22 725.8984 2 1449.782247 -0.0005 55.58 R M 0
10166 YTLHSQGK JW1692 ECK1700 pps phosphoenolpyruvate synthase 33 467.2427 2 932.470847 -0.0007 17.91 R I 0
10167 YTLSLMVLER JW5165 ECK1118 hflD predicted lysogenization regulator 49 612.8364 2 1223.658247 -0.0002 56.38 R K 0
10168 YTLTCTYNDLASVR 57.021465@C:5 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 97 838.9014 2 1675.788247 0.0007 45.88 K A 0
10169 YTNGGLTVTPGIGVQWNSENQNEYYYGVSR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 60 1122.8602 3 3365.55877 -0.0001 55.60 R K 0
10170 YTPDVVENICGTPK 57.021465@C:10 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 42 796.8849 2 1591.755247 0.0000 40.55 R D JW1470
10171 YTPNVADATEAQIQQATK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 113 974.9844 2 1947.954247 0.0006 44.40 R D 0
10172 YTPNVADATEAQIQQATKDSIPR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 41 839.7578 3 2516.25157 0.0010 50.06 R V 0
10173 YTQDISALEK JW2061 ECK2072 mdtC multidrug efflux system, subunit C 32 584.2985 2 1166.582447 0.0006 33.02 R M 0
10174 YTQLIER JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 43 461.7534 2 921.492247 0.0002 27.92 R L 0
10175 YTTYIPVQDPK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 45 662.8422 2 1323.669847 -0.0013 35.57 R L 0
10176 YTTYIPVQDPKLLDNLLTK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 19 745.7474 3 2234.22037 0.0004 58.43 R N 0
10177 YVAEAITEEWR JW3811 ECK3828 yigP conserved protein 75 683.8356 2 1365.656647 0.0001 46.47 R M 0
10178 YVAVDPEGKPR JW1245 ECK1247 yciA predicted hydrolase 52 615.8274 2 1229.640247 -0.0001 23.27 K A 0
10179 YVDVGATYYFNK JW2203 ECK2207 ompC outer membrane porin protein C 47 720.346 2 1438.677447 0.0007 44.99 K N JW5078
10180 YVDVGATYYFNKNMSTYVDYK JW2203 ECK2207 ompC outer membrane porin protein C 52 847.7259 3 2540.15587 -0.0010 52.54 K I 0
10181 YVESQVYQGVVENLASEQAAR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 131 1170.5766 2 2339.138647 -0.0006 53.12 R M 0
10182 YVGGGLNQHIESAR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 79 750.8812 2 1499.747847 -0.0002 28.00 R V 0
10183 YVGNIDEDGVCR 57.021465@C:11 JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 78 698.8111 2 1395.607647 -0.0012 29.84 R V 0
10184 YVHQLDNNASVMR JW1576 ECK1579 speG spermidine N1-acetyltransferase 38 516.2517 3 1545.73327 -0.0025 26.60 R Y 0
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10185 YVIANNNLWASPLDQQLR JW5127 ECK0943 ymbA conserved protein 113 1058.0526 2 2114.090647 -0.0002 55.99 K N 0
10186 YVILPLALR JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 39 529.3419 2 1056.669247 -0.0003 54.58 R R 0
10187 YVILPLVNR JW4215 ECK4251 valS valyl-tRNA synthetase 15 543.8371 2 1085.659647 -0.0001 50.44 K R 0
10188 YVLAGEGNK JW2750 ECK2773 eno enolase 34 475.7503 2 949.486047 -0.0008 24.64 K A 0
10189 YVLAVAADQLPLFDELCKR 57.021465@C:17 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 48 741.0619 3 2220.16387 0.0027 64.67 R E 0
10190 YVLLPNAYR JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 26 554.8108 2 1107.607047 -0.0006 42.77 R V 0
10191 YVLSADIWPELER JW2027 ECK2036 galF predicted subunit with GalU 23 795.9115 2 1589.808447 -0.0006 60.23 R T 0
10192 YVLSADIWPLLAK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 56 744.9272 2 1487.839847 0.0010 65.48 R T 0
10193 YVMKPMLPIR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 34 416.5714 3 1246.69237 -0.0006 40.88 R R 0
10194 YVPEDRPIVVTGAVYNLTK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 75 1067.5794 2 2133.144247 -0.0027 47.74 K T 0
10195 YVPIAVK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 21 395.247 2 788.479447 -0.0001 29.07 K I 0
10196 YVSDELNTWVR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 73 691.341 2 1380.667447 0.0000 48.68 R S 0
10197 YVSDSFR JW1692 ECK1700 pps phosphoenolpyruvate synthase 40 437.2085 2 872.402447 -0.0003 27.11 R D 0
10198 YVSDSFRDCFALECEAVKR 57.021465@C:9,57.021465@C:14 JW1692 ECK1700 pps phosphoenolpyruvate synthase 41 784.697 3 2351.06917 0.0018 44.33 R V 0
10199 YVSLKDTIR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 51 547.8136 2 1093.612647 -0.0005 30.98 K G 0
10200 YVTSDTFTLR JW1299 ECK1301 pspC transcriptional activator 15 601.8066 2 1201.598647 0.0007 39.37 R S 0
10201 YVTWQIYDNIAATTSPSSGEGLQETR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 83 1444.1907 2 2886.366847 -0.0002 56.77 R L 0
10202 YVVALNLAPATPR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 45 692.9012 2 1383.787847 0.0005 46.81 K W 0
10203 YVVDDEKLQNFSVDTQLQSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 82 786.0599 3 2355.15787 -0.0015 46.12 K F 0
10204 YVVHNVAHR JW3841 ECK3863 glnA glutamine synthetase 32 547.7963 2 1093.578047 0.0000 18.30 K F 0
10205 YVVITSVDRDDLR JW0623 ECK0621 lipA lipoate synthase 42 517.6105 3 1549.80967 -0.0003 38.07 R D 0
10206 YWGFVPEANLVGR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 31 754.3886 2 1506.762647 0.0008 57.63 R A 0
10207 YWHDGGQWNDDAELNFGNGNFNVR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 85 1413.1065 2 2824.198447 -0.0030 52.16 R S 0
10208 YYEDVLHGQTGYEEVEVNNR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 83 1207.5491 2 2413.083647 0.0014 41.11 R G 0
10209 YYEPSPGR JW1446 ECK1445 yncD predicted iron outer membrane transporter 32 484.7267 2 967.438847 -0.0010 23.62 R N 0
10210 YYGGCEYVDIVEQLAIDR 57.021465@C:5 JW2535 ECK2548 glyA serine hydroxymethyltransferase 112 1082.008 2 2162.001447 0.0025 66.63 R A 0
10211 YYGGNILDMGLR JW1490 ECK1489 yddB predicted porin protein 54 686.3393 2 1370.664047 -0.0012 53.59 R D 0
10212 YYLATGGGDISQAEVLLK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 111 949.4998 2 1896.985047 0.0018 54.02 R R 0
10213 YYLATGGGDISQAEVLLKR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 129 1027.5493 2 2053.084047 -0.0002 50.71 R K 0
10214 YYLNAGVPIEIK JW1327 ECK1329 uspE stress-induced protein 33 690.3817 2 1378.748847 -0.0008 49.27 K V 0
10215 YYLSLGDLDSATALFK JW3132 ECK3151 nlpI conserved protein 76 888.9561 2 1775.897647 -0.0004 67.79 K L 0
10216 YYPSGEVTAHLIGFTNVDSQGIEGVEK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 66 970.8094 3 2909.40637 -0.0017 54.52 R S 0
10217 YYQRLMAGLRK 15.994915@M:6 JW0396 ECK0400 tgt tRNA-guanine transglycosylase 18 707.8827 2 1413.750847 -0.0042 45.30 R A 0
10218 YYSTAEQYK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 43 576.7641 2 1151.513647 0.0001 23.78 K N 0
10219 YYSVIYNLIDEVK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 61 809.922 2 1617.829447 0.0004 66.14 R A 0
10220 YYTATSSGQLPSGSSPYDR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 108 1018.9632 2 2035.911847 -0.0005 34.37 R D 0
10221 YYTATSSGQLPSGSSPYDRDTR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 54 803.7034 3 2408.08837 0.0004 32.14 R S 0
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Supplementary Table S5 Proteins with more than 4-fold change in emPAI ratios of the relA KO cells to the wild-type.

Accession
number

GENE ECK Protein name

JW2277 nuoH ECK2276 NADH:ubiquinone oxidoreductase, membrane subunit H 1.7 ± 1.5 0.5 ± 0.0 0.0 ± 0.0 20.8 ± 1.0

JW3612 rpmB ECK3627 50S ribosomal subunit protein L28 2.1 ± 0.3 2.7 ± 0.9 0.0 ± 0.0 109.2 ± 0.9

JW2183 ccmG ECK2187 periplasmic thioredoxin of cytochrome c-type biogenesis 2.8 ± 1.7 9.0 ± 1.8 2.2 ± 0.0 4.2 ± 1.4

JW3278 rpsS ECK3303 30S ribosomal subunit protein S19 3.3 ± 2.3 38.8 ± 3.0 3.0 ± 0.0 13.0 ± 2.9

JW3264 rpmD ECK3289 50S ribosomal subunit protein L30 2.7 ± 1.5 38.8 ± 3.4 3.0 ± 0.0 13.0 ± 5.0

JW2587 rplS ECK2603 50S ribosomal subunit protein L19 7.4 ± 6.5 9.0 ± 0.0 1.8 ± 0.0 5.1 ± 3.5

JW0130 panB ECK0133 3-methyl-2-oxobutanoate hydroxymethyltransferase 3.8 ± 1.6 18.3 ± 0.0 4.2 ± 0.4 4.4 ± 4.8

JW3813 tatA ECK3830 TatABCE protein translocation system subunit 1.0 ± 0.3 315.2 ± 22.2 9.0 ± 0.0 35.0 ± 18.9

JW1893 ftn ECK1904 ferritin iron storage protein (cytoplasmic) 6.8 ± 7.7 67.1 ± 5.0 9.0 ± 0.0 7.5 ± 2.0

JW2075 gatD ECK2084 galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 5.1 ± 4.6 7.6 ± 0.8 1.5 ± 0.3 5.0 ± 1.8

JW1909 fliD ECK1923 flagellar filament capping protein 7.7 ± 4.0 2.8 ± 0.2 0.0 ± 0.0 113.2 ± 0.6

JW3200 rplM ECK3220 50S ribosomal subunit protein L13 13.8 ± 10.6 99.0 ± 4.5 12.3 ± 0.0 8.0 ± 5.1

JW2261 elaB ECK2260 conserved protein 8.5 ± 9.5 176.8 ± 41.1 22.7 ± 0.0 7.8 ± 22.6

JW2320 fabB ECK2317 3-oxoacyl-[acyl-carrier-protein] synthase I 4.8 ± 4.0 9.0 ± 0.4 1.3 ± 0.1 6.7 ± 2.6

JW1667 lpp ECK1673 murein lipoprotein 3.2 ± 3.6 15847.9 ± 191.5 397.1 ± 0.0 39.9 ± 194.9

JW0165 tsf ECK0169 protein chain elongation factor EF-Ts 5.4 ± 2.4 11.6 ± 1.3 0.8 ± 0.1 14.9 ± 2.3

JW3265 rpsE ECK3290 30S ribosomal subunit protein S5 2.6 ± 3.1 57.8 ± 3.0 9.0 ± 0.0 6.4 ± 6.9

JW3260 rpsM ECK3285 30S ribosomal subunit protein S13 2.5 ± 1.7 1929.7 ± 50.3 138.0 ± 0.0 14.0 ± 45.9

JW4347 deoD ECK4376 purine-nucleoside phosphorylase 4.7 ± 4.2 24.8 ± 1.8 2.9 ± 0.0 8.6 ± 5.4

JW0188 nlpE ECK0192 lipoprotein involved with copper homeostasis and adhesion 3.9 ± 7.0 69.2 ± 4.3 16.0 ± 3.1 4.3 ± 5.1

JW3279 rplB ECK3304 50S ribosomal subunit protein L2 3.7 ± 2.3 22.4 ± 1.2 3.3 ± 0.0 6.8 ± 4.0

JW3258 rpsD ECK3283 30S ribosomal subunit protein S4 4.4 ± 3.4 83.8 ± 6.6 5.1 ± 0.0 16.4 ± 9.6

JW5571 bipA ECK3864 GTP-binding protein 3.1 ± 2.3 6.4 ± 0.4 1.3 ± 0.0 5.1 ± 1.5

JW0913 asnS ECK0921 asparaginyl tRNA synthetase 3.4 ± 1.5 6.9 ± 0.4 1.7 ± 0.6 4.1 ± 1.8

JW3069 yqjD ECK3089 conserved protein 4.8 ± 4.2 7195.9 ± 369.2 371.8 ± 0.0 19.4 ± 262.4

JW0426 tig ECK0430 peptidyl-prolyl cis/trans isomerase (trigger factor) 3.4 ± 2.9 8.3 ± 0.7 1.9 ± 0.4 4.3 ± 1.6

JW1908 fliC ECK1922 flagellar filament structural protein (flagellin) 7.7 ± 8.8 9.9 ± 0.3 0.0 ± 0.0 394.4 ± 3.3

JW3270 rplE ECK3295 50S ribosomal subunit protein L5 2.1 ± 1.1 202.1 ± 8.5 48.2 ± 0.0 4.2 ± 17.5

JW5344 fbaB ECK2090 fructose-bisphosphate aldolase class I 6.0 ± 6.7 41.8 ± 1.8 9.0 ± 0.0 4.6 ± 5.5

JW3205 mdh ECK3225 malate dehydrogenase, NAD(P)-binding 8.3 ± 7.2 51.8 ± 1.9 10.4 ± 0.0 5.0 ± 13.3

JW2409 ptsI ECK2411 PEP-protein phosphotransferase of PTS system (enzyme I) 2.2 ± 1.0 11.3 ± 0.9 2.1 ± 0.0 5.5 ± 1.8

JW4318 tsr ECK4345 methyl-accepting chemotaxis protein I, serine sensor receptor 12.0 ± 18.4 13.2 ± 0.8 0.4 ± 0.0 31.4 ± 3.8

JW1768 gapA ECK1777 glyceraldehyde-3-phosphate dehydrogenase A 1.5 ± 1.2 41.2 ± 2.0 10.0 ± 0.0 4.1 ± 6.0

JW1875 tar ECK1887 methyl-accepting chemotaxis protein II 4.6 ± 5.0 28.3 ± 3.4 0.2 ± 0.0 166.4 ± 5.5

JW5780 fimD ECK4308 outer membrane usher protein, type 1 fimbrial synthesis 14.3 ± 13.5 13.4 ± 0.5 1.1 ± 0.0 12.5 ± 3.7

JW4354 yjjK ECK4383 fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 4.0 ± 3.2 19.7 ± 1.1 4.5 ± 0.0 4.4 ± 3.9

JW0894 rpsA ECK0902 30S ribosomal subunit protein S1 3.7 ± 2.3 24.4 ± 1.5 5.9 ± 0.5 4.2 ± 3.5

JW1721 katE ECK1730 hydroperoxidase HPII(III) (catalase) 6.1 ± 10.2 32.6 ± 1.9 5.2 ± 0.0 6.3 ± 5.2

JW3485 gadA ECK3502 glutamate decarboxylase A, PLP-dependent 1.8 ± 1.3 331.5 ± 15.2 32.3 ± 0.0 10.3 ± 21.1

JW3301 tufA ECK3326 protein chain elongation factor EF-Tu (duplicate of tufB) 5.6 ± 5.3 180.7 ± 8.1 32.0 ± 0.0 5.6 ± 16.1

JW3686 tnaA ECK3701 tryptophanase/L-cysteine desulfhydrase, PLP-dependent 3.5 ± 3.6 91.8 ± 5.9 21.6 ± 0.0 4.2 ± 13.4

JW0114 acnB ECK0117 bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 5.8 ± 6.7 30.6 ± 0.5 3.7 ± 0.5 8.3 ± 5.3

JW3479 hdeD ECK3495 acid-resistance membrane protein 1.6 ± 1.2 3.6 ± 0.0 20.5 ± 0.0 0.2 ± 2.1

JW0397 yajC ECK0401 SecYEG protein translocase auxillary subunit 1.1 ± 1.3 1777.3 ± 394.8 17781.8 ± 0.0 0.1 ± 188.6

JW4251 fecA ECK4281 KpLE2 phage-like element; ferric citrate outer membrane transporter 0.2 ± 0.1 0.0 ± 0.0 11.6 ± 0.0 0.0 ± 3.0

* emPAI ratios were calculated by the use of the merged data from triplicate analysis. The S.D. was caluclated from the results of triplicate analysis.

For calculation of emPAI ratio, emPAI values of zero are set as 0.03.

relA  KO / WT
iTRAQ ratio ± S.D.

relA  KO
emPAI values ± S.D.

Wild-type
emPAI values ± S.D.

relA  KO / WT
emPAI ratio ± S.D.



Supplementary Table S6-A Proteins identified in quantitative membrane proteome analysis by (p)ppGpp signaling in relA  KO cells.

relA  KO WT relA  KO WT relA  KO WT

1 JW0001 thrA ECK0002 fused aspartokinase I -!- homoserine dehydrogenase I 968 486 30.24 16.71 1.33 ± 0.24 0.60 ± 0.21 18 10 2.22 ± 0.25

2 JW0003 thrC ECK0004 threonine synthase 390 N.D. 24.77 N.D. 1.29 ± 0.15 0.03 ± 0.03 9 - 51.60 ± 0.30

3 JW0005 yaaA ECK0006 conserved protein 125 N.D. 19.77 N.D. 0.50 ± 0.11 0.03 ± 0.03 3 - 20.00 ± 0.18

4 JW0007 talB ECK0008 transaldolase B 1119 707 67.51 53.00 8.05 ± 0.89 3.49 ± 0.45 22 15 2.31 ± 2.06

5 JW0013 dnaK ECK0014 chaperone Hsp70, co-chaperone with DnaJ 1791 1591 55.17 56.58 8.43 ± 1.31 8.43 ± 0.31 38 38 1.00 ± 1.52

6 JW0014 dnaJ ECK0015 chaperone Hsp40, co-chaperone with DnaK 294 464 18.35 36.17 2.87 ± 0.19 4.82 ± 0.50 10 13 0.60 ± 0.72

7 JW0022 rpsT ECK0024 30S ribosomal subunit protein S20 93 155 25.29 25.29 2.16 ± 0.03 9.00 ± 0.00 2 4 0.24 ± 1.23

8 JW0023 ribF ECK0026 bifunctional riboflavin kinase -!- FAD synthetase 403 145 34.82 23.00 2.59 ± 0.00 0.67 ± 0.00 10 4 3.87 ± 0.77

9 JW0024 ileS ECK0027 isoleucyl-tRNA synthetase 768 437 22.60 13.33 1.10 ± 0.07 0.51 ± 0.13 18 10 2.16 ± 0.33

10 JW0027 ispH ECK0030 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 408 N.D. 32.59 N.D. 2.36 ± 0.54 0.03 ± 0.03 10 - 94.40 ± 0.50

11 JW0030 carA ECK0033 carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 317 98 36.91 12.04 3.22 ± 0.35 0.54 ± 0.03 10 3 5.96 ± 0.55

12 JW0031 carB ECK0034 carbamoyl-phosphate synthase large subunit 2245 1294 54.52 35.04 6.31 ± 0.37 1.66 ± 0.20 57 28 3.80 ± 1.53

13 JW0046 kefC ECK0048 potassium:proton antiporter 321 195 24.35 8.71 1.68 ± 0.21 0.39 ± 0.06 12 4 4.31 ± 0.30

14 JW0047 folA ECK0049 dihydrofolate reductase 271 N.D. 40.88 N.D. 4.62 ± 0.69 0.03 ± 0.03 6 - 184.80 ± 0.70

15 JW0049 apaG ECK0051 protein associated with Co2+ and Mg2+ efflux 39 N.D. 12.80 N.D. 1.51 ± 0.03 0.03 ± 0.03 2 - 60.40 ± 0.00

16 JW0050 ksgA ECK0052 S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 324 101 37.36 20.51 2.73 ± 0.23 1.28 ± 0.03 8 5 2.13 ± 0.62

17 JW0052 surA ECK0054 peptidyl-prolyl cis-trans isomerase (PPIase) 362 N.D. 19.39 N.D. 0.93 ± 0.13 0.03 ± 0.03 8 - 37.20 ± 0.21

18 JW0053 imp ECK0055 exported protein required for envelope biosynthesis and integrity 3698 3129 73.47 71.56 22.42 ± 3.09 24.88 ± 1.57 63 65 0.90 ± 6.57

19 JW0054 djlA ECK0056 DnaJ-like protein, membrane anchored 700 589 49.45 42.80 14.01 ± 0.00 5.66 ± 0.46 20 14 2.48 ± 2.41

20 JW0058 hepA ECK0060 RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 1429 158 38.02 9.09 3.01 ± 0.05 0.22 ± 0.03 35 5 13.68 ± 0.80

21 JW0065 thiQ ECK0067 thiamin transporter subunit -!- ATP-binding component of ABC superfamily N.D. 62 N.D. 17.67 0.03 ± 0.03 0.39 ± 0.03 - 2 0.06 ± 0.21

22 JW0078 fruR ECK0081 DNA-binding transcriptional dual regulator 250 N.D. 22.75 N.D. 1.78 ± 0.52 0.03 ± 0.03 8 - 71.20 ± 0.42

23 JW0080 mraW ECK0083 S-adenosyl-dependent methyltransferase activity on membrane-located substrates 378 N.D. 26.20 N.D. 0.93 ± 0.17 0.03 ± 0.03 6 - 37.20 ± 0.21

24 JW0081 ftsL ECK0084 membrane bound cell division protein at septum containing leucine zipper motif 287 72 51.24 20.66 6.74 ± 0.00 0.67 ± 0.03 8 2 10.06 ± 1.49

25 JW0082 ftsI ECK0085 transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 810 354 36.73 23.64 2.16 ± 0.21 0.95 ± 0.16 19 11 2.27 ± 0.44

26 JW0083 murE ECK0086 UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 548 126 31.52 8.48 1.65 ± 0.30 0.30 ± 0.03 11 3 5.50 ± 0.37

27 JW0084 murF ECK0087 UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 387 N.D. 28.10 N.D. 1.74 ± 0.55 0.03 ± 0.03 7 - 69.60 ± 0.37

28 JW0085 mraY ECK0088 phospho-N-acetylmuramoyl-pentapeptide transferase 208 95 13.33 5.28 3.64 ± 0.64 1.15 ± 0.03 6 3 3.17 ± 0.44

29 JW0088 murG ECK0091 N-acetylglucosaminyl transferase 818 673 49.58 49.01 7.91 ± 0.58 6.08 ± 1.09 19 17 1.30 ± 1.84

30 JW0089 murC ECK0092 UDP-N-acetylmuramate:L-alanine ligase 867 145 41.55 11.20 3.81 ± 0.48 0.37 ± 0.03 15 3 10.30 ± 0.94

31 JW0090 ddlB ECK0093 D-Alanine:D-alanine ligase 87 N.D. 9.15 N.D. 0.47 ± 0.03 0.03 ± 0.03 3 - 18.80 ± 0.25

32 JW0091 ftsQ ECK0094 membrane anchored protein involved in growth of wall at septum 344 242 40.58 30.43 2.41 ± 0.24 1.15 ± 0.28 8 5 2.10 ± 0.72

33 JW0092 ftsA ECK0095 ATP-binding cell division protein involved in recruitment of FtsK to Z ring 1076 603 61.67 50.48 6.94 ± 0.53 4.62 ± 0.20 18 15 1.50 ± 1.18

34 JW0093 ftsZ ECK0096 GTP-binding tubulin-like cell division protein 1699 1372 84.07 75.20 32.25 ± 1.96 12.50 ± 1.79 35 26 2.58 ± 5.12

35 JW0094 lpxC ECK0097 UDP-3-O-acyl N-acetylglucosamine deacetylase 299 37 28.85 9.84 2.65 ± 0.60 0.33 ± 0.03 9 2 8.03 ± 0.40

36 JW0096 secA ECK0099 preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 3027 2095 65.15 52.72 7.31 ± 0.27 3.94 ± 0.35 57 43 1.86 ± 1.78

37 JW0099 yacF ECK0102 conserved protein 356 220 33.20 28.74 4.18 ± 0.23 2.73 ± 0.54 10 8 1.53 ± 0.67

38 JW0101 guaC ECK0104 GMP reductase 443 N.D. 32.56 N.D. 3.28 ± 0.52 0.03 ± 0.03 12 - 131.20 ± 0.90

39 JW0105 nadC ECK0108 quinolinate phosphoribosyltransferase 383 N.D. 27.27 N.D. 1.64 ± 0.20 0.03 ± 0.03 8 - 65.60 ± 0.31

40 JW0107 ampE ECK0110 predicted inner membrane protein 353 268 32.04 32.04 2.38 ± 0.36 1.25 ± 0.31 9 6 1.90 ± 0.62

41 JW0110 aceE ECK0113 pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 4314 2749 73.62 60.20 28.76 ± 1.37 10.75 ± 0.75 84 61 2.68 ± 5.66

42 JW0111 aceF ECK0114 pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 2276 2073 52.06 56.03 28.85 ± 1.47 14.85 ± 1.30 59 48 1.94 ± 3.87

43 JW0112 lpd ECK0115 lipoamide dehydrogenase, E3 component is part of three enzyme complexes 2007 1285 69.83 56.33 32.00 ± 2.49 15.68 ± 1.06 41 33 2.04 ± 5.80

44 JW0114 acnB ECK0117 bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 3088 1661 69.25 43.12 30.62 ± 0.51 3.71 ± 0.51 78 35 8.25 ± 5.30

45 JW0120 gcd ECK0123 glucose dehydrogenase 2466 2242 56.66 58.04 28.76 ± 1.75 30.62 ± 1.98 56 57 0.94 ± 7.35

46 JW0122 can ECK0125 carbonic anhydrase 156 N.D. 20.91 N.D. 1.61 ± 0.03 0.03 ± 0.03 5 - 64.40 ± 0.34

47 JW0123 yadG ECK0126 predicted transporter subunit -!- ATP-binding component of ABC superfamily 804 366 49.03 26.95 6.20 ± 0.18 1.15 ± 0.34 18 7 5.39 ± 0.89

48 JW0129 panC ECK0132 pantothenate synthetase 239 N.D. 18.37 N.D. 1.00 ± 0.10 0.03 ± 0.03 6 - 40.00 ± 0.23

49 JW0130 panB ECK0133 3-methyl-2-oxobutanoate hydroxymethyltransferase 587 205 59.85 23.86 18.31 ± 0.00 4.18 ± 0.43 9 5 4.38 ± 4.84

50 JW0145 mrcB ECK0148 fused glycosyl transferase -!- transpeptidase 2856 2344 59.72 54.86 11.59 ± 0.77 8.55 ± 0.28 55 49 1.36 ± 3.05

51 JW0146 fhuA ECK0149 ferrichrome outer membrane transporter 2853 2175 77.51 70.68 10.94 ± 0.35 7.38 ± 1.15 56 48 1.48 ± 2.82

52 JW0147 fhuC ECK0150 iron-hydroxamate transporter subunit -!- ATP-binding component of ABC superfamily 167 69 30.19 12.83 0.97 ± 0.38 0.31 ± 0.03 5 2 3.13 ± 0.26

53 JW0150 hemL ECK0153 glutamate-1-semialdehyde aminotransferase (aminomutase) 850 290 46.71 21.60 17.48 ± 0.82 1.51 ± 0.03 19 6 11.58 ± 4.51

54 JW0154 btuF ECK0157 vitamin B12 transporter subunit -!- periplasmic-binding component of ABC superfamily 231 N.D. 35.34 N.D. 1.25 ± 0.21 0.03 ± 0.03 6 - 50.00 ± 0.24

55 JW0155 pfs ECK0158 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 387 230 46.12 25.86 3.64 ± 0.93 1.78 ± 0.56 6 4 2.04 ± 0.94

56 JW0157 degP ECK0160 serine endoprotease (protease Do), membrane-associated 968 594 40.51 31.65 4.62 ± 0.98 2.16 ± 0.29 15 10 2.14 ± 1.00

57 JW0159 yaeH ECK0162 conserved protein 139 N.D. 34.38 N.D. 1.15 ± 0.18 0.03 ± 0.03 4 - 46.00 ± 0.34

58 JW0161 dapD ECK0164 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 240 137 15.69 13.50 0.58 ± 0.00 0.58 ± 0.13 3 3 1.00 ± 0.23

59 JW0162 glnD ECK0165 uridylyltransferase 252 121 11.57 3.93 0.36 ± 0.05 0.12 ± 0.03 8 3 3.00 ± 0.08

60 JW0164 rpsB ECK0168 30S ribosomal subunit protein S2 1285 1089 70.54 69.29 183.78 ± 3.82 53.12 ± 1.30 34 26 3.46 ± 19.32

61 JW0165 tsf ECK0169 protein chain elongation factor EF-Ts 1016 261 68.90 27.92 11.59 ± 1.31 0.78 ± 0.10 22 5 14.86 ± 2.25

62 JW0166 pyrH ECK0170 uridylate kinase 541 233 57.26 25.31 5.31 ± 0.92 1.15 ± 0.16 12 5 4.62 ± 0.69

63 JW0167 frr ECK0171 ribosome recycling factor 135 N.D. 20.00 N.D. 0.43 ± 0.03 0.03 ± 0.03 2 - 17.20 ± 0.23

64 JW0168 dxr ECK0172 1-deoxy-D-xylulose 5-phosphate reductoisomerase 145 N.D. 13.57 N.D. 0.65 ± 0.03 0.03 ± 0.03 5 - 26.00 ± 0.19

65 JW0171 yaeL ECK0175 zinc metallopeptidase 749 631 46.67 37.33 5.81 ± 1.07 2.83 ± 0.17 20 14 2.05 ± 1.27

66 JW0172 yaeT ECK0176 conserved protein 3415 3213 71.23 72.22 45.42 ± 1.28 30.62 ± 0.03 80 72 1.48 ± 8.01

67 JW0173 hlpA ECK0177 periplasmic chaperone 320 186 33.54 29.19 1.89 ± 0.69 1.89 ± 0.51 6 6 1.00 ± 0.43

68 JW0174 lpxD ECK0178 UDP-3-O-(3-hydroxymyristoyl)-glucosamine N-acyltransferase 204 N.D. 15.84 N.D. 1.42 ± 0.03 0.03 ± 0.03 5 - 56.80 ± 0.58

69 JW0176 lpxA ECK0180 UDP-N-acetylglucosamine acetyltransferase 64 N.D. 6.49 N.D. 0.58 ± 0.03 0.03 ± 0.03 2 - 23.20 ± 0.32

70 JW0177 lpxB ECK0181 tetraacyldisaccharide-1-P synthase 560 407 52.09 33.77 2.63 ± 0.42 1.29 ± 0.19 14 9 2.04 ± 0.58

71 JW0179 dnaE ECK0183 DNA polymerase III alpha subunit 381 180 10.26 6.03 0.29 ± 0.02 0.14 ± 0.02 8 4 2.07 ± 0.07

72 JW0180 accA ECK0184 acetylCoA carboxylase, carboxytransferase, alpha subunit 1066 438 81.19 48.28 14.85 ± 1.51 2.16 ± 0.48 24 10 6.88 ± 2.53

73 JW0181 ldcC ECK0185 lysine decarboxylase 2, constitutive 1032 875 45.16 36.75 3.95 ± 0.32 2.16 ± 0.15 25 18 1.83 ± 0.62

74 JW0183 tilS ECK0187 tRNA(Ile)-lysidine synthetase 125 N.D. 8.10 N.D. 0.37 ± 0.03 0.03 ± 0.03 3 - 14.80 ± 0.12

75 JW0188 nlpE ECK0192 lipoprotein involved with copper homeostasis and adhesion 864 774 68.22 68.22 69.17 ± 4.32 16.01 ± 3.09 24 16 4.32 ± 5.13

76 JW0190 proS ECK0194 prolyl-tRNA synthetase 1461 54 65.56 4.37 7.80 ± 0.77 0.14 ± 0.03 34 2 55.71 ± 2.04

77 JW0192 rcsF ECK0196 predicted outer membrane protein, signal 572 579 79.85 72.39 41.17 ± 5.99 12.34 ± 0.00 13 9 3.34 ± 5.52

78 JW0193 metQ ECK0197 DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 1439 951 78.97 77.12 55.23 ± 2.22 30.62 ± 0.03 28 24 1.80 ± 8.91

79 JW0194 metI ECK0198 DL-methionine transporter subunit -!- membrane component protein of ABC superfamily 105 154 13.36 13.36 2.16 ± 0.03 2.16 ± 0.58 3 3 1.00 ± 1.09

80 JW0195 metN ECK0199 DL-methionine transporter subunit -!- ATP-binding component of ABC superfamily 157 85 17.20 11.08 0.62 ± 0.10 0.27 ± 0.03 4 2 2.30 ± 0.14

81 JW0212 lpcA ECK0223 D-sedoheptulose 7-phosphate isomerase 214 121 31.77 18.75 1.61 ± 0.39 0.78 ± 0.03 5 3 2.06 ± 0.27

82 JW0213 yafJ ECK0224 predicted amidotransfease 37 N.D. 6.27 N.D. 0.31 ± 0.03 0.03 ± 0.03 2 - 12.40 ± 0.00

83 JW0227 pepD ECK0238 aminoacyl-histidine dipeptidase (peptidase D) 508 330 27.63 18.76 2.31 ± 0.19 0.91 ± 0.08 13 7 2.54 ± 0.46

84 JW0229 frsA ECK0240 hydrolase, binds to enzyme IIA(Glc) 598 200 38.41 18.12 1.48 ± 0.07 0.52 ± 0.10 13 6 2.85 ± 0.37

85 JW0230 crl ECK0241 DNA-binding transcriptional regulator 276 135 40.60 16.54 2.98 ± 0.58 0.58 ± 0.03 6 2 5.14 ± 0.56

86 JW0232 proB ECK0243 gamma-glutamate kinase 777 457 55.04 32.15 3.79 ± 0.87 1.09 ± 0.15 17 8 3.48 ± 0.96

87 JW0233 proA ECK0244 gamma-glutamylphosphate reductase 87 N.D. 5.52 N.D. 0.19 ± 0.03 0.03 ± 0.03 2 - 7.60 ± 0.09

88 JW0263 yagG ECK0271 CP4-6 prophage; predicted sugar transporter 39 N.D. 5.00 N.D. 0.58 ± 0.03 0.03 ± 0.03 2 - 23.20 ± 0.32

89 JW0281 yagU ECK0286 conserved inner membrane protein 246 270 26.96 31.37 6.20 ± 0.00 12.89 ± 1.62 6 8 0.48 ± 3.58

90 JW0300 ykgF ECK0306 predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 336 83 13.68 9.68 0.82 ± 0.24 0.49 ± 0.03 6 4 1.67 ± 0.20

91 JW0306 betT ECK0312 choline transporter of high affinity 179 128 6.50 4.43 0.54 ± 0.03 0.54 ± 0.03 3 3 1.00 ± 0.26

92 JW0317 yahK ECK0323 predicted oxidoreductase, Zn-dependent and NAD(P)-binding 521 58 35.53 10.03 2.59 ± 0.17 0.29 ± 0.03 10 2 8.93 ± 0.59

93 JW0323 prpB ECK0329 2-methylisocitrate lyase 279 N.D. 41.55 N.D. 2.16 ± 0.45 0.03 ± 0.03 7 - 86.40 ± 0.42

94 JW0324 prpC ECK0330 2-methylcitrate synthase 636 108 46.53 16.97 3.49 ± 0.50 0.49 ± 0.08 15 4 7.12 ± 0.80

95 JW0325 prpD ECK0331 2-methylcitrate dehydratase 1063 180 64.39 15.32 7.53 ± 0.36 0.49 ± 0.00 27 5 15.37 ± 1.86

96 JW0328 codA ECK0334 cytosine deaminase 569 436 36.53 26.70 2.87 ± 0.41 1.96 ± 0.35 10 8 1.46 ± 0.66

97 JW0361 hemB ECK0366 porphobilinogen synthase 650 80 58.95 12.96 9.00 ± 0.53 0.33 ± 0.03 16 2 27.27 ± 1.30

98 JW0369 yaiW ECK0373 predicted DNA-binding transcriptional regulator 372 442 27.20 25.00 1.82 ± 0.21 1.82 ± 0.56 9 9 1.00 ± 0.37

99 JW0372 ddlA ECK0376 D-alanine-D-alanine ligase A 126 N.D. 12.91 N.D. 0.78 ± 0.12 0.03 ± 0.03 4 - 31.20 ± 0.19

100 JW0374 phoA ECK0378 alkaline phosphatase N.D. 32 N.D. 4.67 0.03 ± 0.03 0.18 ± 0.03 - 2 0.14 ± 0.09

101 JW0377 proC ECK0381 pyrroline-5-carboxylate reductase, NAD(P)-binding 153 396 14.13 21.56 1.51 ± 0.24 2.98 ± 1.03 4 6 0.51 ± 0.81

102 JW0384 rdgC ECK0388 DNA-binding protein, non-specific 202 N.D. 8.91 N.D. 0.41 ± 0.03 0.03 ± 0.03 3 - 16.40 ± 0.13

103 JW0390 phoR ECK0394 sensory histidine kinase in two-component regulatory system with PhoB 29 58 6.73 5.34 0.19 ± 0.03 0.19 ± 0.03 2 2 1.00 ± 0.09

104 JW0397 yajC ECK0401 SecYEG protein translocase auxillary subunit 686 615 50.00 50.00 1777.28 ± 394.77 17781.79 ± 0.03 13 17 0.10 ± 188.56

105 JW0398 secD ECK0402 SecYEG protein translocase auxillary subunit 1962 1846 50.57 48.78 17.08 ± 0.98 19.62 ± 3.44 44 46 0.87 ± 4.50

106 JW0399 secF ECK0403 SecYEG protein translocase auxillary subunit 613 478 36.53 30.03 26.83 ± 3.60 9.00 ± 0.03 13 9 2.98 ± 2.47

107 JW0401 tsx ECK0405 nucleoside channel, receptor of phage T6 and colicin K 1037 1090 65.31 65.99 42.29 ± 9.45 122.28 ± 0.03 18 23 0.35 ± 12.36

108 JW0405 ribE ECK0409 riboflavin synthase beta chain 692 429 66.67 63.46 145.78 ± 8.54 45.42 ± 0.03 13 10 3.21 ± 17.15

109 JW0407 thiL ECK0411 thiamin-monophosphate kinase 67 39 11.08 11.08 0.36 ± 0.03 0.36 ± 0.03 2 2 1.00 ± 0.19

110 JW0409 yajO ECK0413 predicted oxidoreductase, NAD(P)-binding 606 380 51.85 35.19 6.63 ± 0.40 2.87 ± 0.27 15 10 2.31 ± 0.82

111 JW0410 dxs ECK0414 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 265 454 20.65 19.19 0.98 ± 0.19 1.15 ± 0.21 8 9 0.85 ± 0.22

112 JW0413 thiI ECK0417 sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 205 N.D. 13.69 N.D. 0.33 ± 0.03 0.03 ± 0.03 4 - 13.20 ± 0.12

113 JW0421 cyoB ECK0425 cytochrome o ubiquinol oxidase subunit I 411 441 13.27 14.48 6.02 ± 0.46 10.94 ± 1.50 11 14 0.55 ± 2.03

114 JW0422 cyoA ECK0426 cytochrome o ubiquinol oxidase subunit II 560 672 47.94 60.32 17.74 ± 3.57 52.37 ± 0.03 14 19 0.34 ± 4.36

115 JW0424 yajG ECK0428 predicted lipoprotein 513 541 49.48 54.69 9.00 ± 0.78 4.99 ± 1.07 9 7 1.80 ± 1.69

116 JW0426 tig ECK0430 peptidyl-prolyl cis/trans isomerase (trigger factor) 1254 616 58.10 35.19 8.26 ± 0.74 1.93 ± 0.36 29 14 4.28 ± 1.62

117 JW0427 clpP ECK0431 proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 181 164 24.64 24.15 2.73 ± 0.61 4.18 ± 0.03 4 5 0.65 ± 0.74

118 JW0428 clpX ECK0432 ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 592 195 45.52 15.57 1.89 ± 0.18 0.56 ± 0.06 12 5 3.38 ± 0.48

119 JW0429 lon ECK0433 DNA-binding ATP-dependent protease La 1480 1071 50.51 39.29 5.92 ± 0.23 3.37 ± 0.12 42 32 1.76 ± 1.02

120 JW0430 hupB ECK0434 HU, DNA-binding transcriptional regulator, beta subunit 124 154 41.11 41.11 1.68 ± 0.03 1.68 ± 0.43 3 3 1.00 ± 0.70

121 JW0431 ppiD ECK0435 peptidyl-prolyl cis-trans isomerase (rotamase D) 1367 1465 42.22 44.46 4.10 ± 0.24 5.03 ± 0.29 29 32 0.82 ± 1.08

122 JW0438 mdlA ECK0442 fused predicted multidrug transporter subunits -!- ATP-binding components of ABC superfamily 149 98 7.63 4.75 0.37 ± 0.03 0.17 ± 0.03 4 2 2.18 ± 0.12

123 JW0443 ybaY ECK0447 predicted outer membrane lipoprotein 803 840 64.74 64.74 9999.00 ± 481.02 3980.07 ± 0.03 20 18 2.51 ± 1044.18

124 JW0451 acrB ECK0456 multidrug efflux system protein 2030 2274 39.85 40.90 10.19 ± 1.10 12.24 ± 0.52 43 46 0.83 ± 3.15

125 JW0452 acrA ECK0457 multidrug efflux system 1772 1708 78.09 76.32 52.37 ± 2.84 42.29 ± 0.03 38 36 1.24 ± 7.60

126 JW0454 kefA ECK0459 fused mechanosensitive channel proteins 1141 1485 24.91 29.11 1.82 ± 0.17 1.93 ± 0.16 27 28 0.94 ± 0.55

127 JW0459 dnaX ECK0464 DNA polymerase III/DNA elongation factor III, tau and gamma subunits 232 152 7.93 4.20 0.35 ± 0.10 0.16 ± 0.03 6 3 2.19 ± 0.04

128 JW0460 ybaB ECK0465 conserved protein 106 46 38.53 29.36 1.37 ± 0.03 0.78 ± 0.03 3 2 1.76 ± 0.43

129 JW0462 htpG ECK0467 molecular chaperone HSP90 family 965 1131 48.56 49.68 3.47 ± 0.25 4.01 ± 0.42 26 28 0.87 ± 0.89

130 JW0463 adk ECK0468 adenylate kinase 211 N.D. 23.83 N.D. 0.67 ± 0.03 0.03 ± 0.03 4 - 26.80 ± 0.37

131 JW0464 hemH ECK0469 ferrochelatase N.D. 96 N.D. 6.25 0.03 ± 0.03 0.31 ± 0.03 - 2 0.08 ± 0.00

132 JW0467 ybaL ECK0472 predicted transporter with NAD(P)-binding Rossmann-fold domain 426 536 23.66 26.70 1.99 ± 0.14 3.64 ± 0.38 10 14 0.55 ± 0.99

133 JW0473 copA ECK0478 copper transporter 1937 1950 43.88 44.96 18.11 ± 2.58 18.11 ± 0.03 41 41 1.00 ± 4.01

134 JW0474 ybaS ECK0479 predicted glutaminase 49 70 12.26 22.58 0.58 ± 0.03 1.00 ± 0.03 2 3 0.58 ± 0.44

135 JW0478 ybbK ECK0483 predicted protease, membrane anchored 1266 1254 78.69 78.69 43.37 ± 3.35 57.17 ± 0.03 28 30 0.76 ± 4.49

136 JW0482 ybbO ECK0487 predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 447 369 47.21 39.78 2.41 ± 0.21 3.64 ± 0.62 8 10 0.66 ± 0.74

137 JW0485 ybbP ECK0490 predicted inner membrane protein 160 192 4.35 5.97 0.27 ± 0.03 0.37 ± 0.00 3 4 0.73 ± 0.12

138 JW0513 lpxH ECK0517 UDP-2,3-diacylglucosamine pyrophosphatase N.D. 132 N.D. 10.00 0.03 ± 0.03 0.39 ± 0.00 - 2 0.06 ± 0.21

139 JW0546 borD ECK0549 DLP12 prophage; predicted lipoprotein 93 198 25.77 53.61 0.93 ± 0.00 2.73 ± 0.61 2 4 0.34 ± 1.02

140 JW0554 ompT ECK0557 DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 261 375 17.67 23.03 1.15 ± 0.22 1.45 ± 0.17 6 7 0.79 ± 0.52

141 JW0556 ybcH ECK0559 predicted protein 248 290 30.07 26.69 1.15 ± 0.10 1.15 ± 0.12 6 6 1.00 ± 0.25

142 JW0557 nfrA ECK0560 bacteriophage N4 receptor, outer membrane subunit 505 1010 16.87 31.62 0.49 ± 0.05 1.08 ± 0.17 12 22 0.45 ± 0.26

143 JW0560 cusR ECK0563 DNA-binding response regulator in two-component regulatory system with CusS N.D. 55 N.D. 16.30 0.03 ± 0.03 0.87 ± 0.03 - 3 0.03 ± 0.28

144 JW0566 ybdG ECK0569 predicted mechanosensitive channel 383 485 23.37 25.54 2.16 ± 0.14 2.55 ± 0.55 10 11 0.85 ± 0.58

145 JW0570 ybdK ECK0573 gamma-glutamyl:cysteine ligase 139 N.D. 7.53 N.D. 0.33 ± 0.03 0.03 ± 0.03 2 - 13.20 ± 0.17

146 JW0587 entB ECK0588 isochorismatase 107 73 9.82 10.18 0.33 ± 0.03 0.33 ± 0.03 2 2 1.00 ± 0.17

147 JW0590 cstA ECK0591 carbon starvation protein 435 497 9.42 9.84 1.74 ± 0.34 5.49 ± 0.24 7 13 0.32 ± 0.84

Sequence coverage (%)Mascot protein score
Protein # Protein nameECKGENE

Accession
number

relA  KO
emPAI values ± S.D.*

Wild-type
emPAI values ± S.D.*

Number of peptides used for
quantitation relA  KO / WT

emPAI ratio ± S.D.*

1



148 JW0598 ahpC ECK0599 alkyl hydroperoxide reductase, C22 subunit 664 611 71.66 71.66 16.01 ± 3.02 23.24 ± 2.26 16 18 0.69 ± 1.35

149 JW0599 ahpF ECK0600 alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 109 29 8.83 4.22 0.17 ± 0.03 0.17 ± 0.03 2 2 1.00 ± 0.08

150 JW0600 uspG ECK0601 universal stress protein UP12 441 404 87.32 71.83 22.71 ± 1.65 9.00 ± 1.65 11 8 2.52 ± 1.81

151 JW0603 rna ECK0604 ribonuclease I 97 N.D. 11.57 N.D. 0.29 ± 0.03 0.03 ± 0.03 2 - 11.60 ± 0.00

152 JW0622 tatE ECK0620 TatABCE protein translocation system subunit 194 N.D. 32.84 N.D. 2.98 ± 0.00 0.03 ± 0.03 3 - 119.20 ± 0.86

153 JW0623 lipA ECK0621 lipoate synthase 83 N.D. 12.46 N.D. 0.41 ± 0.03 0.03 ± 0.03 3 - 16.40 ± 0.13

154 JW0626 ybeD ECK0624 conserved protein 83 113 37.93 37.93 1.51 ± 0.00 1.51 ± 0.00 2 2 1.00 ± 0.87

155 JW0627 dacA ECK0625 D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 1415 1431 65.01 65.01 9.00 ± 0.35 14.85 ± 0.03 25 30 0.61 ± 4.35

156 JW0628 rlpA ECK0626 minor lipoprotein 577 429 27.35 25.97 4.18 ± 0.99 3.39 ± 0.38 10 9 1.23 ± 0.99

157 JW0629 mrdB ECK0627 cell wall shape-determining protein 99 N.D. 8.38 N.D. 0.47 ± 0.03 0.03 ± 0.03 2 - 18.80 ± 0.25

158 JW0630 mrdA ECK0628 transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 763 937 38.86 38.39 1.66 ± 0.12 2.35 ± 0.25 17 21 0.71 ± 0.51

159 JW0636 rlpB ECK0634 minor lipoprotein 917 647 71.50 57.51 55.23 ± 5.44 25.10 ± 0.03 21 17 2.20 ± 5.98

160 JW0637 leuS ECK0635 leucyl-tRNA synthetase 350 203 12.44 8.95 0.54 ± 0.03 0.27 ± 0.03 9 5 2.00 ± 0.11

161 JW0638 ybeL ECK0636 conserved protein N.D. 96 N.D. 23.13 0.03 ± 0.03 0.78 ± 0.03 - 3 0.03 ± 0.25

162 JW0649 gltJ ECK0647 glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 165 205 23.58 26.83 2.59 ± 0.56 3.64 ± 1.25 5 6 0.71 ± 0.97

163 JW0654 lnt ECK0649 apolipoprotein N-acyltransferase 896 848 35.35 33.01 4.01 ± 0.37 3.47 ± 0.23 14 13 1.16 ± 1.12

164 JW0657 ybeZ ECK0652 predicted protein with nucleoside triphosphate hydrolase domain 725 684 47.08 47.35 2.16 ± 0.34 2.78 ± 0.27 13 15 0.78 ± 0.72

165 JW0658 miaB ECK0653 isopentenyl-adenosine A37 tRNA methylthiolase 225 N.D. 13.50 N.D. 0.61 ± 0.03 0.03 ± 0.03 6 - 24.40 ± 0.20

166 JW0659 ubiF ECK0654 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 548 498 29.92 29.67 2.16 ± 0.17 2.16 ± 0.32 9 9 1.00 ± 0.63

167 JW0660 asnB ECK0662 asparagine synthetase B 506 N.D. 27.26 N.D. 0.78 ± 0.17 0.03 ± 0.03 10 - 31.20 ± 0.18

168 JW0661 nagD ECK0663 UMP phosphatase 154 N.D. 28.00 N.D. 1.85 ± 0.20 0.03 ± 0.03 5 - 74.00 ± 0.31

169 JW0662 nagC ECK0664 DNA-binding transcriptional dual regulator 192 139 12.81 10.34 0.37 ± 0.03 0.27 ± 0.03 4 3 1.37 ± 0.13

170 JW0664 nagB ECK0666 glucosamine-6-phosphate deaminase 312 108 28.57 18.42 1.05 ± 0.14 0.54 ± 0.03 5 3 1.94 ± 0.29

171 JW0665 nagE ECK0667 fused N-acetyl glucosamine specific PTS enzyme IICBA components 1131 1280 33.02 30.09 18.95 ± 1.31 27.18 ± 0.03 26 29 0.70 ± 4.49

172 JW0666 glnS ECK0668 glutamyl-tRNA synthetase 43 N.D. 6.68 N.D. 0.19 ± 0.03 0.03 ± 0.03 3 - 7.60 ± 0.05

173 JW0674 seqA ECK0675 regulatory protein for replication initiation 96 N.D. 13.81 N.D. 0.58 ± 0.03 0.03 ± 0.03 2 - 23.20 ± 0.32

174 JW0675 pgm ECK0676 phosphoglucomutase 145 N.D. 8.61 N.D. 0.39 ± 0.03 0.03 ± 0.03 4 - 15.60 ± 0.21

175 JW0683 kdpD ECK0683 fused sensory histidine kinase in two-component regulatory system with KdpE 547 745 22.37 29.75 1.12 ± 0.09 1.77 ± 0.17 14 19 0.63 ± 0.37

176 JW0700 ybgI ECK0699 conserved metal-binding protein 268 188 30.36 21.46 1.51 ± 0.47 1.00 ± 0.00 4 3 1.51 ± 0.30

177 JW0710 gltA ECK0709 citrate synthase 1642 1694 80.09 79.63 35.31 ± 0.67 32.11 ± 0.03 39 38 1.10 ± 5.83

178 JW0711 sdhC ECK0710 succinate dehydrogenase, membrane subunit, binds cytochrome b556 140 190 24.03 24.03 9.00 ± 0.03 9.00 ± 3.95 4 4 1.00 ± 2.60

179 JW0712 sdhD ECK0711 succinate dehydrogenase, membrane subunit, binds cytochrome b556 175 184 17.39 17.39 99.00 ± 39.48 315.23 ± 0.03 4 5 0.31 ± 31.13

180 JW0713 sdhA ECK0712 succinate dehydrogenase, flavoprotein subunit 2764 2682 80.44 78.74 28.85 ± 0.73 22.71 ± 0.03 59 55 1.27 ± 5.92

181 JW0714 sdhB ECK0713 succinate dehydrogenase, FeS subunit 1211 1251 81.09 78.57 43.67 ± 6.45 43.67 ± 0.03 33 33 1.00 ± 3.83

182 JW0715 sucA ECK0714 2-oxoglutarate decarboxylase, thiamin-requiring 3074 2303 69.35 62.27 16.59 ± 0.40 13.78 ± 0.70 66 62 1.20 ± 3.91

183 JW0716 sucB ECK0715 dihydrolipoyltranssuccinase 1590 1316 56.54 52.35 89.06 ± 1.47 24.65 ± 0.03 43 31 3.61 ± 10.75

184 JW0717 sucC ECK0716 succinyl-CoA synthetase, beta subunit 875 923 48.71 48.71 3.89 ± 0.30 3.18 ± 0.33 20 18 1.22 ± 1.23

185 JW0718 sucD ECK0717 succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 504 247 39.79 28.03 2.59 ± 0.52 1.45 ± 0.13 10 7 1.79 ± 0.18

186 JW0722 cydA ECK0721 cytochrome d terminal oxidase, subunit I 1131 1445 33.33 37.93 157.49 ± 3.27 115.59 ± 0.03 33 31 1.36 ± 20.00

187 JW0723 cydB ECK0722 cytochrome d terminal oxidase, subunit II 253 165 12.40 11.35 9.00 ± 2.70 9.00 ± 0.00 6 6 1.00 ± 1.79

188 JW0727 tolQ ECK0726 membrane spanning protein in TolA-TolQ-TolR complex 609 602 43.04 43.04 14.20 ± 0.00 22.10 ± 0.03 13 15 0.64 ± 3.74

189 JW0728 tolR ECK0727 membrane spanning protein in TolA-TolQ-TolR complex 236 263 35.92 35.92 30.62 ± 2.53 30.62 ± 0.03 6 6 1.00 ± 2.71

190 JW0729 tolA ECK0728 membrane anchored protein in TolA-TolQ-TolR complex 550 335 29.22 20.19 1.72 ± 0.12 0.65 ± 0.00 10 5 2.65 ± 0.40

191 JW0731 pal ECK0730 peptidoglycan-associated outer membrane lipoprotein 447 423 50.87 51.45 4.34 ± 0.47 5.58 ± 1.29 8 9 0.78 ± 1.37

192 JW0736 ybgS ECK0742 conserved protein N.D. 148 N.D. 15.87 0.03 ± 0.03 2.16 ± 0.03 - 2 0.01 ± 1.23

193 JW0738 gpmA ECK0744 phosphoglyceromutase 1 660 380 48.00 36.80 7.48 ± 1.48 2.16 ± 0.20 13 7 3.46 ± 1.30

194 JW0740 galK ECK0746 galactokinase 407 N.D. 25.13 N.D. 2.41 ± 0.45 0.03 ± 0.03 8 - 96.40 ± 0.71

195 JW0742 galE ECK0748 UDP-galactose-4-epimerase 83 N.D. 7.40 N.D. 0.54 ± 0.03 0.03 ± 0.03 3 - 21.60 ± 0.17

196 JW0749 ybhA ECK0755 predicted hydrolase 107 N.D. 9.56 N.D. 1.15 ± 0.03 0.03 ± 0.03 2 - 46.00 ± 0.65

197 JW0755 ybhC ECK0761 predicted pectinesterase 755 1043 48.48 55.74 17.48 ± 2.13 14.85 ± 0.03 19 18 1.18 ± 2.93

198 JW0762 uvrB ECK0768 excinulease of nucleotide excision repair, DNA damage recognition component 365 208 15.90 11.44 0.75 ± 0.15 0.32 ± 0.08 10 5 2.34 ± 0.09

199 JW0765 moaB ECK0771 molybdopterin biosynthesis protein B 139 N.D. 27.06 N.D. 1.51 ± 0.24 0.03 ± 0.03 4 - 60.40 ± 0.43

200 JW0769 ybhL ECK0775 predicted inner membrane protein 78 141 5.98 9.83 2.16 ± 0.00 4.62 ± 1.42 2 3 0.47 ± 1.54

201 JW0772 ybhO ECK0778 cardiolipin synthase 2 229 215 16.95 14.29 0.49 ± 0.06 0.49 ± 0.06 5 5 1.00 ± 0.10

202 JW0773 ybhP ECK0779 predicted DNase N.D. 134 N.D. 14.62 0.03 ± 0.03 0.58 ± 0.03 - 3 0.04 ± 0.19

203 JW0777 ybhS ECK0782 predicted transporter subunit -!- membrane component of ABC superfamily N.D. 119 N.D. 6.10 0.03 ± 0.03 0.58 ± 0.03 - 2 0.04 ± 0.32

204 JW0779 ybhG ECK0784 predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 1217 1066 77.41 72.89 21.39 ± 0.56 13.13 ± 0.03 27 23 1.63 ± 3.65

205 JW0790 fiu ECK0794 predicted iron outer membrane transporter 1333 1543 35.92 40.79 3.18 ± 0.35 4.04 ± 0.31 23 26 0.79 ± 1.06

206 JW0794 glnQ ECK0798 glutamine transporter subunit -!- ATP-binding component of ABC superfamily 778 614 57.50 50.42 13.25 ± 0.00 10.94 ± 0.03 15 14 1.21 ± 3.06

207 JW0795 glnP ECK0799 glutamine transporter subunit -!- membrane component of ABC superfamily 115 243 17.35 17.81 1.51 ± 0.00 2.16 ± 0.38 4 5 0.70 ± 0.87

208 JW0796 glnH ECK0800 glutamine transporter subunit -!- periplasmic binding component of ABC superfamily N.D. 122 N.D. 15.73 0.03 ± 0.03 0.50 ± 0.03 - 3 0.05 ± 0.16

209 JW0797 dps ECK0801 Fe-binding and storage protein 1590 1468 90.42 90.42 145.78 ± 13.17 260.02 ± 0.03 26 29 0.56 ± 43.46

210 JW0799 ompX ECK0803 outer membrane protein 725 633 53.80 53.80 50.79 ± 4.34 50.79 ± 0.03 12 12 1.00 ± 16.06

211 JW0803 ybiS ECK0809 conserved protein 533 66 57.84 14.05 3.08 ± 0.22 0.29 ± 0.03 11 2 10.62 ± 1.03

212 JW0804 ybiT ECK0810 fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 223 N.D. 9.43 N.D. 0.31 ± 0.03 0.03 ± 0.03 4 - 12.40 ± 0.09

213 JW0811 moeA ECK0817 molybdopterin biosynthesis protein 86 N.D. 11.68 N.D. 0.29 ± 0.03 0.03 ± 0.03 2 - 11.60 ± 0.15

214 JW0815 yliC ECK0821 predicted peptide transporter subunit -!- membrane component of ABC superfamily N.D. 201 N.D. 12.42 0.03 ± 0.03 1.68 ± 0.03 - 3 0.01 ± 0.52

215 JW0818 yliF ECK0824 predicted diguanylate cyclase N.D. 202 N.D. 11.54 0.03 ± 0.03 0.35 ± 0.03 - 3 0.07 ± 0.11

216 JW0819 yliG ECK0825 predicted SAM-dependent methyltransferase 134 N.D. 4.99 N.D. 0.18 ± 0.03 0.03 ± 0.03 2 - 7.20 ± 0.00

217 JW0822 yliJ ECK0828 predicted glutathione S-transferase 237 202 29.33 19.23 1.89 ± 0.57 1.03 ± 0.03 6 4 1.83 ± 0.11

218 JW0823 dacC ECK0829 D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 1902 1945 67.25 67.25 50.09 ± 1.14 55.23 ± 0.03 41 42 0.91 ± 13.58

219 JW0831 ybjL ECK0838 predicted transporter 314 509 12.66 22.99 1.34 ± 0.12 3.28 ± 0.33 7 12 0.41 ± 0.67

220 JW0845 artM ECK0852 arginine transporter subunit -!- membrane component of ABC superfamily 148 288 12.61 15.77 9.00 ± 0.61 4.18 ± 0.90 7 5 2.15 ± 0.76

221 JW0846 artQ ECK0853 arginine transporter subunit -!-membrane component of ABC superfamily 89 124 10.50 14.71 1.15 ± 0.03 1.15 ± 0.03 2 2 1.00 ± 0.65

222 JW0848 artP ECK0855 arginine transporter subunit -!- ATP-binding component of ABC superfamily 222 283 33.88 29.34 2.59 ± 0.56 2.59 ± 0.56 5 5 1.00 ± 0.37

223 JW0849 ybjP ECK0856 predicted lipoprotein 691 886 78.95 75.44 42.29 ± 5.62 42.29 ± 0.03 18 18 1.00 ± 8.10

224 JW0850 ybjQ ECK0857 conserved protein 116 N.D. 17.76 N.D. 1.51 ± 0.03 0.03 ± 0.03 2 - 60.40 ± 0.85

225 JW0851 ybjR ECK0858 predicted amidase and lipoprotein 478 573 53.99 58.33 6.20 ± 0.73 10.79 ± 0.03 12 15 0.57 ± 1.47

226 JW0855 poxB ECK0862 pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 1436 1284 53.85 53.15 11.92 ± 1.06 11.92 ± 0.03 30 30 1.00 ± 2.70

227 JW0860 ybjD ECK0867 conserved protein with nucleoside triphosphate hydrolase domain 62 70 3.99 5.80 0.13 ± 0.03 0.19 ± 0.03 2 3 0.68 ± 0.08

228 JW0861 ybjX ECK0868 conserved protein 499 262 47.58 18.48 2.90 ± 0.15 0.87 ± 0.24 13 6 3.33 ± 0.70

229 JW0862 macA ECK0869 macrolide transporter subunit, membrane fusion protein (MFP) component 831 1074 56.06 55.80 6.31 ± 0.66 11.33 ± 0.03 19 24 0.56 ± 2.21

230 JW0863 macB ECK0870 fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 286 572 17.75 23.77 0.72 ± 0.05 1.41 ± 0.37 8 13 0.51 ± 0.26

231 JW0866 clpA ECK0873 ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 557 558 18.07 20.71 0.92 ± 0.05 0.92 ± 0.12 13 13 1.00 ± 0.30

232 JW0869 cydC ECK0877 fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 1020 1103 41.36 42.23 7.32 ± 0.41 8.12 ± 0.03 23 24 0.90 ± 1.85

233 JW0870 cydD ECK0878 fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 913 1163 36.22 38.10 6.20 ± 0.79 5.63 ± 0.18 24 23 1.10 ± 1.09

234 JW0872 lrp ECK0880 DNA-binding transcriptional dual regulator, leucine-binding 51 N.D. 12.20 N.D. 0.67 ± 0.03 0.03 ± 0.03 2 - 26.80 ± 0.00

235 JW0873 ftsK ECK0881 DNA-binding membrane protein required for chromosome resolution and partitioning 178 N.D. 3.61 N.D. 0.14 ± 0.03 0.03 ± 0.03 3 - 5.60 ± 0.00

236 JW0876 serS ECK0884 seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 498 N.D. 37.21 N.D. 1.65 ± 0.17 0.03 ± 0.03 11 - 66.00 ± 0.45

237 JW0878 dmsB ECK0886 dimethyl sulfoxide reductase, anaerobic, subunit B N.D. 116 N.D. 11.22 0.03 ± 0.03 0.47 ± 0.03 - 2 0.05 ± 0.00

238 JW0880 ycaC ECK0888 predicted hydrolase 330 341 57.69 45.19 6.94 ± 1.35 2.98 ± 0.38 9 6 2.33 ± 1.30

239 JW0885 pflA ECK0893 pyruvate formate lyase activating enzyme 1 133 N.D. 19.11 N.D. 0.52 ± 0.08 0.03 ± 0.03 4 - 20.80 ± 0.13

240 JW0886 pflB ECK0894 pyruvate formate lyase I 2526 1832 58.03 52.63 10.98 ± 0.27 5.66 ± 0.17 55 42 1.94 ± 2.28

241 JW0887 focA ECK0895 formate transporter 182 187 9.12 9.12 20.54 ± 0.00 9.00 ± 0.03 4 3 2.28 ± 4.62

242 JW0888 ycaO ECK0896 conserved protein 92 N.D. 5.29 N.D. 0.23 ± 0.03 0.03 ± 0.03 2 - 9.20 ± 0.12

243 JW0889 ycaP ECK0897 conserved inner membrane protein 200 279 16.96 25.22 1.28 ± 0.37 2.73 ± 0.81 5 8 0.47 ± 0.44

244 JW0893 cmk ECK0901 cytidylate kinase 261 226 25.55 36.56 1.68 ± 0.20 1.28 ± 0.17 6 5 1.31 ± 0.48

245 JW0894 rpsA ECK0902 30S ribosomal subunit protein S1 2503 1440 69.12 58.89 24.43 ± 1.52 5.88 ± 0.54 52 31 4.15 ± 3.52

246 JW0895 ihfB ECK0903 integration host factor (IHF), DNA-binding protein, beta subunit 202 N.D. 56.38 N.D. 4.18 ± 0.61 0.03 ± 0.03 5 - 167.20 ± 1.03

247 JW0897 msbA ECK0905 fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 1592 1667 49.48 51.89 8.31 ± 0.85 10.55 ± 0.03 31 34 0.79 ± 2.45

248 JW0898 lpxK ECK0906 lipid A 4'kinase 139 261 24.09 35.37 0.97 ± 0.24 1.58 ± 0.31 5 7 0.61 ± 0.33

249 JW0902 ycbJ ECK0910 conserved protein 152 300 16.50 29.97 0.41 ± 0.03 0.78 ± 0.03 3 5 0.53 ± 0.33

250 JW0903 ycbC ECK0911 conserved inner membrane protein 143 249 18.92 26.64 0.85 ± 0.03 1.51 ± 0.47 4 6 0.56 ± 0.53

251 JW0905 mukF ECK0913 Involved in chromosome partioning, Ca2+ binding protein 224 261 13.86 17.95 0.39 ± 0.05 0.48 ± 0.05 5 6 0.81 ± 0.12

252 JW0907 mukB ECK0915 fused chromosome partitioning proteins 2500 1684 40.11 31.09 2.09 ± 0.16 1.32 ± 0.08 51 38 1.58 ± 0.50

253 JW0911 aspC ECK0919 aspartate aminotransferase, PLP-dependent 283 212 25.76 17.17 1.22 ± 0.03 0.56 ± 0.03 9 5 2.18 ± 0.31

254 JW0912 ompF ECK0920 outer membrane porin 1a (Ia;b;F) 1281 1619 63.81 78.73 43.37 ± 6.85 37.75 ± 0.03 28 27 1.15 ± 5.63

255 JW0913 asnS ECK0921 asparaginyl tRNA synthetase 1271 557 58.37 29.40 6.94 ± 0.36 1.71 ± 0.58 27 13 4.06 ± 1.75

256 JW0915 pepN ECK0923 aminopeptidase N 565 704 16.90 20.11 0.70 ± 0.08 0.94 ± 0.04 12 15 0.74 ± 0.28

257 JW0928 pyrD ECK0936 dihydro-orotate oxidase, FMN-linked 659 1405 57.14 65.77 3.79 ± 0.32 13.45 ± 0.03 17 29 0.28 ± 3.23

258 JW0931 ycbY ECK0939 predicted methyltransferase 246 N.D. 6.70 N.D. 0.30 ± 0.00 0.03 ± 0.03 5 - 12.00 ± 0.09

259 JW0932 uup ECK0940 fused predicted transporter subunits -!- ATP-binding components of ABC superfamily N.D. 124 N.D. 5.35 0.03 ± 0.03 0.13 ± 0.03 - 2 0.19 ± 0.06

260 JW0933 pqiA ECK0941 paraquat-inducible membrane protein A 92 125 11.75 11.75 0.54 ± 0.03 0.54 ± 0.00 3 3 1.00 ± 0.30

261 JW0934 pqiB ECK0942 paraquat-inducible protein B 1446 1523 59.89 62.27 9.00 ± 0.37 13.03 ± 0.03 34 39 0.69 ± 3.18

262 JW0937 fabA ECK0945 beta-hydroxydecanoyl thioester dehydrase 99 N.D. 19.19 N.D. 1.15 ± 0.03 0.03 ± 0.03 3 - 46.00 ± 0.37

263 JW0938 ycbZ ECK0946 predicted peptidase 1030 899 40.10 40.10 4.50 ± 0.32 4.50 ± 0.32 20 20 1.00 ± 1.15

264 JW0940 ompA ECK0948 outer membrane protein A (3a;II*;G;d) 1942 1708 76.30 76.30 205.91 ± 13.65 161.38 ± 0.03 44 42 1.28 ± 36.22

265 JW0944 yccF ECK0952 conserved inner membrane protein 157 158 26.35 29.05 4.62 ± 1.42 9.00 ± 0.00 3 4 0.51 ± 0.78

266 JW0945 helD ECK0953 DNA helicase IV N.D. 112 N.D. 9.80 0.03 ± 0.03 0.19 ± 0.03 - 4 0.13 ± 0.05

267 JW0954 hyaA ECK0963 hydrogenase 1, small subunit N.D. 422 N.D. 45.97 0.03 ± 0.03 2.65 ± 0.46 - 9 0.01 ± 1.08

268 JW0955 hyaB ECK0964 hydrogenase 1, large subunit 107 1603 9.72 58.46 0.21 ± 0.03 7.25 ± 0.03 3 33 0.03 ± 1.58

269 JW0960 appC ECK0969 cytochrome bd-II oxidase, subunit I N.D. 368 N.D. 21.98 0.03 ± 0.03 2.16 ± 0.27 - 6 0.01 ± 0.74

270 JW0966 yccZ ECK0974 predicted exopolysaccharide export protein N.D. 67 N.D. 7.12 0.03 ± 0.03 0.26 ± 0.03 - 2 0.10 ± 0.13

271 JW0985 cbpA ECK0991 curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 189 128 30.72 21.90 1.15 ± 0.28 0.85 ± 0.13 5 4 1.35 ± 0.13

272 JW0987 agp ECK0993 glucose-1-phosphatase/inositol phosphatase 129 123 9.93 9.93 0.35 ± 0.03 0.35 ± 0.00 3 3 1.00 ± 0.16

273 JW0989 wrbA ECK0995 predicted flavoprotein in Trp regulation 583 448 61.62 55.05 11.59 ± 3.85 5.31 ± 0.03 11 8 2.18 ± 2.62

274 JW0999 putA ECK1005 fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 4316 3436 58.41 57.27 25.83 ± 0.75 15.38 ± 0.03 100 85 1.68 ± 4.90

275 JW1001 putP ECK1006 proline:sodium symporter 249 279 12.95 8.76 6.74 ± 0.72 11.92 ± 0.03 8 10 0.57 ± 1.47

276 JW1010 ycdS ECK1014 predicted outer membrane protein 26 N.D. 2.97 N.D. 0.09 ± 0.03 0.03 ± 0.03 2 - 3.60 ± 0.00

277 JW1018 ycdY ECK1021 conserved protein 79 N.D. 17.93 N.D. 0.67 ± 0.03 0.03 ± 0.03 2 - 26.80 ± 0.00

278 JW1035 mdoG ECK1034 glucan biosynthesis protein, periplasmic N.D. 112 N.D. 6.26 0.03 ± 0.03 0.17 ± 0.03 - 2 0.15 ± 0.00

279 JW1037 mdoH ECK1035 glucan biosynthesis: glycosyl transferase 1300 1178 35.06 35.42 6.02 ± 0.32 6.02 ± 0.25 33 33 1.00 ± 1.49

280 JW1041 lpxL ECK1039 lauryl-acyl carrier protein (ACP)-dependent acyltransferase 432 348 38.24 30.39 2.65 ± 0.40 2.65 ± 0.92 9 9 1.00 ± 0.74

281 JW1050 yceB ECK1048 predicted lipoprotein N.D. 65 N.D. 20.43 0.03 ± 0.03 0.58 ± 0.03 - 2 0.04 ± 0.32

282 JW1051 grxB ECK1049 glutaredoxin 2 (Grx2) 383 326 64.65 54.88 4.62 ± 0.53 2.65 ± 0.21 12 9 1.74 ± 0.91

283 JW1061 flgC ECK1059 flagellar component of cell-proximal portion of basal-body rod 199 N.D. 37.31 N.D. 1.37 ± 0.03 0.03 ± 0.03 3 - 54.80 ± 0.60

284 JW1063 flgE ECK1061 flagellar hook protein 598 N.D. 35.57 N.D. 4.62 ± 1.24 0.03 ± 0.03 9 - 184.80 ± 1.75

285 JW1065 flgG ECK1063 flagellar component of cell-distal portion of basal-body rod 262 N.D. 31.15 N.D. 2.16 ± 0.34 0.03 ± 0.03 4 - 86.40 ± 0.48

286 JW1069 flgK ECK1067 flagellar hook-filament junction protein 1 382 N.D. 17.00 N.D. 0.65 ± 0.08 0.03 ± 0.03 5 - 26.00 ± 0.23

287 JW1070 flgL ECK1068 flagellar hook-filament junction protein 879 N.D. 63.72 N.D. 5.95 ± 0.86 0.03 ± 0.03 16 - 238.00 ± 1.82

288 JW1071 rne ECK1069 fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 2528 2682 55.70 54.29 13.25 ± 0.26 16.78 ± 0.03 60 65 0.79 ± 3.45

289 JW1072 rluC ECK1071 23S rRNA pseudouridylate synthase 205 59 16.30 4.70 0.78 ± 0.03 0.21 ± 0.03 6 2 3.71 ± 0.12

290 JW1077 fabH ECK1077 3-oxoacyl-[acyl-carrier-protein] synthase III 121 N.D. 12.62 N.D. 0.54 ± 0.03 0.03 ± 0.03 3 - 21.60 ± 0.17

291 JW1078 fabD ECK1078 malonyl-CoA-[acyl-carrier-protein] transacylase 59 71 12.62 21.04 0.39 ± 0.03 0.64 ± 0.03 2 3 0.61 ± 0.21

292 JW1079 fabG ECK1079 3-oxoacyl-[acyl-carrier-protein] reductase 788 801 64.34 63.52 16.01 ± 2.84 13.25 ± 0.03 16 15 1.21 ± 2.71

293 JW1080 acpP ECK1080 acyl carrier protein (ACP) 65 62 12.82 12.82 9.00 ± 0.03 9.00 ± 0.03 2 2 1.00 ± 5.18

294 JW1081 fabF ECK1081 3-oxoacyl-[acyl-carrier-protein] synthase II 291 N.D. 34.62 N.D. 1.64 ± 0.14 0.03 ± 0.03 8 - 65.60 ± 0.48

295 JW1083 yceG ECK1083 predicted aminodeoxychorismate lyase 393 510 27.94 38.24 1.37 ± 0.25 1.87 ± 0.00 9 11 0.73 ± 0.45

296 JW1084 tmk ECK1084 thymidylate kinase 87 N.D. 18.78 N.D. 0.58 ± 0.03 0.03 ± 0.03 3 - 23.20 ± 0.19

297 JW1087 ptsG ECK1087 fused glucose-specific PTS enzyme IIBC components 810 928 29.56 30.19 28.29 ± 1.11 62.10 ± 0.03 22 27 0.46 ± 7.13

298 JW1088 fhuE ECK1088 ferric-rhodotorulic acid outer membrane transporter 68 135 4.25 8.23 0.12 ± 0.03 0.18 ± 0.03 2 3 0.67 ± 0.06
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299 JW1090 ycfL ECK1090 predicted protein 101 147 31.20 40.00 2.98 ± 0.00 5.31 ± 0.03 3 4 0.56 ± 1.49

300 JW1095 ndh ECK1095 respiratory NADH dehydrogenase 2/cupric reductase 872 928 45.62 66.36 2.86 ± 0.66 5.72 ± 0.03 17 24 0.50 ± 2.46

301 JW1100 mfd ECK1100 transcription-repair coupling factor 456 231 14.55 7.14 0.40 ± 0.02 0.20 ± 0.03 11 6 2.00 ± 0.09

302 JW1104 lolE ECK1104 outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 373 386 24.88 22.71 1.74 ± 0.29 2.16 ± 0.18 7 8 0.81 ± 0.44

303 JW1111 potB ECK1111 polyamine transporter subunit -!- membrane component of ABC superfamily N.D. 56 N.D. 7.27 0.03 ± 0.03 0.78 ± 0.03 - 2 0.03 ± 0.43

304 JW1112 potA ECK1112 polyamine transporter subunit -!- ATP-binding component of ABC superfamily 192 568 8.73 26.19 0.30 ± 0.06 1.03 ± 0.28 3 8 0.29 ± 0.26

305 JW1115 phoQ ECK1115 sensory histidine kinase in two-compoent regulatory system with PhoP 234 511 17.90 25.10 0.70 ± 0.08 1.65 ± 0.32 6 11 0.42 ± 0.49

306 JW1116 phoP ECK1116 DNA-binding response regulator in two-component regulatory system with PhoQ 102 115 18.83 11.21 0.70 ± 0.03 0.43 ± 0.03 3 2 1.63 ± 0.23

307 JW1117 purB ECK1117 adenylosuccinate lyase 679 662 44.96 34.43 4.05 ± 0.53 3.26 ± 0.32 19 17 1.24 ± 0.81

308 JW1122 icd ECK1122 e14 prophage; isocitrate dehydrogenase, specific for NADP+ 987 512 62.98 33.89 6.81 ± 0.17 1.47 ± 0.33 25 11 4.63 ± 1.25

309 JW1163 minE ECK1162 cell division topological specificity factor 209 207 65.91 51.14 4.18 ± 0.61 2.73 ± 0.61 5 4 1.53 ± 0.82

310 JW1164 minD ECK1163 membrane ATPase of the MinC-MinD-MinE system 1032 767 69.26 50.74 28.55 ± 3.69 6.63 ± 0.03 25 15 4.31 ± 3.93

311 JW1175 nhaB ECK1174 sodium:proton antiporter N.D. 90 N.D. 3.51 0.03 ± 0.03 0.43 ± 0.03 - 2 0.06 ± 0.23

312 JW1176 fadR ECK1175 DNA-binding transcriptional dual regulator 110 166 15.90 23.01 0.72 ± 0.03 0.97 ± 0.11 4 5 0.74 ± 0.21

313 JW1177 ycgB ECK1176 conserved protein 162 143 11.76 10.20 0.65 ± 0.08 0.49 ± 0.03 5 4 1.33 ± 0.10

314 JW1178 dadA ECK1177 D-amino acid dehydrogenase 1124 1022 60.65 66.44 5.42 ± 0.23 9.00 ± 0.03 21 26 0.60 ± 2.36

315 JW1179 dadX ECK1178 alanine racemase 2, PLP-binding N.D. 77 N.D. 5.06 0.03 ± 0.03 0.25 ± 0.03 - 2 0.10 ± 0.13

316 JW1186 treA ECK1185 periplasmic trehalase 88 N.D. 6.02 N.D. 0.15 ± 0.03 0.03 ± 0.03 2 - 6.00 ± 0.00

317 JW1194 ychF ECK1191 predicted GTP-binding protein 825 177 44.90 17.63 4.46 ± 1.46 0.83 ± 0.03 14 5 5.37 ± 1.19

318 JW1195 pth ECK1192 peptidyl-tRNA hydrolase 122 26 28.87 14.95 1.28 ± 0.03 0.39 ± 0.03 5 2 3.28 ± 0.45

319 JW1198 prsA ECK1195 phosphoribosylpyrophosphate synthase 1082 1146 59.37 58.41 14.40 ± 2.36 19.54 ± 0.03 19 21 0.74 ± 5.25

320 JW1200 lolB ECK1197 chaperone for lipoproteins 898 773 77.78 77.78 14.40 ± 0.89 16.78 ± 0.03 19 20 0.86 ± 5.30

321 JW1206 kdsA ECK1203 3-deoxy-D-manno-octulosonate 8-phosphate synthase 894 155 75.70 19.72 11.33 ± 2.57 0.52 ± 0.03 24 4 21.79 ± 2.38

322 JW1212 narL ECK1215 DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 87 N.D. 12.96 N.D. 0.67 ± 0.03 0.03 ± 0.03 2 - 26.80 ± 0.37

323 JW1213 narX ECK1216 sensory histidine kinase in two-component regulatory system with NarL 1089 726 41.30 29.93 2.67 ± 0.43 1.42 ± 0.00 22 15 1.88 ± 0.53

324 JW1214 narK ECK1217 nitrate/nitrite transporter 92 115 7.13 7.13 0.58 ± 0.03 0.58 ± 0.00 2 2 1.00 ± 0.32

325 JW1215 narG ECK1218 nitrate reductase 1, alpha subunit 3073 2875 60.47 53.25 9.00 ± 0.53 5.85 ± 0.03 73 61 1.54 ± 1.64

326 JW1216 narH ECK1219 nitrate reductase 1, beta (Fe-S) subunit 1192 884 58.20 49.41 5.66 ± 1.05 4.08 ± 0.03 28 24 1.39 ± 0.94

327 JW1218 narI ECK1221 nitrate reductase 1, gamma (cytochrome b(NR)) subunit 108 157 10.67 10.67 2.73 ± 0.00 2.73 ± 0.00 4 4 1.00 ± 0.97

328 JW1222 rssA ECK1229 conserved protein N.D. 64 N.D. 10.83 0.03 ± 0.03 0.36 ± 0.03 - 2 0.07 ± 0.19

329 JW1223 rssB ECK1230 response regulator of RpoS N.D. 126 N.D. 7.72 0.03 ± 0.03 0.36 ± 0.03 - 2 0.07 ± 0.00

330 JW1224 galU ECK1231 glucose-1-phosphate uridylyltransferase 549 51 55.63 12.91 5.31 ± 0.97 0.36 ± 0.03 12 2 14.75 ± 0.76

331 JW1225 hns ECK1232 global DNA-binding transcriptional dual regulator H-NS 292 234 40.15 39.42 1.89 ± 0.19 1.42 ± 0.36 6 5 1.33 ± 0.44

332 JW1228 adhE ECK1235 fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 4923 4666 78.11 75.87 139.91 ± 4.47 99.00 ± 0.03 101 94 1.41 ± 20.60

333 JW1235 oppA ECK1237 oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 872 1047 46.04 52.67 2.37 ± 0.16 3.08 ± 0.00 19 22 0.77 ± 0.67

334 JW1236 oppB ECK1238 oligopeptide transporter subunit -!- membrane component of ABC superfamily 378 400 27.45 27.45 18.31 ± 1.62 12.89 ± 0.03 9 8 1.42 ± 3.84

335 JW1237 oppC ECK1239 oligopeptide transporter subunit -!- membrane component of ABC superfamily 348 416 11.92 11.92 9.00 ± 1.17 6.94 ± 0.03 10 9 1.30 ± 2.13

336 JW1238 oppD ECK1240 oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 998 1150 68.25 71.81 7.91 ± 0.83 24.12 ± 0.03 19 28 0.33 ± 3.55

337 JW1239 oppF ECK1241 oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 946 1158 61.98 63.17 11.12 ± 0.51 12.34 ± 0.03 26 27 0.90 ± 3.37

338 JW1241 cls ECK1243 cardiolipin synthase 1 768 718 31.48 31.69 2.83 ± 0.11 2.83 ± 0.61 14 14 1.00 ± 0.71

339 JW1242 kch ECK1244 voltage-gated potassium channel 343 498 20.38 28.30 2.46 ± 0.57 2.46 ± 0.69 7 7 1.00 ± 0.46

340 JW1247 yciC ECK1249 predicted inner membrane protein 72 112 6.88 9.72 0.93 ± 0.00 1.68 ± 0.00 2 3 0.55 ± 0.54

341 JW1248 ompW ECK1250 outer membrane protein W 286 373 40.57 48.58 6.50 ± 0.81 4.62 ± 0.03 7 6 1.41 ± 1.44

342 JW1253 trpB ECK1255 tryptophan synthase, beta subunit 91 N.D. 10.33 N.D. 0.41 ± 0.03 0.03 ± 0.03 3 - 16.40 ± 0.13

343 JW1254 trpC ECK1256 fused indole-3-glycerolphosphate synthetase -!- N-(5-phosphoribosyl)anthranilate isomerase 32 N.D. 3.10 N.D. 0.18 ± 0.03 0.03 ± 0.03 2 - 7.20 ± 0.00

344 JW1261 rluB ECK1263 23S rRNA pseudouridylate synthase 548 304 46.39 28.18 2.55 ± 0.29 1.00 ± 0.21 11 6 2.55 ± 0.55

345 JW1264 sohB ECK1266 predicted inner membrane peptidase 848 923 59.60 60.17 11.59 ± 1.77 24.12 ± 0.03 22 28 0.48 ± 3.09

346 JW1267 cysB ECK1269 DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 127 137 6.17 12.65 0.23 ± 0.03 0.37 ± 0.03 2 3 0.62 ± 0.12

347 JW1268 acnA ECK1271 aconitate hydratase 1 1050 1037 36.59 36.03 1.73 ± 0.05 1.73 ± 0.16 24 24 1.00 ± 0.49

348 JW1271 yciS ECK1274 conserved inner membrane protein 141 179 22.55 22.55 99.00 ± 0.03 99999.00 ± 0.03 2 5 0.00 ± 550.41

349 JW1272 yciM ECK1275 conserved protein 700 890 48.33 54.76 3.51 ± 0.26 5.42 ± 0.03 17 21 0.65 ± 1.28

350 JW1273 pyrF ECK1276 orotidine-5'-phosphate decarboxylase 153 91 27.35 11.02 0.85 ± 0.03 0.36 ± 0.03 4 2 2.36 ± 0.25

351 JW1275 osmB ECK1278 lipoprotein 119 262 58.33 58.33 9.00 ± 0.03 9.00 ± 0.03 3 3 1.00 ± 4.60

352 JW1278 gmr ECK1280 modulator of Rnase II stability 81 172 5.90 11.95 0.21 ± 0.03 0.45 ± 0.05 3 6 0.47 ± 0.08

353 JW1279 rnb ECK1281 ribonuclease II 663 27 31.99 4.19 1.91 ± 0.24 0.12 ± 0.03 19 2 15.92 ± 0.36

354 JW1281 fabI ECK1283 enoyl-[acyl-carrier-protein] reductase, NADH-dependent 738 635 61.07 58.40 27.94 ± 1.12 10.94 ± 0.03 19 14 2.55 ± 4.35

355 JW1283 sapF ECK1285 predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 167 367 21.64 32.09 0.72 ± 0.03 1.25 ± 0.00 4 6 0.58 ± 0.35

356 JW1284 sapD ECK1286 predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 290 343 27.58 32.42 1.31 ± 0.32 1.57 ± 0.13 8 9 0.83 ± 0.43

357 JW1285 sapC ECK1287 predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 268 244 16.55 18.58 9.00 ± 3.97 9.00 ± 0.03 5 5 1.00 ± 2.77

358 JW1286 sapB ECK1288 predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 120 156 10.59 10.59 1.37 ± 0.03 2.16 ± 0.34 3 4 0.63 ± 0.63

359 JW1287 sapA ECK1289 predicted antimicrobial peptide transporter subunit -!- periplasmic-binding component of ABC superfamily 101 N.D. 7.31 N.D. 0.15 ± 0.03 0.03 ± 0.03 2 - 6.00 ± 0.00

360 JW1297 pspA ECK1299 regulatory protein for phage-shock-protein operon 161 441 33.78 46.85 0.55 ± 0.09 1.40 ± 0.27 4 8 0.39 ± 0.30

361 JW1298 pspB ECK1300 transcriptional regulator of psp operon 407 263 54.05 51.35 214.44 ± 30.93 214.44 ± 0.03 7 7 1.00 ± 34.05

362 JW1299 pspC ECK1301 transcriptional activator 116 154 21.01 21.01 2.98 ± 0.85 2.98 ± 0.03 3 3 1.00 ± 0.58

363 JW1315 ycjF ECK1318 conserved inner membrane protein 377 507 26.35 34.84 2.41 ± 0.45 4.41 ± 0.03 8 11 0.55 ± 1.27

364 JW1316 tyrR ECK1319 DNA-binding transcriptional dual regulator, tyrosine-binding 327 222 15.40 15.01 0.47 ± 0.05 0.58 ± 0.10 5 6 0.81 ± 0.11

365 JW1317 tpx ECK1320 lipid hydroperoxide peroxidase 427 118 58.33 26.19 6.20 ± 1.74 1.68 ± 0.03 6 3 3.69 ± 1.54

366 JW1323 ynaI ECK1327 conserved inner membrane protein N.D. 144 N.D. 6.12 0.03 ± 0.03 0.87 ± 0.03 - 3 0.03 ± 0.28

367 JW1327 uspE ECK1329 stress-induced protein 512 407 50.32 47.15 6.50 ± 0.33 4.62 ± 0.03 14 12 1.41 ± 1.26

368 JW1328 fnr ECK1330 DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 106 93 15.60 14.40 0.58 ± 0.03 0.58 ± 0.03 3 3 1.00 ± 0.23

369 JW1336 ydaN ECK1339 predicted Zn(II) transporter 533 431 29.66 29.66 2.98 ± 0.76 2.98 ± 0.03 9 9 1.00 ± 0.69

370 JW1366 stfR ECK1367 Rac prophage; predicted tail fiber protein 33 N.D. 1.43 N.D. 0.08 ± 0.03 0.03 ± 0.03 2 - 3.20 ± 0.00

371 JW1370 uspF ECK1371 stress-induced protein, ATP-binding protein 206 124 25.69 18.06 1.37 ± 0.34 0.78 ± 0.00 3 2 1.76 ± 0.33

372 JW1372 ydbK ECK1374 fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 1580 989 37.90 26.92 2.34 ± 0.28 1.68 ± 0.11 33 27 1.39 ± 0.61

373 JW1374 hslJ ECK1376 heat-inducible protein 510 400 67.14 67.14 3.33 ± 0.38 7.11 ± 0.03 7 10 0.47 ± 1.50

374 JW1375 ldhA ECK1377 fermentative D-lactate dehydrogenase, NAD-dependent 237 411 20.97 24.01 1.42 ± 0.03 1.89 ± 0.42 5 6 0.75 ± 0.47

375 JW1376 ydbH ECK1378 predicted protein 587 623 15.59 23.21 0.50 ± 0.03 0.88 ± 0.12 9 14 0.57 ± 0.23

376 JW1377 ynbE ECK1379 predicted lipoprotein 177 314 32.79 60.66 5.31 ± 0.03 24.12 ± 0.03 4 7 0.22 ± 4.57

377 JW1379 feaR ECK1381 DNA-binding transcriptional regulator 31 N.D. 8.31 N.D. 0.27 ± 0.03 0.03 ± 0.03 2 - 10.80 ± 0.00

378 JW1381 tynA ECK1383 tyramine oxidase, copper-requiring 42 N.D. 3.43 N.D. 0.11 ± 0.03 0.03 ± 0.03 2 - 4.40 ± 0.00

379 JW1382 maoC ECK1384 fused aldehyde dehydrogenase -!- enoyl-CoA hydratase 148 N.D. 4.85 N.D. 0.15 ± 0.03 0.03 ± 0.03 2 - 6.00 ± 0.07

380 JW1392 paaJ ECK1394 predicted beta-ketoadipyl CoA thiolase 53 N.D. 4.99 N.D. 0.23 ± 0.03 0.03 ± 0.03 2 - 9.20 ± 0.00

381 JW1402 ydbA ECK1398 predicted outer membrane protein, C-ter fragment (pseudogene) 28 N.D. 2.08 N.D. 0.13 ± 0.03 0.03 ± 0.03 2 - 5.20 ± 0.06

382 JW1403 ydbC ECK1399 predicted oxidoreductase, NAD(P)-binding 192 237 16.08 16.08 0.93 ± 0.17 0.93 ± 0.14 4 4 1.00 ± 0.29

383 JW1411 ydcF ECK1407 conserved protein 395 214 25.19 16.54 2.98 ± 0.00 1.51 ± 0.24 6 4 1.97 ± 0.76

384 JW1412 aldA ECK1408 aldehyde dehydrogenase A, NAD-linked 1852 1604 68.68 63.67 16.43 ± 1.45 13.87 ± 0.03 36 34 1.18 ± 3.26

385 JW1417 trg ECK1415 methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 1127 N.D. 43.59 N.D. 3.04 ± 0.23 0.03 ± 0.03 20 - 121.60 ± 1.04

386 JW1426 tehB ECK1423 predicted S-adenosyl-L-methionine-dependent methyltransferase 53 N.D. 10.66 N.D. 0.31 ± 0.03 0.03 ± 0.03 2 - 12.40 ± 0.00

387 JW1427 ydcL ECK1424 predicted lipoprotein 909 1020 83.33 80.63 21.54 ± 0.84 24.81 ± 0.03 23 24 0.87 ± 5.42

388 JW1439 ydcW ECK1438 medium chain aldehyde dehydrogenase 768 774 45.36 41.56 2.86 ± 0.43 2.29 ± 0.00 17 15 1.25 ± 0.57

389 JW1446 yncD ECK1445 predicted iron outer membrane transporter 567 536 23.14 22.57 0.93 ± 0.24 0.83 ± 0.18 12 11 1.12 ± 0.14

390 JW1460 narV ECK1459 nitrate reductase 2 (NRZ), gamma subunit 56 N.D. 10.62 N.D. 0.78 ± 0.03 0.03 ± 0.03 2 - 31.20 ± 0.43

391 JW1462 narY ECK1461 nitrate reductase 2 (NRZ), beta subunit 152 94 5.64 5.64 0.21 ± 0.03 0.13 ± 0.03 3 2 1.62 ± 0.08

392 JW1463 narZ ECK1462 nitrate reductase 2 (NRZ), alpha subunit 454 N.D. 12.44 N.D. 0.41 ± 0.08 0.03 ± 0.03 11 - 16.40 ± 0.06

393 JW1470 fdnG ECK1468 formate dehydrogenase-N, alpha subunit, nitrate-inducible 76 N.D. 5.91 N.D. 0.11 ± 0.03 0.03 ± 0.03 3 - 4.40 ± 0.00

394 JW1471 fdnH ECK1469 formate dehydrogenase-N, Fe-S (beta) subunit, nitrate-inducible N.D. 144 N.D. 15.99 0.03 ± 0.03 0.85 ± 0.03 - 4 0.03 ± 0.32

395 JW1477 osmC ECK1476 osmotically inducible, stress-inducible membrane protein 219 60 46.85 20.28 3.22 ± 0.69 0.78 ± 0.03 5 2 4.13 ± 0.70

396 JW1487 gadC ECK1486 predicted glutamate:gamma-aminobutyric acid antiporter 534 581 14.48 14.68 37.31 ± 1.48 37.31 ± 0.03 19 19 1.00 ± 11.81

397 JW1488 gadB ECK1487 glutamate decarboxylase B, PLP-dependent 1945 1837 63.95 63.95 35.75 ± 6.85 66.00 ± 0.03 36 42 0.54 ± 6.51

398 JW1490 yddB ECK1489 predicted porin protein N.D. 734 N.D. 25.70 0.03 ± 0.03 1.15 ± 0.16 - 15 0.02 ± 0.37

399 JW1495 ydeP ECK1494 predicted oxidoreductase 39 N.D. 2.37 N.D. 0.10 ± 0.03 0.03 ± 0.03 2 - 4.00 ± 0.04

400 JW1504 ydeV ECK1504 predicted sugar kinase 326 62 26.04 8.11 0.82 ± 0.12 0.19 ± 0.03 7 2 4.32 ± 0.15

401 JW1506 ego ECK1506 fused AI2 transporter subunits -!- ATP-binding components of ABC superfamily N.D. 275 N.D. 13.89 0.03 ± 0.03 0.47 ± 0.08 - 6 0.05 ± 0.11

402 JW1507 lsrC ECK1507 AI2 transporter -!- membrane component of ABC superfamily N.D. 28 N.D. 6.73 0.03 ± 0.03 0.93 ± 0.03 - 2 0.03 ± 0.52

403 JW1509 lsrB ECK1509 AI2 transporter -!- periplasmic-binding component of ABC superfamily N.D. 36 N.D. 5.59 0.03 ± 0.03 0.36 ± 0.03 - 2 0.07 ± 0.00

404 JW1510 lsrF ECK1510 predicted aldolase 757 623 63.57 54.64 3.47 ± 0.33 2.98 ± 0.03 13 12 1.16 ± 0.93

405 JW1531 dcp ECK1531 dipeptidyl carboxypeptidase II N.D. 72 N.D. 5.43 0.03 ± 0.03 0.15 ± 0.03 - 2 0.17 ± 0.07

406 JW1532 ydfG ECK1532 L-allo-threonine dehydrogenase, NAD(P)-binding 473 N.D. 48.39 N.D. 7.25 ± 1.24 0.03 ± 0.03 11 - 290.00 ± 1.75

407 JW1575 ynfB ECK1578 predicted protein 464 272 53.10 53.10 30.62 ± 0.00 13.68 ± 0.03 9 7 2.24 ± 4.56

408 JW1579 ynfE ECK1582 oxidoreductase subunit 26 N.D. 3.09 N.D. 0.10 ± 0.03 0.03 ± 0.03 2 - 4.00 ± 0.00

409 JW1586 dgsA ECK1589 DNA-binding transcriptional repressor N.D. 210 N.D. 11.33 0.03 ± 0.03 0.52 ± 0.03 - 4 0.05 ± 0.20

410 JW1594 pntB ECK1597 pyridine nucleotide transhydrogenase, beta subunit 654 676 31.60 25.76 11.12 ± 0.83 20.54 ± 0.03 13 16 0.54 ± 6.43

411 JW1595 pntA ECK1598 pyridine nucleotide transhydrogenase, alpha subunit 927 1518 54.71 61.57 8.12 ± 0.55 14.85 ± 0.03 24 30 0.55 ± 3.39

412 JW1596 ydgH ECK1599 predicted protein 307 107 29.94 15.29 1.08 ± 0.23 0.52 ± 0.08 7 4 2.08 ± 0.13

413 JW1601 rstB ECK1604 sensory histidine kinase in two-component regulatory system with RstA 705 543 34.87 32.10 3.16 ± 0.16 2.34 ± 0.03 13 11 1.35 ± 0.69

414 JW1603 fumC ECK1606 fumarate hydratase (fumarase C),aerobic Class II 402 317 17.13 13.70 0.86 ± 0.08 1.03 ± 0.09 7 8 0.83 ± 0.34

415 JW1604 fumA ECK1607 aerobic Class I fumarate hydratase (fumarase A) 834 271 47.81 17.52 2.26 ± 0.12 0.34 ± 0.07 20 5 6.65 ± 0.50

416 JW1606 ydgA ECK1609 conserved protein 1893 2236 72.91 77.49 21.76 ± 0.63 65.29 ± 0.03 38 51 0.33 ± 11.54

417 JW1611 hdhA ECK1614 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 290 N.D. 25.49 N.D. 2.16 ± 0.32 0.03 ± 0.03 6 - 86.40 ± 0.95

418 JW1615 add ECK1618 adenosine deaminase 611 504 57.06 49.25 6.74 ± 0.32 4.27 ± 0.03 16 13 1.58 ± 1.47

419 JW1623 rsxG ECK1627 predicted oxidoreductase 190 100 45.63 14.08 3.64 ± 1.11 0.67 ± 0.03 6 2 5.43 ± 0.33

420 JW1631 ydhA ECK1635 predicted lipoprotein 261 270 62.39 54.13 6.20 ± 1.74 4.18 ± 0.03 6 5 1.48 ± 1.54

421 JW1633 slyB ECK1637 outer membrane lipoprotein 618 640 42.58 42.58 99.00 ± 24.51 67.13 ± 0.03 12 11 1.47 ± 10.77

422 JW1636 ydhJ ECK1640 undecaprenyl pyrophosphate phosphatase 505 487 47.72 45.26 3.39 ± 0.23 2.73 ± 0.03 9 8 1.24 ± 1.25

423 JW1645 lhr ECK1649 predicted ATP-dependent helicase N.D. 37 N.D. 2.41 0.03 ± 0.03 0.05 ± 0.03 - 2 0.50 ± 0.00

424 JW1646 ydhD ECK1650 conserved protein 80 N.D. 21.74 N.D. 1.51 ± 0.03 0.03 ± 0.03 2 - 60.40 ± 0.00

425 JW1650 purR ECK1654 DNA-binding transcriptional repressor, hypoxanthine-binding 246 N.D. 13.78 N.D. 0.39 ± 0.03 0.03 ± 0.03 3 - 15.60 ± 0.13

426 JW1653 cfa ECK1657 cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 740 565 39.79 32.20 3.12 ± 0.38 1.89 ± 0.21 16 12 1.65 ± 0.68

427 JW1654 ribC ECK1658 riboflavin synthase, alpha subunit 54 N.D. 13.62 N.D. 0.47 ± 0.03 0.03 ± 0.03 2 - 18.80 ± 0.25

428 JW1655 mdtK ECK1659 multidrug efflux system transporter 82 158 5.47 8.10 0.58 ± 0.03 1.00 ± 0.03 2 3 0.58 ± 0.32

429 JW1656 ydhQ ECK1660 conserved protein 111 N.D. 6.46 N.D. 0.31 ± 0.03 0.03 ± 0.03 2 - 12.40 ± 0.16

430 JW1666 pykF ECK1672 pyruvate kinase I 1288 562 58.09 32.13 5.31 ± 0.76 1.51 ± 0.22 24 12 3.52 ± 1.58

431 JW1667 lpp ECK1673 murein lipoprotein 502 447 65.38 66.67 15847.93 ± 191.50 397.11 ± 0.03 21 13 39.91 ± 194.90

432 JW1668 ynhG ECK1674 conserved protein 363 301 31.14 33.83 4.62 ± 1.05 2.83 ± 0.03 9 7 1.63 ± 0.74

433 JW1670 sufS ECK1676 selenocysteine lyase, PLP-dependent 36 N.D. 7.88 N.D. 0.25 ± 0.03 0.03 ± 0.03 2 - 10.00 ± 0.13

434 JW1671 sufD ECK1677 component of SufBCD complex 243 N.D. 14.89 N.D. 0.56 ± 0.12 0.03 ± 0.03 5 - 22.40 ± 0.14

435 JW1672 sufC ECK1678 component of SufBCD complex, ATP-binding component of ABC superfamily 179 35 26.61 11.29 1.42 ± 0.16 0.43 ± 0.03 5 2 3.30 ± 0.23

436 JW1677 ydiJ ECK1684 predicted FAD-linked oxidoreductase 1234 1989 34.87 54.52 2.22 ± 0.24 4.57 ± 0.03 32 47 0.49 ± 1.27

437 JW1692 pps ECK1700 phosphoenolpyruvate synthase 2238 1201 49.24 42.17 7.22 ± 0.61 2.94 ± 0.03 43 28 2.46 ± 1.70

438 JW1693 ydiA ECK1701 conserved protein 404 88 36.82 9.39 2.73 ± 0.32 0.64 ± 0.03 8 3 4.27 ± 0.35

439 JW1694 aroH ECK1702 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 101 N.D. 9.77 N.D. 0.23 ± 0.03 0.03 ± 0.03 2 - 9.20 ± 0.12

440 JW1699 btuD ECK1707 vitamin B12 transporter subunit -!- ATP-binding component of ABC superfamily N.D. 66 N.D. 10.84 0.03 ± 0.03 0.36 ± 0.03 - 2 0.07 ± 0.00

441 JW1700 btuE ECK1708 predicted glutathione peroxidase 153 127 30.60 39.34 0.78 ± 0.03 1.15 ± 0.03 3 4 0.68 ± 0.38

442 JW1702 ihfA ECK1710 integration host factor (IHF), DNA-binding protein, alpha subunit 93 N.D. 28.28 N.D. 1.37 ± 0.03 0.03 ± 0.03 3 - 54.80 ± 0.77

443 JW1703 pheT ECK1711 phenylalanine tRNA synthetase, beta subunit 1759 1402 54.72 37.48 8.03 ± 0.22 2.59 ± 0.03 43 25 3.10 ± 1.49

444 JW1706 rplT ECK1714 50S ribosomal subunit protein L20 632 633 50.00 50.00 38.81 ± 0.00 30.62 ± 0.03 16 15 1.27 ± 9.97

445 JW1709 thrS ECK1717 threonyl-tRNA synthetase 923 408 32.24 20.25 1.12 ± 0.08 0.76 ± 0.10 16 12 1.47 ± 0.30

446 JW1711 ydiY ECK1720 conserved protein 312 372 42.86 42.86 6.74 ± 0.78 4.99 ± 0.03 8 7 1.35 ± 1.80

447 JW1714 yniA ECK1723 predicted phosphotransferase/kinase 556 626 44.76 51.40 6.20 ± 0.84 10.79 ± 0.03 12 15 0.57 ± 2.68

448 JW1715 yniB ECK1724 predicted inner membrane protein 161 136 12.92 12.36 5.31 ± 0.85 2.98 ± 0.03 4 3 1.78 ± 1.07

449 JW1716 yniC ECK1725 predicted hydrolase 62 28 13.96 14.86 0.58 ± 0.03 0.36 ± 0.03 3 2 1.61 ± 0.32
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450 JW1718 ydjN ECK1727 predicted transporter 357 274 17.28 13.39 2.98 ± 0.74 1.51 ± 0.03 6 4 1.97 ± 0.84

451 JW1721 katE ECK1730 hydroperoxidase HPII(III) (catalase) 2138 1139 56.31 35.19 32.60 ± 1.89 5.16 ± 0.03 58 30 6.32 ± 5.24

452 JW1728 osmE ECK1737 DNA-binding transcriptional regulator 419 573 73.21 73.21 561.34 ± 70.21 315.23 ± 0.03 11 10 1.78 ± 32.82

453 JW1729 nadE ECK1738 NAD synthetase, NH3/glutamine-dependent 62 N.D. 8.73 N.D. 0.31 ± 0.03 0.03 ± 0.03 2 - 12.40 ± 0.16

454 JW1733 astE ECK1742 succinylglutamate desuccinylase N.D. 140 N.D. 7.45 0.03 ± 0.03 0.27 ± 0.03 - 2 0.09 ± 0.14

455 JW1737 astC ECK1746 succinylornithine transaminase, PLP-dependent 249 N.D. 19.46 N.D. 0.56 ± 0.14 0.03 ± 0.03 5 - 22.40 ± 0.16

456 JW1738 xthA ECK1747 exonuclease III 96 N.D. 8.21 N.D. 0.41 ± 0.03 0.03 ± 0.03 3 - 16.40 ± 0.13

457 JW1742 ynjA ECK1751 conserved protein N.D. 260 N.D. 42.86 0.03 ± 0.03 1.61 ± 0.00 - 5 0.02 ± 0.43

458 JW1750 gdhA ECK1759 glutamate dehydrogenase, NADP-specific 443 268 25.28 25.95 0.82 ± 0.32 0.98 ± 0.21 7 8 0.84 ± 0.14

459 JW1753 selD ECK1762 selenophosphate synthase 657 N.D. 52.74 N.D. 3.83 ± 0.22 0.03 ± 0.03 13 - 153.20 ± 1.15

460 JW1754 ydjA ECK1763 predicted oxidoreductase 121 N.D. 20.22 N.D. 0.87 ± 0.03 0.03 ± 0.03 3 - 34.80 ± 0.28

461 JW1755 sppA ECK1764 protease IV (signal peptide peptidase) 967 983 36.73 34.63 3.64 ± 0.14 2.76 ± 0.03 22 19 1.32 ± 1.35

462 JW1768 gapA ECK1777 glyceraldehyde-3-phosphate dehydrogenase A 1541 1089 80.97 65.56 41.17 ± 2.04 10.01 ± 0.03 39 25 4.11 ± 6.00

463 JW1771 mipA ECK1780 scaffolding protein for murein synthesizing machinery 970 846 66.94 66.13 30.62 ± 0.00 20.54 ± 0.03 18 16 1.49 ± 7.27

464 JW1772 yeaG ECK1781 conserved protein with nucleoside triphosphate hydrolase domain 1539 876 47.98 33.70 5.99 ± 0.43 1.93 ± 0.03 38 21 3.10 ± 1.29

465 JW1773 yeaH ECK1782 conserved protein 187 N.D. 11.48 N.D. 0.41 ± 0.03 0.03 ± 0.03 4 - 16.40 ± 0.09

466 JW1782 yoaF ECK1791 conserved outer membrane protein 267 181 39.29 39.29 20.54 ± 6.66 9.00 ± 0.03 4 3 2.28 ± 3.12

467 JW1794 fadD ECK1803 acyl-CoA synthetase (long-chain-fatty-acid--CoA ligase) N.D. 107 N.D. 7.84 0.03 ± 0.03 0.19 ± 0.03 - 2 0.13 ± 0.09

468 JW1795 yeaY ECK1804 predicted lipoprotein 567 614 66.32 72.02 9.00 ± 1.30 14.20 ± 0.03 11 13 0.63 ± 2.91

469 JW1802 yeaB ECK1811 predicted NUDIX hydrolase 96 N.D. 17.19 N.D. 0.67 ± 0.03 0.03 ± 0.03 2 - 26.80 ± 0.37

470 JW1803 sdaA ECK1812 L-serine deaminase I 197 155 13.88 9.47 1.00 ± 0.26 0.58 ± 0.18 6 4 1.72 ± 0.14

471 JW1805 yoaE ECK1814 fused predicted membrane proteins 302 224 10.42 8.11 1.28 ± 0.03 0.93 ± 0.27 5 4 1.38 ± 0.36

472 JW1806 manX ECK1815 fused mannose-specific PTS enzyme IIAB components 748 715 50.77 48.61 3.81 ± 0.27 3.81 ± 0.03 15 15 1.00 ± 0.97

473 JW1808 manZ ECK1817 mannose-specific enzyme IID component of PTS 671 672 40.21 41.61 19.31 ± 3.63 19.31 ± 0.03 17 17 1.00 ± 2.91

474 JW1814 yebO ECK1823 predicted protein 134 N.D. 27.37 N.D. 2.98 ± 0.03 0.03 ± 0.03 3 - 119.20 ± 0.85

475 JW1818 htpX ECK1828 predicted endopeptidase 271 296 23.55 30.03 4.34 ± 0.00 5.58 ± 0.03 8 9 0.78 ± 1.45

476 JW1819 prc ECK1829 carboxy-terminal protease for penicillin-binding protein 3 280 86 11.88 8.50 0.32 ± 0.03 0.18 ± 0.00 5 3 1.78 ± 0.06

477 JW1823 yebT ECK1833 conserved protein 1519 1481 44.70 44.58 2.90 ± 0.35 3.81 ± 0.03 26 30 0.76 ± 0.93

478 JW1835 yebE ECK1847 conserved protein 200 165 36.53 27.85 2.16 ± 0.17 1.28 ± 0.03 7 5 1.69 ± 0.30

479 JW1838 purT ECK1850 phosphoribosylglycinamide formyltransferase 2 553 N.D. 24.74 N.D. 2.51 ± 0.61 0.03 ± 0.03 12 - 100.40 ± 0.67

480 JW1841 zwf ECK1853 glucose-6-phosphate dehydrogenase 1103 1003 50.92 48.47 4.62 ± 0.13 3.22 ± 0.03 24 20 1.43 ± 0.96

481 JW1843 pykA ECK1855 pyruvate kinase II 840 666 48.13 44.79 4.50 ± 0.45 3.26 ± 0.03 20 17 1.38 ± 1.00

482 JW1844 lpxM ECK1856 myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 605 739 59.44 56.66 9.00 ± 0.70 12.34 ± 0.03 16 18 0.73 ± 4.19

483 JW1847 znuC ECK1859 zinc transporter subunit -!- ATP-binding component of ABC superfamily 99 81 15.54 11.16 0.70 ± 0.03 0.43 ± 0.03 3 2 1.63 ± 0.39

484 JW1849 ruvB ECK1861 ATP-dependent DNA helicase, component of RuvABC resolvasome 274 149 28.57 9.23 1.64 ± 0.23 0.44 ± 0.03 8 3 3.73 ± 0.19

485 JW1853 yebC ECK1865 conserved protein 35 N.D. 10.16 N.D. 0.43 ± 0.03 0.03 ± 0.03 2 - 17.20 ± 0.00

486 JW1854 nudB ECK1866 dATP pyrophosphohydrolase 60 N.D. 14.67 N.D. 0.58 ± 0.03 0.03 ± 0.03 2 - 23.20 ± 0.32

487 JW1855 aspS ECK1867 aspartyl-tRNA synthetase 564 439 27.46 16.44 1.08 ± 0.14 0.66 ± 0.13 13 9 1.64 ± 0.23

488 JW1859 yecO ECK1871 predicted methyltransferase 88 N.D. 8.50 N.D. 0.31 ± 0.03 0.03 ± 0.03 2 - 12.40 ± 0.16

489 JW1861 torZ ECK1873 trimethylamine N-oxide reductase system III, catalytic subunit 26 N.D. 2.97 N.D. 0.09 ± 0.03 0.03 ± 0.03 2 - 3.60 ± 0.00

490 JW1865 argS ECK1877 arginyl-tRNA synthetase 92 N.D. 3.64 N.D. 0.13 ± 0.03 0.03 ± 0.03 2 - 5.20 ± 0.00

491 JW1868 flhA ECK1880 predicted flagellar export pore protein 62 N.D. 2.89 N.D. 0.19 ± 0.03 0.03 ± 0.03 2 - 7.60 ± 0.09

492 JW1870 cheZ ECK1882 chemotaxis regulator 241 N.D. 24.77 N.D. 1.00 ± 0.00 0.03 ± 0.03 3 - 40.00 ± 0.57

493 JW1874 tap ECK1886 methyl-accepting protein IV 426 N.D. 29.46 N.D. 2.16 ± 0.24 0.03 ± 0.03 12 - 86.40 ± 0.64

494 JW1875 tar ECK1887 methyl-accepting chemotaxis protein II 1912 118 67.09 6.33 28.29 ± 3.45 0.17 ± 0.03 44 2 166.41 ± 5.54

495 JW1876 cheW ECK1888 purine-binding chemotaxis protein 176 N.D. 25.75 N.D. 1.78 ± 0.03 0.03 ± 0.03 4 - 71.20 ± 0.51

496 JW1877 cheA ECK1889 fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 575 N.D. 23.70 N.D. 1.61 ± 0.21 0.03 ± 0.03 15 - 64.40 ± 0.30

497 JW1878 motB ECK1890 protein that enables flagellar motor rotation 86 N.D. 7.14 N.D. 0.27 ± 0.03 0.03 ± 0.03 2 - 10.80 ± 0.00

498 JW1879 motA ECK1891 proton conductor component of flagella motor 162 N.D. 11.19 N.D. 1.51 ± 0.00 0.03 ± 0.03 4 - 60.40 ± 0.33

499 JW1886 otsB ECK1896 trehalose-6-phosphate phosphatase, biosynthetic 691 749 63.16 54.89 7.58 ± 1.83 6.36 ± 0.03 14 13 1.19 ± 0.33

500 JW1892 yecR ECK1903 predicted protein 66 N.D. 28.04 N.D. 3.64 ± 0.03 0.03 ± 0.03 2 - 145.60 ± 0.00

501 JW1893 ftn ECK1904 ferritin iron storage protein (cytoplasmic) 409 330 57.58 56.97 67.13 ± 5.02 9.00 ± 0.03 11 6 7.46 ± 1.98

502 JW1897 pgsA ECK1911 phosphatidylglycerophosphate synthetase 128 60 18.68 9.34 2.16 ± 0.58 1.15 ± 0.03 3 2 1.88 ± 0.46

503 JW1899 uvrY ECK1913 DNA-binding response regulator in two-component regulatory system with BarA 238 N.D. 33.49 N.D. 1.51 ± 0.13 0.03 ± 0.03 6 - 60.40 ± 0.25

504 JW1902 yecC ECK1916 predicted transporter subunit -!- ATP-binding component of ABC superfamily 400 393 44.00 40.00 2.65 ± 0.35 1.37 ± 0.03 9 6 1.93 ± 0.53

505 JW1903 yecS ECK1917 predicted transporter subunit -!- membrane component of ABC superfamily 223 207 21.17 32.88 2.59 ± 0.00 4.99 ± 0.03 5 7 0.52 ± 1.87

506 JW1908 fliC ECK1922 flagellar filament structural protein (flagellin) 2008 N.D. 73.09 N.D. 9.86 ± 0.33 0.03 ± 0.03 29 - 394.40 ± 3.26

507 JW1909 fliD ECK1923 flagellar filament capping protein 736 N.D. 40.38 N.D. 2.83 ± 0.21 0.03 ± 0.03 14 - 113.20 ± 0.61

508 JW1913 yedD ECK1927 predicted protein 711 665 61.31 77.37 38.81 ± 6.10 124.89 ± 0.03 16 21 0.31 ± 22.98

509 JW1921 fliE ECK1935 flagellar basal-body component 101 N.D. 28.85 N.D. 1.51 ± 0.03 0.03 ± 0.03 2 - 60.40 ± 0.85

510 JW1922 fliF ECK1936 flagellar basal-body MS-ring and collar protein 1078 N.D. 40.76 N.D. 4.12 ± 0.62 0.03 ± 0.03 22 - 164.80 ± 1.19

511 JW1923 fliG ECK1937 flagellar motor switching and energizing component 152 N.D. 7.25 N.D. 0.21 ± 0.03 0.03 ± 0.03 2 - 8.40 ± 0.10

512 JW1925 fliI ECK1939 flagellum-specific ATP synthase 291 N.D. 16.41 N.D. 0.85 ± 0.11 0.03 ± 0.03 8 - 34.00 ± 0.17

513 JW1929 fliM ECK1943 flagellar motor switching and energizing component 56 N.D. 6.59 N.D. 0.26 ± 0.03 0.03 ± 0.03 2 - 10.40 ± 0.13

514 JW1938 yedP ECK1953 conserved protein 59 107 11.81 11.81 0.64 ± 0.03 0.39 ± 0.03 3 2 1.64 ± 0.21

515 JW1941 yedI ECK1956 conserved inner membrane protein 276 287 16.39 13.11 4.99 ± 0.72 4.99 ± 0.03 7 7 1.00 ± 0.94

516 JW1950 hchA ECK1963 Hsp31 molecular chaperone 261 122 28.62 12.72 2.98 ± 0.38 1.00 ± 0.03 6 3 2.98 ± 0.69

517 JW1951 yedV ECK1964 predicted sensory kinase in two-component regulatory system with YedW 204 274 17.48 11.50 0.56 ± 0.11 0.35 ± 0.03 6 4 1.60 ± 0.09

518 JW1958 yeeI ECK1972 conserved protein 123 N.D. 10.94 N.D. 0.93 ± 0.03 0.03 ± 0.03 2 - 37.20 ± 0.52

519 JW1963 amn ECK1977 AMP nucleosidase 223 123 16.94 11.57 0.58 ± 0.08 0.32 ± 0.07 5 3 1.81 ± 0.17

520 JW1968 erfK ECK1985 conserved protein with NAD(P)-binding Rossmann-fold domain 567 173 47.74 22.58 5.81 ± 0.67 0.90 ± 0.03 15 5 6.46 ± 1.03

521 JW1970 cobS ECK1987 cobalamin 5'-phosphate synthase N.D. 55 N.D. 9.72 0.03 ± 0.03 0.78 ± 0.03 - 2 0.03 ± 0.43

522 JW1982 flu ECK1993 CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 1163 1166 27.43 24.74 1.70 ± 0.13 1.43 ± 0.03 19 17 1.19 ± 0.55

523 JW1990 yeeA ECK2002 conserved inner membrane protein 79 44 7.10 4.26 0.58 ± 0.03 0.36 ± 0.03 3 2 1.61 ± 0.19

524 JW1998 yeeZ ECK2010 predicted epimerase, with NAD(P)-binding Rossmann-fold domain 445 238 44.16 29.56 3.44 ± 0.19 1.25 ± 0.00 11 6 2.75 ± 0.64

525 JW2002 hisD ECK2015 bifunctional histidinal dehydrogenase -!- histidinol dehydrogenase 122 N.D. 5.76 N.D. 0.27 ± 0.03 0.03 ± 0.03 2 - 10.80 ± 0.14

526 JW2003 hisC ECK2016 histidinol-phosphate aminotransferase 78 N.D. 8.99 N.D. 0.22 ± 0.03 0.03 ± 0.03 2 - 8.80 ± 0.11

527 JW2006 hisA ECK2019 N-(5'-phospho-L-ribosyl-formimino)-5-amino-1-(5'-phosphoribosyl)-4-imidazolecarboxamide isomerase 48 N.D. 10.61 N.D. 0.31 ± 0.03 0.03 ± 0.03 2 - 12.40 ± 0.16

528 JW2007 hisF ECK2020 imidazole glycerol phosphate synthase, catalytic subunit with HisF 75 N.D. 9.30 N.D. 0.27 ± 0.03 0.03 ± 0.03 2 - 10.80 ± 0.00

529 JW2011 gnd ECK2024 gluconate-6-phosphate dehydrogenase, decarboxylating 297 154 22.22 11.75 0.85 ± 0.18 0.36 ± 0.11 8 4 2.36 ± 0.15

530 JW2017 wbbK ECK2026 lipopolysaccharide biosynthesis protein 542 608 38.71 41.13 2.78 ± 0.36 3.92 ± 0.03 15 18 0.71 ± 0.54

531 JW2018 wbbJ ECK2027 predicted acyl transferase 362 260 47.96 46.94 2.46 ± 0.83 2.46 ± 0.03 7 7 1.00 ± 0.37

532 JW2019 wbbI ECK2028 conserved protein 938 1078 62.73 75.15 10.16 ± 1.14 12.89 ± 0.03 22 24 0.79 ± 2.53

533 JW2021 glf ECK2030 UDP-galactopyranose mutase, FAD/NAD(P)-binding 187 N.D. 9.81 N.D. 0.39 ± 0.03 0.03 ± 0.03 4 - 15.60 ± 0.18

534 JW2023 rfbC ECK2032 dTDP-4-deoxyrhamnose-3,5-epimerase 135 N.D. 21.62 N.D. 0.70 ± 0.00 0.03 ± 0.03 3 - 28.00 ± 0.24

535 JW2024 rfbA ECK2033 glucose-1-phosphate thymidylyltransferase 241 N.D. 22.18 N.D. 1.07 ± 0.20 0.03 ± 0.03 6 - 42.80 ± 0.18

536 JW2025 rfbD ECK2034 dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 211 N.D. 19.73 N.D. 1.03 ± 0.35 0.03 ± 0.03 4 - 41.20 ± 0.40

537 JW2026 rfbB ECK2035 dTDP-glucose 4,6 dehydratase, NAD(P)-binding 584 N.D. 46.54 N.D. 2.90 ± 0.35 0.03 ± 0.03 13 - 116.00 ± 0.63

538 JW2027 galF ECK2036 predicted subunit with GalU 505 124 44.78 14.14 4.08 ± 0.71 0.50 ± 0.11 12 3 8.16 ± 0.66

539 JW2049 asmA ECK2058 predicted assembly protein 1260 1483 48.30 47.81 6.56 ± 0.14 7.11 ± 0.03 29 30 0.92 ± 1.67

540 JW2052 yegE ECK2061 predicted diguanylate cyclase, GGDEF domain signalling protein N.D. 60 N.D. 1.90 0.03 ± 0.03 0.12 ± 0.03 - 2 0.21 ± 0.00

541 JW2054 yegD ECK2063 predicted chaperone 46 N.D. 6.89 N.D. 0.23 ± 0.03 0.03 ± 0.03 2 - 9.20 ± 0.12

542 JW2060 mdtB ECK2071 multidrug efflux system, subunit B 452 613 12.40 15.38 0.61 ± 0.20 0.84 ± 0.26 7 9 0.73 ± 0.14

543 JW2061 mdtC ECK2072 multidrug efflux system, subunit C 232 451 5.46 13.76 0.29 ± 0.04 0.78 ± 0.05 4 9 0.37 ± 0.11

544 JW2063 baeS ECK2074 sensory histidine kinase in two-component regulatory system with BaeR 728 890 43.25 41.11 3.30 ± 0.26 2.98 ± 0.03 19 18 1.11 ± 0.84

545 JW2070 yegS ECK2082 conserved protein 47 N.D. 10.37 N.D. 0.36 ± 0.03 0.03 ± 0.03 2 - 14.40 ± 0.19

546 JW2075 gatD ECK2084 galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 717 264 41.04 18.50 7.58 ± 0.83 1.51 ± 0.33 14 6 5.02 ± 1.81

547 JW2076 gatC ECK2085 galactitol-specific enzyme IIC component of PTS 258 209 8.65 9.31 6.74 ± 1.39 4.99 ± 0.03 8 7 1.35 ± 1.01

548 JW2077 gatB ECK2086 galactitol-specific enzyme IIB component of PTS 382 287 96.81 74.47 99.00 ± 10.95 99.00 ± 0.03 8 8 1.00 ± 9.90

549 JW2078 gatA ECK2087 galactitol-specific enzyme IIA component of PTS 166 119 33.96 33.96 3.64 ± 1.25 3.64 ± 0.03 4 4 1.00 ± 0.57

550 JW2081 gatA ECK2087 galactitol-specific enzyme IIA component of PTS 381 395 66.35 66.35 38.81 ± 3.38 24.12 ± 0.03 8 7 1.61 ± 5.83

551 JW2082 gatZ ECK2088 D-tagatose 1,6-bisphosphate aldolase 2, subunit 1600 1439 83.10 72.62 88.13 ± 4.24 62.10 ± 0.03 39 36 1.42 ± 10.84

552 JW2100 mrp ECK2106 antiporter inner membrane protein 328 166 18.70 9.21 1.37 ± 0.30 1.05 ± 0.23 6 5 1.30 ± 0.39

553 JW2101 metG ECK2107 methionyl-tRNA synthetase 1682 753 53.32 30.28 4.85 ± 0.30 1.62 ± 0.26 33 18 2.99 ± 1.28

554 JW2115 mlrA ECK2119 DNA-binding transcriptional regulator 196 130 32.92 26.34 2.83 ± 0.66 1.15 ± 0.00 7 4 2.46 ± 0.40

555 JW2117 yehX ECK2122 predicted transporter subunit -!- ATP-binding component of ABC superfamily 277 232 21.75 26.95 1.15 ± 0.13 0.90 ± 0.12 6 5 1.28 ± 0.35

556 JW2121 dld ECK2126 D-lactate dehydrogenase, FAD-binding, NADH independent 333 552 15.76 22.59 0.60 ± 0.04 0.87 ± 0.21 9 12 0.69 ± 0.21

557 JW2132 sanA ECK2137 predicted protein 213 318 11.72 25.10 0.70 ± 0.00 1.89 ± 0.03 3 6 0.37 ± 0.46

558 JW2133 yeiT ECK2139 predicted oxidoreductase 283 235 27.67 20.15 0.86 ± 0.08 0.56 ± 0.03 7 5 1.54 ± 0.20

559 JW2136 mglA ECK2142 fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 732 865 41.30 40.71 1.71 ± 0.16 1.54 ± 0.03 16 15 1.11 ± 0.55

560 JW2137 mglB ECK2143 methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 80 224 11.14 19.58 0.19 ± 0.03 0.43 ± 0.06 2 4 0.44 ± 0.12

561 JW2138 galS ECK2144 DNA-binding transcriptional repressor 28 N.D. 4.91 N.D. 0.25 ± 0.03 0.03 ± 0.03 2 - 10.00 ± 0.00

562 JW2140 folE ECK2146 GTP cyclohydrolase I 190 N.D. 27.93 N.D. 0.85 ± 0.03 0.03 ± 0.03 4 - 34.00 ± 0.19

563 JW2142 cirA ECK2148 ferric iron-catecholate outer membrane transporter 2023 1321 61.24 52.64 10.29 ± 0.93 4.13 ± 0.03 40 27 2.49 ± 1.59

564 JW2144 yeiE ECK2150 predicted DNA-binding transcriptional regulator 284 201 22.18 25.26 1.51 ± 0.25 1.51 ± 0.03 6 6 1.00 ± 0.20

565 JW2154 fruA ECK2160 fused fructose-specific PTS enzyme IIB'BC components 1012 981 35.70 35.70 9.00 ± 0.73 6.94 ± 0.03 20 18 1.30 ± 2.65

566 JW2155 fruK ECK2161 fructose-1-phosphate kinase N.D. 34 N.D. 11.86 0.03 ± 0.03 0.33 ± 0.03 - 2 0.08 ± 0.00

567 JW2161 yeiR ECK2167 predicted enzyme 137 N.D. 21.65 N.D. 0.55 ± 0.03 0.03 ± 0.03 4 - 22.00 ± 0.13

568 JW2162 yeiU ECK2168 undecaprenyl pyrophosphate phosphatase 118 N.D. 9.28 N.D. 0.78 ± 0.00 0.03 ± 0.03 2 - 31.20 ± 0.44

569 JW2163 spr ECK2169 predicted peptidase, outer membrane lipoprotein N.D. 59 N.D. 17.55 0.03 ± 0.03 0.52 ± 0.03 - 2 0.05 ± 0.28

570 JW2164 rtn ECK2170 conserved protein N.D. 75 N.D. 11.20 0.03 ± 0.03 0.29 ± 0.03 - 3 0.09 ± 0.15

571 JW2166 yejB ECK2172 predicted oligopeptide transporter subunit -!- membrane component of ABC superfamily 73 74 8.24 8.24 0.43 ± 0.03 0.43 ± 0.03 2 2 1.00 ± 0.23

572 JW2167 yejE ECK2173 predicted oligopeptide transporter subunit -!- membrane component of ABC superfamily N.D. 73 N.D. 5.28 0.03 ± 0.03 0.43 ± 0.03 - 2 0.06 ± 0.00

573 JW2168 yejF ECK2174 fused predicted oligopeptide transporter subunits -!- ATP-binding components of ABC superfamily 177 215 8.88 8.13 0.35 ± 0.05 0.35 ± 0.05 4 4 1.00 ± 0.09

574 JW2173 rplY ECK2179 50S ribosomal subunit protein L25 216 N.D. 48.94 N.D. 3.22 ± 0.34 0.03 ± 0.03 5 - 128.80 ± 0.48

575 JW2174 yejK ECK2180 nucleotide associated protein 176 N.D. 14.33 N.D. 0.62 ± 0.00 0.03 ± 0.03 4 - 24.80 ± 0.25

576 JW2176 yejM ECK2182 predicted hydrolase, inner membrane 1059 1029 44.54 47.27 5.70 ± 0.65 7.19 ± 0.03 19 21 0.79 ± 1.41

577 JW2181 narP ECK2185 DNA-binding response regulator in two-component regulatory system with NarQ or NarX 75 N.D. 12.09 N.D. 0.52 ± 0.03 0.03 ± 0.03 2 - 20.80 ± 0.28

578 JW2182 ccmH ECK2186 heme lyase, CcmH subunit 633 424 39.14 36.57 2.73 ± 0.49 1.99 ± 0.03 12 10 1.37 ± 0.42

579 JW2183 ccmG ECK2187 periplasmic thioredoxin of cytochrome c-type biogenesis 218 108 24.32 14.59 9.00 ± 1.84 2.16 ± 0.03 6 3 4.17 ± 1.41

580 JW2184 ccmF ECK2188 heme lyase, CcmF subunit N.D. 55 N.D. 4.33 0.03 ± 0.03 0.43 ± 0.03 - 2 0.06 ± 0.23

581 JW2185 ccmE ECK2189 periplasmic heme chaperone 132 186 18.87 27.04 1.00 ± 0.03 1.51 ± 0.03 3 4 0.66 ± 0.53

582 JW2190 napC ECK2194 nitrate reductase, cytochrome c-type,periplasmic 90 N.D. 12.00 N.D. 0.64 ± 0.00 0.03 ± 0.03 3 - 25.60 ± 0.22

583 JW2194 napA ECK2198 nitrate reductase, periplasmic, large subunit 369 N.D. 14.86 N.D. 0.63 ± 0.13 0.03 ± 0.03 11 - 25.20 ± 0.13

584 JW2198 mqo ECK2202 malate dehydrogenase, FAD/NAD(P)-binding domain 27 N.D. 4.93 N.D. 0.28 ± 0.03 0.03 ± 0.03 3 - 11.20 ± 0.09

585 JW2199 yojI ECK2203 fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 87 81 8.04 4.94 0.33 ± 0.07 0.21 ± 0.03 3 2 1.57 ± 0.09

586 JW2203 ompC ECK2207 outer membrane porin protein C 1975 2034 79.84 79.84 111.88 ± 6.78 142.84 ± 0.03 39 41 0.78 ± 22.01

587 JW2204 rcsD ECK2209 phosphotransfer intermediate protein in two-component regulatory system with RcsBC 1407 1596 34.61 38.54 3.02 ± 0.14 4.11 ± 0.03 29 34 0.73 ± 0.90

588 JW2205 rcsB ECK2210 DNA-binding response regulator in two-component regulatory system with RcsC and YojN 351 166 43.52 20.37 1.61 ± 0.03 0.47 ± 0.03 5 2 3.43 ± 0.56

589 JW2214 atoC ECK2213 fused response regulator of ato opeon, in two-component system with AtoS 146 62 13.02 8.89 0.50 ± 0.03 0.15 ± 0.03 6 2 3.33 ± 0.12

590 JW2225 gyrA ECK2223 DNA gyrase (type II topoisomerase), subunit A 861 505 23.54 14.29 1.01 ± 0.04 0.45 ± 0.03 17 9 2.24 ± 0.28

591 JW2226 ubiG ECK2224 bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 169 101 20.00 14.17 0.78 ± 0.03 0.33 ± 0.03 4 2 2.36 ± 0.30

592 JW2228 nrdA ECK2226 ribonucleoside diphosphate reductase 1, alpha subunit 1178 302 38.11 11.43 2.83 ± 0.11 0.54 ± 0.06 28 9 5.24 ± 0.62

593 JW2229 nrdB ECK2227 ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 518 306 32.45 26.86 1.72 ± 0.00 1.46 ± 0.00 10 9 1.18 ± 0.52

594 JW2234 glpT ECK2232 sn-glycerol-3-phosphate transporter 335 396 12.61 20.13 3.92 ± 0.00 9.00 ± 0.03 9 13 0.44 ± 2.46

595 JW2235 glpA ECK2233 sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 97 N.D. 8.30 N.D. 0.21 ± 0.03 0.03 ± 0.03 3 - 8.40 ± 0.06

596 JW2236 glpB ECK2234 sn-glycerol-3-phosphate dehydrogenase (anaerobic), membrane anchor subunit 83 N.D. 10.26 N.D. 0.44 ± 0.03 0.03 ± 0.03 3 - 17.60 ± 0.24

597 JW2243 yfaY ECK2242 conserved protein 294 221 27.00 14.00 0.87 ± 0.08 0.37 ± 0.08 6 3 2.35 ± 0.13

598 JW2248 yfbF ECK2247 undecaprenyl phosphate-L-Ara4FN transferase 179 N.D. 20.19 N.D. 1.68 ± 0.03 0.03 ± 0.03 6 - 67.20 ± 0.35

599 JW2257 menB ECK2256 dihydroxynaphthoic acid synthetase 476 113 42.11 11.23 3.22 ± 0.21 0.54 ± 0.03 10 3 5.96 ± 0.78

600 JW2261 elaB ECK2260 conserved protein 773 386 62.38 80.20 176.83 ± 41.14 22.71 ± 0.03 18 11 7.79 ± 22.64
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601 JW2272 nuoM ECK2271 NADH:ubiquinone oxidoreductase, membrane subunit M N.D. 58 N.D. 2.95 0.03 ± 0.03 1.51 ± 0.03 - 2 0.02 ± 0.85

602 JW2274 nuoK ECK2273 NADH:ubiquinone oxidoreductase, membrane subunit K 138 140 13.00 13.00 99.00 ± 0.03 99.00 ± 0.03 2 2 1.00 ± 57.14

603 JW2275 nuoJ ECK2274 NADH:ubiquinone oxidoreductase, membrane subunit J 106 N.D. 4.89 N.D. 30.62 ± 0.03 0.03 ± 0.03 3 - 1224.80 ± 5.18

604 JW2276 nuoI ECK2275 NADH:ubiquinone oxidoreductase, chain I 603 761 80.00 86.67 12.89 ± 1.17 36.28 ± 0.03 16 22 0.36 ± 4.82

605 JW2277 nuoH ECK2276 NADH:ubiquinone oxidoreductase, membrane subunit H 64 N.D. 4.92 N.D. 0.52 ± 0.03 0.03 ± 0.03 2 - 20.80 ± 0.28

606 JW2278 nuoG ECK2277 NADH:ubiquinone oxidoreductase, chain G 3020 3001 62.31 65.05 13.78 ± 1.37 15.13 ± 0.03 62 64 0.91 ± 4.53

607 JW2279 nuoF ECK2278 NADH:ubiquinone oxidoreductase, chain F 1399 1354 69.89 70.11 19.31 ± 1.78 30.62 ± 0.03 34 39 0.63 ± 4.85

608 JW2280 nuoE ECK2279 NADH:ubiquinone oxidoreductase, chain E 236 181 25.90 25.90 2.73 ± 0.61 2.73 ± 0.03 4 4 1.00 ± 0.74

609 JW2283 nuoA ECK2282 NADH:ubiquinone oxidoreductase, membrane subunit A 241 232 20.41 27.21 99.00 ± 18.61 99.00 ± 0.03 6 6 1.00 ± 3.27

610 JW2287 yfbQ ECK2284 predicted aminotransferase 259 302 16.05 27.41 1.23 ± 0.22 1.72 ± 0.03 8 10 0.72 ± 0.66

611 JW2289 yfbS ECK2286 predicted transporter 41 N.D. 3.61 N.D. 0.29 ± 0.03 0.03 ± 0.03 2 - 11.60 ± 0.00

612 JW2293 ackA ECK2290 acetate kinase A and propionate kinase 2 450 69 31.50 10.00 1.68 ± 0.24 0.25 ± 0.03 9 2 6.72 ± 0.52

613 JW2294 pta ECK2291 phosphate acetyltransferase 2558 1785 66.11 56.16 17.96 ± 1.53 9.66 ± 0.03 46 37 1.86 ± 4.47

614 JW2296 yfcD ECK2293 predicted NUDIX hydrolase 61 N.D. 23.89 N.D. 1.37 ± 0.03 0.03 ± 0.03 3 - 54.80 ± 0.77

615 JW2301 yfcH ECK2298 conserved protein with NAD(P)-binding Rossmann-fold domain 730 738 47.14 49.49 2.79 ± 0.41 4.46 ± 0.03 11 14 0.63 ± 1.27

616 JW2305 hisQ ECK2302 histidine/lysine/arginine/ornithine transporter subunit -!- membrane component of ABC superfamily N.D. 75 N.D. 13.16 0.03 ± 0.03 0.58 ± 0.03 - 2 0.04 ± 0.00

617 JW2309 purF ECK2306 amidophosphoribosyltransferase 102 226 5.15 10.10 0.30 ± 0.03 0.43 ± 0.12 3 4 0.70 ± 0.14

618 JW2312 folC ECK2309 bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 370 209 26.30 15.88 1.31 ± 0.36 0.52 ± 0.03 8 4 2.52 ± 0.22

619 JW2313 accD ECK2310 acetylCoA carboxylase, beta (carboxyltranferase) subunit 778 464 45.72 39.80 3.33 ± 0.18 1.85 ± 0.03 14 10 1.80 ± 0.90

620 JW2314 dedA ECK2311 conserved inner membrane protein N.D. 45 N.D. 9.13 0.03 ± 0.03 1.15 ± 0.03 - 2 0.02 ± 0.65

621 JW2316 usg ECK2313 predicted semialdehyde dehydrogenase 162 N.D. 8.90 N.D. 0.78 ± 0.03 0.03 ± 0.03 3 - 31.20 ± 0.25

622 JW2320 fabB ECK2317 3-oxoacyl-[acyl-carrier-protein] synthase I 1017 291 62.32 25.86 9.00 ± 0.40 1.34 ± 0.10 19 7 6.72 ± 2.57

623 JW2338 yfcX ECK2335 fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 311 1065 13.31 30.95 0.39 ± 0.12 1.83 ± 0.03 6 19 0.21 ± 0.44

624 JW2339 yfcY ECK2336 beta-ketoacyl-CoA thiolase, anaerobic, subunit 711 893 45.41 56.42 3.64 ± 0.14 5.81 ± 0.03 16 20 0.63 ± 1.03

625 JW2341 fadL ECK2338 long-chain fatty acid outer membrane transporter 920 987 60.04 59.38 14.40 ± 1.52 12.34 ± 0.03 19 18 1.17 ± 2.66

626 JW2343 vacJ ECK2340 predicted lipoprotein 561 553 74.50 69.72 9.00 ± 1.02 13.25 ± 0.03 13 15 0.68 ± 2.54

627 JW2344 yfdC ECK2341 predicted inner membrane protein 199 149 16.13 16.13 4.62 ± 0.46 3.22 ± 0.03 6 5 1.43 ± 0.73

628 JW2347 yfdH ECK2345 CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 461 390 29.74 31.70 3.87 ± 0.28 4.62 ± 0.03 11 12 0.84 ± 1.19

629 JW2363 dsdA ECK2362 D-serine ammonia-lyase 240 N.D. 25.11 N.D. 0.78 ± 0.10 0.03 ± 0.03 5 - 31.20 ± 0.23

630 JW2366 evgA ECK2365 DNA-binding response regulator in two-component regulatory system with EvgS 83 N.D. 13.24 N.D. 0.54 ± 0.03 0.03 ± 0.03 3 - 21.60 ± 0.17

631 JW2367 evgS ECK2366 hybrid sensory histidine kinase in two-component regulatory system with EvgA N.D. 274 N.D. 6.93 0.03 ± 0.03 0.29 ± 0.03 - 6 0.09 ± 0.08

632 JW2385 glk ECK2384 glucokinase 187 N.D. 15.26 N.D. 0.72 ± 0.00 0.03 ± 0.03 4 - 28.80 ± 0.28

633 JW2389 nupC ECK2388 nucleoside (except guanosine) transporter 117 204 5.50 8.50 0.58 ± 0.00 1.51 ± 0.03 2 4 0.38 ± 0.33

634 JW2403 ligA ECK2406 DNA ligase, NAD(+)-dependent 67 N.D. 4.32 N.D. 0.11 ± 0.03 0.03 ± 0.03 2 - 4.40 ± 0.05

635 JW2404 zipA ECK2407 cell division protein involved in Z ring assembly 443 232 23.17 22.26 3.64 ± 0.36 1.15 ± 0.03 6 3 3.17 ± 0.81

636 JW2406 cysZ ECK2408 predicted inner membrane protein 247 211 18.97 18.97 5.81 ± 1.25 5.81 ± 0.03 5 5 1.00 ± 1.63

637 JW2407 cysK ECK2409 cysteine synthase A, O-acetylserine sulfhydrolase A subunit 498 66 48.30 10.22 3.22 ± 0.46 0.33 ± 0.03 10 2 9.76 ± 0.72

638 JW2409 ptsI ECK2411 PEP-protein phosphotransferase of PTS system (enzyme I) 1894 615 66.26 36.35 11.33 ± 0.92 2.05 ± 0.03 36 16 5.53 ± 1.76

639 JW2410 crr ECK2412 glucose-specific enzyme IIA component of PTS N.D. 83 N.D. 17.75 0.03 ± 0.03 0.58 ± 0.03 - 2 0.04 ± 0.32

640 JW2415 cysA ECK2417 sulfate/thiosulfate transporter subunit -!- ATP-binding component of ABC superfamily 117 94 10.96 10.96 0.37 ± 0.03 0.37 ± 0.08 3 3 1.00 ± 0.13

641 JW2422 murP ECK2424 fused predicted enzyme IIBC components of PTS 119 380 12.87 22.57 1.31 ± 0.03 7.11 ± 0.03 4 10 0.18 ± 0.65

642 JW2424 yfeX ECK2426 conserved protein 218 N.D. 27.09 N.D. 0.93 ± 0.17 0.03 ± 0.03 6 - 37.20 ± 0.21

643 JW2425 yfeY ECK2427 predicted protein 388 345 57.59 45.55 3.33 ± 0.00 3.33 ± 0.03 7 7 1.00 ± 1.74

644 JW2434 eutB ECK2436 ethanolamine ammonia-lyase, large subunit, heavy chain 70 159 5.08 9.49 0.22 ± 0.03 0.35 ± 0.03 2 3 0.63 ± 0.18

645 JW2447 maeB ECK2458 fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 2200 1967 65.74 69.30 18.31 ± 0.83 10.79 ± 0.03 54 45 1.70 ± 3.20

646 JW2448 talA ECK2459 transaldolase A 756 691 60.76 53.48 4.38 ± 0.55 2.78 ± 0.03 19 15 1.58 ± 0.70

647 JW2449 tktB ECK2460 transketolase 2, thiamin-binding 586 616 24.59 21.29 1.58 ± 0.06 1.25 ± 0.03 14 12 1.26 ± 0.33

648 JW2453 narQ ECK2464 sensory histidine kinase in two-component regulatory system with NarP (NarL) 91 196 4.06 14.31 0.17 ± 0.03 0.61 ± 0.06 2 6 0.28 ± 0.11

649 JW2454 acrD ECK2465 aminoglycoside/multidrug efflux system 197 N.D. 4.82 N.D. 0.19 ± 0.03 0.03 ± 0.03 3 - 7.60 ± 0.00

650 JW2460 ypfJ ECK2471 conserved protein 520 412 35.54 35.54 4.88 ± 0.38 3.92 ± 0.03 10 9 1.24 ± 1.17

651 JW2461 purC ECK2472 phosphoribosylaminoimidazole-succinocarboxamide synthetase 649 509 52.74 50.63 4.62 ± 0.59 2.55 ± 0.03 15 11 1.81 ± 0.95

652 JW2462 nlpB ECK2473 lipoprotein 1389 1485 74.42 74.42 16.78 ± 1.31 16.78 ± 0.03 25 25 1.00 ± 5.14

653 JW2463 dapA ECK2474 dihydrodipicolinate synthase 42 N.D. 13.70 N.D. 0.33 ± 0.03 0.03 ± 0.03 2 - 13.20 ± 0.00

654 JW2479 yfgC ECK2490 predicted peptidase 898 387 39.84 25.05 2.91 ± 0.30 1.15 ± 0.03 16 9 2.53 ± 0.87

655 JW2483 upp ECK2494 uracil phosphoribosyltransferase 513 256 50.48 25.96 4.62 ± 0.47 1.15 ± 0.03 9 4 4.02 ± 1.59

656 JW2484 purM ECK2495 phosphoribosylaminoimidazole synthetase 254 N.D. 16.52 N.D. 1.03 ± 0.03 0.03 ± 0.03 4 - 41.20 ± 0.31

657 JW2486 ppk ECK2497 polyphosphate kinase, component of RNA degradosome 664 818 31.25 30.09 1.25 ± 0.12 1.25 ± 0.03 19 19 1.00 ± 0.28

658 JW2487 ppx ECK2498 exopolyphosphatase 214 45 12.87 4.29 0.48 ± 0.05 0.14 ± 0.03 6 2 3.43 ± 0.12

659 JW2491 guaA ECK2503 GMP synthetase (glutamine aminotransferase) 1066 180 53.33 16.19 3.42 ± 0.35 0.56 ± 0.15 20 6 6.11 ± 1.09

660 JW2496 yfgL ECK2508 protein assembly complex, lipoprotein component 1170 1414 60.97 81.63 17.96 ± 1.42 58.95 ± 0.03 23 32 0.30 ± 9.90

661 JW2497 yfgM ECK2509 conserved protein 639 800 59.71 70.39 9.00 ± 2.33 10.45 ± 0.03 17 18 0.86 ± 0.84

662 JW2499 ispG ECK2511 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 1160 781 71.77 61.29 9.00 ± 0.88 5.42 ± 0.03 26 21 1.66 ± 1.58

663 JW2500 yfgA ECK2512 conserved protein 896 878 38.58 38.58 62.10 ± 12.56 157.49 ± 0.03 18 22 0.39 ± 12.40

664 JW2501 yfgB ECK2513 predicted enzyme 220 289 13.80 17.19 0.62 ± 0.17 0.78 ± 0.08 5 6 0.79 ± 0.14

665 JW2502 ndk ECK2514 multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 385 191 60.84 29.37 6.50 ± 2.26 2.16 ± 0.03 7 4 3.01 ± 1.59

666 JW2504 yfhM ECK2516 conserved protein 4256 4784 62.67 66.18 6.87 ± 0.52 10.83 ± 0.03 86 103 0.63 ± 2.14

667 JW2505 sseA ECK2517 3-mercaptopyruvate sulfurtransferase 287 108 40.93 8.90 1.51 ± 0.00 0.36 ± 0.03 6 2 4.19 ± 0.59

668 JW2507 pepB ECK2520 aminopeptidase B 741 628 46.60 43.09 2.98 ± 0.23 1.75 ± 0.03 15 11 1.70 ± 0.65

669 JW2510 hscA ECK2523 DnaK-like molecular chaperone specific for IscU 468 N.D. 25.00 N.D. 1.63 ± 0.18 0.03 ± 0.03 13 - 65.20 ± 0.30

670 JW2514 iscS ECK2527 cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 727 82 37.38 6.44 3.22 ± 0.30 0.21 ± 0.03 15 2 15.33 ± 0.49

671 JW2516 yfhQ ECK2529 predicted methyltransferase 345 N.D. 30.89 N.D. 2.83 ± 0.71 0.03 ± 0.03 7 - 113.20 ± 0.67

672 JW2517 suhB ECK2530 inositol monophosphatase 697 341 53.56 26.22 6.63 ± 0.33 1.58 ± 0.03 15 7 4.20 ± 1.54

673 JW2535 glyA ECK2548 serine hydroxymethyltransferase 427 161 30.94 17.03 1.57 ± 0.23 0.52 ± 0.03 9 4 3.02 ± 0.40

674 JW2538 yfhA ECK2551 predicted DNA-binding response regulator in two-component system 46 N.D. 7.66 N.D. 0.17 ± 0.03 0.03 ± 0.03 2 - 6.80 ± 0.00

675 JW2539 yfhG ECK2552 conserved protein 545 496 57.81 48.10 3.64 ± 0.28 3.64 ± 0.03 10 10 1.00 ± 0.93

676 JW2541 purL ECK2555 phosphoribosylformyl-glycineamide synthetase 1259 1015 29.96 27.34 1.18 ± 0.06 1.04 ± 0.03 24 22 1.13 ± 0.30

677 JW2548 pdxJ ECK2562 pyridoxine 5'-phosphate synthase 212 161 16.05 16.05 0.85 ± 0.13 0.58 ± 0.03 4 3 1.47 ± 0.16

678 JW2551 rnc ECK2565 RNase III 94 N.D. 13.72 N.D. 0.64 ± 0.14 0.03 ± 0.03 3 - 25.60 ± 0.28

679 JW2552 lepB ECK2566 leader peptidase (signal peptidase I) 717 674 41.05 38.89 7.73 ± 1.00 10.45 ± 0.03 16 18 0.74 ± 2.34

680 JW2553 lepA ECK2567 GTP binding membrane protein 1271 771 46.24 32.72 4.95 ± 0.13 2.28 ± 0.03 24 16 2.17 ± 0.95

681 JW2555 rseB ECK2569 anti-sigma factor 111 197 13.84 17.61 0.50 ± 0.03 0.72 ± 0.11 3 4 0.69 ± 0.24

682 JW2556 rseA ECK2570 anti-sigma factor 80 96 17.13 17.13 1.37 ± 0.03 0.78 ± 0.03 3 2 1.76 ± 0.43

683 JW2557 rpoE ECK2571 RNA polymerase, sigma 24 (sigma E) factor N.D. 123 N.D. 23.04 0.03 ± 0.03 0.78 ± 0.03 - 4 0.03 ± 0.23

684 JW2560 srmB ECK2574 ATP-dependent RNA helicase 265 159 15.32 9.91 0.70 ± 0.06 0.30 ± 0.03 6 3 2.33 ± 0.10

685 JW2563 yfiD ECK2577 pyruvate formate lyase subunit 215 54 55.91 26.77 2.98 ± 0.00 0.58 ± 0.03 6 2 5.14 ± 0.86

686 JW2565 yfiF ECK2579 predicted methyltransferase 151 N.D. 19.42 N.D. 0.47 ± 0.13 0.03 ± 0.03 4 - 18.80 ± 0.16

687 JW2568 yfiQ ECK2582 fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 459 584 14.79 17.61 0.66 ± 0.25 0.85 ± 0.08 9 11 0.78 ± 0.08

688 JW2569 pssA ECK2583 phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 1238 1219 64.08 68.07 9.80 ± 1.37 12.59 ± 0.03 31 34 0.78 ± 1.98

689 JW2573 clpB ECK2590 protein disaggregation chaperone 2551 3028 64.99 70.83 8.27 ± 0.18 9.38 ± 0.03 59 62 0.88 ± 2.46

690 JW2576 rluD ECK2592 23S rRNA pseudouridine synthase 42 N.D. 12.27 N.D. 0.25 ± 0.03 0.03 ± 0.03 2 - 10.00 ± 0.13

691 JW2577 yfiO ECK2593 predicted lipoprotein 1069 1157 64.90 80.41 15.68 ± 1.86 26.83 ± 0.03 22 26 0.58 ± 3.25

692 JW2580 pheA ECK2596 fused chorismate mutase P -!- prephenate dehydratase 351 333 29.79 25.91 1.61 ± 0.10 1.15 ± 0.03 10 8 1.40 ± 0.40

693 JW2587 rplS ECK2603 50S ribosomal subunit protein L19 351 199 67.83 38.26 9.00 ± 0.00 1.78 ± 0.03 9 4 5.06 ± 3.49

694 JW2590 rpsP ECK2606 30S ribosomal subunit protein S16 194 N.D. 58.54 N.D. 2.16 ± 0.00 0.03 ± 0.03 3 - 86.40 ± 1.24

695 JW2594 grpE ECK2610 heat shock protein 66 58 11.68 11.68 0.58 ± 0.03 0.58 ± 0.03 2 2 1.00 ± 0.32

696 JW2598 smpA ECK2613 small membrane lipoprotein 187 170 48.67 48.67 30.62 ± 0.03 30.62 ± 0.03 3 3 1.00 ± 17.66

697 JW2601 smpB ECK2616 trans-translation protein 167 N.D. 36.88 N.D. 1.78 ± 0.03 0.03 ± 0.03 4 - 71.20 ± 0.51

698 JW2635 ygaF ECK2654 predicted enzyme 1069 1436 72.51 77.25 6.20 ± 0.70 10.79 ± 0.03 24 30 0.57 ± 3.55

699 JW2636 gabD ECK2655 succinate-semialdehyde dehydrogenase I, NADP-dependent 840 685 52.70 49.79 4.05 ± 0.14 3.64 ± 0.03 19 18 1.11 ± 1.56

700 JW2637 gabT ECK2656 4-aminobutyrate aminotransferase, PLP-dependent 664 614 44.60 46.95 2.16 ± 0.35 1.68 ± 0.03 14 12 1.29 ± 0.39

701 JW2640 ygaU ECK2659 predicted protein 459 737 79.87 93.29 9.00 ± 1.03 30.62 ± 0.03 12 18 0.29 ± 4.09

702 JW2643 ygaP ECK2662 predicted inner membrane protein with hydrolase activity 446 602 56.32 62.07 11.59 ± 1.69 30.62 ± 0.03 11 15 0.38 ± 3.66

703 JW2644 stpA ECK2663 DNA binding protein, nucleoid-associated 127 N.D. 23.88 N.D. 0.58 ± 0.03 0.03 ± 0.03 2 - 23.20 ± 0.00

704 JW2647 ygaM ECK2666 predicted protein 276 476 54.87 77.88 6.50 ± 1.65 22.71 ± 0.03 7 11 0.29 ± 5.50

705 JW2659 mprA ECK2678 DNA-binding transcriptional regulator 54 38 11.93 11.93 0.52 ± 0.03 0.52 ± 0.03 2 2 1.00 ± 0.28

706 JW2660 emrA ECK2679 multidrug efflux system 1007 1164 63.59 74.62 6.67 ± 0.48 12.04 ± 0.03 23 29 0.55 ± 3.13

707 JW2662 luxS ECK2681 S-ribosylhomocysteinase 143 N.D. 29.24 N.D. 1.15 ± 0.03 0.03 ± 0.03 4 - 46.00 ± 0.34

708 JW2665 yqaB ECK2685 predicted hydrolase 261 N.D. 34.57 N.D. 1.51 ± 0.54 0.03 ± 0.03 4 - 60.40 ± 0.43

709 JW2666 csrA ECK2691 pleiotropic regulatory protein for carbon source metabolism 64 N.D. 31.15 N.D. 1.51 ± 0.03 0.03 ± 0.03 2 - 60.40 ± 0.00

710 JW2667 alaS ECK2692 alanyl-tRNA synthetase 2400 1587 52.28 46.92 4.95 ± 0.52 3.10 ± 0.03 48 38 1.60 ± 1.03

711 JW2669 recA ECK2694 DNA strand exchange and recombination protein with protease and nuclease activity 1205 1042 80.74 64.02 21.39 ± 3.71 10.22 ± 0.03 27 21 2.09 ± 3.42

712 JW2671 mltB ECK2696 membrane-bound lytic murein transglycosylase B 643 705 55.12 48.48 5.49 ± 0.99 3.22 ± 0.03 13 10 1.70 ± 0.89

713 JW2688 hycH ECK2713 protein required for maturation of hydrogenase 3 29 N.D. 11.76 N.D. 3.64 ± 0.03 0.03 ± 0.03 2 - 145.60 ± 0.00

714 JW2700 hypE ECK2725 carbamoyl phosphate phosphatase, hydrogenase 3 maturation protein N.D. 32 N.D. 7.76 0.03 ± 0.03 0.33 ± 0.03 - 2 0.08 ± 0.17

715 JW2703 mutS ECK2728 methyl-directed mismatch repair protein 914 296 29.54 9.38 1.29 ± 0.20 0.26 ± 0.06 18 5 4.96 ± 0.35

716 JW2712 nlpD ECK2737 predicted outer membrane lipoprotein 307 386 19.79 23.22 1.15 ± 0.13 1.78 ± 0.03 6 8 0.65 ± 0.51

717 JW2715 truD ECK2740 pseudoruidine synthase 373 213 28.08 16.33 1.15 ± 0.31 0.55 ± 0.03 7 4 2.09 ± 0.27

718 JW2718 ftsB ECK2743 cell division protein 214 154 51.46 29.13 3.64 ± 0.58 1.15 ± 0.03 4 2 3.17 ± 0.62

719 JW2733 cysI ECK2758 sulfite reductase, beta subunit, NAD(P)-binding 286 N.D. 14.21 N.D. 0.34 ± 0.03 0.03 ± 0.03 5 - 13.60 ± 0.08

720 JW2734 cysJ ECK2759 sulfite reductase, alpha subunit, flavoprotein 324 N.D. 17.86 N.D. 0.58 ± 0.05 0.03 ± 0.03 7 - 23.20 ± 0.18

721 JW2748 ygcF ECK2771 conserved protein 185 N.D. 21.97 N.D. 1.28 ± 0.27 0.03 ± 0.03 5 - 51.20 ± 0.31

722 JW2750 eno ECK2773 enolase 1098 621 54.40 46.53 6.50 ± 0.54 2.48 ± 0.03 21 13 2.62 ± 1.17

723 JW2751 pyrG ECK2774 CTP synthetase 1095 273 48.99 19.08 4.08 ± 0.72 0.84 ± 0.03 24 9 4.86 ± 1.07

724 JW2755 relA ECK2778 (p)ppGpp synthetase I/GTP pyrophosphokinase N.D. 145 N.D. 11.56 0.03 ± 0.03 0.34 ± 0.03 - 7 0.07 ± 0.08

725 JW2757 barA ECK2780 hybrid sensory histidine kinase, in two-component regulatory system with UvrY 565 810 23.09 32.35 0.85 ± 0.10 1.37 ± 0.03 15 21 0.62 ± 0.18

726 JW2758 gudD ECK2781 (D)-glucarate dehydratase 1 125 N.D. 6.28 N.D. 0.19 ± 0.03 0.03 ± 0.03 2 - 7.60 ± 0.09

727 JW2766 ygdH ECK2790 conserved protein 1009 670 49.34 36.78 7.32 ± 1.52 2.02 ± 0.03 23 12 3.62 ± 1.18

728 JW2767 sdaC ECK2791 predicted serine transporter 234 N.D. 8.16 N.D. 1.78 ± 0.03 0.03 ± 0.03 4 - 71.20 ± 0.69

729 JW2768 sdaB ECK2792 L-serine deaminase II 280 N.D. 14.73 N.D. 1.78 ± 0.24 0.03 ± 0.03 8 - 71.20 ± 0.46

730 JW2773 fucI ECK2797 L-fucose isomerase 384 394 21.83 21.66 1.22 ± 0.17 1.42 ± 0.03 9 10 0.86 ± 0.26

731 JW2784 mltA ECK2809 membrane-bound lytic murein transglycosylase A 532 563 45.21 40.55 3.83 ± 0.20 3.83 ± 0.03 13 13 1.00 ± 1.12

732 JW2787 recD ECK2815 exonuclease V (RecBCD complex), alpha chain N.D. 85 N.D. 4.61 0.03 ± 0.03 0.13 ± 0.03 - 2 0.19 ± 0.00

733 JW2788 recB ECK2816 exonuclease V (RecBCD complex), beta subunit 46 N.D. 2.12 N.D. 0.07 ± 0.03 0.03 ± 0.03 2 - 2.80 ± 0.02

734 JW2796 lgt ECK2824 phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 188 203 25.09 25.09 3.22 ± 0.00 3.22 ± 0.03 5 5 1.00 ± 1.64

735 JW2797 ptsP ECK2825 fused PEP-protein phosphotransferase (enzyme I) of PTS system 303 557 18.85 21.39 0.83 ± 0.14 0.93 ± 0.03 11 12 0.89 ± 0.17

736 JW2804 aas ECK2832 fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 508 671 21.14 29.35 0.78 ± 0.04 1.37 ± 0.03 12 18 0.57 ± 0.33

737 JW2833 ygeR ECK2861 Tetratricopeptide repeat transcriptional regulator 206 228 27.89 29.88 1.07 ± 0.42 1.07 ± 0.03 6 6 1.00 ± 0.12

738 JW2837 ygeV ECK2865 predicted DNA-binding transcriptional regulator 121 54 10.64 7.94 0.27 ± 0.06 0.17 ± 0.03 3 2 1.59 ± 0.08

739 JW2858 lysS ECK2885 lysine tRNA synthetase, constitutive 819 347 43.37 15.45 2.81 ± 0.63 0.68 ± 0.03 18 7 4.13 ± 0.16

740 JW2861 dsbC ECK2888 protein disulfide isomerase II 192 N.D. 19.49 N.D. 1.15 ± 0.18 0.03 ± 0.03 4 - 46.00 ± 0.28

741 JW2864 ygfX ECK2891 predicted protein N.D. 68 N.D. 7.41 0.03 ± 0.03 0.78 ± 0.03 - 2 0.03 ± 0.00

742 JW2866 ygfZ ECK2893 predicted folate-dependent regulatory protein 172 N.D. 20.25 N.D. 0.83 ± 0.10 0.03 ± 0.03 5 - 33.20 ± 0.16

743 JW2869 bglA ECK2896 6-phospho-beta-glucosidase A 118 N.D. 11.90 N.D. 0.36 ± 0.03 0.03 ± 0.03 4 - 14.40 ± 0.13

744 JW2871 gcvP ECK2898 glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 1938 2026 51.20 50.68 5.25 ± 0.10 4.96 ± 0.03 39 38 1.06 ± 1.65

745 JW2874 visC ECK2901 predicted oxidoreductase, FAD/NAD(P)-binding domain 319 426 17.00 19.50 1.00 ± 0.30 1.24 ± 0.03 6 7 0.81 ± 0.35

746 JW2875 ubiH ECK2902 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 384 57 32.65 6.12 1.37 ± 0.18 0.21 ± 0.03 9 2 6.52 ± 0.22

747 JW2876 pepP ECK2903 proline aminopeptidase P II 373 245 27.44 23.36 1.46 ± 0.09 1.46 ± 0.03 9 9 1.00 ± 0.31

748 JW2889 yggE ECK2918 conserved protein 679 351 44.31 36.18 22.10 ± 5.09 5.58 ± 0.03 15 9 3.96 ± 2.66

749 JW2891 mscS ECK2920 mechanosensitive channel 747 877 40.21 40.21 10.94 ± 2.00 16.01 ± 0.03 14 16 0.68 ± 2.83

750 JW2892 fbaA ECK2921 fructose-bisphosphate aldolase, class II 690 261 52.37 25.35 7.48 ± 1.98 1.68 ± 0.03 13 6 4.45 ± 1.24

751 JW2893 pgk ECK2922 phosphoglycerate kinase 845 517 53.49 30.23 5.58 ± 0.60 1.85 ± 0.03 18 10 3.02 ± 1.22
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752 JW2894 epd ECK2923 D-erythrose 4-phosphate dehydrogenase 234 N.D. 16.22 N.D. 0.73 ± 0.03 0.03 ± 0.03 5 - 29.20 ± 0.21

753 JW2903 yggG ECK2931 predicted peptidase 1082 1068 76.98 73.02 24.12 ± 1.80 14.85 ± 0.03 21 18 1.62 ± 5.14

754 JW2904 speB ECK2932 agmatinase 316 150 44.44 19.93 5.11 ± 0.75 0.93 ± 0.03 11 4 5.49 ± 0.62

755 JW2905 speA ECK2933 biosynthetic arginine decarboxylase, PLP-binding 919 657 35.87 22.64 3.30 ± 0.23 1.93 ± 0.03 19 14 1.71 ± 0.93

756 JW2909 metK ECK2937 methionine adenosyltransferase 1 445 124 34.64 8.85 1.85 ± 0.10 0.52 ± 0.03 10 4 3.56 ± 0.34

757 JW2918 yggS ECK2946 predicted enzyme 137 84 17.52 13.68 0.93 ± 0.03 0.64 ± 0.03 4 3 1.45 ± 0.25

758 JW2919 yggT ECK2947 predicted inner membrane protein N.D. 94 N.D. 16.49 0.03 ± 0.03 9.00 ± 0.03 - 4 0.00 ± 1.23

759 JW2924 ansB ECK2952 periplasmic L-asparaginase II 244 735 21.26 46.84 1.24 ± 0.03 3.47 ± 0.03 7 13 0.36 ± 0.49

760 JW2925 yggN ECK2953 predicted protein N.D. 53 N.D. 6.69 0.03 ± 0.03 0.29 ± 0.03 - 2 0.09 ± 0.00

761 JW2943 glcB ECK2970 malate synthase G 391 421 9.68 15.49 0.32 ± 0.16 0.66 ± 0.03 5 9 0.48 ± 0.17

762 JW2944 glcG ECK2971 conserved protein 115 N.D. 17.16 N.D. 1.51 ± 0.03 0.03 ± 0.03 2 - 60.40 ± 0.85

763 JW2962 hybC ECK2988 hydrogenase 2, large subunit 235 729 16.23 38.98 0.48 ± 0.10 1.87 ± 0.03 6 16 0.26 ± 0.58

764 JW2964 hybA ECK2990 hydrogenase 2 4Fe-4S ferredoxin-type component 131 516 18.90 43.90 0.83 ± 0.10 5.16 ± 0.03 5 15 0.16 ± 1.25

765 JW2965 hybO ECK2991 hydrogenase 2, small subunit N.D. 140 N.D. 10.48 0.03 ± 0.03 1.15 ± 0.03 - 5 0.02 ± 0.47

766 JW2970 yghZ ECK2995 aldo-keto reductase 471 365 34.39 30.06 1.99 ± 0.39 1.15 ± 0.03 10 7 1.73 ± 0.25

767 JW2972 yghA ECK2997 predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 374 426 46.60 29.93 2.87 ± 0.22 1.58 ± 0.03 10 7 1.82 ± 0.74

768 JW2973 exbD ECK2998 membrane spanning protein in TonB-ExbB-ExbD complex 202 156 52.48 51.77 13.68 ± 2.11 13.68 ± 0.03 7 7 1.00 ± 2.28

769 JW2974 exbB ECK2999 membrane spanning protein in TonB-ExbB-ExbD complex 533 424 40.16 36.89 12.34 ± 2.93 9.00 ± 0.03 9 8 1.37 ± 3.18

770 JW2986 plsC ECK3009 1-acyl-sn-glycerol-3-phosphate acyltransferase 373 221 38.78 34.69 3.92 ± 1.21 3.12 ± 0.03 9 8 1.26 ± 0.46

771 JW2987 parC ECK3010 DNA topoisomerase IV, subunit A 219 238 10.90 13.83 0.37 ± 0.03 0.30 ± 0.00 6 5 1.23 ± 0.06

772 JW2992 ygiW ECK3015 conserved protein 302 295 33.08 33.08 25.83 ± 1.62 12.89 ± 0.03 10 8 2.00 ± 3.84

773 JW2994 qseC ECK3017 sensory histidine kinase in two-component regulatory system with QseB 380 295 18.71 16.26 0.96 ± 0.07 0.62 ± 0.03 7 5 1.55 ± 0.11

774 JW2998 parE ECK3021 DNA topoisomerase IV, subunit B 545 467 23.02 16.67 1.31 ± 0.19 0.75 ± 0.03 12 8 1.75 ± 0.30

775 JW3024 rfaE ECK3042 fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 469 170 36.48 11.32 1.59 ± 0.24 0.37 ± 0.10 12 4 4.30 ± 0.43

776 JW3025 glnE ECK3043 fused deadenylyltransferase -!- adenylyltransferase for glutamine synthetase 31 N.D. 3.38 N.D. 0.09 ± 0.03 0.03 ± 0.03 2 - 3.60 ± 0.00

777 JW3026 ygiF ECK3044 predicted adenylate cyclase 115 N.D. 9.24 N.D. 0.30 ± 0.03 0.03 ± 0.03 3 - 12.00 ± 0.16

778 JW3027 htrG ECK3045 predicted signal transduction protein (SH3 domain) 894 806 58.74 58.74 16.01 ± 4.17 27.94 ± 0.03 16 19 0.57 ± 4.70

779 JW3037 rpsU ECK3055 30S ribosomal subunit protein S21 206 N.D. 43.66 N.D. 45.42 ± 8.64 0.03 ± 0.03 5 - 1816.80 ± 5.80

780 JW3039 rpoD ECK3057 RNA polymerase, sigma 70 (sigma D) factor 1253 1162 36.54 35.89 6.50 ± 0.33 5.49 ± 0.03 28 26 1.18 ± 1.85

781 JW3040 ygjF ECK3058 G/U mismatch-specific DNA glycosylase 468 186 86.90 26.79 7.25 ± 1.03 1.15 ± 0.03 11 4 6.30 ± 1.80

782 JW3043 aer ECK3062 fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 839 N.D. 34.19 N.D. 3.05 ± 0.35 0.03 ± 0.03 17 - 122.00 ± 0.97

783 JW3058 ygjR ECK3077 predicted NAD(P)-binding dehydrogenase 204 N.D. 20.06 N.D. 0.93 ± 0.03 0.03 ± 0.03 4 - 37.20 ± 0.21

784 JW3063 uxaC ECK3083 uronate isomerase 72 49 8.09 5.53 0.21 ± 0.03 0.14 ± 0.03 3 2 1.50 ± 0.06

785 JW3064 exuT ECK3084 hexuronate transporter 65 N.D. 6.99 N.D. 0.70 ± 0.03 0.03 ± 0.03 3 - 28.00 ± 0.00

786 JW3069 yqjD ECK3089 conserved protein 1024 727 94.06 92.08 7195.86 ± 369.18 371.76 ± 0.03 27 18 19.36 ± 262.45

787 JW3070 yqjE ECK3090 conserved inner membrane protein 339 228 38.06 22.39 20.54 ± 3.09 3.64 ± 0.03 8 4 5.64 ± 2.69

788 JW3071 yqjK ECK3091 conserved protein 237 376 40.40 40.40 6.50 ± 0.61 6.50 ± 0.03 7 7 1.00 ± 2.01

789 JW3116 yraM ECK3135 conserved protein 1397 1451 50.00 50.74 5.58 ± 0.74 3.98 ± 0.03 27 23 1.40 ± 1.71

790 JW3119 yraP ECK3138 predicted protein 561 620 64.92 62.30 9.00 ± 2.22 9.00 ± 0.03 12 12 1.00 ± 1.86

791 JW3125 yhbS ECK3144 predicted acyltransferase with acyl-CoA N-acyltransferase domain 76 N.D. 16.77 N.D. 0.93 ± 0.03 0.03 ± 0.03 2 - 37.20 ± 0.00

792 JW3129 yhbW ECK3148 predicted enzyme 142 137 14.63 10.15 0.93 ± 0.14 0.64 ± 0.03 4 3 1.45 ± 0.23

793 JW3130 mtr ECK3149 tryptophan transporter of high affinity 92 N.D. 6.76 N.D. 4.62 ± 0.03 0.03 ± 0.03 3 - 184.80 ± 1.23

794 JW3132 nlpI ECK3151 conserved protein 750 857 57.48 58.84 9.00 ± 0.61 14.85 ± 0.03 15 18 0.61 ± 3.60

795 JW3134 rpsO ECK3154 30S ribosomal subunit protein S15 190 113 68.54 23.60 4.18 ± 0.00 1.68 ± 0.03 5 3 2.49 ± 0.97

796 JW3136 rbfA ECK3156 30s ribosome binding factor 154 N.D. 26.32 N.D. 0.78 ± 0.03 0.03 ± 0.03 3 - 31.20 ± 0.34

797 JW3137 infB ECK3157 fused protein chain initiation factor 2, IF2 936 566 34.16 19.10 1.24 ± 0.14 0.65 ± 0.03 21 13 1.91 ± 0.30

798 JW3138 nusA ECK3158 transcription termination/antitermination L factor 214 N.D. 15.35 N.D. 0.61 ± 0.06 0.03 ± 0.03 6 - 24.40 ± 0.17

799 JW3140 argG ECK3161 argininosuccinate synthetase 410 139 32.21 11.63 1.21 ± 0.15 0.33 ± 0.03 11 4 3.67 ± 0.34

800 JW3142 secG ECK3164 preprotein translocase membrane subunit 148 182 27.27 27.27 30.62 ± 12.48 30.62 ± 0.03 3 3 1.00 ± 7.52

801 JW3143 glmM ECK3165 phosphoglucosamine mutase 909 324 50.34 24.72 4.62 ± 0.26 1.10 ± 0.03 21 9 4.20 ± 0.96

802 JW3144 folP ECK3166 7,8-dihydropteroate synthase 107 N.D. 13.48 N.D. 0.58 ± 0.03 0.03 ± 0.03 3 - 23.20 ± 0.19

803 JW3145 ftsH ECK3167 protease, ATP-dependent zinc-metallo 2708 2941 72.36 67.55 87.86 ± 2.71 57.78 ± 0.03 76 69 1.52 ± 13.25

804 JW3147 yhbY ECK3169 predicted RNA-binding protein 138 N.D. 30.93 N.D. 2.98 ± 0.03 0.03 ± 0.03 3 - 119.20 ± 1.28

805 JW3149 dacB ECK3171 D-alanyl-D-alanine carboxypeptidase 63 N.D. 8.60 N.D. 0.20 ± 0.03 0.03 ± 0.03 2 - 8.00 ± 0.00

806 JW3150 obgE ECK3172 GTPase involved in cell partioning and DNA repair 280 N.D. 19.49 N.D. 0.52 ± 0.00 0.03 ± 0.03 4 - 20.80 ± 0.21

807 JW3152 rpmA ECK3174 50S ribosomal subunit protein L27 216 N.D. 47.06 N.D. 20.54 ± 9.76 0.03 ± 0.03 4 - 821.60 ± 7.55

808 JW3153 rplU ECK3175 50S ribosomal subunit protein L21 53 N.D. 21.36 N.D. 0.93 ± 0.03 0.03 ± 0.03 2 - 37.20 ± 0.52

809 JW3156 murA ECK3178 UDP-N-acetylglucosamine 1-carboxyvinyltransferase 228 N.D. 15.51 N.D. 0.70 ± 0.16 0.03 ± 0.03 6 - 28.00 ± 0.31

810 JW3159 yrbC ECK3181 predicted ABC-type organic solvent transporter N.D. 34 N.D. 8.06 0.03 ± 0.03 0.31 ± 0.03 - 2 0.08 ± 0.16

811 JW3160 yrbD ECK3182 predicted ABC-type organic solvent transporter 875 808 78.14 78.14 17.74 ± 0.88 22.10 ± 0.03 14 15 0.80 ± 5.23

812 JW3161 yrbE ECK3183 predicted toluene transporter subunit-!- membrane component of ABC superfamily 365 351 32.69 25.77 16.78 ± 1.65 12.34 ± 0.03 10 9 1.36 ± 1.77

813 JW3162 yrbF ECK3184 predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 555 568 49.07 63.94 7.25 ± 0.39 13.68 ± 0.03 11 14 0.53 ± 1.66

814 JW3166 yrbK ECK3188 conserved protein 365 168 36.65 35.08 4.62 ± 1.27 2.16 ± 0.03 6 4 2.14 ± 0.45

815 JW3168 yhbG ECK3190 predicted transporter subunit -!- ATP-binding component of ABC superfamily 556 492 62.66 57.68 6.50 ± 1.47 2.65 ± 0.03 14 9 2.45 ± 0.77

816 JW3172 yhbJ ECK3194 predicted protein with nucleoside triphosphate hydrolase domain 194 109 30.63 19.37 0.90 ± 0.13 0.47 ± 0.03 5 3 1.91 ± 0.43

817 JW3179 gltB ECK3202 glutamate synthase, large subunit 161 297 3.16 7.45 0.10 ± 0.03 0.22 ± 0.03 4 8 0.45 ± 0.04

818 JW3194 nanA ECK3214 N-acetylneuraminate lyase 141 N.D. 13.47 N.D. 0.31 ± 0.03 0.03 ± 0.03 2 - 12.40 ± 0.16

819 JW3199 rpsI ECK3219 30S ribosomal subunit protein S9 460 291 64.62 55.38 24.12 ± 5.00 9.00 ± 0.03 14 10 2.68 ± 5.66

820 JW3200 rplM ECK3220 50S ribosomal subunit protein L13 591 249 78.17 49.30 99.00 ± 4.49 12.34 ± 0.03 16 9 8.02 ± 5.12

821 JW3203 degQ ECK3223 serine endoprotease, periplasmic 578 381 37.14 29.67 1.72 ± 0.12 1.46 ± 0.03 10 9 1.18 ± 0.42

822 JW3204 degS ECK3224 serine endoprotease, periplasmic 880 974 52.96 52.96 9.00 ± 1.72 13.25 ± 0.03 13 15 0.68 ± 4.63

823 JW3205 mdh ECK3225 malate dehydrogenase, NAD(P)-binding 1530 1027 81.41 74.04 51.75 ± 1.93 10.36 ± 0.03 31 19 5.00 ± 13.26

824 JW3213 tldD ECK3233 predicted peptidase 98 N.D. 7.69 N.D. 0.21 ± 0.03 0.03 ± 0.03 2 - 8.40 ± 0.00

825 JW3219 mreC ECK3238 cell wall structural complex MreBCD transmembrane component MreC 854 1007 55.04 64.58 3.51 ± 0.14 4.38 ± 0.03 17 19 0.80 ± 1.19

826 JW3220 mreB ECK3239 cell wall structural complex MreBCD, actin-like component MreB 1244 989 64.55 53.89 37.75 ± 3.80 18.68 ± 0.03 27 22 2.02 ± 7.56

827 JW3221 yhdA ECK3240 conserved inner membrane protein 406 408 14.24 17.18 0.55 ± 0.11 0.83 ± 0.03 8 11 0.66 ± 0.22

828 JW3222 yhdH ECK3241 predicted oxidoreductase, Zn-dependent and NAD(P)-binding 391 N.D. 41.98 N.D. 3.22 ± 0.35 0.03 ± 0.03 10 - 128.80 ± 0.71

829 JW3224 accC ECK3243 acetyl-CoA carboxylase, biotin carboxylase subunit 1115 137 53.45 13.14 5.40 ± 0.46 0.45 ± 0.03 25 5 12.00 ± 1.49

830 JW3242 aroE ECK3268 dehydroshikimate reductase, NAD(P)-binding N.D. 94 N.D. 11.03 0.03 ± 0.03 0.43 ± 0.03 - 2 0.06 ± 0.23

831 JW3250 rsmB ECK3275 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 365 N.D. 30.54 N.D. 0.82 ± 0.17 0.03 ± 0.03 6 - 32.80 ± 0.21

832 JW3251 trkA ECK3276 NAD-binding component of TrK potassium transporter N.D. 30 N.D. 4.15 0.03 ± 0.03 0.20 ± 0.03 - 2 0.13 ± 0.00

833 JW3252 mscL ECK3277 mechanosensitive channel 466 471 64.71 47.06 67.13 ± 18.33 67.13 ± 0.03 11 11 1.00 ± 8.58

834 JW3256 rplQ ECK3281 50S ribosomal subunit protein L17 384 263 55.12 33.07 9.00 ± 2.32 3.64 ± 0.03 9 6 2.47 ± 2.24

835 JW3257 rpoA ECK3282 RNA polymerase, alpha subunit 1158 1084 77.51 72.34 23.04 ± 0.67 14.51 ± 0.03 29 25 1.59 ± 4.51

836 JW3258 rpsD ECK3283 30S ribosomal subunit protein S4 1210 490 74.76 45.63 83.83 ± 6.62 5.11 ± 0.03 27 11 16.41 ± 9.57

837 JW3259 rpsK ECK3284 30S ribosomal subunit protein S11 400 262 61.24 39.53 9.00 ± 1.55 3.64 ± 0.03 9 6 2.47 ± 1.84

838 JW3260 rpsM ECK3285 30S ribosomal subunit protein S13 718 494 76.27 67.80 1929.70 ± 50.32 137.95 ± 0.03 23 15 13.99 ± 45.94

839 JW3261 rpmJ ECK3286 50S ribosomal subunit protein L36 75 N.D. 42.11 N.D. 99.00 ± 0.03 0.03 ± 0.03 2 - 3960.00 ± 57.14

840 JW3262 secY ECK3287 preprotein translocase membrane subunit 577 542 20.77 20.99 19.31 ± 2.53 16.01 ± 0.03 17 16 1.21 ± 3.31

841 JW3263 rplO ECK3288 50S ribosomal subunit protein L15 569 535 67.36 66.67 14.85 ± 3.16 9.00 ± 0.03 12 10 1.65 ± 2.76

842 JW3264 rpmD ECK3289 50S ribosomal subunit protein L30 334 71 81.36 57.63 38.81 ± 3.38 2.98 ± 0.03 8 3 13.02 ± 5.00

843 JW3265 rpsE ECK3290 30S ribosomal subunit protein S5 768 735 80.24 73.65 57.78 ± 3.03 9.00 ± 0.03 23 13 6.42 ± 6.90

844 JW3266 rplR ECK3291 50S ribosomal subunit protein L18 333 193 58.97 47.86 9.00 ± 0.00 3.22 ± 0.03 8 5 2.80 ± 3.31

845 JW3267 rplF ECK3292 50S ribosomal subunit protein L6 863 365 77.97 42.37 27.48 ± 2.60 3.33 ± 0.03 16 7 8.25 ± 5.37

846 JW3268 rpsH ECK3293 30S ribosomal subunit protein S8 233 142 43.08 22.31 2.83 ± 0.27 0.78 ± 0.03 7 3 3.63 ± 0.60

847 JW3269 rpsN ECK3294 30S ribosomal subunit protein S14 122 59 29.70 28.71 6.20 ± 1.04 0.93 ± 0.03 6 2 6.67 ± 1.05

848 JW3270 rplE ECK3295 50S ribosomal subunit protein L5 1082 860 86.03 82.68 202.09 ± 8.48 48.24 ± 0.03 30 22 4.19 ± 17.50

849 JW3272 rplN ECK3297 50S ribosomal subunit protein L14 583 344 78.05 58.54 50.79 ± 4.34 18.31 ± 0.03 12 9 2.77 ± 8.24

850 JW3273 rpsQ ECK3298 30S ribosomal subunit protein S17 222 216 60.71 52.38 14.85 ± 5.51 9.00 ± 0.03 6 5 1.65 ± 1.89

851 JW3274 rpmC ECK3299 50S ribosomal subunit protein L29 338 251 58.73 71.43 55.23 ± 7.99 99.00 ± 0.03 7 8 0.56 ± 11.38

852 JW3275 rplP ECK3300 50S ribosomal subunit protein L16 291 337 43.38 40.44 12.89 ± 0.84 6.20 ± 0.03 8 6 2.08 ± 1.72

853 JW3276 rpsC ECK3301 30S ribosomal subunit protein S3 1382 932 83.69 75.11 76.43 ± 3.57 39.84 ± 0.03 34 29 1.92 ± 11.86

854 JW3277 rplV ECK3302 50S ribosomal subunit protein L22 782 573 78.18 62.73 214.44 ± 35.98 67.13 ± 0.03 14 11 3.19 ± 24.71

855 JW3278 rpsS ECK3303 30S ribosomal subunit protein S19 226 101 68.48 47.83 38.81 ± 3.04 2.98 ± 0.03 8 3 13.02 ± 2.87

856 JW3279 rplB ECK3304 50S ribosomal subunit protein L2 870 446 67.40 47.99 22.36 ± 1.24 3.28 ± 0.03 26 12 6.82 ± 3.96

857 JW3280 rplW ECK3305 50S ribosomal subunit protein L23 55 66 22.00 19.00 2.98 ± 0.03 1.51 ± 0.03 3 2 1.97 ± 0.85

858 JW3281 rplD ECK3306 50S ribosomal subunit protein L4 553 474 60.70 62.69 27.48 ± 5.35 27.48 ± 0.03 16 16 1.00 ± 3.81

859 JW3282 rplC ECK3307 50S ribosomal subunit protein L3 689 515 58.85 47.85 7.73 ± 2.66 4.08 ± 0.03 16 12 1.89 ± 1.26

860 JW3283 rpsJ ECK3308 30S ribosomal subunit protein S10 492 557 62.14 62.14 45.42 ± 9.67 20.54 ± 0.03 15 12 2.21 ± 8.16

861 JW3298 bfr ECK3323 bacterioferritin, iron storage and detoxification protein 980 806 72.78 89.24 80.11 ± 0.00 42.29 ± 0.03 21 18 1.89 ± 11.11

862 JW3301 tufA ECK3326 protein chain elongation factor EF-Tu (duplicate of tufB) 2271 1548 97.21 84.26 180.66 ± 8.07 32.00 ± 0.03 61 41 5.65 ± 16.06

863 JW3302 fusA ECK3327 protein chain elongation factor EF-G 2814 2389 71.73 65.91 20.54 ± 1.30 20.54 ± 0.03 56 56 1.00 ± 5.32

864 JW3303 rpsG ECK3328 30S ribosomal subunit protein S7 1217 1149 85.47 81.56 137.95 ± 3.85 42.94 ± 0.03 30 23 3.21 ± 18.55

865 JW3304 rpsL ECK3329 30S ribosomal subunit protein S12 388 230 48.39 29.84 6.50 ± 0.81 4.62 ± 0.03 7 6 1.41 ± 1.99

866 JW3314 kefG ECK3339 component of potassium effux complex with KefB 101 N.D. 17.39 N.D. 0.43 ± 0.03 0.03 ± 0.03 2 - 17.20 ± 0.23

867 JW3315 yheS ECK3340 fused predicted transporter subunits -!- ATP-binding components of ABC superfamily N.D. 178 N.D. 7.06 0.03 ± 0.03 0.28 ± 0.03 - 4 0.09 ± 0.00

868 JW3318 prkB ECK3343 predicted phosphoribulokinase 84 54 6.92 6.92 0.52 ± 0.03 0.52 ± 0.03 2 2 1.00 ± 0.28

869 JW3328 nirB ECK3353 nitrite reductase, large subunit, NAD(P)H-binding 26 N.D. 2.72 N.D. 0.09 ± 0.03 0.03 ± 0.03 2 - 3.60 ± 0.00

870 JW3351 damX ECK3375 predicted protein 1164 1085 56.54 53.50 20.54 ± 1.62 16.30 ± 0.03 28 26 1.26 ± 4.45

871 JW3352 aroB ECK3376 3-dehydroquinate synthase 300 115 32.60 12.98 1.64 ± 0.41 0.44 ± 0.03 8 3 3.73 ± 0.35

872 JW3359 mrcA ECK3383 fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 1857 1705 60.35 55.88 4.82 ± 0.21 3.86 ± 0.03 39 35 1.25 ± 1.12

873 JW3361 yrfF ECK3385 predicted inner membrane protein 711 646 24.75 18.42 2.16 ± 0.35 1.68 ± 0.03 14 12 1.29 ± 0.58

874 JW3365 yhgE ECK3389 predicted inner membrane protein N.D. 145 N.D. 10.63 0.03 ± 0.03 0.78 ± 0.03 - 5 0.03 ± 0.22

875 JW3366 pck ECK3390 phosphoenolpyruvate carboxykinase 402 395 25.56 25.93 1.00 ± 0.20 0.85 ± 0.03 9 8 1.18 ± 0.28

876 JW3367 envZ ECK3391 sensory histidine kinase in two-component regulatory system with OmpR 582 718 31.33 37.56 2.29 ± 0.52 3.18 ± 0.03 15 18 0.72 ± 0.65

877 JW3368 ompR ECK3392 DNA-binding response regulator in two-component regulatory system with EnvZ 780 585 75.31 66.95 11.59 ± 0.75 5.31 ± 0.03 22 16 2.18 ± 1.85

878 JW3370 yhgF ECK3394 predicted transcriptional accessory protein 473 289 20.96 16.82 0.65 ± 0.06 0.46 ± 0.03 12 9 1.41 ± 0.13

879 JW3381 malT ECK3405 DNA-binding transcriptional activator, maltotriose-ATP-binding 48 N.D. 4.22 N.D. 0.09 ± 0.03 0.03 ± 0.03 2 - 3.60 ± 0.00

880 JW3386 glpR ECK3409 DNA-binding transcriptional repressor 168 N.D. 12.70 N.D. 0.78 ± 0.03 0.03 ± 0.03 3 - 31.20 ± 0.25

881 JW3389 glpD ECK3412 sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 1299 987 60.68 46.71 5.81 ± 0.75 1.78 ± 0.03 30 16 3.26 ± 0.97

882 JW3391 glgP ECK3414 glycogen phosphorylase 877 753 33.74 26.38 1.86 ± 0.28 1.46 ± 0.03 21 18 1.27 ± 0.33

883 JW3392 glgA ECK3415 glycogen synthase 783 759 31.87 30.82 10.45 ± 0.69 6.63 ± 0.03 18 15 1.58 ± 2.54

884 JW3393 glgC ECK3416 glucose-1-phosphate adenylyltransferase 424 478 31.32 33.64 2.91 ± 0.21 2.03 ± 0.03 16 13 1.43 ± 0.57

885 JW3395 glgB ECK3418 1,4-alpha-glucan branching enzyme N.D. 143 N.D. 4.53 0.03 ± 0.03 0.20 ± 0.03 - 3 0.13 ± 0.00

886 JW3413 yhhA ECK3432 conserved protein N.D. 96 N.D. 28.08 0.03 ± 0.03 1.68 ± 0.03 - 3 0.01 ± 0.52

887 JW3415 ugpC ECK3434 glycerol-3-phosphate transporter subunit -!- ATP-binding component of ABC superfamily N.D. 132 N.D. 8.43 0.03 ± 0.03 0.39 ± 0.03 - 2 0.06 ± 0.00

888 JW3427 ftsX ECK3446 predicted transporter subunit -!- membrane component of ABC superfamily 696 547 36.93 38.92 5.81 ± 0.00 4.99 ± 0.03 15 14 1.16 ± 1.39

889 JW3428 ftsE ECK3447 predicted transporter subunit -!- ATP-binding component of ABC superfamily 689 728 81.98 78.38 15.38 ± 0.63 9.00 ± 0.03 17 14 1.71 ± 2.62

890 JW3429 ftsY ECK3448 fused Signal Recognition Particle (SRP) receptor 557 248 32.80 20.32 2.46 ± 0.45 1.03 ± 0.03 14 8 2.39 ± 0.36

891 JW3432 yhhM ECK3451 conserved protein 137 107 26.05 26.05 2.16 ± 0.03 1.37 ± 0.03 4 3 1.58 ± 0.67

892 JW3434 zntA ECK3453 zinc, cobalt and lead efflux system 1288 1739 43.72 55.74 5.04 ± 0.45 12.34 ± 0.03 25 36 0.41 ± 2.77

893 JW3454 yhiI ECK3472 predicted HlyD family secretion protein 1228 1254 62.54 57.18 12.18 ± 1.16 9.00 ± 0.03 28 25 1.35 ± 2.97

894 JW3460 pitA ECK3478 phosphate transporter, low-affinity 415 553 15.03 21.64 18.95 ± 2.13 24.12 ± 0.03 13 14 0.79 ± 2.28

895 JW3461 yhiO ECK3479 predicted universal stress (ethanol tolerance) protein B N.D. 51 N.D. 31.53 0.03 ± 0.03 1.15 ± 0.03 - 2 0.02 ± 0.65

896 JW3462 uspA ECK3480 universal stress global response regulator 228 251 43.06 48.61 13.68 ± 1.25 9.00 ± 0.03 7 6 1.52 ± 2.45

897 JW3465 prlC ECK3483 oligopeptidase A 133 87 10.15 3.53 0.32 ± 0.03 0.12 ± 0.03 5 2 2.67 ± 0.05

898 JW3474 slp ECK3490 outer membrane lipoprotein 616 490 61.70 61.70 20.54 ± 1.69 15.68 ± 0.03 12 11 1.31 ± 7.04

899 JW3475 yhiF ECK3491 predicted DNA-binding ranscriptional regulator N.D. 27 N.D. 9.09 0.03 ± 0.03 0.67 ± 0.03 - 2 0.04 ± 0.00

900 JW3479 hdeD ECK3495 acid-resistance membrane protein 42 98 9.47 10.00 3.64 ± 0.03 20.54 ± 0.03 2 4 0.18 ± 2.08

901 JW3481 mdtE ECK3497 multidrug resistance efflux transporter 1484 1657 72.21 72.21 8.18 ± 1.08 9.00 ± 0.03 26 27 0.91 ± 2.88

902 JW3482 mdtF ECK3498 multidrug transporter, RpoS-dependent 1501 1582 35.49 35.00 11.92 ± 0.68 9.00 ± 0.03 40 36 1.32 ± 3.06
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903 JW3485 gadA ECK3502 glutamate decarboxylase A, PLP-dependent 2499 1613 69.74 60.73 331.46 ± 15.22 32.25 ± 0.03 58 35 10.28 ± 21.08

904 JW3490 yhjD ECK3507 conserved inner membrane protein 263 371 15.43 18.40 1.89 ± 0.23 3.92 ± 0.03 6 9 0.48 ± 0.63

905 JW3492 yhjG ECK3509 predicted outer membrane biogenesis protein 2214 1955 67.73 62.95 15.19 ± 0.47 13.55 ± 0.03 52 50 1.12 ± 3.81

906 JW3495 yhjJ ECK3512 predicted zinc-dependent peptidase 263 381 14.66 21.89 0.35 ± 0.03 0.81 ± 0.03 4 8 0.43 ± 0.16

907 JW3496 dctA ECK3513 C4-dicarboxylic acid, orotate and citrate transporter 390 349 14.49 13.08 6.74 ± 0.78 4.99 ± 0.03 8 7 1.35 ± 1.70

908 JW3500 bcsB ECK3517 regulator of cellulose synthase, cyclic di-GMP binding 100 280 6.80 11.55 0.25 ± 0.03 0.40 ± 0.03 4 6 0.63 ± 0.09

909 JW3506 bcsG ECK3523 predicted inner membrane protein 80 129 8.23 9.12 0.54 ± 0.03 0.54 ± 0.03 3 3 1.00 ± 0.26

910 JW3509 dppF ECK3527 dipeptide transporter -!- ATP-binding component of ABC superfamily 543 532 35.93 30.84 1.98 ± 0.14 1.64 ± 0.03 9 8 1.21 ± 0.50

911 JW3510 dppD ECK3528 dipeptide transporter -!- ATP-binding component of ABC superfamily 522 627 39.76 40.67 2.16 ± 0.14 3.08 ± 0.03 9 11 0.70 ± 0.82

912 JW3511 dppC ECK3529 dipeptide transporter -!- membrane component of ABC superfamily 162 188 16.67 20.67 3.22 ± 0.46 4.62 ± 0.03 5 6 0.70 ± 1.39

913 JW3512 dppB ECK3530 dipeptide transporter-!- membrane component of ABC superfamily 180 231 9.14 12.09 2.16 ± 0.58 5.81 ± 0.03 3 5 0.37 ± 1.54

914 JW3513 dppA ECK3531 dipeptide transporter -!- periplasmic-binding component of ABC superfamily 655 516 37.38 32.15 1.93 ± 0.33 1.33 ± 0.03 14 11 1.45 ± 0.24

915 JW3530 glyS ECK3547 glycine tRNA synthetase, beta subunit 2456 1844 71.99 65.17 13.92 ± 1.62 9.51 ± 0.03 54 47 1.46 ± 2.34

916 JW3531 glyQ ECK3548 glycine tRNA synthetase, alpha subunit 419 394 38.28 36.96 3.92 ± 0.38 3.12 ± 0.03 9 8 1.26 ± 1.27

917 JW3561 aldB ECK3577 aldehyde dehydrogenase B 1246 1497 61.33 61.91 16.78 ± 2.31 16.78 ± 0.03 30 30 1.00 ± 2.66

918 JW3564 selA ECK3580 selenocysteine synthase 858 800 45.14 47.73 2.59 ± 0.12 1.97 ± 0.03 20 17 1.31 ± 0.49

919 JW3573 mtlA ECK3588 fused mannitol-specific PTS enzyme IIABC components 1962 2149 46.62 44.74 17.87 ± 0.41 17.87 ± 0.03 37 37 1.00 ± 6.74

920 JW3580 lldD ECK3595 L-lactate dehydrogenase, FMN-linked 1231 1068 62.88 57.58 11.12 ± 0.66 11.12 ± 0.03 26 26 1.00 ± 2.82

921 JW3582 cysE ECK3597 serine acetyltransferase 264 118 24.54 25.64 1.28 ± 0.03 0.93 ± 0.03 5 4 1.38 ± 0.40

922 JW3583 gpsA ECK3598 glycerol-3-phosphate dehydrogenase (NAD+) 60 N.D. 14.16 N.D. 0.26 ± 0.03 0.03 ± 0.03 2 - 10.40 ± 0.13

923 JW3584 secB ECK3599 protein export chaperone 203 216 32.90 28.39 9.00 ± 0.00 9.00 ± 0.03 5 5 1.00 ± 2.66

924 JW3586 yibN ECK3601 predicted rhodanese-related sulfurtransferase 756 710 67.83 61.54 70.97 ± 16.27 99.00 ± 0.03 13 14 0.72 ± 11.23

925 JW3591 tdh ECK3606 threonine 3-dehydrogenase, NAD(P)-binding 320 150 28.45 22.87 2.65 ± 0.55 1.37 ± 0.03 9 6 1.93 ± 0.43

926 JW3592 kbl ECK3607 glycine C-acetyltransferase 844 285 39.95 22.36 9.00 ± 0.83 1.24 ± 0.03 20 7 7.26 ± 1.77

927 JW3594 rfaD ECK3609 ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 831 291 49.03 20.65 9.00 ± 0.60 1.15 ± 0.03 18 6 7.83 ± 1.69

928 JW3597 rfaL ECK3612 O-antigen ligase 85 76 5.49 5.49 0.39 ± 0.03 0.64 ± 0.03 2 3 0.61 ± 0.21

929 JW3598 rfaK ECK3613 lipopolysaccharide core biosynthesis 252 136 16.53 11.20 0.61 ± 0.11 0.27 ± 0.03 6 3 2.26 ± 0.14

930 JW3599 rfaZ ECK3614 lipopolysaccharide core biosynthesis protein 72 N.D. 10.25 N.D. 0.29 ± 0.03 0.03 ± 0.03 2 - 11.60 ± 0.15

931 JW3600 rfaY ECK3615 lipopolysaccharide core biosynthesis protein 103 N.D. 14.66 N.D. 1.03 ± 0.16 0.03 ± 0.03 4 - 41.20 ± 0.25

932 JW3601 rfaJ ECK3616 UDP-D-glucose:(galactosyl)lipopolysaccharide glucosyltransferase 65 94 6.21 9.76 0.22 ± 0.03 0.22 ± 0.03 2 2 1.00 ± 0.00

933 JW3604 rfaS ECK3619 lipopolysaccharide core biosynthesis protein 32 N.D. 6.43 N.D. 0.19 ± 0.03 0.03 ± 0.03 2 - 7.60 ± 0.09

934 JW3605 rfaP ECK3620 kinase that phosphorylates core heptose of lipopolysaccharide 243 283 17.74 25.28 0.69 ± 0.03 1.08 ± 0.03 5 7 0.64 ± 0.25

935 JW3607 rfaQ ECK3622 lipopolysaccharide core biosynthesis protein 453 196 31.40 24.13 1.51 ± 0.39 1.24 ± 0.03 8 7 1.22 ± 0.10

936 JW3608 kdtA ECK3623 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 202 366 20.71 32.00 0.93 ± 0.12 2.34 ± 0.03 6 11 0.40 ± 0.65

937 JW3612 rpmB ECK3627 50S ribosomal subunit protein L28 169 N.D. 46.15 N.D. 2.73 ± 0.90 0.03 ± 0.03 4 - 109.20 ± 0.88

938 JW3619 yicC ECK3634 conserved protein 700 127 48.78 8.36 2.32 ± 0.37 0.22 ± 0.03 12 2 10.55 ± 0.55

939 JW3624 rpoZ ECK3639 RNA polymerase, omega subunit 239 132 92.31 52.75 4.18 ± 0.90 2.73 ± 0.03 5 4 1.53 ± 0.88

940 JW3625 spoT ECK3640 bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 195 242 13.68 15.67 0.50 ± 0.22 0.58 ± 0.03 7 8 0.86 ± 0.03

941 JW3630 yicH ECK3645 conserved protein 1229 1360 49.56 53.95 4.84 ± 0.17 9.80 ± 0.03 23 31 0.49 ± 1.83

942 JW3635 nlpA ECK3651 cytoplasmic membrane lipoprotein-28 603 635 43.75 47.43 6.20 ± 1.20 6.20 ± 0.03 12 12 1.00 ± 1.48

943 JW3645 ilvN ECK3661 acetolactate synthase I, small subunit 46 N.D. 26.04 N.D. 0.93 ± 0.03 0.03 ± 0.03 2 - 37.20 ± 0.52

944 JW3646 ilvB ECK3662 acetolactate synthase I, large subunit 481 N.D. 31.67 N.D. 2.83 ± 0.25 0.03 ± 0.03 14 - 113.20 ± 0.36

945 JW3662 yidE ECK3677 predicted transporter 160 155 7.05 4.70 1.03 ± 0.16 1.42 ± 0.03 4 5 0.73 ± 0.29

946 JW3664 ibpA ECK3679 heat shock chaperone 101 143 21.90 21.90 1.37 ± 0.00 1.37 ± 0.03 3 3 1.00 ± 0.69

947 JW3678 dnaN ECK3693 DNA polymerase III, beta subunit 365 128 28.42 8.74 1.78 ± 0.22 0.47 ± 0.03 8 3 3.79 ± 0.33

948 JW3679 dnaA ECK3694 chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 620 616 32.12 38.12 1.68 ± 0.08 2.27 ± 0.03 15 18 0.74 ± 0.67

949 JW3683 yidC ECK3698 cytoplasmic insertase into membrane protein, Sec system 1151 973 42.52 41.61 15.24 ± 1.39 11.74 ± 0.03 23 21 1.30 ± 2.75

950 JW3684 trmE ECK3699 GTPase 540 447 39.65 22.47 1.59 ± 0.09 0.74 ± 0.03 12 7 2.15 ± 0.38

951 JW3686 tnaA ECK3701 tryptophanase/L-cysteine desulfhydrase, PLP-dependent 2452 1884 90.45 78.13 91.84 ± 5.92 21.64 ± 0.03 61 42 4.24 ± 13.39

952 JW3702 phoU ECK3717 DNA-binding transcriptional regulator 408 469 44.40 59.75 2.59 ± 0.51 3.64 ± 0.03 10 12 0.71 ± 0.38

953 JW3703 pstB ECK3718 phosphate transporter subunit -!- ATP-binding component of ABC superfamily 273 327 25.68 29.18 0.67 ± 0.12 0.90 ± 0.03 4 5 0.74 ± 0.29

954 JW3707 glmS ECK3722 L-glutamine:D-fructose-6-phosphate aminotransferase 748 787 33.17 37.93 1.31 ± 0.13 1.85 ± 0.03 12 15 0.71 ± 0.47

955 JW3708 glmU ECK3723 fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 128 N.D. 9.87 N.D. 0.32 ± 0.03 0.03 ± 0.03 3 - 12.80 ± 0.10

956 JW3709 atpC ECK3724 F1 sector of membrane-bound ATP synthase, epsilon subunit N.D. 55 N.D. 38.13 0.03 ± 0.03 0.93 ± 0.03 - 2 0.03 ± 0.00

957 JW3710 atpD ECK3725 F1 sector of membrane-bound ATP synthase, beta subunit 1420 1688 64.78 78.70 13.07 ± 0.65 18.78 ± 0.03 31 35 0.70 ± 3.81

958 JW3711 atpG ECK3726 F1 sector of membrane-bound ATP synthase, gamma subunit 805 814 49.13 48.08 7.86 ± 1.05 15.24 ± 0.03 18 23 0.52 ± 2.92

959 JW3712 atpA ECK3727 F1 sector of membrane-bound ATP synthase, alpha subunit 1696 2109 61.99 64.33 17.48 ± 0.89 22.26 ± 0.03 38 41 0.79 ± 5.63

960 JW3713 atpH ECK3728 F1 sector of membrane-bound ATP synthase, delta subunit 407 445 47.46 51.98 9.00 ± 0.00 9.00 ± 0.03 9 9 1.00 ± 3.37

961 JW3714 atpF ECK3729 F0 sector of membrane-bound ATP synthase, subunit b 1569 1599 73.72 69.87 1257.93 ± 125.64 793.33 ± 0.03 31 29 1.59 ± 152.69

962 JW3716 atpB ECK3731 F0 sector of membrane-bound ATP synthase, subunit a 241 102 32.84 11.07 5.31 ± 0.85 1.51 ± 0.03 4 2 3.52 ± 0.58

963 JW3719 gidA ECK3734 glucose-inhibited cell-division protein 313 54 22.89 6.52 0.86 ± 0.09 0.13 ± 0.03 10 2 6.62 ± 0.23

964 JW3722 asnA ECK3738 asparagine synthetase A 659 134 42.12 12.12 2.51 ± 0.13 0.37 ± 0.03 12 3 6.78 ± 0.57

965 JW3725 yieN ECK3740 fused predicted transcriptional regulators 393 437 22.69 21.29 0.91 ± 0.06 0.65 ± 0.03 9 7 1.40 ± 0.26

966 JW3728 rbsA ECK3743 fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 95 355 5.99 20.96 0.13 ± 0.03 0.55 ± 0.03 2 7 0.24 ± 0.20

967 JW3729 rbsC ECK3744 D-ribose transporter subunit -!- membrane component of ABC superfamily N.D. 128 N.D. 13.71 0.03 ± 0.03 0.78 ± 0.03 - 2 0.03 ± 0.43

968 JW3730 rbsB ECK3745 D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily N.D. 188 N.D. 16.22 0.03 ± 0.03 0.47 ± 0.03 - 3 0.05 ± 0.15

969 JW3753 rhlB ECK3772 ATP-dependent RNA helicase 819 696 52.73 51.78 3.18 ± 0.22 3.52 ± 0.03 18 19 0.90 ± 0.70

970 JW3756 rho ECK3775 transcription termination factor 1875 1142 74.22 65.39 21.76 ± 1.71 8.21 ± 0.03 38 27 2.65 ± 2.89

971 JW3765 rffA ECK3783 TDP-4-oxo-6-deoxy-D-glucose transaminase 96 N.D. 11.44 N.D. 0.41 ± 0.03 0.03 ± 0.03 3 - 16.40 ± 0.13

972 JW3770 rffM ECK3787 UDP-N-acetyl-D-mannosaminuronic acid transferase 604 506 51.63 58.54 3.44 ± 0.24 4.08 ± 0.03 11 12 0.84 ± 1.37

973 JW3774 hemY ECK3796 predicted protoheme IX synthesis protein 1255 1054 62.06 51.26 21.28 ± 1.83 11.22 ± 0.03 31 25 1.90 ± 3.64

974 JW3775 hemX ECK3797 uroporphyrinogen III methylase 2069 2138 86.01 84.22 46.86 ± 6.06 62.10 ± 0.03 42 45 0.75 ± 6.01

975 JW3781 yifL ECK3803 predicted lipoprotein 90 78 50.75 50.75 9.00 ± 0.00 3.64 ± 0.03 3 2 2.47 ± 2.10

976 JW3783 yigA ECK3805 conserved protein 141 43 22.55 12.34 0.97 ± 0.11 0.31 ± 0.03 5 2 3.13 ± 0.18

977 JW3785 yigB ECK3807 predicted hydrolase 107 N.D. 15.13 N.D. 0.52 ± 0.03 0.03 ± 0.03 2 - 20.80 ± 0.28

978 JW3786 uvrD ECK3808 DNA-dependent ATPase I and helicase II 309 96 16.53 5.00 0.46 ± 0.08 0.10 ± 0.03 8 2 4.60 ± 0.08

979 JW3789 corA ECK3810 magnesium/nickel/cobalt transporter 901 787 53.48 53.16 27.94 ± 2.48 69.17 ± 0.03 19 24 0.40 ± 6.77

980 JW3794 pldA ECK3815 outer membrane phospholipase A 906 841 68.51 68.17 12.89 ± 1.62 9.00 ± 0.03 16 14 1.43 ± 2.95

981 JW3808 udp ECK3825 uridine phosphorylase 711 365 71.94 60.08 7.38 ± 0.55 2.46 ± 0.03 12 7 3.00 ± 2.11

982 JW3809 rmuC ECK3826 predicted recombination limiting protein 1133 1210 45.68 48.42 2.79 ± 0.33 3.28 ± 0.03 22 24 0.85 ± 1.02

983 JW3811 yigP ECK3828 conserved protein 338 157 40.30 22.39 4.62 ± 0.93 3.22 ± 0.03 6 5 1.43 ± 0.67

984 JW3812 ubiB ECK3829 2-octaprenylphenol hydroxylase 217 343 9.71 16.30 0.42 ± 0.14 0.87 ± 0.03 5 9 0.48 ± 0.25

985 JW3813 tatA ECK3830 TatABCE protein translocation system subunit 406 176 68.54 46.07 315.23 ± 22.20 9.00 ± 0.03 10 4 35.03 ± 18.91

986 JW3819 ubiD ECK3835 3-octaprenyl-4-hydroxybenzoate decarboxylase 608 528 23.14 28.17 1.15 ± 0.15 1.51 ± 0.03 10 12 0.76 ± 0.41

987 JW3822 fadB ECK3838 fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 614 273 23.59 18.24 1.24 ± 0.17 0.78 ± 0.03 14 10 1.59 ± 0.26

988 JW3827 hemG ECK3842 protoporphyrin oxidase, flavoprotein N.D. 148 N.D. 24.86 0.03 ± 0.03 0.93 ± 0.03 - 4 0.03 ± 0.35

989 JW3829 mobA ECK3849 molybdopterin-guanine dinucleotide synthase 66 N.D. 8.25 N.D. 0.52 ± 0.03 0.03 ± 0.03 2 - 20.80 ± 0.00

990 JW3835 polA ECK3855 fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 609 707 19.40 27.80 0.60 ± 0.07 1.25 ± 0.03 11 19 0.48 ± 0.21

991 JW3838 hemN ECK3860 coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 132 N.D. 9.41 N.D. 0.26 ± 0.03 0.03 ± 0.03 3 - 10.40 ± 0.08

992 JW3839 glnG ECK3861 fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 369 345 26.65 18.55 1.40 ± 0.09 0.89 ± 0.03 11 8 1.57 ± 0.35

993 JW3840 glnL ECK3862 sensory kinase in two-component regulatory system with GlnG 216 312 17.77 19.20 0.83 ± 0.03 0.83 ± 0.03 5 5 1.00 ± 0.30

994 JW3841 glnA ECK3863 glutamine synthetase 930 1091 66.10 66.31 7.38 ± 0.64 10.94 ± 0.03 24 28 0.67 ± 2.71

995 JW3857 rbn ECK3879 tRNA processing exoribonuclease BN N.D. 113 N.D. 9.66 0.03 ± 0.03 0.93 ± 0.03 - 2 0.03 ± 0.00

996 JW3859 yiiD ECK3881 predicted acetyltransferase 74 96 6.69 6.69 0.29 ± 0.03 0.29 ± 0.03 2 2 1.00 ± 0.00

997 JW3862 fdhE ECK3884 formate dehydrogenase formation protein 153 N.D. 10.03 N.D. 0.29 ± 0.03 0.03 ± 0.03 2 - 11.60 ± 0.15

998 JW3863 fdoI ECK3885 formate dehydrogenase-O, cytochrome b556 subunit 125 109 9.00 9.00 0.93 ± 0.03 0.93 ± 0.03 2 2 1.00 ± 0.52

999 JW3864 fdoH ECK3886 formate dehydrogenase-O, Fe-S subunit 739 730 44.33 40.00 5.66 ± 0.69 6.63 ± 0.03 14 15 0.85 ± 1.81

1000 JW3865 fdoG ECK3887 formate dehydrogenase-O, large subunit 2312 2068 51.08 48.43 7.23 ± 0.17 5.02 ± 0.03 54 46 1.44 ± 1.72

1001 JW3882 cpxA ECK3904 sensory histidine kinase in two-component regulatory system with CpxR 862 736 39.82 43.11 3.92 ± 0.17 3.51 ± 0.03 18 17 1.12 ± 1.27

1002 JW3883 cpxR ECK3905 DNA-binding response regulator in two-component regulatory system with CpxA 94 N.D. 13.79 N.D. 0.87 ± 0.03 0.03 ± 0.03 3 - 34.80 ± 0.28

1003 JW3886 fieF ECK3907 zinc transporter 173 162 15.33 15.33 1.31 ± 0.03 1.31 ± 0.03 4 4 1.00 ± 0.44

1004 JW3887 pfkA ECK3908 6-phosphofructokinase I 330 294 33.13 25.94 1.99 ± 0.55 1.15 ± 0.03 10 7 1.73 ± 0.29

1005 JW3889 cdh ECK3910 CDP-diacylglycerol phosphotidylhydrolase 448 408 36.25 35.86 4.08 ± 0.65 2.87 ± 0.03 12 10 1.42 ± 0.68

1006 JW3890 tpiA ECK3911 triosephosphate isomerase 341 113 45.49 16.86 3.64 ± 0.71 0.78 ± 0.03 8 3 4.67 ± 0.67

1007 JW3894 yiiT ECK3915 stress-induced protein 88 N.D. 21.13 N.D. 0.93 ± 0.03 0.03 ± 0.03 2 - 37.20 ± 0.52

1008 JW3896 glpX ECK3917 fructose 1,6-bisphosphatase II 138 N.D. 13.69 N.D. 0.44 ± 0.03 0.03 ± 0.03 3 - 17.60 ± 0.14

1009 JW3897 glpK ECK3918 glycerol kinase 1533 506 67.33 28.49 14.09 ± 2.48 1.47 ± 0.03 33 11 9.59 ± 2.67

1010 JW3902 hslU ECK3923 molecular chaperone and ATPase component of HslUV protease 1287 871 62.53 54.85 16.43 ± 0.32 4.74 ± 0.03 36 22 3.47 ± 3.11

1011 JW3903 hslV ECK3924 peptidase component of the HslUV protease 180 126 27.84 31.82 3.22 ± 0.46 2.16 ± 0.03 5 4 1.49 ± 0.73

1012 JW3904 ftsN ECK3925 essential cell division protein 670 620 43.26 40.44 5.45 ± 0.87 2.73 ± 0.03 17 12 2.00 ± 0.95

1013 JW3911 metL ECK3932 fused aspartokinase II -!- homoserine dehydrogenase II 330 233 10.00 6.42 0.40 ± 0.03 0.33 ± 0.03 7 6 1.21 ± 0.10

1014 JW3914 katG ECK3934 catalase/hydroperoxidase HPI(I) 2543 2177 63.36 56.89 19.81 ± 1.05 14.20 ± 0.03 58 52 1.40 ± 3.01

1015 JW3927 yijP ECK3946 conserved inner membrane protein 784 628 36.57 37.78 4.05 ± 0.53 4.05 ± 0.03 19 19 1.00 ± 0.98

1016 JW3928 ppc ECK3947 phosphoenolpyruvate carboxylase 166 303 7.47 11.89 0.17 ± 0.03 0.37 ± 0.03 4 8 0.46 ± 0.07

1017 JW3933 oxyR ECK3953 DNA-binding transcriptional dual regulator 93 N.D. 8.85 N.D. 0.36 ± 0.03 0.03 ± 0.03 2 - 14.40 ± 0.19

1018 JW3937 trmA ECK3957 tRNA (uracil-5-)-methyltransferase 179 N.D. 16.67 N.D. 0.82 ± 0.22 0.03 ± 0.03 6 - 32.80 ± 0.19

1019 JW3938 btuB ECK3958 vitamin B12/cobalamin outer membrane transporter 2553 2439 80.62 76.71 12.77 ± 0.74 21.97 ± 0.03 41 49 0.58 ± 4.84

1020 JW3941 birA ECK3965 bifunctional biotin-[acetylCoA carboxylase] holoenzyme synthetase -!- DNA-binding transcriptional repressor, bio-5'-AMP-binding 114 N.D. 11.53 N.D. 0.44 ± 0.03 0.03 ± 0.03 3 - 17.60 ± 0.14

1021 JW3944 secE ECK3972 preprotein translocase membrane subunit 106 147 20.47 20.47 4.18 ± 0.90 2.73 ± 0.03 5 4 1.53 ± 0.91

1022 JW3945 nusG ECK3973 transcription termination factor 389 190 58.56 39.23 4.62 ± 0.61 2.16 ± 0.03 9 6 2.14 ± 0.80

1023 JW3946 rplK ECK3974 50S ribosomal subunit protein L11 281 224 38.73 38.03 2.98 ± 0.47 2.16 ± 0.03 6 5 1.38 ± 1.12

1024 JW3947 rplA ECK3975 50S ribosomal subunit protein L1 1162 929 70.94 70.51 38.81 ± 3.83 33.15 ± 0.03 24 23 1.17 ± 8.59

1025 JW3948 rplJ ECK3976 50S ribosomal subunit protein L10 880 440 69.09 63.64 19.31 ± 2.48 6.02 ± 0.03 17 11 3.21 ± 3.40

1026 JW3949 rplL ECK3977 50S ribosomal subunit protein L7/L12 198 89 36.36 19.01 2.73 ± 0.61 0.93 ± 0.03 4 2 2.94 ± 0.75

1027 JW3950 rpoB ECK3978 RNA polymerase, beta subunit 5489 4892 74.66 74.29 28.18 ± 1.53 17.51 ± 0.03 126 109 1.61 ± 4.75

1028 JW3951 rpoC ECK3979 RNA polymerase, beta prime subunit 6718 5117 71.00 67.31 43.10 ± 0.99 18.45 ± 0.03 148 116 2.34 ± 7.32

1029 JW3959 rsd ECK3987 stationary phase protein, binds sigma 70 RNA polymerase subunit 96 N.D. 15.19 N.D. 0.78 ± 0.03 0.03 ± 0.03 2 - 31.20 ± 0.43

1030 JW3964 hupA ECK3992 HU, DNA-binding transcriptional regulator, alpha subunit 222 167 63.33 46.67 5.31 ± 0.03 5.31 ± 0.03 4 4 1.00 ± 1.54

1031 JW3965 yjaH ECK3993 conserved protein 107 84 22.94 16.88 1.15 ± 0.03 0.47 ± 0.03 4 2 2.45 ± 0.65

1032 JW3967 zraS ECK3995 sensory histidine kinase in two-component regulatory system with ZraR N.D. 85 N.D. 7.96 0.03 ± 0.03 0.49 ± 0.03 - 4 0.05 ± 0.00

1033 JW3970 purH ECK3998 fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 483 56 24.20 6.05 0.91 ± 0.06 0.15 ± 0.03 9 2 6.07 ± 0.18

1034 JW3974 aceB ECK4006 malate synthase A 1269 959 53.47 44.47 4.44 ± 0.64 3.44 ± 0.03 25 22 1.29 ± 0.82

1035 JW3975 aceA ECK4007 isocitrate lyase 2115 1808 75.12 73.04 48.62 ± 4.50 43.89 ± 0.03 39 38 1.11 ± 9.24

1036 JW3976 aceK ECK4008 isocitrate dehydrogenase kinase/phosphatase 51 N.D. 3.98 N.D. 0.12 ± 0.03 0.03 ± 0.03 2 - 4.80 ± 0.00

1037 JW3979 metH ECK4011 homocysteine-N5-methyltetrahydrofolate transmethylase, B12-dependent 172 N.D. 5.54 N.D. 0.16 ± 0.03 0.03 ± 0.03 5 - 6.40 ± 0.02

1038 JW3980 yjbB ECK4012 predicted transporter 322 373 15.10 15.10 1.00 ± 0.12 1.00 ± 0.03 6 6 1.00 ± 0.37

1039 JW3985 pgi ECK4017 glucosephosphate isomerase 221 190 10.20 7.65 0.45 ± 0.15 0.35 ± 0.03 5 4 1.29 ± 0.10

1040 JW3992 malG ECK4024 maltose transporter subunit -!- membrane component of ABC superfamily 68 87 6.76 6.76 0.93 ± 0.03 0.93 ± 0.03 2 2 1.00 ± 0.52

1041 JW3993 malF ECK4025 maltose transporter subunit -!- membrane component of ABC superfamily 623 684 30.16 27.43 3.44 ± 0.46 4.82 ± 0.03 11 13 0.71 ± 1.81

1042 JW3995 malK ECK4027 fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 722 695 48.25 48.25 4.93 ± 0.37 6.31 ± 0.03 17 19 0.78 ± 1.99

1043 JW3996 lamB ECK4028 maltose outer membrane porin (maltoporin) 1228 1365 60.54 67.04 9.96 ± 0.68 14.85 ± 0.03 26 30 0.67 ± 4.18

1044 JW3997 malM ECK4029 maltose regulon periplasmic protein 328 226 25.16 26.14 4.01 ± 1.26 4.01 ± 0.03 7 7 1.00 ± 0.79

1045 JW4001 plsB ECK4033 glycerol-3-phosphate O-acyltransferase 2317 2378 69.76 70.38 13.25 ± 0.64 18.43 ± 0.03 60 67 0.72 ± 3.39

1046 JW4002 dgkA ECK4034 diacylglycerol kinase 105 124 16.39 16.39 1.51 ± 0.03 2.98 ± 0.03 2 3 0.51 ± 1.48

1047 JW4005 yjbJ ECK4037 predicted stress response protein 72 N.D. 43.48 N.D. 1.15 ± 0.03 0.03 ± 0.03 2 - 46.00 ± 0.65

1048 JW4012 dnaB ECK4044 replicative DNA helicase 200 N.D. 8.49 N.D. 0.26 ± 0.03 0.03 ± 0.03 3 - 10.40 ± 0.08

1049 JW4014 tyrB ECK4046 tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 284 82 19.40 7.56 0.69 ± 0.03 0.23 ± 0.03 5 2 3.00 ± 0.20

1050 JW4015 aphA ECK4047 acid phosphatase/phosphotransferase, class B, non-specific 156 N.D. 18.14 N.D. 1.15 ± 0.03 0.03 ± 0.03 3 - 46.00 ± 0.65

1051 JW4019 uvrA ECK4050 ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 693 497 20.11 17.66 0.93 ± 0.10 0.57 ± 0.03 16 11 1.63 ± 0.17

1052 JW4020 ssb ECK4051 Single-stranded DNA-binding protein 115 N.D. 14.61 N.D. 0.67 ± 0.03 0.03 ± 0.03 2 - 26.80 ± 0.37

1053 JW4025 yjcD ECK4057 predicted permease 94 155 6.68 6.68 0.93 ± 0.03 0.93 ± 0.03 2 2 1.00 ± 0.52
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1054 JW4026 yjcE ECK4058 predicted cation/proton antiporter 432 493 16.58 16.39 2.98 ± 0.28 2.41 ± 0.03 9 8 1.24 ± 0.93

1055 JW4028 actP ECK4060 acetate transporter 125 211 5.28 7.29 1.00 ± 0.24 2.16 ± 0.03 3 5 0.46 ± 0.63

1056 JW4029 yjcH ECK4061 conserved inner membrane protein involved in acetate transport 109 139 26.92 26.92 4.62 ± 0.00 9.00 ± 0.03 3 4 0.51 ± 2.31

1057 JW4030 acs ECK4062 bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 722 294 32.98 13.50 1.87 ± 0.39 0.48 ± 0.03 16 6 3.90 ± 0.24

1058 JW4048 alsA ECK4080 fused D-allose transporter subunits -!- ATP-binding components of ABC superfamily 66 N.D. 6.47 N.D. 0.13 ± 0.03 0.03 ± 0.03 2 - 5.20 ± 0.00

1059 JW4050 rpiR ECK4082 DNA-binding transcriptional repressor 275 N.D. 24.66 N.D. 1.15 ± 0.16 0.03 ± 0.03 5 - 46.00 ± 0.34

1060 JW4072 proP ECK4104 proline/glycine betaine transporter 520 555 13.40 17.80 9.00 ± 1.96 14.20 ± 0.03 11 13 0.63 ± 1.57

1061 JW4073 basS ECK4105 sensory histidine kinase in two-component regulatory system with BasR 459 345 38.57 31.40 1.68 ± 0.34 1.68 ± 0.03 9 9 1.00 ± 0.13

1062 JW4086 dcuS ECK4118 sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 147 179 8.47 9.94 0.25 ± 0.03 0.35 ± 0.03 3 4 0.71 ± 0.11

1063 JW4090 lysU ECK4123 lysine tRNA synthetase, inducible 1518 1163 52.48 50.89 8.28 ± 0.33 5.40 ± 0.03 30 25 1.53 ± 1.59

1064 JW4099 aspA ECK4133 aspartate ammonia-lyase 1194 1120 46.65 51.26 8.21 ± 0.30 9.86 ± 0.03 27 29 0.83 ± 3.03

1065 JW4102 groS ECK4136 Cpn10 chaperonin GroES, small subunit of GroESL 133 187 51.55 51.55 9.00 ± 0.85 5.81 ± 0.03 6 5 1.55 ± 1.49

1066 JW4103 groL ECK4137 Cpn60 chaperonin GroEL, large subunit of GroESL 3471 3508 91.79 90.51 326.45 ± 21.84 230.01 ± 0.03 83 78 1.42 ± 22.56

1067 JW4106 yjeK ECK4140 predicted lysine aminomutase N.D. 35 N.D. 13.74 0.03 ± 0.03 0.25 ± 0.03 - 2 0.10 ± 0.00

1068 JW4107 efp ECK4141 Elongation factor EF-P 46 N.D. 8.51 N.D. 0.78 ± 0.03 0.03 ± 0.03 2 - 31.20 ± 0.43

1069 JW4108 ecnB ECK4143 entericidin B membrane lipoprotein 128 239 45.83 45.83 9.00 ± 0.00 9.00 ± 0.03 2 2 1.00 ± 5.20

1070 JW4110 blc ECK4145 outer membrane lipoprotein (lipocalin) 1131 1085 83.05 80.79 83.83 ± 12.53 70.97 ± 0.03 27 26 1.18 ± 14.12

1071 JW4112 frdD ECK4147 fumarate reductase (anaerobic), membrane anchor subunit 63 N.D. 13.45 N.D. 2.16 ± 0.00 0.03 ± 0.03 2 - 86.40 ± 1.24

1072 JW4113 frdC ECK4148 fumarate reductase (anaerobic), membrane anchor subunit 148 162 13.74 19.85 2.16 ± 0.00 3.64 ± 0.03 3 4 0.59 ± 1.83

1073 JW4114 frdB ECK4149 fumarate reductase (anaerobic), Fe-S subunit N.D. 149 N.D. 18.85 0.03 ± 0.03 0.70 ± 0.03 - 3 0.04 ± 0.23

1074 JW4115 frdA ECK4150 fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 1095 1432 45.02 59.14 4.37 ± 0.58 9.00 ± 0.03 27 37 0.49 ± 2.50

1075 JW4120 yjeP ECK4155 predicted mechanosensitive channel 1250 1048 26.65 27.01 2.09 ± 0.10 1.82 ± 0.03 25 23 1.15 ± 0.61

1076 JW4121 psd ECK4156 phosphatidylserine decarboxylase 769 722 55.90 52.48 9.00 ± 0.42 9.00 ± 0.03 18 18 1.00 ± 2.38

1077 JW4122 rsgA ECK4157 ribosome small subunit-dependent GTPase A 81 N.D. 9.43 N.D. 0.27 ± 0.03 0.03 ± 0.03 2 - 10.80 ± 0.14

1078 JW4125 yjeF ECK4163 predicted carbohydrate kinase 125 148 11.07 12.04 0.55 ± 0.03 0.55 ± 0.03 4 4 1.00 ± 0.19

1079 JW4127 amiB ECK4165 N-acetylmuramoyl-l-alanine amidase II 190 N.D. 14.83 N.D. 0.47 ± 0.03 0.03 ± 0.03 4 - 18.80 ± 0.10

1080 JW4128 mutL ECK4166 methyl-directed mismatch repair protein 134 204 9.92 13.66 0.21 ± 0.03 0.28 ± 0.03 3 4 0.75 ± 0.06

1081 JW4131 hflX ECK4169 predicted GTPase 856 700 42.02 43.19 3.64 ± 0.58 2.91 ± 0.03 18 16 1.25 ± 0.56

1082 JW4132 hflK ECK4170 modulator for HflB protease specific for phage lambda cII repressor 1429 1369 64.92 64.68 11.41 ± 0.75 9.00 ± 0.03 35 32 1.27 ± 2.53

1083 JW4133 hflC ECK4171 modulator for HflB protease specific for phage lambda cII repressor 2061 1845 80.84 75.45 371.76 ± 21.99 214.44 ± 0.03 54 49 1.73 ± 36.58

1084 JW4135 purA ECK4173 adenylosuccinate synthetase 1264 611 65.97 46.30 7.38 ± 1.01 3.12 ± 0.03 24 16 2.37 ± 1.78

1085 JW4158 rpsF ECK4196 30S ribosomal subunit protein S6 411 273 71.76 46.56 22.71 ± 1.44 3.22 ± 0.03 11 5 7.05 ± 3.69

1086 JW4160 rpsR ECK4198 30S ribosomal subunit protein S18 319 190 50.67 50.67 55.23 ± 4.49 30.62 ± 0.03 7 6 1.80 ± 4.85

1087 JW4161 rplI ECK4199 50S ribosomal subunit protein L9 928 809 87.92 87.92 64.79 ± 0.00 34.11 ± 0.03 20 17 1.90 ± 17.30

1088 JW4166 cycA ECK4204 D-alanine/D-serine/glycine transporter 262 173 5.96 5.96 1.15 ± 0.03 1.15 ± 0.03 3 3 1.00 ± 0.45

1089 JW4177 ytfL ECK4214 predicted inner membrane protein 737 902 39.60 39.15 6.63 ± 0.33 6.63 ± 0.03 15 15 1.00 ± 1.97

1090 JW4179 ytfM ECK4216 predicted outer membrane protein and surface antigen 1063 1066 50.61 54.59 3.18 ± 0.36 3.45 ± 0.03 23 24 0.92 ± 0.80

1091 JW4180 ytfN ECK4217 conserved protein 1929 2489 38.60 55.28 1.84 ± 0.10 3.64 ± 0.03 34 50 0.51 ± 1.16

1092 JW4185 ppa ECK4222 inorganic pyrophosphatase 210 142 25.57 21.02 1.61 ± 0.00 1.15 ± 0.03 5 4 1.40 ± 0.58

1093 JW4191 fbp ECK4227 fructose-1,6-bisphosphatase I 598 N.D. 47.59 N.D. 7.66 ± 0.70 0.03 ± 0.03 15 - 306.40 ± 2.07

1094 JW4192 mpl ECK4228 UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 411 N.D. 24.29 N.D. 1.68 ± 0.22 0.03 ± 0.03 9 - 67.20 ± 0.40

1095 JW4194 pmbA ECK4230 predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 1026 412 65.11 34.67 5.53 ± 0.16 1.78 ± 0.03 22 12 3.11 ± 1.07

1096 JW4197 nrdD ECK4233 anaerobic ribonucleoside-triphosphate reductase 177 N.D. 5.48 N.D. 0.17 ± 0.03 0.03 ± 0.03 3 - 6.80 ± 0.05

1097 JW4198 treC ECK4234 trehalose-6-P hydrolase 211 N.D. 7.44 N.D. 0.37 ± 0.03 0.03 ± 0.03 4 - 14.80 ± 0.08

1098 JW4199 treB ECK4235 fused trehalose(maltose)-specific enzyme IIBC component of PTS 459 306 20.51 12.68 30.62 ± 10.87 12.34 ± 0.03 12 9 2.48 ± 4.84

1099 JW4201 mgtA ECK4237 magnesium transporter 531 690 19.38 29.73 0.93 ± 0.08 2.34 ± 0.03 12 22 0.40 ± 0.76

1100 JW4203 pyrI ECK4239 aspartate carbamoyltransferase, regulatory subunit 466 394 79.74 47.71 14.20 ± 0.92 4.34 ± 0.03 13 8 3.27 ± 1.33

1101 JW4204 pyrB ECK4240 aspartate carbamoyltransferase, catalytic subunit 589 531 40.51 36.33 3.64 ± 0.53 3.16 ± 0.03 14 13 1.15 ± 0.93

1102 JW4215 valS ECK4251 valyl-tRNA synthetase 969 813 25.76 22.40 1.44 ± 0.10 1.03 ± 0.03 24 19 1.40 ± 0.34

1103 JW4217 pepA ECK4253 aminopeptidase A, a cyteinylglycinase 1163 483 48.71 32.21 5.21 ± 0.57 1.59 ± 0.03 23 12 3.28 ± 1.12

1104 JW4218 yjgP ECK4254 conserved inner membrane protein 441 446 26.78 26.78 5.58 ± 1.99 11.33 ± 0.03 9 12 0.49 ± 1.82

1105 JW4220 yjgR ECK4256 predicted ATPase 702 446 37.20 27.80 1.68 ± 0.23 1.20 ± 0.03 15 12 1.40 ± 0.37

1106 JW4250 fecB ECK4280 KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily N.D. 209 N.D. 24.33 0.03 ± 0.03 1.74 ± 0.03 - 7 0.01 ± 0.77

1107 JW4251 fecA ECK4281 KpLE2 phage-like element; ferric citrate outer membrane transporter N.D. 2112 N.D. 62.14 0.03 ± 0.03 11.59 ± 0.03 - 44 0.00 ± 3.05

1108 JW4277 fimA ECK4305 major type 1 subunit fimbrin (pilin) 495 417 80.22 78.02 38.81 ± 3.38 14.85 ± 0.03 8 6 2.61 ± 3.93

1109 JW4279 fimC ECK4307 chaperone, periplasmic 656 N.D. 57.26 N.D. 12.34 ± 0.81 0.03 ± 0.03 18 - 493.60 ± 2.48

1110 JW4281 fimF ECK4309 minor component of type 1 fimbriae 197 N.D. 29.55 N.D. 9.00 ± 3.09 0.03 ± 0.03 3 - 360.00 ± 3.60

1111 JW4283 fimH ECK4311 minor component of type 1 fimbriae 206 N.D. 26.00 N.D. 2.73 ± 0.00 0.03 ± 0.03 4 - 109.20 ± 1.57

1112 JW4285 uxuA ECK4313 mannonate hydrolase 193 N.D. 18.78 N.D. 0.67 ± 0.03 0.03 ± 0.03 6 - 26.80 ± 0.23

1113 JW4291 iadA ECK4319 isoaspartyl dipeptidase 133 N.D. 13.59 N.D. 0.62 ± 0.10 0.03 ± 0.03 4 - 24.80 ± 0.16

1114 JW4299 yjiN ECK4327 conserved inner membrane protein 616 342 25.82 18.78 1.78 ± 0.12 0.82 ± 0.03 12 7 2.17 ± 0.58

1115 JW4303 yjiR ECK4331 fused predicted DNA-binding transcriptional regulator -!- predicted aminotransferase 38 N.D. 6.81 N.D. 0.20 ± 0.03 0.03 ± 0.03 2 - 8.00 ± 0.00

1116 JW4311 hsdS ECK4338 specificity determinant for hsdM and hsdR 350 138 17.24 10.13 0.45 ± 0.06 0.25 ± 0.03 5 3 1.80 ± 0.11

1117 JW4312 hsdM ECK4339 DNA methylase M 507 N.D. 35.73 N.D. 1.25 ± 0.21 0.03 ± 0.03 13 - 50.00 ± 0.32

1118 JW4314 mrr ECK4341 methylated adenine and cytosine restriction protein 82 N.D. 10.53 N.D. 0.25 ± 0.03 0.03 ± 0.03 2 - 10.00 ± 0.00

1119 JW4318 tsr ECK4345 methyl-accepting chemotaxis protein I, serine sensor receptor 1873 261 64.25 16.15 13.17 ± 0.84 0.42 ± 0.03 38 5 31.36 ± 3.79

1120 JW4325 dnaC ECK4351 DNA biosynthesis protein 101 N.D. 17.55 N.D. 0.64 ± 0.03 0.03 ± 0.03 3 - 25.60 ± 0.21

1121 JW4333 rsmC ECK4362 16S RNA m2G1207 methylase 234 N.D. 14.29 N.D. 0.58 ± 0.03 0.03 ± 0.03 4 - 23.20 ± 0.32

1122 JW4334 holD ECK4363 DNA polymerase III, psi subunit 94 N.D. 27.01 N.D. 0.78 ± 0.03 0.03 ± 0.03 2 - 31.20 ± 0.43

1123 JW4338 osmY ECK4367 periplasmic protein 290 N.D. 40.80 N.D. 1.61 ± 0.00 0.03 ± 0.03 5 - 64.40 ± 0.66

1124 JW4340 yjjU ECK4369 predicted esterase 713 582 57.98 45.94 5.95 ± 1.40 3.83 ± 0.03 16 13 1.55 ± 1.39

1125 JW4344 deoC ECK4373 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 160 N.D. 15.44 N.D. 0.37 ± 0.03 0.03 ± 0.03 3 - 14.80 ± 0.12

1126 JW4345 deoA ECK4374 thymidine phosphorylase 1425 83 72.50 9.55 10.66 ± 0.77 0.36 ± 0.03 32 4 29.61 ± 2.09

1127 JW4346 deoB ECK4375 phosphopentomutase 712 208 37.59 11.30 3.64 ± 0.39 0.47 ± 0.03 16 4 7.74 ± 1.30

1128 JW4347 deoD ECK4376 purine-nucleoside phosphorylase 866 392 82.85 46.86 24.81 ± 1.80 2.87 ± 0.03 24 10 8.64 ± 5.42

1129 JW4349 lplA ECK4378 lipoate-protein ligase A 330 172 18.34 15.09 0.47 ± 0.07 0.33 ± 0.03 4 3 1.42 ± 0.14

1130 JW4350 ytjB ECK4379 conserved protein 404 191 46.73 20.09 3.92 ± 0.52 0.70 ± 0.03 9 3 5.60 ± 0.76

1131 JW4351 serB ECK4380 3-phosphoserine phosphatase 222 N.D. 22.36 N.D. 1.07 ± 0.20 0.03 ± 0.03 6 - 42.80 ± 0.18

1132 JW4352 radA ECK4381 predicted repair protein 278 257 11.96 9.78 0.70 ± 0.20 0.56 ± 0.03 6 5 1.25 ± 0.15

1133 JW4354 yjjK ECK4383 fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 2129 1188 72.61 52.61 19.69 ± 1.14 4.46 ± 0.03 50 28 4.41 ± 3.92

1134 JW4355 slt ECK4384 lytic murein transglycosylase, soluble 438 136 14.26 5.74 0.46 ± 0.06 0.15 ± 0.03 8 3 3.07 ± 0.06

1135 JW4358 ytjC ECK4387 phosphoglyceromutase 2, co-factor independent 257 N.D. 27.44 N.D. 1.61 ± 0.34 0.03 ± 0.03 5 - 64.40 ± 0.39

1136 JW4359 rob ECK4388 DNA-binding transcriptional activator 658 313 55.02 38.06 17.48 ± 0.98 5.31 ± 0.03 19 12 3.29 ± 2.24

1137 JW4362 creC ECK4391 sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 362 490 18.35 23.21 0.78 ± 0.08 1.15 ± 0.03 6 8 0.68 ± 0.35

1138 JW4364 arcA ECK4393 DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 1056 707 64.29 58.40 62.10 ± 4.78 20.54 ± 0.03 27 20 3.02 ± 7.69

1139 JW5009 hpt ECK0124 hypoxanthine phosphoribosyltransferase 267 N.D. 27.53 N.D. 2.16 ± 0.21 0.03 ± 0.03 6 - 86.40 ± 0.53

1140 JW5012 clcA ECK0154 chloride channel, voltage-gated 291 150 13.32 8.67 3.12 ± 0.23 1.03 ± 0.03 8 4 3.03 ± 0.51

1141 JW5017 yafD ECK0209 conserved protein 91 69 8.27 8.27 0.36 ± 0.03 0.36 ± 0.03 2 2 1.00 ± 0.19

1142 JW5020 fadE ECK0222 acyl coenzyme A dehydrogenase 3276 2335 64.37 54.05 41.45 ± 0.00 14.35 ± 0.03 70 51 2.89 ± 7.30

1143 JW5041 ykgE ECK0305 predicted oxidoreductase 570 N.D. 55.23 N.D. 5.31 ± 0.53 0.03 ± 0.03 12 - 212.40 ± 1.27

1144 JW5042 ykgG ECK0307 predicted transporter 155 N.D. 20.35 N.D. 0.72 ± 0.03 0.03 ± 0.03 4 - 28.80 ± 0.28

1145 JW5056 yajI ECK0406 predicted lipoprotein 131 209 23.46 23.46 1.37 ± 0.03 2.16 ± 0.03 3 4 0.63 ± 0.67

1146 JW5058 yajQ ECK0420 predicted nucleotide binding protein N.D. 90 N.D. 17.18 0.03 ± 0.03 0.52 ± 0.03 - 2 0.05 ± 0.00

1147 JW5060 bolA ECK0429 regulator of penicillin binding proteins and beta lactamase transcription (morphogene) 126 N.D. 26.67 N.D. 1.15 ± 0.03 0.03 ± 0.03 2 - 46.00 ± 0.65

1148 JW5061 mdlB ECK0443 fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 287 310 19.56 20.24 0.68 ± 0.11 0.56 ± 0.03 7 6 1.21 ± 0.12

1149 JW5062 ylaB ECK0451 conserved inner membrane protein 239 420 12.21 21.32 0.87 ± 0.18 2.51 ± 0.03 6 12 0.35 ± 0.58

1150 JW5063 ylaC ECK0452 predicted inner membrane protein 283 447 44.87 45.51 5.31 ± 0.38 11.59 ± 0.03 8 11 0.46 ± 1.82

1151 JW5065 ybbJ ECK0482 conserved inner membrane protein 71 95 13.25 11.92 2.16 ± 0.03 2.16 ± 0.03 2 2 1.00 ± 1.23

1152 JW5066 ybbM ECK0485 predicted inner membrane protein 92 155 7.34 15.06 0.58 ± 0.03 1.51 ± 0.03 2 4 0.38 ± 0.32

1153 JW5082 cusS ECK0562 sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 266 542 14.79 24.58 0.86 ± 0.08 1.65 ± 0.03 7 11 0.52 ± 0.49

1154 JW5086 fepA ECK0576 iron-enterobactin outer membrane transporter 1137 1206 38.74 44.10 2.73 ± 0.31 3.54 ± 0.03 20 23 0.77 ± 0.98

1155 JW5100 tolB ECK0729 periplasmic protein 1081 874 57.21 53.26 6.85 ± 0.68 5.16 ± 0.03 17 15 1.33 ± 1.63

1156 JW5108 ybiO ECK0797 predicted mechanosensitive channel 111 111 5.94 7.29 0.36 ± 0.05 0.36 ± 0.03 4 4 1.00 ± 0.11

1157 JW5116 ybjT ECK0860 conserved protein with NAD(P)-binding Rossmann-fold domain 164 617 16.60 34.03 0.74 ± 0.03 2.04 ± 0.03 7 14 0.36 ± 0.36

1158 JW5118 dmsA ECK0885 dimethyl sulfoxide reductase, anaerobic, subunit A N.D. 388 N.D. 15.48 0.03 ± 0.03 0.67 ± 0.03 - 10 0.04 ± 0.19

1159 JW5127 ymbA ECK0943 conserved protein 404 493 53.85 65.38 9.00 ± 1.62 9.00 ± 0.03 7 7 1.00 ± 2.95

1160 JW5128 yccS ECK0951 predicted inner membrane protein 84 138 2.93 5.44 0.20 ± 0.03 0.45 ± 0.03 2 4 0.44 ± 0.00

1161 JW5146 ycdW ECK1019 2-ketoacid reductase N.D. 279 N.D. 25.96 0.03 ± 0.03 0.73 ± 0.03 - 5 0.03 ± 0.21

1162 JW5150 ymdC ECK1032 predicted hydrolase 212 339 14.38 14.59 0.49 ± 0.12 0.61 ± 0.03 5 6 0.80 ± 0.08

1163 JW5153 flgH ECK1064 flagellar protein of basal-body outer-membrane L ring 43 N.D. 7.76 N.D. 0.58 ± 0.03 0.03 ± 0.03 2 - 23.20 ± 0.32

1164 JW5156 plsX ECK1076 fatty acid/phospholipid synthesis protein 283 439 23.03 32.87 1.07 ± 0.03 1.64 ± 0.03 6 8 0.65 ± 0.66

1165 JW5157 ycfM ECK1091 predicted outer membrane lipoprotein 471 591 43.66 43.66 25.83 ± 4.68 18.31 ± 0.03 10 9 1.41 ± 4.36

1166 JW5158 ycfP ECK1094 conserved protein 317 N.D. 53.89 N.D. 2.46 ± 0.23 0.03 ± 0.03 7 - 98.40 ± 0.68

1167 JW5161 lolC ECK1102 outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 459 535 25.81 36.84 2.87 ± 0.85 3.44 ± 0.03 10 11 0.83 ± 0.56

1168 JW5162 lolD ECK1103 outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 420 263 48.50 39.48 3.64 ± 0.61 2.16 ± 0.03 8 6 1.69 ± 0.87

1169 JW5165 hflD ECK1118 predicted lysogenization regulator 184 328 20.19 36.62 0.78 ± 0.03 3.64 ± 0.03 3 8 0.21 ± 0.79

1170 JW5182 dsbB ECK1173 oxidoreductase that catalyzes reoxidation of DsbA protein disulfide isomerase I N.D. 72 N.D. 18.75 0.03 ± 0.03 0.93 ± 0.03 - 2 0.03 ± 0.00

1171 JW5184 cvrA ECK1179 predicted cation/proton antiporter N.D. 52 N.D. 4.15 0.03 ± 0.03 0.33 ± 0.03 - 2 0.08 ± 0.00

1172 JW5186 dhaL ECK1187 dihydroxyacetone kinase, C-terminal domain 106 43 14.76 26.19 0.39 ± 0.03 0.39 ± 0.03 2 2 1.00 ± 0.00

1173 JW5189 ychM ECK1194 predicted transporter 283 257 11.09 14.13 1.89 ± 0.27 3.12 ± 0.03 6 8 0.61 ± 0.89

1174 JW5195 tonB ECK1246 membrane spanning protein in TonB-ExbB-ExbD complex N.D. 82 N.D. 16.32 0.03 ± 0.03 0.67 ± 0.03 - 2 0.04 ± 0.00

1175 JW5196 yciO ECK1261 conserved protein 253 184 32.04 21.36 2.59 ± 0.03 1.15 ± 0.03 5 3 2.25 ± 0.75

1176 JW5238 sfcA ECK1473 malate dehydrogenase, NAD-requiring (malic enzyme) 920 196 41.06 8.85 2.53 ± 0.10 0.25 ± 0.03 17 3 10.12 ± 0.70

1177 JW5241 yddV ECK1484 predicted diguanylate cyclase 238 160 17.29 10.66 0.82 ± 0.08 0.49 ± 0.03 6 4 1.67 ± 0.22

1178 JW5258 ynfC ECK1580 predicted protein 104 189 22.03 38.98 0.87 ± 0.03 1.85 ± 0.03 3 5 0.47 ± 0.42

1179 JW5277 pheS ECK1712 phenylalanine tRNA synthetase, alpha subunit 1051 628 59.02 37.00 10.10 ± 0.51 2.16 ± 0.03 23 11 4.68 ± 1.73

1180 JW5280 pfkB ECK1721 6-phosphofructokinase II 559 N.D. 39.48 N.D. 2.65 ± 0.40 0.03 ± 0.03 9 - 106.00 ± 0.64

1181 JW5283 ydjY ECK1749 predicted protein 626 1047 56.44 69.33 4.62 ± 0.88 12.34 ± 0.03 12 18 0.37 ± 2.85

1182 JW5291 yeaJ ECK1784 predicted diguanylate cyclase 449 381 22.98 29.23 0.93 ± 0.14 1.47 ± 0.03 8 11 0.63 ± 0.40

1183 JW5298 yobH ECK1825 predicted protein 183 141 62.03 30.38 20.54 ± 8.64 3.64 ± 0.03 4 2 5.64 ± 3.78

1184 JW5312 otsA ECK1895 trehalose-6-phosphate synthase 933 726 44.09 40.30 4.88 ± 0.00 3.51 ± 0.03 20 17 1.39 ± 1.46

1185 JW5316 fliO ECK1945 flagellar biosynthesis protein 78 N.D. 28.93 N.D. 2.16 ± 0.03 0.03 ± 0.03 3 - 86.40 ± 0.94

1186 JW5336 yegH ECK2057 fused predicted membrane proteins 411 276 19.54 16.32 2.01 ± 0.38 0.82 ± 0.03 11 6 2.45 ± 0.27

1187 JW5338 mdtA ECK2070 multidrug efflux system, subunit A 560 730 26.51 39.28 1.40 ± 0.34 3.64 ± 0.03 8 14 0.38 ± 0.83

1188 JW5343 gatY ECK2089 D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 1069 1166 76.41 76.41 53.12 ± 5.45 99.00 ± 0.03 26 30 0.54 ± 16.69

1189 JW5344 fbaB ECK2090 fructose-bisphosphate aldolase class I 1364 932 73.71 59.14 41.81 ± 1.78 9.00 ± 0.03 31 19 4.65 ± 5.49

1190 JW5353 yehU ECK2118 predicted sensory kinase in two-component system with YehT 223 284 15.15 21.21 0.98 ± 0.32 0.98 ± 0.03 8 8 1.00 ± 0.18

1191 JW5356 yohC ECK2128 predicted inner membrane protein 92 N.D. 9.74 N.D. 3.64 ± 0.03 0.03 ± 0.03 2 - 145.60 ± 2.08

1192 JW5366 ccmA ECK2193 heme exporter subunit -!- ATP-binding component of ABC superfamily 335 173 43.48 29.47 1.61 ± 0.66 1.15 ± 0.03 5 4 1.40 ± 0.10

1193 JW5368 yojL ECK2206 predicted thiamine biosynthesis lipoprotein 546 365 43.02 37.61 2.98 ± 0.29 2.98 ± 0.03 12 12 1.00 ± 0.62

1194 JW5371 yfaZ ECK2243 predicted outer membrane porin protein 340 421 51.11 51.11 20.54 ± 0.00 13.68 ± 0.03 8 7 1.50 ± 4.56

1195 JW5374 menD ECK2258 bifunctional 2-oxoglutarate decarboxylase -!- SHCHC synthase 78 N.D. 11.87 N.D. 0.41 ± 0.03 0.03 ± 0.03 4 - 16.40 ± 0.16

1196 JW5375 nuoC ECK2280 NADH:ubiquinone oxidoreductase, chain C,D 2502 2977 69.50 78.67 43.53 ± 3.34 67.84 ± 0.03 61 68 0.64 ± 8.59

1197 JW5378 dedD ECK2308 conserved protein 272 229 42.27 32.27 12.34 ± 0.81 4.62 ± 0.03 9 6 2.67 ± 2.08

1198 JW5382 yfdI ECK2346 CPS-53 (KpLE1) prophage; predicted inner membrane protein 72 73 7.00 8.80 0.44 ± 0.03 0.62 ± 0.03 3 4 0.71 ± 0.22

1199 JW5385 yfdN ECK2351 CPS-53 (KpLE1) prophage; predicted protein 28 N.D. 19.51 N.D. 0.47 ± 0.03 0.03 ± 0.03 2 - 18.80 ± 0.00

1200 JW5391 yfeA ECK2389 predicted diguanylate cyclase 160 150 6.17 6.86 0.22 ± 0.03 0.22 ± 0.03 3 3 1.00 ± 0.09

1201 JW5394 ucpA ECK2421 predicted oxidoredutase, sulfate metabolism protein 643 127 63.88 12.55 7.66 ± 1.09 0.33 ± 0.03 15 2 23.21 ± 1.47

1202 JW5401 guaB ECK2504 IMP dehydrogenase 496 296 36.48 26.23 1.04 ± 0.08 0.74 ± 0.03 9 7 1.41 ± 0.34

1203 JW5403 der ECK2507 predicted GTP-binding protein 791 509 35.10 30.41 1.74 ± 0.08 1.21 ± 0.03 14 11 1.44 ± 0.47

1204 JW5407 yfhK ECK2553 predicted sensory kinase in two-component system 443 452 29.05 29.26 1.33 ± 0.20 1.00 ± 0.03 11 9 1.33 ± 0.25
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1205 JW5408 yfhB ECK2558 conserved protein 218 193 21.33 23.70 1.31 ± 0.00 1.31 ± 0.03 4 4 1.00 ± 0.44

1206 JW5414 ffh ECK2607 Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 682 460 37.09 26.71 1.91 ± 0.23 0.93 ± 0.03 13 8 2.05 ± 0.33

1207 JW5415 yfjD ECK2609 predicted inner membrane protein 519 494 29.65 27.89 2.87 ± 0.22 3.44 ± 0.03 10 11 0.83 ± 0.76

1208 JW5416 recN ECK2612 recombination and repair protein 548 N.D. 35.80 N.D. 1.25 ± 0.22 0.03 ± 0.03 12 - 50.00 ± 0.30

1209 JW5427 ygaT ECK2653 predicted protein 634 539 48.62 47.38 2.79 ± 0.36 3.28 ± 0.03 11 12 0.85 ± 0.94

1210 JW5430 srlE ECK2698 glucitol/sorbitol-specific enzyme IIB component of PTS 282 259 22.57 17.24 1.93 ± 0.29 1.51 ± 0.03 7 6 1.28 ± 0.31

1211 JW5437 rpoS ECK2736 RNA polymerase, sigma S (sigma 38) factor 750 449 62.20 31.96 7.91 ± 1.49 1.82 ± 0.03 19 9 4.35 ± 1.39

1212 JW5448 ygdI ECK2805 predicted protein 346 309 56.00 56.00 99.00 ± 19.47 30.62 ± 0.03 8 6 3.23 ± 7.68

1213 JW5449 amiC ECK2813 N-acetylmuramoyl-L-alanine amidase 359 297 20.86 13.43 0.58 ± 0.13 0.45 ± 0.03 5 4 1.29 ± 0.15

1214 JW5475 rpiA ECK2910 ribosephosphate isomerase, constitutive 68 N.D. 10.50 N.D. 0.58 ± 0.03 0.03 ± 0.03 2 - 23.20 ± 0.32

1215 JW5478 tktA ECK2930 transketolase 1, thiamin-binding 452 161 19.61 11.16 1.11 ± 0.14 0.45 ± 0.03 12 6 2.47 ± 0.15

1216 JW5481 mltC ECK2958 membrane-bound lytic murein transglycosylase C 366 250 24.51 23.96 1.34 ± 0.23 0.83 ± 0.03 7 5 1.61 ± 0.17

1217 JW5482 speC ECK2960 ornithine decarboxylase, constitutive 33 N.D. 3.09 N.D. 0.15 ± 0.03 0.03 ± 0.03 2 - 6.00 ± 0.00

1218 JW5486 glcF ECK2972 glycolate oxidase iron-sulfur subunit 69 73 9.34 9.34 0.29 ± 0.03 0.19 ± 0.03 3 2 1.53 ± 0.09

1219 JW5487 glcE ECK2973 glycolate oxidase FAD binding subunit 147 346 20.57 36.86 0.73 ± 0.17 1.15 ± 0.03 5 7 0.63 ± 0.28

1220 JW5492 yghU ECK2983 predicted S-transferase 146 N.D. 12.50 N.D. 0.54 ± 0.03 0.03 ± 0.03 3 - 21.60 ± 0.17

1221 JW5501 ygiQ ECK3007 conserved protein 27 N.D. 2.57 N.D. 0.10 ± 0.03 0.03 ± 0.03 2 - 4.00 ± 0.00

1222 JW5503 tolC ECK3026 transport channel 1864 1860 67.95 69.57 36.75 ± 8.13 36.75 ± 0.03 41 41 1.00 ± 7.74

1223 JW5505 yqiC ECK3033 conserved protein 293 225 56.25 51.04 9.00 ± 1.20 3.64 ± 0.03 9 6 2.47 ± 1.27

1224 JW5526 garR ECK3113 tartronate semialdehyde reductase 81 N.D. 15.88 N.D. 0.62 ± 0.03 0.03 ± 0.03 4 - 24.80 ± 0.24

1225 JW5528 yraR ECK3140 predicted nucleoside-diphosphate-sugar epimerase 269 59 35.07 17.06 2.16 ± 0.54 1.00 ± 0.03 5 3 2.16 ± 0.43

1226 JW5531 deaD ECK3150 ATP-dependent RNA helicase 1411 162 51.03 5.56 3.38 ± 0.29 0.19 ± 0.03 25 3 17.79 ± 1.15

1227 JW5535 yrbB ECK3180 predicted protein 106 N.D. 43.30 N.D. 2.98 ± 0.03 0.03 ± 0.03 3 - 119.20 ± 0.85

1228 JW5536 arcB ECK3200 hybrid sensory histidine kinase in two-component regulatory system with ArcA 1414 1455 50.00 39.46 6.99 ± 0.25 5.38 ± 0.03 37 33 1.30 ± 1.65

1229 JW5539 yhcB ECK3222 conserved protein 533 659 73.48 73.48 73.99 ± 9.26 236.14 ± 0.03 15 19 0.31 ± 16.36

1230 JW5542 yhdP ECK3234 conserved membrane protein, predicted transporter 1413 1625 34.99 42.42 1.65 ± 0.07 2.66 ± 0.03 30 40 0.62 ± 0.71

1231 JW5551 sthA ECK3954 pyridine nucleotide transhydrogenase, soluble 1026 798 72.53 60.73 8.15 ± 0.58 3.51 ± 0.03 25 17 2.32 ± 1.42

1232 JW5556 gldA ECK3937 glycerol dehydrogenase, NAD 196 62 11.72 7.08 0.58 ± 0.00 0.36 ± 0.03 3 2 1.61 ± 0.21

1233 JW5571 bipA ECK3864 GTP-binding protein 1290 332 43.49 19.77 6.43 ± 0.35 1.26 ± 0.03 27 11 5.10 ± 1.54

1234 JW5578 fadA ECK3837 3-ketoacyl-CoA thiolase (thiolase I) 578 626 34.88 39.53 4.08 ± 0.22 5.66 ± 0.03 12 14 0.72 ± 1.61

1235 JW5580 tatB ECK3831 TatABCE protein translocation system subunit 234 264 31.58 36.84 2.59 ± 0.83 3.64 ± 0.03 5 6 0.71 ± 0.51

1236 JW5581 ubiE ECK3827 bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 654 434 48.21 47.01 7.48 ± 1.02 5.11 ± 0.03 13 11 1.46 ± 1.33

1237 JW5601 wzzE ECK3777 Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 989 867 57.18 49.14 5.19 ± 0.24 5.19 ± 0.03 19 19 1.00 ± 1.72

1238 JW5609 trkD ECK3741 potassium transporter 108 89 4.02 5.79 0.33 ± 0.03 0.33 ± 0.03 3 3 1.00 ± 0.10

1239 JW5625 gyrB ECK3691 DNA gyrase, subunit B 1138 709 42.79 32.09 3.22 ± 0.26 1.74 ± 0.03 30 21 1.85 ± 0.66

1240 JW5633 yidQ ECK3680 conserved outer membrane protein 138 172 36.36 40.00 4.62 ± 0.03 9.00 ± 0.03 3 4 0.51 ± 2.38

1241 JW5637 yicN ECK3654 conserved protein 107 80 22.00 24.67 2.16 ± 0.03 2.16 ± 0.03 3 3 1.00 ± 0.94

1242 JW5642 dfp ECK3629 fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 693 445 47.29 28.57 3.47 ± 0.60 2.55 ± 0.03 13 11 1.36 ± 0.86

1243 JW5644 htrL ECK3608 predicted protein 108 N.D. 12.98 N.D. 0.41 ± 0.03 0.03 ± 0.03 3 - 16.40 ± 0.13

1244 JW5652 avtA ECK3561 valine-pyruvate aminotransferase 86 N.D. 4.56 N.D. 0.47 ± 0.03 0.03 ± 0.03 3 - 18.80 ± 0.15

1245 JW5655 yiaF ECK3541 conserved protein 464 664 44.92 45.34 41.17 ± 3.42 132.35 ± 0.03 13 17 0.31 ± 18.98

1246 JW5656 tiaE ECK3540 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 301 N.D. 20.99 N.D. 2.16 ± 0.39 0.03 ± 0.03 6 - 86.40 ± 0.33

1247 JW5657 yiaD ECK3539 predicted outer membrane lipoprotien 497 586 45.66 62.10 22.71 ± 4.03 30.62 ± 0.03 11 12 0.74 ± 6.55

1248 JW5669 hdeB ECK3493 acid-resistance protein 110 133 27.78 27.78 0.93 ± 0.03 1.68 ± 0.03 2 3 0.55 ± 0.52

1249 JW5676 rbbA ECK3471 fused ribosome-associated ATPases 791 1345 31.61 40.94 1.59 ± 0.10 3.27 ± 0.03 19 29 0.49 ± 0.75

1250 JW5677 yhhJ ECK3470 predicted transporter subunit -!- membrane component of ABC superfamily 65 404 9.89 25.13 1.00 ± 0.03 2.98 ± 0.03 3 6 0.34 ± 0.32

1251 JW5682 dcrB ECK3456 periplasmic protein 293 490 48.65 48.65 6.94 ± 0.75 9.00 ± 0.03 9 10 0.77 ± 2.02

1252 JW5687 glpG ECK3410 predicted intramembrane serine protease 127 N.D. 13.77 N.D. 1.68 ± 0.03 0.03 ± 0.03 3 - 67.20 ± 0.95

1253 JW5689 malP ECK3404 maltodextrin phosphorylase 485 398 17.44 13.30 0.47 ± 0.09 0.31 ± 0.03 10 7 1.52 ± 0.05

1254 JW5692 hslO ECK3388 heat shock protein Hsp33 101 N.D. 11.64 N.D. 0.43 ± 0.03 0.03 ± 0.03 2 - 17.20 ± 0.23

1255 JW5701 yhfK ECK3346 conserved inner membrane protein 130 142 7.43 9.29 0.35 ± 0.05 0.56 ± 0.03 4 6 0.63 ± 0.09

1256 JW5702 crp ECK3345 DNA-binding transcriptional dual regulator 536 385 55.24 37.14 5.49 ± 1.30 2.16 ± 0.03 13 8 2.54 ± 1.04

1257 JW5703 yheO ECK3333 predicted DNA-binding transcriptional regulator N.D. 146 N.D. 17.92 0.03 ± 0.03 0.58 ± 0.03 - 3 0.04 ± 0.32

1258 JW5713 ubiC ECK4031 chorismate pyruvate lyase 132 N.D. 31.52 N.D. 0.87 ± 0.03 0.03 ± 0.03 3 - 34.80 ± 0.48

1259 JW5731 adiA ECK4110 biodegradative arginine decarboxylase 131 N.D. 5.29 N.D. 0.21 ± 0.03 0.03 ± 0.03 3 - 8.40 ± 0.06

1260 JW5734 dipZ ECK4130 fused thiol:disulfide interchange protein N.D. 57 N.D. 4.60 0.03 ± 0.03 0.36 ± 0.03 - 2 0.07 ± 0.00

1261 JW5735 dcuA ECK4132 C4-dicarboxylate antiporter 250 223 5.93 5.93 14.85 ± 3.75 9.00 ± 0.03 6 5 1.65 ± 2.70

1262 JW5736 yjeI ECK4138 conserved protein 185 193 69.23 69.23 16.78 ± 6.16 16.78 ± 0.03 5 5 1.00 ± 2.84

1263 JW5741 rnr ECK4175 exoribonuclease R, RNase R 273 593 11.19 24.72 0.32 ± 0.03 0.82 ± 0.03 6 13 0.39 ± 0.15

1264 JW5743 yjfO ECK4185 conserved protein 158 148 26.61 18.35 2.98 ± 0.85 1.51 ± 0.03 3 2 1.97 ± 0.83

1265 JW5745 ytfB ECK4202 predicted cell envelope opacity-associated protein 489 388 61.79 42.92 55.23 ± 1.93 22.71 ± 0.03 14 11 2.43 ± 5.72

1266 JW5756 yjgK ECK4245 conserved protein 149 131 37.33 16.67 1.00 ± 0.03 0.58 ± 0.03 3 2 1.72 ± 0.49

1267 JW5760 yjgQ ECK4255 conserved inner membrane protein 592 632 36.94 39.17 3.28 ± 0.47 5.16 ± 0.03 12 15 0.64 ± 1.14

1268 JW5761 yjgB ECK4262 predicted alcohol dehydrogenase, Zn-dependent and NAD(P)-binding 137 183 10.91 13.27 0.70 ± 0.03 1.03 ± 0.03 3 4 0.68 ± 0.35

1269 JW5779 fimI ECK4306 fimbrial protein involved in type 1 pilus biosynthesis 358 N.D. 40.22 N.D. 9.00 ± 1.70 0.03 ± 0.03 8 - 360.00 ± 1.36

1270 JW5780 fimD ECK4308 outer membrane usher protein, type 1 fimbrial synthesis 2169 531 55.13 20.05 13.38 ± 0.48 1.07 ± 0.03 44 12 12.50 ± 3.67

1271 JW5785 yjiL ECK4325 predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 204 307 18.82 44.31 1.05 ± 0.03 2.65 ± 0.03 5 9 0.40 ± 0.43

1272 JW5790 yjiA ECK4342 predicted GTPase 390 67 38.99 11.32 2.98 ± 0.39 0.85 ± 0.03 9 4 3.51 ± 0.61

1273 JW5791 yjiY ECK4344 predicted inner membrane protein 233 180 7.40 7.40 1.15 ± 0.22 0.90 ± 0.03 6 5 1.28 ± 0.23

1274 JW5794 mdoB ECK4349 phosphoglycerol transferase I 662 N.D. 25.56 N.D. 1.88 ± 0.23 0.03 ± 0.03 17 - 75.20 ± 0.44

1275 JW5800 nadR ECK4382 bifunctional DNA-binding transcriptional repressor -!- NMN adenylyltransferase 87 N.D. 10.00 N.D. 0.27 ± 0.00 0.03 ± 0.03 3 - 10.80 ± 0.09

1276 JW5803 ybhR ECK0781 predicted transporter subunit -!- membrane component of ABC superfamily 83 95 7.61 7.61 0.39 ± 0.03 0.39 ± 0.03 2 2 1.00 ± 0.21

1277 JW5808 pcnB ECK0142 poly(A) polymerase I 434 154 23.44 10.97 0.93 ± 0.15 0.30 ± 0.03 10 4 3.10 ± 0.20

1278 JW5819 ybjS ECK0859 predicted NAD(P)H oxidoreductase with NAD(P)-binding Rossmann-fold domain 173 126 15.43 11.28 0.47 ± 0.03 0.47 ± 0.03 3 3 1.00 ± 0.15

1279 JW5821 emtA ECK1181 lytic murein endotransglycosylase E 359 319 48.77 49.26 3.33 ± 0.85 3.33 ± 0.03 7 7 1.00 ± 1.25

1280 JW5829 infC ECK1716 protein chain initiation factor IF-3 164 N.D. 20.00 N.D. 0.47 ± 0.03 0.03 ± 0.03 2 - 18.80 ± 0.00

1281 JW5832 yedQ ECK1954 predicted diguanylate cyclase 720 641 37.06 26.95 2.05 ± 0.15 1.31 ± 0.03 16 12 1.56 ± 0.54

1282 JW5836 cld ECK2022 regulator of length of O-antigen component of lipopolysaccharide chains 1315 1276 57.98 57.06 176.83 ± 4.35 85.60 ± 0.03 36 31 2.07 ± 35.69

1283 JW5837 yegR ECK2081 predicted protein 510 465 53.33 53.33 16.78 ± 2.20 22.71 ± 0.03 10 11 0.74 ± 3.46

1284 JW5841 prmB ECK2324 N5-glutamine methyltransferase 156 N.D. 6.77 N.D. 0.47 ± 0.00 0.03 ± 0.03 2 - 18.80 ± 0.26

1285 JW5851 pnp ECK3152 polynucleotide phosphorylase/polyadenylase 2068 1822 62.26 48.37 8.45 ± 0.61 5.75 ± 0.03 40 34 1.47 ± 2.05

1286 JW5856 trxA ECK3773 thioredoxin 1 N.D. 101 N.D. 25.69 0.03 ± 0.03 1.15 ± 0.03 - 2 0.02 ± 0.65

1287 JW5867 aidB ECK4183 isovaleryl CoA dehydrogenase 911 719 47.50 39.37 4.84 ± 0.24 2.69 ± 0.03 23 17 1.80 ± 0.97

1288 JW5869 yjiK ECK4324 conserved protein 59 30 5.59 7.45 0.29 ± 0.03 0.29 ± 0.03 2 2 1.00 ± 0.00

1289 JW5871 mcrB ECK4336 5-methylcytosine-specific restriction enzyme McrBC, subunit McrB 48 N.D. 5.66 N.D. 0.19 ± 0.03 0.03 ± 0.03 2 - 7.60 ± 0.09

1290 JW5873 prfC ECK4366 peptide chain release factor RF-3 593 71 36.67 8.32 2.16 ± 0.32 0.17 ± 0.03 15 2 12.71 ± 0.48

1291 JW5875 nuoB ECK2281 NADH:ubiquinone oxidoreductase, chain B 466 607 40.00 42.73 3.64 ± 0.28 5.31 ± 0.03 10 12 0.69 ± 1.40

1292 JW5878 csiE ECK2532 stationary phase inducible protein 772 645 35.21 35.21 4.01 ± 0.38 2.55 ± 0.03 14 11 1.57 ± 0.81

1293 JW5897 yliA ECK0819 fused predicted peptide transport subunits -!- ATP-binding components of ABC superfamily 63 382 5.39 15.69 0.11 ± 0.03 0.45 ± 0.03 2 7 0.24 ± 0.14

1294 JW5905 hrpA ECK1406 ATP-dependent helicase 434 404 9.91 7.81 0.33 ± 0.06 0.26 ± 0.03 11 9 1.27 ± 0.07

1295 JW5917 rcsC ECK2211 hybrid sensory kinase in two-component regulatory system with RcsB and YojN 273 141 54.03 38.71 4.18 ± 0.61 1.68 ± 0.03 5 3 2.49 ± 0.75

1296 JW5920 rcsC ECK2211 hybrid sensory kinase in two-component regulatory system with RcsB and YojN 555 856 20.20 27.76 0.73 ± 0.13 1.23 ± 0.03 11 16 0.59 ± 0.35

1297 JW5925 yghJ ECK2968 predicted inner membrane lipoprotein 566 488 11.25 11.58 0.42 ± 0.13 0.47 ± 0.03 11 12 0.89 ± 0.08

1298 JW5927 ygiB ECK3028 conserved outer membrane protein 366 372 30.37 39.79 2.83 ± 0.61 5.81 ± 0.03 7 10 0.49 ± 2.02

1299 JW5930 yihA ECK3857 GTP-binding protein 106 107 9.60 9.60 0.58 ± 0.03 0.58 ± 0.03 2 2 1.00 ± 0.32

1300 JW5932 hemC ECK3799 hydroxymethylbilane synthase 72 N.D. 15.02 N.D. 0.44 ± 0.03 0.03 ± 0.03 3 - 17.60 ± 0.14

1301 JW5942 bcsC ECK3515 cellulose synthase subunit 223 278 8.12 8.12 0.23 ± 0.02 0.19 ± 0.03 7 6 1.21 ± 0.03

1302 JW5943 yhjK ECK3514 predicted diguanylate cyclase 626 839 32.20 36.21 2.16 ± 0.27 3.87 ± 0.03 16 22 0.56 ± 0.95

* emPAI ratios were calculated by the use of the merged data from the triplicate analysis. The S.D. was caluclated from the results of triplicate analysis.

For calculation the emPAI ratio, emPA values of zero are set as 0.03. 

N.D. no data.
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Supplementary Table S6-B Peptides identified from BW25113 wild-type based on the PTS protocol.

Peptide # Peptide sequence Modification site
Accession

number
ECK

number
Gene Protein name

Mascot
peptide score

Observed
m/z

Charge
Observed
mass (Da)

Mass error
(Da)

Retention
time (min)

Forward
residue

Backword
residue

Other proteins

1 AAAAIAGELGLEFK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 101 680.8776 2 1359.7406 0.0009 54.29 R A 0

2 AAAAPVTGPLADDPIQETITFDDFAK JW2101 ECK2107 metG methionyl-tRNA synthetase 62 1337.6659 2 2673.3172 -0.0002 63.25 K V 0

3 AAADIASR JW3119 ECK3138 yraP predicted protein 59 387.7089 2 773.4032 0.0001 18.07 K V 0

4 AAAEADDIFGELSSGK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 117 790.8764 2 1579.7382 0.0016 51.16 K N 0

5 AAAESSIQVK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 65 502.2740 2 1002.5334 -0.0010 22.62 R N 0

6 AAAFEGELIPASQIDR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 57 844.4369 2 1686.8592 0.0015 48.09 K L 0

7 AAAICAER 57.021465@C:5 JW2294 ECK2291 pta phosphate acetyltransferase 45 431.2160 2 860.4174 0.0001 19.35 K G 0

8 AAAIGIAMGSGTDVALETADAALTHNHLR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 49 949.8188 3 2846.4346 0.0001 60.75 K G 0

9 AAALAAADAR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 85 450.7482 2 899.4818 -0.0005 22.41 R I 0

10 AAALAAADARIPLAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 66 711.9243 2 1421.8340 -0.0013 36.92 R M 0

11 AAAQLQQGLADTSDENLK JW2497 ECK2509 yfgM conserved protein 112 936.9673 2 1871.9200 -0.0024 37.24 K A 0

12 AAAQLQQGLADTSDENLKAVINLR JW2497 ECK2509 yfgM conserved protein 82 847.1215 3 2538.3427 0.0024 52.49 K L 0

13 AAATQHNLEVLASR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 79 740.8962 2 1479.7778 -0.0016 31.49 R G 0

14 AAATQPAEALR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 48 549.7987 2 1097.5828 -0.0001 21.93 R Y 0

15 AAATQPAEALRYE JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 58 695.8513 2 1389.6880 -0.0007 32.90 R - 0

16 AAAVEQLQVWGQR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 19 728.3883 2 1454.7620 -0.0010 48.18 R N 0

17 AACPRCGTTLTVAWDAPR 57.021465@C:3,57.021465@C:6 JW0933 ECK0941 pqiA paraquat-inducible membrane protein A 25 668.3245 3 2001.9517 0.0004 55.14 K Q 0

18 AADAAFAEWGQTTPK JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 85 782.3761 2 1562.7376 0.0012 45.26 R V 0

19 AADAHGIPFTLSTVSVCPIEEVAPAIK 57.021465@C:17 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 53 1397.2286 2 2792.4426 0.0008 61.20 K R 0

20 AADALRLPDWDAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 30 481.2534 3 1440.7384 0.0022 47.07 R I 0

21 AADEIYFVPEGTPLSTQLVK JW5415 ECK2609 yfjD predicted inner membrane protein 26 726.7166 3 2177.1280 0.0023 60.00 R F 0

22 AADGQMVPFSAFSSSR JW0451 ECK0456 acrB multidrug efflux system protein 44 829.3850 2 1656.7554 -0.0011 48.59 R W 0

23 AADILFPVISDSIR JW1586 ECK1589 dgsA DNA-binding transcriptional repressor 68 758.9228 2 1515.8310 0.0014 61.67 K Q 0

24 AADIVLQAAIAAGAPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 87 740.4305 2 1478.8464 0.0008 54.18 K D 0

25 AADLVDALGQENNPEWK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 105 935.4531 2 1868.8916 0.0013 53.05 R T 0

26 AADMTGADIEAMTR JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 90 726.8270 2 1451.6394 0.0011 40.47 K S 0

27 AAEFGVLVR JW0473 ECK0478 copA copper transporter 73 481.2769 2 960.5392 -0.0001 41.90 R D 0

28 AAEGWAR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 33 380.6905 2 759.3664 0.0001 21.25 K G 0

29 AAELAGNDTIPVEITR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 78 835.4412 2 1668.8678 -0.0005 43.75 R V 0

30 AAENFDNVTR JW2049 ECK2058 asmA predicted assembly protein 75 568.7702 2 1135.5258 0.0001 26.60 K L 0

31 AAEQLIR JW0636 ECK0634 rlpB minor lipoprotein 44 400.7348 2 799.4550 -0.0001 24.67 R K JW2200

32 AAESALNIDVPVNAQYIR JW2962 ECK2988 hybC hydrogenase 2, large subunit 85 972.5140 2 1943.0134 0.0022 53.42 R N 0

33 AAESRPAPFLIHQESNVIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 70 745.4059 3 2233.1959 -0.0008 39.79 K A 0

34 AAETIFNGGAVPGW JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 46 695.3441 2 1388.6736 0.0011 60.47 K - 0

35 AAFDDAIAAR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 73 510.7592 2 1019.5038 0.0003 33.70 K E 0

36 AAFDDAIAARENEQQYIR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 54 694.3395 3 2079.9967 -0.0007 41.76 K E 0

37 AAFDFAVEHQSVER JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 85 803.3864 2 1604.7582 -0.0001 40.74 K W 0

38 AAFDQWVAK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 42 518.2665 2 1034.5184 -0.0001 40.56 R A 0

39 AAFSDFSK JW2577 ECK2593 yfiO predicted lipoprotein 29 436.7113 2 871.4080 0.0005 31.88 R L 0

40 AAGAELVGMEDLADQIK 15.994915@M:9 JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 106 873.9323 2 1745.8500 -0.0004 43.58 K K 0

41 AAGAELVGMEDLADQIKK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 31 620.3251 3 1857.9535 0.0028 52.46 K G 0

42 AAGAELVGMEDLADQIKKGEMNFDVVIASPDAMR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 72 1197.9207 3 3590.7403 -0.0016 71.90 K V 0

43 AAGATTANITQAIEQMR JW2573 ECK2590 clpB protein disaggregation chaperone 108 873.9439 2 1745.8732 0.0003 49.77 K G 0

44 AAGCSTLVFTVDMPTPGAR 57.021465@C:4 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 70 975.9746 2 1949.9346 0.0007 55.76 K Y 0

45 AAGEAPAAPQVTAEDASASLAELLNAGLGGSDNE JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 13 1056.5039 3 3166.4899 -0.0004 77.62 R - 0

46 AAGEPLPAVVPAGPDNPMGLYALYIGR JW0803 ECK0809 ybiS conserved protein 35 903.8082 3 2708.4028 0.0030 70.68 R L 0

47 AAGGLWFGWSGETGNEDQPLKK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 26 783.3822 3 2347.1248 0.0015 52.88 K V 0

48 AAGLHLQESIAEQGALR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 91 882.4733 2 1762.9320 -0.0006 39.01 R D 0

49 AAGLHLQESIAEQGALRDASESDVEASLDR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 73 1046.8484 3 3137.5234 0.0009 48.64 R L 0

50 AAGLSQYEHLIDDAIAWGK JW2448 ECK2459 talA transaldolase A 64 686.6817 3 2057.0233 0.0014 65.53 K K 0

51 AAGLSQYEHLIDDAIAWGKK JW2448 ECK2459 talA transaldolase A 13 729.3801 3 2185.1185 0.0019 62.44 K N 0

52 AAGMMGLTAEMLAR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 52 711.8504 2 1421.6862 0.0034 55.74 K M 0

53 AAGMVSANLR JW4180 ECK4217 ytfN conserved protein 48 495.2635 2 988.5124 0.0001 27.08 K L 0

54 AAGNVDDQINR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 73 586.7862 2 1171.5578 -0.0004 21.60 R V 0

55 AAGQIDCSR 57.021465@C:7 JW0281 ECK0286 yagU conserved inner membrane protein 37 489.2268 2 976.4390 -0.0006 17.20 R N 0

56 AAGSLVK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 27 323.2000 2 644.3854 -0.0003 18.41 R R 0

57 AAGSVLISAPR JW0099 ECK0102 yacF conserved protein 14 521.3070 2 1040.5994 0.0016 60.83 K I 0

58 AAGVETEVFFEVEADPTLSIVR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 77 1190.1081 2 2378.2016 0.0010 67.23 K K 0

59 AAGVETEVFFEVEADPTLSIVRK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 69 836.4395 3 2506.2967 0.0012 62.40 K G 0

60 AAGYELGKDITLAMDCAASEFYKDGK 57.021465@C:16 JW2750 ECK2773 eno enolase 37 942.1114 3 2823.3124 0.0027 71.12 K Y 0

61 AAHSFNLLDAR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 58 607.8171 2 1213.6196 -0.0007 37.14 K K 0

62 AAIAAAQANPNAK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 68 605.8296 2 1209.6446 -0.0018 18.73 R I 0

63 AAIEAAGGKIEE JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 67 579.8037 2 1157.5928 0.0001 27.13 R - 0

64 AAIEAAR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 15 351.2008 2 700.3870 0.0003 17.62 K T 0

65 AAILNYSR JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 46 454.2535 2 906.4924 0.0001 31.01 K G 0

66 AAINAPMQGTAADIIK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 29 792.9246 2 1583.8346 0.0006 43.96 R R 0

67 AAIQSLPR JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 20 428.2549 2 854.4952 -0.0022 28.66 R G 0

68 AAISQASDVAALDNVR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 73 800.9180 2 1599.8214 -0.0002 42.41 K V 0

69 AAISQASDVAALDNVRVEYLGK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 53 764.0723 3 2289.1951 -0.0012 51.78 K K 0

70 AAISSIDKGQWEAAASIGMTPWQTMR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 21 936.1264 3 2805.3574 -0.0004 58.79 R R 0

71 AAITAAYR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 48 418.7349 2 835.4552 0.0000 23.65 R R 0

72 AAITAEIR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 42 422.7489 2 843.4832 0.0018 26.40 K L 0

73 AAKPAQPEVVEALQSALNALEER JW4120 ECK4155 yjeP predicted mechanosensitive channel 53 1217.6509 2 2433.2872 0.0010 73.34 K K 0

74 AALADFIVDNR JW2019 ECK2028 wbbI conserved protein 33 602.8198 2 1203.6250 0.0003 50.28 K I 0

75 AALELAEQR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 55 500.7748 2 999.5350 0.0001 28.79 K E 0

76 AALELEPNNSNTQAALGYALWDSGDIAQSR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 23 1059.1814 3 3174.5224 0.0008 61.90 R E 0

77 AALIDCLAPDR 57.021465@C:6 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 66 607.8136 2 1213.6126 0.0002 42.03 R R 0

78 AALIDCLAPDRR 57.021465@C:6 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 40 685.8638 2 1369.7130 -0.0005 37.09 R V 0

79 AALIDCLAPDRRVEIEVK 57.021465@C:6 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 23 1034.5651 2 2067.1156 0.0010 45.14 R G 0

80 AALIPTVDSAK JW5066 ECK0485 ybbM predicted inner membrane protein 24 543.3138 2 1084.6130 0.0003 35.23 R T 0

81 AALLFPLADANVVSEDVLR JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 25 1007.0544 2 2012.0942 0.0000 71.44 R E 0

82 AALQISQSGQTCALLSK 57.021465@C:12 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 112 888.4690 2 1774.9234 -0.0013 43.12 R V 0

83 AALQNTILK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 62 486.2979 2 970.5812 0.0001 34.03 K G 0

84 AALVNADQTLSETWSYQLPANE JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 59 1211.0829 2 2420.1512 0.0016 61.21 R - 0

85 AALYGIPLPWIAVEAGWFVAEYGR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 24 883.8008 3 2648.3806 0.0016 80.58 R Q 0

86 AANAGGVATSGLEMAQNAAR JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 100 930.4556 2 1858.8966 0.0012 43.39 K L 0

87 AANDDLLNSFWLLDSEKGEAR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 33 788.7207 3 2363.1403 0.0009 64.59 K C 0

88 AANIIGIQIEFAK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 92 694.4006 2 1386.7866 -0.0005 55.27 K V 0

89 AANIIVK JW4113 ECK4148 frdC fumarate reductase (anaerobic), membrane anchor subunit 46 364.7369 2 727.4592 0.0001 22.55 K D 0

90 AANIIVKDEK JW4113 ECK4148 frdC fumarate reductase (anaerobic), membrane anchor subunit 48 550.8188 2 1099.6230 -0.0007 21.53 K M 0

91 AANPNGFLVYFSDHGEEVYDTPPHK JW3927 ECK3946 yijP conserved inner membrane protein 13 701.8292 4 2803.2877 0.0001 53.19 K T 0

92 AAPATPAAPAQPGLLSR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 58 794.9438 2 1587.8730 -0.0003 35.87 K F 0

93 AAPAVVNVYNR JW3204 ECK3224 degS serine endoprotease, periplasmic 58 587.3227 2 1172.6308 0.0006 30.82 R G 0

94 AAPCIIFIDEIDAVGR 57.021465@C:4 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 55 880.4561 2 1758.8976 0.0002 68.74 K Q 0

95 AAPEGGHKPNALFAR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 60 512.6075 3 1534.8007 0.0002 25.16 K F 0

96 AAPEITR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 38 379.2139 2 756.4132 0.0003 20.14 K E 0

97 AAPSYEELSNSQELLETGIK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 62 1090.0431 2 2178.0716 0.0024 54.33 R V 0

98 AAPTPAKPMGPNDYMVIGLAR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 30 724.0431 3 2169.1075 0.0002 46.52 K I 0

99 AAQALGVSDR JW2167 ECK2173 yejE predicted oligopeptide transporter subunit -!- membrane component of ABC superfamily 56 494.2641 2 986.5136 -0.0009 19.71 R S 0

100 AAQGIGAGLLTAR JW1315 ECK1318 ycjF conserved inner membrane protein 33 599.8497 2 1197.6848 0.0019 43.07 R L 0

101 AAQSLVNQR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 70 493.7723 2 985.5300 -0.0004 20.67 R Q 0

102 AAQYVASHPGEVCPAK 57.021465@C:13 JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 32 562.2742 3 1683.8008 -0.0031 23.04 K W 0

103 AASAAGLSIHVPFAPGR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 81 811.4439 2 1620.8732 -0.0004 48.09 K V 0

104 AASAAGLSIHVPFAPGRVDAR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 19 516.5343 4 2062.1081 0.0007 45.48 K Q 0

105 AASDLIFLGVK JW2943 ECK2970 glcB malate synthase G 50 567.3320 2 1132.6494 0.0002 52.95 K Q 0

106 AASEAVKDAALSCDQFFVNHR 57.021465@C:13 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 73 779.3743 3 2335.1011 -0.0004 42.71 R W 0

107 AASHLNDELK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 51 549.2830 2 1096.5514 0.0001 20.69 R G 0

108 AASHLNDELKGAWAAR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 26 570.6285 3 1708.8637 -0.0007 36.77 R T 0

109 AASIEALK JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 61 401.7371 2 801.4596 0.0000 27.03 R I 0

110 AASIPDATER JW0088 ECK0091 murG N-acetylglucosaminyl transferase 24 515.7618 2 1029.5090 0.0000 24.91 R V 0

111 AASSQMLDR JW1218 ECK1221 narI nitrate reductase 1, gamma (cytochrome b(NR)) subunit 61 489.7375 2 977.4604 0.0005 22.52 R K 0

112 AASSQMLDRK JW1218 ECK1221 narI nitrate reductase 1, gamma (cytochrome b(NR)) subunit 45 553.7849 2 1105.5552 0.0002 19.72 R G 0

113 AASVALFSGHASQGASTITQQLAR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 77 791.4148 3 2371.2226 -0.0018 45.93 R N 0

114 AATAEVAIVAIQK JW4026 ECK4058 yjcE predicted cation/proton antiporter 95 642.8795 2 1283.7444 -0.0004 38.90 R M 0

115 AATAGNGNEAAIEAQAAGVEQR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 23 700.3420 3 2098.0042 0.0003 35.50 R L 0

116 AATDNGGSLIK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 31 523.7774 2 1045.5402 -0.0001 24.91 K E 0

117 AATFAASLGLK JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 52 525.3029 2 1048.5912 -0.0005 43.74 K V 0

118 AATHDVLAGLTAR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 76 648.3559 2 1294.6972 -0.0021 35.93 R E 0

119 AATILAEQLEAFVDLR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 105 880.4837 2 1758.9528 0.0012 74.26 R D 0

120 AATYEQIK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 46 462.2448 2 922.4750 -0.0010 22.68 K A 0

121 AAVAFLGTAIDAGHTNVLALQSSAAGSATNVGVQILDR JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 103 1227.3191 3 3678.9355 0.0026 66.65 K T 0

122 AAVAGIAMGLVK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 68 550.8286 2 1099.6426 0.0004 47.22 K E 0

1



123 AAVEEGVVAGGGVALIR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 119 784.4440 2 1566.8734 0.0005 44.88 R V 0

124 AAVEGIPALK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 42 484.7930 2 967.5714 0.0013 36.62 K K 0

125 AAVEGIPALKK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 32 548.8391 2 1095.6636 -0.0016 30.08 K Q 0

126 AAVELAVK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 45 400.7474 2 799.4802 0.0000 26.94 R Y 0

127 AAVEQATINLQYANVTSPITGVSGK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 129 1266.6691 2 2531.3236 0.0005 53.62 K S 0

128 AAVIEAMTK JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 57 467.2569 2 932.4992 -0.0008 29.02 R C 0

129 AAVLCFAAESVATDCQR 57.021465@C:5,57.021465@C:15 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 97 934.9360 2 1867.8574 0.0017 49.38 R E 0

130 AAVLVEVNR JW3511 ECK3529 dppC dipeptide transporter -!- membrane component of ABC superfamily 54 485.7873 2 969.5600 -0.0006 30.83 R D 0

131 AAVLVEVNRDYVTASR JW3511 ECK3529 dppC dipeptide transporter -!- membrane component of ABC superfamily 65 881.9754 2 1761.9362 -0.0011 39.94 R V 0

132 AAVTMPSSK JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 23 446.2337 2 890.4528 -0.0002 22.77 K L 0

133 AAVVVTDPR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 55 464.2661 2 926.5176 -0.0009 24.71 R T 0

134 AAYAVVDDGKR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 76 582.8035 2 1163.5924 -0.0011 21.82 K T 0

135 AAYEVSNLELAIINLTMTNIR 15.994915@M:17 JW0478 ECK0483 ybbK predicted protease, membrane anchored 43 789.0865 3 2364.2377 0.0020 75.09 R T 0

136 AAYGALADVLDNDTSRK JW5108 ECK0797 ybiO predicted mechanosensitive channel 19 593.9667 3 1778.8783 -0.0016 46.67 K E 0

137 AAYSSGKPAIGVGAGNTPVVIDETADIK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 97 901.1398 3 2700.3976 0.0005 44.21 K R 0

138 AAYSSGKPAIGVGAGNTPVVIDETADIKR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 108 953.1729 3 2856.4969 -0.0012 40.64 K A 0

139 ACAEDDPQLSGR 57.021465@C:2 JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 53 659.7884 2 1317.5622 0.0003 20.29 K H 0

140 ACATSFQAVANVAESLMAGTIR 57.021465@C:2 JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 113 1134.5604 2 2267.1062 0.0025 75.69 R A 0

141 ACELIHQLPHQQQTPVIAVTAHAMAGQK 57.021465@C:2 JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 52 770.1500 4 3076.5709 0.0009 43.44 R E 0

142 ACFKPVEELL 57.021465@C:2 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 40 603.3155 2 1204.6164 0.0002 51.35 R - 0

143 ACIGIITNPVNTTVAIAAEVLKK 57.021465@C:2 JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 41 799.4579 3 2395.3519 0.0010 70.76 K A 0

144 ACQNYGPLYK 57.021465@C:2 JW2773 ECK2797 fucI L-fucose isomerase 46 607.2873 2 1212.5600 0.0003 28.99 R R 0

145 ACQNYGPLYKR 57.021465@C:2 JW2773 ECK2797 fucI L-fucose isomerase 23 457.2273 3 1368.6601 -0.0008 26.85 R - 0

146 ACQVACSEWNDIR 57.021465@C:2,57.021465@C:6 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 82 804.8474 2 1607.6802 -0.0018 36.80 K D JW1471

147 ACQVACSEWNDIRDTVGNNIGVYDNPNDLSAK 57.021465@C:2,57.021465@C:6 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 129 1199.2105 3 3594.6097 -0.0008 56.65 K S 0

148 ACSTQCPIK 57.021465@C:2,57.021465@C:6 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 32 532.7466 2 1063.4786 -0.0004 19.11 K I 0

149 ACVIPEGMVIGENAEEDAR 57.021465@C:2 JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 68 1030.4754 2 2058.9362 0.0012 48.90 R R 0

150 ADAALLDEMINNIQFIPGDFTR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 59 1232.6134 2 2463.2122 0.0019 79.09 K A 0

151 ADAASGLPLLQLGVALK JW2504 ECK2516 yfhM conserved protein 19 818.9862 2 1635.9578 0.0019 68.91 R T 0

152 ADAATAISELNALGVK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 126 772.4204 2 1542.8262 0.0009 55.85 R G 0

153 ADAVLHDTPNILYFIK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 30 610.6650 3 1828.9732 0.0007 59.33 R T 0

154 ADAVVVLENDLHR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 36 484.2599 3 1449.7579 0.0004 47.59 R H 0

155 ADCLGIIGVAR 57.021465@C:3 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 44 572.8107 2 1143.6068 -0.0001 42.53 R D 0

156 ADDAISEQLAQLK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 19 701.3644 2 1400.7142 -0.0005 47.19 K A 0

157 ADDKLIAAAEACIAELNLNAVR 57.021465@C:12 JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 52 781.0783 3 2340.2131 0.0023 71.17 K G 0

158 ADDPFIK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 30 403.2082 2 804.4018 0.0000 33.12 R S 0

159 ADDYVHEKPWQGIGVGAAVGLVLGLLLARR JW2261 ECK2260 elaB conserved protein 39 794.1952 4 3172.7517 0.0006 80.23 R - 0

160 ADEIVVVEDGVIVER JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 63 821.4375 2 1640.8604 -0.0016 48.72 K G 0

161 ADEQILDIGDASAQELAEILK JW2893 ECK2922 pgk phosphoglycerate kinase 106 1121.5772 2 2241.1398 0.0022 75.09 K N 0

162 ADEQILDIGDASAQELAEILKNAK JW2893 ECK2922 pgk phosphoglycerate kinase 57 852.4458 3 2554.3156 0.0030 74.52 K T 0

163 ADESDLILEGYIAFLDPPKETTAPALK JW4201 ECK4237 mgtA magnesium transporter 16 973.1745 3 2916.5017 0.0009 73.15 R A 0

164 ADEYVRENPWTGVGIGAAIGVVLGVLLSRR JW3069 ECK3089 yqjD conserved protein 80 792.6891 4 3166.7273 0.0023 80.44 R - 0

165 ADFLSDPNK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 34 503.7458 2 1005.4770 0.0003 32.28 K I 0

166 ADFLSDPNKITPVFVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 31 606.9967 3 1817.9683 0.0005 53.11 K F 0

167 ADGAMDAGNMLKPALAR JW2573 ECK2590 clpB protein disaggregation chaperone 74 851.4244 2 1700.8342 0.0004 41.03 K G 0

168 ADGLSIILVSSEMPEVLGMSDR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 38 1160.0838 2 2318.1530 0.0032 75.91 K I 0

169 ADGQSGMNLGLKPSTNDTIEIGSK JW1446 ECK1445 yncD predicted iron outer membrane transporter 67 811.7355 3 2432.1847 -0.0005 43.34 R T 0

170 ADGSQEVVPCR 57.021465@C:10 JW1268 ECK1271 acnA aconitate hydratase 1 35 609.2822 2 1216.5498 -0.0007 23.96 R C 0

171 ADGVIFQTAV JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 29 510.7715 2 1019.5284 -0.0003 50.64 K - 0

172 ADIAIIATAQNGNK JW0424 ECK0428 yajG predicted lipoprotein 99 700.3805 2 1398.7464 -0.0002 36.74 K M 0

173 ADIDYNTSEAHTTYGVIGVK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 51 718.6830 3 2153.0272 -0.0006 40.90 R V 0

174 ADILSPVKETGTLLGVVSSQAAELCGLK 57.021465@C:25 JW1504 ECK1504 ydeV predicted sugar kinase 19 952.8522 3 2855.5348 0.0034 73.40 R A 0

175 ADISSDQIAAIGITNQR JW3897 ECK3918 glpK glycerol kinase 35 886.9613 2 1771.9080 0.0017 44.50 K E 0

176 ADKDVEELLETR JW1377 ECK1379 ynbE predicted lipoprotein 64 709.3619 2 1416.7092 -0.0003 40.99 K S 0

177 ADKFPYVGTTYR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 25 709.3595 2 1416.7044 0.0006 36.18 K L 0

178 ADKPLVGTGMER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 47 637.3322 2 1272.6498 0.0003 26.16 R A 0

179 ADLDDIK JW1510 ECK1510 lsrF predicted aldolase 49 395.2030 2 788.3914 -0.0001 26.32 M D 0

180 ADLDDIKDGKDFR JW1510 ECK1510 lsrF predicted aldolase 21 503.2510 3 1506.7312 -0.0003 33.07 M T 0

181 ADLEIFVDPLGKPLPFSEVTGSK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 62 1230.1565 2 2458.2984 -0.0011 66.72 K G 0

182 ADLETPTAYNTYTITGLPPGAIATPGADSLK JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 28 1040.5315 3 3118.5727 0.0016 59.19 R A 0

183 ADLLTLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 45 401.2450 2 800.4754 -0.0001 39.23 K A 0

184 ADLQAQLDSLNK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 62 658.3447 2 1314.6748 -0.0030 41.50 K Q 0

185 ADMLQQECEALLVDFPEQEKELR 57.021465@C:8 JW4349 ECK4378 lplA lipoate-protein ligase A 28 931.1149 3 2790.3229 0.0025 61.52 R E 0

186 ADNAGEGGILTLMSLAGR 15.994915@M:13 JW5609 ECK3741 trkD potassium transporter 15 881.4458 2 1760.8770 0.0044 56.14 R N 0

187 ADNDMAPLQQK JW3432 ECK3451 yhhM conserved protein 36 615.7931 2 1229.5716 0.0006 27.82 K L 0

188 ADNPFDLLLPAAMAK JW0887 ECK0895 focA formate transporter 74 793.9173 2 1585.8200 0.0026 68.94 K V 0

189 ADNSMFIGNDPVTDETMITALNALTEGK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 31 1484.7004 2 2967.3862 0.0022 78.18 K K 0

190 ADNSMFIGNDPVTDETMITALNALTEGKK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 48 1032.8339 3 3095.4799 0.0007 72.41 K D 0

191 ADPLAFWLSDQLAR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 37 801.9183 2 1601.8220 0.0019 68.50 K K 0

192 ADPLNEEEMSR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 60 645.7847 2 1289.5548 -0.0008 31.17 K L 0

193 ADQEFDGLYNELLLEMAR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 46 1064.0071 2 2125.9996 0.0006 74.16 K N 0

194 ADQIQWSAGIEPGDPR JW3975 ECK4007 aceA isocitrate lyase 86 870.4204 2 1738.8262 -0.0012 43.34 R Y 0

195 ADSVASALITQGVDASR JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 53 554.2887 3 1659.8443 0.0016 48.40 R I 0

196 ADTALWALYDSQGNPMPLMAR JW0902 ECK0910 ycbJ conserved protein 86 1161.0555 2 2320.0964 -0.0016 64.81 K S 0

197 ADTDILMGQR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 43 560.2765 2 1118.5384 -0.0006 34.65 R M 0

198 ADTLDITFDVTK JW3179 ECK3202 gltB glutamate synthase, large subunit 51 669.8433 2 1337.6720 0.0006 52.52 R T 0

199 ADVAWDTTK JW4180 ECK4217 ytfN conserved protein 15 503.7460 2 1005.4774 0.0007 28.37 K E 0

200 ADVQGSVEAISDSLLK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 100 816.4286 2 1630.8426 0.0013 60.84 K L 0

201 ADVVLPNQFQALR JW5943 ECK3514 yhjK predicted diguanylate cyclase 71 735.9062 2 1469.7978 -0.0012 49.72 R K 0

202 ADYDADRWQSTRPYDR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 14 672.3045 3 2013.8917 -0.0013 32.53 R F 0

203 ADYVSNDGIVAGR JW1490 ECK1489 yddB predicted porin protein 63 668.8272 2 1335.6398 -0.0021 31.73 R A 0

204 AEAAEINLR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 63 493.7670 2 985.5194 0.0002 30.46 R S 0

205 AEAAELEVDELKSQLADYQQALDVQQTR JW0907 ECK0915 mukB fused chromosome partitioning proteins 29 1054.5261 3 3160.5565 0.0040 65.84 R A 0

206 AEAAPAATGGGIPGMLPWPK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 73 946.4903 2 1890.9660 -0.0001 57.32 R V 0

207 AEAELQETFGQLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 72 732.3729 2 1462.7312 0.0009 44.12 K I 0

208 AEAFEESVR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 67 519.2484 2 1036.4822 -0.0002 27.41 K M 0

209 AEAGDVANAILDGTDAVMLSGESAK JW1666 ECK1672 pykF pyruvate kinase I 61 1203.0788 2 2404.1430 0.0003 66.99 R G 0

210 AEAIHYIGDLVQR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 70 742.8963 2 1483.7780 -0.0003 42.73 K T 0

211 AEAMGVALSDINQTISTAFGSSYVNDFLNQGR 15.994915@M:4 JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 28 1131.5413 3 3391.6021 0.0030 76.14 K V 0

212 AEANPALHPGQSAAIYLK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 38 617.6630 3 1849.9672 -0.0014 37.80 R G 0

213 AEAPAAAPAAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 31 484.2644 2 966.5142 0.0009 17.83 K A 0

214 AEAPAAAPAAKAEGK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 36 676.8621 2 1351.7096 0.0002 18.95 K S 0

215 AEAQVIIEQANK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 48 657.3565 2 1312.6984 -0.0003 31.64 K R 0

216 AEAQVIIEQANKR JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 32 490.6070 3 1468.7992 -0.0004 30.59 K R 0

217 AEAVCSQDAMDDIILASDVVMVAR 57.021465@C:5 JW1843 ECK1855 pykA pyruvate kinase II 79 860.4109 3 2578.2109 0.0032 72.71 R G 0

218 AEAVTCAVMQAK 57.021465@C:6 JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 58 639.8127 2 1277.6108 0.0000 32.44 R E 0

219 AECELLNNEVR 57.021465@C:3 JW3809 ECK3826 rmuC predicted recombination limiting protein 20 673.8220 2 1345.6294 -0.0002 35.57 R S 0

220 AEDLSAHLMR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 41 381.5256 3 1141.5550 0.0000 32.47 R S 0

221 AEDMFNQLTDETDFR JW1272 ECK1275 yciM conserved protein 51 916.3941 2 1830.7736 0.0007 56.86 R I 0

222 AEDSPLGGLR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 51 507.7647 2 1013.5148 0.0006 34.47 K L 0

223 AEEPALNMLADGR JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 100 693.8384 2 1385.6622 0.0013 46.41 R Q 0

224 AEFGEVDILVNNAGITR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 97 909.4731 2 1816.9316 -0.0002 56.45 R D 0

225 AEGEILLDGDNILTNSQDIALLR JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 96 1242.1535 2 2482.2924 0.0010 67.50 R A 0

226 AEGKSEFAENDAYVHATPLIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 73 773.3850 3 2317.1332 -0.0006 40.42 K R 0

227 AEGSQHISYQFSGEWR JW2425 ECK2427 yfeY predicted protein 62 941.4293 2 1880.8440 -0.0002 39.24 K G 0

228 AEGYALAGRLDQAISLLSSASSQVK JW2479 ECK2490 yfgC predicted peptidase 36 845.7847 3 2534.3323 -0.0017 68.54 R L 0

229 AEHQYLNQLSAQGIR JW2183 ECK2187 ccmG periplasmic thioredoxin of cytochrome c-type biogenesis 57 576.6325 3 1726.8757 0.0005 35.47 R V 0

230 AEIDQVK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 26 401.7187 2 801.4228 -0.0003 12.43 R A 0

231 AEIEGEIGDSHMGLAAR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 110 878.4199 2 1754.8252 -0.0004 37.18 K M 0

232 AEIFSDPAMSQQAALSYLLR JW4180 ECK4217 ytfN conserved protein 118 1106.0603 2 2210.1060 0.0020 66.79 K G 0

233 AEITASLVK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 59 466.2765 2 930.5384 -0.0001 31.37 M E 0

234 AEIVASFER JW4185 ECK4222 ppa inorganic pyrophosphatase 54 511.2698 2 1020.5250 0.0010 37.27 K A 0

235 AEKINALETVTIASK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 19 529.9691 3 1586.8855 -0.0023 37.61 R A 0

236 AELAIPQLTWLNDPR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 52 868.9691 2 1735.9236 -0.0020 63.78 R R 0

237 AELALLK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 33 379.2446 2 756.4746 0.0001 36.92 K E 0

238 AELDEYREELVSHFAR JW5539 ECK3222 yhcB conserved protein 62 655.3215 3 1962.9427 -0.0007 51.99 K S 0

239 AELDGKPVIVCSTGIGGPSTSIAVEELAQLGIR 57.021465@C:11 JW3808 ECK3825 udp uridine phosphorylase 86 1113.2617 3 3336.7633 0.0035 68.34 R T 0

240 AELEGIIK JW3775 ECK3797 hemX uroporphyrinogen III methylase 55 436.7579 2 871.5012 -0.0001 36.36 K Q 0

241 AELGLDAAGMEAK JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 87 638.3161 2 1274.6176 0.0000 38.18 R I 0

242 AELGWTIR JW4180 ECK4217 ytfN conserved protein 47 473.2614 2 944.5082 0.0002 41.58 R L 0

243 AELKSLSDTLEEVLSSSGEK JW3069 ECK3089 yqjD conserved protein 49 708.0311 3 2121.0715 0.0027 60.48 R S 0

244 AELMAVLAHAGMTR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 32 490.9238 3 1469.7496 0.0014 50.28 K S 0

245 AELSHLLGEK JW0902 ECK0910 ycbJ conserved protein 43 366.2046 3 1095.5920 -0.0004 36.11 R L 0

246 AELYHLR JW4026 ECK4058 yjcE predicted cation/proton antiporter 44 451.2479 2 900.4812 -0.0004 27.54 R A 0
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247 AEMELFAAQAK 15.994915@M:3 JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 79 612.7996 2 1223.5846 -0.0010 31.39 K E 0

248 AEMLQQANALDER JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 68 744.8600 2 1487.7054 0.0017 35.52 R E 0

249 AEMNIAPGKPLELLLR JW4215 ECK4251 valS valyl-tRNA synthetase 27 589.0067 3 1763.9983 0.0016 56.52 R G 0

250 AENISVAQYCQMANYLAENAPLQES 57.021465@C:10 JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 20 938.7625 3 2813.2657 0.0022 65.93 R - 0

251 AENITAQPFDAVIFHGDSDQLR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 52 815.3987 3 2443.1743 -0.0025 56.12 K A 0

252 AENMLWHK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 32 514.7518 2 1027.4890 -0.0018 28.53 R L 0

253 AENMLWHKLPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 42 683.8684 2 1365.7222 -0.0004 33.52 R S 0

254 AENPDLISGENSAAALLEK JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 86 971.4908 2 1940.9670 -0.0019 51.21 R I 0

255 AENQYYGTGR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 17 579.7631 2 1157.5116 0.0016 16.80 M R 0

256 AEQAGDNLSCIMVTYPSTHGVYEETIR 57.021465@C:10 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 90 1014.4712 3 3040.3918 0.0011 53.28 K E 0

257 AEQISMIFQDPMTSLNPYMR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 98 1186.5585 2 2371.1024 0.0014 68.19 R V 0

258 AEQLEENVQALNNLTFSTK JW2970 ECK2995 yghZ aldo-keto reductase 67 1075.0441 2 2148.0736 0.0037 53.98 R E 0

259 AEQPITLPEK JW2367 ECK2366 evgS hybrid sensory histidine kinase in two-component regulatory system with EvgA 34 563.3113 2 1124.6080 0.0004 31.52 K L 0

260 AEQQLDKDSAIVPVYYYVNAR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 58 814.7478 3 2441.2216 -0.0013 50.62 K L 0

261 AEQWATGLK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 44 502.2640 2 1002.5134 0.0000 32.00 K Y 0

262 AEQWATGLKYDANNIYLAANYGETR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 70 944.7916 3 2831.3530 0.0016 54.08 K N 0

263 AESIGDAMK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 50 461.2210 2 920.4274 0.0002 24.07 K K 0

264 AESIGDAMKK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 31 525.2678 2 1048.5210 -0.0013 23.11 K V 0

265 AESMNLLVAEHNR JW3597 ECK3612 rfaL O-antigen ligase 58 742.3694 2 1482.7242 -0.0006 33.76 R L 0

266 AESYPLLLSADTTTAQAGDEPVLIYQR JW0898 ECK0906 lpxK lipid A 4'kinase 54 974.8292 3 2921.4658 0.0000 60.34 K T 0

267 AETASPEVMADCPR 15.994915@M:9,57.021465@C:12 JW0120 ECK0123 gcd glucose dehydrogenase 84 775.3338 2 1548.6530 -0.0018 22.10 K R 0

268 AETNIQYEGR JW1178 ECK1177 dadA D-amino acid dehydrogenase 70 590.7829 2 1179.5512 -0.0008 23.67 R Q 0

269 AETYFVALDDTGHVINSGYQTCAEYDTDPQAAK 57.021465@C:22 JW1728 ECK1737 osmE DNA-binding transcriptional regulator 99 1217.5445 3 3649.6117 -0.0038 52.21 K - 0

270 AETYTGGLK JW2203 ECK2207 ompC outer membrane porin protein C 24 470.2428 2 938.4710 0.0001 21.69 R Y 0

271 AETYTGGLKYDANNIYLAAQYTQTYNATR JW2203 ECK2207 ompC outer membrane porin protein C 123 1092.1937 3 3273.5593 0.0015 54.38 R V 0

272 AEVMDAVAPGGLGGTYAGNPIACVAALEVLK 57.021465@C:23 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 18 1005.5161 3 3013.5265 0.0011 72.00 R V 0

273 AEVTGSGKKPWR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 43 658.3596 2 1314.7046 0.0001 19.94 R Q 0

274 AEYLESPTIDER JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 42 711.8407 2 1421.6668 -0.0005 37.97 K E 0

275 AEYLESPTIDEREQEVLVR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 39 759.3849 3 2275.1329 -0.0002 44.44 K T 0

276 AEYSPAFFGEELFAELR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 33 988.4763 2 1974.9380 0.0018 75.24 R K 0

277 AEYSPAFFGEELFAELRK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 16 702.0170 3 2103.0292 -0.0021 71.97 R V 0

278 AFAASNELEVNATHK JW1268 ECK1271 acnA aconitate hydratase 1 34 534.6025 3 1600.7857 0.0011 31.66 K D 0

279 AFADIVK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 21 382.2211 2 762.4276 0.0000 34.12 R I 0

280 AFAEENWWYLPVDAQLSGDEPAK JW0898 ECK0906 lpxK lipid A 4'kinase 37 1318.6192 2 2635.2238 0.0008 68.78 R L 0

281 AFAENWLGK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 21 518.2665 2 1034.5184 -0.0001 43.47 R R 0

282 AFAENWLGKR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 80 596.3169 2 1190.6192 -0.0004 38.41 R L 0

283 AFASDNATVVIGTSLDPDMNDELR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 131 1276.1027 2 2550.1908 0.0000 56.90 R V 0

284 AFAVAIEQAVQAVQR JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 38 800.9443 2 1599.8740 0.0008 58.87 R Q 0

285 AFCDQNGIR 57.021465@C:3 JW2635 ECK2654 ygaF predicted enzyme 45 540.7480 2 1079.4814 -0.0004 24.60 K Y 0

286 AFDFACLPNEGVGLAR 57.021465@C:6 JW1692 ECK1700 pps phosphoenolpyruvate synthase 72 868.9244 2 1735.8342 -0.0009 55.97 R L 0

287 AFDGYWGTKPQIDTLVFSITPDASVR JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 21 962.1553 3 2883.4441 -0.0002 65.65 K Y 0

288 AFDQIDNAPEEK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 53 688.8205 2 1375.6264 0.0009 30.14 R A JW3943

289 AFDTLPEMIMTPHQAWQR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 42 724.6843 3 2171.0311 0.0020 57.21 R Q 0

290 AFDTRPEVK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 35 531.7825 2 1061.5504 -0.0002 22.66 R E 0

291 AFFDSNNDDMLVK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 13 758.3422 2 1514.6698 -0.0012 48.96 K L 0

292 AFFTELLAAGVK JW1241 ECK1243 cls cardiolipin synthase 1 65 633.8587 2 1265.7028 0.0008 61.31 R I 0

293 AFGELAMTPQSQALR JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 62 810.4138 2 1618.8130 -0.0006 44.36 R S 0

294 AFGLEDR JW0438 ECK0442 mdlA fused predicted multidrug transporter subunits -!- ATP-binding components of ABC superfamily 29 404.2036 2 806.3926 0.0004 31.19 K Q 0

295 AFIATEDSR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 18 505.2511 2 1008.4876 0.0000 28.59 K F 0

296 AFIDFLQNTVMR JW5655 ECK3541 yiaF conserved protein 95 727.8765 2 1453.7384 -0.0004 66.40 K S 0

297 AFLDEVDQLSQQNISMDLPETLQSQAMLEK 15.994915@M:16 JW3775 ECK3797 hemX uroporphyrinogen III methylase 60 860.1674 4 3436.6405 0.0028 69.38 K L 0

298 AFLGRPVTGQTLDVR JW5487 ECK2973 glcE glycolate oxidase FAD binding subunit 34 543.9740 3 1628.9002 0.0003 39.05 K C 0

299 AFLNDKLDLAQAEAIADLIDASSEQAAR JW3684 ECK3699 trmE GTPase 75 987.1720 3 2958.4942 0.0007 71.70 R S 0

300 AFLNELAR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 38 467.2615 2 932.5084 0.0005 40.13 K L 0

301 AFLQTGAPR JW5878 ECK2532 csiE stationary phase inducible protein 60 480.7666 2 959.5186 -0.0002 28.92 K G 0

302 AFNEALPLTGVVLTK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 75 786.9539 2 1571.8932 0.0010 57.33 K V 0

303 AFNEMQPIVDR JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 61 660.3241 2 1318.6336 -0.0004 38.96 K Q 0

304 AFNFGIGK JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 38 427.2320 2 852.4494 0.0000 42.22 R N 0

305 AFNHMAAGVK JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 57 523.2660 2 1044.5174 -0.0001 22.63 R Q 0

306 AFNLDVQR JW3203 ECK3223 degQ serine endoprotease, periplasmic 17 481.7563 2 961.4980 0.0000 37.19 K G 0

307 AFNYPISLTGK JW2049 ECK2058 asmA predicted assembly protein 22 605.8268 2 1209.6390 -0.0003 47.96 K M 0

308 AFSGIVAGNVK JW2766 ECK2790 ygdH conserved protein 89 531.7998 2 1061.5850 -0.0019 35.17 R E 0

309 AFSIDGPVLVDVVVAK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 100 814.9667 2 1627.9188 0.0003 60.91 R E 0

310 AFSIDGPVLVDVVVAKEELAIPPQIK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 30 916.5259 3 2746.5559 0.0037 70.60 R L 0

311 AFSIGGGQADALMLEK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 79 804.4091 2 1606.8036 0.0011 52.50 K G 0

312 AFSILLK JW4099 ECK4133 aspA aspartate ammonia-lyase 41 396.2547 2 790.4948 -0.0005 45.07 R E 0

313 AFSILLKEEVK JW4099 ECK4133 aspA aspartate ammonia-lyase 37 426.2552 3 1275.7438 0.0000 41.91 R N 0

314 AFTGVGGTPLFIEK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 52 718.8929 2 1435.7712 0.0002 51.94 R A 0

315 AFTNYLPGFNIPMLPR JW1279 ECK1281 rnb ribonuclease II 13 925.9848 2 1849.9550 0.0002 68.21 R E 0

316 AFTSEEFTHFLEELTK JW2750 ECK2773 eno enolase 36 643.6479 3 1927.9219 0.0017 70.30 K Q 0

317 AFWDIDYNSGER JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 51 736.8261 2 1471.6376 0.0008 51.23 K Y 0

318 AFYEALK JW5283 ECK1749 ydjY predicted protein 22 421.2263 2 840.4380 0.0000 34.20 K E 0

319 AFYEALKEAGGTPGENMTMDNK JW5283 ECK1749 ydjY predicted protein 38 792.0278 3 2373.0616 -0.0001 43.62 K E 0

320 AFYPTDAK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 23 456.7261 2 911.4376 -0.0012 26.39 R I 0

321 AGAAWGVDPQLITAIIAIESGGNPNAVSK JW5821 ECK1181 emtA lytic murein endotransglycosylase E 43 940.8347 3 2819.4823 0.0006 78.17 K S 0

322 AGALIAPIQIVEER JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 29 740.4307 2 1478.8468 0.0013 53.08 R T 0

323 AGAPFGPGANPMHGR JW0886 ECK0894 pflB pyruvate formate lyase I 89 718.8455 2 1435.6764 -0.0014 31.02 R D 0

324 AGAPLLACEVVPSQEETLAQTAHWITER 57.021465@C:8 JW2243 ECK2242 yfaY conserved protein 34 1026.5170 3 3076.5292 0.0003 65.50 R R 0

325 AGAWYSYK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 61 473.2267 2 944.4388 -0.0004 33.65 K G 0

326 AGAWYSYKGEK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 14 420.5398 3 1258.5976 -0.0006 30.42 K I 0

327 AGCPVSQVLK 57.021465@C:3 JW1477 ECK1476 osmC osmotically inducible, stress-inducible membrane protein 33 529.7868 2 1057.5590 0.0000 29.47 K A 0

328 AGDEGKLFGSIGTR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 46 469.9123 3 1406.7151 -0.0004 37.97 K D 0

329 AGDIAAAIGLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 27 500.2954 2 998.5762 0.0003 43.82 R D 0

330 AGDIAAAIGLKDVTTGDTLCDPDAPIILER 57.021465@C:20 JW3302 ECK3327 fusA protein chain elongation factor EF-G 76 1027.8645 3 3080.5717 0.0017 61.49 R M 0

331 AGDLLAEIDPSQFK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 78 752.3887 2 1502.7628 0.0012 60.73 K V 0

332 AGDMQLPQVNGFR JW0473 ECK0478 copA copper transporter 33 716.8535 2 1431.6924 -0.0004 45.03 K T 0

333 AGDMVIDGSVR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 44 560.2767 2 1118.5388 -0.0002 32.67 R G 0

334 AGDNAPMAYIELVDR JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 74 817.8959 2 1633.7772 0.0003 55.20 R S 0

335 AGDQIQSGVDAAIKPGNTLPMR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 65 747.0544 3 2238.1414 -0.0013 43.78 K N 0

336 AGDRPINLR JW4359 ECK4388 rob DNA-binding transcriptional activator 15 337.8611 3 1010.5615 -0.0006 21.83 K C 0

337 AGDVITSLNGKPISSFAALR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 68 673.0409 3 2016.1009 0.0005 51.91 K A 0

338 AGEFDPEKWIASLGITSQK JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 19 693.0255 3 2076.0547 0.0019 68.43 K S 0

339 AGEHIGICSVCSAHPLVIEAALAFDR 57.021465@C:8,57.021465@C:11 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 85 931.7989 3 2792.3749 0.0009 57.58 K N 0

340 AGEITAMAHTR JW2876 ECK2903 pepP proline aminopeptidase P II 49 579.2899 2 1156.5652 -0.0007 23.56 R A 0

341 AGEITWPAPPIQVSAQPQAAQK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 84 763.4065 3 2287.1977 0.0017 53.61 R A 0

342 AGELIGMVAQQVGGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 105 729.3922 2 1456.7698 -0.0009 49.55 K G 0

343 AGENVGVLLR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 49 514.2988 2 1026.5830 0.0008 36.53 R G JW3943

344 AGEQGYSVPTDAINR JW2504 ECK2516 yfhM conserved protein 39 789.3811 2 1576.7476 -0.0005 34.48 R G 0

345 AGEQQIIIGK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 78 528.8057 2 1055.5968 -0.0007 29.13 K G 0

346 AGETLGIVGESGSGK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 118 681.3486 2 1360.6826 -0.0007 34.06 R S 0

347 AGFAQVFVLK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 87 540.3161 2 1078.6176 0.0002 51.27 K E 0

348 AGFEEPMLQNFGSSHDIMVR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 25 1133.0251 2 2264.0356 0.0002 54.67 K M 0

349 AGGGSATLSMGQAAAR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 68 703.3464 2 1404.6782 0.0004 26.82 K F 0

350 AGGLTVSHLR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 51 337.5301 3 1009.5685 0.0015 25.13 K V 0

351 AGGMGLILGR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 83 472.7709 2 943.5272 -0.0001 42.90 R K 0

352 AGGPALLFENPK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 65 607.3333 2 1212.6520 0.0018 44.79 R G 0

353 AGGPLYLYR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 69 505.2783 2 1008.5420 0.0029 39.91 K L 0

354 AGGVFTDEAIDAYIALR JW3841 ECK3863 glnA glutamine synthetase 119 891.4547 2 1780.8948 -0.0047 62.37 K R 0

355 AGGVFTDEAIDAYIALRR JW3841 ECK3863 glnA glutamine synthetase 41 646.6749 3 1937.0029 0.0022 58.76 K E 0

356 AGGYFNQQIVEPIAGK JW4350 ECK4379 ytjB conserved protein 73 846.4407 2 1690.8668 -0.0010 46.64 K N 0

357 AGGYLTDGTELHDTNFAR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 52 646.6374 3 1936.8904 -0.0010 39.90 K I 0

358 AGIAGGADSSSVLPIGVSK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 58 843.4567 2 1684.8988 -0.0007 43.79 R K 0

359 AGIAGGADSSSVLPIGVSKK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 62 605.3384 3 1812.9934 -0.0012 39.84 R L 0

360 AGIALNDNFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 50 581.3169 2 1160.6192 0.0002 41.12 K L 0

361 AGILAQVPAGR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 62 526.8140 2 1051.6134 -0.0003 35.71 R L 0

362 AGINLNK JW1299 ECK1301 pspC transcriptional activator 56 365.2162 2 728.4178 -0.0003 22.92 M K 0

363 AGIQPIPGR JW5189 ECK1194 ychM predicted transporter 27 454.7690 2 907.5234 -0.0005 29.10 R L 0

364 AGIVGADGQTHQGAFDLSYLR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 54 726.0309 3 2175.0709 -0.0001 50.90 R C 0

365 AGKPLLIIAEDVEGEALATLVVNTMR 15.994915@M:25 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 46 913.8389 3 2738.4949 0.0060 79.86 K G 0

366 AGKPLVVEAWDR JW5338 ECK2070 mdtA multidrug efflux system, subunit A 43 670.8689 2 1339.7232 -0.0016 36.89 K T 0

367 AGLADPNRPIGSFLFLGPTGVGK JW2573 ECK2590 clpB protein disaggregation chaperone 40 1142.6265 2 2283.2384 0.0009 60.83 R T 0

368 AGLADPNRPIGSFLFLGPTGVGKTELCK 57.021465@C:27 JW2573 ECK2590 clpB protein disaggregation chaperone 42 729.6416 4 2914.5373 -0.0004 57.73 R A 0

369 AGLAVASMK JW2773 ECK2797 fucI L-fucose isomerase 48 424.2391 2 846.4636 0.0004 30.95 R G 0

370 AGLGMMDGVLENVPSAR JW2483 ECK2494 upp uracil phosphoribosyltransferase 82 858.9242 2 1715.8338 0.0003 54.84 R I 0
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371 AGLGYVHNSLSNMQPQVAMWR JW0172 ECK0176 yaeT conserved protein 77 1180.0755 2 2358.1364 0.0003 51.08 R Y 0

372 AGLIGFSK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 42 396.7342 2 791.4538 -0.0003 36.01 K S 0

373 AGLINSGGAAGGETDLSDAVR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 118 965.9773 2 1929.9400 0.0009 41.20 R T 0

374 AGLLPEDK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 48 421.7347 2 841.4548 0.0003 30.86 K V 0

375 AGLLPEDKVK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 23 357.2130 3 1068.6172 -0.0008 27.76 K A 0

376 AGLMLFNALVGKPEFR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 75 588.3275 3 1761.9607 0.0007 61.89 R K 0

377 AGLNEINLPELQAGSSIMPAK JW4099 ECK4133 aspA aspartate ammonia-lyase 34 1077.0671 2 2152.1196 -0.0001 57.79 R V 0

378 AGLNEIR JW2889 ECK2918 yggE conserved protein 33 386.7191 2 771.4236 -0.0002 23.98 K S 0

379 AGLPVAVNK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 46 434.7661 2 867.5176 -0.0002 27.61 K S 0

380 AGMDSHGFGMASVR JW3592 ECK3607 kbl glycine C-acetyltransferase 37 474.8798 3 1421.6176 -0.0006 35.16 K F 0

381 AGMNPVDYTVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 57 597.7948 2 1193.5750 -0.0001 35.00 K S 0

382 AGNDANRQELLTTLQNLSNDELLPVAR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 25 989.1833 3 2964.5281 0.0018 65.79 R A 0

383 AGNKGAEAALTALEMINVLK JW0405 ECK0409 ribE riboflavin synthase beta chain 82 672.0386 3 2013.0940 0.0013 65.06 K A 0

384 AGNVAADGVIK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 68 507.7823 2 1013.5500 -0.0006 25.42 K T 0

385 AGPAILNTLLTAINER JW3725 ECK3740 yieN fused predicted transcriptional regulators 107 833.9783 2 1665.9420 0.0008 72.54 K Q 0

386 AGPLAGYPVVDMGIR JW3302 ECK3327 fusA protein chain elongation factor EF-G 69 758.4030 2 1514.7914 0.0000 52.59 K L 0

387 AGPLIAR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 51 349.2213 2 696.4280 -0.0002 22.79 K G 0

388 AGQGSYDALGAGMYTLLSVPK JW5760 ECK4255 yjgQ conserved inner membrane protein 56 1050.0292 2 2098.0438 0.0033 63.40 K D 0

389 AGQLNPDTR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 20 486.2490 2 970.4834 0.0002 19.87 K I 0

390 AGQLSPGDPVLFR JW0934 ECK0942 pqiB paraquat-inducible protein B 51 678.8674 2 1355.7202 0.0005 44.09 K G 0

391 AGQSFSSGNYQHVK JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 28 503.9073 3 1508.7001 -0.0009 23.60 R L 0

392 AGQTFTFTTDK JW1666 ECK1672 pykF pyruvate kinase I 27 608.7961 2 1215.5776 0.0004 34.64 K S 0

393 AGQTSMIAR JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 24 467.7424 2 933.4702 0.0000 17.40 R L 0

394 AGQVLGELDHKPYEIALMQAK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 53 771.0752 3 2310.2038 -0.0005 47.41 K A 0

395 AGQWFGETLIADDALR JW4299 ECK4327 yjiN conserved inner membrane protein 79 881.9417 2 1761.8688 0.0002 62.34 R A 0

396 AGQYAYR JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 26 414.7037 2 827.3928 0.0002 19.43 K D 0

397 AGSALTAEIGLMR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 68 645.3476 2 1288.6806 -0.0003 47.44 R A 0

398 AGSGALTLGQPNSPGVPADFAK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 19 1028.0294 2 2054.0442 0.0010 45.70 K Y 0

399 AGSVIVDLAAQNGGNCEYTVPGEIFTTENGVK 57.021465@C:16 JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 39 1104.2015 3 3309.5827 0.0003 59.83 K V 0

400 AGTDSLFQTGFDFSDSLDDDGVYSYR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 96 1439.6202 2 2877.2258 0.0004 68.89 K L 0

401 AGTYATTLPAGR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 37 589.8119 2 1177.6092 0.0002 28.08 R E 0

402 AGVDFEIVNNESDPR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 53 831.3921 2 1660.7696 0.0004 43.09 K F 0

403 AGVEVDDR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 57 430.7091 2 859.4036 0.0000 19.99 K G 0

404 AGVHFGHQTR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 58 555.2836 2 1108.5526 0.0000 18.54 K Y 0

405 AGVNGGSGIALTGSPITLR JW3116 ECK3135 yraM conserved protein 118 870.9836 2 1739.9526 -0.0003 47.09 R A 0

406 AGVPAGVFNVVTGSAGAVGNELTSNPLVR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 43 1377.2338 2 2752.4530 0.0023 68.09 R K 0

407 AGVPVQDMEMWQFHPTGIAGAGVLVTEGCR 57.021465@C:29 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 96 1071.8478 3 3212.5216 0.0009 61.52 R G 0

408 AGVSVAQAQYDLMLAGYR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 85 956.9834 2 1911.9522 0.0010 55.64 K N 0

409 AGVSVAQAQYDLMLAGYRNEEIAQAAAAVK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 119 1036.8647 3 3107.5723 0.0014 62.65 K Q 0

410 AGWCADYNEPTSFLNTMLSNSSMNTAHYK 57.021465@C:4 JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 69 1104.1454 3 3309.4144 -0.0020 64.41 R S 0

411 AGWYNHYGR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 48 562.2570 2 1122.4994 0.0000 28.34 R V 0

412 AGYGAEAIEDDAK JW0473 ECK0478 copA copper transporter 74 655.3002 2 1308.5858 0.0026 30.55 K R 0

413 AGYGAEAIEDDAKR JW0473 ECK0478 copA copper transporter 21 489.2355 3 1464.6847 0.0002 30.43 K R 0

414 AGYNLVASATEGQMR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 85 784.3799 2 1566.7452 -0.0007 41.01 K L 0

415 AGYSLRDEQAAEEPQASR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 33 659.9801 3 1976.9185 -0.0001 27.85 K L 0

416 AHALFTR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 33 408.2298 2 814.4450 0.0000 24.18 R D 0

417 AHATGEVDDSKFNVLGGSIAYGHPFAATGAR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 65 779.8848 4 3115.5101 -0.0012 47.00 R M 0

418 AHEFTFQQLR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 48 638.8269 2 1275.6392 0.0033 36.70 R R 0

419 AHELGLKPR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 43 510.8008 2 1019.5870 -0.0006 20.20 R A 0

420 AHFDAGEFVQSWDDDAAR JW0954 ECK0963 hyaA hydrogenase 1, small subunit 113 1018.9402 2 2035.8658 -0.0001 51.97 R K 0

421 AHGGENIHIISK JW1666 ECK1672 pykF pyruvate kinase I 30 425.8974 3 1274.6704 -0.0026 22.71 K I 0

422 AHGTIAEVVNHFK JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 42 474.9208 3 1421.7406 -0.0010 37.22 K K 0

423 AHHYPSELSGGQQQR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 86 847.9035 2 1693.7924 0.0004 20.20 R V 0

424 AHKDLDLAK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 40 505.7854 2 1009.5562 0.0006 18.45 R A 0

425 AHKDLDLAKASATDQLK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 59 456.9999 4 1823.9705 -0.0037 28.54 R K 0

426 AHLAPFVPGHSVVQIEGMLTR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 75 753.7405 3 2258.1997 0.0004 54.09 K Q 0

427 AHLKPWQSVGTR JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 34 460.5891 3 1378.7455 -0.0016 25.89 R A 0

428 AHLLKPYLTSR JW0566 ECK0569 ybdG predicted mechanosensitive channel 41 649.8825 2 1297.7504 -0.0001 29.33 K H 0

429 AHPHLLAER JW3725 ECK3740 yieN fused predicted transcriptional regulators 18 348.5299 3 1042.5679 0.0006 20.27 M I 0

430 AHRPIIDELQER JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 50 492.9354 3 1475.7844 0.0000 31.81 R M 0

431 AHTTMLQVDAPYSDGR JW5942 ECK3515 bcsC cellulose synthase subunit 47 587.9463 3 1760.8171 0.0020 35.15 K M 0

432 AHVKGESTEALLPNMVATSLAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 29 756.4070 3 2266.1992 0.0000 45.46 R L 0

433 AHYDDEVAYITER JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 72 791.3620 2 1580.7094 -0.0012 38.09 R G 0

434 AHYDGVLGINIGK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 64 678.8668 2 1355.7190 -0.0007 43.52 K N 0

435 AHYVLMNVEAPQEVIDELETTFR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 72 902.1148 3 2703.3226 0.0011 74.65 K F 0

436 AIAELAHAEQSEVVASAYGDQDLSFGPEYIIPKPFDPR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 27 1033.5153 4 4130.0321 0.0048 63.88 R L 0

437 AIAEQLK JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 28 386.7318 2 771.4490 0.0000 20.14 K Y 0

438 AIAESIGIHVEK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 62 633.8552 2 1265.6958 -0.0020 33.75 K S 0

439 AIAETLAAR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 62 458.2661 2 914.5176 -0.0008 27.80 R G 0

440 AIAGDSVSGLGTGGMSTK JW0232 ECK0243 proB gamma-glutamate kinase 108 804.8987 2 1607.7828 0.0003 37.17 R L 0

441 AIALEPDLIMFDEPFVGQDPITMGVLVK JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 81 1020.2014 3 3057.5824 0.0018 79.82 R L 0

442 AIAQVGTISANSDETVGK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 126 880.9546 2 1759.8946 -0.0005 33.90 K L 0

443 AIAQVGTISANSDETVGKLIAEAMDKVGK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 49 729.8894 4 2915.5285 0.0012 65.48 K E 0

444 AIASDCADGMTK 57.021465@C:6 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 47 620.2707 2 1238.5268 -0.0002 21.26 R L 0

445 AIATPDR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 18 372.2060 2 742.3974 0.0001 19.16 K A 0

446 AIATPDRAAFDQWVAK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 33 880.4585 2 1758.9024 -0.0029 44.99 K A 0

447 AICEAFESANNTHGLNLTAHKYPGLR 57.021465@C:3 JW5291 ECK1784 yeaJ predicted diguanylate cyclase 20 721.8608 4 2883.4141 0.0056 42.57 R G 0

448 AIDACITR 57.021465@C:5 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 48 460.2369 2 918.4592 -0.0001 24.94 K L 0

449 AIDDHTLEVTLSEPVPYFYK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 64 1169.0865 2 2336.1584 0.0008 60.16 K L 0

450 AIDEAELVALGK JW3564 ECK3580 selA selenocysteine synthase 73 614.8421 2 1227.6696 -0.0013 44.89 K E 0

451 AIDKPFLLPIEDVFSISGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 46 706.3934 3 2116.1584 0.0015 70.22 R G JW3943

452 AIDLIDEAASSIR JW2573 ECK2590 clpB protein disaggregation chaperone 72 687.3675 2 1372.7204 0.0007 58.11 K M 0

453 AIDLLNQVGIPDPASR JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 73 839.9603 2 1677.9060 0.0010 57.45 R L 0

454 AIDQAELMADCQISSVYLALSGK 57.021465@C:11 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 56 828.4101 3 2482.2085 0.0002 72.54 R H 0

455 AIDVAER JW1272 ECK1275 yciM conserved protein 20 387.2112 2 772.4078 -0.0001 24.87 K L 0

456 AIDVASVVR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 59 465.2747 2 928.5348 0.0006 36.61 K Q 0

457 AIDVNGVK JW2667 ECK2692 alaS alanyl-tRNA synthetase 33 408.2349 2 814.4552 0.0003 25.39 K L 0

458 AIEAEITAQASQGATPVLLAVDGK JW0473 ECK0478 copA copper transporter 139 1177.1348 2 2352.2550 0.0015 58.11 K A 0

459 AIELLHR JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 29 426.2587 2 850.5028 0.0003 30.09 R V 0

460 AIENFYISNNK JW4099 ECK4133 aspA aspartate ammonia-lyase 73 656.8303 2 1311.6460 0.0002 37.91 R I 0

461 AIETGEVVYADGNEVPYR JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 47 991.4787 2 1980.9428 -0.0001 42.43 K C 0

462 AIFDELDIDIDPR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 102 766.3862 2 1530.7578 0.0012 61.83 K A 0

463 AIFMDQGR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 22 469.2311 2 936.4476 -0.0010 31.47 R I 0

464 AIFPNPDHTLLPGMFVR JW0452 ECK0457 acrA multidrug efflux system 61 963.0092 2 1924.0038 0.0010 59.08 R A 0

465 AIFPNPNGDLLPGMYVTALVDEGSR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 107 1323.6656 2 2645.3166 0.0008 72.65 R Q 0

466 AIGDQWVVTSGLQAGDR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 106 886.9502 2 1771.8858 0.0006 50.13 K V 0

467 AIGDQWVVTSGLQAGDRVIVSGLQR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 70 875.8085 3 2624.4037 0.0003 61.72 K I 0

468 AIGEAKDDDTADILTAASR JW0797 ECK0801 dps Fe-binding and storage protein 132 966.9789 2 1931.9432 -0.0004 40.71 K D 0

469 AIGFVGIEPK JW0171 ECK0175 yaeL zinc metallopeptidase 32 515.8003 2 1029.5860 0.0000 41.66 K V 0

470 AIHTLWNVLDELDQAWLPVEK JW0738 ECK0744 gpmA phosphoglyceromutase 1 47 830.7723 3 2489.2951 -0.0003 78.82 R S 0

471 AIIFANTK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 23 439.2604 2 876.5062 -0.0007 31.57 R H 0

472 AIIGLVK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 35 357.2496 2 712.4846 -0.0001 35.82 R A 0

473 AIINDILAGMLDAGHAK JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 15 574.9785 3 1721.9137 0.0003 70.36 R V 0

474 AIISDVNASDEDRWNAVLK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 31 706.0268 3 2115.0586 -0.0012 47.76 K L 0

475 AIISGRGDEVIELAK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 17 524.2978 3 1569.8716 -0.0011 39.99 R T 0

476 AIKPLIEDIPAFTYDLPLLYK JW5382 ECK2346 yfdI CPS-53 (KpLE1) prophage; predicted inner membrane protein 15 811.7946 3 2432.3620 0.0014 76.02 R L 0

477 AILAAAGIAEDVK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 94 621.3589 2 1240.7032 0.0006 42.71 K I 0

478 AILALSDNDADNAFVVLSAK JW1242 ECK1244 kch voltage-gated potassium channel 144 1024.0387 2 2046.0628 -0.0004 62.25 R D 0

479 AILAQHPDVQIIVTDDGLQHYR JW0898 ECK0906 lpxK lipid A 4'kinase 35 626.3329 4 2501.3025 -0.0002 47.08 K L 0

480 AILPQAAR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 34 420.2585 2 838.5024 0.0000 26.25 R V 0

481 AIMQHYQAR JW2287 ECK2284 yfbQ predicted aminotransferase 34 559.2824 2 1116.5502 0.0005 21.07 K G 0

482 AIMVCDEPSTMELK 57.021465@C:5 JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 68 812.3748 2 1622.7350 -0.0004 41.97 K V 0

483 AINALANPTTNSYK JW3841 ECK3863 glnA glutamine synthetase 36 739.3851 2 1476.7556 -0.0015 32.99 K R 0

484 AINALANPTTNSYKR JW3841 ECK3863 glnA glutamine synthetase 35 545.2930 3 1632.8572 -0.0012 30.42 K L 0

485 AINEDAAGNYIHYGVR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 43 588.2882 3 1761.8428 -0.0007 38.09 K E 0

486 AINEEIVSLLPLGLLVHDQESNR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 107 1280.1928 2 2558.3710 0.0007 73.48 R T 0

487 AINMMSR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 32 411.7019 2 821.3892 0.0005 25.89 K L 0

488 AINVSDQVPAK JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 49 571.3141 2 1140.6136 -0.0002 27.10 K T 0

489 AIPNYNVMGLAK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 18 645.8473 2 1289.6800 -0.0003 47.92 R A 0

490 AIPQDFGIEAGVEGQLSPTSSQNNPK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 45 895.4437 3 2683.3093 0.0003 52.42 R E 0

491 AIQAALDELQK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 61 600.3352 2 1198.6558 0.0001 39.35 R N 0

492 AIQELGTGEALISFLDAK JW4220 ECK4256 yjgR predicted ATPase 80 938.5076 2 1875.0006 0.0017 66.97 K G 0

493 AIQHGLAIAAGIK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 82 631.8823 2 1261.7500 -0.0006 35.46 R A 0

494 AIQQQIENPLAQQILSGELVPGK JW2573 ECK2590 clpB protein disaggregation chaperone 119 1237.6851 2 2473.3556 0.0016 62.39 R V 0
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495 AIQVTTGAK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 28 444.7608 2 887.5070 -0.0006 21.22 R K 0

496 AIQYNQAIAALNR JW0907 ECK0915 mukB fused chromosome partitioning proteins 70 723.3963 2 1444.7780 -0.0005 42.68 R A 0

497 AISAAFTAR JW5943 ECK3514 yhjK predicted diguanylate cyclase 49 454.2533 2 906.4920 -0.0002 30.00 R H 0

498 AISDPDNIDAEFAVLVR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 62 922.9727 2 1843.9308 -0.0008 64.11 R S 0

499 AISIVDR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 14 387.2294 2 772.4442 -0.0001 27.54 R Y 0

500 AISLSGEAQSGR JW1606 ECK1609 ydgA conserved protein 42 588.3047 2 1174.5948 0.0007 27.98 K I 0

501 AISLSGEAQSGRIDAVNEYNQK JW1606 ECK1609 ydgA conserved protein 85 784.0591 3 2349.1555 -0.0005 38.14 K V 0

502 AISLSVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 61 373.2320 2 744.4494 0.0001 31.78 R A 0

503 AISSSQENASTESKQ JW3481 ECK3497 mdtE multidrug resistance efflux transporter 104 783.8657 2 1565.7168 -0.0001 11.89 R - 0

504 AISTIAESK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 62 460.2584 2 918.5022 0.0000 20.12 K R 0

505 AISVYDENNR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 51 590.7832 2 1179.5518 -0.0001 26.67 R L 0

506 AISYYDYALK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 29 603.8073 2 1205.6000 0.0032 43.14 R T 0

507 AITDDIASLSAVSQVDYDGIILK JW3775 ECK3797 hemX uroporphyrinogen III methylase 128 1204.1351 2 2406.2556 0.0026 68.43 R L 0

508 AITMVDELK JW1117 ECK1117 purB adenylosuccinate lyase 50 510.2757 2 1018.5368 -0.0001 41.67 R - 0

509 AIVDVHGGTITAFNRPEGGACFR 57.021465@C:21 JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 26 612.0572 4 2444.1997 -0.0023 43.55 R V 0

510 AIVEAAHEFGR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 81 600.3114 2 1198.6082 -0.0013 29.96 R F 0

511 AIVNLLYGGK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 49 524.3135 2 1046.6124 0.0001 46.95 R R 0

512 AIVNLLYGGKR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 45 401.9117 3 1202.7133 -0.0001 40.68 R V 0

513 AIVPAANVPK JW4352 ECK4381 radA predicted repair protein 14 490.3002 2 978.5858 -0.0004 29.38 R K 0

514 AIVQLEDGVQISSGDTLAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 90 986.5212 2 1971.0278 0.0005 48.57 K I 0

515 AIVRDPAVFLFDEPLSNLDAK JW3415 ECK3434 ugpC glycerol-3-phosphate transporter subunit -!- ATP-binding component of ABC superfamily 80 777.4189 3 2329.2349 0.0031 62.31 R L 0

516 AIYDQSVESDSSLIPDVKPNVPWVR JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 96 938.8153 3 2813.4241 0.0006 59.74 R L 0

517 AKAEAQVIIEQANK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 97 756.9228 2 1511.8310 0.0004 29.40 K R 0

518 AKAEAQVIIEQANKR JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 99 834.9728 2 1667.9310 -0.0008 28.50 K R 0

519 AKAEQAGDNLSCIMVTYPSTHGVYEETIR 57.021465@C:12 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 62 810.8879 4 3239.5225 0.0000 47.69 R E 0

520 AKDFEDAVEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 28 576.2827 2 1150.5508 0.0003 25.69 R A 0

521 AKDFEDAVEKAEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 73 740.3696 2 1478.7246 -0.0007 28.81 R L 0

522 AKDVEGIGDVDLVNYFEVGATYYFNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 49 976.1436 3 2925.4090 0.0017 72.78 K N 0

523 AKEILGATATLEFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 29 507.2875 3 1518.8407 0.0000 43.91 R L 0

524 AKEISSELLNTILTR JW2422 ECK2424 murP fused predicted enzyme IIBC components of PTS 18 563.3245 3 1686.9517 0.0001 55.10 M V 0

525 AKELGLVPLGYLR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 13 476.9573 3 1427.8501 -0.0001 49.76 R S 0

526 AKGDALEMLDR JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 65 609.8108 2 1217.6070 -0.0003 37.04 R E 0

527 AKHPLFVTNVDDTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 64 806.9248 2 1611.8350 -0.0018 30.74 R L 0

528 AKHPLFVTNVDDTRLDDIAAWTYR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 67 705.1138 4 2816.4261 0.0016 53.90 R A 0

529 AKIELSSAQQTDVNLPYITADATGPK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 75 911.1432 3 2730.4078 0.0001 50.17 K H 0

530 AKLEIIDNPNDAEMAIVLGDSIPNDSALNGK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 46 1079.8827 3 3236.6263 0.0028 62.26 K N 0

531 AKLESLVEDLVNR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 76 743.4177 2 1484.8208 0.0010 54.73 R S 0

532 AKLTLNGDTAVELDVLKGTLGQDVIDIR JW0710 ECK0709 gltA citrate synthase 80 742.6653 4 2966.6321 0.0033 64.50 K T 0

533 AKNPDIEIIAR JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 46 620.3548 2 1238.6950 -0.0031 31.19 R A 0

534 AKNYYDITLALAGICQSAR 57.021465@C:15 JW5165 ECK1118 hflD predicted lysogenization regulator 47 710.0333 3 2127.0781 0.0000 57.29 M L 0

535 AKPGQDFFPLTVNYQER JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 41 670.6749 3 2009.0029 0.0022 47.86 K T 0

536 AKPVLLEPIMK JW3302 ECK3327 fusA protein chain elongation factor EF-G 28 619.8803 2 1237.7460 -0.0007 40.95 K V 0

537 AKPVLLEPIMKVEVETPEENTGDVIGDLSR JW3302 ECK3327 fusA protein chain elongation factor EF-G 77 1093.5782 3 3277.7128 0.0011 57.96 K R 0

538 AKQDLEMEALTFKPEEWGMK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 97 1191.0789 2 2380.1432 -0.0011 54.45 K R 0

539 AKQDLEMEALTFKPEEWGMKR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 59 635.0677 4 2536.2417 -0.0037 50.53 K G 0

540 AKQPGLDFQSAK JW3262 ECK3287 secY preprotein translocase membrane subunit 49 645.3461 2 1288.6776 0.0002 28.12 M G 0

541 AKQSPNTMSDMAAFEK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 99 878.4056 2 1754.7966 -0.0001 35.06 K L 0

542 ALAAALGQIEK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 73 542.8215 2 1083.6284 -0.0003 39.88 K Q 0

543 ALAADPQVLLMDEPFGALDPVTR JW2117 ECK2122 yehX predicted transporter subunit -!- ATP-binding component of ABC superfamily 102 1220.1334 2 2438.2522 0.0006 69.93 R G 0

544 ALAAEQSEVSPEQR JW5291 ECK1784 yeaJ predicted diguanylate cyclase 79 757.8758 2 1513.7370 -0.0002 25.94 R R 0

545 ALADGATDYLER JW2703 ECK2728 mutS methyl-directed mismatch repair protein 47 647.8169 2 1293.6192 -0.0008 39.63 R L 0

546 ALADITDPATGAVIVK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 66 777.9407 2 1553.8668 0.0003 48.71 K K 0

547 ALADITDPATGAVIVKK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 32 561.6609 3 1681.9609 -0.0005 40.58 K G 0

548 ALAESIGITVEK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 74 615.8506 2 1229.6866 0.0000 41.03 K S 0

549 ALAGAGLTCTTFENGAEVLEALASK 57.021465@C:9 JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 59 832.0884 3 2493.2434 0.0012 71.79 R T 0

550 ALAINLVDPAAAGTVIEK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 34 883.5068 2 1764.9990 0.0005 55.01 K A 0

551 ALALLEQAVEIEQLFREDNGAIR JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 20 866.8012 3 2597.3818 0.0006 75.76 R I 0

552 ALAMRPEVILFDEPTSALDPELVGEVLNTIR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 76 1136.9410 3 3407.8012 0.0002 79.23 R Q 0

553 ALANALNIPLDQLSAR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 34 840.4752 2 1678.9358 -0.0008 57.81 K I 0

554 ALANFMFDSDEAMVR 15.994915@M:13 JW2573 ECK2590 clpB protein disaggregation chaperone 62 866.8867 2 1731.7588 -0.0008 52.44 K I 0

555 ALAQLLCR 57.021465@C:7 JW3564 ECK3580 selA selenocysteine synthase 52 472.7707 2 943.5268 -0.0005 40.77 R I 0

556 ALAVKPK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 13 363.7472 2 725.4798 0.0000 17.10 R M 0

557 ALCDEHGIMLIADEVQSGAGR 57.021465@C:3 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 110 748.0254 3 2241.0544 0.0026 54.73 R T 0

558 ALCEAVAAR 57.021465@C:3 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 68 480.7502 2 959.4858 0.0001 23.63 R D 0

559 ALCHQVIILR 57.021465@C:3 JW2168 ECK2174 yejF fused predicted oligopeptide transporter subunits -!- ATP-binding components of ABC superfamily 36 408.2411 3 1221.7015 -0.0001 33.96 R Q 0

560 ALDAIIASVTESLK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 81 715.9095 2 1429.8044 0.0016 70.72 R E 0

561 ALDALLDYQDYPIPAAK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 92 938.9883 2 1875.9620 0.0003 61.41 R R 0

562 ALDAYYALQQK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 78 642.3346 2 1282.6546 -0.0010 39.95 K V 0

563 ALDFGPIDELR JW0878 ECK0886 dmsB dimethyl sulfoxide reductase, anaerobic, subunit B 49 623.3278 2 1244.6410 0.0010 54.40 R K 0

564 ALDGELR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 34 387.2112 2 772.4078 -0.0001 25.56 K D 0

565 ALDGVSFNLER JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 63 610.8166 2 1219.6186 -0.0010 47.25 K G 0

566 ALDIRPPAQPLALVSGAR JW2462 ECK2473 nlpB lipoprotein 78 615.6950 3 1844.0632 -0.0001 51.89 K T 0

567 ALDNVNLK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 21 443.7531 2 885.4916 -0.0004 28.06 K V 0

568 ALEAAGVPVIGTSPDAIDRAEDRER JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 16 652.8378 4 2607.3221 -0.0030 43.47 R F 0

569 ALEDMGFYCVDNLPVVLLPDLAR 57.021465@C:9 JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 24 874.1106 3 2619.3100 0.0024 79.84 R T 0

570 ALEEAGAEVEVK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 38 622.8213 2 1243.6280 -0.0015 30.00 K - 0

571 ALEEVGLTEAQAQEMYR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 64 969.4692 2 1936.9238 0.0038 46.37 R Y 0

572 ALEGDAEWEAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 66 609.7852 2 1217.5558 -0.0006 33.70 K I JW3943

573 ALEGGINFFDTANSYSDGSSEEIVGR JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 93 1368.1258 2 2734.2370 0.0013 59.42 R A 0

574 ALEIEEMQLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 59 602.3179 2 1202.6212 -0.0004 45.05 R Q 0

575 ALELARPLLR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 48 576.3669 2 1150.7192 0.0006 41.53 R S 0

576 ALELLKPLLEDEK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 28 755.9401 2 1509.8656 0.0002 56.09 R A 0

577 ALEMIDMHGGDLFSEE JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 97 897.3901 2 1792.7656 0.0009 60.08 K - 0

578 ALENALLEFPGCAMVISHDR 57.021465@C:12 JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 43 748.3703 3 2242.0891 0.0017 59.76 R W 0

579 ALENALLEFPGCAMVISHDRWFLDR 57.021465@C:12 JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 51 740.8694 4 2959.4485 0.0011 67.82 R I 0

580 ALERGEGQPGDIETLEQLCR 57.021465@C:19 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 58 757.7058 3 2270.0956 -0.0005 43.95 R F 0

581 ALESTELLAENSADLPK JW4120 ECK4155 yjeP predicted mechanosensitive channel 75 900.9649 2 1799.9152 0.0000 47.55 R D 0

582 ALFADPEQPR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 55 572.2934 2 1142.5722 0.0002 35.44 K T 0

583 ALFATGNFEDVR JW0172 ECK0176 yaeT conserved protein 55 670.3359 2 1338.6572 0.0005 46.31 R V 0

584 ALFQLDPER JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 37 544.7908 2 1087.5670 0.0008 46.39 K A 0

585 ALFQLDPERAHEFTFQQLR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 30 782.7381 3 2345.1925 0.0008 54.08 K R 0

586 ALFSGGEETKPTEQPAPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 56 629.6548 3 1885.9426 0.0005 30.41 K A 0

587 ALFSSVR JW1668 ECK1674 ynhG conserved protein 30 390.2241 2 778.4336 -0.0001 32.43 K T 0

588 ALFTYVK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 39 421.2446 2 840.4746 0.0001 37.73 K E 0

589 ALGADEVVNSR JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 27 565.7935 2 1129.5724 -0.0003 29.37 K N 0

590 ALGGLDIMALVAGK JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 64 664.8839 2 1327.7532 0.0000 67.60 K Q 0

591 ALGIDAR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 33 358.2084 2 714.4022 -0.0002 25.17 K V 0

592 ALGIELLR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 37 442.7819 2 883.5492 0.0001 49.51 K F 0

593 ALGLNDELAHSSIR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 14 499.2669 3 1494.7789 -0.0002 38.36 R F 0

594 ALGMLAVDNQAR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 81 629.8329 2 1257.6512 0.0013 38.08 R V 0

595 ALGVTFFLPEGDAISASR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 106 925.9859 2 1849.9572 -0.0002 62.19 R Q 0

596 ALGYYQPTIEFDLRPPPK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 20 702.3742 3 2104.1008 0.0015 52.15 K K 0

597 ALHSDPVEAWASIIEDADK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 24 689.6729 3 2065.9969 0.0013 64.92 K A 0

598 ALHSDPVEAWASIIEDADKAK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 57 1133.5713 2 2265.1280 0.0004 61.46 K S 0

599 ALIAAPLR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 27 412.7711 2 823.5276 -0.0002 34.86 K I 0

600 ALIAQEPLLGAK JW3116 ECK3135 yraM conserved protein 42 612.3718 2 1222.7290 0.0005 46.05 R E 0

601 ALIGFAGPR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 38 451.2665 2 900.5184 0.0003 40.23 K V 0

602 ALIHDVPEEYAIHK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 52 817.9286 2 1633.8426 -0.0037 35.63 K E 0

603 ALIHDVPEEYAIHKEK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 64 946.4988 2 1890.9830 -0.0008 32.06 K E 0

604 ALIHDVPEEYAIHKEKEFTFNK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 60 665.3440 4 2657.3469 -0.0019 42.26 K I 0

605 ALILEPK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 32 392.2523 2 782.4900 -0.0002 32.21 R L 0

606 ALILRPK JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 23 405.7816 2 809.5486 0.0000 25.28 R V 0

607 ALIMAPTR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 33 436.7552 2 871.4958 0.0009 31.13 R E 0

608 ALINLSLCFPER 57.021465@C:8 JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 70 716.8848 2 1431.7550 0.0006 59.36 R S 0

609 ALIPFGGIK JW0886 ECK0894 pflB pyruvate formate lyase I 18 458.2870 2 914.5594 0.0005 47.76 R M 0

610 ALISNPTVIGAIMVQR 15.994915@M:13 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 87 849.9827 2 1697.9508 0.0011 50.29 R G 0

611 ALIVTDR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 24 394.2371 2 786.4596 -0.0003 26.20 R F 0

612 ALIVTDRFLFNNGYADQITSVLK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 35 866.8019 3 2597.3839 -0.0014 65.42 R A 0

613 ALKPLGR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 35 377.7501 2 753.4856 -0.0005 20.50 K E 0

614 ALLAAFDFPFR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 63 634.3462 2 1266.6778 0.0018 66.13 R K 0

615 ALLAAFDFPFRK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 19 698.3935 2 1394.7724 0.0014 58.33 R - 0

616 ALLDFFLSR JW1163 ECK1162 minE cell division topological specificity factor 70 541.3057 2 1080.5968 0.0000 68.83 M K 0

617 ALLDNNIVPVINENDAVATAEIK JW0232 ECK0243 proB gamma-glutamate kinase 52 1218.6540 2 2435.2934 0.0027 59.07 R V 0

618 ALLDTLLR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 17 457.7871 2 913.5596 0.0001 53.60 K R 0
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619 ALLDTLLRR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 36 535.8375 2 1069.6604 -0.0004 49.65 K Y 0

620 ALLDWQQAISWR JW4180 ECK4217 ytfN conserved protein 56 743.8941 2 1485.7736 0.0009 63.38 K G 0

621 ALLEFDDQEPQLQNEIR JW1692 ECK1700 pps phosphoenolpyruvate synthase 109 1029.5104 2 2057.0062 -0.0003 52.85 R E 0

622 ALLENTELSAR JW3903 ECK3924 hslV peptidase component of the HslUV protease 64 608.8300 2 1215.6454 -0.0004 37.54 R E 0

623 ALLFGAMMGAR 15.994915@M:7,15.994915@M:8 JW0831 ECK0838 ybjL predicted transporter 15 585.2923 2 1168.5700 -0.0032 66.57 R T 0

624 ALLHVAK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 46 376.2446 2 750.4746 -0.0006 22.77 K V 0

625 ALLLKEDEIVIDR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 22 509.6319 3 1525.8739 0.0025 45.49 K K 0

626 ALLLKEDEIVIDRK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 28 552.3295 3 1653.9667 0.0003 41.86 K K 0

627 ALLLLQK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 50 399.7768 2 797.5390 0.0016 41.16 R E 0

628 ALLMEMLEQVVAR JW5943 ECK3514 yhjK predicted diguanylate cyclase 55 751.9077 2 1501.8008 0.0012 74.41 K K 0

629 ALLNDMWGPGLTR JW0587 ECK0588 entB isochorismatase 28 722.3745 2 1442.7344 0.0005 55.56 R S 0

630 ALLNPCSLLLLDEPAASLDAHSEQR 57.021465@C:6 JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 85 911.8012 3 2732.3818 0.0015 63.96 R V 0

631 ALLNSMVIGVTEGFTK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 30 840.4555 2 1678.8964 0.0001 63.71 R K 0

632 ALLPDATDVWVIEPK JW3395 ECK3418 glgB 1,4-alpha-glucan branching enzyme 34 833.9560 2 1665.8974 -0.0003 60.84 R T 0

633 ALLPLVEEK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 28 506.3080 2 1010.6014 0.0003 45.54 R A 0

634 ALLRDSPILILDEATSALDTESER JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 31 876.7963 3 2627.3671 0.0017 73.09 R A 0

635 ALLSMAIR JW1692 ECK1700 pps phosphoenolpyruvate synthase 43 437.7626 2 873.5106 0.0001 43.31 K A 0

636 ALLWGAPGYLFFQVAR JW1655 ECK1659 mdtK multidrug efflux system transporter 53 603.6667 3 1807.9783 0.0010 73.71 R N 0

637 ALMATEGVNIEFTDSGIKR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 24 684.6869 3 2051.0389 0.0032 48.63 K I 0

638 ALMEYDESLR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 17 613.7901 2 1225.5656 0.0008 38.37 R S 0

639 ALMEYDESLRSELR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 36 571.2819 3 1710.8239 -0.0006 43.09 R K 0

640 ALMGANMQR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 66 496.2441 2 990.4736 -0.0003 26.53 R Q 0

641 ALMSAVPIPDPDLEK 15.994915@M:3 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 46 806.4189 2 1610.8232 0.0007 45.85 R N 0

642 ALMSAVPIPDPDLEKNK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 51 919.4900 2 1836.9654 0.0000 46.79 R T 0

643 ALNAAGFR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 33 410.2274 2 818.4402 0.0003 27.52 R I 0

644 ALNADDGKEIWSVSLAEK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 31 649.3338 3 1944.9796 0.0005 48.89 K D 0

645 ALNFLTPHQK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 56 584.8268 2 1167.6390 -0.0009 35.29 K W JW1463

646 ALNFLVR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 48 416.7555 2 831.4964 -0.0002 43.45 R K 0

647 ALNLLHSAGVK JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 54 561.8348 2 1121.6550 -0.0006 36.00 K S 0

648 ALNLQDK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 41 401.2269 2 800.4392 -0.0001 24.56 M Q 0

649 ALNNATFSK JW2504 ECK2516 yfhM conserved protein 38 483.2561 2 964.4976 -0.0001 23.86 K D 0

650 ALNNATFSKDYEK JW2504 ECK2516 yfhM conserved protein 15 500.9159 3 1499.7259 0.0003 27.53 K T 0

651 ALNPEHPVIR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 30 573.3260 2 1144.6374 0.0022 25.85 R G 0

652 ALNQYAAHSGFTLSVDASLTR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 46 741.3782 3 2221.1128 -0.0001 48.65 K G 0

653 ALNVEEQSVQETEQEER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 132 1009.4692 2 2016.9238 0.0002 36.24 K V 0

654 ALNVMLK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 36 394.7384 2 787.4622 -0.0003 33.78 R N 0

655 ALNYTTEQILDLFFEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 100 973.0021 2 1943.9896 0.0016 75.29 R V 0

656 ALPAIADAVKGDIAILADSGIR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 57 1075.6136 2 2149.2126 0.0020 72.79 R N 0

657 ALPAWFASLGDFHTSQYQVLTR JW0107 ECK0110 ampE predicted inner membrane protein 73 836.7615 3 2507.2627 0.0028 64.97 K L 0

658 ALPDEERQEIIDIVTSWPGVSGAHDLR JW3886 ECK3907 fieF zinc transporter 27 1001.8448 3 3002.5126 0.0027 69.54 R T 0

659 ALPEFAQDKER JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 41 652.3350 2 1302.6554 -0.0014 29.41 R L 0

660 ALPGFKK JW2553 ECK2567 lepA GTP binding membrane protein 16 380.7393 2 759.4640 -0.0003 25.18 K V 0

661 ALPGYGDGEIQATISGLALPGETVADQHK JW2504 ECK2516 yfhM conserved protein 78 970.1615 3 2907.4627 0.0012 60.05 R Q 0

662 ALPGYGDGEIQATISGLALPGETVADQHKQWK JW2504 ECK2516 yfhM conserved protein 33 838.4311 4 3349.6953 0.0010 59.16 R I 0

663 ALPNQPIK JW2504 ECK2516 yfhM conserved protein 35 440.7664 2 879.5182 0.0004 25.02 K L 0

664 ALPNQPIKLDVIKPDGQVLR JW2504 ECK2516 yfhM conserved protein 22 738.7709 3 2213.2909 0.0012 45.96 K S 0

665 ALPPELAQEYLQSCEIAIQR 57.021465@C:14 JW5701 ECK3346 yhfK conserved inner membrane protein 31 1165.0972 2 2328.1798 0.0015 60.97 R C 0

666 ALPSAVSER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 39 465.2562 2 928.4978 0.0001 24.79 K I 0

667 ALPVLEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 18 385.2445 2 768.4744 -0.0001 33.43 R I 0

668 ALQAEAAVEAVAQAMR JW3564 ECK3580 selA selenocysteine synthase 43 543.6197 3 1627.8373 0.0023 62.54 R S 0

669 ALQECMQHNFSVFR 57.021465@C:5 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 80 883.9083 2 1765.8020 -0.0008 43.52 K E 0

670 ALQGEQGVVECAYVEGDGQYAR 57.021465@C:11 JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 101 1200.0502 2 2398.0858 -0.0001 42.63 R F 0

671 ALQLLAR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 41 392.7555 2 783.4964 -0.0002 36.69 R A 0

672 ALQNNAIEEFKR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 19 478.2558 3 1431.7456 -0.0014 33.88 K Y 0

673 ALRAETNIQYEGR JW1178 ECK1177 dadA D-amino acid dehydrogenase 45 507.5985 3 1519.7737 -0.0006 26.73 K Q 0

674 ALRPLPDKFHGLQDQEVR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 45 530.5404 4 2118.1325 -0.0010 35.62 K Y 0

675 ALRQELLLK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 38 361.9009 3 1082.6809 -0.0002 34.22 R N 0

676 ALSGAALNVYPGR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 41 644.8537 2 1287.6928 -0.0006 38.49 K V 0

677 ALSHTLLMFDNFYDVEEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 55 724.6826 3 2171.0260 0.0016 59.78 K A 0

678 ALSMDAVQK JW2449 ECK2460 tktB transketolase 2, thiamin-binding 19 481.7522 2 961.4898 -0.0004 29.32 R A JW5478

679 ALSNLLSNALR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 61 586.3435 2 1170.6724 0.0004 52.16 R Y 0

680 ALSNPDLYEGDGELR JW0462 ECK0467 htpG molecular chaperone HSP90 family 95 824.8940 2 1647.7734 -0.0005 40.09 R V 0

681 ALSVETVDSK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 48 524.7795 2 1047.5444 -0.0004 29.09 R V 0

682 ALSVPCSDSK 57.021465@C:6 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 50 532.2580 2 1062.5014 -0.0001 23.72 K A 0

683 ALTDDERAQLLYER JW3132 ECK3151 nlpI conserved protein 35 564.9567 3 1691.8483 0.0004 39.82 R G 0

684 ALTEANGDIELAIENMR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 64 930.4629 2 1858.9112 0.0018 58.52 K K 0

685 ALTEETGTTIEIEDDGTVK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 84 1011.4926 2 2020.9706 0.0018 41.74 R I 0

686 ALTFCEAEMDNLTR 57.021465@C:5 JW0907 ECK0915 mukB fused chromosome partitioning proteins 80 835.8798 2 1669.7450 0.0011 49.37 K K 0

687 ALTGLSPDEIVNQVK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 39 792.4353 2 1582.8560 -0.0005 51.51 K D 0

688 ALTLQEK JW5503 ECK3026 tolC transport channel 30 401.7370 2 801.4594 -0.0002 24.77 R A 0

689 ALTMSLAER JW5312 ECK1895 otsA trehalose-6-phosphate synthase 59 496.2659 2 990.5172 0.0004 36.98 R I 0

690 ALTNLVGNGVATIVVAK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 92 820.4905 2 1638.9664 -0.0004 54.61 R W 0

691 ALTQVGLVLRPFLPEQVR JW5486 ECK2972 glcF glycolate oxidase iron-sulfur subunit 27 679.4059 3 2035.1959 0.0017 60.45 R A 0

692 ALTTISPHDAQELIAR JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 58 868.4703 2 1734.9260 -0.0004 44.72 M G 0

693 ALVAVNLASEEPYHNALNEK JW1327 ECK1329 uspE stress-induced protein 62 728.0425 3 2181.1057 -0.0007 45.27 K L 0

694 ALVEMHK JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 23 414.2256 2 826.4366 -0.0004 21.05 K A 0

695 ALVGIFLNDQYVK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 31 740.4145 2 1478.8144 0.0011 55.82 R G 0

696 ALVGSGIEAQVNGER JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 98 750.3945 2 1498.7744 0.0005 36.44 R V 0

697 ALVQESIYER JW3561 ECK3577 aldB aldehyde dehydrogenase B 60 604.3195 2 1206.6244 0.0001 34.22 R F 0

698 ALVSHPREPLSR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 29 681.3854 2 1360.7562 -0.0012 23.86 K D 0

699 ALVSPEAIGSLIVTK JW1913 ECK1927 yedD predicted protein 83 749.4476 2 1496.8806 -0.0007 57.85 R E 0

700 ALVSPEAIGSLIVTKEGDTLDCR 57.021465@C:22 JW1913 ECK1927 yedD predicted protein 21 815.4293 3 2443.2661 0.0033 59.93 R Q 0

701 ALYPCPLHGISEDDAIASIHR 57.021465@C:5 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 15 584.5427 4 2334.1417 -0.0008 46.96 R I 0

702 ALYTIGEVALLCDINPVTLR 57.021465@C:12 JW2115 ECK2119 mlrA DNA-binding transcriptional regulator 20 1116.1098 2 2230.2050 0.0019 70.66 M A 0

703 AMAIHEHIR JW2344 ECK2341 yfdC predicted inner membrane protein 48 539.2847 2 1076.5548 0.0000 21.29 R Q 0

704 AMASGVSACLATPFK 57.021465@C:9 JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 37 755.8739 2 1509.7332 0.0013 45.55 K I 0

705 AMEAPLR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 18 394.2103 2 786.4060 0.0002 25.60 R Q 0

706 AMELCRPLPWIDDDKPR 57.021465@C:5 JW1315 ECK1318 ycjF conserved inner membrane protein 22 528.7648 4 2111.0301 0.0009 47.53 K L 0

707 AMELLTGK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 53 431.7387 2 861.4628 -0.0001 33.82 R S 0

708 AMEMVAASK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 63 469.2274 2 936.4402 -0.0006 24.42 K M 0

709 AMGATPMQIVR JW0194 ECK0198 metI DL-methionine transporter subunit -!- membrane component protein of ABC superfamily 67 587.8069 2 1173.5992 -0.0005 36.71 R K 0

710 AMGIPSSMFTVIFAMAR JW0710 ECK0709 gltA citrate synthase 56 915.4598 2 1828.9050 0.0012 79.04 K T 0

711 AMGLPLLAVSGVEADDVIGTLAR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 28 1134.6176 2 2267.2206 0.0011 76.91 K E 0

712 AMGVDYAAEYLQR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 70 743.8533 2 1485.6920 -0.0002 47.74 R F 0

713 AMIALSSINK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 63 524.2966 2 1046.5786 -0.0008 39.42 R A 0

714 AMIEAGAAAVHFEDQLASVK JW3975 ECK4007 aceA isocitrate lyase 71 686.6826 3 2057.0260 0.0009 54.09 K K 0

715 AMIEAGAAAVHFEDQLASVKK JW3975 ECK4007 aceA isocitrate lyase 89 1093.5667 2 2185.1188 -0.0013 49.40 K C 0

716 AMLEQQAWIGLMDQAR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 79 930.9585 2 1859.9024 0.0002 60.78 R A 0

717 AMLGDVAAQVLLLQSR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 73 842.9743 2 1683.9340 -0.0002 65.61 K D 0

718 AMLHFCENPGK 57.021465@C:6 JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 36 435.2023 3 1302.5851 0.0001 32.29 R I 0

719 AMLNIANMGYFSSDR JW3391 ECK3414 glgP glycogen phosphorylase 69 845.3905 2 1688.7664 0.0015 56.34 K T 0

720 AMLNTLNVGPTLDPR 15.994915@M:2 JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 31 814.4275 2 1626.8404 0.0005 43.38 R F 0

721 AMLQDIATLTGGTVISEEIGMELEK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 67 1325.1709 2 2648.3272 -0.0016 79.88 K A 0

722 AMLQDIATLTGGTVISEEIGMELEKATLEDLGQAK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 117 1225.9634 3 3674.8684 0.0049 80.15 K R 0

723 AMLTQSEIK JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 36 510.7732 2 1019.5318 -0.0003 28.63 K L 0

724 AMMDNLQTETVINR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 93 818.3950 2 1634.7754 -0.0002 42.57 K D 0

725 AMMDNLQTETVINRDGQEEK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 91 1161.5386 2 2321.0626 -0.0001 38.60 K Q 0

726 AMQASVDAAQATLK JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 84 702.8603 2 1403.7060 -0.0017 33.24 K Q 0

727 AMQEVLQQFAHVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 38 510.2698 3 1527.7876 0.0007 48.52 K D 0

728 AMQWMPISQK JW5821 ECK1181 emtA lytic murein endotransglycosylase E 17 610.3016 2 1218.5886 -0.0003 43.35 R A 0

729 AMSEHDMLPSEPVTIVLSQMGWVR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 36 905.1112 3 2712.3118 0.0044 71.40 K S 0

730 AMSELLGEAPVQDAAEIAAQNKR JW2422 ECK2424 murP fused predicted enzyme IIBC components of PTS 21 804.7448 3 2411.2126 0.0010 52.83 K Q 0

731 AMTLLKK JW1272 ECK1275 yciM conserved protein 27 402.7540 2 803.4934 -0.0005 24.60 R G 0

732 AMTPANYIGR JW1117 ECK1117 purB adenylosuccinate lyase 19 547.2761 2 1092.5376 -0.0009 33.99 K A 0

733 AMTQLGVPSTVR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 16 630.3425 2 1258.6704 0.0001 35.91 R G 0

734 AMVGGSEPQFAGYNR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 90 792.3665 2 1582.7184 -0.0013 36.03 R A 0

735 AMVQGITQNNAQIVFEALMSNLR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 67 850.1057 3 2547.2953 0.0017 75.59 K K 0

736 AMVQGITQNNAQIVFEALMSNLRK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 95 1338.7022 2 2675.3898 0.0012 70.15 K E 0

737 AMVQGITQNNAQIVFEALMSNLRKEAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 50 751.9000 4 3003.5709 0.0076 66.83 K I 0

738 AMVSNTATVLR JW4201 ECK4237 mgtA magnesium transporter 27 581.8158 2 1161.6170 -0.0005 33.16 K V 0

739 AMYSIAK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 39 392.2070 2 782.3994 -0.0001 28.84 K K 0

740 AMYSQFENTFMMYLPR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 30 1014.9536 2 2027.8926 -0.0016 70.25 K L 0

741 ANAATGNLNILLPMVTSLDEVDEAR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 37 1314.1708 2 2626.3270 -0.0002 72.54 R R 0

742 ANAFDIDLHIKPEYR JW1823 ECK1833 yebT conserved protein 23 601.3125 3 1800.9157 -0.0002 45.80 R N 0
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743 ANATAWLK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 72 437.7423 2 873.4700 -0.0008 32.95 K D 0

744 ANATAWLKDNPETAK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 19 543.9453 3 1628.8141 -0.0017 34.05 K E 0

745 ANAVANLEK JW5942 ECK3515 bcsC cellulose synthase subunit 26 465.2561 2 928.4976 -0.0001 21.28 R A 0

746 ANAVLLHSCEVTSGTPGCYR 57.021465@C:9,57.021465@C:18 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 95 1096.5156 2 2191.0166 0.0017 36.07 K Q 0

747 ANAVVMATGGAGR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 40 587.8030 2 1173.5914 -0.0010 26.37 R V 0

748 ANDAAGDGTTTATVLAQAIITEGLK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 114 1201.6237 2 2401.2328 -0.0008 69.01 K A 0

749 ANDIALK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 61 372.7161 2 743.4176 -0.0001 22.76 R C 0

750 ANDIDVPAALIDSEIDVLR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 79 1020.0355 2 2038.0564 -0.0018 71.61 K R 0

751 ANDIDVPAALIDSEIDVLRR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 47 732.3940 3 2194.1602 0.0007 66.13 K Q 0

752 ANDIVVALLQEK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 49 656.8779 2 1311.7412 0.0014 55.93 K G 0

753 ANEGTLLLDEIGEMPLVLQAK JW2214 ECK2213 atoC fused response regulator of ato opeon, in two-component system with AtoS 46 1127.6030 2 2253.1914 -0.0011 76.81 R L 0

754 ANGAEIDDGAINGIK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 84 729.3655 2 1456.7164 0.0007 36.34 R V 0

755 ANGLVDSLGDFDDAVAK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 57 853.9160 2 1705.8174 0.0016 54.26 K A 0

756 ANHRPSELSGGER JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 27 470.5677 3 1408.6813 0.0007 18.00 R Q 0

757 ANISVHEPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 72 511.7725 2 1021.5304 0.0000 20.78 R Q 0

758 ANLPLSYPMTAR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 50 667.3500 2 1332.6854 -0.0005 43.02 R R 0

759 ANLPPLLSVPVGEK JW2555 ECK2569 rseB anti-sigma factor 32 717.4222 2 1432.8298 0.0010 55.18 K A 0

760 ANLTAQINK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 64 486.7770 2 971.5394 -0.0005 22.74 K L 0

761 ANLVNKPLPR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 45 561.3436 2 1120.6726 0.0010 25.05 K L 0

762 ANNAINDMVR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 55 559.2743 2 1116.5340 -0.0006 29.21 R Q 0

763 ANNTTGFTR JW4002 ECK4034 dgkA diacylglycerol kinase 42 491.2410 2 980.4674 -0.0002 19.59 M I 0

764 ANNVGELEK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 37 487.2508 2 972.4870 -0.0005 21.73 K H 0

765 ANNVGELEKHKDKPVIVVDGSGMQCQEPANALTK 57.021465@C:25 JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 76 919.9657 4 3675.8337 -0.0014 36.74 K A 0

766 ANPAFDTEK JW4220 ECK4256 yjgR predicted ATPase 15 496.7382 2 991.4618 0.0007 19.86 R A 0

767 ANPAFDTEKAIQELGTGEALISFLDAK JW4220 ECK4256 yjgR predicted ATPase 27 950.4900 3 2848.4482 -0.0014 77.34 R G 0

768 ANPQPELLK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 28 505.2878 2 1008.5610 0.0006 27.90 K H 0

769 ANQGIMEFVEMFK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 62 772.3679 2 1542.7212 0.0002 69.49 R A 0

770 ANQGIMEFVEMFKAPIK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 23 651.6716 3 1951.9930 0.0032 67.93 R V 0

771 ANQLWSEVLDNAAFEAEQMGK JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 122 1176.0529 2 2350.0912 0.0014 71.51 K S 0

772 ANQRLDNMATK JW1667 ECK1673 lpp murein lipoprotein 36 631.3193 2 1260.6240 -0.0004 20.43 R Y 0

773 ANRLEELFVSLVNEK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 47 587.6569 3 1759.9489 0.0022 66.97 K Q 0

774 ANSHAPEAVVEGASR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 40 747.8684 2 1493.7222 0.0001 23.00 R A 0

775 ANSSTTTAAEPLK JW2294 ECK2291 pta phosphate acetyltransferase 64 645.8306 2 1289.6466 0.0004 16.60 R M 0

776 ANTGVTLEPINSQNAPK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 61 877.4573 2 1752.9000 -0.0005 34.35 K G 0

777 ANTGVTLEPINSQNAPKGHFFLHPR JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 55 915.8124 3 2744.4154 0.0005 41.40 K A 0

778 ANTSSMDYYHQLR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 28 529.2394 3 1584.6964 -0.0026 31.31 K Y 0

779 ANVSQVMHIIGDVAGR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 24 556.2952 3 1665.8638 0.0017 53.83 R D 0

780 ANWLNQLQSLLGQSSSSTSSSADQGLVK JW1835 ECK1847 yebE conserved protein 61 1453.7293 2 2905.4440 0.0023 71.77 M L 0

781 APAATSTPAPK JW3351 ECK3375 damX predicted protein 17 506.2769 2 1010.5392 -0.0004 17.49 K E 0

782 APAIVMDDADLELAVK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 65 835.9382 2 1669.8618 0.0022 54.19 K A 0

783 APAKESAPAAAAPAAQPALAAR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 49 667.6999 3 2000.0779 -0.0024 27.10 K S 0

784 APAPEYVPEAPR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 71 648.8321 2 1295.6496 -0.0013 33.83 R H 0

785 APDYQITDIDLTFDLDAQK JW0915 ECK0923 pepN aminopeptidase N 79 1091.5314 2 2181.0482 0.0006 64.44 R T 0

786 APEAVIAK JW4215 ECK4251 valS valyl-tRNA synthetase 56 399.7395 2 797.4644 -0.0002 22.83 R E 0

787 APECFYIEQK 57.021465@C:4 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 33 642.8005 2 1283.5864 0.0008 35.20 K L 0

788 APEESEYLNLIANAAR JW0938 ECK0946 ycbZ predicted peptidase 15 880.9449 2 1759.8752 0.0013 57.18 K T 0

789 APESLPNPLLK JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 36 589.8427 2 1177.6708 0.0003 45.43 R M 0

790 APGEWVHSVAAPHELPALLAR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 31 556.0524 4 2220.1805 0.0000 49.61 K I 0

791 APGFGDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 44 360.1771 2 718.3396 -0.0001 21.51 K R 0

792 APGFGDRR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 29 438.2280 2 874.4414 0.0006 19.45 K K 0

793 APGMTMFK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 31 441.7142 2 881.4138 -0.0001 36.28 R M 0

794 APGSDQRTMMALRR 15.994915@M:9,15.994915@M:10 JW3129 ECK3148 yhbW predicted enzyme 27 541.2673 3 1620.7801 -0.0023 25.88 R H 0

795 APHQGAPIVIEQPSSFLAISDLVVR JW3506 ECK3523 bcsG predicted inner membrane protein 80 882.1529 3 2643.4369 -0.0015 64.00 K V 0

796 APHTPVDTASLLELLAR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 50 602.0043 3 1802.9911 0.0020 61.38 R Y 0

797 APLEIADGQATISWLNNNK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 56 685.6888 3 2054.0446 0.0014 56.83 R G 0

798 APLGALR JW2504 ECK2516 yfhM conserved protein 42 349.2206 2 696.4266 -0.0016 25.69 K E 0

799 APLPTPLP JW1913 ECK1927 yedD predicted protein 22 403.2444 2 804.4742 -0.0002 47.74 K - 0

800 APLSALR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 25 364.2267 2 726.4388 0.0000 26.41 R S 0

801 APLVMVVDHQR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 54 632.8449 2 1263.6752 -0.0006 33.41 K T 0

802 APLYPDDILWNFEK JW1700 ECK1708 btuE predicted glutathione peroxidase 15 860.9324 2 1719.8502 -0.0006 65.76 R F 0

803 APMILALANPEPEILPPLAK 15.994915@M:3 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 86 1057.6005 2 2113.1864 0.0008 61.62 R E 0

804 APNEAVSSVR JW2504 ECK2516 yfhM conserved protein 44 515.2696 2 1028.5246 -0.0004 21.38 K F 0

805 APNLGQLYGFYGNPNLDPEK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 103 1104.0422 2 2206.0698 0.0004 56.64 K S 0

806 APNLGQLYGFYGNPNLDPEKSK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 74 808.0711 3 2421.1915 -0.0050 53.32 K Q 0

807 APSLLQLSPDWTSNSCR 57.021465@C:16 JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 45 966.4681 2 1930.9216 0.0009 54.69 K G 0

808 APSLYQTNPNYILYSK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 48 936.4818 2 1870.9490 0.0025 47.34 K G 0

809 APSTFNPLYSMDR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 64 749.8530 2 1497.6914 -0.0008 48.83 K A 0

810 APTEPSAGGEVK JW3904 ECK3925 ftsN essential cell division protein 35 571.7878 2 1141.5610 -0.0005 20.64 R T 0

811 APVALLDFAASAR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 85 651.3650 2 1300.7154 0.0015 54.81 R L 0

812 APVDLIPLLEVAGGAFR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 49 869.4989 2 1736.9832 0.0008 77.75 K E 0

813 APVFQSR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 43 402.7217 2 803.4288 -0.0001 22.72 R M 0

814 APVSGWVTNLTTR JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 72 701.3776 2 1400.7406 -0.0005 47.26 R I 0

815 APVVVPAGVDVK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 43 575.8452 2 1149.6758 0.0000 36.62 K I 0

816 AQAAANIAQLTVNR JW0452 ECK0457 acrA multidrug efflux system 102 720.8992 2 1439.7838 -0.0005 36.68 K Y 0

817 AQAAANIAQLTVNRYQK JW0452 ECK0457 acrA multidrug efflux system 28 620.6743 3 1859.0011 -0.0001 38.31 K L 0

818 AQAAHQMATCAMNNILAQMNGKPLK 57.021465@C:10 JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 32 678.8354 4 2711.3125 -0.0003 52.84 R N 0

819 AQACVSAGNTGALMGLAK 57.021465@C:4 JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 83 860.4291 2 1718.8436 -0.0007 42.64 R L 0

820 AQALGVSINDINTTLGAAWGGSYVNDFIDR JW0451 ECK0456 acrB multidrug efflux system protein 30 1046.8549 3 3137.5429 0.0012 74.51 K G 0

821 AQALGVSINDINTTLGAAWGGSYVNDFIDRGR JW0451 ECK0456 acrB multidrug efflux system protein 127 1117.8954 3 3350.6644 -0.0002 71.65 K V 0

822 AQALWTR JW0462 ECK0467 htpG molecular chaperone HSP90 family 27 423.2350 2 844.4554 -0.0001 31.16 K N 0

823 AQAMYGGSLLSTQQGLWAK JW5760 ECK4255 yjgQ conserved inner membrane protein 89 1005.5096 2 2009.0046 0.0007 54.13 R D 0

824 AQAVGAADSLK JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 38 515.7801 2 1029.5456 0.0002 20.45 K T 0

825 AQCLAHDLPDPLEPLEIDGTLLPR 57.021465@C:3 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 77 895.1304 3 2682.3694 0.0007 65.08 R Y 0

826 AQEELGYQPVITLDEGIEK JW5819 ECK0859 ybjS predicted NAD(P)H oxidoreductase with NAD(P)-binding Rossmann-fold domain 61 1066.5430 2 2131.0714 0.0030 53.58 R T 0

827 AQEIQQAYELIK JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 28 717.3848 2 1432.7550 -0.0010 47.02 K Q 0

828 AQESQKAELEGIIK JW3775 ECK3797 hemX uroporphyrinogen III methylase 30 515.2824 3 1542.8254 0.0000 33.90 K Q 0

829 AQEVLLDR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 49 472.2637 2 942.5128 -0.0006 28.67 R S 0

830 AQEVTADNNQQAASGAQPEQSK JW0452 ECK0457 acrA multidrug efflux system 58 758.0195 3 2271.0367 0.0005 20.42 K S 0

831 AQEVTADNNQQAASGAQPEQSKS JW0452 ECK0457 acrA multidrug efflux system 95 787.0301 3 2358.0685 0.0003 20.98 K - 0

832 AQEYTVEQLNHGR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 80 772.8765 2 1543.7384 0.0005 28.76 M K 0

833 AQFCLAGNR 57.021465@C:4 JW2635 ECK2654 ygaF predicted enzyme 27 518.7539 2 1035.4932 0.0013 29.87 K A 0

834 AQFPDTPYIARPGNINAWDNEDFVK JW0880 ECK0888 ycaC predicted hydrolase 47 960.1310 3 2877.3712 -0.0011 55.37 K A 0

835 AQFVYTMHR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 55 576.7845 2 1151.5544 -0.0001 31.71 M V 0

836 AQGHIVAGQTPLYEIK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 32 575.6490 3 1723.9252 -0.0005 36.24 K K 0

837 AQGHIVAGQTPLYEIKK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 71 618.3475 3 1852.0207 -0.0002 30.89 K - 0

838 AQGLAAVDSGMAGK JW5942 ECK3515 bcsC cellulose synthase subunit 53 638.3223 2 1274.6300 0.0011 33.68 R A 0

839 AQGLDLTIPVDK JW2504 ECK2516 yfhM conserved protein 28 635.3558 2 1268.6970 -0.0005 45.83 R T 0

840 AQGLDLTIPVDKTWNR JW2504 ECK2516 yfhM conserved protein 45 913.9918 2 1825.9690 0.0005 49.19 R H 0

841 AQGNMPAYGYTPPYTDGAK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 82 1001.4533 2 2000.8920 -0.0017 41.10 K L 0

842 AQGVQLTAK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 43 458.2668 2 914.5190 0.0005 22.44 K L 0

843 AQIEPLHAMVK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 25 412.8971 3 1235.6695 0.0000 32.45 R A 0

844 AQIVGMNVGTLK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 23 615.8472 2 1229.6798 -0.0003 43.76 R I 0

845 AQLAFEGFDSK JW3904 ECK3925 ftsN essential cell division protein 72 606.7989 2 1211.5832 0.0010 43.06 R I 0

846 AQLAIYDYIK JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 42 599.3296 2 1196.6446 0.0005 50.83 R S 0

847 AQLETVDSAPVQALR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 87 799.4308 2 1596.8470 0.0000 40.38 R E 0

848 AQLGIALGLHK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 48 374.2325 3 1119.6757 -0.0007 39.88 K A 0

849 AQLLADLADLDVLSTEDLK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 34 681.7007 3 2042.0803 0.0020 71.53 K N 0

850 AQLLDSDGLLR JW2343 ECK2340 vacJ predicted lipoprotein 75 600.8320 2 1199.6494 -0.0016 46.49 R Q 0

851 AQLLSQIQQQR JW3071 ECK3091 yqjK conserved protein 76 656.8695 2 1311.7244 -0.0014 34.35 K L 0

852 AQLLYER JW3132 ECK3151 nlpI conserved protein 28 446.7484 2 891.4822 0.0008 30.79 R G 0

853 AQLNDATFAASPEGK JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 87 760.3730 2 1518.7314 0.0000 32.84 R T 0

854 AQLQEIAQTK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 58 565.3136 2 1128.6126 -0.0013 28.76 R A 0

855 AQLSTIESDEVTPDR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 59 830.9059 2 1659.7972 0.0021 34.73 R R 0

856 AQLSTIESDEVTPDRR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 22 606.3059 3 1815.8959 -0.0004 31.66 R F 0

857 AQMDGLEGYPVYTR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 44 800.3773 2 1598.7400 0.0001 43.65 R K 0

858 AQNAQVAAGQLGGTPPVK JW0451 ECK0456 acrB multidrug efflux system protein 131 853.9628 2 1705.9110 -0.0001 30.46 K G 0

859 AQNAQVAAGQLGGTPPVKGQQLNASIIAQTR JW0451 ECK0456 acrB multidrug efflux system protein 128 1029.8934 3 3086.6584 0.0000 43.45 K L 0

860 AQNFEAVAQYQFDFGLRPSLAYLQSK JW2203 ECK2207 ompC outer membrane porin protein C 100 997.8381 3 2990.4925 -0.0002 64.43 K G 0

861 AQNSNLNSDQLVTLQVSNSGDQPLWLR JW2504 ECK2516 yfhM conserved protein 66 999.8392 3 2996.4958 0.0005 59.06 K M 0

862 AQNVIVFK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 37 459.7740 2 917.5334 0.0001 33.02 K R 0

863 AQNVIVFKR JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 44 537.8239 2 1073.6332 -0.0013 29.83 K S 0

864 AQPEWEALPAIER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 35 755.3879 2 1508.7612 -0.0011 48.12 R A 0

865 AQPSLEAIAALKPDLIIADSSR JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 18 760.4252 3 2278.2538 0.0006 60.50 R H 0

866 AQPVGGLNEK JW0938 ECK0946 ycbZ predicted peptidase 18 506.7741 2 1011.5336 -0.0013 21.41 R I 0
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867 AQQLTLTAPEMTALVGGMR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 51 994.5190 2 1987.0234 0.0003 61.14 K V 0

868 AQQYQQQLGQK JW0628 ECK0626 rlpA minor lipoprotein 56 660.3386 2 1318.6626 -0.0003 18.45 R F 0

869 AQSALAELGIDFQSDAQHVTIR JW4128 ECK4166 mutL methyl-directed mismatch repair protein 45 790.7410 3 2369.2012 0.0037 58.87 K A 0

870 AQSLDALSSMANIAGYR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 137 884.4381 2 1766.8616 -0.0005 57.34 R A 0

871 AQSVTLDYK JW2553 ECK2567 lepA GTP binding membrane protein 33 512.7691 2 1023.5236 -0.0001 28.82 K A 0

872 AQSVVDYLISK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 61 611.8379 2 1221.6612 0.0008 49.16 R G 0

873 AQSVVDYLISKGIPADKISAR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 103 1116.1228 2 2230.2310 -0.0011 53.97 R G 0

874 AQTFTLVAK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 33 489.7845 2 977.5544 -0.0002 33.32 K D 0

875 AQTILEAQGEVAR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 109 693.3726 2 1384.7306 -0.0004 32.63 K F 0

876 AQTTAENIINTLVIQ JW5682 ECK3456 dcrB periplasmic protein 72 814.9467 2 1627.8788 0.0008 63.92 K - 0

877 AQVAQIAGKPSSEVSMIHAR JW1728 ECK1737 osmE DNA-binding transcriptional regulator 97 1040.5527 2 2079.0908 0.0014 33.07 R G 0

878 AQVESALQK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 44 487.2690 2 972.5234 -0.0006 18.10 R A 0

879 AQVFTDSLNPAPLEALAGR JW4349 ECK4378 lplA lipoate-protein ligase A 76 985.5208 2 1969.0270 0.0002 59.57 R L 0

880 AQVRPLAVGVHNDR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 29 511.2866 3 1530.8380 0.0002 24.95 R Q 0

881 AQVSEADVIHLKPGQK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 84 860.4727 2 1718.9308 -0.0006 30.75 K A 0

882 AQVVVLDSNTR JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 67 601.3309 2 1200.6472 0.0010 29.13 R R 0

883 AQVYALNTSDGTVAWQTK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 129 976.9892 2 1951.9638 -0.0001 44.97 K V 0

884 AQYDTVLANEVTAR JW5503 ECK3026 tolC transport channel 116 775.8937 2 1549.7728 -0.0007 40.65 R N 0

885 AQYLIDQLLAEAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 106 752.4126 2 1502.8106 0.0013 62.99 R K 0

886 AQYLYVPYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 22 586.8086 2 1171.6026 0.0001 40.96 R D 0

887 AQYLYVPYRDQSDIYNYDSSLLQSDYSGLFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 104 1247.2568 3 3738.7486 0.0008 67.31 R D 0

888 AQYTSMAK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 16 450.2177 2 898.4208 -0.0010 21.16 K M 0

889 AQYVVTR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 21 418.7349 2 835.4552 0.0001 22.47 R D 0

890 ARAIAKLLNDTDMAIIDK JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 13 493.7773 4 1971.0801 -0.0020 43.99 R R 0

891 ARDEAIAYLSK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 51 618.8325 2 1235.6504 -0.0005 31.82 K R 0

892 ARDEAIAYLSKR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 41 464.9252 3 1391.7538 0.0018 29.21 K H 0

893 ARIPPELLQQHLEYVK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 44 645.3669 3 1933.0789 0.0002 42.86 K T 0

894 ARLEEGLNPNAILVPQQGVTR JW0452 ECK0457 acrA multidrug efflux system 71 759.0884 3 2274.2434 -0.0010 46.38 R T 0

895 ARLEQMPVNEYLDLYVI JW0325 ECK0331 prpD 2-methylcitrate dehydratase 39 1033.5358 2 2065.0570 0.0016 67.36 R - 0

896 ARLPGGQLEQAR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 64 648.3622 2 1294.7098 -0.0007 26.04 K E 0

897 ARNELSMTRPGETFYR JW2718 ECK2743 ftsB cell division protein 36 643.3190 3 1926.9352 -0.0018 33.96 R L 0

898 ARNEQDGGDLVYFQGHISPGVYAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 87 883.7649 3 2648.2729 -0.0005 44.38 R A 0

899 ARPYSGYENFDFEIPVGGGVSDCYTR 57.021465@C:23 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 87 986.1122 3 2955.3148 0.0015 54.74 K V 0

900 ARSPHYIVMNDK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 58 715.8636 2 1429.7126 -0.0010 23.26 R K 0

901 ARSPVSIGGVVVGR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 15 451.9366 3 1352.7880 -0.0007 36.56 K V 0

902 ARVEDALHATR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 54 619.8335 2 1237.6524 -0.0002 23.37 K A 0

903 ASADPQGNPWDPK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 58 691.8204 2 1381.6262 0.0000 32.74 R R 0

904 ASAFTHVLLLK JW5803 ECK0781 ybhR predicted transporter subunit -!- membrane component of ABC superfamily 52 600.3608 2 1198.7070 -0.0004 43.63 R S 0

905 ASATDQLK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 63 417.2216 2 832.4286 -0.0003 18.55 K K 0

906 ASATDQLKK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 35 481.2691 2 960.5236 -0.0004 16.29 K A 0

907 ASATMIGDDETNWGTK JW5633 ECK3680 yidQ conserved outer membrane protein 68 848.8778 2 1695.7410 0.0001 38.41 R S 0

908 ASAVGSHTTLSR JW0473 ECK0478 copA copper transporter 38 593.8124 2 1185.6102 0.0000 19.36 R I 0

909 ASAVGSHTTLSRIIR JW0473 ECK0478 copA copper transporter 15 523.6323 3 1567.8751 -0.0042 45.55 R M 0

910 ASDVFLAVESYR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 35 678.8439 2 1355.6732 0.0011 50.10 K L 0

911 ASEGELLAQVEPEDLIK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 56 920.9815 2 1839.9484 0.0019 58.54 K F 0

912 ASEISALIVEEGGK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 106 701.8749 2 1401.7352 0.0001 44.62 R I 0

913 ASELLGGVR JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 62 451.2587 2 900.5028 -0.0001 30.42 R G 0

914 ASENMTPQDYIGHHLNNLQLDLR JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 75 1340.1501 2 2678.2856 -0.0015 54.87 M T 0

915 ASEVDEALQR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 85 559.2776 2 1116.5406 -0.0004 26.90 K A 0

916 ASFVDVLSEDYMR JW0815 ECK0821 yliC predicted peptide transporter subunit -!- membrane component of ABC superfamily 66 766.3587 2 1530.7028 0.0003 60.31 R T 0

917 ASFVTLQDVGGR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 70 625.3303 2 1248.6460 -0.0003 41.91 K I JW4090

918 ASFVTLQDVGGR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 77 625.3309 2 1248.6472 0.0010 42.87 K I JW4090

919 ASGANSILAELSNEAVALSMDDAVR JW1510 ECK1510 lsrF predicted aldolase 70 1252.6193 2 2503.2240 0.0017 76.20 R L 0

920 ASGLEVSENAIR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 51 623.3242 2 1244.6338 -0.0021 35.42 R D 0

921 ASGMDTLYAR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 67 542.7580 2 1083.5014 -0.0004 30.87 K C 0

922 ASGTDEAVVLVPPIR JW5571 ECK3864 bipA GTP-binding protein 30 762.4252 2 1522.8358 0.0003 46.92 R M 0

923 ASHAQTGVGNISDSNYR JW2166 ECK2172 yejB predicted oligopeptide transporter subunit -!- membrane component of ABC superfamily 26 592.9468 3 1775.8186 0.0000 24.47 R G 0

924 ASIFHIEGDPDHPVNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 70 601.9641 3 1802.8705 0.0005 35.87 K G 0

925 ASINTDDPGVQGVDIIHEYTVAAPAAGLSR JW1615 ECK1618 add adenosine deaminase 52 1013.1798 3 3036.5176 0.0024 55.99 R E 0

926 ASIPGIDAK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 30 436.2479 2 870.4812 0.0001 32.14 R R 0

927 ASLADIIVLAGVVGVEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 67 551.9982 3 1652.9728 0.0015 74.53 K A 0

928 ASLAGVSGLDALVGGNYIGMMPGK JW1823 ECK1833 yebT conserved protein 71 1139.5821 2 2277.1496 -0.0001 66.40 K G 0

929 ASLATESFISAASFQETTR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 100 1008.9974 2 2015.9802 0.0002 53.35 K V 0

930 ASLEQAQAQLAQAELNLQDSTLIAPSDGTLLTR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 37 1156.2727 3 3465.7963 0.0010 71.09 K A 0

931 ASLGVDKDVYLTIPR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 100 823.9591 2 1645.9036 -0.0002 45.64 R G 0

932 ASLNGHLEQAAHR JW4299 ECK4327 yjiN conserved inner membrane protein 58 468.5761 3 1402.7065 0.0001 22.62 R V 0

933 ASLPTIELALK JW2893 ECK2922 pgk phosphoglycerate kinase 15 578.3530 2 1154.6914 0.0005 52.44 R Q 0

934 ASLSAFDYLIR JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 16 628.3366 2 1254.6586 -0.0022 57.49 K T 0

935 ASLSGTQTIK JW2573 ECK2590 clpB protein disaggregation chaperone 17 503.2820 2 1004.5494 -0.0007 23.37 K A 0

936 ASLTNLTPELK JW5580 ECK3831 tatB TatABCE protein translocation system subunit 34 593.8386 2 1185.6626 0.0022 40.77 K A 0

937 ASMDELR JW5580 ECK3831 tatB TatABCE protein translocation system subunit 26 411.1948 2 820.3750 0.0001 22.91 K Q 0

938 ASMEVPSPQAGIVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 16 471.9197 3 1412.7373 0.0039 36.53 K E 0

939 ASNFADYLLK JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 34 571.2980 2 1140.5814 -0.0002 49.98 R N 0

940 ASNLELAGLEGIRPLAAK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 62 912.0229 2 1822.0312 0.0001 49.98 R L 0

941 ASNLTAVIPDYSK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 40 689.8638 2 1377.7130 -0.0009 43.79 R E 0

942 ASNQGEPVILDINADAGK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 119 906.4602 2 1810.9058 -0.0003 46.88 R A 0

943 ASQVAILNANYIASR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 84 795.9335 2 1589.8524 -0.0001 44.65 K L 0

944 ASSAIPGFYR JW4340 ECK4369 yjjU predicted esterase 36 534.7769 2 1067.5392 -0.0007 39.69 R S 0

945 ASSGLNEDEIQK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 65 645.8125 2 1289.6104 0.0006 25.13 K M 0

946 ASSSFMLAK JW0938 ECK0946 ycbZ predicted peptidase 26 471.2419 2 940.4692 0.0004 34.20 R A 0

947 ASSVLGPR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 14 393.7271 2 785.4396 0.0002 21.40 K V 0

948 ASTISNVVR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 67 473.7689 2 945.5232 -0.0011 24.41 K K 0

949 ASTLDTVVFDK JW0473 ECK0478 copA copper transporter 56 598.3139 2 1194.6132 0.0001 44.12 R T 0

950 ASTLDTVVFDKTGTLTEGKPQVVAVK JW0473 ECK0478 copA copper transporter 61 902.1636 3 2703.4690 -0.0005 46.43 R T 0

951 ASTTMDVQSAADDTGLPMLVVR JW2462 ECK2473 nlpB lipoprotein 101 1139.5568 2 2277.0990 0.0010 58.91 R G 0

952 ASVDAILK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 64 408.7448 2 815.4750 -0.0002 32.75 K A 0

953 ASVEIDR JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 42 395.2086 2 788.4026 -0.0002 22.81 K K 0

954 ASVEIDRK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 38 459.2560 2 916.4974 -0.0004 17.79 K I 0

955 ASVESNFALR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 85 547.2851 2 1092.5556 -0.0007 35.57 R E 0

956 ASVQLQNVTK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 52 544.3087 2 1086.6028 -0.0004 27.02 M A 0

957 ASYNVEGAFQASNK JW0424 ECK0428 yajG predicted lipoprotein 87 743.3520 2 1484.6894 -0.0001 35.79 R N 0

958 ASYPLYANLEK JW1823 ECK1833 yebT conserved protein 46 634.8294 2 1267.6442 -0.0006 40.35 K A 0

959 ASYRPGDTIK JW2504 ECK2516 yfhM conserved protein 35 369.8646 3 1106.5720 -0.0002 22.19 K L 0

960 ASYTLTEPQLTAPLK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 50 816.9457 2 1631.8768 -0.0001 46.07 K K 0

961 ASYTLTEPQLTAPLKK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 19 587.6646 3 1759.9720 0.0000 41.89 K G 0

962 ASYTMEFLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 44 545.2684 2 1088.5222 0.0010 45.70 R Y 0

963 ASYTMEFLKYDEAPSNVAQAVIEAR JW3302 ECK3327 fusA protein chain elongation factor EF-G 55 935.1257 3 2802.3553 0.0018 60.61 R G 0

964 ASYVLNSSELHAPLQK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 22 586.3126 3 1755.9160 0.0006 40.73 K N 0

965 ATAAEVFGLPLETVTSEQR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 60 1010.0239 2 2018.0332 0.0013 61.45 R R 0

966 ATAAMMVPFDSIK JW1596 ECK1599 ydgH predicted protein 19 691.3465 2 1380.6784 0.0004 51.33 K F 0

967 ATADYEVTR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 72 513.2481 2 1024.4816 -0.0008 22.60 R T 0

968 ATAIWMSFDKQEGEWPTGLR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 19 775.0448 3 2322.1126 0.0021 58.08 R L 0

969 ATALILDKDDVVQLR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 86 835.4775 2 1668.9404 -0.0006 45.56 K E 0

970 ATALTEAVNR JW3361 ECK3385 yrfF predicted inner membrane protein 77 523.2851 2 1044.5556 -0.0008 28.62 K Q 0

971 ATDESKELFEGR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 26 461.2246 3 1380.6520 -0.0003 29.49 K D 0

972 ATDGHVAWLGK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 41 577.8005 2 1153.5864 -0.0015 32.61 K E 0

973 ATDGHVAWLGKELLGMKPDEWR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 36 837.0940 3 2508.2602 0.0019 55.37 K A 0

974 ATDLVLAFLPFEK JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 44 732.4115 2 1462.8084 0.0013 70.14 R A 0

975 ATEFSPFELTK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 47 635.3219 2 1268.6292 0.0004 48.70 R A 0

976 ATEQLSSMEMMAVDPLR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 53 954.9469 2 1907.8792 0.0001 59.29 R R 0

977 ATEQLSSMEMMAVDPLRR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 48 689.0003 3 2063.9791 -0.0010 53.28 R V 0

978 ATFGNMGMNDEETVALIAGGHTLGK 15.994915@M:6 JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 33 850.7372 3 2549.1898 0.0009 51.47 R T 0

979 ATFNSEEK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 27 463.2161 2 924.4176 -0.0012 18.48 R K 0

980 ATFPNELSLSELK JW3143 ECK3165 glmM phosphoglucosamine mutase 62 724.8852 2 1447.7558 0.0001 54.29 K I 0

981 ATFVVDPQGIIQAIEVTAEGIGR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 125 1192.6468 2 2383.2790 0.0044 80.69 R D 0

982 ATGAAEDLLIVRP JW2504 ECK2516 yfhM conserved protein 43 663.3752 2 1324.7358 0.0008 50.92 R - 0

983 ATGASVVLFDHALSPAQER JW4131 ECK4169 hflX predicted GTPase 68 657.0099 3 1968.0079 0.0014 45.34 K N 0

984 ATGATGDGTQPGDVDYTVSTTR JW1446 ECK1445 yncD predicted iron outer membrane transporter 115 1085.4993 2 2168.9840 0.0019 33.15 K F 0

985 ATGAVITDWRPEDPAFWQQR JW1214 ECK1217 narK nitrate/nitrite transporter 69 782.0542 3 2343.1408 0.0011 54.70 R G 0

986 ATGDGPSQVNY JW3781 ECK3803 yifL predicted lipoprotein 54 554.7485 2 1107.4824 -0.0008 27.33 R - 0

987 ATGDIATVHHLPPTLMAQWYFGDASSK JW1248 ECK1250 ompW outer membrane protein W 68 972.1448 3 2913.4126 0.0006 56.81 R F 0

988 ATGDKVPAGATSVDR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 24 722.8729 2 1443.7312 -0.0005 22.70 R L 0

989 ATGDVEFR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 68 447.7195 2 893.4244 0.0001 26.24 R N 0

990 ATGFPIAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 14 402.7347 2 803.4548 0.0008 30.58 K V 0
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991 ATGIDFDVR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 54 497.2536 2 992.4926 -0.0001 38.00 R K 0

992 ATGIDFDVRK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 37 561.3004 2 1120.5862 -0.0014 31.34 R A 0

993 ATGLDALFDATIK JW4346 ECK4375 deoB phosphopentomutase 55 668.3617 2 1334.7088 0.0007 60.22 K E 0

994 ATGTSEMAPALVAAFGGK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 74 560.2871 3 1677.8395 0.0000 58.20 K E 0

995 ATGTSEMAPALVAAFGGKENITNLDACITR 57.021465@C:27 JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 78 1027.1782 3 3078.5128 0.0015 62.02 K L 0

996 ATGVPLAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 47 378.7342 2 755.4538 -0.0003 22.61 K V 0

997 ATIANMSPEYGATCGFFPIDAVTLDYMR 57.021465@C:14 JW1268 ECK1271 acnA aconitate hydratase 1 16 1037.8153 3 3110.4241 0.0052 72.42 R L 0

998 ATIAPANSEYAK JW2903 ECK2931 yggG predicted peptidase 65 618.3166 2 1234.6186 -0.0006 24.48 K R 0

999 ATIAPANSEYAKR JW2903 ECK2931 yggG predicted peptidase 18 696.3681 2 1390.7216 0.0012 21.70 K L 0

1000 ATIDAYIPPQSLEEMWDIPGLQER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 33 1386.6813 2 2771.3480 0.0005 71.62 K L 0

1001 ATIDGLENMNSPEMVAAK 15.994915@M:9 JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 78 953.9482 2 1905.8818 0.0007 38.66 R R 0

1002 ATIDGLENMNSPEMVAAKR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 53 683.0030 3 2045.9872 -0.0003 40.76 R G 0

1003 ATIVNAGSSDFLEGEQVEYSR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 102 1136.5414 2 2271.0682 0.0028 48.04 K V 0

1004 ATLEDLGQAK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 29 523.2796 2 1044.5446 -0.0004 30.48 K R 0

1005 ATLEDLGQAKR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 65 601.3300 2 1200.6454 -0.0007 26.78 K V 0

1006 ATLGEVGNAEHMLR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 100 749.3773 2 1496.7400 -0.0004 37.80 R V 0

1007 ATLIVEDDGPGIAPENR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 86 883.9490 2 1765.8834 -0.0011 41.29 R E 0

1008 ATLKPEGQAALDQLYSQLSNLDPK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 20 867.4569 3 2599.3489 -0.0006 63.43 K D 0

1009 ATLPAIGR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 41 399.7451 2 797.4756 -0.0002 30.74 K L 0

1010 ATLWILDEPFTAIDVNGVDR JW5366 ECK2193 ccmA heme exporter subunit -!- ATP-binding component of ABC superfamily 96 1123.0786 2 2244.1426 -0.0001 74.04 R L 0

1011 ATMAGELTMIHGVPAGCDER 57.021465@C:17 JW0107 ECK0110 ampE predicted inner membrane protein 24 705.9918 3 2114.9536 -0.0011 43.50 R E 0

1012 ATNLGLVGER JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 42 515.2881 2 1028.5616 0.0002 31.14 K S 0

1013 ATNLLYTR JW0797 ECK0801 dps Fe-binding and storage protein 47 476.2665 2 950.5184 -0.0001 31.01 K N 0

1014 ATPAVINNDGLNYVPTNR JW5791 ECK4344 yjiY predicted inner membrane protein 48 964.9951 2 1927.9756 0.0004 42.73 R Y 0

1015 ATPPQSGAQPPAR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 39 639.3334 2 1276.6522 -0.0002 19.19 R A 0

1016 ATPSSTDQMLR JW2555 ECK2569 rseB anti-sigma factor 60 603.7929 2 1205.5712 0.0002 26.41 R T 0

1017 ATPVELDFSQVEKA JW3945 ECK3973 nusG transcription termination factor 46 767.3943 2 1532.7740 0.0018 49.07 R - 0

1018 ATSTSGDTLFQK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 66 628.3115 2 1254.6084 -0.0007 31.17 K H 0

1019 ATSTSGDTLFQKHEGFKDAYR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 35 787.0487 3 2358.1243 0.0001 33.18 K I 0

1020 ATTDSGMTTNNPTLQTTPTDDQFTNNGGR JW3116 ECK3135 yraM conserved protein 55 1019.4551 3 3055.3435 0.0009 39.68 R V 0

1021 ATVAFAR JW3944 ECK3972 secE preprotein translocase membrane subunit 46 368.2110 2 734.4074 -0.0001 24.00 K E 0

1022 ATVELLNR JW0797 ECK0801 dps Fe-binding and storage protein 61 458.2660 2 914.5174 -0.0011 33.07 K Q 0

1023 ATVFIFPDLNTGNTTYK JW2294 ECK2291 pta phosphate acetyltransferase 83 951.4868 2 1900.9590 0.0020 58.59 R A 0

1024 ATVILAHTIK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 68 533.8342 2 1065.6538 -0.0007 30.31 K G 0

1025 ATVLATGGAGR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 77 487.2747 2 972.5348 -0.0004 21.50 R I 0

1026 ATVLGHIQR JW3887 ECK3908 pfkA 6-phosphofructokinase I 46 497.7933 2 993.5720 0.0000 25.33 R G 0

1027 ATVNQLVR JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 46 450.7667 2 899.5188 -0.0001 28.49 M K 0

1028 ATVTGDGLSQEAK JW2640 ECK2659 ygaU predicted protein 96 638.8225 2 1275.6304 -0.0003 22.43 K E 0

1029 ATWESVK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 15 410.7136 2 819.4126 -0.0001 25.11 R A 0

1030 ATYSINNDGITLHLNGADDLGLIQR JW2507 ECK2520 pepB aminopeptidase B 79 895.4595 3 2683.3567 0.0000 56.62 K A 0

1031 ATYTQTHMDFIIEAFK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 38 639.3140 3 1914.9202 0.0016 57.89 R H 0

1032 ATYTQTHMDFIIEAFKHVKENAANIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 53 755.8880 4 3019.5229 0.0006 58.03 R G 0

1033 AVAAALEQMPR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 70 578.8109 2 1155.6072 0.0003 38.06 K F 0

1034 AVAAGMNPMDLK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 67 609.3047 2 1216.5948 0.0005 39.37 K R 0

1035 AVAAGMNPMDLKR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 70 687.3548 2 1372.6950 -0.0004 33.53 K G 0

1036 AVAEACGSQAVIVR 57.021465@C:6 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 75 715.8729 2 1429.7312 -0.0035 28.26 K T 0

1037 AVAEATPYEPAGK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 44 652.3295 2 1302.6444 -0.0011 25.99 K A 0

1038 AVAEGANMPTTIEATELFQQAGVLFAPGK JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 21 987.8399 3 2960.4979 0.0025 73.29 K A 0

1039 AVAEGASKVDGAEVVVK JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 48 543.6333 3 1627.8781 0.0000 28.18 R R 0

1040 AVAEVYASSDAHEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 87 738.8519 2 1475.6892 0.0001 22.09 R F 0

1041 AVAFALFGLQDR JW5571 ECK3864 bipA GTP-binding protein 47 654.3592 2 1306.7038 0.0004 60.34 K G 0

1042 AVAGQANLLDKDGQIIDGGK JW4025 ECK4057 yjcD predicted permease 79 661.6882 3 1982.0428 -0.0005 40.37 R A 0

1043 AVAHPELFLSEAK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 62 706.3826 2 1410.7506 0.0000 39.27 R G 0

1044 AVAKVEEHIADALEK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 47 541.6296 3 1621.8670 -0.0006 37.29 K G 0

1045 AVALLAVRDPLR JW0473 ECK0478 copA copper transporter 49 431.9384 3 1292.7934 0.0005 45.61 K S 0

1046 AVALLAVRDPLRSDSVAALQR JW0473 ECK0478 copA copper transporter 25 741.0972 3 2220.2698 -0.0006 47.54 K L 0

1047 AVANMVVNAAR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 68 558.3038 2 1114.5930 0.0014 31.53 R Y 0

1048 AVAPLVPAADALVLDSTTLSIEQVIEK JW0893 ECK0901 cmk cytidylate kinase 33 921.8515 3 2762.5327 0.0011 79.91 R A 0

1049 AVASVLMSK 15.994915@M:7 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 62 461.2573 2 920.5000 -0.0001 26.32 R T 0

1050 AVAVDSGVTAVAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 93 594.3351 2 1186.6556 -0.0002 29.15 R R 0

1051 AVAVDSGVTAVAKR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 13 448.5927 3 1342.7563 -0.0006 28.23 R G 0

1052 AVAVYADQAK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 75 518.2765 2 1034.5384 -0.0011 23.24 K D 0

1053 AVDALTK JW3811 ECK3828 yigP conserved protein 15 359.2104 2 716.4062 -0.0005 12.77 R R 0

1054 AVDGIETPDWDAVR JW0171 ECK0175 yaeL zinc metallopeptidase 49 772.3739 2 1542.7332 0.0018 47.73 K L 0

1055 AVDGVTLR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 49 415.7408 2 829.4670 0.0012 26.26 K L 0

1056 AVDLFLDMLK JW1272 ECK1275 yciM conserved protein 32 582.8205 2 1163.6264 0.0004 64.82 K E 0

1057 AVDSMIPIGR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 84 529.7871 2 1057.5596 0.0006 41.09 K G 0

1058 AVDTLPNNK JW3221 ECK3240 yhdA conserved inner membrane protein 20 486.2615 2 970.5084 0.0001 16.43 K M 0

1059 AVEAFTR JW3592 ECK3607 kbl glycine C-acetyltransferase 19 397.2138 2 792.4130 0.0000 23.82 R I 0

1060 AVEDLVNTQIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 53 629.3436 2 1256.6726 0.0002 39.33 R R 0

1061 AVEENTGADAELMLADIIEAR JW1272 ECK1275 yciM conserved protein 138 1116.0467 2 2230.0788 0.0002 72.18 R D 0

1062 AVEFQDILK JW4099 ECK4133 aspA aspartate ammonia-lyase 18 531.7952 2 1061.5758 0.0001 47.45 K M 0

1063 AVEGTPFECLK 57.021465@C:9 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 40 625.8083 2 1249.6020 0.0007 39.82 R D 0

1064 AVEGTPFECLKDAFVGPTLIAYSMEHPGAAAR 57.021465@C:9 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 66 1135.8909 3 3404.6509 -0.0025 70.57 R L 0

1065 AVEIAEAVK JW4131 ECK4169 hflX predicted GTPase 67 465.2686 2 928.5226 -0.0002 28.09 K A 0

1066 AVEIGSFLLGR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 89 581.3354 2 1160.6562 0.0008 56.74 R D 0

1067 AVEIGSFLLGRDPK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 77 751.4221 2 1500.8296 -0.0003 49.54 R T 0

1068 AVEPGTVLNEGGTVFTVSLTRPVWVR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 46 928.8395 3 2783.4967 -0.0004 63.89 R A 0

1069 AVEQALEDNCPLICFSASGGAR 57.021465@C:10,57.021465@C:14 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 98 1183.0492 2 2364.0838 0.0000 54.80 R M 0

1070 AVEQVSTEMFR JW1268 ECK1271 acnA aconitate hydratase 1 64 648.8158 2 1295.6170 -0.0009 41.39 R K 0

1071 AVEYFLK JW1117 ECK1117 purB adenylosuccinate lyase 13 435.2421 2 868.4696 0.0003 37.73 K E 0

1072 AVFHVQSSGR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 26 363.1928 3 1086.5566 -0.0006 23.08 R N 0

1073 AVFSSLVLTLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 41 603.3668 2 1204.7190 0.0010 57.75 K D 0

1074 AVGDGVAVKPTDK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 62 628.8456 2 1255.6766 -0.0006 21.99 K I 0

1075 AVGDGVAVKPTDKIVVSPAAGTIVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 48 798.1319 3 2391.3739 0.0000 39.67 K I 0

1076 AVGEELCPALGLTIPVGK 57.021465@C:7 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 48 912.5012 2 1822.9878 0.0015 57.44 K D 0

1077 AVGGQITLHAFDAGK JW1823 ECK1833 yebT conserved protein 15 495.5999 3 1483.7779 -0.0004 39.16 R L 0

1078 AVGLHYFSK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 60 511.2771 2 1020.5396 0.0003 32.82 K G 0

1079 AVGLLGNAK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 33 421.7584 2 841.5022 0.0002 29.44 K G 0

1080 AVGLPGDK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 18 378.7161 2 755.4176 -0.0001 22.29 R V 0

1081 AVGLPGDKVTYDPVSK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 73 823.4431 2 1644.8716 -0.0006 38.06 R E 0

1082 AVGPYFDETPLKDSLGATLQELQLDGDVNAR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 68 1111.5599 3 3331.6579 0.0007 69.72 K L 0

1083 AVGPYVVTK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 15 467.2739 2 932.5332 0.0002 26.99 K A 0

1084 AVGSETSSLQASQDEFENLVR JW2163 ECK2169 spr predicted peptidase, outer membrane lipoprotein 46 1134.0429 2 2266.0712 -0.0001 53.68 R N 0

1085 AVGVLHLPLGDENR JW2504 ECK2516 yfhM conserved protein 45 497.2756 3 1488.8050 0.0002 45.67 R R 0

1086 AVGVLHLPLGDENRR JW2504 ECK2516 yfhM conserved protein 27 549.3096 3 1644.9070 0.0009 39.37 R L 0

1087 AVHQALDAEHR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 56 623.8178 2 1245.6210 -0.0003 17.09 R T 0

1088 AVHYLCDESSDWFPDLDDIR 57.021465@C:6 JW2287 ECK2284 yfbQ predicted aminotransferase 35 818.3621 3 2452.0645 0.0002 62.53 K A 0

1089 AVIDIGGQDSK JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 46 551.7915 2 1101.5684 0.0019 29.87 R V 0

1090 AVIESENSAERDQLLENLQEGMEVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 92 944.4628 3 2830.3666 0.0013 55.60 R G 0

1091 AVIPVAGLGMHMLPATK JW2027 ECK2036 galF predicted subunit with GalU 14 569.3208 3 1704.9406 -0.0014 51.40 K A 0

1092 AVITATQMMESMITNPMPTR JW1843 ECK1855 pykA pyruvate kinase II 45 1112.0366 2 2222.0586 0.0019 63.72 R A 0

1093 AVITGDVTQIDLPR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 96 749.4171 2 1496.8196 -0.0002 46.70 K N 0

1094 AVITGLGIVSSIGNNQQEVLASLR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 111 1220.1821 2 2438.3496 0.0004 65.20 R E 0

1095 AVIVIMGDDPKEDLAVLAK JW5682 ECK3456 dcrB periplasmic protein 72 999.0540 2 1996.0934 0.0021 57.84 K R 0

1096 AVLANLTAGR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 59 493.2928 2 984.5710 -0.0005 33.62 R T 0

1097 AVLDELNKGGDFAALAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 28 577.9809 3 1730.9209 0.0006 49.63 K E 0

1098 AVLEGVPEQPLTPPPGIVTVNIDR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 86 1256.1944 2 2510.3742 -0.0003 57.66 K S 0

1099 AVLEVAGVHNVLAK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 74 710.4197 2 1418.8248 0.0004 41.52 R A 0

1100 AVLGNAANEEIMQLAHLECAK 57.021465@C:19 JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 24 761.3809 3 2281.1209 0.0015 56.87 R W 0

1101 AVLHVALR JW3985 ECK4017 pgi glucosephosphate isomerase 24 439.7817 2 877.5488 -0.0009 30.65 R N 0

1102 AVLLGGDILDTQPLPVELAETLGK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 56 1231.6914 2 2461.3682 0.0004 75.68 R S 0

1103 AVLVAGGVEAEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 43 571.8246 2 1141.6346 0.0004 29.30 R L 0

1104 AVLVAGGVEAEKLDKLPR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 124 933.0459 2 1864.0772 -0.0010 41.18 R D 0

1105 AVLVKQEEVINIANIQSR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 106 1012.5790 2 2023.1434 0.0009 44.92 R L 0

1106 AVLYPEYVQTFAR JW1823 ECK1833 yebT conserved protein 17 778.9095 2 1555.8044 0.0010 51.83 K G 0

1107 AVNLNEGTLTLNDSTVTTDVIAQR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 121 1273.1593 2 2544.3040 0.0009 54.62 K G 0

1108 AVPADFNGGSFGR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 69 647.8121 2 1293.6096 -0.0005 36.72 K G 0

1109 AVPAQAAYLTLWTMQQVVQR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 66 1137.6068 2 2273.1990 0.0000 71.47 R G 0

1110 AVPVCGHLGLTPQSVNIFGGYK 57.021465@C:5 JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 13 772.0720 3 2313.1942 0.0001 53.96 R V 0

1111 AVPVGQWESGQALGLSK JW0846 ECK0853 artQ arginine transporter subunit -!-membrane component of ABC superfamily 85 863.9601 2 1725.9056 0.0006 46.53 K S 0

1112 AVQDVILK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 46 443.2738 2 884.5330 -0.0001 33.12 K N 0

1113 AVQLGGVALGTTQVINSK JW0797 ECK0801 dps Fe-binding and storage protein 110 878.5016 2 1754.9886 -0.0005 47.75 R T 0

1114 AVQLNSLSGFCLTK 57.021465@C:11 JW4135 ECK4173 purA adenylosuccinate synthetase 58 769.4058 2 1536.7970 0.0001 52.25 R L 0
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1115 AVQNAMR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 46 395.2054 2 788.3962 -0.0001 17.07 R L 0

1116 AVQPGAQISPTTPLMAVVPATNMWVDANFK JW2660 ECK2679 emrA multidrug efflux system 27 1052.2089 3 3153.6049 0.0057 71.55 R E 0

1117 AVQSGNVEPEK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 28 579.2933 2 1156.5720 -0.0003 19.76 K A 0

1118 AVRTEGKQSPFSFVLSFNPADVQPNAR JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 33 741.3848 4 2961.5101 0.0005 59.46 K I 0

1119 AVSEATAEVDVISAAALSEQQLAK JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 109 1201.1274 2 2400.2402 0.0018 61.14 R I 0

1120 AVSGLQVR JW2504 ECK2516 yfhM conserved protein 28 415.2482 2 828.4818 0.0001 23.90 K L 0

1121 AVSLAINSR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 54 465.7719 2 929.5292 -0.0002 31.00 R T 0

1122 AVSMARPYNAK JW3462 ECK3480 uspA universal stress global response regulator 41 604.3157 2 1206.6168 -0.0011 21.47 K V 0

1123 AVSQQDLDTAATEMAVK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 108 889.4357 2 1776.8568 0.0005 42.70 K Q 0

1124 AVSTLPADVQAK JW3351 ECK3375 damX predicted protein 67 600.3352 2 1198.6558 0.0001 28.81 K N 0

1125 AVTAAVEELK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 64 515.7927 2 1029.5708 0.0003 33.57 K A 0

1126 AVTAAVEELKALSVPCSDSK 57.021465@C:16 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 59 692.3612 3 2074.0618 0.0001 48.71 K A 0

1127 AVTAHHTVLVSNIIGVER JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 86 639.3626 3 1915.0660 0.0020 39.03 R N 0

1128 AVTAPTATEIMTTSIQVLENR JW1222 ECK1229 rssA conserved protein 14 749.3950 3 2245.1632 0.0008 70.74 R L 0

1129 AVTELNQHAPLAMVGDGINDAPAMK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 59 855.0928 3 2562.2566 -0.0005 48.38 K A 0

1130 AVTLLDESQLDALLDKLSGYAKPEER JW0945 ECK0953 helD DNA helicase IV 16 719.3837 4 2873.5057 0.0036 70.86 K I 0

1131 AVTLSANDQMQSAEEYR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 103 956.9399 2 1911.8652 0.0020 39.45 R Q 0

1132 AVTLYLGAVAATVR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 90 702.9139 2 1403.8132 -0.0003 53.38 R E 0

1133 AVTNVAELNALVER JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 83 500.2792 3 1497.8158 0.0007 48.24 M V 0

1134 AVTPGTYQVPQPMVESMYVPQWR JW2504 ECK2516 yfhM conserved protein 49 1332.6510 2 2663.2874 -0.0001 59.58 R A 0

1135 AVTQTAQACDLVIFGAK 57.021465@C:9 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 48 896.9671 2 1791.9196 0.0007 49.11 M G 0

1136 AVVDYLIKNPEFFIR JW3783 ECK3805 yigA conserved protein 24 608.6736 3 1822.9990 0.0009 60.86 R N 0

1137 AVVEALK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 49 365.2289 2 728.4432 0.0000 22.73 K R 0

1138 AVVESIQR JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 44 451.2587 2 900.5028 0.0000 23.61 K V 0

1139 AVVNKPAVLLADEPTGNLDDALSEGILR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 92 964.1897 3 2889.5473 0.0024 61.04 R L 0

1140 AVVTFCR 57.021465@C:6 JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 25 426.7228 2 851.4310 -0.0013 28.69 R R 0

1141 AVVTPLPR JW0172 ECK0176 yaeT conserved protein 47 426.7689 2 851.5232 0.0004 29.70 K N 0

1142 AVYFPHQASNYDPDYDYECATQDGAK 57.021465@C:19 JW0172 ECK0176 yaeT conserved protein 93 1009.0909 3 3024.2509 0.0001 44.05 K D 0

1143 AVYQGAGVSAK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 29 525.7821 2 1049.5496 -0.0009 19.03 K N 0

1144 AWAALSEFTGR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 79 604.8066 2 1207.5986 0.0000 51.33 K D 0

1145 AWAATQSAAFK JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 18 576.2959 2 1150.5772 0.0001 34.43 R N 0

1146 AWAEQLYLSMCHEVQK 57.021465@C:11 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 29 664.9816 3 1991.9230 -0.0004 55.65 R Q 0

1147 AWASGTMWR JW2962 ECK2988 hybC hydrogenase 2, large subunit 38 533.2503 2 1064.4860 -0.0001 42.01 K G 0

1148 AWDKNELAYITEAPSLVEPENVTR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 49 915.7956 3 2744.3650 -0.0007 59.55 R D 0

1149 AWDPQQGEILLNDSPIASLNEAALR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 90 1361.1963 2 2720.3780 0.0012 68.49 R Q 0

1150 AWELINDIPGVSCVKPR 57.021465@C:13 JW2287 ECK2284 yfbQ predicted aminotransferase 29 652.0116 3 1953.0130 -0.0014 56.31 R G 0

1151 AWFQVEDDGPGIAPEQR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 70 957.9527 2 1913.8908 0.0000 51.78 R K 0

1152 AWFTVLGDPLTR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 72 688.3728 2 1374.7310 0.0014 62.81 K Y 0

1153 AWFTVLGDPLTRYEGQIK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 45 698.7057 3 2093.0953 0.0006 60.87 K D 0

1154 AWGEVVVSK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 13 487.7691 2 973.5236 0.0003 33.72 K D 0

1155 AWHSSSETIAK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 48 608.8004 2 1215.5862 -0.0021 21.72 K I 0

1156 AWIAMLVAQDSR JW0147 ECK0150 fhuC iron-hydroxamate transporter subunit -!- ATP-binding component of ABC superfamily 31 680.8563 2 1359.6980 0.0011 56.98 R C 0

1157 AWILMDYASGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 81 627.8137 2 1253.6128 0.0015 55.40 R V 0

1158 AWLFGTNFNYAF JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 71 725.8441 2 1449.6736 0.0020 76.60 K - 0

1159 AWQPGGAGTDFLTEAHLDLPMEFESIGK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 49 1006.4837 3 3016.4293 0.0015 69.35 K A 0

1160 AWQVYGVPPEIIVGIIGVETR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 46 766.0945 3 2295.2617 -0.0010 76.90 R W 0

1161 AWRLDLENAILIHDPQLELAPQR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 42 678.6217 4 2710.4577 0.0022 62.43 R E 0

1162 AWSTIKPIR JW1272 ECK1275 yciM conserved protein 30 536.3190 2 1070.6234 -0.0001 32.85 R G 0

1163 AWTIPVGATAPQAAGK JW1194 ECK1191 ychF predicted GTP-binding protein 24 769.9207 2 1537.8268 0.0016 43.79 R I 0

1164 AYDAYSFHVLPR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 29 480.2407 3 1437.7003 -0.0038 43.38 K I 0

1165 AYDINLTDLLEEEIDPALGNGGLGR JW5689 ECK3404 malP maltodextrin phosphorylase 104 886.7807 3 2657.3203 0.0019 78.17 K L 0

1166 AYDLGADVR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 14 490.2455 2 978.4764 -0.0006 33.38 R Q 0

1167 AYEDAETVTGVINGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 47 783.8855 2 1565.7564 -0.0009 41.31 K V 0

1168 AYELYLSEKQ JW1510 ECK1510 lsrF predicted aldolase 33 622.3142 2 1242.6138 0.0006 40.39 R - 0

1169 AYENSFSGNQDVMVMSPDSDFFR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 98 1322.0605 2 2642.1064 0.0011 61.58 R Y 0

1170 AYFTGAPTR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 45 492.2516 2 982.4886 0.0015 29.53 K A 0

1171 AYGSTNPINVVR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 61 645.8431 2 1289.6716 -0.0012 35.11 K A 0

1172 AYILEAEGIR JW0478 ECK0483 ybbK predicted protease, membrane anchored 72 567.8117 2 1133.6088 0.0008 44.29 R Q 0

1173 AYIVSQGHLIAHGTPTEILQDEHVKR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 58 728.8898 4 2911.5301 -0.0002 40.41 R V 0

1174 AYKAQTILEAQGEVAR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 35 583.3157 3 1746.9253 -0.0012 35.83 R F 0

1175 AYKHILIAVDLSPESKVLVEK JW3462 ECK3480 uspA universal stress global response regulator 17 588.8438 4 2351.3461 -0.0004 46.28 M A 0

1176 AYLNEYLR JW0566 ECK0569 ybdG predicted mechanosensitive channel 43 521.2721 2 1040.5296 0.0006 39.78 R N 0

1177 AYLVYNATDTVTVK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 69 779.4120 2 1556.8094 0.0009 42.36 R G 0

1178 AYNMSNGEK JW0120 ECK0123 gcd glucose dehydrogenase 13 507.2213 2 1012.4280 -0.0003 19.09 R L 0

1179 AYNTVVPASGK JW3756 ECK3775 rho transcription termination factor 45 553.7960 2 1105.5774 0.0006 23.31 R V 0

1180 AYQGAPIAITVEGANILTR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 41 979.5387 2 1957.0628 -0.0004 57.83 R S 0

1181 AYQSQDIIR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 60 547.2854 2 1092.5562 -0.0001 29.17 M R 0

1182 AYQSQDIIRR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 17 417.2260 3 1248.6562 -0.0012 24.27 M S 0

1183 AYREEAIIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 34 546.8062 2 1091.5978 0.0003 23.93 R S 0

1184 AYRPGDVLTTMSGQTVEVLNTDAEGR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 80 927.4552 3 2779.3438 -0.0010 55.65 R L 0

1185 AYSFDEVIVDSNGK JW5283 ECK1749 ydjY predicted protein 108 772.3671 2 1542.7196 -0.0006 45.81 K K 0

1186 AYSFDEVIVDSNGKK JW5283 ECK1749 ydjY predicted protein 74 836.4152 2 1670.8158 0.0007 40.68 K L 0

1187 AYSGEGAIADDAGNVSR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 111 826.8787 2 1651.7428 -0.0009 31.23 R N 0

1188 AYSLLEQLR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 51 546.8060 2 1091.5974 0.0000 47.78 K S 0

1189 AYTPAWAEQITGVSR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 93 825.4177 2 1648.8208 0.0000 50.68 K S 0

1190 AYTTFSQTK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 24 523.7604 2 1045.5062 -0.0018 24.84 M N 0

1191 AYVTGEVSK JW0966 ECK0974 yccZ predicted exopolysaccharide export protein 35 477.2509 2 952.4872 0.0006 19.26 K S 0

1192 AYVVQLGALK JW5378 ECK2308 dedD conserved protein 56 531.3212 2 1060.6278 -0.0003 43.00 K N 0

1193 AYYDTDDATTK JW3775 ECK3797 hemX uroporphyrinogen III methylase 69 632.2721 2 1262.5296 -0.0007 23.26 R A 0

1194 CADLGLETVIVER 57.021465@C:1 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 111 737.8817 2 1473.7488 -0.0008 49.28 R Y 0

1195 CAGFNNVDLDAAK 57.021465@C:1 JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 77 697.8221 2 1393.6296 0.0001 38.33 R E 0

1196 CALERNLR 57.021465@C:1 JW1507 ECK1507 lsrC AI2 transporter -!- membrane component of ABC superfamily 13 516.2756 2 1030.5366 0.0025 37.45 R R 0

1197 CANPEWTK 57.021465@C:1 JW0889 ECK0897 ycaP conserved inner membrane protein 38 503.2268 2 1004.4390 0.0005 22.84 R A 0

1198 CDERELLPGFTAEADQLELLSR 57.021465@C:1 JW1714 ECK1723 yniA predicted phosphotransferase/kinase 41 854.7549 3 2561.2429 -0.0003 63.82 K S 0

1199 CDILEPGTLQGYDRDPR 57.021465@C:1 JW3841 ECK3863 glnA glutamine synthetase 24 668.9853 3 2003.9341 -0.0030 43.08 R S 0

1200 CDLLVIKPDQYQTPVELDDEEDD 57.021465@C:1 JW1327 ECK1329 uspE stress-induced protein 50 1375.1240 2 2748.2334 0.0010 57.81 R - 0

1201 CDLMTNMVFEFTDTQGVMGMHYAR 57.021465@C:1 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 15 952.0770 3 2853.2092 0.0037 70.87 K H 0

1202 CDMVDDEELLELVEMEVR 57.021465@C:1 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 32 1112.4945 2 2222.9744 0.0000 76.10 K E JW3943

1203 CDSCGQVLYR 57.021465@C:1,57.021465@C:4 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 36 629.2711 2 1256.5276 -0.0002 28.21 K A 0

1204 CEGLDVTILLQDYR 57.021465@C:1 JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 84 847.9249 2 1693.8352 0.0007 64.02 R D 0

1205 CELLIPIRR 57.021465@C:1 JW4359 ECK4388 rob DNA-binding transcriptional activator 15 390.5656 3 1168.6750 -0.0001 39.73 R - 0

1206 CEQSANINAYWEPNTLR 57.021465@C:1 JW1575 ECK1578 ynfB predicted protein 66 1033.4739 2 2064.9332 0.0009 46.57 K C 0

1207 CEVNINDQNVITNAVSCGTMFR 57.021465@C:1,57.021465@C:17 JW0955 ECK0964 hyaB hydrogenase 1, large subunit 98 1271.5780 2 2541.1414 0.0005 59.41 R G 0

1208 CEVNINDQNVITNAVSCGTMFRGLEIILQGR 15.994915@M:20,57.021465@C:1,57.021465@C:17 JW0955 ECK0964 hyaB hydrogenase 1, large subunit 14 1179.9157 3 3536.7253 0.0078 80.51 R D 0

1209 CGDEVIK 57.021465@C:1 JW1178 ECK1177 dadA D-amino acid dehydrogenase 48 410.6965 2 819.3784 -0.0012 19.75 K A 0

1210 CGEDLNYAR 57.021465@C:1 JW1843 ECK1855 pykA pyruvate kinase II 80 549.2376 2 1096.4606 0.0000 23.62 R R 0

1211 CGEVGWLVCAIK 57.021465@C:1,57.021465@C:9 JW2553 ECK2567 lepA GTP binding membrane protein 99 696.3444 2 1390.6742 0.0005 54.41 K D 0

1212 CGLDGVVCSAQEAVR 57.021465@C:1,57.021465@C:8 JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 47 810.8777 2 1619.7408 0.0012 46.91 K F 0

1213 CGVEVTQTK 57.021465@C:1 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 20 511.2521 2 1020.4896 -0.0013 20.29 K V 0

1214 CHLFREDGTACR 57.021465@C:1,57.021465@C:11 JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 32 507.8950 3 1520.6632 0.0018 23.41 R R 0

1215 CHPYVLEEMEAAK 57.021465@C:1 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 51 788.8601 2 1575.7056 -0.0005 38.91 R N 0

1216 CHSIMNCVSVCPK 15.994915@M:5,57.021465@C:1,57.021465@C:7,57.021465@C:11 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 68 804.3430 2 1606.6714 -0.0009 23.90 R G 0

1217 CHYPLDDAGRPTL 57.021465@C:1 JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 42 757.8562 2 1513.6978 -0.0006 36.80 K - 0

1218 CIFCGLCEEACPTTAIQLTPDFEMGEYK 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 34 1114.1496 3 3339.4270 0.0005 66.49 R R 0

1219 CIFCGLCEEACPTTAIQLTPDFEMGEYKR 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 115 1166.1832 3 3495.5278 0.0002 61.21 R Q 0

1220 CIFCYPR 57.021465@C:1,57.021465@C:4 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 20 508.2282 2 1014.4418 0.0004 39.57 K I JW1462

1221 CIFDNISLTVPR 57.021465@C:1 JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 68 717.8740 2 1433.7334 -0.0002 57.02 R G 0

1222 CIGCHTCSVTCK 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 39 494.8699 3 1481.5879 -0.0005 19.76 K N JW1462

1223 CINGITANK 57.021465@C:1 JW4099 ECK4133 aspA aspartate ammonia-lyase 35 495.7552 2 989.4958 -0.0005 23.22 K E 0

1224 CINGSTDERPDQLVAMR 57.021465@C:1 JW1336 ECK1339 ydaN predicted Zn(II) transporter 33 654.6436 3 1960.9090 -0.0005 36.50 R V 0

1225 CINKLEEITSGDLIVDGLK 57.021465@C:1 JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 148 1059.0613 2 2116.1080 -0.0006 56.39 R V 0

1226 CINKLEEITSGDLIVDGLKVNDPK 57.021465@C:1 JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 31 668.3561 4 2669.3953 0.0006 56.48 R V 0

1227 CIYVAIGQK 57.021465@C:1 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 33 526.2832 2 1050.5518 -0.0014 35.16 K A 0

1228 CLATGYSCR 57.021465@C:1,57.021465@C:8 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 43 544.2360 2 1086.4574 -0.0012 22.08 R S 0

1229 CLEASPQVLIVDEPTR 57.021465@C:1 JW1506 ECK1506 ego fused AI2 transporter subunits -!- ATP-binding components of ABC superfamily 50 913.9689 2 1825.9232 -0.0012 48.62 K G 0

1230 CLFIPGDWLGR 57.021465@C:1 JW3725 ECK3740 yieN fused predicted transcriptional regulators 22 667.3396 2 1332.6646 -0.0003 62.88 K I 0

1231 CLFRPILPEDEPQLQQFISR 57.021465@C:1 JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 45 829.4334 3 2485.2784 -0.0002 61.14 R V 0

1232 CLLVSYSDKPLGLF 57.021465@C:1 JW3561 ECK3577 aldB aldehyde dehydrogenase B 52 806.4266 2 1610.8386 0.0009 61.94 K - 0

1233 CLNGLAAGEYLEGHTSMIR 57.021465@C:1 JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 62 698.0028 3 2090.9866 -0.0010 50.69 R R 0

1234 CMTIPSDQLYLPGHDYVDR 57.021465@C:1 JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 35 760.6853 3 2279.0341 -0.0010 49.06 R V 0

1235 CMVGLIGPDGVGK 57.021465@C:1 JW5676 ECK3471 rbbA fused ribosome-associated ATPases 24 651.8296 2 1301.6446 -0.0026 43.55 R S 0

1236 CNADEQAAQAVLELAQ 57.021465@C:1 JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 71 865.9045 2 1729.7944 0.0004 59.47 R - 0

1237 CNNEVGNTLTLEQLK 57.021465@C:1 JW2133 ECK2139 yeiT predicted oxidoreductase 67 866.9301 2 1731.8456 -0.0004 45.50 K A 0

1238 CPDHDVPLAAQTVSQMVDNVLSQPEGK 57.021465@C:1 JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 16 979.1358 3 2934.3856 0.0003 69.39 R R 0
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1239 CPFHQGGHDQSAGAGTTTR 57.021465@C:1 JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 52 662.2948 3 1983.8626 0.0020 19.22 K D 0

1240 CPGNALEKGGK 57.021465@C:1 JW0374 ECK0378 phoA alkaline phosphatase 15 565.7851 2 1129.5556 0.0007 31.69 K G 0

1241 CPHAMEICSSAPPLEEFTPGR 57.021465@C:1,57.021465@C:8 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 81 1193.5353 2 2385.0560 0.0009 47.20 R L 0

1242 CPIAGPECAK 57.021465@C:1,57.021465@C:8 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 49 551.7542 2 1101.4938 -0.0009 22.34 R T 0

1243 CQLAELPSAGVSWETDDNGFVIK 57.021465@C:1 JW5258 ECK1580 ynfC predicted protein 49 1268.6058 2 2535.1970 0.0018 60.92 K A 0

1244 CQNNSIADSNSMIATDLR 57.021465@C:1 JW2182 ECK2186 ccmH heme lyase, CcmH subunit 15 1005.4537 2 2008.8928 -0.0013 41.99 K Q 0

1245 CQQFATR 57.021465@C:1 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 29 455.7137 2 909.4128 0.0002 19.42 R V 0

1246 CQSTNDAYPTGFR 57.021465@C:1 JW4099 ECK4133 aspA aspartate ammonia-lyase 48 758.8276 2 1515.6406 -0.0006 29.96 K I 0

1247 CRAEEPALNMLADGR 57.021465@C:1 JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 59 568.2702 3 1701.7888 -0.0039 38.84 R Q 0

1248 CRPVGVLK 57.021465@C:1 JW4185 ECK4222 ppa inorganic pyrophosphatase 25 464.7734 2 927.5322 -0.0001 21.41 R M 0

1249 CSEFGDAIIENM 57.021465@C:1 JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 49 693.2894 2 1384.5642 0.0003 59.29 K - 0

1250 CSEIIHMK 57.021465@C:1 JW0889 ECK0897 ycaP conserved inner membrane protein 44 509.2466 2 1016.4786 0.0004 24.04 R A 0

1251 CSFIYTEGCDFTLFGVNYENKDNPK 57.021465@C:1,57.021465@C:9 JW2019 ECK2028 wbbI conserved protein 56 1006.7814 3 3017.3224 0.0011 61.20 K Y 0

1252 CTECWFWGQK 57.021465@C:1,57.021465@C:4 JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 50 701.2900 2 1400.5654 0.0013 49.73 R F 0

1253 CTLCVDR 57.021465@C:1,57.021465@C:4 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 29 462.2074 2 922.4002 0.0002 23.63 K V JW1471

1254 CVACNLCAVACPVGCISLQK 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11,57.021465@C:15 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 90 1140.5246 2 2279.0346 -0.0006 49.34 R A 0

1255 CVDEQVIR 57.021465@C:1 JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 47 509.7530 2 1017.4914 0.0002 24.16 R S 0

1256 CVGIQNEQLVHHDIIDAIENMK 57.021465@C:1 JW3887 ECK3908 pfkA 6-phosphofructokinase I 13 644.8215 4 2575.2569 0.0048 56.59 R R 0

1257 CVGLDAWGNK 57.021465@C:1 JW5382 ECK2346 yfdI CPS-53 (KpLE1) prophage; predicted inner membrane protein 28 560.2663 2 1118.5180 0.0002 39.32 K F 0

1258 CVIVPNDQMETPHYHVLR 57.021465@C:1 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 26 552.7720 4 2207.0589 -0.0027 39.71 R V 0

1259 CVLSYGAFPDIANDFGEK 57.021465@C:1 JW0955 ECK0964 hyaB hydrogenase 1, large subunit 78 1001.9657 2 2001.9168 0.0026 62.10 K S 0

1260 CVMLMLNEAVR 57.021465@C:1 JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 27 668.3322 2 1334.6498 -0.0011 49.04 R C 0

1261 CVNMVADLWHAPAPK 57.021465@C:1 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 46 570.2811 3 1707.8215 -0.0011 48.04 R N JW3485

1262 CVNMVADLWHAPAPK 15.994915@M:4,57.021465@C:1 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 63 575.6128 3 1723.8166 -0.0009 42.14 R N JW3485

1263 CVSNVAGDGEK 57.021465@C:1 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 24 568.2557 2 1134.4968 -0.0006 18.65 R R 0

1264 CVVEIKPR 57.021465@C:1 JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 36 500.7838 2 999.5530 -0.0005 23.98 K G 0

1265 CVWNLLK 57.021465@C:1 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 23 466.7548 2 931.4950 0.0002 48.11 R Q JW1470

1266 CWQLGDANPILFIHDVGAGGLSNAMPELVSDGGR 57.021465@C:1 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 75 1189.5771 3 3565.7095 0.0013 76.07 R G 0

1267 DAALSCDQFFVNHR 57.021465@C:6 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 80 840.3828 2 1678.7510 -0.0011 41.42 K W 0

1268 DAAPDATFR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 66 482.2305 2 962.4464 0.0007 26.31 K I 0

1269 DAAYHFQGDADNDQLSVTPLVGLGK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 54 877.7610 3 2630.2612 0.0000 55.05 R S 0

1270 DADEYLR JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 39 441.2036 2 880.3926 0.0001 27.22 R E 0

1271 DADNLLQHR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 52 541.2723 2 1080.5300 -0.0011 26.25 K C 0

1272 DAEALYGLLKEEMGEILAK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 82 1047.0481 2 2092.0816 0.0056 78.47 R V 0

1273 DAEVVLVEGLVPTR JW2294 ECK2291 pta phosphate acetyltransferase 46 748.9199 2 1495.8252 0.0007 56.79 K K 0

1274 DAEVVLVEGLVPTRK JW2294 ECK2291 pta phosphate acetyltransferase 69 812.9673 2 1623.9200 0.0004 50.66 K H 0

1275 DAFVGPTLIAYSMEHPGAAAR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 21 725.3623 3 2173.0651 0.0025 59.44 K L 0

1276 DAFWEMK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 37 463.7076 2 925.4006 0.0003 47.26 R E 0

1277 DAFWEMKEK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 43 592.2753 2 1182.5360 -0.0018 40.53 R G 0

1278 DAGEKLWDAVTGQHDKDDQAK JW2640 ECK2659 ygaU predicted protein 60 776.3682 3 2326.0828 0.0003 45.56 K K 0

1279 DAGEVTNSYVYIK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 43 729.8590 2 1457.7034 -0.0003 40.10 R S 0

1280 DAGFQAFADKVLDAAVAGK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 26 631.9954 3 1892.9644 0.0011 68.83 K I 0

1281 DAGINTDNIVALGLVYQF JW2203 ECK2207 ompC outer membrane porin protein C 29 961.9976 2 1921.9806 0.0021 80.09 R - 0

1282 DAGNIIIDDDDISLLPLHAR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 52 726.0462 3 2175.1168 -0.0003 61.14 R A 0

1283 DAGYTAVISHR JW2750 ECK2773 eno enolase 80 595.3014 2 1188.5882 -0.0005 29.03 K S 0

1284 DAIAADQLFTTLMGDAVEPR JW5625 ECK3691 gyrB DNA gyrase, subunit B 19 712.0221 3 2133.0445 0.0034 76.43 K R 0

1285 DAIDALFDANR JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 14 610.7989 2 1219.5832 -0.0001 54.78 R F 0

1286 DAINNVEAYFEQHPALLK JW3460 ECK3478 pitA phosphate transporter, low-affinity 59 691.3538 3 2071.0396 0.0021 63.16 R Q 0

1287 DAIPTQSVLTITSNVVYGK JW0886 ECK0894 pflB pyruvate formate lyase I 63 1003.5443 2 2005.0740 0.0008 62.94 R K 0

1288 DALAGESTRPR JW1336 ECK1339 ydaN predicted Zn(II) transporter 14 586.8046 2 1171.5946 0.0001 19.61 R V 0

1289 DALDIEWR JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 42 509.2536 2 1016.4926 0.0000 48.93 R N 0

1290 DALLAPPAWQEGGSMAHLLGTDDVGR JW3511 ECK3529 dppC dipeptide transporter -!- membrane component of ABC superfamily 30 893.1060 3 2676.2962 -0.0004 61.79 R D 0

1291 DALMKYETIDAPQIDDLMAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 55 770.3771 3 2308.1095 0.0016 58.11 K R 0

1292 DALNSGSAGTEDEVTTPAADNAIAEAAER JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 71 1423.6508 2 2845.2870 0.0021 46.07 R V 0

1293 DALNSGSAGTEDEVTTPAADNAIAEAAERVTAETK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 115 1159.2150 3 3474.6232 -0.0002 57.42 R G 0

1294 DALPEYIEIFFSSPSAR JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 37 971.4842 2 1940.9538 0.0018 77.82 K N 0

1295 DALPLMENAYR JW2577 ECK2593 yfiO predicted lipoprotein 36 646.8191 2 1291.6236 0.0007 49.01 R Q 0

1296 DALPTEEEQFAAYK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 21 806.3804 2 1610.7462 -0.0001 43.72 R A 0

1297 DALQELER JW5062 ECK0451 ylaB conserved inner membrane protein 33 487.2505 2 972.4864 -0.0011 38.94 K W 0

1298 DALREETQFWLVTPK JW1823 ECK1833 yebT conserved protein 23 611.6578 3 1831.9516 0.0047 57.11 K A 0

1299 DALSLFVAR JW2117 ECK2122 yehX predicted transporter subunit -!- ATP-binding component of ABC superfamily 29 496.2824 2 990.5502 0.0005 53.05 R G 0

1300 DALVADFPGLTR JW5403 ECK2507 der predicted GTP-binding protein 40 637.8408 2 1273.6670 0.0003 53.04 R D 0

1301 DAMVPMGGLLCMK 57.021465@C:11 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 68 711.8347 2 1421.6548 0.0009 57.88 K D 0

1302 DAMYNGSLLIR JW1586 ECK1589 dgsA DNA-binding transcriptional repressor 46 626.8220 2 1251.6294 0.0013 46.00 K L 0

1303 DANFSLEGLTGFTMYGK JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 93 925.9368 2 1849.8590 0.0034 66.86 R T 0

1304 DANGINSNATSASLQLTQSIFDMSK JW5503 ECK3026 tolC transport channel 133 1307.1269 2 2612.2392 0.0004 66.77 R W 0

1305 DANYIAQNAEGVTVNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 47 867.9240 2 1733.8334 0.0002 37.89 R W 0

1306 DAPASISVITQEDLQR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 59 871.9496 2 1741.8846 0.0000 46.92 K K 0

1307 DAQSALTVSETTFGR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 46 791.8888 2 1581.7630 -0.0004 44.22 K D 0

1308 DAQVLDELMGER JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 95 688.3298 2 1374.6450 0.0002 56.39 R T 0

1309 DASDLLR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 40 395.2087 2 788.4028 0.0001 32.10 R K 0

1310 DASESDVEASLDR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 81 697.3072 2 1392.5998 -0.0007 33.26 R L 0

1311 DASESDVEASLDRLNR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 48 888.9214 2 1775.8282 -0.0004 42.17 R W 0

1312 DASGTINVDIDHK JW2992 ECK3015 ygiW conserved protein 64 692.8388 2 1383.6630 0.0000 31.84 K R 0

1313 DASGTINVDIDHKR JW2992 ECK3015 ygiW conserved protein 64 770.8893 2 1539.7640 -0.0001 27.19 K W 0

1314 DASVDVGVSYMHGQSVK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 78 889.9220 2 1777.8294 -0.0010 36.23 K I 0

1315 DATESIINALAVSDPLVVPLSFTR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 26 843.4592 3 2527.3558 0.0024 80.29 K N 0

1316 DATGIDPVSLIAFDK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 37 781.4090 2 1560.8034 0.0000 64.09 R V 0

1317 DATGIDPVSLIAFDKVVMTADAVK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 73 1238.6534 2 2475.2922 -0.0009 71.60 R Q 0

1318 DATNKAADIVLQAAIAAGAPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 60 670.3728 3 2008.0966 0.0014 59.24 K D 0

1319 DAVGCADSFVR 57.021465@C:5 JW2647 ECK2666 ygaM predicted protein 62 598.7718 2 1195.5290 -0.0001 36.84 R E 0

1320 DAVNGTISYTNEAGK JW3974 ECK4006 aceB malate synthase A 104 770.3672 2 1538.7198 -0.0014 31.08 R I 0

1321 DAVTSAQAQLDVAIQQYNANQAMILGTK JW2660 ECK2679 emrA multidrug efflux system 101 988.1706 3 2961.4900 0.0033 69.68 R L 0

1322 DAWAFVER JW0955 ECK0964 hyaB hydrogenase 1, large subunit 38 497.2434 2 992.4722 0.0006 48.79 R I 0

1323 DAWATGNPALR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 43 586.2965 2 1170.5784 0.0002 37.30 K G 0

1324 DAWMIVQR JW2962 ECK2988 hybC hydrogenase 2, large subunit 44 509.7609 2 1017.5072 0.0007 45.26 R I 0

1325 DAYVLAEGQNELQVPMTYTDAAGNTFTK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 107 1016.4823 3 3046.4251 0.0020 60.46 K T 0

1326 DCFALECEAVK 57.021465@C:2,57.021465@C:7 JW1692 ECK1700 pps phosphoenolpyruvate synthase 72 671.2941 2 1340.5736 -0.0004 42.05 R R 0

1327 DCPQDIMPLTELFVAR 57.021465@C:2 JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 26 952.9667 2 1903.9188 0.0016 71.58 R F 0

1328 DCVLVDDMIDTGGTLCK 57.021465@C:2,57.021465@C:16 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 69 956.4281 2 1910.8416 -0.0007 58.30 R A 0

1329 DDAGQTLTTDWVQWNR JW2462 ECK2473 nlpB lipoprotein 92 953.4402 2 1904.8658 0.0006 57.00 R L 0

1330 DDAGQTLTTDWVQWNRLDEDEQYR JW2462 ECK2473 nlpB lipoprotein 76 985.4444 3 2953.3114 0.0000 60.26 R G 0

1331 DDDNKPLVYEPGLHFK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 62 943.9680 2 1885.9214 0.0004 42.66 R I 0

1332 DDDNKPLVYEPGLHFKIPFIETVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 50 938.8289 3 2813.4649 0.0010 59.40 R M 0

1333 DDDPSFDELVALAVETGR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 90 974.9611 2 1947.9076 0.0014 72.64 R E 0

1334 DDDPSFDELVALAVETGREGVK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 32 1181.5747 2 2361.1348 0.0013 70.85 R A 0

1335 DDDSTSWGEAFK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 30 679.2811 2 1356.5476 0.0007 45.08 R R 0

1336 DDDSYDEDVEDDEGVGEVR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 133 1079.4136 2 2156.8126 -0.0016 39.17 R V 0

1337 DDDTADILTAASR JW0797 ECK0801 dps Fe-binding and storage protein 100 682.3200 2 1362.6254 -0.0008 41.81 K D 0

1338 DDEILTHPVFNR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 76 728.3641 2 1454.7136 -0.0018 41.19 R Y 0

1339 DDGGDMADGFYPVLSWLTWPMSVGK JW2343 ECK2340 vacJ predicted lipoprotein 85 1372.6238 2 2743.2330 0.0032 80.90 R W 0

1340 DDGGLNVINK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 59 522.7696 2 1043.5246 0.0000 30.39 R G 0

1341 DDGNTIMVVQK JW1633 ECK1637 slyB outer membrane lipoprotein 55 610.3022 2 1218.5898 -0.0016 31.49 K Q 0

1342 DDHVLDAVLPPDIPIPSIAEVQR JW1963 ECK1977 amn AMP nucleosidase 46 837.1157 3 2508.3253 0.0029 68.83 R A 0

1343 DDIFWAK JW3863 ECK3885 fdoI formate dehydrogenase-O, cytochrome b556 subunit 17 447.7216 2 893.4286 0.0004 45.89 R N 0

1344 DDIIDVMK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 29 474.7390 2 947.4634 0.0000 44.07 K K 0

1345 DDIVWTYSGVRPLCDDESDSPQAITR 57.021465@C:14 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 90 999.1292 3 2994.3658 -0.0007 53.21 R D 0

1346 DDLNLVLATAAK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 66 622.3471 2 1242.6796 -0.0023 49.46 R L 0

1347 DDLSGMDVARK JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 15 603.7941 2 1205.5736 0.0026 54.97 R L 0

1348 DDMPEATR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 32 467.7001 2 933.3856 -0.0006 21.77 R V 0

1349 DDPGPLFPWQQLAQQGIGAWPDAQR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 64 1396.1829 2 2790.3512 -0.0001 75.49 K V 0

1350 DDSFFDVYTECR 57.021465@C:11 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 78 777.3145 2 1552.6144 0.0005 54.82 K T 0

1351 DDTAVPLLAPNQDIYLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 39 957.5018 2 1912.9890 -0.0003 57.38 R E 0

1352 DDTAVPLLAPNQDIYLRENIR JW3775 ECK3797 hemX uroporphyrinogen III methylase 19 809.4275 3 2425.2607 0.0006 55.31 R S 0

1353 DDVAFQIINDELYLDGNAR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 126 1091.0269 2 2180.0392 0.0006 67.82 R Q JW3485

1354 DDVAFQIINDELYLDGNAR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 125 1091.0264 2 2180.0382 -0.0004 69.76 R Q JW3485

1355 DDVNFLK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 36 425.7190 2 849.4234 0.0002 36.19 R H 0

1356 DDYNPETEQYTLTISQR JW0915 ECK0923 pepN aminopeptidase N 83 1036.9744 2 2071.9342 0.0008 45.81 K T 0

1357 DEAIAYLSK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 37 505.2637 2 1008.5128 0.0002 36.55 R R 0

1358 DEGYISDSGDAEPAETMK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 88 957.9003 2 1913.7860 0.0025 35.01 R V 0

1359 DEKVAFSGGEFQLNADRDGK JW1606 ECK1609 ydgA conserved protein 31 728.3497 3 2182.0273 -0.0019 40.26 K A 0

1360 DENITVVWVPGAYELPLAAGALAK JW0405 ECK0409 ribE riboflavin synthase beta chain 59 1249.1711 2 2496.3276 0.0013 74.72 K T 0

1361 DENSWLIDGGTPIDDVMR 15.994915@M:17 JW4177 ECK4214 ytfL predicted inner membrane protein 61 1024.9652 2 2047.9158 0.0002 55.44 R V 0

1362 DEQDDPLNLK JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 63 593.7832 2 1185.5518 0.0006 38.40 R G 0
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1363 DESMNIR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 39 432.6970 2 863.3794 -0.0013 23.32 K Y 0

1364 DEVILPYWR JW1117 ECK1117 purB adenylosuccinate lyase 30 595.8140 2 1189.6134 0.0004 55.04 R Q 0

1365 DEVILTLNK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 38 522.8005 2 1043.5864 0.0001 40.67 K S 0

1366 DEVPWWNVVGDR JW0172 ECK0176 yaeT conserved protein 76 736.3521 2 1470.6896 0.0005 60.60 R K 0

1367 DEVPWWNVVGDRK JW0172 ECK0176 yaeT conserved protein 24 533.9354 3 1598.7844 0.0001 52.35 R Y 0

1368 DEVRPIDTDPNVLVMPADGVISQLGK JW4121 ECK4156 psd phosphatidylserine decarboxylase 93 926.8167 3 2777.4283 0.0012 63.32 R I 0

1369 DEVRPIDTDPNVLVMPADGVISQLGKIEEDKILQAK JW4121 ECK4156 psd phosphatidylserine decarboxylase 37 987.2769 4 3945.0785 0.0016 68.13 R G 0

1370 DFDDAVYCEK 57.021465@C:8 JW5741 ECK4175 rnr exoribonuclease R, RNase R 39 631.2554 2 1260.4962 -0.0007 35.52 R K 0

1371 DFDVTTNATPEQVR JW5808 ECK0142 pcnB poly(A) polymerase I 37 796.8815 2 1591.7484 0.0007 37.05 K K 0

1372 DFEDAVEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 40 476.7166 2 951.4186 0.0002 29.05 K A 0

1373 DFEEGVWLSELSDAIETSK JW5427 ECK2653 ygaT predicted protein 84 1078.0074 2 2154.0002 -0.0002 75.36 K G 0

1374 DFELNGGIR JW0790 ECK0794 fiu predicted iron outer membrane transporter 46 510.7593 2 1019.5040 0.0004 39.74 R L 0

1375 DFELQEATITDSR JW1823 ECK1833 yebT conserved protein 101 762.8630 2 1523.7114 0.0011 45.86 R Y 0

1376 DFELSGIGLPK JW3465 ECK3483 prlC oligopeptidase A 71 588.3192 2 1174.6238 0.0005 54.79 R E 0

1377 DFFTWNMDGVLK JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 41 736.8479 2 1471.6812 0.0007 67.73 K T 0

1378 DFGESLLVYRPPIDTR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 58 626.6637 3 1876.9693 0.0010 55.69 R S 0

1379 DFGKRPQVLDVPYLLSIQLDSFQK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 17 702.3856 4 2805.5133 0.0066 68.68 K F 0

1380 DFKDESFISQFLSPK JW1177 ECK1176 ycgB conserved protein 29 596.6335 3 1786.8787 0.0010 64.20 R V 0

1381 DFKSDIKR JW0710 ECK0709 gltA citrate synthase 23 336.8539 3 1007.5399 -0.0003 20.88 R - 0

1382 DFLTLLEQQGELK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 55 767.4123 2 1532.8100 0.0014 68.29 R R 0

1383 DFLTLLEQQGELKR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 44 563.9773 3 1688.9101 0.0005 60.61 R I 0

1384 DFMADISHELR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 52 667.3137 2 1332.6128 -0.0003 54.25 R T 0

1385 DFNEALVHQVVVAYAAGAR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 63 1015.5272 2 2029.0398 0.0016 62.47 R Q 0

1386 DFQEEVAK JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 53 483.2323 2 964.4500 -0.0001 25.67 R L 0

1387 DFRNEIVNFVLR JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 22 761.4130 2 1520.8114 0.0014 63.83 K A 0

1388 DFSFSDTLEILGSSGIR JW2635 ECK2654 ygaF predicted enzyme 90 922.4577 2 1842.9008 0.0008 72.91 R R 0

1389 DFSQDVDR JW3927 ECK3946 yijP conserved inner membrane protein 33 491.2173 2 980.4200 0.0001 26.01 R K 0

1390 DFTQTLMDEQGEVTKR JW5258 ECK1580 ynfC predicted protein 30 633.3037 3 1896.8893 0.0006 46.13 K V 0

1391 DFVAAVLPK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 53 480.2817 2 958.5488 0.0000 46.40 R G 0

1392 DFVAAVLPKGTMK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 67 688.8847 2 1375.7548 0.0014 44.90 R A 0

1393 DFVAAWVK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 54 468.2530 2 934.4914 0.0002 50.05 K V 0

1394 DFVWCQEEPLNQGAWYCSQHHFR 57.021465@C:5,57.021465@C:17 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 44 749.3257 4 2993.2737 -0.0025 52.83 K E 0

1395 DGAYVTLR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 17 447.7374 2 893.4602 -0.0005 31.02 R L 0

1396 DGDISILELNVTLPEAEELK JW1163 ECK1162 minE cell division topological specificity factor 81 1099.5767 2 2197.1388 0.0023 68.58 K - 0

1397 DGDLVLIDAGCEYK 57.021465@C:11 JW2876 ECK2903 pepP proline aminopeptidase P II 62 784.3692 2 1566.7238 0.0002 49.02 R G 0

1398 DGDTAQCLEALAQAGLAGFEDIPVNQLSAGQQR 57.021465@C:7 JW5366 ECK2193 ccmA heme exporter subunit -!- ATP-binding component of ABC superfamily 40 861.6687 4 3442.6457 0.0033 79.76 R R 0

1399 DGDTLLVQVK JW0172 ECK0176 yaeT conserved protein 88 544.3034 2 1086.5922 0.0001 39.23 R E 0

1400 DGDVMNFLFNV JW1194 ECK1191 ychF predicted GTP-binding protein 42 635.7926 2 1269.5706 0.0007 79.35 K - 0

1401 DGEDPGYTLYDLSER JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 98 865.3814 2 1728.7482 0.0004 50.55 K L JW3485

1402 DGETVISWEK JW0462 ECK0467 htpG molecular chaperone HSP90 family 35 582.2828 2 1162.5510 0.0004 42.23 K I 0

1403 DGEYIEADLMVWAAGIK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 40 940.9598 2 1879.9050 0.0024 74.60 K A 0

1404 DGHPLFAGFVK JW2751 ECK2774 pyrG CTP synthetase 30 594.3141 2 1186.6136 0.0002 45.86 R A 0

1405 DGIFVEDKESPYVNLIVTR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 66 732.0515 3 2193.1327 0.0010 58.12 K E 0

1406 DGISALQMDIK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 65 595.8075 2 1189.6004 -0.0009 48.76 R I 0

1407 DGISYTFSIVPNALGK JW0886 ECK0894 pflB pyruvate formate lyase I 53 841.4437 2 1680.8728 0.0006 62.39 K D 0

1408 DGISYTFSIVPNALGKDDEVR JW0886 ECK0894 pflB pyruvate formate lyase I 50 766.0536 3 2295.1390 0.0006 57.76 K K 0

1409 DGKAETYFVALDDTGHVINSGYQTCAEYDTDPQAAK 57.021465@C:25 JW1728 ECK1737 osmE DNA-binding transcriptional regulator 157 1317.5946 3 3949.7620 0.0031 53.05 R - 0

1410 DGKIDLYQCVVPTTWNASPR 57.021465@C:9 JW0955 ECK0964 hyaB hydrogenase 1, large subunit 14 774.0519 3 2319.1339 0.0020 52.15 R D 0

1411 DGLEDYIR JW3897 ECK3918 glpK glycerol kinase 33 490.7378 2 979.4610 0.0000 44.48 R S 0

1412 DGLFCAR 57.021465@C:5 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 44 419.6976 2 837.3806 0.0003 33.37 R I 0

1413 DGLMLTLQNNPPQ JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 78 720.8615 2 1439.7084 0.0005 51.86 R - 0

1414 DGLPWSVK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 19 451.2428 2 900.4710 0.0005 45.03 R I 0

1415 DGMNLVAK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 43 424.2207 2 846.4268 0.0000 27.77 R E 0

1416 DGNIFAPSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 39 474.7430 2 947.4714 0.0002 30.74 K G 0

1417 DGNISLLSLPVAER JW4128 ECK4166 mutL methyl-directed mismatch repair protein 76 742.4096 2 1482.8046 0.0005 55.61 R W 0

1418 DGNITVDFDDVVIR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 100 789.3943 2 1576.7740 0.0008 56.60 K G 0

1419 DGNKLDLYGK JW2203 ECK2207 ompC outer membrane porin protein C 43 561.7931 2 1121.5716 0.0000 28.23 K V JW1371 JW1468 JW5319

1420 DGNKLDLYGKVDGLHYFSDNK JW2203 ECK2207 ompC outer membrane porin protein C 35 800.0604 3 2397.1594 -0.0008 47.12 K D 0

1421 DGNKVDLYGK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 54 554.7851 2 1107.5556 -0.0003 23.31 K A 0

1422 DGNLNLTGQAPYK JW2500 ECK2512 yfgA conserved protein 69 695.8518 2 1389.6890 0.0002 37.30 K L 0

1423 DGNLNLTGQAPYKLK JW2500 ECK2512 yfgA conserved protein 24 544.6299 3 1630.8679 0.0002 40.16 K I 0

1424 DGNNFVYIER JW5760 ECK4255 yjgQ conserved inner membrane protein 31 613.7937 2 1225.5728 0.0001 41.41 K V 0

1425 DGNRDNAVADGPYVGVNASF JW5371 ECK2243 yfaZ predicted outer membrane porin protein 69 1019.4683 2 2036.9220 0.0033 47.96 K - 0

1426 DGNTIEYDGMTMER JW1913 ECK1927 yedD predicted protein 65 816.3382 2 1630.6618 0.0016 42.52 R V 0

1427 DGNVEFAWTPNQNHDFTAGYGFDR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 65 920.0688 3 2757.1846 0.0001 57.26 R Q 0

1428 DGPDNPANGPRPLYNVEK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 29 651.6536 3 1951.9390 0.0002 34.31 R D 0

1429 DGQALQLQLAEER JW2539 ECK2552 yfhG conserved protein 92 735.8807 2 1469.7468 -0.0006 43.74 R Q 0

1430 DGQLAQLQGLQDYWR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 88 895.9447 2 1789.8748 0.0002 59.19 R N 0

1431 DGQPATLVAK JW3630 ECK3645 yicH conserved protein 32 500.2771 2 998.5396 0.0000 22.69 R S 0

1432 DGQTTLLDLK JW2504 ECK2516 yfhM conserved protein 17 552.3008 2 1102.5870 0.0001 43.00 K L 0

1433 DGQTTLLDLKLPALDLAEFNIAGAPGYSK JW2504 ECK2516 yfhM conserved protein 53 1011.2050 3 3030.5932 0.0019 75.69 K Q 0

1434 DGQWIATEPLAGLTMDK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 104 923.4565 2 1844.8984 0.0007 61.28 R I 0

1435 DGSEAAQVYITR JW1272 ECK1275 yciM conserved protein 54 655.3225 2 1308.6304 -0.0006 32.18 R Q 0

1436 DGSMIGLNK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 18 467.7370 2 933.4594 0.0005 32.16 R D 0

1437 DGSQVVTLNQGTR JW4218 ECK4254 yjgP conserved inner membrane protein 69 687.8522 2 1373.6898 -0.0001 28.46 R F 0

1438 DGSQVVTLNQGTRFEGTALLR JW4218 ECK4254 yjgP conserved inner membrane protein 70 754.7322 3 2261.1748 -0.0015 49.17 R D 0

1439 DGSVVVLGYTDR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 94 640.8279 2 1279.6412 0.0004 41.03 K I 0

1440 DGSVVVLGYTDRIGSDAYNQGLSER JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 84 891.1035 3 2670.2887 0.0002 52.13 K R 0

1441 DGSVVVLGYTDRIGSDAYNQGLSERR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 36 943.1373 3 2826.3901 0.0004 47.70 K A 0

1442 DGTIVSVQGFAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 82 625.3307 2 1248.6468 0.0006 43.61 R G 0

1443 DGTVYSITR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 22 506.2595 2 1010.5044 0.0011 30.25 K - 0

1444 DGTWVMNER JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 36 554.2484 2 1106.4822 0.0008 35.09 K Y 0

1445 DGVGLLPTVLDVVENPK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 25 882.9914 2 1763.9682 0.0013 70.71 K N 0

1446 DGVIADFFVTEK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 81 670.8405 2 1339.6664 0.0004 61.19 K M 0

1447 DGVSVAR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 35 352.1902 2 702.3658 -0.0002 18.85 K E 0

1448 DGWFSKEPALLSGGVTVSGGHVYIGSEK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 36 720.1166 4 2876.4373 0.0028 57.45 K A 0

1449 DGWLAGVTWFR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 61 654.3304 2 1306.6462 0.0004 68.18 R N 0

1450 DGWLFTAEHTQSVLK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 75 866.4384 2 1730.8622 -0.0005 52.40 K G 0

1451 DGYTFVSHQQEVGTGYFDK JW3975 ECK4007 aceA isocitrate lyase 93 1089.4927 2 2176.9708 0.0006 44.67 K V 0

1452 DGYYLEPTILFGQNNMR JW3561 ECK3577 aldB aldehyde dehydrogenase B 111 1015.9862 2 2029.9578 0.0012 63.74 K V 0

1453 DHFAILK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 31 422.2397 2 842.4648 -0.0001 31.79 R V JW3101

1454 DHGSLVSLSNFSTVGSLMGNLTR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 16 798.0692 3 2391.1858 0.0005 67.40 K G 0

1455 DHKLPIR JW0166 ECK0170 pyrH uridylate kinase 23 439.7635 2 877.5124 -0.0009 20.50 R V 0

1456 DHLDDPVIGELR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 72 689.8498 2 1377.6850 -0.0037 41.20 R N 0

1457 DHTHLALNKEDEK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 28 775.3842 2 1548.7538 0.0007 18.91 R I 0

1458 DHTHLALNKEDEKIR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 48 455.4918 4 1817.9381 -0.0003 23.65 R F 0

1459 DIADAVTAAGVEVAK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 91 715.3804 2 1428.7462 0.0003 50.85 R S 0

1460 DIADAVTAAGVEVAKSEVR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 45 634.3381 3 1899.9925 0.0023 59.28 R L 0

1461 DIALGEEFVNK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 63 617.8196 2 1233.6246 0.0006 45.58 K - 0

1462 DIANVKGEQVVNIGSQDMNDNVWLTLAK JW2924 ECK2952 ansB periplasmic L-asparaginase II 79 1024.5207 3 3070.5403 0.0009 62.02 K K 0

1463 DIAVLEDAGVPYQLLESSR JW1178 ECK1177 dadA D-amino acid dehydrogenase 34 1038.0372 2 2074.0598 0.0016 66.81 R L 0

1464 DIAVVVAENVPAADILSECK 57.021465@C:19 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 141 1057.0471 2 2112.0796 0.0023 62.88 R K 0

1465 DIAVVVAENVPAADILSECKK 57.021465@C:19 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 66 747.7322 3 2240.1748 0.0026 59.26 R V 0

1466 DIDALVEQAR JW0638 ECK0636 ybeL conserved protein 41 565.2965 2 1128.5784 0.0010 43.67 R E 0

1467 DIDIELHTAGQYK JW1264 ECK1266 sohB predicted inner membrane peptidase 87 751.8778 2 1501.7410 -0.0003 39.15 K R 0

1468 DIDIELHTAGQYKR JW1264 ECK1266 sohB predicted inner membrane peptidase 16 553.6215 3 1657.8427 0.0002 34.76 K T 0

1469 DIDLALDAAHK JW3561 ECK3577 aldB aldehyde dehydrogenase B 68 591.3116 2 1180.6086 -0.0002 37.16 R V 0

1470 DIDLALDAAHKVK JW3561 ECK3577 aldB aldehyde dehydrogenase B 17 470.2645 3 1407.7717 -0.0007 36.29 R D 0

1471 DIDTETLTNSVK JW3598 ECK3613 rfaK lipopolysaccharide core biosynthesis 56 668.3361 2 1334.6576 0.0012 38.91 K R 0

1472 DIDTIGIPIHWGYEGVAK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 36 662.0110 3 1983.0112 0.0010 59.07 K K 0

1473 DIEADTPAR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 39 494.2409 2 986.4672 0.0004 21.49 R Y 0

1474 DIEEDKAPADLASTFLR JW2500 ECK2512 yfgA conserved protein 74 945.9765 2 1889.9384 0.0015 55.08 R G 0

1475 DIFLLSPDAGAKPGHQVK JW2101 ECK2107 metG methionyl-tRNA synthetase 16 631.6791 3 1892.0155 -0.0001 41.27 K - 0

1476 DIFSLTNEEVQELAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 94 868.4421 2 1734.8696 0.0020 66.38 R Q 0

1477 DIGEPSVLNR JW5791 ECK4344 yjiY predicted inner membrane protein 13 550.2906 2 1098.5666 -0.0003 35.09 K A 0

1478 DIGGLETNR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 47 487.7489 2 973.4832 0.0003 27.69 K I 0

1479 DIGLPGVADAHIVLTNLTSQIGR JW1050 ECK1048 yceB predicted lipoprotein 50 787.4365 3 2359.2877 0.0018 70.77 K E 0

1480 DIHFEGLQR JW0172 ECK0176 yaeT conserved protein 32 557.7855 2 1113.5564 -0.0003 36.11 K V 0

1481 DIHKQPVSQSLVR JW1278 ECK1280 gmr modulator of Rnase II stability 36 502.9510 3 1505.8312 -0.0002 25.02 R A 0

1482 DIHVHVPEGATPK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 39 467.2490 3 1398.7252 -0.0005 28.52 R D 0

1483 DIKEQEVYMGEIPLMTDNGTFVINGTER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 86 1067.1817 3 3198.5233 0.0020 63.13 K V 0

1484 DIKIFDYLVSSDVEHR JW2019 ECK2028 wbbI conserved protein 13 645.9982 3 1934.9728 -0.0011 63.28 K D 0

1485 DILCQYVEYITNIR 57.021465@C:4 JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 27 900.4533 2 1798.8920 -0.0003 74.59 K M 0

1486 DILEVICK 57.021465@C:7 JW1163 ECK1162 minE cell division topological specificity factor 33 495.2705 2 988.5264 0.0002 49.37 K Y 0
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1487 DINGVVR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 18 386.7192 2 771.4238 -0.0001 23.91 K W 0

1488 DIPSPSITDVPVGVK JW3506 ECK3523 bcsG predicted inner membrane protein 23 762.4194 2 1522.8242 -0.0001 48.00 R F 0

1489 DIQAQPR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 35 414.2222 2 826.4298 0.0001 17.91 R K JW1463

1490 DIQFIFQDPYASLDPR JW5897 ECK0819 yliA fused predicted peptide transport subunits -!- ATP-binding components of ABC superfamily 99 962.9759 2 1923.9372 0.0005 68.09 R Q 0

1491 DIQLATPPQVGAPATEYAALAELK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 43 1234.1588 2 2466.3030 0.0025 62.17 K A 0

1492 DIQLWQVVFSR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 35 695.8780 2 1389.7414 0.0009 68.80 R G 0

1493 DIQPSVGFASR JW2504 ECK2516 yfhM conserved protein 65 588.8039 2 1175.5932 -0.0003 35.91 R G 0

1494 DIQQTIK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 30 423.2402 2 844.4658 0.0004 24.83 K L 0

1495 DIQVNIDSK JW4180 ECK4217 ytfN conserved protein 52 516.2719 2 1030.5292 -0.0002 31.27 K K 0

1496 DIRDPMELLDEVENELK JW5873 ECK4366 prfC peptide chain release factor RF-3 23 1029.5081 2 2057.0016 0.0030 76.94 R I 0

1497 DISDANFIYR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 70 607.2963 2 1212.5780 0.0005 44.50 K N 0

1498 DISFEAPNAPHVFQK JW3584 ECK3599 secB protein export chaperone 64 850.4257 2 1698.8368 0.0003 44.92 K D 0

1499 DISSANLR JW2889 ECK2918 yggE conserved protein 34 438.2328 2 874.4510 0.0002 25.49 K T 0

1500 DISVQLHTVIAQYPGAELEAK JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 75 761.4064 3 2281.1974 0.0021 56.21 R G 0

1501 DITADVLK JW0173 ECK0177 hlpA periplasmic chaperone 14 437.7475 2 873.4804 -0.0003 38.46 K Q 0

1502 DITATVDSIPLITASILAK JW4345 ECK4374 deoA thymidine phosphorylase 31 648.0423 3 1941.1051 0.0015 80.12 R K 0

1503 DITGGLPR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 13 414.7322 2 827.4498 -0.0002 31.50 K V 0

1504 DIVGYVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 41 411.2293 2 820.4440 -0.0002 33.55 K E 0

1505 DIVTDSR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 34 403.2061 2 804.3976 -0.0002 21.81 K G 0

1506 DIVTNTLDAMIVR JW5391 ECK2389 yfeA predicted diguanylate cyclase 36 730.8931 2 1459.7716 0.0012 68.61 K S 0

1507 DIYPISAK JW0636 ECK0634 rlpB minor lipoprotein 22 453.7503 2 905.4860 0.0002 34.45 R V 0

1508 DKCEQSANINAYWEPNTLR 57.021465@C:3 JW1575 ECK1578 ynfB predicted protein 48 1155.0344 2 2308.0542 0.0000 44.41 R C 0

1509 DKGSSLVTGIVDAR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 36 473.2596 3 1416.7570 -0.0003 39.98 R L 0

1510 DKIMMGAER JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 23 525.7571 2 1049.4996 -0.0002 22.60 K R 0

1511 DKISNGNWQSHIGR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 46 537.9375 3 1610.7907 -0.0005 28.69 R S 0

1512 DKLAQDDLLAFYQDDPNDPFR JW3132 ECK3151 nlpI conserved protein 57 832.7276 3 2495.1610 0.0004 60.92 R S 0

1513 DKLAQFTSLQADLENGVNLEQTIR JW0886 ECK0894 pflB pyruvate formate lyase I 73 901.8023 3 2702.3851 -0.0024 63.19 K L 0

1514 DKLEPYFTEGR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 46 677.8338 2 1353.6530 -0.0034 35.67 R Y 0

1515 DKLMNLAR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 33 480.7688 2 959.5230 0.0008 29.56 R G 0

1516 DKLQQYAR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 16 511.2753 2 1020.5360 0.0008 21.44 R E 0

1517 DKPSLIICR 57.021465@C:8 JW2449 ECK2460 tktB transketolase 2, thiamin-binding 35 551.3073 2 1100.6000 -0.0012 30.75 K T 0

1518 DKPVIVVDGSGMQCQEPANALTK 57.021465@C:14 JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 74 819.7423 3 2456.2051 0.0010 43.40 K A 0

1519 DKTDRIQALAGWIAEQIGADVNHATR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 79 713.1221 4 2848.4593 0.0011 71.76 R A 0

1520 DKTTFISTISHELR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 87 824.4384 2 1646.8622 -0.0006 46.62 R T 0

1521 DKTYHYYSLPLAAK JW1268 ECK1271 acnA aconitate hydratase 1 29 557.2896 3 1668.8470 -0.0041 39.41 K S 0

1522 DKVASVFINR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 44 574.8242 2 1147.6338 -0.0010 32.32 R L 0

1523 DKVATFPK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 27 453.2580 2 904.5014 -0.0003 22.13 R L 0

1524 DKVSQAFWHEWR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 78 794.8861 2 1587.7576 -0.0007 44.06 R K 0

1525 DKVSQAFWHEWRK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 26 572.9582 3 1715.8528 -0.0003 40.93 R G 0

1526 DKWAHTSVQDR JW3561 ECK3577 aldB aldehyde dehydrogenase B 40 448.2213 3 1341.6421 -0.0005 20.61 K A 0

1527 DKYGLDVELVTFNDYVLPNEALSK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 54 914.8017 3 2741.3833 0.0034 66.61 K G 0

1528 DLALAYSPGVAAPCLEIEKDPLK 57.021465@C:14 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 85 1235.6482 2 2469.2818 -0.0007 56.40 R A 0

1529 DLALAYSPGVAAPCLEIEKDPLKAYK 57.021465@C:14 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 34 708.8777 4 2831.4817 0.0039 56.65 R Y 0

1530 DLALIEINPLVITK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 103 776.4719 2 1550.9292 0.0010 67.50 R Q 0

1531 DLALNQAMIPLGSCTMK 57.021465@C:14 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 64 931.9628 2 1861.9110 0.0011 57.99 K L 0

1532 DLANSAIDLSDGLISDLGHIVK JW0407 ECK0411 thiL thiamin-monophosphate kinase 24 756.0692 3 2265.1858 0.0006 79.81 R A 0

1533 DLDGTILATGFPFK JW2517 ECK2530 suhB inositol monophosphatase 72 747.8960 2 1493.7774 0.0008 66.96 R A 0

1534 DLDKFLWFIESNIE JW0797 ECK0801 dps Fe-binding and storage protein 47 884.9439 2 1767.8732 0.0014 80.49 R - 0

1535 DLDLEASAAAHPVR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 93 732.8754 2 1463.7362 -0.0006 36.86 R V 0

1536 DLDTIANEPLHYDWEALR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 40 724.3520 3 2170.0342 0.0009 59.79 K E 0

1537 DLEEIPDNVIADLDIHPVK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 35 715.7080 3 2144.1022 0.0022 65.63 R R 0

1538 DLEEIPDNVIADLDIHPVKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 22 767.7411 3 2300.2015 0.0004 61.23 R I 0

1539 DLEHPIEVPVGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 50 666.8612 2 1331.7078 -0.0007 38.38 K A 0

1540 DLETQSQDGTFDK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 124 742.3314 2 1482.6482 0.0009 29.42 K L 0

1541 DLEYLNSSVK JW3140 ECK3161 argG argininosuccinate synthetase 40 584.2986 2 1166.5826 0.0007 37.79 K I 0

1542 DLFEGLLVSDLDGHPAPGVAESWDNK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 53 927.7844 3 2780.3314 0.0022 69.40 R D 0

1543 DLFEGLLVSDLDGHPAPGVAESWDNKDAK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 46 1032.5040 3 3094.4902 0.0017 63.54 R V 0

1544 DLFVAQASLTGESLPVEK JW4201 ECK4237 mgtA magnesium transporter 42 635.3385 3 1902.9937 -0.0002 56.69 R A 0

1545 DLGAVFLVGIGGK JW3722 ECK3738 asnA asparagine synthetase A 48 623.3643 2 1244.7140 0.0012 63.06 K L 0

1546 DLGEVSGDSCQASNQDSPPSIPTAR 57.021465@C:10 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 83 1294.5810 2 2587.1474 0.0019 38.91 R K 0

1547 DLGGLIVIDFIDMTPVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 68 937.5089 2 1873.0032 0.0013 80.47 R H 0

1548 DLGIADNDWIEVFNSNGALTAR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 122 1196.0825 2 2390.1504 0.0002 71.08 K A 0

1549 DLGILTVAVVTKPFNFEGK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 65 683.3862 3 2047.1368 0.0014 66.03 K K 0

1550 DLGILTVAVVTKPFNFEGKK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 29 726.0843 3 2175.2311 0.0006 60.36 K R 0

1551 DLGLIEQIDEK JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 21 636.8384 2 1271.6622 0.0014 50.21 K I 0

1552 DLGLTDESK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 36 489.2429 2 976.4712 -0.0001 28.29 K W 0

1553 DLGNTVIVVEHDEDAIR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 15 632.3201 3 1893.9385 -0.0048 48.89 R A 0

1554 DLGSLIFIDMR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 45 640.3396 2 1278.6646 0.0005 70.04 R D 0

1555 DLGSMDVNEVIEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 37 724.8498 2 1447.6850 -0.0013 46.45 K L 0

1556 DLGSMDVNEVIEKLQQEIR JW1709 ECK1717 thrS threonyl-tRNA synthetase 17 739.3795 3 2215.1167 0.0011 73.50 K S 0

1557 DLGTFYHAK JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 38 526.2639 2 1050.5132 -0.0002 32.58 R A 0

1558 DLGYGLLLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 53 496.2948 2 990.5750 0.0000 53.03 K R 0

1559 DLGYGLLLKR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 74 574.3455 2 1146.6764 0.0004 46.35 K Y 0

1560 DLIAAGVDPSDIVLDYAGFR JW2132 ECK2137 sanA predicted protein 126 1054.0398 2 2106.0650 0.0017 73.81 K T 0

1561 DLIENEQTLDLK JW2504 ECK2516 yfhM conserved protein 79 715.8721 2 1429.7296 -0.0004 46.27 K A 0

1562 DLIESELFGHEK JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 65 708.8540 2 1415.6934 0.0002 49.69 K G 0

1563 DLIKIENTFLSEDQVDQLALYAPQATVNR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 43 1102.2401 3 3303.6985 -0.0002 70.12 K I 0

1564 DLIVDSYIK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 40 533.2948 2 1064.5750 -0.0003 48.35 K W 0

1565 DLIVDSYIKWR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 25 704.3832 2 1406.7518 -0.0039 55.61 K I 0

1566 DLIVIGGGINGAGIAADAAGR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 168 941.0131 2 1880.0116 0.0000 55.32 K G 0

1567 DLIVTIGK JW2504 ECK2516 yfhM conserved protein 25 429.7683 2 857.5220 -0.0001 41.28 R E 0

1568 DLKDNIALGR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 45 557.8140 2 1113.6134 -0.0007 33.35 K K 0

1569 DLKDNIALGRK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 50 621.8613 2 1241.7080 -0.0012 30.10 K N 0

1570 DLLAITPGENAVNIADVEPASELFK JW3179 ECK3202 gltB glutamate synthase, large subunit 45 1313.6852 2 2625.3558 0.0021 71.07 R R 0

1571 DLLAPWVPDAPSR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 53 718.8804 2 1435.7462 0.0002 58.37 R A 0

1572 DLLGATNPANALAGTLR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 64 834.4578 2 1666.9010 0.0009 57.32 R A 0

1573 DLLGITK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 16 380.2342 2 758.4538 0.0001 40.25 R A 0

1574 DLLHSHGTGK JW1315 ECK1318 ycjF conserved inner membrane protein 35 532.7779 2 1063.5412 0.0002 20.31 R G 0

1575 DLLIWLEGHLDQPLSLDNVAAK JW4359 ECK4388 rob DNA-binding transcriptional activator 15 820.7764 3 2459.3074 0.0013 75.80 R A 0

1576 DLLKEQNNR JW3252 ECK3277 mscL mechanosensitive channel 37 565.3017 2 1128.5888 0.0002 21.12 R S 0

1577 DLLKEQNNRS JW3252 ECK3277 mscL mechanosensitive channel 43 608.8176 2 1215.6206 -0.0001 20.82 R - 0

1578 DLLMALDGEQHLQQQVSEK JW3365 ECK3389 yhgE predicted inner membrane protein 53 728.0319 3 2181.0739 0.0003 52.57 R V 0

1579 DLLPLVEGCTVSTK 57.021465@C:9 JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 82 766.4057 2 1530.7968 0.0004 51.84 R H 0

1580 DLMKIEYVYQSAEQLRNADALTLQAPAQR 15.994915@M:3 JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 24 838.6815 4 3350.6969 0.0042 60.10 R V 0

1581 DLMPVPPAVAEYSTGLR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 35 908.4695 2 1814.9244 0.0007 58.85 R M 0

1582 DLNGPLQYLLMPTYR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 13 897.4664 2 1792.9182 0.0000 73.12 K I 0

1583 DLNLDATINAPGLDNALPGLGGTAK JW4180 ECK4217 ytfN conserved protein 27 1211.1342 2 2420.2538 -0.0008 62.79 K G 0

1584 DLNNESTPMAFENIK JW1427 ECK1424 ydcL predicted lipoprotein 91 861.9043 2 1721.7940 0.0011 47.22 K Q 0

1585 DLPDLVYMTEAEKIQAIIEDIKER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 57 944.8291 3 2831.4655 0.0029 75.29 K T 0

1586 DLPDLYVDLSTVGEGYAADHLAR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 24 830.7437 3 2489.2093 0.0018 67.74 K L 0

1587 DLPEADGESFR JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 21 618.2804 2 1234.5462 -0.0003 35.59 R S 0

1588 DLPLIASNFR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 20 573.3197 2 1144.6248 0.0008 52.51 R N 0

1589 DLPLVTIDGEDAR JW5741 ECK4175 rnr exoribonuclease R, RNase R 53 707.3645 2 1412.7144 -0.0003 50.75 R D 0

1590 DLQIFNSLK JW2052 ECK2061 yegE predicted diguanylate cyclase, GGDEF domain signalling protein 26 539.3009 2 1076.5872 0.0007 52.30 R A 0

1591 DLQQTTQLLDPAK JW3997 ECK4029 malM maltose regulon periplasmic protein 28 735.8939 2 1469.7732 0.0007 47.23 K A 0

1592 DLQSIADYPVK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 16 624.8276 2 1247.6406 0.0009 43.18 R V 0

1593 DLRPALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 30 406.7530 2 811.4914 -0.0001 23.57 K I 0

1594 DLSAQDKLVQQDLTDTLATLDKIDR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 46 939.1617 3 2814.4633 0.0022 72.73 K I 0

1595 DLSELSTYSFVDNVAFR JW5196 ECK1261 yciO conserved protein 84 981.9772 2 1961.9398 0.0027 66.61 R L 0

1596 DLSGADMWGATMFDQLVCR 57.021465@C:18 JW0120 ECK0123 gcd glucose dehydrogenase 108 1086.9801 2 2171.9456 0.0019 75.58 K V 0

1597 DLSLNVQLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 39 515.3008 2 1028.5870 0.0005 44.61 R D 0

1598 DLSSNTQALTGTNTGGAIDGVSTTDR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 34 1276.6085 2 2551.2024 0.0027 43.51 K S 0

1599 DLTDAAVK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 24 416.7241 2 831.4336 -0.0001 23.80 R M 0

1600 DLTDSTVLR JW1117 ECK1117 purB adenylosuccinate lyase 74 510.2722 2 1018.5298 0.0004 35.34 R N 0

1601 DLTFWQLR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 36 539.7875 2 1077.5604 -0.0003 58.04 R F 0

1602 DLTGDPWGGR JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 23 537.2543 2 1072.4940 0.0003 39.05 R T 0

1603 DLVDSLINFGDHYQVLADYR JW3391 ECK3414 glgP glycogen phosphorylase 79 785.0545 3 2352.1417 0.0030 74.37 R S 0

1604 DLVESAPAALK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 51 557.3107 2 1112.6068 -0.0008 37.39 K E 0

1605 DLVHAIPLYAIK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 36 676.9002 2 1351.7858 -0.0004 54.28 R Q 0

1606 DLVNQDGGENWAK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 56 723.3373 2 1444.6600 0.0017 36.41 K I 0

1607 DLVVDGER JW3365 ECK3389 yhgE predicted inner membrane protein 36 451.7327 2 901.4508 0.0004 26.13 R L 0

1608 DLVVDMGQFYAQYEK JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 90 903.4247 2 1804.8348 0.0006 61.70 R I 0

1609 DLVVDMGQFYAQYEKIKPYLLNNGQNPPAR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 21 871.1955 4 3480.7529 0.0027 68.23 R E 0

1610 DLYAALGEELENGAWAVR JW2184 ECK2188 ccmF heme lyase, CcmF subunit 27 988.9907 2 1975.9668 0.0030 72.24 R L 0
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1611 DLYGHGR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 25 409.2013 2 816.3880 0.0002 18.31 R D 0

1612 DLYGHGRDNSAGLDLANEHR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 25 553.2625 4 2209.0209 -0.0051 32.58 R L 0

1613 DLYRPGETVILNGLLR JW2504 ECK2516 yfhM conserved protein 50 915.0176 2 1828.0206 0.0000 57.92 R D 0

1614 DMAFNSPNSEWK 15.994915@M:2 JW3630 ECK3645 yicH conserved protein 56 721.3059 2 1440.5972 -0.0008 34.71 R L 0

1615 DMALEDVLIITGELDENLFLAAR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 32 1281.1624 2 2560.3102 0.0009 80.96 K N 0

1616 DMALIGQALIR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 77 600.8423 2 1199.6700 0.0005 56.66 R D 0

1617 DMALLGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 26 374.2072 2 746.3998 0.0002 35.22 R A 0

1618 DMEFVQYHPTGLPGSGILMTEGCR 57.021465@C:23 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 97 899.0822 3 2694.2248 0.0008 59.08 R G 0

1619 DMEMLAPGYTQTLEPR 15.994915@M:2,15.994915@M:4 JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 35 942.4310 2 1882.8474 0.0034 40.42 R A 0

1620 DMFEQAK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 22 434.6971 2 867.3796 0.0001 27.45 R K 0

1621 DMFEQAKK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 15 498.7446 2 995.4746 0.0001 22.99 R A 0

1622 DMGGGFLQK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 48 476.7317 2 951.4488 0.0004 37.62 K L 0

1623 DMGGLPDALFVIDADHEHIAIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 67 1189.0947 2 2376.1748 -0.0035 61.39 K E 0

1624 DMGTGQNVLLITVDGLNYSR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 54 722.7009 3 2165.0809 0.0023 64.93 R F 0

1625 DMGTVVFPDAPVK JW0893 ECK0901 cmk cytidylate kinase 25 688.3505 2 1374.6864 0.0010 48.52 R I 0

1626 DMMIEILRDEEGHIDWLETELDLIQK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 85 1062.1903 3 3183.5491 0.0022 80.18 R M 0

1627 DMMLLDALIQLK JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 75 702.3854 2 1402.7562 -0.0002 78.40 R E 0

1628 DMPNALVEVLR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 49 628.8372 2 1255.6598 0.0005 59.11 R E 0

1629 DMQHALDYLFADGQLK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 93 932.9491 2 1863.8836 0.0011 64.36 R Q 0

1630 DMSLYGLEDYTVVR JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 85 830.8992 2 1659.7838 0.0025 60.77 K H 0

1631 DMTAAELK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 31 439.7181 2 877.4216 0.0002 28.74 K A 0

1632 DMTCQEFIDLNPK 57.021465@C:4 JW5669 ECK3493 hdeB acid-resistance protein 60 805.8626 2 1609.7106 -0.0009 50.43 K A 0

1633 DMVCSPGGTTIEAVR 57.021465@C:4 JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 78 796.8735 2 1591.7324 -0.0010 38.03 K V 0

1634 DNADPSGLGNTLGWAWAWPLNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 72 804.3898 3 2410.1476 0.0020 75.48 R R 0

1635 DNADPSGLGNTLGWAWAWPLNRR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 37 856.4231 3 2566.2475 0.0009 69.77 R I 0

1636 DNALMLSLLEENK JW2504 ECK2516 yfhM conserved protein 93 745.3823 2 1488.7500 0.0007 59.00 R L 0

1637 DNALMLSLLEENKLLPDEQYTLLNTLSQQAFGER JW2504 ECK2516 yfhM conserved protein 41 1302.9984 3 3905.9734 0.0014 80.21 R W 0

1638 DNANVTIDAVCFIQVIDAPR 57.021465@C:11 JW0478 ECK0483 ybbK predicted protease, membrane anchored 106 1116.0587 2 2230.1028 -0.0023 71.78 K A 0

1639 DNAVADGPYVGVNASF JW5371 ECK2243 yfaZ predicted outer membrane porin protein 15 798.3706 2 1594.7266 0.0002 52.73 R - 0

1640 DNEQDMIVK JW0636 ECK0634 rlpB minor lipoprotein 53 546.2556 2 1090.4966 0.0002 26.86 K E 0

1641 DNESLSLSILR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 72 623.8357 2 1245.6568 0.0005 51.61 R L 0

1642 DNEVDKILGLEIGADDYITKPFNPR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 54 944.8205 3 2831.4397 0.0056 68.29 R E 0

1643 DNFRPDTDYLLTISNDAWFGK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 33 830.0656 3 2487.1750 0.0041 68.46 R S 0

1644 DNGDPLLDLPWQITR JW1376 ECK1378 ydbH predicted protein 72 876.9493 2 1751.8840 -0.0002 69.31 R Q 0

1645 DNGVPVGPGRGSGAGSLVAYALK JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 13 714.7170 3 2141.1292 0.0063 29.19 K I 0

1646 DNIALGR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 45 379.7113 2 757.4080 -0.0001 22.74 K K 0

1647 DNIAQLNQEIAVR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 31 742.3954 2 1482.7762 -0.0028 44.14 K E 0

1648 DNIGKPMATLFVEYK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 22 863.4466 2 1724.8786 -0.0020 50.36 K D 0

1649 DNLLLASPGSSDEALSEILR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 40 1050.5451 2 2099.0756 0.0010 67.30 R R 0

1650 DNLLLASPGSSDEALSEILRR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 60 752.7333 3 2255.1781 0.0022 60.91 R V 0

1651 DNLTGSEQIFYSGFK JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 110 853.4074 2 1704.8002 0.0007 53.43 R E 0

1652 DNLTGSEQIFYSGFKEFVR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 30 746.3685 3 2236.0837 0.0038 64.17 R L 0

1653 DNMAFSPEER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 27 598.2562 2 1194.4978 0.0004 31.58 R V 0

1654 DNNHRELLTNDPFSSR JW0849 ECK0856 ybjP predicted lipoprotein 59 638.9729 3 1913.8969 -0.0011 37.11 R T 0

1655 DNQIVTLTASR JW0424 ECK0428 yajG predicted lipoprotein 92 609.3278 2 1216.6410 -0.0001 35.34 R D 0

1656 DNQLVNAGDLLLTIDKTPFQIAELNAQAQLAK JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 33 1155.9589 3 3464.8549 0.0034 76.80 K A 0

1657 DNSAGLDLANEHR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 67 706.3316 2 1410.6486 0.0000 27.99 R L 0

1658 DNSEPLVSLETR JW5677 ECK3470 yhhJ predicted transporter subunit -!- membrane component of ABC superfamily 38 680.3415 2 1358.6684 0.0006 41.66 R M 0

1659 DNTLPDLSDDR JW2049 ECK2058 asmA predicted assembly protein 16 630.7889 2 1259.5632 0.0003 36.10 R G 0

1660 DNTLPDLSDDRGWSFDISSLK JW2049 ECK2058 asmA predicted assembly protein 59 1191.0661 2 2380.1176 -0.0006 63.82 R V 0

1661 DNTPMFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 36 476.2340 2 950.4534 0.0002 32.79 K G 0

1662 DNTWYTGAK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 43 528.2425 2 1054.4704 -0.0015 31.78 K L 0

1663 DNVTAFPLVQER JW5408 ECK2558 yfhB conserved protein 28 694.8619 2 1387.7092 -0.0003 47.57 R L 0

1664 DPDFYAFIR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 29 572.2776 2 1142.5406 0.0009 59.20 K S 0

1665 DPDIYAIGDCASCPRPEGGFVPPR 57.021465@C:10,57.021465@C:13 JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 29 882.7408 3 2645.2006 0.0002 47.53 R A 0

1666 DPQLQVVTNK JW5682 ECK3456 dcrB periplasmic protein 24 571.3147 2 1140.6148 0.0009 28.65 R A 0

1667 DPQQIISGNEK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 65 614.8119 2 1227.6092 -0.0004 29.18 K V 0

1668 DPQQIQQIFNQY JW2924 ECK2952 ansB periplasmic L-asparaginase II 31 761.3711 2 1520.7276 0.0017 58.34 K - 0

1669 DPSLSLYAIPDGDVK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 45 795.4073 2 1588.8000 0.0017 52.23 K G 0

1670 DQAAIDASCKECDALFALLDAELAK 57.021465@C:9,57.021465@C:12 JW0822 ECK0828 yliJ predicted glutathione S-transferase 94 913.4391 3 2737.2955 0.0018 73.65 R V 0

1671 DQAGIDKIMIDLDGTENK JW2750 ECK2773 eno enolase 45 659.3264 3 1974.9574 0.0006 55.56 K S 0

1672 DQAQATLK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 17 437.7351 2 873.4556 0.0000 17.95 R S 0

1673 DQEFSSDLGSR JW0915 ECK0923 pepN aminopeptidase N 38 620.7755 2 1239.5364 -0.0004 30.97 R A 0

1674 DQFNSMK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 39 435.1944 2 868.3742 -0.0006 22.61 R K 0

1675 DQFNSMKK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 13 499.2422 2 996.4698 0.0000 18.86 R D 0

1676 DQFVQPVVK JW1728 ECK1737 osmE DNA-binding transcriptional regulator 41 530.2940 2 1058.5734 -0.0027 33.38 K D 0

1677 DQGATNLTDALK JW0790 ECK0794 fiu predicted iron outer membrane transporter 24 623.8173 2 1245.6200 0.0000 37.19 K N 0

1678 DQGIDLR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 16 408.7143 2 815.4140 0.0003 26.28 K N 0

1679 DQGPPDLDDIFR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 74 694.3281 2 1386.6416 0.0000 57.74 R K 0

1680 DQLELENR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 51 508.7542 2 1015.4938 0.0005 26.75 R A 0

1681 DQLLGVIDPEQAENQIK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 96 955.4966 2 1908.9786 -0.0006 53.94 K E 0

1682 DQLLGVIDPEQAENQIKEVEATLMELR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 33 1027.8633 3 3080.5681 -0.0020 80.22 K A 0

1683 DQPWPEGGK JW1327 ECK1329 uspE stress-induced protein 19 507.2381 2 1012.4616 0.0003 27.02 K A 0

1684 DQSDIYNYDSSLLQSDYSGLFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 107 1293.5853 2 2585.1560 0.0002 67.95 R D 0

1685 DQVDYMDVSTQQVVSVGASLIPFLEHDDANR 15.994915@M:6 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 56 1155.5483 3 3463.6231 0.0029 74.42 R A 0

1686 DREMTVR JW2891 ECK2920 mscS mechanosensitive channel 14 453.7267 2 905.4388 0.0000 17.10 K L 0

1687 DRESGGTGLGLAIVETAIQQHR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 66 770.0715 3 2307.1927 -0.0005 56.40 R G 0

1688 DREYQAIMPLK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 19 682.3551 2 1362.6956 -0.0008 37.98 R G 0

1689 DRGDTYNGQFFTSGPLIDGVLGMK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 37 863.4206 3 2587.2400 0.0023 66.00 R A 0

1690 DRGEDALIIYDDLSK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 38 574.9565 3 1721.8477 0.0005 51.99 R Q 0

1691 DRGEDALIIYDDLSKQAVAYR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 77 804.4120 3 2410.2142 0.0014 57.28 R Q 0

1692 DRHVEQALNETPEKLNR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 59 683.6872 3 2048.0398 0.0000 28.97 R D 0

1693 DRIVLNNCQLQNPQR 57.021465@C:8 JW1631 ECK1635 ydhA predicted lipoprotein 42 623.3231 3 1866.9475 -0.0007 32.70 R - 0

1694 DRNTAIGAGAGALGGAVLTDGSTLGTLGGAAVGGVIGHQVGK JW1275 ECK1278 osmB lipoprotein 90 929.9986 4 3715.9653 0.0047 64.20 R - 0

1695 DRPMAVNGQVEILPMMYLALSYDHR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 52 973.8153 3 2918.4241 0.0000 68.93 K L 0

1696 DRTYGGLDR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 27 526.7599 2 1051.5052 0.0005 21.52 R I 0

1697 DRVEDATLVLSVGDEVEAK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 51 682.3512 3 2044.0318 -0.0006 52.21 R F 0

1698 DRVHLANIMR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 21 408.8924 3 1223.6554 -0.0003 32.06 R K 0

1699 DSAINEGFNTAKPWADAVISNRPFAGNTGSVDDNDEIQR JW0755 ECK0761 ybhC predicted pectinesterase 66 1397.9929 3 4190.9569 0.0039 60.26 R N 0

1700 DSDGVAGWIK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 73 524.2589 2 1046.5032 0.0000 43.35 K D 0

1701 DSDGVAGWIKDMFGSN JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 77 849.8757 2 1697.7368 0.0012 75.25 K - 0

1702 DSEQASQLVQYLSTFFRK JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 30 716.3642 3 2146.0708 0.0012 73.53 R N 0

1703 DSFDDSSANLFK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 31 673.2988 2 1344.5830 -0.0003 45.31 K L 0

1704 DSGIAVDLTSAGMR 15.994915@M:13 JW0934 ECK0942 pqiB paraquat-inducible protein B 67 704.8406 2 1407.6666 0.0001 40.31 K V 0

1705 DSGKLDNTVVIITAGR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 73 829.9571 2 1657.8996 -0.0002 41.54 R G 0

1706 DSHGGKPATGTGIGLAVSR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 65 890.9688 2 1779.9230 0.0003 28.84 K R 0

1707 DSHPMAVMCGITGALAAFYHDSLDVNNPR 57.021465@C:9 JW0710 ECK0709 gltA citrate synthase 127 1053.8202 3 3158.4388 0.0015 75.27 R H 0

1708 DSINVQK JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 23 402.2159 2 802.4172 -0.0012 19.33 R L 0

1709 DSIYIPMER JW5403 ECK2507 der predicted GTP-binding protein 15 562.2773 2 1122.5400 0.0021 43.12 R D 0

1710 DSLDDAISMLR 15.994915@M:9 JW5415 ECK2609 yfjD predicted inner membrane protein 68 626.2978 2 1250.5810 -0.0003 51.47 R V 0

1711 DSLKDSFDDSSANLFK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 87 894.9177 2 1787.8208 -0.0005 48.66 K L 0

1712 DSLPEGVYNDQFK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 34 756.3544 2 1510.6942 0.0002 42.05 R K 0

1713 DSMGQSLSGGER JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 66 612.2693 2 1222.5240 -0.0008 24.64 R R 0

1714 DSPILILDEATSALDTESER JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 92 1088.0383 2 2174.0620 0.0030 73.77 R A 0

1715 DSQVTDTQWQGLMSQLR JW0556 ECK0559 ybcH predicted protein 80 996.9755 2 1991.9364 -0.0007 58.67 R L 0

1716 DSSLRVPNGVSGTVIDVQVFTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 20 782.7523 3 2345.2351 0.0009 56.52 K D 0

1717 DSVGAVVMGPYADLAEGMK 15.994915@M:18 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 108 963.4536 2 1924.8926 0.0015 55.29 R V 0

1718 DSVSYGVVK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 63 477.2507 2 952.4868 0.0002 26.77 K M 0

1719 DSWGAAGQVGVDYLINR JW1248 ECK1250 ompW outer membrane protein W 108 910.9499 2 1819.8852 -0.0001 58.48 K D 0

1720 DTALVSLISVNDLMLQTK JW0846 ECK0853 artQ arginine transporter subunit -!-membrane component of ABC superfamily 39 981.0357 2 1960.0568 0.0018 70.86 K S 0

1721 DTASVFR JW0636 ECK0634 rlpB minor lipoprotein 36 398.2034 2 794.3922 -0.0001 26.76 K N 0

1722 DTATFNLPFISLGQVGEGK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 39 997.5158 2 1993.0170 0.0013 69.18 R L 0

1723 DTETDSRLDGLSDAFSVFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 53 1066.0016 2 2129.9886 0.0021 61.64 R C 0

1724 DTFGEGFYFDSIR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 70 777.3491 2 1552.6836 0.0002 58.91 R S 0

1725 DTFNTEQVEVIK JW0790 ECK0794 fiu predicted iron outer membrane transporter 66 711.8592 2 1421.7038 0.0000 40.65 R G 0

1726 DTFNTEQVEVIKGPSGTDYGR JW0790 ECK0794 fiu predicted iron outer membrane transporter 68 771.7049 3 2312.0929 0.0007 42.94 R S 0

1727 DTGDAYSFNWSMR JW2766 ECK2790 ygdH conserved protein 69 775.3230 2 1548.6314 0.0011 52.14 R I 0

1728 DTGVGIPAK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 29 429.2398 2 856.4650 -0.0004 26.17 R E 0

1729 DTIGDIIILPR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 70 613.3613 2 1224.7080 0.0003 57.82 K E 0

1730 DTINAPAEELGPSQLAQR JW2507 ECK2520 pepB aminopeptidase B 45 955.4852 2 1908.9558 0.0017 42.65 R A 0

1731 DTLAILLPYAFK JW0845 ECK0852 artM arginine transporter subunit -!- membrane component of ABC superfamily 52 682.8951 2 1363.7756 0.0006 69.07 K R 0

1732 DTLAILLPYAFKR JW0845 ECK0852 artM arginine transporter subunit -!- membrane component of ABC superfamily 45 760.9453 2 1519.8760 -0.0002 62.35 K S 0

1733 DTLHLEGKELEFK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 27 520.2750 3 1557.8032 -0.0006 39.93 R V 0

1734 DTLIASK JW2018 ECK2027 wbbJ predicted acyl transferase 21 374.2158 2 746.4170 -0.0004 23.33 R V 0
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1735 DTLMQCEK 57.021465@C:6 JW3221 ECK3240 yhdA conserved inner membrane protein 28 512.7256 2 1023.4366 0.0002 21.35 R S 0

1736 DTLPGVALYAWLQAEQR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 48 966.0040 2 1929.9934 -0.0013 74.52 R Q 0

1737 DTNVWEGDYQMVGR 15.994915@M:11 JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 58 843.3654 2 1684.7162 0.0012 41.80 K Q 0

1738 DTPQSCGLPPIEEYK 57.021465@C:6 JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 24 867.4069 2 1732.7992 0.0015 42.46 R N 0

1739 DTSLAATIQVPELFR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 14 830.9486 2 1659.8826 -0.0006 64.84 K Q 0

1740 DTTQVPSTMK JW0636 ECK0634 rlpB minor lipoprotein 42 554.2696 2 1106.5246 -0.0032 21.84 R V 0

1741 DTTTIIDGVGEEAAIQGR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 90 923.4641 2 1844.9136 0.0021 48.88 K V 0

1742 DTVFWVVKPQIGR JW0934 ECK0942 pqiB paraquat-inducible protein B 65 515.6245 3 1543.8517 0.0005 50.46 K E 0

1743 DTVGNNIGVYDNPNDLSAK JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 50 1003.4779 2 2004.9412 0.0023 41.07 R S 0

1744 DTVLVENTPIDYLDFASPVSGLGSK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 65 1319.1693 2 2636.3240 0.0019 71.48 R M 0

1745 DVAAELLDIYAQR JW1100 ECK1100 mfd transcription-repair coupling factor 66 738.8889 2 1475.7632 0.0013 63.66 R A 0

1746 DVAEILLEGLR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 83 614.3511 2 1226.6876 0.0006 67.02 R R 0

1747 DVAELVDWFDAR JW3129 ECK3148 yhbW predicted enzyme 72 718.3472 2 1434.6798 0.0019 71.24 R D 0

1748 DVAGQAQTGTGKTMAFLTSTFHYLLSHPAIADR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 37 877.1945 4 3504.7489 0.0029 72.93 R K 0

1749 DVAGYAAGLELFDR JW4346 ECK4375 deoB phosphopentomutase 109 748.8724 2 1495.7302 -0.0004 61.68 R R 0

1750 DVAPGEAIYITEEGQLFTR JW2309 ECK2306 purF amidophosphoribosyltransferase 98 1055.0292 2 2108.0438 0.0012 60.86 R Q 0

1751 DVAQLKGFYDAIQALVAQR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 48 702.7171 3 2105.1295 0.0026 76.61 R K 0

1752 DVDALIDVLVNAR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 98 706.8910 2 1411.7674 0.0003 73.45 R S 0

1753 DVDGDQTYMR JW2203 ECK2207 ompC outer membrane porin protein C 53 600.2534 2 1198.4922 -0.0002 26.61 K L 0

1754 DVDQGYLDFLDTLR JW2309 ECK2306 purF amidophosphoribosyltransferase 70 835.4073 2 1668.8000 0.0006 70.75 K N 0

1755 DVDQGYLDFLDTLRNDDAK JW2309 ECK2306 purF amidophosphoribosyltransferase 36 738.3512 3 2212.0318 0.0032 63.92 K A 0

1756 DVDTLGMADIEK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 89 653.8135 2 1305.6124 0.0002 44.14 R K 0

1757 DVDTLGMADIEKK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 82 717.8607 2 1433.7068 -0.0004 38.45 R I 0

1758 DVDYIVK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 40 426.2290 2 850.4434 -0.0002 31.93 R D 0

1759 DVDYIVKDGEVIIVDEHTGR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 75 758.0531 3 2271.1375 -0.0007 49.09 R T 0

1760 DVEGIGDVDLVNYFEVGATYYFNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 126 1364.1456 2 2726.2766 0.0014 80.14 K N 0

1761 DVEIVVIDGVR JW0898 ECK0906 lpxK lipid A 4'kinase 65 607.3432 2 1212.6718 0.0004 51.83 R R 0

1762 DVELEKELLIEAQNLGLGAQFGGK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 83 857.7938 3 2570.3596 0.0006 73.87 R Y 0

1763 DVEMGYNHDSNGR JW3794 ECK3815 pldA outer membrane phospholipase A 23 498.5409 3 1492.6009 0.0007 23.58 R S 0

1764 DVFIDLVCYR 57.021465@C:8 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 70 650.3241 2 1298.6336 0.0007 59.13 R R 0

1765 DVFLAQIRPK JW4218 ECK4254 yjgP conserved inner membrane protein 49 593.8509 2 1185.6872 0.0003 41.55 K G 0

1766 DVFLGLDKR JW2667 ECK2692 alaS alanyl-tRNA synthetase 44 531.8011 2 1061.5876 0.0007 41.60 K N 0

1767 DVFVPIDYIIGGPK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 42 766.9216 2 1531.8286 0.0000 71.25 K M 0

1768 DVFYQPVHPYSIGLLNAVPR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 49 762.4087 3 2284.2043 0.0038 59.74 R L 0

1769 DVGTLEAYWK JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 62 591.2960 2 1180.5774 0.0011 52.31 R A 0

1770 DVHPTHYGR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 28 541.2621 2 1080.5096 -0.0004 17.41 R V 0

1771 DVIILLDSITR JW3756 ECK3775 rho transcription termination factor 23 629.3747 2 1256.7348 0.0008 65.64 K L 0

1772 DVLAGRQPDIQVNVDATR JW5677 ECK3470 yhhJ predicted transporter subunit -!- membrane component of ABC superfamily 51 656.3487 3 1966.0243 0.0011 39.58 R M 0

1773 DVLEAMQADSGIR JW3897 ECK3918 glpK glycerol kinase 45 702.8428 2 1403.6710 -0.0005 49.21 R L 0

1774 DVLEEVIDDLK JW2019 ECK2028 wbbI conserved protein 64 644.3377 2 1286.6608 0.0003 71.26 R T 0

1775 DVLEEVIDDLKTR JW2019 ECK2028 wbbI conserved protein 80 772.9120 2 1543.8094 0.0002 68.89 R - 0

1776 DVLGIPHDAHCLALLPGSR 57.021465@C:11 JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 43 681.0266 3 2040.0580 0.0004 51.20 R G 0

1777 DVLGSAPTGTGK JW2560 ECK2574 srmB ATP-dependent RNA helicase 74 551.7907 2 1101.5668 0.0003 26.63 R T 0

1778 DVLLFVDNIYR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 64 683.8724 2 1365.7302 0.0011 63.94 R Y 0

1779 DVLMEEIVANYHANTK JW2294 ECK2291 pta phosphate acetyltransferase 96 923.9539 2 1845.8932 0.0002 53.59 K D 0

1780 DVLMEHVNVLYPMLK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 49 900.9738 2 1799.9330 0.0016 61.95 R A 0

1781 DVLPTPEKVNDAIFYYAR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 19 704.3660 3 2110.0762 0.0028 60.82 K F 0

1782 DVLTAGYGR JW1711 ECK1720 ydiY conserved protein 52 476.2480 2 950.4814 -0.0006 31.26 R Q 0

1783 DVNAFAMANGCIR 57.021465@C:11 JW2903 ECK2931 yggG predicted peptidase 101 719.8317 2 1437.6488 -0.0004 46.20 K V 0

1784 DVNVPDIGSDEVEVTEILVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 53 1085.5606 2 2169.1066 0.0013 67.24 K V 0

1785 DVPNEYSIYK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 30 614.2986 2 1226.5826 0.0008 38.06 R E 0

1786 DVPNEYSIYKEK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 38 742.8661 2 1483.7176 -0.0018 34.14 R E 0

1787 DVPYDEIIK JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 18 546.2847 2 1090.5548 0.0002 45.24 K A 0

1788 DVQFTYPEQSQQALK JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 63 891.4392 2 1780.8638 0.0007 43.44 R G 0

1789 DVQHVYLPYDLPDALNR JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 19 676.6776 3 2027.0110 -0.0003 56.53 K F 0

1790 DVRPPAELISSMNAQMK JW0478 ECK0483 ybbK predicted protease, membrane anchored 62 943.9770 2 1885.9394 0.0005 49.53 R A 0

1791 DVRPPAGWEEPGASNNSGDNGSPK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 102 813.3706 3 2437.0900 0.0005 35.58 R A 0

1792 DVSGEGVQQALLK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 32 672.3621 2 1342.7096 0.0004 41.78 R L 0

1793 DVSIMPFK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 34 468.7468 2 935.4790 0.0004 47.19 R I 0

1794 DVSLQGSTLALPGSSAEGLPGEIK JW3725 ECK3740 yieN fused predicted transcriptional regulators 70 1163.6108 2 2325.2070 0.0007 56.01 R Q 0

1795 DVTAAMAK JW2635 ECK2654 ygaF predicted enzyme 42 403.7075 2 805.4004 0.0000 22.41 R I 0

1796 DVTFNTGDSEQGIVPCLTR 57.021465@C:16 JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 18 1054.9994 2 2107.9842 -0.0003 51.96 R A 0

1797 DVTGHAIGAYIR JW4359 ECK4388 rob DNA-binding transcriptional activator 36 424.8948 3 1271.6626 0.0002 35.34 K A 0

1798 DVTGQLHFDSLGLDSWLAGQETK JW4125 ECK4163 yjeF predicted carbohydrate kinase 36 839.7482 3 2516.2228 0.0043 67.28 R I 0

1799 DVTIIDDGK JW4072 ECK4104 proP proline/glycine betaine transporter 59 488.2535 2 974.4924 0.0004 30.27 R L 0

1800 DVTIIDDGKLR JW4072 ECK4104 proP proline/glycine betaine transporter 57 622.8458 2 1243.6770 -0.0002 36.16 R K 0

1801 DVTLTLPVGLFTCITGVSGSGK 57.021465@C:13 JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 47 1111.5904 2 2221.1662 -0.0003 75.86 K S 0

1802 DVTTGDTLCDPDAPIILER 57.021465@C:9 JW3302 ECK3327 fusA protein chain elongation factor EF-G 96 1051.0110 2 2100.0074 0.0030 52.00 K M 0

1803 DVTTGDTLCDPDAPIILERMEFPEPVISIAVEPK 57.021465@C:9 JW3302 ECK3327 fusA protein chain elongation factor EF-G 97 1256.6307 3 3766.8703 0.0017 72.70 K T 0

1804 DVVDAAVALR JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 69 514.7902 2 1027.5658 -0.0003 43.70 R S 0

1805 DVVENIK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 40 408.7265 2 815.4384 -0.0004 23.70 R L 0

1806 DVVIDAK JW3809 ECK3826 rmuC predicted recombination limiting protein 35 380.2159 2 758.4172 -0.0001 23.85 K M 0

1807 DVVIGETITVGELANK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 53 829.4544 2 1656.8942 0.0009 52.40 R M 0

1808 DVVTQPQA JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 47 429.2215 2 856.4284 -0.0006 24.42 K - 0

1809 DVVVYPHMVIPLFVGR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 36 614.3437 3 1840.0093 0.0022 65.22 R E 0

1810 DWADRPGEENKVEAITMR JW0451 ECK0456 acrB multidrug efflux system protein 42 706.3410 3 2116.0012 0.0004 38.42 K A 0

1811 DWDAMVDNPAAAAK JW1223 ECK1230 rssB response regulator of RpoS 112 737.8351 2 1473.6556 -0.0002 47.17 R L 0

1812 DWDVNAAAVR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 67 558.7752 2 1115.5358 -0.0002 37.82 R A 0

1813 DWFDFYGYADAPVFFGGNSDAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 88 1245.0396 2 2488.0646 -0.0001 77.53 K G 0

1814 DWLQAIESVIR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 98 665.3618 2 1328.7090 0.0003 79.20 R E 0

1815 DWLQAIESVIREEGVER JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 45 677.0167 3 2028.0283 0.0006 76.48 R A 0

1816 DWNDVIWAITTR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 48 745.3762 2 1488.7378 0.0018 72.07 R M 0

1817 DWTIEQITR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 45 581.2987 2 1160.5828 0.0003 47.85 K E 0

1818 DWWPNQLR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 31 557.7754 2 1113.5362 0.0006 50.77 R V 0

1819 DYAELLESVADRPDAEMLQTMLLR JW5741 ECK4175 rnr exoribonuclease R, RNase R 87 927.1269 3 2778.3589 0.0020 76.99 R S 0

1820 DYAGVDEGMNGLSTR 15.994915@M:9 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 66 800.8488 2 1599.6830 -0.0004 31.65 R F 0

1821 DYDPSLPELAHDPDQIEQVLLNIVR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 79 963.8267 3 2888.4583 0.0026 79.95 R N 0

1822 DYDTDVYPVPVINYEGDNFWFR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 25 1362.6191 2 2723.2236 0.0056 73.03 K G 0

1823 DYFGAHTYK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 29 551.2535 2 1100.4924 -0.0002 28.92 R R 0

1824 DYGVGSDVYSVTSFTELAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 103 1033.4903 2 2064.9660 0.0020 62.33 K D 0

1825 DYIDESTGELICAANMELSLDLLAK 57.021465@C:12 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 117 928.7832 3 2783.3278 0.0033 80.28 K L 0

1826 DYKGDDPTPAVG JW0454 ECK0459 kefA fused mechanosensitive channel proteins 39 617.7831 2 1233.5516 0.0002 27.44 R - 0

1827 DYLALVR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 42 425.2451 2 848.4756 0.0000 45.30 K G 0

1828 DYLLPENSGVR JW0907 ECK0915 mukB fused chromosome partitioning proteins 13 631.8226 2 1261.6306 0.0004 41.43 R K 0

1829 DYLQSAK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 30 412.7111 2 823.4076 0.0000 21.18 R S 0

1830 DYLRQDIGEILIDNPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 57 951.5019 2 1900.9892 -0.0001 54.67 R V 0

1831 DYLWILSR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 56 533.2904 2 1064.5662 0.0007 61.54 R T 0

1832 DYMAAGLYDRAEDMFNQLTDETDFR JW1272 ECK1275 yciM conserved protein 38 996.4324 3 2986.2754 0.0006 76.45 R I 0

1833 DYNYDPHYGR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 31 650.2735 2 1298.5324 0.0008 27.62 K Y 0

1834 DYNYDPHYGRYDSSATLDEMK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 14 635.7717 4 2539.0577 -0.0021 41.40 K Q 0

1835 DYPATYER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 15 507.7301 2 1013.4456 0.0003 23.67 R F JW1463

1836 DYPDTQATR JW2577 ECK2593 yfiO predicted lipoprotein 53 533.7435 2 1065.4724 -0.0002 12.47 R D 0

1837 DYQEPDPYLDETVNIALDLAK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 36 1211.5874 2 2421.1602 0.0015 75.54 K L 0

1838 DYQQLPGLR JW3809 ECK3826 rmuC predicted recombination limiting protein 22 545.2879 2 1088.5612 -0.0001 37.98 K T 0

1839 DYSALLNDPNTPLVNR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 72 901.4575 2 1800.9004 -0.0002 50.79 K A 0

1840 DYSEGASGLLR JW5539 ECK3222 yhcB conserved protein 68 584.2857 2 1166.5568 0.0002 38.10 R T 0

1841 DYSVNDLVASSFPVSAK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 77 899.9467 2 1797.8788 0.0004 59.08 K L 0

1842 DYTDGMKVEALANFPIER JW4114 ECK4149 frdB fumarate reductase (anaerobic), Fe-S subunit 42 690.3383 3 2067.9931 -0.0004 56.11 R D 0

1843 DYVAGVNFLLSNQQDK JW1272 ECK1275 yciM conserved protein 119 905.9531 2 1809.8916 0.0019 58.05 R A 0

1844 DYVEGETAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 32 541.7537 2 1081.4928 0.0000 19.43 R K 0

1845 DYVEGETAAKK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 39 605.8007 2 1209.5868 -0.0009 19.94 R E 0

1846 DYVPQPAR JW2343 ECK2340 vacJ predicted lipoprotein 19 473.2435 2 944.4724 0.0009 25.01 R N 0

1847 DYVTANSAR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 36 498.7404 2 995.4662 -0.0009 22.72 R L 0

1848 DYVTASR JW3511 ECK3529 dppC dipeptide transporter -!- membrane component of ABC superfamily 23 406.2010 2 810.3874 0.0002 20.71 R V 0

1849 EAADIILLEK JW4201 ECK4237 mgtA magnesium transporter 39 557.8214 2 1113.6282 0.0002 44.40 R S 0

1850 EAAEILAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 22 422.7420 2 843.4694 -0.0006 26.28 R D 0

1851 EAAEILAKDYGVGSDVYSVTSFTELAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 13 964.4820 3 2890.4242 0.0007 63.44 R D 0

1852 EAAESLFENLFFSEDR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 45 952.4398 2 1902.8650 0.0015 71.81 R Y 0

1853 EAAESLFENLFFSEDRYDLSAVGR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 66 922.4405 3 2764.2997 0.0016 71.88 R M 0

1854 EAAIVTDIAGTTR JW3684 ECK3699 trmE GTPase 54 659.3547 2 1316.6948 0.0013 38.85 R D 0

1855 EADGSTQIFTVPYSSVPLLQR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 57 1154.5951 2 2307.1756 0.0009 62.08 K E 0

1856 EAEAFEDKFWSGIELSR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 38 1007.4831 2 2012.9516 0.0037 58.91 R L 0

1857 EAEAYTNEVQPR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 65 703.8307 2 1405.6468 -0.0005 27.29 R A 0

1858 EAEFPTGIMLEQHAIAIPHCEAIHAK 57.021465@C:20 JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 92 971.8183 3 2912.4331 0.0019 50.01 R E 0
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1859 EAEIKELLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 37 536.8158 2 1071.6170 -0.0004 34.44 K L 0

1860 EAEPEIYNAIR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 34 652.8273 2 1303.6400 -0.0008 39.61 K R 0

1861 EAEYKDWTIEQITR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 71 891.4394 2 1780.8642 0.0012 47.16 R E 0

1862 EAFDTGVR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 52 447.7196 2 893.4246 0.0003 26.52 K Y 0

1863 EAFDTGVRYDFK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 20 483.2335 3 1446.6787 0.0008 41.08 K G 0

1864 EAFPGDVFYLHSR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 50 769.3732 2 1536.7318 -0.0042 50.00 R L 0

1865 EAGGTPGENMTMDNK JW5283 ECK1749 ydjY predicted protein 75 776.3245 2 1550.6344 0.0004 24.32 K E 0

1866 EAGIDEVIAGVLPDGK JW0473 ECK0478 copA copper transporter 91 791.9205 2 1581.8264 0.0014 58.76 K A 0

1867 EAGIDEVIAGVLPDGKAEAIK JW0473 ECK0478 copA copper transporter 66 1048.0690 2 2094.1234 0.0027 56.61 K H 0

1868 EAGLALGLSR JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 63 493.7852 2 985.5558 0.0003 39.92 R W 0

1869 EAGLSDLSLK JW1248 ECK1250 ompW outer membrane protein W 19 516.7824 2 1031.5502 0.0003 39.20 K D 0

1870 EAGVQEADFLANVDK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 65 803.3915 2 1604.7684 0.0002 49.40 R L 0

1871 EAGVQEADFLANVDKLSEDAFDDQCTGANPR 57.021465@C:25 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 71 1128.1752 3 3381.5038 -0.0019 64.75 R Y 0

1872 EAGVYMR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 30 413.1998 2 824.3850 0.0000 22.65 R V 0

1873 EAIASYDWAENAR JW3794 ECK3815 pldA outer membrane phospholipase A 73 748.3439 2 1494.6732 -0.0006 40.82 K K 0

1874 EAIDAGTTWWEGDLFQGKPDWK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 45 850.7355 3 2549.1847 -0.0015 63.99 K K 0

1875 EAIFALAQIEQELIAPENR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 20 719.0514 3 2154.1324 0.0004 74.21 R S 0

1876 EAIGYADSVHDYVSR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 42 561.2651 3 1680.7735 -0.0010 38.75 R D 0

1877 EAILEAQSVK JW2449 ECK2460 tktB transketolase 2, thiamin-binding 66 544.3033 2 1086.5920 -0.0001 29.76 K D 0

1878 EALASLELPEGMGLIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 96 899.4925 2 1796.9704 -0.0002 65.23 K T 0

1879 EALENGISMVHQELNLVLQR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 45 765.0720 3 2292.1942 0.0047 68.67 K S 0

1880 EALETFMKETIDEGLWDTLSAR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 14 852.4167 3 2554.2283 0.0023 77.71 R L 0

1881 EALEWGTTGAGLR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 83 680.8462 2 1359.6778 -0.0005 42.45 K A 0

1882 EALGLPHSDVFR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 32 447.5705 3 1339.6897 0.0013 41.21 R Q 0

1883 EALGVLHFK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 32 507.2926 2 1012.5706 0.0000 39.76 R G 0

1884 EALMGVMGDK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 40 525.7518 2 1049.4890 0.0006 39.23 R Y 0

1885 EALMGVMGDKYVVALNLAPATPR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 16 806.0965 3 2415.2677 0.0024 58.64 R W 0

1886 EALSNALK JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 21 423.2397 2 844.4648 -0.0005 24.97 R H 0

1887 EALSYTPGVSVGTR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 90 718.8725 2 1435.7304 -0.0002 37.75 K G 0

1888 EALTFDDVLLVPAHSTVLPNTADLSTQLTK JW5401 ECK2504 guaB IMP dehydrogenase 28 1070.5694 3 3208.6864 -0.0002 66.35 K T 0

1889 EALVAPLDFTSLR JW5832 ECK1954 yedQ predicted diguanylate cyclase 35 716.3959 2 1430.7772 0.0004 58.79 R D 0

1890 EALYPYSDDLTIVTK JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 39 864.4404 2 1726.8662 -0.0003 52.56 R I 0

1891 EAMSGCLACK 57.021465@C:6,57.021465@C:9 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 37 563.7379 2 1125.4612 -0.0004 24.74 K A 0

1892 EAMVASDAALLASGTAALECMLAK 57.021465@C:20 JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 52 1197.5892 2 2393.1638 -0.0001 78.80 R C 0

1893 EANVPVILCSSK 57.021465@C:9 JW1938 ECK1953 yedP conserved protein 36 658.8470 2 1315.6794 -0.0012 37.60 R T 0

1894 EANVPVTELR JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 39 564.3063 2 1126.5980 -0.0001 31.03 R A 0

1895 EAPGQPEPVR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 43 540.2777 2 1078.5408 0.0001 20.30 K T 0

1896 EAPQTLAQEVDR JW1606 ECK1609 ydgA conserved protein 54 678.8409 2 1355.6672 -0.0008 33.44 K S 0

1897 EAQIEQQLR JW5878 ECK2532 csiE stationary phase inducible protein 47 557.7959 2 1113.5772 -0.0006 27.06 R E 0

1898 EAQLDIQSQSQPPTEEQLR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 88 1099.0397 2 2196.0648 -0.0009 37.80 R A 0

1899 EAQPAGNSAMMDALAAAMGK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 21 967.9430 2 1933.8714 0.0019 63.81 R K 0

1900 EAQQLLALENPLPLPAYER JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 83 1083.0851 2 2164.1556 0.0029 62.19 K I 0

1901 EAQSALRPVINLTGTVLHTNLGR JW3564 ECK3580 selA selenocysteine synthase 80 820.7942 3 2459.3608 -0.0001 55.96 K A 0

1902 EAQSAVAAAQALLEQR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 64 828.4392 2 1654.8638 0.0001 54.04 K Q 0

1903 EAQVAELAIPTAESQR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 50 856.9443 2 1711.8740 0.0001 41.97 R A 0

1904 EASAGNFADLLAHSDGLIK JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 39 643.6615 3 1927.9627 -0.0013 59.19 K N 0

1905 EASGFGADYNAMIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 47 751.3404 2 1500.6662 -0.0005 46.11 R V 0

1906 EATEQSQPAAAPEAPAAEQGE JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 124 1041.4664 2 2080.9182 -0.0003 27.25 K - 0

1907 EATIDVNALAAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 35 608.3327 2 1214.6508 0.0003 38.57 R Q 0

1908 EATIGVTDSLVHLFANR JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 29 614.9962 3 1841.9668 0.0033 60.59 R W 0

1909 EAVDFLHYYAGQVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 73 834.4131 2 1666.8116 0.0014 51.55 R D 0

1910 EAVDTTSQPVATEK JW3775 ECK3797 hemX uroporphyrinogen III methylase 57 738.3654 2 1474.7162 0.0011 19.99 R K 0

1911 EAVDTTSQPVATEKK JW3775 ECK3797 hemX uroporphyrinogen III methylase 68 802.4121 2 1602.8096 -0.0004 21.20 R S 0

1912 EAVNQVIALLDSGALR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 106 834.9677 2 1667.9208 0.0002 65.96 R V 0

1913 EAVSALPGFEFGDIAAENLSR JW2504 ECK2516 yfhM conserved protein 126 1097.0456 2 2192.0766 0.0017 64.42 R T 0

1914 EAYAADITYGTNNEYGFDYLR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 67 1223.5451 2 2445.0756 -0.0004 55.90 R D 0

1915 EAYAQLSADDENASFAVR JW1692 ECK1700 pps phosphoenolpyruvate synthase 41 978.9513 2 1955.8880 0.0019 44.13 R S 0

1916 EAYELVAPILTK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 45 673.8824 2 1345.7502 0.0010 51.55 K I 0

1917 ECDALFALLDAELAK 57.021465@C:2 JW0822 ECK0828 yliJ predicted glutathione S-transferase 36 839.9217 2 1677.8288 0.0004 74.54 K V 0

1918 ECDYSQALLEQVNQAISDKTPLVIQGSNSK 57.021465@C:2 JW5487 ECK2973 glcE glycolate oxidase FAD binding subunit 82 1112.5520 3 3334.6342 -0.0009 67.85 R A 0

1919 ECITSMVSR 57.021465@C:2 JW3584 ECK3599 secB protein export chaperone 61 541.7520 2 1081.4894 -0.0001 32.75 R G 0

1920 ECIVTPR 57.021465@C:2 JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 29 437.7260 2 873.4374 -0.0004 24.65 R L 0

1921 ECNIYVNFAVEPGQK 57.021465@C:2 JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 74 884.4215 2 1766.8284 -0.0013 46.84 R L 0

1922 ECSHYCELVSSPEQIPQVLAIAMR 57.021465@C:2,57.021465@C:6 JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 46 939.7839 3 2816.3299 0.0005 63.36 R K 0

1923 EDALGEFR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 55 468.7247 2 935.4348 0.0000 34.70 R N 0

1924 EDALTVVGDWLGDAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 95 808.8997 2 1615.7848 0.0007 69.78 K E 0

1925 EDAVVVDLR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 36 508.2747 2 1014.5348 0.0003 36.44 K Q 0

1926 EDELKISVIDLHR JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 15 783.9294 2 1565.8442 0.0029 36.28 R A 0

1927 EDGIYVTMEGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 24 621.2899 2 1240.5652 0.0007 36.98 K K 0

1928 EDLPPLVALTANVLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 79 796.9671 2 1591.9196 0.0012 74.49 R D 0

1929 EDNEVLKIGVR JW5184 ECK1179 cvrA predicted cation/proton antiporter 17 636.3510 2 1270.6874 -0.0006 45.33 K V 0

1930 EDTITVTAAPAPQESAWGPAATIAAR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 68 1298.1560 2 2594.2974 -0.0002 51.35 K Q 0

1931 EDVQAYVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 40 476.2425 2 950.4704 -0.0005 26.24 R E 0

1932 EDVWEPDLDVNWGDEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 61 973.4259 2 1944.8372 -0.0005 59.42 R A 0

1933 EDYGFEDGLFTGYDAEK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 90 978.4131 2 1954.8116 0.0008 56.67 R R 0

1934 EEAFARADELTER JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 15 512.9137 3 1535.7193 -0.0022 43.73 K A 0

1935 EEAVVWDILDEVIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 32 843.4421 2 1684.8696 0.0024 79.54 R E 0

1936 EEESAAAAEVEER JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 66 710.3150 2 1418.6154 -0.0007 25.15 R T 0

1937 EEFDVQTQVLLR JW5505 ECK3033 yqiC conserved protein 17 738.8891 2 1475.7636 0.0017 51.47 R T 0

1938 EEFGGELIDGGPWLK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 90 823.9077 2 1645.8008 0.0021 61.01 R V 0

1939 EEGLGNVFIGK JW1970 ECK1987 cobS cobalamin 5'-phosphate synthase 40 581.8089 2 1161.6032 0.0002 45.15 R I 0

1940 EEIEGSGILSK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 39 581.3036 2 1160.5926 0.0001 33.18 R D 0

1941 EEIEGSGILSKDDIIDVMK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 48 697.6896 3 2090.0470 0.0016 56.17 R K 0

1942 EEIEGSGILSKDDIIDVMKK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 56 740.3876 3 2218.1410 0.0008 50.36 R L 0

1943 EEITAVLAAFKPQDQVVLR JW1264 ECK1266 sohB predicted inner membrane peptidase 64 709.7322 3 2126.1748 0.0013 62.31 R L 0

1944 EEKPEFDPILLRPVDDLELTVR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 35 875.1379 3 2622.3919 0.0013 61.90 K S 0

1945 EEPAAAPAPTKEEVLLTEIR JW3252 ECK3277 mscL mechanosensitive channel 41 722.0543 3 2163.1411 -0.0014 46.70 K D 0

1946 EEPSSFASYGTWAR JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 88 794.3576 2 1586.7006 0.0006 45.00 R T 0

1947 EESEAEQAVARPQVTVIPR JW5808 ECK0142 pcnB poly(A) polymerase I 59 703.7022 3 2108.0848 -0.0013 37.00 R E 0

1948 EETQFWLVTPK JW1823 ECK1833 yebT conserved protein 32 689.3561 2 1376.6976 0.0000 50.99 R A 0

1949 EEVAINSLRPGDVIEVAAGGRLPADGK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 13 684.1188 4 2732.4461 0.0002 55.51 R L 0

1950 EEVLLTEIR JW3252 ECK3277 mscL mechanosensitive channel 19 551.3113 2 1100.6080 0.0004 42.90 K D 0

1951 EEVLLTEIRDLLK JW3252 ECK3277 mscL mechanosensitive channel 31 785.9580 2 1569.9014 0.0038 68.54 K E 0

1952 EEVPDNPPNEIYATAQQK JW2577 ECK2593 yfiO predicted lipoprotein 44 1021.9881 2 2041.9616 0.0024 37.82 K L 0

1953 EFADNLDSDFK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 32 650.7880 2 1299.5614 -0.0004 44.96 K V 0

1954 EFADNLDSDFKVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 15 519.2512 3 1554.7318 0.0005 44.00 K Q 0

1955 EFAEATGIDSLAVAIGTAHGMYASAPALDFSR 15.994915@M:21 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 124 1085.8591 3 3254.5555 0.0000 66.41 R L 0

1956 EFASEPVWFGDSDR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 68 821.3628 2 1640.7110 0.0004 52.93 K A 0

1957 EFDAAGISFPYPQMDVNFK JW2891 ECK2920 mscS mechanosensitive channel 96 1088.5071 2 2174.9996 0.0013 65.78 R R 0

1958 EFDAAGISFPYPQMDVNFKR JW2891 ECK2920 mscS mechanosensitive channel 54 778.0410 3 2331.1012 0.0019 59.12 R V 0

1959 EFDAVVIGAGGAGMR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 92 725.3618 2 1448.7090 0.0009 48.25 R A 0

1960 EFEYIHQQVPDNIPLTLYLAEAYR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 61 974.8263 3 2921.4571 -0.0028 68.25 R H 0

1961 EFFDPLR JW4340 ECK4369 yjjU predicted esterase 16 462.2347 2 922.4548 0.0000 48.07 R F 0

1962 EFFGSSQLSQFMDQNNPLSEITHK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 107 928.7704 3 2783.2894 0.0032 67.23 K R 0

1963 EFFGSSQLSQFMDQNNPLSEITHKR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 59 980.8039 3 2939.3899 0.0026 64.88 K R 0

1964 EFGPDCVLAVFAELNAAKPK 57.021465@C:6 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 27 726.0418 3 2175.1036 0.0003 73.07 K A 0

1965 EFGVNLAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 27 439.2425 2 876.4704 0.0000 34.96 R V 0

1966 EFHLDNPSQYFTDYVR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 39 677.6468 3 2029.9186 0.0016 57.28 R R 0

1967 EFICIDTGGIDGTEDGVETR 57.021465@C:4 JW5403 ECK2507 der predicted GTP-binding protein 139 1092.4908 2 2182.9670 -0.0018 51.68 R M 0

1968 EFLDWMPK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 23 533.2575 2 1064.5004 0.0004 56.75 R R 0

1969 EFLQSYQSPEVAK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 51 763.3805 2 1524.7464 0.0004 38.12 K A 0

1970 EFNGYQIIPTVSGGLAQIQQR JW0934 ECK0942 pqiB paraquat-inducible protein B 38 1160.1085 2 2318.2024 0.0005 60.42 R L 0

1971 EFNVEANVGKPQVAYR JW3302 ECK3327 fusA protein chain elongation factor EF-G 94 910.9681 2 1819.9216 -0.0001 37.10 R E 0

1972 EFSKLDYYGLKK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 16 497.6010 3 1489.7812 -0.0003 35.19 K D 0

1973 EFTFNGIR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 20 492.2509 2 982.4872 0.0000 42.76 K Q 0

1974 EFVFTIADK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 47 535.2820 2 1068.5494 0.0003 47.77 R V 0

1975 EFVMQLASWDTR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 52 741.8564 2 1481.6982 0.0010 56.58 K R 0

1976 EFVPRLMLPISLSFDHR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 35 686.3719 3 2056.0939 0.0010 63.21 K V 0

1977 EFWLQTDYYK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 50 696.8274 2 1391.6402 0.0005 52.49 R Q 0

1978 EFYQVLLPLMQEMGK JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 22 913.4664 2 1824.9182 0.0027 72.38 R T 0

1979 EGADVAISYLPVEEEDAQDVK JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 91 1139.0430 2 2276.0714 0.0019 53.28 R K 0

1980 EGADVAISYLPVEEEDAQDVKK JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 63 802.3959 3 2404.1659 0.0014 46.57 R I 0

1981 EGADVLTGGR JW3561 ECK3577 aldB aldehyde dehydrogenase B 51 487.7489 2 973.4832 0.0004 25.63 K R 0

1982 EGAELAFTYQNDKLK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 72 863.9362 2 1725.8578 0.0005 39.21 R G 0
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1983 EGAGWDSDFLASIGQQLGTAESLELGR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 83 1404.1785 2 2806.3424 0.0014 79.47 R L 0

1984 EGAPAQITLYSDNK JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 75 753.8757 2 1505.7368 0.0006 36.40 R T 0

1985 EGAQVDLTANQLTLATAK JW1374 ECK1376 hslJ heat-inducible protein 112 922.4917 2 1842.9688 0.0002 44.81 K Q 0

1986 EGATVAIPNDPTNLGR JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 37 812.9180 2 1623.8214 -0.0002 39.99 K A 0

1987 EGATVTGLDMGFEPLQVAK JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 76 981.9954 2 1961.9762 -0.0006 59.35 R L 0

1988 EGDALLQGGSLTGNGSVEK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 91 916.4542 2 1830.8938 -0.0020 40.03 R S 0

1989 EGDAVQLVGFGTFK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 60 734.3781 2 1466.7416 0.0010 53.70 K V 0

1990 EGDNYVVLSDILGDEDHLGDMDFK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 97 1348.6058 2 2695.1970 0.0011 67.51 K V 0

1991 EGDTLDCR 57.021465@C:7 JW1913 ECK1927 yedD predicted protein 20 483.2030 2 964.3914 -0.0006 20.35 K Q 0

1992 EGDVLLGISTSGNSANVIK JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 39 937.4976 2 1872.9806 0.0013 48.81 R A 0

1993 EGDVLVTLDPTDAR JW2660 ECK2679 emrA multidrug efflux system 49 750.8808 2 1499.7470 0.0003 46.25 K Q 0

1994 EGEATLAPSLDLVGK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 38 750.4011 2 1498.7876 -0.0002 48.68 K I 0

1995 EGEATLAPSLDLVGKI JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 37 806.9433 2 1611.8720 0.0002 58.50 K - 0

1996 EGEDEFLDDWR JW0462 ECK0467 htpG molecular chaperone HSP90 family 18 705.7941 2 1409.5736 0.0001 53.94 R V 0

1997 EGEIDIAK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 34 437.7299 2 873.4452 0.0009 24.40 R R 0

1998 EGEIDIAKR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 35 515.7806 2 1029.5466 0.0012 24.31 R I 0

1999 EGENVVGSETR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 80 588.7780 2 1175.5414 -0.0003 21.22 K V 0

2000 EGEPAEAEIGVAVIDCGGTLR 57.021465@C:16 JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 83 1072.0208 2 2142.0270 0.0008 55.49 K C 0

2001 EGFDVSK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 32 391.1901 2 780.3656 0.0002 24.41 R F 0

2002 EGFDVSKFIWVQQPGS JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 52 912.4527 2 1822.8908 0.0019 65.39 R - 0

2003 EGFLAER JW0938 ECK0946 ycbZ predicted peptidase 24 411.2111 2 820.4076 -0.0003 29.94 R M 0

2004 EGGGTQVLVLTGVPYENLDLPK JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 59 1150.1141 2 2298.2136 0.0029 63.00 K L 0

2005 EGGGTQVLVLTGVPYENLDLPKLDDLSTGAR JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 60 1076.5650 3 3226.6732 0.0012 66.72 K S 0

2006 EGGIYTPALR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 21 538.7907 2 1075.5668 0.0006 35.16 R E 0

2007 EGHVVGFMGDGINDAPALR JW4201 ECK4237 mgtA magnesium transporter 27 652.3197 3 1953.9373 0.0006 47.28 R A 0

2008 EGIEPDQPGVVGPIK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 40 767.9089 2 1533.8032 -0.0007 40.99 R Q 0

2009 EGIMDEGESLYSPANIMLMHHVTAALR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 41 747.1127 4 2984.4217 0.0025 62.84 K A 0

2010 EGINCNLTLLFSFAQAR 57.021465@C:5 JW2448 ECK2459 talA transaldolase A 49 977.4966 2 1952.9786 0.0009 70.65 K A JW0007

2011 EGISDQDLSLLGFILNSGR JW5403 ECK2507 der predicted GTP-binding protein 54 1017.5286 2 2033.0426 -0.0002 77.92 R S 0

2012 EGISGLGTLLSGVYIELQPGAK JW0934 ECK0942 pqiB paraquat-inducible protein B 85 1101.6056 2 2201.1966 0.0023 74.94 R G 0

2013 EGITIADAVK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 15 508.7848 2 1015.5550 0.0001 36.62 R R 0

2014 EGIYVTGFFYPVVPK JW3592 ECK3607 kbl glycine C-acetyltransferase 51 858.4560 2 1714.8974 0.0002 64.96 K G 0

2015 EGLAVYMITK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 13 562.8033 2 1123.5920 -0.0027 45.48 R E 0

2016 EGLDMPEVSLVAILDADKEGFLR JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 32 839.7687 3 2516.2843 0.0011 76.35 R S 0

2017 EGLETTPFLTLTGYGR JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 57 877.9518 2 1753.8890 0.0003 60.52 R Q 0

2018 EGLIDPNHSVQIGIR JW2904 ECK2932 speB agmatinase 13 549.9641 3 1646.8705 -0.0037 42.94 K T 0

2019 EGLNVLQYFISTHGAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 77 902.9708 2 1803.9270 0.0002 61.96 R K 0

2020 EGLPAADFSVFYHLISIDR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 48 1075.5508 2 2149.0870 0.0026 72.94 R N 0

2021 EGLPAADFSVFYHLISIDRNR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 25 807.4170 3 2419.2292 0.0008 67.19 R D 0

2022 EGLPQGSITLSGR JW4180 ECK4217 ytfN conserved protein 13 657.8542 2 1313.6938 0.0000 39.65 K N 0

2023 EGLQDGPK JW4072 ECK4104 proP proline/glycine betaine transporter 32 422.2139 2 842.4132 -0.0001 19.17 R V 0

2024 EGLQFYEVVPVALVVAGTQMATGHR 15.994915@M:20 JW1427 ECK1424 ydcL predicted lipoprotein 33 896.7986 3 2687.3740 -0.0003 69.60 K T 0

2025 EGLTVFR JW0915 ECK0923 pepN aminopeptidase N 21 411.2295 2 820.4444 0.0002 36.20 K D 0

2026 EGLVHISQIADK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 46 655.3586 2 1308.7026 -0.0012 34.59 K R 0

2027 EGNNLYCEVPINFAMAALGGEIEVPTLDGR 57.021465@C:7 JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 28 1083.8569 3 3248.5489 0.0008 80.11 R V 0

2028 EGNPIESQFNYTLEAAQSSLPMTPMTLR 15.994915@M:25 JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 30 1047.8348 3 3140.4826 0.0033 68.52 R G 0

2029 EGPAEDFANQEAIAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 30 795.3767 2 1588.7388 0.0020 36.32 K L 0

2030 EGPPPEVVAR JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 45 525.7818 2 1049.5490 -0.0016 23.38 R F 0

2031 EGPTVQIGGNIGR JW5012 ECK0154 clcA chloride channel, voltage-gated 20 649.3465 2 1296.6784 -0.0002 34.98 R M 0

2032 EGQEVIVQIDKEER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 81 836.4311 2 1670.8476 0.0001 35.66 R G 0

2033 EGQGVVVQGELEK JW2185 ECK2189 ccmE periplasmic heme chaperone 64 686.3590 2 1370.7034 -0.0007 29.70 R G 0

2034 EGQGVVVQGELEKGNHILAK JW2185 ECK2189 ccmE periplasmic heme chaperone 39 702.3828 3 2104.1266 -0.0010 36.29 R E 0

2035 EGQNLDFVGGAE JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 34 618.2807 2 1234.5468 0.0002 44.07 K - 0

2036 EGQPVVLYK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 13 516.7901 2 1031.5656 0.0005 29.83 R R 0

2037 EGQPVVLYKR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 39 594.8406 2 1187.6666 0.0004 25.87 R V 0

2038 EGQTLAIIGENGSGK JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 47 737.3814 2 1472.7482 0.0011 36.23 R S 0

2039 EGRVPLHTLR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 33 589.3432 2 1176.6718 -0.0009 23.04 R A 0

2040 EGSDIEAGVSLYQIDPATYQATYDSAK JW0452 ECK0457 acrA multidrug efflux system 58 964.7866 3 2891.3380 0.0032 57.75 K G 0

2041 EGSDIEAGVSLYQIDPATYQATYDSAKGDLAK JW0452 ECK0457 acrA multidrug efflux system 141 1126.2068 3 3375.5986 -0.0008 56.53 K A 0

2042 EGSKYGIEDYLEIK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 21 548.6099 3 1642.8079 -0.0012 48.18 R Y 0

2043 EGTDLFLK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 16 461.7477 2 921.4808 0.0001 41.63 R S 0

2044 EGTELLADQVVGPLTPEQK JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 88 1012.5336 2 2023.0526 0.0053 53.64 R E 0

2045 EGTPVFLVGGKPEVLAQTEAK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 50 724.0631 3 2169.1675 -0.0007 46.48 K L 0

2046 EGTRPAVVIPTNEELVIAQDASR JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 32 822.4380 3 2464.2922 -0.0001 47.97 K L 0

2047 EGTVEPLPNGK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 50 570.7984 2 1139.5822 0.0001 25.14 K R 0

2048 EGTYPGTR JW5633 ECK3680 yidQ conserved outer membrane protein 39 440.7113 2 879.4080 -0.0005 18.49 K A 0

2049 EGVAGWAGENLPLVR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 72 784.4151 2 1566.8156 0.0003 53.86 K G 0

2050 EGVCGSDGLNMNGK 57.021465@C:4 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 67 719.3064 2 1436.5982 -0.0042 28.93 R N 0

2051 EGVEDQLILEK JW1715 ECK1724 yniB predicted inner membrane protein 39 636.8375 2 1271.6604 -0.0005 41.14 R A 0

2052 EGVGDVKPFL JW5196 ECK1261 yciO conserved protein 45 530.7873 2 1059.5600 -0.0001 46.56 R - 0

2053 EGVITVEDGTGLQDELDVVEGMQFDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 96 1426.1688 2 2850.3230 0.0001 68.42 K G 0

2054 EGVMIGAGAK JW3582 ECK3597 cysE serine acetyltransferase 22 466.7472 2 931.4798 0.0001 24.71 R I 0

2055 EGVMIGAGAKILGNIEVGRGAK JW3582 ECK3597 cysE serine acetyltransferase 13 714.0672 3 2139.1798 -0.0035 59.69 R I 0

2056 EGVQEDILEILLNLK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 93 863.4870 2 1724.9594 0.0034 80.32 K G 0

2057 EGVVAVDDRGEVTLINDAAQELLNYR JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 70 953.8223 3 2858.4451 0.0040 72.38 K K 0

2058 EGYEYETQVSIENDAR JW3809 ECK3826 rmuC predicted recombination limiting protein 73 951.9211 2 1901.8276 -0.0003 39.31 R S 0

2059 EGYQLDTR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 40 491.2364 2 980.4582 0.0020 26.03 K R 0

2060 EGYTKVQNASYQVAAYLADEIAK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 61 844.7590 3 2531.2552 0.0007 61.26 R L JW3485

2061 EHFPHLQIIAR JW0046 ECK0048 kefC potassium:proton antiporter 20 454.2544 3 1359.7414 0.0002 39.02 K A 0

2062 EHFPWEK JW2909 ECK2937 metK methionine adenosyltransferase 1 14 486.7337 2 971.4528 0.0028 25.30 R T 0

2063 EHGVPELAVPR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 36 602.3276 2 1202.6406 -0.0002 33.30 R D 0

2064 EHIFEPFVR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 28 587.3064 2 1172.5982 0.0005 42.45 R L 0

2065 EHILLGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 36 419.2506 2 836.4866 -0.0002 25.40 R Q JW3943

2066 EHIPEADLAPLSVLEQSGLPAK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 92 1157.6182 2 2313.2218 0.0002 58.79 R L 0

2067 EHLALSALLEALPEPVLSVDMK JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 56 792.4355 3 2374.2847 0.0029 73.94 R S 0

2068 EHLQMPEQR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 42 584.2823 2 1166.5500 -0.0001 23.67 R E 0

2069 EHPVLLNR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 34 489.2794 2 976.5442 -0.0013 24.43 R A 0

2070 EHTQLPAPLLHSTVMMK JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 13 645.0058 3 1931.9956 -0.0004 42.30 R L 0

2071 EHTTEHLRAELK JW3069 ECK3089 yqjD conserved protein 20 732.3839 2 1462.7532 0.0005 21.68 K S 0

2072 EHYDLGNDLFSR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 56 733.3387 2 1464.6628 -0.0004 43.03 K M 0

2073 EIADGLASAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 68 566.2851 2 1130.5556 -0.0010 30.44 K A 0

2074 EIADSLNQLPQQQTDAR JW4120 ECK4155 yjeP predicted mechanosensitive channel 82 963.9794 2 1925.9442 0.0000 38.33 R R 0

2075 EIAHLTDKPTLK JW3827 ECK3842 hemG protoporphyrin oxidase, flavoprotein 34 455.9294 3 1364.7664 -0.0001 27.38 R - 0

2076 EIANAQQGLPSGITLK JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 58 820.4542 2 1638.8938 -0.0003 43.30 R L 0

2077 EIAYFFGEGEVCPR 57.021465@C:12 JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 80 837.3844 2 1672.7542 -0.0013 53.90 R T 0

2078 EIDQILK JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 39 429.7503 2 857.4860 0.0002 49.14 K R 0

2079 EIEEGLINNQILDVR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 36 877.9685 2 1753.9224 0.0015 56.24 R E 0

2080 EIELEDKFENMGAQMVK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 81 1005.9790 2 2009.9434 -0.0003 53.49 R E 0

2081 EIELEDKFENMGAQMVKEVASK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 27 842.4141 3 2524.2205 0.0017 61.70 R A 0

2082 EIEQLPMVK JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 34 543.7965 2 1085.5784 -0.0007 38.13 K G 0

2083 EIESYDAVLVLGEDVTQTGAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 100 1133.0664 2 2264.1182 0.0010 63.22 R V 0

2084 EIETALYPGSIEVK JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 100 774.9115 2 1547.8084 0.0002 48.88 R M 0

2085 EIGELENK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 29 466.2405 2 930.4664 0.0006 22.47 K L 0

2086 EIGNGFSELNDAEDQAERFQEQVNAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 86 980.1200 3 2937.3382 0.0007 56.95 R A 0

2087 EIGVETGGSNVQFAVNPK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 118 923.4703 2 1844.9260 -0.0007 42.02 R N 0

2088 EIGYPLVVRPSYVLGGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 14 625.6888 3 1874.0446 0.0031 53.02 K A 0

2089 EILEDYAGGMR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 59 627.2952 2 1252.5758 0.0000 41.28 R D 0

2090 EILEDYAGGMRDGLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 50 833.9089 2 1665.8032 0.0001 43.64 R F 0

2091 EILGATATLEFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 30 660.8609 2 1319.7072 -0.0012 49.14 K L 0

2092 EILLLTLVEK JW5943 ECK3514 yhjK predicted diguanylate cyclase 68 585.8713 2 1169.7280 0.0010 63.97 R L 0

2093 EILNLPEHELNK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 67 724.8910 2 1447.7674 0.0004 40.19 R L 0

2094 EILQDSTVTR JW0462 ECK0467 htpG molecular chaperone HSP90 family 17 581.3099 2 1160.6052 0.0016 29.59 R N 0

2095 EILQTQGLNIEALFRE JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 47 937.5049 2 1872.9952 0.0007 66.54 R - 0

2096 EILSDEPGMSPLEIWCNESQER 57.021465@C:16 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 53 1310.0901 2 2618.1656 0.0029 63.01 R Y 0

2097 EILVEHYDNIEQK JW4072 ECK4104 proP proline/glycine betaine transporter 86 815.4093 2 1628.8040 -0.0005 35.81 K I 0

2098 EILVEHYDNIEQKIDDIDHEIADLQAK JW4072 ECK4104 proP proline/glycine betaine transporter 75 1069.5328 3 3205.5766 -0.0012 66.23 K R 0

2099 EIMPETEIENCSR 57.021465@C:11 JW1222 ECK1229 rssA conserved protein 50 804.3555 2 1606.6964 -0.0003 38.47 R R 0

2100 EIMQVALNQAK 15.994915@M:3 JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 81 630.8345 2 1259.6544 0.0001 27.74 K G 0

2101 EINATLAMR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 36 509.7712 2 1017.5278 0.0001 34.05 R N 0

2102 EINPDLAEQAVSQDEEYR JW3809 ECK3826 rmuC predicted recombination limiting protein 63 1053.4850 2 2104.9554 0.0006 45.76 R L 0

2103 EINPDLAEQAVSQDEEYRLR JW3809 ECK3826 rmuC predicted recombination limiting protein 31 792.3875 3 2374.1407 0.0008 47.09 R S 0

2104 EIPMRPGQLFMDPK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 32 829.9231 2 1657.8316 -0.0004 47.84 R R JW3485

2105 EIPMRPGQLFMDPK 15.994915@M:11 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 25 837.9204 2 1673.8262 -0.0006 42.98 R R JW3485

2106 EIPQVAGSLEEALNELDLDR JW3841 ECK3863 glnA glutamine synthetase 85 1106.0610 2 2210.1074 0.0009 75.83 K E 0
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2107 EIPQVAGSLEEALNELDLDREFLK JW3841 ECK3863 glnA glutamine synthetase 21 910.1399 3 2727.3979 0.0014 75.43 K A 0

2108 EISATLER JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 41 459.7476 2 917.4806 -0.0012 25.48 K V 0

2109 EISCVDSAELGK 57.021465@C:4 JW3143 ECK3165 glmM phosphoglucosamine mutase 38 654.3113 2 1306.6080 0.0005 30.32 K A 0

2110 EISLAPVNK JW2660 ECK2679 emrA multidrug efflux system 36 485.7822 2 969.5498 0.0003 30.83 R L 0

2111 EISMSIK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 24 404.2176 2 806.4206 -0.0001 30.64 R R 0

2112 EISMSIKR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 16 482.2677 2 962.5208 -0.0011 26.88 R L 0

2113 EISNETLQK JW4026 ECK4058 yjcE predicted cation/proton antiporter 44 531.2770 2 1060.5394 -0.0006 22.98 R L 0

2114 EISPYSIVGLSATWDVTK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 73 983.5141 2 1965.0136 0.0041 64.94 K N 0

2115 EISSELLNTILTR JW2422 ECK2424 murP fused predicted enzyme IIBC components of PTS 94 744.9175 2 1487.8204 0.0010 61.73 K V 0

2116 EISTTIAFVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 50 568.8188 2 1135.6230 -0.0007 43.01 K A 0

2117 EITAEETAELLK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 53 673.8563 2 1345.6980 0.0005 47.22 R N 0

2118 EITEPQFAYGMEGLLQQR JW3392 ECK3415 glgA glycogen synthase 76 1055.5181 2 2109.0216 0.0015 62.78 R H 0

2119 EITEQYEGK JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 41 548.7612 2 1095.5078 -0.0006 21.90 R I 0

2120 EITGGLDDTQLR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 36 659.3356 2 1316.6566 -0.0006 35.95 K N 0

2121 EITHQLFLLGCGAQMLK 57.021465@C:11 JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 55 980.0132 2 1958.0118 0.0000 56.67 R Y 0

2122 EITIAAAK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 30 408.7451 2 815.4756 0.0005 24.49 K V 0

2123 EITLEPADNAR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 45 614.8122 2 1227.6098 0.0003 31.05 R L 0

2124 EITPVNIEEELK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 57 707.3778 2 1412.7410 0.0013 51.65 R S 0

2125 EIVLGTGMNVHTDAYSVSR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 38 683.6740 3 2048.0002 0.0005 43.96 R A 0

2126 EIVSELDK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 18 466.7505 2 931.4864 0.0003 28.86 R H 0

2127 EIVSELDKHIIGQDNAKR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 13 517.0317 4 2064.0977 0.0014 36.32 R S 0

2128 EIWSVSLAEK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 50 581.3105 2 1160.6064 -0.0013 47.47 K D 0

2129 EIYDIVLESLETSLR JW2876 ECK2903 pepP proline aminopeptidase P II 26 890.4726 2 1778.9306 0.0005 78.87 R L 0

2130 EIYEEPK JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 40 454.2239 2 906.4332 -0.0001 20.84 R N 0

2131 EIYEQPNAIK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 38 602.8146 2 1203.6146 0.0011 28.48 K N 0

2132 EKAEAELQETFGQLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 104 860.9411 2 1719.8676 -0.0002 45.18 R I 0

2133 EKDGNITVDFDDVVIR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 70 917.9618 2 1833.9090 -0.0019 51.70 K G 0

2134 EKDPSLSFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 38 539.7797 2 1077.5448 -0.0006 29.02 K R 0

2135 EKDPSLSFRR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 34 412.2229 3 1233.6469 0.0004 25.20 K S 0

2136 EKEFTFNGIR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 39 620.8192 2 1239.6238 -0.0010 35.91 K Q 0

2137 EKESLPQMLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 36 410.8885 3 1229.6437 -0.0001 34.76 K G 0

2138 EKGDTYGNLVPFSPK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 94 826.4197 2 1650.8248 -0.0004 41.93 R H 0

2139 EKGEAYKKPDHYEEIHMPK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 16 583.0371 4 2328.1193 -0.0016 26.82 K N 0

2140 EKITHFDHERIPER JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 23 452.4864 4 1805.9165 -0.0007 24.90 R I 0

2141 EKLAALR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 15 400.7530 2 799.4914 -0.0001 21.91 R Q 0

2142 EKLALLEQR JW5505 ECK3033 yqiC conserved protein 27 550.3266 2 1098.6386 -0.0011 32.11 R I 0

2143 EKLDNLVFVINCNLQR 57.021465@C:12 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 103 988.0252 2 1974.0358 0.0001 56.01 R L 0

2144 EKLTIEPSVK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 30 572.3344 2 1142.6542 -0.0004 27.52 R N 0

2145 EKNNVESVFAVNGFGFAGR JW0451 ECK0456 acrB multidrug efflux system protein 79 681.3416 3 2041.0030 0.0014 54.50 K G 0

2146 EKPAVLGHDEAAYSK JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 70 807.9103 2 1613.8060 0.0012 23.11 K N 0

2147 EKPTWLEVDAGKMEGTFK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 51 689.3474 3 2065.0204 0.0014 48.88 R R 0

2148 EKSVEELNTELLNLLR JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 46 634.0178 3 1899.0316 0.0003 66.15 R E 0

2149 EKSVEELNTELLNLLREQFNLR JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 46 672.6150 4 2686.4309 0.0021 74.47 R M 0

2150 EKTVLMVTHR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 26 405.2278 3 1212.6616 -0.0033 23.82 R L 0

2151 EKVDATKQYDINEAIALLK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 32 721.3951 3 2161.1635 0.0005 52.45 R E 0

2152 ELAAFSQFASDLDDATR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 123 928.9374 2 1855.8602 0.0014 63.60 R K 0

2153 ELAAFSQFASDLDDATRK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 137 992.9836 2 1983.9526 -0.0012 57.51 R Q 0

2154 ELAASGVMLTSDENVVR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 81 895.9514 2 1789.8882 0.0002 46.27 R V 0

2155 ELADRYAIVANDVR JW0797 ECK0801 dps Fe-binding and storage protein 17 802.9230 2 1603.8314 -0.0004 39.95 K K 0

2156 ELADRYAIVANDVRK JW0797 ECK0801 dps Fe-binding and storage protein 54 578.3160 3 1731.9262 -0.0004 35.40 K A 0

2157 ELADYCEAK 57.021465@C:6 JW5701 ECK3346 yhfK conserved inner membrane protein 21 549.7420 2 1097.4694 -0.0005 24.13 R Y 0

2158 ELAESEGAIER JW0007 ECK0008 talB transaldolase B 82 602.2962 2 1202.5778 0.0000 27.98 K K 0

2159 ELAETNITQVIVTHEVEVAR JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 55 751.0693 3 2250.1861 0.0005 52.93 R K 0

2160 ELALLAQAMEHDTR JW5832 ECK1954 yedQ predicted diguanylate cyclase 73 799.4030 2 1596.7914 -0.0016 49.27 R G 0

2161 ELALLEGMEISGK JW1606 ECK1609 ydgA conserved protein 106 695.3689 2 1388.7232 0.0012 58.33 K S 0

2162 ELAQIDQHIADGELNLWQASSDK JW2970 ECK2995 yghZ aldo-keto reductase 110 861.0889 3 2580.2449 -0.0008 55.78 K - 0

2163 ELAVEVGK JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 32 422.7425 2 843.4704 0.0002 26.64 R A 0

2164 ELAVQIHADAEPLAEATGLK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 33 692.7037 3 2075.0893 -0.0004 50.03 R L 0

2165 ELCHLPDLTADCAAEWLETFQAK 57.021465@C:3,57.021465@C:12 JW0907 ECK0915 mukB fused chromosome partitioning proteins 49 906.7575 3 2717.2507 0.0041 70.26 K E 0

2166 ELCQNHNIPVELIQCR 57.021465@C:3,57.021465@C:15 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 35 675.0004 3 2021.9794 0.0018 42.04 K V 0

2167 ELDDDTLASYQK JW3179 ECK3202 gltB glutamate synthase, large subunit 46 699.3255 2 1396.6364 0.0007 35.03 R Q 0

2168 ELDGLSYEEIAAIMDCPVGTVR 57.021465@C:16 JW2557 ECK2571 rpoE RNA polymerase, sigma 24 (sigma E) factor 19 813.3908 3 2437.1506 0.0000 70.67 R S 0

2169 ELDPMIK JW0886 ECK0894 pflB pyruvate formate lyase I 20 423.2256 2 844.4366 0.0003 31.91 R K 0

2170 ELDVPVVTDLGSGSLVDLSQYGLPK JW3564 ECK3580 selA selenocysteine synthase 82 1301.1873 2 2600.3600 0.0016 71.92 K E 0

2171 ELEDVLYSNLEELTR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 106 911.9576 2 1821.9006 0.0011 68.76 K M 0

2172 ELEETIRPYDMGITLLDVNFQAARPPEEVK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 34 1158.5917 3 3472.7533 -0.0017 65.39 R A 0

2173 ELEGALNR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 22 451.2402 2 900.4658 -0.0006 23.98 R V 0

2174 ELEKLENSLGGIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 61 715.3977 2 1428.7808 -0.0015 39.72 R D 0

2175 ELFEEQAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 22 497.2482 2 992.4818 0.0005 27.64 R R 0

2176 ELGIPAVVGCGDATER 57.021465@C:10 JW1692 ECK1700 pps phosphoenolpyruvate synthase 34 822.4065 2 1642.7984 -0.0001 45.28 R M 0

2177 ELGLVPLGYLR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 18 615.3661 2 1228.7176 -0.0002 59.93 K S 0

2178 ELGMDPTIHDIR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 15 466.2345 3 1395.6817 0.0001 37.54 K F 0

2179 ELGPEPMAAAYVQPSR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 60 858.4254 2 1714.8362 0.0014 43.05 R R 0

2180 ELGPMTVEDLAQR 15.994915@M:5 JW1645 ECK1649 lhr predicted ATP-dependent helicase 14 492.2450 3 1473.7132 -0.0001 30.32 R H 0

2181 ELGSVNDFIVDGNR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 38 767.8779 2 1533.7412 -0.0011 47.42 R I 0

2182 ELGTKDDLLEVAMELENIALNDPYFIEK JW0710 ECK0709 gltA citrate synthase 79 1074.8762 3 3221.6068 0.0014 80.36 K K 0

2183 ELGTKDDLLEVAMELENIALNDPYFIEKK JW0710 ECK0709 gltA citrate synthase 96 838.4326 4 3349.7013 0.0009 80.02 K L 0

2184 ELGVSIIDGFTPVAVEGNK JW2133 ECK2139 yeiT predicted oxidoreductase 106 973.0184 2 1944.0222 0.0019 61.57 R V 0

2185 ELGYLGSLAICNVPGSSLVR 57.021465@C:11 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 105 1053.0568 2 2104.0990 0.0003 61.42 K E 0

2186 ELHPVAPLLDNLTSALNK JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 45 649.0303 3 1944.0691 0.0010 60.22 R V 0

2187 ELIIGDR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 43 408.2349 2 814.4552 0.0004 31.23 R Q 0

2188 ELINAAEFK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 18 517.7796 2 1033.5446 0.0003 39.85 R Y 0

2189 ELINTTGDYAHIAE JW2715 ECK2740 truD pseudoruidine synthase 43 773.8724 2 1545.7302 -0.0008 43.42 R - 0

2190 ELIPGGVNSPVR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 36 619.3487 2 1236.6828 0.0003 37.96 R A 0

2191 ELISNASDAADK JW0462 ECK0467 htpG molecular chaperone HSP90 family 34 617.3010 2 1232.5874 -0.0009 25.73 R L 0

2192 ELISNASDAADKLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 59 751.8937 2 1501.7728 -0.0007 35.34 R F 0

2193 ELITDFGVK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 51 511.2820 2 1020.5494 0.0002 44.15 K K 0

2194 ELIYQPTLTEADLSDEQTVTR JW5625 ECK3691 gyrB DNA gyrase, subunit B 97 1211.6048 2 2421.1950 0.0040 51.65 K W 0

2195 ELKLGISDEQVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 43 679.8800 2 1357.7454 0.0001 35.25 R Q 0

2196 ELLDGVSQTLASR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 89 694.8724 2 1387.7302 -0.0005 46.48 R D 0

2197 ELLDGVSQTLASRDQLELENR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 61 796.0789 3 2385.2149 0.0013 52.19 R A 0

2198 ELLDLLVLR JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 17 542.3426 2 1082.6706 0.0007 66.19 R G 0

2199 ELLDQLNK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 41 486.7720 2 971.5294 0.0007 37.95 R Q 0

2200 ELLEDPTR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 31 486.7537 2 971.4928 0.0004 29.03 K L 0

2201 ELLEDPTRLLLDV JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 62 763.4276 2 1524.8406 0.0007 69.41 K - 0

2202 ELLEQNPSFVFFKPQSFAPVK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 40 818.1022 3 2451.2848 0.0009 60.67 R G 0

2203 ELLGMKPDEWR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 57 687.3471 2 1372.6796 -0.0013 43.57 K A 0

2204 ELLGQLLLDEIVTR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 55 806.4694 2 1610.9242 0.0000 77.59 K Y 0

2205 ELLGQLLLDEIVTRYDEK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 31 716.3918 3 2146.1536 0.0015 75.68 K N 0

2206 ELLGSPLR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 30 442.7637 2 883.5128 0.0001 37.99 R Q 0

2207 ELLLSNPNSTPDFSVDDSEGVAETNEDF JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 64 1014.4516 3 3040.3330 0.0022 62.80 R - 0

2208 ELLNSLLQGGDTLLLELTK JW4120 ECK4155 yjeP predicted mechanosensitive channel 51 690.7286 3 2069.1640 0.0021 80.32 R L 0

2209 ELLPGFTAEADQLELLSR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 83 1001.5282 2 2001.0418 0.0000 68.29 R S 0

2210 ELLSIGIQPDILICR 57.021465@C:14 JW2751 ECK2774 pyrG CTP synthetase 15 870.4899 2 1738.9652 0.0002 67.86 K S 0

2211 ELLSQYDFPGDDTPIVR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 72 982.9846 2 1963.9546 0.0019 56.55 R G JW3943

2212 ELLTNDPFSSR JW0849 ECK0856 ybjP predicted lipoprotein 54 639.8199 2 1277.6252 0.0000 44.04 R T 0

2213 ELLTNDPFSSRTTLPDSAHVASASTIPNR JW0849 ECK0856 ybjP predicted lipoprotein 18 775.1435 4 3096.5449 -0.0026 48.26 R D 0

2214 ELLVGFGTQVR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 77 609.8457 2 1217.6768 0.0001 46.69 K S 0

2215 ELMPDVELMQK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 59 666.8305 2 1331.6464 0.0000 48.40 K T 0

2216 ELMTISK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 27 411.2256 2 820.4366 0.0002 28.52 R K 0

2217 ELMTISKK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 16 475.2724 2 948.5302 -0.0012 23.64 R A 0

2218 ELMVQHEER JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 67 585.7822 2 1169.5498 0.0000 22.31 K I 0

2219 ELNADDVVFSFDR JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 84 763.8599 2 1525.7052 0.0004 56.17 R Q 0

2220 ELNAIPAK JW5943 ECK3514 yhjK predicted diguanylate cyclase 25 428.2502 2 854.4858 -0.0003 26.41 R E 0

2221 ELNICTGCGPGAMEAPMK 57.021465@C:5,57.021465@C:8 JW2766 ECK2790 ygdH conserved protein 67 968.4255 2 1934.8364 0.0007 42.86 R G 0

2222 ELNSTQPFQLLETSPQFIYQAQSGLTGR JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 36 1051.8672 3 3152.5798 0.0019 70.62 K D 0

2223 ELNVYLR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 22 453.7557 2 905.4968 -0.0002 38.35 K T 0

2224 ELPAALAPMAK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 29 556.3127 2 1110.6108 0.0001 43.07 K G 0

2225 ELPLTESLALTIDR JW0738 ECK0744 gpmA phosphoglyceromutase 1 31 785.9383 2 1569.8620 0.0006 61.61 K V 0

2226 ELPVPVIGR JW3564 ECK3580 selA selenocysteine synthase 20 490.3005 2 978.5864 0.0003 44.74 R I 0

2227 ELQDTLEAAGDKLQANLLR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 39 700.0433 3 2097.1081 0.0013 60.99 R I 0

2228 ELQLVYNK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 29 503.7822 2 1005.5498 0.0003 34.78 K A 0

2229 ELQPVLK JW0934 ECK0942 pqiB paraquat-inducible protein B 32 413.7553 2 825.4960 0.0001 30.76 R T 0

2230 ELQTIPK JW4099 ECK4133 aspA aspartate ammonia-lyase 28 414.7449 2 827.4752 0.0001 24.69 K S 0
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2231 ELSAALNQQAQR JW4120 ECK4155 yjeP predicted mechanosensitive channel 82 664.8496 2 1327.6846 0.0002 27.67 R M 0

2232 ELSFLNSGVSIR JW5625 ECK3691 gyrB DNA gyrase, subunit B 15 661.3593 2 1320.7040 0.0003 52.30 R L 0

2233 ELSWLSFNER JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 46 640.8179 2 1279.6212 0.0016 55.85 K V 0

2234 ELTLLPLNIK JW5878 ECK2532 csiE stationary phase inducible protein 16 577.3634 2 1152.7122 0.0005 57.16 R H 0

2235 ELVAHALHR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 53 523.2983 2 1044.5820 -0.0008 23.05 K H 0

2236 ELVGEENFYTGIAHGEQER JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 88 1089.5092 2 2177.0038 0.0013 43.58 R L 0

2237 ELVGHQLALPR JW5943 ECK3514 yhjK predicted diguanylate cyclase 24 411.5751 3 1231.7035 -0.0002 35.62 K L 0

2238 ELVLGVVSHNFRPEFINR JW2573 ECK2590 clpB protein disaggregation chaperone 45 709.3887 3 2125.1443 0.0011 52.83 K I 0

2239 ELVSETLEMLQTCYQQLGK 57.021465@C:13 JW1272 ECK1275 yciM conserved protein 30 757.3735 3 2269.0987 0.0017 74.27 R T 0

2240 ELVTMPHHPYTQALIR JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 18 636.0053 3 1904.9941 0.0009 40.42 K A 0

2241 ELYEVER JW1913 ECK1927 yedD predicted protein 24 469.2351 2 936.4556 0.0005 27.22 R D 0

2242 ELYEVERDGNTIEYDGMTMER 15.994915@M:19 JW1913 ECK1927 yedD predicted protein 66 856.0406 3 2565.1000 0.0000 43.34 R V 0

2243 ELYLGAVVDR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 60 567.8113 2 1133.6080 -0.0001 43.80 K S 0

2244 EMEQTAFSAELTR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 55 756.8548 2 1511.6950 0.0025 41.50 K A 0

2245 EMFREDEPMPLTSGEFAVLK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 64 776.0413 3 2325.1021 0.0001 56.75 R A 0

2246 EMFTLFGPQFVR JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 44 736.3746 2 1470.7346 0.0016 62.95 K E 0

2247 EMGTGLVVTELMGQGVSAITGDYSR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 36 857.7526 3 2570.2360 0.0002 74.50 K G 0

2248 EMGTVELLTR 15.994915@M:2 JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 62 582.7998 2 1163.5850 -0.0005 36.89 R E 0

2249 EMIYVPGDLFSVNHLTAQNVPNLFAR 15.994915@M:2 JW4121 ECK4156 psd phosphatidylserine decarboxylase 47 987.8360 3 2960.4862 0.0007 66.40 R N 0

2250 EMKEELAAALMDSHQQK JW1264 ECK1266 sohB predicted inner membrane peptidase 49 653.6485 3 1957.9237 -0.0001 42.88 K Q 0

2251 EMLIADGIDPNELLNSLAAVK 15.994915@M:2 JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 87 1121.5861 2 2241.1576 0.0014 71.91 R S 0

2252 EMLLDAMENPEKYPQLTIR JW0886 ECK0894 pflB pyruvate formate lyase I 56 764.3861 3 2290.1365 0.0028 59.37 R V 0

2253 EMLPGIQLESPK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 36 671.3585 2 1340.7024 0.0014 46.95 R I 0

2254 EMLPLCYQEGVAVIPWSPLAR 57.021465@C:6 JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 32 1215.1214 2 2428.2282 -0.0001 69.39 R G 0

2255 EMLPVLEAVAK 15.994915@M:2 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 68 608.3362 2 1214.6578 -0.0002 45.76 R A 0

2256 EMNGSLGVLAQQLQNAK JW5655 ECK3541 yiaF conserved protein 88 900.9672 2 1799.9198 -0.0002 53.50 R L 0

2257 EMNIADYDAELWQAMEQEK JW2535 ECK2548 glyA serine hydroxymethyltransferase 25 1157.5048 2 2312.9950 0.0022 66.10 R V 0

2258 EMPFYENFYAGGSSTVR JW0172 ECK0176 yaeT conserved protein 105 977.9363 2 1953.8580 0.0014 53.44 K G 0

2259 EMPVNSIWEGSGNIMCLDVLR 57.021465@C:16 JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 102 1210.5749 2 2419.1352 0.0018 69.17 R V 0

2260 EMQEIVDSMTIETYK JW2019 ECK2028 wbbI conserved protein 98 908.9210 2 1815.8274 0.0004 54.17 K Q 0

2261 EMSRLGVPVVCTVIGEGGSGGALAIGVGDK 57.021465@C:11 JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 24 962.4993 3 2884.4761 -0.0028 76.32 R V 0

2262 EMTSPLSLVISAFAR 15.994915@M:2 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 14 819.4318 2 1636.8490 -0.0003 74.55 R V 0

2263 EMVDSMK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 23 420.1855 2 838.3564 -0.0001 19.82 R A 0

2264 EMVEANLR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 42 481.2428 2 960.4710 0.0012 26.93 K L 0

2265 EMVELDQ JW5448 ECK2805 ygdI predicted protein 64 432.1944 2 862.3742 0.0000 33.66 K - 0

2266 ENCIFLDNPHQAR 57.021465@C:3 JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 42 538.5877 3 1612.7413 -0.0003 32.72 K R 0

2267 ENDPTNSMNPGIGK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 60 737.3357 2 1472.6568 0.0004 27.81 R T 0

2268 ENDVFEHAGAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 43 622.7865 2 1243.5584 0.0003 24.88 R D 0

2269 ENEQQYIR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 37 540.2589 2 1078.5032 -0.0010 23.72 R E 0

2270 ENESLDNEITAALEVGYLLR JW5832 ECK1954 yedQ predicted diguanylate cyclase 81 1125.0698 2 2248.1250 0.0027 77.53 R L 0

2271 ENFEAMQGFHAGWR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 72 840.3727 2 1678.7308 -0.0002 45.18 R K 0

2272 ENISDAMTGLYNR JW5291 ECK1784 yeaJ predicted diguanylate cyclase 84 742.3459 2 1482.6772 0.0000 47.55 R K 0

2273 ENITNLDACITR 57.021465@C:9 JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 60 710.3488 2 1418.6830 0.0007 39.59 K L 0

2274 ENLEAIEFLR JW3395 ECK3418 glgB 1,4-alpha-glucan branching enzyme 62 617.3275 2 1232.6404 0.0003 54.26 R N 0

2275 ENLSDWDTDSDVLSLLDVVR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 111 1146.0561 2 2290.0976 0.0011 76.22 R N 0

2276 ENNFALPAVNCVGTDSINAVLETAAK 57.021465@C:11 JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 67 906.7858 3 2717.3356 0.0025 66.72 K V 0

2277 ENNIPYLGICLGMQVALIDYAR 57.021465@C:10 JW2751 ECK2774 pyrG CTP synthetase 13 841.7602 3 2522.2588 -0.0072 77.87 R H 0

2278 ENNYGLSITFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 58 657.3277 2 1312.6408 -0.0002 48.32 K D 0

2279 ENPGWQFSIPDTR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 41 773.8680 2 1545.7214 0.0003 50.49 R I 0

2280 ENPWTGVGIGAAIGVVLGVLLSRR JW3069 ECK3089 yqjD conserved protein 21 812.1365 3 2433.3877 0.0021 80.93 R - 0

2281 ENTHMLFGDAK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 44 631.7955 2 1261.5764 0.0004 31.08 K A 0

2282 ENTQEVHAIVPVPIASYLLNEK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 16 822.1086 3 2463.3040 0.0029 61.86 K R 0

2283 ENTQEVHAIVPVPIASYLLNEKR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 18 655.8582 4 2619.4037 0.0016 56.86 K S 0

2284 ENVIWFDLHEDEQSLK JW4177 ECK4214 ytfL predicted inner membrane protein 72 1001.4815 2 2000.9484 0.0005 55.10 R N 0

2285 ENVIWFDLHEDEQSLKNK JW4177 ECK4214 ytfL predicted inner membrane protein 57 748.7028 3 2243.0866 0.0008 50.43 R V 0

2286 ENVMQLFNVLLGDNHGLDIDTLDKDVAHDSR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 118 1165.2378 3 3492.6916 -0.0028 73.10 R S 0

2287 ENVTSIIGNGVVLSPAALMK JW4135 ECK4173 purA adenylosuccinate synthetase 41 1007.0556 2 2012.0966 -0.0010 63.14 R E 0

2288 EPAILAEISGIVSFGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 77 815.9567 2 1629.8988 0.0010 75.61 K E 0

2289 EPAILAEISGIVSFGKETK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 32 663.7017 3 1988.0833 0.0003 69.55 K G 0

2290 EPALLSGGVTVSGGHVYIGSEK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 37 719.7122 3 2156.1148 0.0034 49.51 K A 0

2291 EPANADAILGLTEVDIAAGDK JW5942 ECK3515 bcsC cellulose synthase subunit 49 1042.0316 2 2082.0486 0.0007 61.92 R A 0

2292 EPDYLDIPAFLR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 36 724.8749 2 1447.7352 0.0006 64.50 K K 0

2293 EPDYLDIPAFLRK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 46 526.2843 3 1575.8311 0.0014 58.95 K Q 0

2294 EPITINMNVK JW1377 ECK1379 ynbE predicted lipoprotein 27 579.8128 2 1157.6110 -0.0003 40.41 K I 0

2295 EPNITGLGGIFVPSSGIVSYR JW2635 ECK2654 ygaF predicted enzyme 57 1082.0783 2 2162.1420 0.0049 62.36 R D 0

2296 EQAAAQESANLSSK JW2667 ECK2692 alaS alanyl-tRNA synthetase 46 717.3464 2 1432.6782 -0.0012 12.37 K A 0

2297 EQAIVMNVQR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 38 594.3134 2 1186.6122 -0.0005 33.31 K Q 0

2298 EQANVALMFLTGR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 68 725.3800 2 1448.7454 0.0008 61.69 R D 0

2299 EQATQEVLMAAAVGK JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 89 773.4002 2 1544.7858 -0.0010 44.40 R L 0

2300 EQAVLMTYYR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 54 637.3156 2 1272.6166 -0.0005 40.50 R N 0

2301 EQDAPITADQLLAPCDGER 57.021465@C:15 JW3974 ECK4006 aceB malate synthase A 66 1049.9909 2 2097.9672 0.0036 47.16 R T 0

2302 EQEAAELKR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 16 537.2836 2 1072.5526 0.0015 39.68 R K 0

2303 EQGINSVFTQLSEQGIQVLSMR JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 62 1232.6295 2 2463.2444 0.0016 76.16 R N 0

2304 EQGLHFYAAGHHATER JW0700 ECK0699 ybgI conserved metal-binding protein 18 456.7195 4 1822.8489 -0.0012 25.08 R G 0

2305 EQGYVETLDGR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 25 633.8012 2 1265.5878 -0.0010 33.90 K R 0

2306 EQHVTIPAHQVNAEFFEEGK JW3841 ECK3863 glnA glutamine synthetase 23 578.2843 4 2309.1081 0.0005 40.72 K M 0

2307 EQIAVLK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 23 400.7475 2 799.4804 0.0001 30.92 K G 0

2308 EQIEEAAR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 47 473.2355 2 944.4564 0.0001 19.62 R M 0

2309 EQIFRPFYR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 15 628.3326 2 1254.6506 -0.0003 41.35 R T 0

2310 EQIIFPEIDYDKVDR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 61 940.4755 2 1878.9364 0.0001 50.78 R V 0

2311 EQIITLDLPK JW0903 ECK0911 ycbC conserved inner membrane protein 19 585.3427 2 1168.6708 0.0005 49.80 R D 0

2312 EQIITLDLPKDTEEEAAAVK JW0903 ECK0911 ycbC conserved inner membrane protein 39 738.3893 3 2212.1461 -0.0014 51.85 R Q 0

2313 EQLEIGVNLSGPVDMDLR JW4180 ECK4217 ytfN conserved protein 91 993.0042 2 1983.9938 0.0003 60.15 R A 0

2314 EQLGLSQQAVAER JW2500 ECK2512 yfgA conserved protein 104 714.8752 2 1427.7358 -0.0010 33.18 R L 0

2315 EQLLEVGDFLK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 57 645.8510 2 1289.6874 0.0008 59.86 R K 0

2316 EQLSALMDGETLDSELLNELAHNPEMQK JW2556 ECK2570 rseA anti-sigma factor 66 1052.5016 3 3154.4830 0.0032 68.89 K T 0

2317 EQLTEQLNCYLDLMR 15.994915@M:14,57.021465@C:9 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 104 971.4569 2 1940.8992 0.0021 56.30 R N 0

2318 EQPILLLDEPFSALDPALR JW0065 ECK0067 thiQ thiamin transporter subunit -!- ATP-binding component of ABC superfamily 49 1069.0815 2 2136.1484 0.0018 74.40 R Q 0

2319 EQQLLAEAR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 33 529.2849 2 1056.5552 -0.0010 28.19 R S 0

2320 EQQLPFFSLPGTLWR JW5487 ECK2973 glcE glycolate oxidase FAD binding subunit 53 909.9805 2 1817.9464 -0.0001 72.40 R I 0

2321 EQQNVSVPMPQLEQANQALVAK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 33 1211.6229 2 2421.2312 -0.0009 50.59 R T 0

2322 EQQQDVITR JW0886 ECK0894 pflB pyruvate formate lyase I 18 558.7860 2 1115.5574 0.0004 20.31 K T 0

2323 EQSQWLGSSNLLGEALR JW4120 ECK4155 yjeP predicted mechanosensitive channel 108 944.4812 2 1886.9478 -0.0007 58.10 R A 0

2324 EQTSGVQQQIR JW0945 ECK0953 helD DNA helicase IV 43 637.3280 2 1272.6414 -0.0008 21.39 R Q 0

2325 EQVAYYK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 13 450.7263 2 899.4380 -0.0008 23.30 R E 0

2326 EQVITDILDQYER JW0306 ECK0312 betT choline transporter of high affinity 97 811.4070 2 1620.7994 0.0000 58.65 K H 0

2327 EQVQASLENMAK JW2943 ECK2970 glcB malate synthase G 75 674.3325 2 1346.6504 0.0005 35.07 K V 0

2328 EQVQQALNAR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 73 578.8071 2 1155.5996 0.0001 25.54 K K 0

2329 EQVQSMGAEFLELDFKEEAGSGDGYAK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 73 979.1154 3 2934.3244 0.0016 60.30 K V 0

2330 EQWNDTR JW1575 ECK1578 ynfB predicted protein 13 474.7120 2 947.4094 -0.0003 17.78 K N 0

2331 ERAPELMIDGEMHGDAALVEAIRNDR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 52 727.8567 4 2907.3977 0.0011 53.19 R M 0

2332 EREETQIQLEQQSSFLR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 45 707.6912 3 2120.0518 0.0019 42.16 K S 0

2333 ERELPAFR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 32 339.8538 3 1016.5396 -0.0007 30.40 R L 0

2334 EREPNITGLGGIFVPSSGIVSYR JW2635 ECK2654 ygaF predicted enzyme 28 816.7678 3 2447.2816 0.0007 58.35 R D 0

2335 ERFTVLISPHVNK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 35 513.9593 3 1538.8561 -0.0008 36.10 K D 0

2336 ERIEGVEFFAVNTDAQALRK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 27 574.0539 4 2292.1865 0.0002 49.26 R T 0

2337 ERIQALESILDAEHPNWR JW1298 ECK1300 pspB transcriptional regulator of psp operon 65 726.3749 3 2176.1029 0.0003 52.79 R D 0

2338 ERLYIETMEK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 51 656.3339 2 1310.6532 -0.0007 33.67 R V 0

2339 ERMNPETNSIANR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 41 511.2477 3 1530.7213 0.0005 21.99 R Q 0

2340 ERNEEPEIEEEIDESEDETVDEERVER JW3351 ECK3375 damX predicted protein 60 834.1142 4 3332.4277 -0.0010 46.04 K R 0

2341 ERPDAVLPTMGGQTALNCALELER 57.021465@C:18 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 65 881.1077 3 2640.3013 0.0012 56.25 K Q 0

2342 ERPSSRPLPVR JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 16 431.9171 3 1292.7295 -0.0019 19.93 K E 0

2343 ERPTIASITFSGNK JW0172 ECK0176 yaeT conserved protein 59 760.9068 2 1519.7990 -0.0004 37.46 K S 0

2344 ERPWCSVGTAAAVGIFIGALLSMR 57.021465@C:5 JW2647 ECK2666 ygaM predicted protein 43 854.7829 3 2561.3269 0.0023 80.40 R K 0

2345 ERPWCSVGTAAAVGIFIGALLSMRKS 57.021465@C:5 JW2647 ECK2666 ygaM predicted protein 36 695.1211 4 2776.4553 0.0037 79.99 R - 0

2346 ERSPSFGEYYSHPR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 40 571.2659 3 1710.7759 0.0008 29.91 R L 0

2347 ERTELPIGAYQVSGEYAMIK JW0361 ECK0366 hemB porphobilinogen synthase 54 752.3845 3 2254.1317 0.0013 50.02 R F 0

2348 ERVHSAATIAGIAFANAFLGVCHSMAHK 57.021465@C:22 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 40 742.3775 4 2965.4809 0.0006 59.85 R L 0

2349 ESADGSTGRIPGFMLWGAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 74 669.9949 3 2006.9629 -0.0003 54.93 K V 0

2350 ESALQEHIASVR JW3809 ECK3826 rmuC predicted recombination limiting protein 68 670.3515 2 1338.6884 -0.0007 31.15 R N 0

2351 ESANAIQLR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 21 501.2725 2 1000.5304 0.0003 27.40 R R 0

2352 ESAPAAAAPAAQPALAAR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 32 817.4368 2 1632.8590 0.0008 29.76 K S 0

2353 ESAPACHQTGHNSGVIHAGVYYTPGSLK 57.021465@C:6 JW2635 ECK2654 ygaF predicted enzyme 18 735.3527 4 2937.3817 -0.0012 32.95 K A 0

2354 ESAQVFDTK JW4215 ECK4251 valS valyl-tRNA synthetase 29 512.7507 2 1023.4868 -0.0005 23.47 R G 0
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2355 ESCGWCTPCR 57.021465@C:3,57.021465@C:6,57.021465@C:9 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 48 656.7468 2 1311.4790 -0.0004 29.44 R D 0

2356 ESDLALMTNAGTEIGVASTK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 111 1004.5001 2 2006.9856 0.0026 52.38 R A 0

2357 ESFHLMVLDLMLPGEDGLSICR 57.021465@C:21 JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 61 844.7482 3 2531.2228 0.0006 74.44 R R 0

2358 ESFSNMR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 25 435.6924 2 869.3702 0.0002 23.65 R R 0

2359 ESGGTEVVVTFIPEK JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 74 796.4141 2 1590.8136 -0.0005 48.43 R T 0

2360 ESGGTEVVVTFIPEKTFTDVQGDTHE JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 61 941.4513 3 2821.3321 0.0027 56.65 R - 0

2361 ESGGTGLGLAIVETAIQQHR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 19 679.6962 3 2036.0668 0.0018 58.64 R G 0

2362 ESGMTLLPEEK JW0513 ECK0517 lpxH UDP-2,3-diacylglucosamine pyrophosphatase 39 617.3054 2 1232.5962 0.0005 38.68 R V 0

2363 ESIDPIEAVRPAWLTPTVNNIAADLMVR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 113 1031.2136 3 3090.6190 0.0018 73.26 R I 0

2364 ESIEEAVSEVVNALK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 102 808.9226 2 1615.8306 0.0002 79.89 R R 0

2365 ESIEEAVSEVVNALKR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 36 886.9734 2 1771.9322 0.0008 74.35 R L 0

2366 ESLEEQTMNMAK JW2773 ECK2797 fucI L-fucose isomerase 63 705.8157 2 1409.6168 0.0003 41.03 R A 0

2367 ESLMVLR JW1272 ECK1275 yciM conserved protein 34 424.2388 2 846.4630 -0.0003 37.54 K D 0

2368 ESLPQMLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 22 487.2602 2 972.5058 -0.0004 38.74 K G 0

2369 ESLWQELADITDKTQLEWR JW0638 ECK0636 ybeL conserved protein 40 787.7293 3 2360.1661 0.0013 75.88 K E 0

2370 ESPDYWLEYGNPWEFKR JW3391 ECK3414 glgP glycogen phosphorylase 35 739.3415 3 2215.0027 0.0017 60.47 K H 0

2371 ESPYVNLIVTR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 25 645.8557 2 1289.6968 -0.0011 45.35 K E 0

2372 ESQQLDAYLQALR JW4120 ECK4155 yjeP predicted mechanosensitive channel 34 767.8963 2 1533.7780 -0.0006 53.47 K N 0

2373 ESTAYHEAGHAIIGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 68 806.3965 2 1610.7784 -0.0017 26.26 K L 0

2374 ESTTLYNFLGSHNPYWR JW1278 ECK1280 gmr modulator of Rnase II stability 22 695.6662 3 2083.9768 0.0014 59.32 R L 0

2375 ESTVSDIVDSR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 83 604.2932 2 1206.5718 -0.0009 35.75 K R 0

2376 ESVGFLVTIK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 67 546.8189 2 1091.6232 0.0005 50.31 R E 0

2377 ESVLPGGAIEGDRDDYAAR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 32 664.3195 3 1989.9367 -0.0025 37.01 K L 0

2378 ESWQDLPQNK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 45 622.7981 2 1243.5816 -0.0016 32.45 K L 0

2379 ESYGYNGDYFLVYPIK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 60 964.4603 2 1926.9060 0.0020 58.53 R V 0

2380 ESYKVPYGAVLAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 49 712.8924 2 1423.7702 -0.0009 39.16 K G 0

2381 ETAAIFDLYSHLLSDTR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 53 976.4924 2 1950.9702 0.0015 68.95 K L 0

2382 ETATTAPVQTASPAQTTATPAAGAK JW3351 ECK3375 damX predicted protein 85 1171.5961 2 2341.1776 0.0016 27.36 K T 0

2383 ETCHEVLKELGTK 57.021465@C:3 JW0710 ECK0709 gltA citrate synthase 33 515.2642 3 1542.7708 -0.0003 29.23 R D 0

2384 ETDIVTLPIQHDSAAELAQPLDVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 44 868.4573 3 2602.3501 0.0011 57.50 K D 0

2385 ETDLVTIGNDAWATGNPVFK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 103 1074.5346 2 2147.0546 0.0011 60.14 K G 0

2386 ETEPEMQDINAFQMR JW5637 ECK3654 yicN conserved protein 31 919.9058 2 1837.7970 -0.0004 49.90 R Y 0

2387 ETGQSFLDNILSR JW3465 ECK3483 prlC oligopeptidase A 16 740.3758 2 1478.7370 0.0005 57.91 R G 0

2388 ETHNLMVGGTADNGFGTALLYSGTR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 32 861.4152 3 2581.2238 0.0006 54.72 K G 0

2389 ETHSPLQVIFQGSLLESGGRPVTR JW2504 ECK2516 yfhM conserved protein 69 652.8518 4 2607.3781 0.0012 56.92 K R 0

2390 ETIDEGLWDTLSAR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 71 803.3908 2 1604.7670 -0.0011 58.46 K L 0

2391 ETITHHFFVSGIGQK JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 89 850.9409 2 1699.8672 -0.0010 38.53 K K 0

2392 ETITHHFFVSGIGQKK JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 46 610.3279 3 1827.9619 -0.0013 34.47 K T 0

2393 ETLEQMEIQNVELDLAK JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 21 1002.0019 2 2001.9892 -0.0035 64.05 R K 0

2394 ETLGDVTHR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 33 514.2620 2 1026.5094 0.0000 24.52 K I 0

2395 ETLGSYEK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 37 463.7270 2 925.4394 0.0002 23.21 R K 0

2396 ETLLTMAER JW0088 ECK0091 murG N-acetylglucosaminyl transferase 41 532.2766 2 1062.5386 0.0008 40.13 R A 0

2397 ETLYESLLSAMYR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 73 788.3905 2 1574.7664 0.0014 69.80 R F 0

2398 ETLYSFDQLK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 26 622.3141 2 1242.6136 0.0005 45.71 K T 0

2399 ETNYEPQLFLGFATDYR JW3794 ECK3815 pldA outer membrane phospholipase A 77 1032.4896 2 2062.9646 0.0010 63.50 R F 0

2400 ETPDLLNFEK JW5905 ECK1406 hrpA ATP-dependent helicase 68 603.3063 2 1204.5980 0.0005 47.82 R S 0

2401 ETPYEPMPENVEEIVAQAK JW0590 ECK0591 cstA carbon starvation protein 91 1087.5204 2 2173.0262 0.0014 56.15 K G 0

2402 ETPYEPMPENVEEIVAQAKGAH JW0590 ECK0591 cstA carbon starvation protein 17 813.7217 3 2438.1433 0.0010 54.78 K - 0

2403 ETPYVPIPEGGVK JW5791 ECK4344 yjiY predicted inner membrane protein 30 693.3695 2 1384.7244 0.0006 41.01 K I 0

2404 ETQIANMR JW2660 ECK2679 emrA multidrug efflux system 55 481.7396 2 961.4646 -0.0005 21.25 K I 0

2405 ETQQMPEVGQR JW2185 ECK2189 ccmE periplasmic heme chaperone 37 651.8087 2 1301.6028 -0.0006 25.73 R L 0

2406 ETSAADVPLAIDHFR JW3561 ECK3577 aldB aldehyde dehydrogenase B 89 821.4148 2 1640.8150 -0.0008 44.87 R Y 0

2407 ETSGVIR JW0120 ECK0123 gcd glucose dehydrogenase 32 381.2112 2 760.4078 0.0000 18.63 R G 0

2408 ETTFNELMNQQA JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 27 713.3207 2 1424.6268 0.0027 49.80 K - 0

2409 ETTSATGKPVLR JW1427 ECK1424 ydcL predicted lipoprotein 45 630.3514 2 1258.6882 0.0001 19.36 K W 0

2410 ETVDFYDLK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 34 565.2742 2 1128.5338 0.0000 44.29 K G 0

2411 ETVDFYDLKGDLESVLDLTGK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 16 1179.0925 2 2356.1704 0.0019 77.92 K L 0

2412 ETVLNLLALR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 75 571.3509 2 1140.6872 0.0006 60.39 K F 0

2413 ETVPDPFFDAADDVVLVDLPPDDLR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 46 1385.6770 2 2769.3394 0.0009 73.95 R Q 0

2414 ETVSADVSQFVAGLDQLVSGFDR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 70 814.0725 3 2439.1957 0.0039 80.86 R T 0

2415 ETWDLFGITFDGHPNLR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 77 1009.4924 2 2016.9702 0.0008 66.37 R R 0

2416 ETWDLFGITFDGHPNLRR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 80 725.3643 3 2173.0711 0.0006 61.13 R I 0

2417 EVAIANPMALPFVSK 15.994915@M:8 JW0120 ECK0123 gcd glucose dehydrogenase 13 801.9315 2 1601.8484 -0.0002 50.59 R L 0

2418 EVAQAAIALIDQPK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 60 733.9142 2 1465.8138 -0.0002 49.78 R T 0

2419 EVASKANDAAGDGTTTATVLAQAIITEGLK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 45 972.8438 3 2915.5096 0.0007 64.04 K A 0

2420 EVASLCDGDTFSGEQLNLMLQQR 57.021465@C:6 JW0938 ECK0946 ycbZ predicted peptidase 115 1306.1096 2 2610.2046 -0.0007 58.95 K E 0

2421 EVASLTEDSLIEMMVGR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 41 940.4618 2 1878.9090 0.0023 70.06 R K 0

2422 EVAVFPAGVADK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 31 601.8251 2 1201.6356 0.0013 41.35 R Y 0

2423 EVAVFPAGVADKYWPTVK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 76 989.0281 2 1976.0416 0.0009 54.67 R R 0

2424 EVDFFSIGTNDLTQYTLAVDR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 21 1202.5867 2 2403.1588 -0.0006 71.86 K G 0

2425 EVDIIVTTALIPGKPAPK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 78 931.5536 2 1861.0926 0.0003 49.70 K L 0

2426 EVDWTQLDHVIDAVVAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 60 969.5025 2 1936.9904 0.0010 69.28 R I 0

2427 EVEATLMELR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 46 595.8078 2 1189.6010 -0.0002 45.80 K A 0

2428 EVEQALESAVNNAPIWFATPPAER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 35 880.4417 3 2638.3033 0.0005 69.28 R A 0

2429 EVFGPVLHVVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 22 417.9117 3 1250.7133 -0.0003 43.70 K Y 0

2430 EVFGPVVSVTPFDNEEQVVNWANDSQYGLASSVWTK JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 16 1333.6417 3 3997.9033 0.0022 75.19 K D 0

2431 EVFLGAGGK JW0464 ECK0469 hemH ferrochelatase 22 439.2424 2 876.4702 -0.0003 31.15 R K 0

2432 EVGMDWMSQDLAAR JW1315 ECK1318 ycjF conserved inner membrane protein 76 804.8607 2 1607.7068 -0.0004 52.64 R L 0

2433 EVIELSEQNAAQMR JW5897 ECK0819 yliA fused predicted peptide transport subunits -!- ATP-binding components of ABC superfamily 86 809.3984 2 1616.7822 -0.0005 40.65 R H 0

2434 EVIPFGASLR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 16 544.8081 2 1087.6016 -0.0010 45.68 R Y 0

2435 EVIPPYYSVK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 18 597.8246 2 1193.6346 0.0015 38.96 K E 0

2436 EVIYVDSPSK JW2553 ECK2567 lepA GTP binding membrane protein 47 568.7958 2 1135.5770 0.0009 30.95 R L 0

2437 EVIYVDSPSKLPAVNNIYELR JW2553 ECK2567 lepA GTP binding membrane protein 84 807.1007 3 2418.2803 0.0010 53.71 R E 0

2438 EVLESRLPGILELSR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 28 570.9967 3 1709.9683 0.0006 53.13 K T 0

2439 EVLIFGGQEVETK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 53 724.8851 2 1447.7556 -0.0002 45.55 K R 0

2440 EVLIFGGQEVETKR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 22 535.6267 3 1603.8583 0.0014 40.02 K F 0

2441 EVLNRIPGVSAPENNGTGSHDLAMNFGIR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 97 1022.5119 3 3064.5139 -0.0010 51.24 R G 0

2442 EVLQQFDDQSR JW1175 ECK1174 nhaB sodium:proton antiporter 61 682.8258 2 1363.6370 0.0002 33.86 R H 0

2443 EVLTTNVTPTTGLTPYAR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 95 967.5154 2 1933.0162 0.0005 45.02 R T 0

2444 EVMNHITANYLPLVVR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 35 623.6732 3 1867.9978 0.0000 51.80 R K 0

2445 EVNTGTNLPAQIDLYAVDGDEYK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 54 1263.1064 2 2524.1982 0.0014 57.33 K F JW4083

2446 EVNVPDIGGDEVEVTEVMVK 15.994915@M:18 JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 72 1087.5302 2 2173.0458 -0.0003 50.09 K V 0

2447 EVPAAIQK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 31 428.2505 2 854.4864 0.0003 21.89 R A 0

2448 EVPADAYYGVHTLR JW4099 ECK4133 aspA aspartate ammonia-lyase 66 795.8987 2 1589.7828 -0.0010 37.84 R A 0

2449 EVPGVQLTNEGDNR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 78 764.3732 2 1526.7318 -0.0006 33.26 K K 0

2450 EVRPDAIICTGR 57.021465@C:9 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 38 462.9100 3 1385.7082 -0.0004 34.01 K S 0

2451 EVSSLLTDADYR JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 37 684.8353 2 1367.6560 -0.0008 42.26 K S 0

2452 EVTTTPLAADDWK JW4135 ECK4173 purA adenylosuccinate synthetase 58 723.8597 2 1445.7048 0.0011 43.34 R G 0

2453 EVVDFCHR 57.021465@C:6 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 42 531.2450 2 1060.4754 -0.0006 26.87 K F 0

2454 EVVEEAYAADPEMIASAACDIQAVR 57.021465@C:19 JW3582 ECK3597 cysE serine acetyltransferase 18 903.4230 3 2707.2472 0.0002 60.65 R T 0

2455 EVVEQEYR JW3985 ECK4017 pgi glucosephosphate isomerase 39 526.2559 2 1050.4972 -0.0010 20.79 R D 0

2456 EVVIAGPK JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 22 406.7473 2 811.4800 -0.0003 27.06 K D 0

2457 EVVLGMAHR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 58 506.2735 2 1010.5324 -0.0006 27.20 R G 0

2458 EVVLPFNKFPGVDPLLGPEMR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 30 785.4251 3 2353.2535 0.0030 66.40 K S 0

2459 EVVSLYAHLVQPVLDAQAR JW1315 ECK1318 ycjF conserved inner membrane protein 87 1054.5786 2 2107.1426 0.0001 58.32 R R 0

2460 EVVYTDWEQVANFAR JW3827 ECK3842 hemG protoporphyrin oxidase, flavoprotein 86 913.9398 2 1825.8650 0.0015 59.13 K E 0

2461 EWANDLDQLINLEK JW5689 ECK3404 malP maltodextrin phosphorylase 60 850.9273 2 1699.8400 -0.0017 63.88 K F 0

2462 EWDALDMSLLPNEITKEK JW3365 ECK3389 yhgE predicted inner membrane protein 18 711.3585 3 2131.0537 0.0031 60.62 K L 0

2463 EWGTALPK JW1823 ECK1833 yebT conserved protein 18 451.2425 2 900.4704 0.0000 34.19 R - 0

2464 EWLETTGAYDRR JW3071 ECK3091 yqjK conserved protein 26 748.8611 2 1495.7076 0.0022 34.77 R W 0

2465 EWLNADELR JW2635 ECK2654 ygaF predicted enzyme 45 573.2832 2 1144.5518 0.0006 43.37 R E 0

2466 EWQSGTFVAPTLIELDDFAELQK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 79 1319.1583 2 2636.3020 0.0010 73.50 R E 0

2467 EWYFANNYIYDMGR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 72 921.4018 2 1840.7890 0.0011 61.09 K N 0

2468 EYAATQVDGQR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 55 619.2937 2 1236.5728 -0.0006 20.31 R K 0

2469 EYADHIWHIDPVRL JW3391 ECK3414 glgP glycogen phosphorylase 30 588.6342 3 1762.8808 0.0017 52.04 K - 0

2470 EYASFTQEQVDK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 79 722.8333 2 1443.6520 0.0003 33.19 R I 0

2471 EYASFTQEQVDKIFR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 91 930.9598 2 1859.9050 -0.0004 51.97 R A 0

2472 EYAVQQNINILR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 71 730.8961 2 1459.7776 -0.0007 43.53 R N 0

2473 EYDLDLITTAPTVVYEVETTSR JW2553 ECK2567 lepA GTP binding membrane protein 70 839.0874 3 2514.2404 0.0025 69.94 R E 0

2474 EYDTNVLKPFQEVLNDPAPK JW3927 ECK3946 yijP conserved inner membrane protein 61 773.0622 3 2316.1648 0.0009 58.92 R K 0

2475 EYEKPLNVYGYSK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 16 530.6001 3 1588.7785 0.0012 33.21 R F 0

2476 EYFPANYSAHGRPNIK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 42 621.9763 3 1862.9071 0.0006 30.83 R D 0

2477 EYLGELFSR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 33 557.2826 2 1112.5506 0.0005 49.25 R G 0

2478 EYLIMTTPYFVPSDDLLHAICTAAQR 57.021465@C:21 JW1241 ECK1243 cls cardiolipin synthase 1 46 1009.1653 3 3024.4741 0.0015 73.03 R G 0
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2479 EYLPASYHEGSK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 25 690.8250 2 1379.6354 -0.0002 27.64 K N 0

2480 EYLPASYHEGSKNPVAR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 76 959.4762 2 1916.9378 -0.0001 27.99 K E 0

2481 EYLQTGDAVDSWK JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 58 756.3546 2 1510.6946 0.0006 43.54 R V 0

2482 EYSPLAVK JW4099 ECK4133 aspA aspartate ammonia-lyase 27 453.7501 2 905.4856 -0.0002 32.48 K K 0

2483 EYTLASLR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 34 476.7585 2 951.5024 0.0000 37.96 R N 0

2484 EYTLSGSYTF JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 66 584.2641 2 1166.5136 0.0004 51.80 R - 0

2485 EYVLIDTAGVR JW5403 ECK2507 der predicted GTP-binding protein 44 618.3366 2 1234.6586 0.0029 42.74 R K 0

2486 EYWTEYFQIMK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 50 769.3559 2 1536.6972 0.0013 64.36 K R 0

2487 EYYEKDEELHQVLTQIGSGVFSPEDPGR JW3391 ECK3414 glgP glycogen phosphorylase 49 1074.8467 3 3221.5183 0.0028 60.62 R Y 0

2488 FAAAGAAIR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 62 424.2416 2 846.4686 -0.0026 25.58 R Y 0

2489 FAAENKNTYGALASLELAQQFVDKNELEK JW2497 ECK2509 yfgM conserved protein 52 811.1656 4 3240.6333 0.0030 61.03 K A 0

2490 FAALAGAIDEEKVVLESLGSIK JW0361 ECK0366 hemB porphobilinogen synthase 26 754.0867 3 2259.2383 0.0020 70.87 K R 0

2491 FAALEAAGVK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 35 488.7770 2 975.5394 0.0005 37.49 K T 0

2492 FAALTAQNFISDLLVK JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 53 875.9910 2 1749.9674 0.0009 72.01 R H 0

2493 FAAQAVMGSAK JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 98 540.7782 2 1079.5418 -0.0014 30.42 K M 0

2494 FADFNAGWYASR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 81 702.8202 2 1403.6258 0.0000 48.83 R N 0

2495 FADGAWHLGTR JW1376 ECK1378 ydbH predicted protein 34 410.8721 3 1229.5945 0.0002 39.10 R G 0

2496 FADIVNANINALLEKAEDPQK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 68 771.7417 3 2312.2033 0.0020 65.64 R L 0

2497 FADVACAGPLLAAELDALGK 57.021465@C:6 JW2893 ECK2922 pgk phosphoglycerate kinase 76 1001.5202 2 2001.0258 0.0018 70.80 K A 0

2498 FAEADAHYHSAPPSR JW1001 ECK1006 putP proline:sodium symporter 59 552.5897 3 1654.7473 -0.0016 22.35 R L 0

2499 FAEADAHYHSAPPSRLQES JW1001 ECK1006 putP proline:sodium symporter 70 704.9962 3 2111.9668 0.0007 27.33 R - 0

2500 FAENAYFIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 53 551.7821 2 1101.5496 0.0002 41.77 R Q 0

2501 FAGDDLPSNPVACALAIADK 57.021465@C:13 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 49 1023.0048 2 2043.9950 0.0016 65.58 R M 0

2502 FAGDLGQLVAGQIMQSPAGQTQQGQALAATANGIDSNTK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 15 1286.6420 3 3856.9042 0.0027 70.31 R I 0

2503 FAGEQLVK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 58 446.2507 2 890.4868 0.0006 31.31 R G 0

2504 FAGKPMYR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 45 485.2523 2 968.4900 -0.0002 22.32 K T 0

2505 FAGWTLR JW3794 ECK3815 pldA outer membrane phospholipase A 37 425.7318 2 849.4490 -0.0007 43.48 R D 0

2506 FAIADSGLSVSELVSVAWASASTFR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 60 857.7748 3 2570.3026 0.0009 80.43 K G 0

2507 FAIQIPYALGIIATR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 102 823.9857 2 1645.9568 0.0014 70.07 K S 0

2508 FALESISK JW0474 ECK0479 ybaS predicted glutaminase 13 447.7502 2 893.4858 0.0000 38.02 R V 0

2509 FANSLFVNNWDNR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 75 798.8812 2 1595.7478 -0.0002 51.78 R T 0

2510 FAPLNSWPDNVSLDK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 78 851.9255 2 1701.8364 0.0002 53.11 R A 0

2511 FAPLNSWPDNVSLDKAR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 15 643.9989 3 1928.9749 0.0004 48.64 R R 0

2512 FAQAIHAK JW3975 ECK4007 aceA isocitrate lyase 50 443.2503 2 884.4860 -0.0007 19.51 R Y 0

2513 FAQAIHAKYPGK JW3975 ECK4007 aceA isocitrate lyase 38 665.8665 2 1329.7184 -0.0008 24.74 R L 0

2514 FATGDIDHTLLTGVDFMR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 25 670.3318 3 2007.9736 0.0011 61.04 K M 0

2515 FATHGGYLLQGK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 64 646.3437 2 1290.6728 0.0007 32.04 R E 0

2516 FATITAYDYSFAK JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 101 749.3669 2 1496.7192 0.0005 50.28 R L 0

2517 FATLSFDVQK JW0907 ECK0915 mukB fused chromosome partitioning proteins 20 578.3060 2 1154.5974 0.0003 45.08 R T 0

2518 FATSDLNDLYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 57 657.8197 2 1313.6248 -0.0003 44.49 R R 0

2519 FATSDLNDLYRR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 35 490.9160 3 1469.7262 -0.0001 40.83 R V 0

2520 FAVGNVSHQPYFGAEYIYSDAWTER JW1490 ECK1489 yddB predicted porin protein 56 969.7845 3 2906.3317 0.0016 58.44 K H 0

2521 FAVQSYAALVLAR JW2504 ECK2516 yfhM conserved protein 86 704.9014 2 1407.7882 0.0008 57.32 K Q 0

2522 FAYGIKDPIYQK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 59 481.5941 3 1441.7605 0.0000 39.65 K T 0

2523 FAYNINNNGHMLR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 73 782.3776 2 1562.7406 -0.0005 37.06 K I 0

2524 FCGAEGLNNVITLSTFR 57.021465@C:2 JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 48 949.9748 2 1897.9350 -0.0005 59.62 R N 0

2525 FCLPNSR 57.021465@C:2 JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 21 447.2187 2 892.4228 0.0003 32.18 R V 0

2526 FCSTAQQGFNR 57.021465@C:2 JW2501 ECK2513 yfgB predicted enzyme 73 658.2953 2 1314.5760 -0.0014 25.26 K N 0

2527 FDCALGSHAMMR 57.021465@C:3 JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 26 465.8702 3 1394.5888 -0.0004 34.39 R R 0

2528 FDDIAQK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 49 418.7109 2 835.4072 -0.0003 21.05 K V 0

2529 FDDIDLLR JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 40 503.7642 2 1005.5138 0.0008 48.15 R L 0

2530 FDEHFVLDILVDDGHVR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 30 676.0061 3 2024.9965 0.0008 66.54 R G 0

2531 FDEQGFVQIQGR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 67 712.3512 2 1422.6878 -0.0014 42.77 R A 0

2532 FDFPDRDDENWLCHSLYLPESESMTR 57.021465@C:13 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 42 1087.1412 3 3258.4018 -0.0006 61.46 R R 0

2533 FDFSHNEAMKPEEIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 42 617.2891 3 1848.8455 -0.0009 37.43 R A 0

2534 FDGFVHSIGFAPGDQLDGDYVNAVTR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 64 933.1125 3 2796.3157 0.0012 59.27 K E 0

2535 FDGNACVLLNNNSEQPIGTR 57.021465@C:6 JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 69 1110.0289 2 2218.0432 -0.0005 45.89 R I 0

2536 FDGTVEVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 63 447.7319 2 893.4492 -0.0003 26.88 R D 0

2537 FDGVLASELADPQLYK JW2101 ECK2107 metG methionyl-tRNA synthetase 66 883.4540 2 1764.8934 0.0001 56.29 R T 0

2538 FDHHSIVGNNWSPALNISQGLGDDFTLK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 102 1028.1719 3 3081.4939 -0.0006 59.64 R M 0

2539 FDHRFER JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 18 503.7463 2 1005.4780 0.0000 20.84 R G 0

2540 FDISVTPQLAAK JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 50 645.3581 2 1288.7016 -0.0011 47.23 K A 0

2541 FDLAMLKPFMPETTQASGIFTGK JW4180 ECK4217 ytfN conserved protein 71 844.0956 3 2529.2650 0.0002 69.11 R A 0

2542 FDLEMLK JW3479 ECK3495 hdeD acid-resistance membrane protein 43 448.2331 2 894.4516 -0.0005 49.24 K K 0

2543 FDLEMLKK JW3479 ECK3495 hdeD acid-resistance membrane protein 22 512.2812 2 1022.5478 0.0007 43.36 K H 0

2544 FDLNPAR JW2504 ECK2516 yfhM conserved protein 31 416.7192 2 831.4238 0.0000 32.01 R N 0

2545 FDLVLVAAR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 63 502.3006 2 1002.5866 0.0004 52.48 R R 0

2546 FDMEIEEDLVEEVAR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 83 912.4222 2 1822.8298 0.0003 68.94 R V 0

2547 FDMSEYMER JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 46 604.2407 2 1206.4668 -0.0016 45.22 R H 0

2548 FDPEFEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 14 456.2102 2 910.4058 -0.0013 33.09 R I 0

2549 FDPSSGCLPK 57.021465@C:7 JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 22 554.2605 2 1106.5064 -0.0002 33.22 K S 0

2550 FDSQQTFTR JW4359 ECK4388 rob DNA-binding transcriptional activator 19 565.2668 2 1128.5190 -0.0010 27.04 R A 0

2551 FDSTDTQLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 33 541.7593 2 1081.5040 0.0000 26.48 R A 0

2552 FDTIADNENLNISSK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 56 840.9074 2 1679.8002 0.0000 41.56 K G 0

2553 FDVHTNAEQNLFEPIVR JW5625 ECK3691 gyrB DNA gyrase, subunit B 21 677.0102 3 2028.0088 0.0024 51.08 K V 0

2554 FDVSVEAELGQLGGQEDDVQVNEADALYTNPAQAR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 22 1250.2574 3 3747.7504 0.0004 65.87 R E 0

2555 FEELNSTEYQK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 63 694.3225 2 1386.6304 0.0001 30.46 R R 0

2556 FEFGPGVR JW1711 ECK1720 ydiY conserved protein 28 454.7348 2 907.4550 -0.0002 38.09 R Y 0

2557 FEGNDTSKDAVLR JW0172 ECK0176 yaeT conserved protein 13 484.5757 3 1450.7053 0.0000 25.60 R R 0

2558 FEGNDTSKDAVLRR JW0172 ECK0176 yaeT conserved protein 32 536.6100 3 1606.8082 0.0018 23.16 R E 0

2559 FEGTALLR JW4218 ECK4254 yjgP conserved inner membrane protein 21 453.7558 2 905.4970 -0.0001 37.98 R D 0

2560 FEIYQLIAELAK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 70 719.4037 2 1436.7928 0.0013 76.89 K K 0

2561 FELKPTLEK JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 29 368.8814 3 1103.6224 -0.0003 33.41 R V 0

2562 FENFDINVLR JW2766 ECK2790 ygdH conserved protein 67 633.8277 2 1265.6408 0.0004 54.29 R R 0

2563 FEPCGLTQLYGLK 57.021465@C:4 JW3392 ECK3415 glgA glycogen synthase 78 763.3897 2 1524.7648 0.0003 53.02 R Y 0

2564 FEPLNATANQDYQR JW0628 ECK0626 rlpA minor lipoprotein 37 833.8954 2 1665.7762 0.0015 35.72 R D 0

2565 FEQGHPVALNGK JW3140 ECK3161 argG argininosuccinate synthetase 25 432.8949 3 1295.6629 0.0007 24.99 R T 0

2566 FESEVYILSK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 30 607.8191 2 1213.6236 0.0007 44.57 K D JW3943

2567 FESEVYILSKDEGGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 86 864.9257 2 1727.8368 0.0003 40.21 K H JW3943

2568 FETDKWDVMDADVR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 16 576.2623 3 1725.7651 -0.0016 47.48 R F 0

2569 FEVEKDTIGDIIILPR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 40 620.0156 3 1857.0250 0.0002 56.92 K E 0

2570 FEVEKDTIGDIIILPREQAVLMTYYR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 15 1038.2155 3 3111.6247 -0.0066 69.85 K N 0

2571 FEVGEGIEKVETDFAAEVAAMSK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 44 819.7337 3 2456.1793 0.0012 74.12 R Q 0

2572 FEVGTKPVTQTPQAAVTSNVAAPAQVAQTQPQR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 64 1140.9348 3 3419.7826 0.0028 40.08 R A 0

2573 FEVPNPNGLLR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 33 628.3419 2 1254.6692 -0.0029 49.31 R L 0

2574 FEVVDIDNYR JW4177 ECK4214 ytfL predicted inner membrane protein 35 635.3095 2 1268.6044 0.0008 46.90 K I 0

2575 FFAGAAR JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 49 370.1975 2 738.3804 -0.0009 25.45 R C 0

2576 FFAGGDR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 14 385.1853 2 768.3560 0.0005 23.93 R S 0

2577 FFDDLTR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 38 457.2244 2 912.4342 0.0002 40.77 K - 0

2578 FFETQSSK JW1596 ECK1599 ydgH predicted protein 24 487.2346 2 972.4546 -0.0006 24.05 R G 0

2579 FFETVNPLK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 43 547.7980 2 1093.5814 0.0007 45.39 R V 0

2580 FFETVTPIKPDATFVTQR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 62 1049.0543 2 2096.0940 -0.0002 50.68 R V 0

2581 FFGDDLPDQPAQPFEGLGSGVIINASK JW3203 ECK3223 degQ serine endoprotease, periplasmic 28 1410.1977 2 2818.3808 -0.0006 65.08 K G 0

2582 FFINPTGR JW2909 ECK2937 metK methionine adenosyltransferase 1 29 476.2568 2 950.4990 0.0016 41.18 K F 0

2583 FFLNTILGMGGFIDVAGMANPK JW2343 ECK2340 vacJ predicted lipoprotein 44 1157.0940 2 2312.1734 0.0037 80.04 R L 0

2584 FFQVYDPAYYDSK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 57 821.8750 2 1641.7354 0.0003 50.20 R T 0

2585 FFSQPLLLGK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 18 575.3377 2 1148.6608 0.0015 51.05 R N 0

2586 FFTGQITAAGK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 64 570.8061 2 1139.5976 0.0001 36.12 R V 0

2587 FFTVSDAR JW4028 ECK4060 actP acetate transporter 58 471.7374 2 941.4602 -0.0005 34.60 R E 0

2588 FFTVSDAREARK JW4028 ECK4060 actP acetate transporter 14 713.8772 2 1425.7398 0.0033 49.06 R S 0

2589 FFVASDVHPQTLDVVR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 50 610.6562 3 1828.9468 -0.0005 47.47 R T 0

2590 FFWQQTGQDR JW1200 ECK1197 lolB chaperone for lipoproteins 32 656.8073 2 1311.6000 0.0003 44.04 R Y 0

2591 FGADGIVVSNHGGR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 25 462.5689 3 1384.6849 0.0000 31.85 R Q 0

2592 FGAEVLR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 48 396.2233 2 790.4320 -0.0017 32.60 R A 0

2593 FGAIAGCMVTEGVVK 57.021465@C:7 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 34 769.8867 2 1537.7588 -0.0044 45.46 K R 0

2594 FGALADLYIFK JW2132 ECK2137 sanA predicted protein 20 629.3477 2 1256.6808 0.0004 63.19 R R 0

2595 FGANAILAVSLANAK JW2750 ECK2773 eno enolase 53 730.4175 2 1458.8204 0.0009 53.30 K A 0

2596 FGANSVLKPEIK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 45 434.9185 3 1301.7337 -0.0006 34.73 R R 0

2597 FGANVAVR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 35 417.2349 2 832.4552 -0.0003 27.56 R L 0

2598 FGDNLQAWLEQNAR JW1376 ECK1378 ydbH predicted protein 42 831.4047 2 1660.7948 -0.0008 58.03 R L 0

2599 FGDPGVR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 36 374.1928 2 746.3710 -0.0002 23.54 R L 0

2600 FGEEEDDIAR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 63 590.7593 2 1179.5040 -0.0004 29.10 R L 0

2601 FGEIEEVELGR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 68 639.3216 2 1276.6286 -0.0013 44.39 K I 0

2602 FGELDYAHMK JW2573 ECK2590 clpB protein disaggregation chaperone 67 404.1901 3 1209.5485 -0.0004 36.23 R E 0
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2603 FGEMEVWALEAYGAAYTLQEMLTVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 27 950.7967 3 2849.3683 0.0028 80.79 R S 0

2604 FGETYINR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 61 500.2478 2 998.4810 -0.0010 30.83 K E 0

2605 FGFPAQNIVHTESLALGSASFTPMQVAR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 54 992.8392 3 2975.4958 -0.0006 63.07 R G 0

2606 FGFPVGPIQLLDEVGIDTGTK JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 119 1102.0873 2 2202.1600 0.0027 78.42 K I 0

2607 FGFTSRK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 22 421.7296 2 841.4446 0.0001 24.64 K A 0

2608 FGGKVINVINGK JW3474 ECK3490 slp outer membrane lipoprotein 43 415.9153 3 1244.7241 -0.0002 34.33 R T 0

2609 FGGNLTAAEEK JW5283 ECK1749 ydjY predicted protein 68 568.7826 2 1135.5506 -0.0002 27.76 R K 0

2610 FGGNLTAAEEKK JW5283 ECK1749 ydjY predicted protein 65 422.2221 3 1263.6445 -0.0015 25.10 R T 0

2611 FGIDMNTDYTLEEVGK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 124 916.4243 2 1830.8340 -0.0006 54.20 R Q 0

2612 FGIDMNTDYTLEEVGKQFDVTR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 85 860.0758 3 2577.2056 0.0000 64.03 R E 0

2613 FGIGGSNLQGAQR JW2715 ECK2740 truD pseudoruidine synthase 72 652.8391 2 1303.6636 0.0003 33.82 R W 0

2614 FGIHPVAGR JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 59 477.2689 2 952.5232 -0.0011 27.37 R L 0

2615 FGIHPVAGRLPGHMNVLLAEAK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 18 582.5753 4 2326.2721 -0.0010 45.76 R V 0

2616 FGINENMTHVEK JW1327 ECK1329 uspE stress-induced protein 22 473.5625 3 1417.6657 -0.0004 34.06 K G 0

2617 FGLAPLGCGWVIWR 57.021465@C:8 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 13 816.4302 2 1630.8458 0.0015 69.19 K D JW1488

2618 FGLLEMSR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 52 476.7497 2 951.4848 0.0001 47.89 R Q 0

2619 FGLLGYEAATLEDVGR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 80 855.9383 2 1709.8620 -0.0003 61.46 R E 0

2620 FGLSLVR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 48 396.2422 2 790.4698 -0.0002 43.66 R A 0

2621 FGMAGGSIAANIHLEGDKKPMQGR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 97 829.0860 3 2484.2362 -0.0003 40.08 K A 0

2622 FGNMSGQMR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 61 514.2260 2 1026.4374 0.0000 25.86 R T 0

2623 FGPCTQLQPQLK 57.021465@C:4 JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 50 708.8686 2 1415.7226 -0.0004 38.26 R D 0

2624 FGPDAFTVQATR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 92 655.3296 2 1308.6446 -0.0017 41.55 R T 0

2625 FGQGEAAPVVAPAPAPAPEVQTK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 65 1116.5872 2 2231.1598 0.0012 39.91 R H 0

2626 FGREEALNLENK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 27 473.9123 3 1418.7151 -0.0003 32.78 R S 0

2627 FGSELLAK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 63 432.7444 2 863.4742 -0.0009 35.22 K F 0

2628 FGSFVAVDHVNFR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 50 498.9212 3 1493.7418 0.0002 46.11 R I 0

2629 FGSSISGSHVAIDDIEGAWNSSTQYEGGNK JW3841 ECK3863 glnA glutamine synthetase 95 1038.4741 3 3112.4005 -0.0005 54.40 R G 0

2630 FGSTLGHYGVGYGPYVQLPFYGSFTLR JW2343 ECK2340 vacJ predicted lipoprotein 56 995.1643 3 2982.4711 0.0006 67.09 R D 0

2631 FGSTSELR JW3116 ECK3135 yraM conserved protein 39 448.7274 2 895.4402 0.0004 25.56 K A 0

2632 FGVDAFITGEVSEQTIHSAR JW0700 ECK0699 ybgI conserved metal-binding protein 58 722.0269 3 2163.0589 -0.0008 55.46 R E 0

2633 FGVKVPR JW2272 ECK2271 nuoM NADH:ubiquinone oxidoreductase, membrane subunit M 31 401.7502 2 801.4858 -0.0002 28.10 R W 0

2634 FGVPMGYGGPHAAFFAAK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 28 608.9682 3 1823.8828 0.0009 49.60 R D 0

2635 FGVTPAYLVNADVIQIK JW3179 ECK3202 gltB glutamate synthase, large subunit 19 924.5174 2 1847.0202 0.0009 60.37 R V 0

2636 FGYGHYTGIDLAEER JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 26 576.6060 3 1726.7962 0.0010 42.81 K S 0

2637 FGYGYVNLK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 47 530.7770 2 1059.5394 0.0006 43.18 R D 0

2638 FGYGYVNLKDRPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 27 528.9479 3 1583.8219 0.0010 35.80 R Q 0

2639 FHANEAAIVAQAGYPAAVTIATNMAGR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 56 905.7943 3 2714.3611 0.0014 58.02 K G 0

2640 FHAYGQDLIVR JW4180 ECK4217 ytfN conserved protein 38 440.2349 3 1317.6829 -0.0002 37.69 R K 0

2641 FHVFHDSTNFYGSTGNAR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 25 686.3135 3 2055.9187 -0.0001 37.01 K G 0

2642 FHWKPLAGK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 15 361.8749 3 1082.6029 0.0005 31.06 R A 0

2643 FIASYGTSYK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 27 568.7845 2 1135.5544 -0.0006 32.06 R A 0

2644 FIASYGTSYKAPNLGQLYGFYGNPNLDPEK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 114 1108.8794 3 3323.6164 0.0025 59.46 R S 0

2645 FIDAMLAIR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 28 525.2946 2 1048.5746 0.0008 51.55 R A 0

2646 FIDRFSR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 19 314.1712 3 939.4918 -0.0007 28.57 R I 0

2647 FIEFPEVK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 22 504.7738 2 1007.5330 0.0002 47.84 K G 0

2648 FIEQDPEGQYGLEAAFR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 101 985.4681 2 1968.9216 -0.0001 51.72 K S 0

2649 FIFNAER JW5741 ECK4175 rnr exoribonuclease R, RNase R 25 448.7344 2 895.4542 -0.0009 38.03 K R 0

2650 FIGHTMADAMPLDPDKNAAR JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 22 543.5151 4 2170.0313 0.0015 40.24 R D 0

2651 FIGPAGLLAAYR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 62 624.8587 2 1247.7028 0.0003 56.68 K F 0

2652 FIGSHLAVAFESDPEAEIR JW0907 ECK0915 mukB fused chromosome partitioning proteins 66 696.6851 3 2087.0335 0.0012 51.29 R Q 0

2653 FILLDEPFAGVDPISVIDIK JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 106 1101.1093 2 2200.2040 0.0009 77.34 K R 0

2654 FILLDEPFAGVDPISVIDIKR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 62 786.4417 3 2356.3033 -0.0010 71.32 K I 0

2655 FIMGSVSDR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 36 506.2498 2 1010.4850 -0.0005 34.72 K S 0

2656 FINELLPVIDSLDR JW2594 ECK2610 grpE heat shock protein 44 822.4542 2 1642.8938 0.0009 70.83 K A 0

2657 FINGLKK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 39 410.2581 2 818.5016 0.0003 21.40 K A 0

2658 FIQSTLHLDIPEDYQER JW0195 ECK0199 metN DL-methionine transporter subunit -!- ATP-binding component of ABC superfamily 52 702.0168 3 2103.0286 0.0013 49.54 K L 0

2659 FIQVPTTLLSQVDSSVGGK JW3352 ECK3376 aroB 3-dehydroquinate synthase 71 988.5386 2 1975.0626 0.0000 61.97 R T 0

2660 FISNRPCASCEGTR 57.021465@C:7,57.021465@C:10 JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 55 552.2525 3 1653.7357 0.0005 22.35 K L 0

2661 FITDVER JW3251 ECK3276 trkA NAD-binding component of TrK potassium transporter 17 440.2326 2 878.4506 0.0009 31.36 K L 0

2662 FITIINNTLSDIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 110 760.4279 2 1518.8412 0.0006 58.90 R R 0

2663 FITIINNTLSDIRR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 36 838.4779 2 1674.9412 -0.0005 52.21 R L 0

2664 FITLVADAR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 70 503.2900 2 1004.5654 0.0000 42.31 R H 0

2665 FITPDNVQNGVVFWNQYEDALNR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 97 1370.1621 2 2738.3096 0.0008 65.10 K A 0

2666 FIWVQQPGS JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 33 531.2748 2 1060.5350 0.0009 48.48 K - 0

2667 FKAIATPDR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 35 509.7875 2 1017.5604 -0.0002 25.11 K A 0

2668 FKAWQPGGAGTDFLTEAHLDLPMEFESIGK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 71 823.9049 4 3291.5905 -0.0005 66.80 K A 0

2669 FKETDLVTIGNDAWATGNPVFK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 76 1212.1150 2 2422.2154 -0.0014 60.94 K G 0

2670 FKEYWTEYFQIMK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 72 906.9365 2 1811.8584 -0.0009 59.61 R R 0

2671 FKGNASVLPADNTLATVTFK JW5283 ECK1749 ydjY predicted protein 88 1047.5647 2 2093.1148 -0.0008 47.44 K I 0

2672 FKHPETSTLVR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 42 438.9107 3 1313.7103 0.0012 24.93 R R 0

2673 FKLNDVEDILPESLPLGIR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 53 723.4036 3 2167.1890 0.0000 66.81 R Q 0

2674 FKLNLGTR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 27 316.8587 3 947.5543 -0.0009 34.20 K E 0

2675 FKMPIITFIDTPGAYPGVGAEER JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 74 837.1001 3 2508.2785 0.0062 62.32 R G 0

2676 FKTRPEGVPSRY JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 31 479.5928 3 1435.7566 -0.0005 25.37 R - 0

2677 FKVGPVPIFYSPYLQLPVGDK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 40 788.7723 3 2363.2951 0.0020 65.08 R R 0

2678 FKVGPVPIFYSPYLQLPVGDKR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 31 630.8558 4 2519.3941 -0.0001 62.09 R R 0

2679 FLADDPQAVADLSR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 103 759.3826 2 1516.7506 -0.0015 45.91 R F 0

2680 FLAFGETHLADVLVSK JW0915 ECK0923 pepN aminopeptidase N 13 582.9857 3 1745.9353 0.0002 58.01 R Q 0

2681 FLAPATR JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 15 388.2265 2 774.4384 -0.0003 26.04 R A 0

2682 FLAVPAEALVYTMK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 17 776.9261 2 1551.8376 0.0005 60.82 K G 0

2683 FLAVPAEALVYTMKGDQK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 16 661.0200 3 1980.0382 -0.0010 56.98 K Y 0

2684 FLAYEALLEK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 66 598.8319 2 1195.6492 0.0004 54.97 R Y 0

2685 FLAYEALLEKYPQHHGK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 52 682.0269 3 2043.0589 0.0011 43.76 R I 0

2686 FLDTQSLVALIR JW4299 ECK4327 yjiN conserved inner membrane protein 57 688.4005 2 1374.7864 -0.0006 64.23 K R 0

2687 FLEMLLK JW3564 ECK3580 selA selenocysteine synthase 38 447.2618 2 892.5090 -0.0001 54.80 R - 0

2688 FLEVISR JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 26 432.2532 2 862.4918 0.0007 38.33 R T 0

2689 FLFDEYVR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 62 544.7744 2 1087.5342 0.0004 53.67 K Q 0

2690 FLFNNGYADQITSVLK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 119 915.4742 2 1828.9338 -0.0020 62.10 R A 0

2691 FLGRNDTER JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 24 554.2807 2 1106.5468 0.0000 21.78 R R 0

2692 FLHHGIK JW3811 ECK3828 yigP conserved protein 31 426.2479 2 850.4812 -0.0002 19.11 K R 0

2693 FLIDSRDTETDSRLDGLSDAFSVFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 31 954.8022 3 2861.3848 0.0016 64.59 R C 0

2694 FLLQEVLEK JW0424 ECK0428 yajG predicted lipoprotein 62 559.8268 2 1117.6390 0.0007 54.96 R Q 0

2695 FLNAEIIEDILDR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 26 780.9173 2 1559.8200 0.0005 71.17 K T 0

2696 FLNDPQAFNEAFAR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 90 820.3970 2 1638.7794 0.0005 50.84 R A 0

2697 FLNQCSQGR 57.021465@C:5 JW5182 ECK1173 dsbB oxidoreductase that catalyzes reoxidation of DsbA protein disulfide isomerase I 26 555.2617 2 1108.5088 0.0004 21.67 R G 0

2698 FLPPTPVR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 14 463.7765 2 925.5384 0.0000 33.24 R M 0

2699 FLQLYHTR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 48 539.2951 2 1076.5756 -0.0010 35.01 R Y 0

2700 FLREEMGVK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 22 554.7941 2 1107.5736 -0.0009 29.86 K K 0

2701 FLREEMGVKK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 13 412.8970 3 1235.6692 -0.0005 24.30 K I 0

2702 FLREGVEDQLILEK JW1715 ECK1724 yniB predicted inner membrane protein 61 563.6457 3 1687.9153 0.0006 44.68 R A 0

2703 FLSAPEAVEYGLVDSILTHRN JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 76 1166.1025 2 2330.1904 -0.0002 67.24 R - 0

2704 FLSELTAAEGLER JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 106 718.3750 2 1434.7354 0.0000 50.18 R Y 0

2705 FLSGYHQL JW2287 ECK2284 yfbQ predicted aminotransferase 15 482.7480 2 963.4814 0.0000 37.26 R - 0

2706 FLSQPFFVAEVFTGSPGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 90 979.5064 2 1956.9982 -0.0003 67.87 R Y 0

2707 FLTDDTR JW5283 ECK1749 ydjY predicted protein 25 434.2142 2 866.4138 0.0005 25.02 R H 0

2708 FLTGYDLR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 67 492.7610 2 983.5074 -0.0001 42.31 R H 0

2709 FLTSSNPDHPTGNIFDPR JW5832 ECK1954 yedQ predicted diguanylate cyclase 28 672.3255 3 2013.9547 0.0001 42.91 R E 0

2710 FLVCNEDIDHIIGYVDSK 57.021465@C:4 JW4177 ECK4214 ytfL predicted inner membrane protein 62 1069.0178 2 2136.0210 0.0013 61.12 K D 0

2711 FLVCNEDIDHIIGYVDSKDLLNR 57.021465@C:4 JW4177 ECK4214 ytfL predicted inner membrane protein 58 687.8474 4 2747.3605 0.0016 65.61 K V 0

2712 FLVPTPFRPATAITEAWETLR JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 14 806.1077 3 2415.3013 0.0063 70.62 R E 0

2713 FLVTIDPLNTETSNFWQNHGELNEVDSSK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 64 1112.1999 3 3333.5779 -0.0012 63.05 K I 0

2714 FLWFIESNIE JW0797 ECK0801 dps Fe-binding and storage protein 70 649.3271 2 1296.6396 0.0007 74.05 K - 0

2715 FMAADSHHSIVHAR JW1001 ECK1006 putP proline:sodium symporter 35 526.9246 3 1577.7520 -0.0002 23.06 R R 0

2716 FMADLVAK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 33 447.7413 2 893.4680 -0.0001 36.81 K L 0

2717 FMASGDTSR JW2504 ECK2516 yfhM conserved protein 35 486.2160 2 970.4174 -0.0004 20.83 R L 0

2718 FMDPLPPMHR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 34 414.2037 3 1239.5893 0.0001 42.12 R R 0

2719 FMELIDALAQETADMPLHVQTDR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 64 882.0966 3 2643.2680 0.0007 73.70 R V 0

2720 FMGEPEFTIDNADQYPEILR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 80 1193.0577 2 2384.1008 0.0015 63.39 R E 0

2721 FMLQDLLGVVSPGLK JW0590 ECK0591 cstA carbon starvation protein 121 808.9582 2 1615.9018 0.0010 73.76 R R 0

2722 FMLQDLLGVVSPGLKR 15.994915@M:2 JW0590 ECK0591 cstA carbon starvation protein 74 597.0061 3 1787.9965 -0.0004 64.88 R T 0

2723 FMQEAVPEGTGAMAAIIGLDDASIAK 15.994915@M:2,15.994915@M:13 JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 16 880.0972 3 2637.2698 0.0031 74.32 K A 0

2724 FMTPPPSVKPASSGK JW1507 ECK1507 lsrC AI2 transporter -!- membrane component of ABC superfamily 15 510.9383 3 1529.7931 0.0019 28.13 R K 0

2725 FMVANNAELER JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 73 647.3162 2 1292.6178 -0.0004 36.92 R S 0

2726 FMVMQVTGYK JW1795 ECK1804 yeaY predicted lipoprotein 45 602.2988 2 1202.5830 0.0003 45.42 K R 0
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2727 FMVMQVTGYKR JW1795 ECK1804 yeaY predicted lipoprotein 21 453.9015 3 1358.6827 -0.0014 39.90 K W 0

2728 FMVMVSSNGGQQHIAK JW5100 ECK0729 tolB periplasmic protein 32 578.6199 3 1732.8379 -0.0010 34.74 K Q 0

2729 FNAFGDGVAQLGR JW0755 ECK0761 ybhC predicted pectinesterase 86 676.3413 2 1350.6680 0.0000 47.02 R S 0

2730 FNDAVIR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 54 417.7273 2 833.4400 0.0004 29.27 R S 0

2731 FNDSQSLSPWPVSEAMADIVTTSLR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 21 917.7814 3 2750.3224 0.0002 77.87 R I 0

2732 FNGWELDINSR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 64 675.8252 2 1349.6358 -0.0006 49.12 K S 0

2733 FNIDADKVNPR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 75 644.8354 2 1287.6562 -0.0009 31.65 K L 0

2734 FNIDSTQVSLTPDKK JW0172 ECK0176 yaeT conserved protein 115 846.9439 2 1691.8732 0.0002 39.40 R G 0

2735 FNIQGFYTQTLR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 72 744.3856 2 1486.7566 -0.0002 53.43 K S 0

2736 FNISVGQIYYFTESR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 35 912.4532 2 1822.8918 0.0029 62.08 R T 0

2737 FNNAAIIK JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 44 445.7576 2 889.5006 -0.0014 29.27 K G 0

2738 FNNFINDSLLEGAIDALK JW0405 ECK0409 ribE riboflavin synthase beta chain 56 997.5160 2 1993.0174 0.0018 74.18 R R 0

2739 FNNFINDSLLEGAIDALKR JW0405 ECK0409 ribE riboflavin synthase beta chain 34 717.3800 3 2149.1182 0.0016 71.96 R I 0

2740 FNNQDDALFPNQFVNAR JW5338 ECK2070 mdtA multidrug efflux system, subunit A 41 1005.4770 2 2008.9394 0.0003 51.78 R M 0

2741 FNQGDYFAAVEDKNHSENVSR JW3391 ECK3414 glgP glycogen phosphorylase 81 809.7032 3 2426.0878 -0.0010 37.96 K V 0

2742 FNQIGSLTETLAAIK JW2750 ECK2773 eno enolase 23 803.4462 2 1604.8778 0.0005 58.09 K M 0

2743 FNSAMDIPAQGLCR 57.021465@C:13 JW1742 ECK1751 ynjA conserved protein 80 790.3714 2 1578.7282 0.0000 43.75 R I 0

2744 FNSSLSEDGQR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 70 620.2833 2 1238.5520 -0.0007 23.41 R L 0

2745 FNTLFEK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 23 449.7362 2 897.4578 -0.0018 38.45 R S 0

2746 FNTPVDQLLCDGEQIYGVK 57.021465@C:10 JW1178 ECK1177 dadA D-amino acid dehydrogenase 75 1098.5365 2 2195.0584 0.0016 66.86 R C 0

2747 FNVDYTK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 44 443.7181 2 885.4216 -0.0016 28.89 R V 0

2748 FNVGLVAITDVQNAR JW5503 ECK3026 tolC transport channel 68 808.9417 2 1615.8688 0.0006 55.78 R A 0

2749 FNYFIMSK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 36 525.2604 2 1048.5062 0.0010 47.79 K L 0

2750 FPEWLPLDKWVPQVFVASGDCAER 57.021465@C:21 JW5182 ECK1173 dsbB oxidoreductase that catalyzes reoxidation of DsbA protein disulfide isomerase I 46 949.4712 3 2845.3918 0.0018 75.36 R Q 0

2751 FPGVEVK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 26 388.2210 2 774.4274 -0.0002 31.56 R G 0

2752 FPLAGVHGAER JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 41 577.3087 2 1152.6028 -0.0011 30.46 R R 0

2753 FPLHEMR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 34 465.2366 2 928.4586 -0.0003 28.19 R D JW1488

2754 FPLHEMRDDVAFQIINDELYLDGNAR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 17 773.6292 4 3090.4877 0.0009 65.63 R Q JW1488

2755 FQASWSDLAWK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 66 669.8275 2 1337.6404 0.0000 53.43 R Q 0

2756 FQDEEVQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 37 525.7458 2 1049.4770 -0.0008 18.38 R D 0

2757 FQDEVGGK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 32 440.2140 2 878.4134 0.0000 14.16 K L 0

2758 FQDVGSFDYGR JW2203 ECK2207 ompC outer membrane porin protein C 73 645.7911 2 1289.5676 0.0000 39.19 K N 0

2759 FQEQVNAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 44 482.2477 2 962.4808 -0.0012 20.57 R A 0

2760 FQLSLAFPLWR JW3794 ECK3815 pldA outer membrane phospholipase A 76 689.3878 2 1376.7610 0.0005 70.36 K G 0

2761 FQLTPVDVITAIK JW0451 ECK0456 acrB multidrug efflux system protein 59 722.9245 2 1443.8344 0.0008 62.35 K A 0

2762 FQQIIVMDNGQIIEQGTHAELLAR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 71 908.8091 3 2723.4055 -0.0009 55.88 R Q 0

2763 FQTPVGPWSLTR JW4180 ECK4217 ytfN conserved protein 50 694.8693 2 1387.7240 -0.0009 52.71 R D 0

2764 FQTTEYPTYK JW0799 ECK0803 ompX outer membrane protein 55 639.3059 2 1276.5972 -0.0003 33.24 K H 0

2765 FRDEGRDVLLFVDNIYR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 68 709.7045 3 2126.0917 0.0008 57.81 K Y 0

2766 FRDIQAQPR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 24 377.5404 3 1129.5994 0.0000 21.97 R K JW1463

2767 FRDPILAR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 29 494.2899 2 986.5652 -0.0008 32.80 K L 0

2768 FREELNETHQLFK JW1264 ECK1266 sohB predicted inner membrane peptidase 45 845.9307 2 1689.8468 -0.0006 36.59 K D 0

2769 FREELNETHQLFKDFVK JW1264 ECK1266 sohB predicted inner membrane peptidase 20 545.7834 4 2179.1045 -0.0017 47.45 K R 0

2770 FRFNTPVDQLLCDGEQIYGVK 57.021465@C:12 JW1178 ECK1177 dadA D-amino acid dehydrogenase 47 833.7498 3 2498.2276 0.0011 66.25 K C 0

2771 FRPSYFPFTEPSAEVDVMGK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 61 768.7054 3 2303.0944 0.0011 55.08 R N 0

2772 FRPYVGAGINYTTFFDNGFNDHGK JW1248 ECK1250 ompW outer membrane protein W 77 913.0974 3 2736.2704 -0.0018 56.82 K E 0

2773 FRQNLLGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 33 488.2902 2 974.5658 -0.0002 27.82 R R 0

2774 FSADDIQR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 32 476.2302 2 950.4458 0.0000 27.83 K K 0

2775 FSAGDGGFAPLSAPLFR JW5487 ECK2973 glcE glycolate oxidase FAD binding subunit 68 855.4363 2 1708.8580 0.0007 60.30 R Y 0

2776 FSAPANVVSSILNDDRK JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 14 611.6545 3 1831.9417 -0.0013 53.18 R G 0

2777 FSAPSHIVLENVTFGR JW3630 ECK3645 yicH conserved protein 71 591.9811 3 1772.9215 0.0006 49.12 R D 0

2778 FSDFALHPK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 64 531.2731 2 1060.5316 -0.0025 32.95 K V 0

2779 FSDGEVSVQINENVR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 87 846.9128 2 1691.8110 -0.0004 42.40 R G 0

2780 FSDPTVDETTGSVTLR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 88 862.9198 2 1723.8250 -0.0015 40.81 K A 0

2781 FSELWLR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 42 475.7583 2 949.5020 -0.0001 47.86 K E 0

2782 FSEVEQNDKLEWLIR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 66 953.4895 2 1904.9644 0.0013 52.88 R K 0

2783 FSEVEQNDKLEWLIRK JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 51 678.6937 3 2033.0593 0.0012 45.66 R D 0

2784 FSFSWPLWHNIPQFTSA JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 14 1033.0014 2 2063.9882 -0.0011 73.15 R - 0

2785 FSGDSLGDLYELTGVLLPDTPPFETDGR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 51 1004.4904 3 3010.4494 0.0046 80.02 K L 0

2786 FSHLVEPGLNWKPTFIDEVKPVNVEAVR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 73 1074.2431 3 3219.7075 -0.0006 54.30 K E 0

2787 FSIALLNQAVER JW1411 ECK1407 ydcF conserved protein 78 680.8832 2 1359.7518 0.0008 54.66 R V 0

2788 FSIDDFQK JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 26 500.2428 2 998.4710 0.0002 44.43 R G 0

2789 FSIDKLTNTDLSFGPFK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 93 965.5014 2 1928.9882 -0.0001 59.89 R E 0

2790 FSIDKLTNTDLSFGPFKEWYFANNYIYDMGR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 91 1251.5958 3 3751.7656 -0.0001 73.36 R N 0

2791 FSIGFGK JW0171 ECK0175 yaeL zinc metallopeptidase 32 378.2078 2 754.4010 -0.0003 41.73 R A 0

2792 FSISFIR JW5063 ECK0452 ylaC predicted inner membrane protein 38 435.2476 2 868.4806 0.0000 50.54 R K 0

2793 FSLEGGDALIPMLK 15.994915@M:12 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 51 753.8979 2 1505.7812 0.0012 57.23 R E 0

2794 FSLGAGVGVVEHPYK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 85 780.4139 2 1558.8132 -0.0011 43.39 K D 0

2795 FSLVEVTQSPSLLLQGMVGSQMPIAVSHGEGR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 109 1118.9110 3 3353.7112 0.0001 72.42 R V 0

2796 FSPDMTPEDPIVMESIK JW1700 ECK1708 btuE predicted glutathione peroxidase 37 968.4577 2 1934.9008 0.0004 56.48 R L 0

2797 FSPGQRVVLASNGSQVTVSPR JW1633 ECK1637 slyB outer membrane lipoprotein 26 729.3939 3 2185.1599 -0.0005 37.81 R - 0

2798 FSPGYMAMAHQLPVAGVVEAVIDGVR JW1615 ECK1618 add adenosine deaminase 23 905.4660 3 2713.3762 0.0041 77.10 R E 0

2799 FSPSVSLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 37 446.7479 2 891.4812 -0.0002 34.61 R R 0

2800 FSPSVSLRR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 22 524.7980 2 1047.5814 -0.0010 29.71 R M 0

2801 FSRPVADTTR JW0790 ECK0794 fiu predicted iron outer membrane transporter 32 383.8719 3 1148.5939 0.0002 21.14 K T 0

2802 FSSAFSALAETLDNQEER JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 114 1007.9716 2 2013.9286 0.0007 60.00 R E 0

2803 FSSAFSALAETLDNQEEREK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 59 758.0300 3 2271.0682 0.0026 58.08 R L 0

2804 FSSAFSALAETLDNQEEREKLTIEPSVK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 85 1047.1984 3 3138.5734 0.0012 59.49 R N 0

2805 FSTTETTEPDR JW1278 ECK1280 gmr modulator of Rnase II stability 39 642.2908 2 1282.5670 -0.0007 21.65 R T 0

2806 FSTVQGGAGSADTVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 100 726.8571 2 1451.6996 -0.0008 26.73 R D 0

2807 FSTYATWWIR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 39 665.8330 2 1329.6514 0.0008 57.00 K Q JW5437

2808 FSTYATWWIRQAITRSIADQAR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 18 881.1255 3 2640.3547 -0.0016 70.81 K T 0

2809 FSVEAPK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 41 389.2107 2 776.4068 0.0001 29.69 K T 0

2810 FSVGYAVQNFNATVSTK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 98 916.9622 2 1831.9098 -0.0006 51.14 K Q 0

2811 FSVVGYYLYGAPANGNTLQGQLFLRPLR JW2504 ECK2516 yfhM conserved protein 55 1038.8890 3 3113.6452 0.0002 66.70 K E 0

2812 FSWTPTWLPQGFSEVSSSR JW2555 ECK2569 rseB anti-sigma factor 48 1100.0302 2 2198.0458 0.0026 66.66 K R 0

2813 FTAAEFR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 45 421.2138 2 840.4130 0.0001 31.05 K A 0

2814 FTAEGVQEIDYK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 49 700.3408 2 1398.6670 0.0003 37.76 R D 0

2815 FTAEGVQEIDYKDIATLK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 48 681.0213 3 2040.0421 0.0005 49.69 R N 0

2816 FTDMIDGQTITR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 86 699.3402 2 1396.6658 0.0002 39.99 R Q 0

2817 FTDNVNQTQSDKPVENPGIAAR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 48 801.0623 3 2400.1651 -0.0020 30.45 R F 0

2818 FTDYQTR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 17 465.7194 2 929.4242 0.0000 22.19 R S 0

2819 FTEVGYVGKEVDSIIR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 35 604.6568 3 1810.9486 0.0022 51.26 K D 0

2820 FTEVGYVGKEVDSIIRDLTDAAVK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 36 875.7973 3 2624.3701 0.0002 75.36 K M 0

2821 FTGANTLEVEGENGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 13 783.3759 2 1564.7372 0.0003 32.74 K T 0

2822 FTGWYDVDLSEK JW0738 ECK0744 gpmA phosphoglyceromutase 1 36 730.3410 2 1458.6674 0.0008 52.45 R G 0

2823 FTIAASFGNVHGVYKPGNVVLTPTILR JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 18 718.6526 4 2870.5813 0.0008 56.26 R D 0

2824 FTIDCSGVR 57.021465@C:5 JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 28 527.7530 2 1053.4914 0.0001 36.18 R R 0

2825 FTLGPEAVVDK JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 19 588.3178 2 1174.6210 -0.0023 45.59 R V 0

2826 FTLGPEAVVDKVR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 52 715.9040 2 1429.7934 0.0006 43.96 R H 0

2827 FTLVSAQQLSMAK 15.994915@M:11 JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 130 720.3816 2 1438.7486 -0.0003 44.33 K Q 0

2828 FTNTSGFANK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 58 543.7641 2 1085.5136 -0.0006 25.03 K T 0

2829 FTNVTNGVTPR JW3391 ECK3414 glgP glycogen phosphorylase 46 603.3174 2 1204.6202 0.0001 27.94 R R 0

2830 FTPQMTVR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 28 490.2546 2 978.4946 -0.0010 31.51 R E 0

2831 FTQPFSLVNQPDAVGAPINAGDFAEQINHIR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 138 1122.9002 3 3365.6788 -0.0004 63.52 K N 0

2832 FTSIGPLMEK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 25 561.7972 2 1121.5798 0.0007 42.38 R I 0

2833 FTSIPVK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 17 396.2365 2 790.4584 -0.0004 28.69 R T 0

2834 FTSVILATTEDTWGQQFEK JW2460 ECK2471 ypfJ conserved protein 108 1101.0418 2 2200.0690 0.0002 60.62 K M 0

2835 FTTDLTLK JW2049 ECK2058 asmA predicted assembly protein 18 469.7627 2 937.5108 -0.0013 37.86 R D 0

2836 FTTFDDVDDATIAEWTGLSR JW1938 ECK1953 yedP conserved protein 71 1130.5238 2 2259.0330 -0.0001 67.77 K S 0

2837 FTTHGYR JW1446 ECK1445 yncD predicted iron outer membrane transporter 19 441.2165 2 880.4184 -0.0008 20.19 R D 0

2838 FTTIHIQELACVSR 57.021465@C:11 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 74 837.9352 2 1673.8558 -0.0001 45.35 R D 0

2839 FTVGIYDDVTNLSLPLPENTLPNSAK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 56 1409.7289 2 2817.4432 -0.0003 66.78 R L 0

2840 FTVLISPHVNK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 73 627.8637 2 1253.7128 -0.0004 37.79 R D 0

2841 FTVLISPHVNKDAR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 68 798.9464 2 1595.8782 -0.0001 35.82 R D 0

2842 FTYSYQFGLFDK JW0230 ECK0241 crl DNA-binding transcriptional regulator 93 758.3617 2 1514.7088 0.0007 56.23 R A 0

2843 FVAAVAVDEYQPVTLVYLAR JW2504 ECK2516 yfhM conserved protein 77 1112.6034 2 2223.1922 -0.0017 65.02 R A 0

2844 FVAGFIGSPK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 28 511.7872 2 1021.5598 0.0002 40.13 R M 0

2845 FVALGAK JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 19 353.2189 2 704.4232 0.0011 26.77 R N 0

2846 FVAQQKVDSSGFQTEPVAADGK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 56 770.3853 3 2308.1341 0.0004 34.88 R L 0

2847 FVDEEVLPGTGLDAAAFWR JW2943 ECK2970 glcB malate synthase G 17 1047.0206 2 2092.0266 0.0001 66.95 R N 0

2848 FVDEHTLALDCPDGSVETLTAEK 57.021465@C:11 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 66 849.7353 3 2546.1841 -0.0005 47.85 R F 0

2849 FVDLIEIDAASR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 93 674.8595 2 1347.7044 0.0010 52.74 R T 0

2850 FVEFYGDGLDSLPLADR JW1268 ECK1271 acnA aconitate hydratase 1 91 957.4678 2 1912.9210 0.0003 60.25 K A 0
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2851 FVEGGQLGIFR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 64 611.8326 2 1221.6506 0.0000 47.61 K N 0

2852 FVELYPVLQQQAQTDGKR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 25 707.3756 3 2119.1050 -0.0012 46.39 R I 0

2853 FVESVDVAVNLGIDAR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 35 852.4516 2 1702.8886 -0.0003 82.13 K K 0

2854 FVETVAALAHHEGMGAR JW0328 ECK0334 codA cytosine deaminase 68 599.3015 3 1794.8827 -0.0008 38.94 R V 0

2855 FVFQILR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 31 461.7791 2 921.5436 0.0001 53.62 R S 0

2856 FVGVAGPR JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 31 401.7320 2 801.4494 -0.0002 27.84 R M 0

2857 FVIACGSRPYHPTDVDFTHPR 57.021465@C:5 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 36 618.8020 4 2471.1789 -0.0015 39.61 K I 0

2858 FVKDFVAAWVK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 24 437.2483 3 1308.7231 0.0000 51.76 K V 0

2859 FVKHPIYGK JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 37 544.8161 2 1087.6176 -0.0001 20.77 R F 0

2860 FVLESPLVNGR JW5065 ECK0482 ybbJ conserved inner membrane protein 57 615.8453 2 1229.6760 -0.0008 48.77 R G 0

2861 FVLESVNGKPVTSDKNPPEISFGEK JW1374 ECK1376 hslJ heat-inducible protein 30 680.3547 4 2717.3897 -0.0015 45.25 R M 0

2862 FVLNQPANARPK JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 50 677.8829 2 1353.7512 -0.0005 27.06 R E 0

2863 FVNILMVDGK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 72 568.3128 2 1134.6110 0.0004 51.68 K K 0

2864 FVNILMVDGKK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 56 632.3594 2 1262.7042 -0.0014 44.28 K S 0

2865 FVPAALVEAILNSPR JW5063 ECK0452 ylaC predicted inner membrane protein 39 532.9751 3 1595.9035 0.0001 72.80 R V 0

2866 FVQAYQSDEVYEAANK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 75 931.4343 2 1860.8540 0.0010 36.86 K V 0

2867 FVQDMVK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 37 433.7250 2 865.4354 -0.0013 30.48 R A 0

2868 FVQQFGNQLAK JW0907 ECK0915 mukB fused chromosome partitioning proteins 46 640.3429 2 1278.6712 -0.0009 35.09 R L 0

2869 FVTDLNQPVSVYMTPK JW5401 ECK2504 guaB IMP dehydrogenase 56 919.9714 2 1837.9282 -0.0001 53.15 R E 0

2870 FVVEGDLR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 20 467.7532 2 933.4918 -0.0001 34.39 K R 0

2871 FVVEGDLRR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 50 545.8032 2 1089.5918 -0.0013 30.23 K E 0

2872 FVVPSSHR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 27 464.7534 2 927.4922 -0.0005 24.48 R E 0

2873 FVVQYATDSMTSQGK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 81 831.3955 2 1660.7764 -0.0002 39.75 K G 0

2874 FWAGYSWQDNSDGSGAVRPDR JW2504 ECK2516 yfhM conserved protein 67 791.0209 3 2370.0409 -0.0006 45.38 R V 0

2875 FWLPAGSFATSVVR JW2715 ECK2740 truD pseudoruidine synthase 49 769.4115 2 1536.8084 -0.0004 59.57 R E 0

2876 FWNVSGVDANVSISGAK JW1823 ECK1833 yebT conserved protein 94 875.9415 2 1749.8684 -0.0001 51.40 R V 0

2877 FWSGIELSR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 65 547.7849 2 1093.5552 -0.0004 47.10 K L 0

2878 FYDASSYAGK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 37 554.7509 2 1107.4872 -0.0001 28.76 K T 0

2879 FYDEQGLCDQLYTHLAQALNR 57.021465@C:8 JW5878 ECK2532 csiE stationary phase inducible protein 66 852.4068 3 2554.1986 0.0075 66.85 R S 0

2880 FYDIDEGEILMDGHDLR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 68 679.9787 3 2036.9143 -0.0005 56.10 R E 0

2881 FYDVLLVDTAGR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 93 684.8620 2 1367.7094 0.0009 53.75 K L 0

2882 FYDVLLVDTAGRLHVDEAMMDEIK 15.994915@M:19,15.994915@M:20 JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 15 938.1202 3 2811.3388 -0.0070 77.41 K Q 0

2883 FYEHHGVDPVGIFR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 24 558.2789 3 1671.8149 -0.0008 42.46 R A 0

2884 FYLSMEDALMR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 81 688.3231 2 1374.6316 0.0004 59.00 R I 0

2885 FYPNQDCSSLGQ 57.021465@C:7 JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 55 708.2989 2 1414.5832 0.0009 35.06 K - 0

2886 FYRPPGQTATGSGLGLSIVQR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 57 735.7308 3 2204.1706 0.0003 44.72 R I 0

2887 FYVELHK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 33 468.2526 2 934.4906 -0.0005 31.77 R L 0

2888 FYVINAAK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 22 463.2605 2 924.5064 -0.0004 34.05 R I 0

2889 FYWYDAR JW1090 ECK1090 ycfL predicted protein 25 510.7320 2 1019.4494 -0.0006 45.22 R G 0

2890 GAAESVGGAASFPQHITLR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 57 623.6589 3 1867.9549 0.0007 41.07 K T 0

2891 GAAGFWVENGEIQYPVSEITIAGNLK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 36 921.8059 3 2762.3959 0.0043 66.53 R D 0

2892 GAAGGHTATHHASAAPARPQPVE JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 60 731.0303 3 2190.0691 0.0013 18.38 K - 0

2893 GAAGSVGLR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 35 394.2244 2 786.4342 -0.0005 21.80 K H 0

2894 GAAGTQYDDSNMGQNK JW5503 ECK3026 tolC transport channel 92 828.8488 2 1655.6830 -0.0015 22.19 R V 0

2895 GAANDLR JW5736 ECK4138 yjeI conserved protein 21 358.6879 2 715.3612 0.0000 17.74 R N 0

2896 GAAYSTPDEKYEK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 32 729.8410 2 1457.6674 0.0000 22.20 R Y 0

2897 GADAPGIALTDGEILSGIFLR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 86 1043.5641 2 2085.1136 0.0030 77.23 K L 0

2898 GADTSNSIYIDGIR JW0790 ECK0794 fiu predicted iron outer membrane transporter 61 741.3647 2 1480.7148 -0.0009 40.20 R D 0

2899 GADVGITMIAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 81 552.2977 2 1102.5808 0.0004 41.22 R S 0

2900 GAEAALTALEMINVLK JW0405 ECK0409 ribE riboflavin synthase beta chain 15 822.4561 2 1642.8976 0.0014 72.28 K A 0

2901 GAEAMQAAGLK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 49 523.7683 2 1045.5220 -0.0005 28.48 K F 0

2902 GAELANSFKPDVIIALGGGSPMDAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 78 1265.1553 2 2528.2960 0.0016 58.90 K I 0

2903 GAEQIYIPVLIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 70 672.4006 2 1342.7866 0.0007 55.97 R K 0

2904 GAEVEMLSADFLK JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 89 705.3525 2 1408.6904 -0.0003 56.55 R T 0

2905 GAFAMGGMAAFIPSKDEEHNNQVLNK JW3974 ECK4006 aceB malate synthase A 40 926.1106 3 2775.3100 -0.0009 49.63 R V 0

2906 GAFAYISDQQK JW1200 ECK1197 lolB chaperone for lipoproteins 40 614.3042 2 1226.5938 0.0008 35.17 R V 0

2907 GAFVSEVLPGSGSAK JW3203 ECK3223 degQ serine endoprotease, periplasmic 74 703.3692 2 1404.7238 -0.0011 42.36 R A 0

2908 GAFVSQVLPNSSAAK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 71 738.3962 2 1474.7778 -0.0001 38.64 R A 0

2909 GAGLGGGHDER JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 40 513.2417 2 1024.4688 0.0002 14.01 R E 0

2910 GAGLVDFIHSESR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 44 694.3514 2 1386.6882 -0.0009 46.29 K L 0

2911 GAIFGLTR JW3897 ECK3918 glpK glycerol kinase 56 417.7453 2 833.4760 0.0001 40.51 R G 0

2912 GAIIPGLLGVGEPLIYGVTLPR JW2422 ECK2424 murP fused predicted enzyme IIBC components of PTS 76 735.7721 3 2204.2945 0.0011 73.87 R M 0

2913 GAISAQQLDDDR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 65 644.8102 2 1287.6058 0.0003 27.98 R A 0

2914 GAISAQQLDDDRAAAESAR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 71 648.9837 3 1943.9293 -0.0005 33.73 R A 0

2915 GAISFDNLSGASASQR JW1823 ECK1833 yebT conserved protein 115 790.8868 2 1579.7590 0.0000 40.46 K K 0

2916 GAITCPTGVAK 57.021465@C:5 JW0790 ECK0794 fiu predicted iron outer membrane transporter 34 537.7839 2 1073.5532 -0.0006 25.62 R G 0

2917 GAITGVDTSK JW1427 ECK1424 ydcL predicted lipoprotein 71 474.7532 2 947.4918 -0.0006 21.68 R E 0

2918 GAITGVDTSKEGLQFYEVVPVALVVAGTQMATGHR JW1427 ECK1424 ydcL predicted lipoprotein 62 1201.2950 3 3600.8632 0.0022 75.73 R T 0

2919 GAITIATR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 52 401.7425 2 801.4704 -0.0004 24.78 K E 0

2920 GALDCSGVK 57.021465@C:5 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 73 453.7209 2 905.4272 -0.0005 21.89 R D 0

2921 GALDTLGNR JW5165 ECK1118 hflD predicted lysogenization regulator 53 458.7460 2 915.4774 0.0001 28.67 K I 0

2922 GALDVGATAINEEMK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 90 759.8773 2 1517.7400 0.0005 45.32 R L 0

2923 GALGHWAAIR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 64 526.2932 2 1050.5718 -0.0004 35.00 R D 0

2924 GALIDSQAAIEALK JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 86 700.3931 2 1398.7716 -0.0002 48.89 R N 0

2925 GALIDSQAAIEALKNQK JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 27 590.6626 3 1768.9660 -0.0025 47.02 R I 0

2926 GALLLDISGVIVDKPDSSQR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 81 695.0513 3 2082.1321 -0.0001 57.62 R F 0

2927 GALQEILNVCSQVR 57.021465@C:10 JW4201 ECK4237 mgtA magnesium transporter 95 793.9206 2 1585.8266 0.0021 54.45 K H 0

2928 GALVDDIVYTIALTAIQSAQQQ JW2294 ECK2291 pta phosphate acetyltransferase 34 773.4127 3 2317.2163 -0.0001 81.25 R - 0

2929 GAMALFGEK JW2667 ECK2692 alaS alanyl-tRNA synthetase 42 462.2364 2 922.4582 0.0001 40.10 K Y 0

2930 GAMALFGEKYDER JW2667 ECK2692 alaS alanyl-tRNA synthetase 49 743.8532 2 1485.6918 -0.0003 41.87 K V 0

2931 GAMECNGNGLCFNFDAR 57.021465@C:5,57.021465@C:11 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 43 966.8928 2 1931.7710 -0.0003 47.99 R S 0

2932 GAMSFGK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 29 349.1704 2 696.3262 -0.0003 25.24 K S 0

2933 GAMTNHWVDIK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 48 636.3136 2 1270.6126 -0.0002 36.65 R N JW1470

2934 GANEAIDFNDELR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 90 732.3418 2 1462.6690 0.0003 42.11 R N 0

2935 GANFDKYAGQDIVSNASCTTNCLAPLAK 57.021465@C:18,57.021465@C:22 JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 67 996.1396 3 2985.3970 0.0009 48.45 K V 0

2936 GANFIAVHEMLDGFR JW0797 ECK0801 dps Fe-binding and storage protein 68 838.9144 2 1675.8142 0.0002 55.38 R T 0

2937 GANQVVMGER JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 65 530.7638 2 1059.5130 0.0000 23.98 R E 0

2938 GAQNGCIIAGDNPDAALALEK 57.021465@C:6 JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 20 1049.5145 2 2097.0144 -0.0016 45.02 K A 0

2939 GAQTIEATSVK JW3361 ECK3385 yrfF predicted inner membrane protein 63 552.7978 2 1103.5810 -0.0012 22.90 K Q 0

2940 GAQYPAEHNVGHLYK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 20 561.9453 3 1682.8141 -0.0026 27.44 R A 0

2941 GASAVPLVGR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 25 463.7744 2 925.5342 -0.0003 30.25 K A 0

2942 GASIYNPWR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 35 532.2696 2 1062.5246 -0.0001 42.23 K N 0

2943 GASIYNPWRNPK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 55 701.8646 2 1401.7146 -0.0006 35.43 K L 0

2944 GASNTYDHLIIR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 65 680.3541 2 1358.6936 -0.0006 34.44 R G 0

2945 GASPLSAGDVTNDLSHVR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 103 898.4500 2 1794.8854 -0.0005 42.68 K K 0

2946 GASPLSAGDVTNDLSHVRK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 107 962.4973 2 1922.9800 -0.0010 38.16 K I 0

2947 GASQNIIPSSTGAAK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 49 701.3702 2 1400.7258 0.0000 27.00 R A 0

2948 GATGLMTGTGNPSAAINMVR 15.994915@M:6 JW1088 ECK1088 fhuE ferric-rhodotorulic acid outer membrane transporter 13 967.9751 2 1933.9356 0.0006 47.14 R K 0

2949 GATGRPVALLAQFLLNR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 54 599.6882 3 1796.0428 0.0007 64.10 K A 0

2950 GATLLTPNLSEFEAVVGK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 56 923.5019 2 1844.9892 0.0008 63.57 R C 0

2951 GATPAASDIQEAK JW4072 ECK4104 proP proline/glycine betaine transporter 39 629.8172 2 1257.6198 -0.0002 21.86 K E 0

2952 GATVELADGVEGYLR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 73 775.3967 2 1548.7788 0.0005 52.99 K A 0

2953 GATVLPHGTGR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 30 533.2932 2 1064.5718 -0.0008 20.86 R S 0

2954 GAVAAALATLVTPAAALLALISPSEGEANQCR 57.021465@C:31 JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 35 777.4201 4 3105.6513 0.0020 80.99 R T 0

2955 GAVASLTSVAK JW0886 ECK0894 pflB pyruvate formate lyase I 54 502.2927 2 1002.5708 -0.0001 31.14 K L JW5522

2956 GAVASLTSVAKLPFAYAK JW0886 ECK0894 pflB pyruvate formate lyase I 14 897.5108 2 1793.0070 -0.0017 53.52 K D 0

2957 GAVIQLTPQTEAVR JW2049 ECK2058 asmA predicted assembly protein 93 741.9173 2 1481.8200 -0.0001 38.45 K S 0

2958 GAVIQLTPQTEAVRSEDAPVAPR JW2049 ECK2058 asmA predicted assembly protein 29 802.4311 3 2404.2715 0.0004 39.75 K D 0

2959 GAVLSIHK JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 49 412.7535 2 823.4924 0.0008 24.02 R G 0

2960 GAVNYLSVPEFPTDSK JW2962 ECK2988 hybC hydrogenase 2, large subunit 40 862.4305 2 1722.8464 -0.0001 51.56 K N 0

2961 GAVPGATGSDLIVKPAVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 57 840.4883 2 1678.9620 0.0002 35.61 K A 0

2962 GAVPGATGSDLIVKPAVKA JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 60 876.0064 2 1749.9982 -0.0007 37.07 K - 0

2963 GAVQGIAELITRPGLMNVDFADVR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 34 848.1203 3 2541.3391 0.0017 68.04 K T 0

2964 GAVVFDNTEFR JW0755 ECK0761 ybhC predicted pectinesterase 75 627.8110 2 1253.6074 0.0034 41.18 R V 0

2965 GAWVAVVNR JW2577 ECK2593 yfiO predicted lipoprotein 43 486.2748 2 970.5350 0.0001 35.37 R V 0

2966 GAWVAVVNRVEGMLR JW2577 ECK2593 yfiO predicted lipoprotein 55 828.9553 2 1655.8960 0.0030 62.34 R D 0

2967 GAWVAVVNRVEGMLRDYPDTQATR JW2577 ECK2593 yfiO predicted lipoprotein 21 902.1241 3 2703.3505 -0.0046 65.04 R D 0

2968 GAYGTVIMDSR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 26 585.2845 2 1168.5544 -0.0003 34.39 R H 0

2969 GAYWDSEIK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 13 534.7538 2 1067.4930 0.0007 38.93 K R 0

2970 GAYWDSEIKR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 28 408.8717 3 1223.5933 -0.0002 31.75 K A 0

2971 GCDGPWGPHAK 57.021465@C:2 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 63 591.2612 2 1180.5078 -0.0006 22.37 R L 0

2972 GCEVLPVVNMQGQPCGTLHFQDLLVEA 57.021465@C:2,57.021465@C:15 JW2117 ECK2122 yehX predicted transporter subunit -!- ATP-binding component of ABC superfamily 26 1004.4864 3 3010.4374 0.0024 67.90 R - 0

2973 GCGALDWGMQSR 57.021465@C:2 JW1510 ECK1510 lsrF predicted aldolase 76 669.2898 2 1336.5650 -0.0001 40.73 K L 0

2974 GCGITVDQAER 57.021465@C:2 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 74 603.2823 2 1204.5500 -0.0005 25.62 R L 0
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2975 GCPFQPR 57.021465@C:2 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 25 431.2054 2 860.3962 0.0000 23.09 K C 0

2976 GDAAAPTCILLK 57.021465@C:8 JW2943 ECK2970 glcB malate synthase G 41 615.3320 2 1228.6494 0.0008 40.21 R N 0

2977 GDAATVESVDR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 21 560.2679 2 1118.5212 0.0008 20.16 K M 0

2978 GDATVLVVGADDKVETRPIVASQAIGDK JW0452 ECK0457 acrA multidrug efflux system 62 942.1727 3 2823.4963 -0.0016 43.58 R W 0

2979 GDATVLVVGADDKVETRPIVASQAIGDKWLVTEGLK JW0452 ECK0457 acrA multidrug efflux system 52 1251.0138 3 3750.0196 -0.0008 57.89 R A 0

2980 GDAWIDVVNPATEAVISR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 115 956.9922 2 1911.9698 0.0009 60.27 R I 0

2981 GDDFITLNAEQAMQGAADILR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 136 1125.0476 2 2248.0806 0.0013 73.90 R Q 0

2982 GDDNKNSGDAPAAAPGNNETTEPVGTTK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 65 910.0807 3 2727.2203 -0.0016 23.47 K - 0

2983 GDEVIELAK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 72 487.2637 2 972.5128 0.0001 33.15 R T 0

2984 GDEVLTNGGLVGR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 80 643.8385 2 1285.6624 -0.0002 35.73 K V 0

2985 GDGEQVAGGETVANWDPHTMPVITEVSGFVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 62 1085.8511 3 3254.5315 0.0011 65.06 K F 0

2986 GDGFDLNDFLEQLR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 82 819.8925 2 1637.7704 0.0018 72.91 K Q 0

2987 GDIAILADSGIR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 80 600.8328 2 1199.6510 0.0000 48.13 K N 0

2988 GDIDANAFQHKPYLDQQLK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 44 734.3711 3 2200.0915 0.0001 40.30 K D 0

2989 GDIDANAFQHKPYLDQQLKDR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 49 824.7467 3 2471.2183 -0.0009 36.78 K G 0

2990 GDIPEAEAILASIKPAGVVSR JW5943 ECK3514 yhjK predicted diguanylate cyclase 37 698.3922 3 2092.1548 0.0020 60.25 K A 0

2991 GDISEFAPR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 58 496.2463 2 990.4780 0.0009 35.89 R I 0

2992 GDISQLLHLGLNGAVAAVVK JW3601 ECK3616 rfaJ UDP-D-glucose:(galactosyl)lipopolysaccharide glucosyltransferase 43 659.0485 3 1974.1237 -0.0024 67.47 K D 0

2993 GDIVLCGFEYGR 57.021465@C:6 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 22 693.3290 2 1384.6434 -0.0011 49.18 K V 0

2994 GDLDILVATDVAAR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 56 714.8899 2 1427.7652 0.0032 53.39 R G 0

2995 GDLESVLDLTGK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 88 623.8296 2 1245.6446 -0.0006 55.08 K L 0

2996 GDLESVLDLTGKLNEVEFR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 70 712.0386 3 2133.0940 -0.0015 64.77 K A 0

2997 GDLGVEIGDPELVGIQK JW1843 ECK1855 pykA pyruvate kinase II 89 869.9646 2 1737.9146 -0.0003 53.54 R A 0

2998 GDLGVEIPVEEVIFAQK JW1666 ECK1672 pykF pyruvate kinase I 69 921.9977 2 1841.9808 0.0034 65.93 R M 0

2999 GDLGVVWER JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 14 515.7698 2 1029.5250 0.0007 41.99 R Q 0

3000 GDLTGVAQAGTVSEK JW4220 ECK4256 yjgR predicted ATPase 32 716.8669 2 1431.7192 -0.0014 29.75 K L 0

3001 GDMLSMEDVLEILR 15.994915@M:3 JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 92 818.9001 2 1635.7856 0.0009 70.97 R I 0

3002 GDNFISSELFVLAALESR JW2573 ECK2590 clpB protein disaggregation chaperone 41 984.5073 2 1967.0000 0.0000 77.78 R G 0

3003 GDPVITIAPLSWK JW1606 ECK1609 ydgA conserved protein 64 698.8960 2 1395.7774 0.0013 59.15 K N 0

3004 GDQDMILLLSK JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 33 616.8317 2 1231.6488 0.0007 54.04 K K 0

3005 GDQYPIALEGALK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 58 687.8674 2 1373.7202 0.0012 48.91 R L 0

3006 GDSTIYLLMQ JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 33 570.7839 2 1139.5532 -0.0002 59.53 R - 0

3007 GDSTPSSPFPTTER JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 52 739.8411 2 1477.6676 -0.0008 34.04 R I 0

3008 GDTYGNLVPFSPK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 54 697.8513 2 1393.6880 0.0002 47.00 K H 0

3009 GDVISDGPEAPHDILR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 92 845.9227 2 1689.8308 -0.0013 40.66 R L 0

3010 GDVLADGPSTDLGELALGQNMR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 113 1115.0446 2 2228.0746 0.0003 58.57 R V 0

3011 GDVQAYQDIR JW5312 ECK1895 otsA trehalose-6-phosphate synthase 62 582.7859 2 1163.5572 0.0001 28.06 R H 0

3012 GDVVYLDLR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 36 525.2850 2 1048.5554 0.0002 43.98 R H 0

3013 GDWQNEVNVR JW0886 ECK0894 pflB pyruvate formate lyase I 54 608.7889 2 1215.5632 0.0001 35.24 K D 0

3014 GDYAVNVNYNVQNAGEKPLEISSFGQLK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 90 1018.8432 3 3053.5078 -0.0017 52.63 R Q 0

3015 GDYPDDAVFTGSVDIMQGNSR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 57 1122.4984 2 2242.9822 0.0021 54.32 K L 0

3016 GDYVTPTQPFSELSFRPTK JW0120 ECK0123 gcd glucose dehydrogenase 20 724.0318 3 2169.0736 -0.0006 51.96 K D 0

3017 GEAASNPEVIAR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 66 607.3121 2 1212.6096 -0.0001 23.15 K T 0

3018 GEADAMICGTVGDYHEHFSVVK 57.021465@C:8 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 24 606.2756 4 2421.0733 0.0002 47.63 R N 0

3019 GEAEIESIR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 51 502.2565 2 1002.4984 0.0003 27.26 R S 0

3020 GEAELASTDPVTIEAEELFITSPEGK JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 36 911.7844 3 2732.3314 0.0034 66.49 R T 0

3021 GEAIAAFMQEAPFIGR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 81 854.4305 2 1706.8464 0.0015 62.19 K T 0

3022 GEAIGVIAAQSIGEPGTQLTMR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 107 1100.0757 2 2198.1368 0.0003 53.33 K T 0

3023 GEALLSK JW2497 ECK2509 yfgM conserved protein 35 359.2106 2 716.4066 -0.0002 20.17 R G 0

3024 GEALLSKGDK JW2497 ECK2509 yfgM conserved protein 40 509.2821 2 1016.5496 -0.0006 20.49 R Q 0

3025 GEASPEQILLLAFGR JW0945 ECK0953 helD DNA helicase IV 39 800.9389 2 1599.8632 0.0013 71.41 R K 0

3026 GEATAHLIEDIPTGIYTIPEISSVGK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 50 904.4771 3 2710.4095 0.0029 61.62 K T 0

3027 GEAYKKPDHYEEIHMPK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 48 691.3350 3 2070.9832 -0.0001 26.88 K N 0

3028 GECDLIPGK 57.021465@C:3 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 25 494.7420 2 987.4694 0.0000 32.14 K T JW1463

3029 GEDVVVPGLFAVGEIACVSVHGANR 57.021465@C:17 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 52 851.4371 3 2551.2895 0.0043 67.17 K L 0

3030 GEEAIALALK JW2504 ECK2516 yfhM conserved protein 65 507.7955 2 1013.5764 0.0008 40.63 R T 0

3031 GEESEQIELLNIR JW3361 ECK3385 yrfF predicted inner membrane protein 35 765.3940 2 1528.7734 0.0001 48.96 R K 0

3032 GEETPTLSYMLPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 53 733.3653 2 1464.7160 -0.0009 48.54 K L 0

3033 GEGDAEAAKLFADAFSKDPDFYAFIR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 62 1426.1829 2 2850.3512 0.0011 69.69 R S 0

3034 GEGDSVHAGTVVQDGSVLFR JW0473 ECK0478 copA copper transporter 96 1015.5001 2 2028.9856 -0.0009 44.06 K A 0

3035 GEGGILVNK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 40 443.7532 2 885.4918 -0.0001 27.36 R N 0

3036 GEGGYLLNK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 58 475.7507 2 949.4868 0.0000 27.89 R H 0

3037 GEGGYLLNKHGER JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 43 477.2437 3 1428.7093 -0.0018 22.21 R F 0

3038 GEGMVLTGPK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 43 494.7602 2 987.5058 -0.0001 31.21 K E 0

3039 GEGQPGDIETLEQLCR 57.021465@C:15 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 82 901.4231 2 1800.8316 0.0005 46.32 R F 0

3040 GEGTPFPVQADFR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 51 710.8471 2 1419.6796 0.0013 45.52 R S 0

3041 GEGWAAIVADLR JW2497 ECK2509 yfgM conserved protein 92 629.3333 2 1256.6520 0.0008 61.85 K G 0

3042 GEIFGFLGSNGCGK 57.021465@C:12 JW5676 ECK3471 rbbA fused ribosome-associated ATPases 75 721.8402 2 1441.6658 -0.0002 53.65 R S 0

3043 GEIGEEER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 38 459.7115 2 917.4084 -0.0006 18.84 K W 0

3044 GEILGGMAAVEQPEKPAAQPK 15.994915@M:7 JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 66 713.0362 3 2136.0868 -0.0017 31.91 K K 0

3045 GEISWVDANLGVDEIR JW1805 ECK1814 yoaE fused predicted membrane proteins 62 886.9436 2 1771.8726 -0.0015 56.19 R E 0

3046 GEITEINTGHAGQLLR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 46 570.3033 3 1707.8881 -0.0024 39.05 K L 0

3047 GELDEIIGIVR JW1805 ECK1814 yoaE fused predicted membrane proteins 93 607.3433 2 1212.6720 0.0006 59.36 R A 0

3048 GELHCVGATTLDEYR 57.021465@C:5 JW2573 ECK2590 clpB protein disaggregation chaperone 79 860.9024 2 1719.7902 0.0017 34.91 R Q 0

3049 GELLVDPEPVLLQEYQR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 120 999.5308 2 1997.0470 0.0001 61.18 R L 0

3050 GELSFYDIFTLAR JW5063 ECK0452 ylaC predicted inner membrane protein 87 766.3934 2 1530.7722 0.0005 71.26 K A 0

3051 GELTLNGINTAK JW4180 ECK4217 ytfN conserved protein 41 615.8379 2 1229.6612 -0.0002 36.28 R E 0

3052 GEMNFDVVIASPDAMR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 46 876.4090 2 1750.8034 0.0016 54.23 K V 0

3053 GEMPSDFDAK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 21 548.7343 2 1095.4540 -0.0002 29.15 K A 0

3054 GEPQINFDDIELDDTDDRRPTR JW3351 ECK3375 damX predicted protein 55 873.0759 3 2616.2059 0.0006 47.53 R A 0

3055 GEQVLAYPGTTLYSLEK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 24 934.9861 2 1867.9576 0.0009 52.27 K A 0

3056 GEQVVNIGSQDMNDNVWLTLAK JW2924 ECK2952 ansB periplasmic L-asparaginase II 42 811.0692 3 2430.1858 0.0010 60.41 K K 0

3057 GESAPTTAFGAAVVGGDNGR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 130 917.4403 2 1832.8660 0.0008 41.94 R V 0

3058 GESNILLER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 63 515.7802 2 1029.5458 0.0005 35.58 R L 0

3059 GESTEALLPNMVATSLAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 56 916.4775 2 1830.9404 0.0007 58.63 K L 0

3060 GETASFDIEANGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 101 669.8117 2 1337.6088 -0.0011 34.67 R V 0

3061 GETDELAALVAQQR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 28 750.8860 2 1499.7574 -0.0006 49.17 K V 0

3062 GETPFEINSR JW1606 ECK1609 ydgA conserved protein 53 575.2801 2 1148.5456 -0.0005 34.41 K I 0

3063 GETQALVTATLGTAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 66 744.9051 2 1487.7956 0.0012 43.10 R D 0

3064 GETQINSDLTGYGQWEYNFQGNNSEGADAQTGNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 120 1231.8711 3 3692.5915 0.0029 54.73 K T 0

3065 GETQLTPEEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 57 566.2795 2 1130.5444 -0.0010 21.66 K L 0

3066 GETVGAQLTGDDR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 96 659.8153 2 1317.6160 -0.0001 28.02 R V 0

3067 GETVGQELAGNPK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 40 650.3303 2 1298.6460 -0.0006 27.88 R V 0

3068 GEVETIALEQLVGR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 112 757.4152 2 1512.8158 0.0010 55.56 K V 0

3069 GEVLENLIPEAFAVVR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 62 878.4868 2 1754.9590 0.0023 70.01 K E 0

3070 GEVNPPLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 38 441.2454 2 880.4762 -0.0004 24.30 K M 0

3071 GEVSTESQWK JW2504 ECK2516 yfhM conserved protein 67 575.7725 2 1149.5304 0.0002 23.45 R E 0

3072 GEVVASTFDEPASR JW3756 ECK3775 rho transcription termination factor 51 732.8514 2 1463.6882 -0.0010 33.35 K H 0

3073 GEVVNAACAVDAGSVDQTVQLGQVR 57.021465@C:8 JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 130 1272.1302 2 2542.2458 0.0012 47.68 K T 0

3074 GEYQYLNPNDHVNK JW4099 ECK4133 aspA aspartate ammonia-lyase 35 564.2651 3 1689.7735 -0.0013 29.66 K C 0

3075 GFAAEGQSQNNYLNGLK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 94 905.9390 2 1809.8634 -0.0010 41.97 R L 0

3076 GFAPQLPETLPGTDEAPSQAS JW0907 ECK0915 mukB fused chromosome partitioning proteins 42 1057.0092 2 2112.0038 0.0028 53.23 R - 0

3077 GFDSGDPAQCNTFGK 57.021465@C:10 JW2460 ECK2471 ypfJ conserved protein 24 800.8386 2 1599.6626 0.0002 32.89 R S 0

3078 GFDVNTGELLWAFDPGAK JW0120 ECK0123 gcd glucose dehydrogenase 55 968.9765 2 1935.9384 0.0017 70.26 R D 0

3079 GFEGGQMPLYR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 75 627.7999 2 1253.5852 -0.0011 41.31 R R 0

3080 GFEMDFAELLLEDYK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 89 910.4276 2 1818.8406 0.0020 78.13 R A JW3485

3081 GFEMDFAELLLEDYK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 99 910.4273 2 1818.8400 0.0015 75.69 R A JW3485

3082 GFEMDFAELLLEDYKASLK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 76 1110.0515 2 2218.0884 0.0018 76.93 R Y JW3485

3083 GFEMDFAELLLEDYKASLK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 39 1110.0518 2 2218.0890 0.0023 77.29 R Y JW3485

3084 GFETPTINELSYR JW1446 ECK1445 yncD predicted iron outer membrane transporter 55 763.8775 2 1525.7404 -0.0008 48.92 R A 0

3085 GFFGWFNR JW0451 ECK0456 acrB multidrug efflux system protein 23 515.7485 2 1029.4824 0.0003 59.48 K M 0

3086 GFFSWLGFGQK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 25 637.3215 2 1272.6284 -0.0007 68.08 R E 0

3087 GFGHTLGNALR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 52 571.8072 2 1141.5998 0.0006 32.07 R R 0

3088 GFHNCTPIQALALPLTLAGR 57.021465@C:5 JW3753 ECK3772 rhlB ATP-dependent RNA helicase 32 717.3901 3 2149.1485 0.0020 61.40 K D 0

3089 GFIANTLTPFVGDANTQTPEFK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 85 1184.5951 2 2367.1756 0.0010 60.25 K S 0

3090 GFIKQEK JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 32 425.2448 2 848.4750 -0.0005 19.21 R V 0

3091 GFIRVDK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 34 417.7450 2 833.4754 -0.0004 24.99 R Q 0

3092 GFLAQALR JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 39 438.2588 2 874.5030 0.0005 41.46 R V 0

3093 GFLIGGTSGR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 49 482.7637 2 963.5128 -0.0009 35.66 R T 0

3094 GFLQTLAR JW4215 ECK4251 valS valyl-tRNA synthetase 47 453.2638 2 904.5130 0.0000 42.57 R L 0

3095 GFPLAYVGDVVGTGSSR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 39 841.4309 2 1680.8472 0.0000 56.65 K K 0

3096 GFQIDNYMVDGIPTYFESR JW1088 ECK1088 fhuE ferric-rhodotorulic acid outer membrane transporter 58 1126.5209 2 2251.0272 0.0017 65.72 R W 0

3097 GFQLDGR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 25 396.7035 2 791.3924 -0.0002 29.30 K N 0

3098 GFQSNTIGPK JW0172 ECK0176 yaeT conserved protein 44 524.7742 2 1047.5338 -0.0010 27.61 R A 0
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3099 GFSGEDATPALEGADVVLISAGVAR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 99 1201.6120 2 2401.2094 -0.0031 64.69 K K 0

3100 GFSIDLWAMPVQRPYNPNAR JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 66 778.0601 3 2331.1585 0.0003 60.02 K R 0

3101 GFSLAQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 20 375.7108 2 749.4070 -0.0002 26.96 R M 0

3102 GFSLYMLR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 44 493.7601 2 985.5056 0.0002 52.04 K A 0

3103 GFTPSRPGHLHGAHS JW1178 ECK1177 dadA D-amino acid dehydrogenase 17 519.9269 3 1556.7589 -0.0009 20.72 R - 0

3104 GFTQDDAHIFCTEEQIRDEVNGCIR 57.021465@C:11,57.021465@C:23 JW1709 ECK1717 thrS threonyl-tRNA synthetase 24 753.3413 4 3009.3361 0.0016 55.60 R L 0

3105 GFYLYGQK JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 13 488.2504 2 974.4862 0.0000 38.10 R G 0

3106 GFYSQCAK 57.021465@C:6 JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 19 480.7156 2 959.4166 -0.0005 22.27 K Y 0

3107 GGAALEQLGR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 63 486.2669 2 970.5192 -0.0004 29.07 K V 0

3108 GGAGFSTGLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 36 447.7366 2 893.4586 -0.0020 28.58 R W 0

3109 GGDGNYGYNAATEEYGNMIDMGILDPTK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 34 989.4330 3 2965.2772 0.0024 63.85 K V 0

3110 GGDGNYGYNAATEEYGNMIDMGILDPTKVTR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 94 1108.1714 3 3321.4924 0.0006 62.84 K S 0

3111 GGDIEETAFNTNLEAADEIAR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 115 1118.5225 2 2235.0304 0.0014 55.31 R Q 0

3112 GGDTVTLNETDLTQIPK JW5669 ECK3493 hdeB acid-resistance protein 73 901.4625 2 1800.9104 0.0000 46.56 K V 0

3113 GGDVEQALLPAYPK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 80 729.3854 2 1456.7562 0.0000 45.67 R E 0

3114 GGEIIYNAEVSGLNEHK JW2635 ECK2654 ygaF predicted enzyme 85 915.4551 2 1828.8956 0.0001 38.16 R N 0

3115 GGEIIYNAEVSGLNEHKNGVVIR JW2635 ECK2654 ygaF predicted enzyme 27 617.8277 4 2467.2817 -0.0001 40.82 R T 0

3116 GGESVNDQGAEDQR JW2573 ECK2590 clpB protein disaggregation chaperone 62 731.3116 2 1460.6086 -0.0043 18.26 R Q 0

3117 GGFGESVAK JW5927 ECK3028 ygiB conserved outer membrane protein 50 426.2163 2 850.4180 -0.0005 23.17 R Q 0

3118 GGFTVELNGIR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 84 581.8139 2 1161.6132 -0.0009 45.22 K A 0

3119 GGGISGQAGAIR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 33 522.2830 2 1042.5514 -0.0006 24.63 K H 0

3120 GGGLCLGGK 57.021465@C:5 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 35 409.7130 2 817.4114 -0.0001 26.10 R I 0

3121 GGGNTIEYFVNTTFNYPTMAEAYR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 48 1358.6211 2 2715.2276 0.0002 67.95 K V 0

3122 GGGRPDMAQAGGTDAAALPAALASVK JW2667 ECK2692 alaS alanyl-tRNA synthetase 87 785.0693 3 2352.1861 0.0003 47.45 K G 0

3123 GGGTGTNGQALNQGIIVDMSR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 61 1023.5052 2 2044.9958 -0.0002 46.73 R H 0

3124 GGHIYNICAPAHPAR 57.021465@C:8 JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 20 545.2721 3 1632.7945 0.0002 26.89 K N 0

3125 GGHNPLEAAAHAIPVLMGPHTFNFK JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 31 657.3394 4 2625.3285 0.0009 60.09 R D 0

3126 GGHSGGEIHVGLGNANK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 31 802.4005 2 1602.7864 0.0001 22.78 K L 0

3127 GGHTFNTNLASHNK JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 59 749.3641 2 1496.7136 0.0017 21.60 K S 0

3128 GGHVEQATFWTGLRPMTPDGTPVVGR 15.994915@M:16 JW1178 ECK1177 dadA D-amino acid dehydrogenase 30 696.3486 4 2781.3653 -0.0003 46.67 R T 0

3129 GGIAFATPPGTPLAPK JW1823 ECK1833 yebT conserved protein 40 747.9196 2 1493.8246 0.0005 46.21 R A 0

3130 GGIHNSVTR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 25 470.7514 2 939.4882 -0.0004 16.63 R I JW1463

3131 GGIQYDTR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 34 455.2245 2 908.4344 -0.0007 19.71 R L 0

3132 GGIQYDTRLDNVATSNSSIEYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 23 820.3983 3 2458.1731 0.0007 41.37 R R 0

3133 GGISFESEEAK JW5741 ECK4175 rnr exoribonuclease R, RNase R 63 577.2723 2 1152.5300 0.0001 32.56 R F 0

3134 GGLMPTWGDSQR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 71 652.8056 2 1303.5966 -0.0012 42.54 R Y 0

3135 GGNFFQPTILVDVPANAK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 68 944.5020 2 1886.9894 0.0003 57.23 R V 0

3136 GGNLMVLPLDQMLK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 47 764.9154 2 1527.8162 0.0009 63.99 K G 0

3137 GGPVVWLSEADAK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 80 664.8467 2 1327.6788 0.0016 46.38 R D 0

3138 GGTLAGTTTLNNGAILTLSGK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 85 980.5407 2 1959.0668 0.0032 52.28 R T 0

3139 GGTLIPVQTAQGVSNNCK 57.021465@C:17 JW1782 ECK1791 yoaF conserved outer membrane protein 79 922.4695 2 1842.9244 -0.0014 36.25 K L 0

3140 GGTPYGATTIAGGDGSRQPSQEELSIAR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 81 926.1215 3 2775.3427 0.0002 38.83 R Y 0

3141 GGTTHLGLPVFNTVR JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 27 523.6233 3 1567.8481 0.0009 46.75 K E 0

3142 GGVATIGVTR JW2184 ECK2188 ccmF heme lyase, CcmF subunit 28 465.7720 2 929.5294 0.0000 28.07 R D 0

3143 GGVGILR JW3684 ECK3699 trmE GTPase 46 336.2137 2 670.4128 0.0002 29.08 R I 0

3144 GGVIFSVADQFGIPIR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 37 838.4622 2 1674.9098 0.0005 66.39 K Y 0

3145 GGVIPGEYIPAVDK JW3302 ECK3327 fusA protein chain elongation factor EF-G 54 707.8825 2 1413.7504 0.0001 47.62 K G 0

3146 GGVIPGEYIPAVDKGIQEQLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 23 737.7398 3 2210.1976 0.0028 51.67 K A 0

3147 GGVISPQPAFMQLVR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 68 800.4376 2 1598.8606 0.0004 54.90 R Q 0

3148 GGVIVYPTDSGYALGCK 57.021465@C:16 JW5196 ECK1261 yciO conserved protein 55 878.9330 2 1755.8514 0.0012 45.31 K I 0

3149 GGVNDLESVVK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 25 558.7981 2 1115.5816 -0.0007 40.11 K C 0

3150 GGVNYLFDNGVTPYFSYSESFEPSSQVGK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 28 1059.1553 3 3174.4441 -0.0017 65.54 R D 0

3151 GGVSLRPGDGVIHSWLNR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 41 640.6781 3 1919.0125 -0.0001 46.07 R M 0

3152 GGVVQYVDASR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 62 575.7969 2 1149.5792 0.0014 31.66 R I 0

3153 GGWTELDLAQTNYLR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 56 868.9338 2 1735.8530 0.0001 55.51 R E 0

3154 GGYFPVPPVDSAQDIR JW3841 ECK3863 glnA glutamine synthetase 72 859.4310 2 1716.8474 0.0002 48.23 K S 0

3155 GGYGNANIGYSHSDDIK JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 47 589.9359 3 1766.7859 -0.0002 30.22 R Q 0

3156 GGYVEPEYVQAMLDR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 69 863.9088 2 1725.8030 -0.0002 55.92 K E 0

3157 GGYVEPEYVQAMLDREK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 63 992.4780 2 1982.9414 0.0007 49.81 K L 0

3158 GHAKPYTAPVAATAPVAASGPK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 93 688.0406 3 2061.1000 -0.0006 27.70 K R 0

3159 GHAKPYTAPVAATAPVAASGPKR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 65 555.3076 4 2217.2013 -0.0003 24.85 K V 0

3160 GHEFMLK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 31 431.2179 2 860.4212 -0.0002 27.61 K Y 0

3161 GHEYLAR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 20 423.2168 2 844.4190 -0.0001 19.47 R R 0

3162 GHFFLHPR JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 38 505.7697 2 1009.5248 0.0003 26.01 K A 0

3163 GHIAGSINLLPSEIK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 97 774.9406 2 1547.8666 -0.0005 44.35 K A 0

3164 GHIINKGEAIGVIAAQSIGEPGTQLTMR 15.994915@M:27 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 64 720.1372 4 2876.5197 0.0020 46.36 R T 0

3165 GHKEVLIFGGQEVETK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 60 590.9844 3 1769.9314 0.0001 35.09 K R 0

3166 GHNYSLEALLAGNYLMADLFR JW4121 ECK4156 psd phosphatidylserine decarboxylase 98 1184.5914 2 2367.1682 0.0001 75.54 K N 0

3167 GHQHANLDPLGLWQQDK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 68 652.9942 3 1955.9608 0.0007 46.37 R V 0

3168 GHSEKPVLLSVEGHFTLEGNPDTGAPTK JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 74 973.1612 3 2916.4618 -0.0001 43.87 R V 0

3169 GHSNIQGLTDLGLLSQSLPGYMTLPSEK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 63 986.1741 3 2955.5005 -0.0006 64.92 R Q 0

3170 GHTLTQSQNDALVAVFQAAFSK JW2462 ECK2473 nlpB lipoprotein 127 1167.0980 2 2332.1814 0.0003 63.65 K - 0

3171 GHVYIAQPPLYK JW5625 ECK3691 gyrB DNA gyrase, subunit B 14 462.5907 3 1384.7503 -0.0002 35.58 R V 0

3172 GIAETAQCGAILGIGGGK 57.021465@C:8 JW5556 ECK3937 gldA glycerol dehydrogenase, NAD 27 836.9376 2 1671.8606 -0.0007 44.41 R T 0

3173 GIAFGNIDAIVEHIQQR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 45 627.6722 3 1879.9948 0.0045 60.15 K L 0

3174 GIAIRPEVLLLDEPCSALDPISTGR 57.021465@C:15 JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 103 898.1493 3 2691.4261 -0.0004 61.78 R I 0

3175 GIALYYGGR JW3132 ECK3151 nlpI conserved protein 30 485.2611 2 968.5076 -0.0003 38.14 R D 0

3176 GIANSILIK JW2750 ECK2773 eno enolase 17 464.7949 2 927.5752 -0.0001 40.39 K F 0

3177 GIATCVLLGNPAEINR 57.021465@C:5 JW2294 ECK2291 pta phosphate acetyltransferase 86 849.4538 2 1696.8930 0.0001 48.33 R V 0

3178 GIAWNTQSEMDLLR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 88 817.4041 2 1632.7936 0.0007 55.96 K K 0

3179 GIDIAGSK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 49 380.7135 2 759.4124 -0.0002 24.08 K G 0

3180 GIDKAVTAAVEELK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 81 481.9400 3 1442.7982 0.0001 49.06 R A 0

3181 GIDKAVTAAVEELKALSVPCSDSK 57.021465@C:20 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 39 830.1045 3 2487.2917 0.0027 66.57 R A 0

3182 GIEEVGPNNVPYIVATITSNSAGGQPVSLANLK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 27 1103.9168 3 3308.7286 0.0033 71.76 R A 0

3183 GIEVKPGEIVIPFTD JW1050 ECK1048 yceB predicted lipoprotein 15 807.4429 2 1612.8712 0.0001 58.62 K - 0

3184 GIFSEYGLLK JW1117 ECK1117 purB adenylosuccinate lyase 51 563.8110 2 1125.6074 0.0004 54.17 R F 0

3185 GIFTAGVLDEFMR JW4340 ECK4369 yjjU predicted esterase 69 728.3690 2 1454.7234 0.0006 66.55 R A 0

3186 GIGDKINAMLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 45 580.3291 2 1158.6436 0.0005 43.90 K Q 0

3187 GIGGFTK JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 27 340.1923 2 678.3700 0.0000 26.48 K E 0

3188 GIGPAYEDK JW4135 ECK4173 purA adenylosuccinate synthetase 30 475.2351 2 948.4556 0.0004 22.39 R V 0

3189 GIGSGLGK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 16 344.7030 2 687.3914 0.0000 23.39 R T 0

3190 GIGYLPQEASIFR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 50 725.8882 2 1449.7618 0.0003 53.44 R R 0

3191 GIHNLSQAPQEGCVLTIGNFDGVHR 57.021465@C:13 JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 52 680.5894 4 2718.3285 -0.0013 46.72 R G 0

3192 GIHQLANVENQTPR JW2965 ECK2991 hybO hydrogenase 2, small subunit 58 788.9133 2 1575.8120 0.0003 29.08 K S 0

3193 GIIELSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 36 394.2372 2 786.4598 0.0000 35.12 K E 0

3194 GIIIISSEMPELLGITDR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 49 979.0391 2 1956.0636 0.0035 69.91 K I 0

3195 GIKDVVTQPQA JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 65 578.3218 2 1154.6290 -0.0004 29.89 K - 0

3196 GIKVEVSGR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 54 472.7792 2 943.5438 -0.0013 23.03 K L 0

3197 GILDPEDAR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 31 493.2513 2 984.4880 0.0004 33.58 K D 0

3198 GILDSFK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 40 390.2185 2 778.4224 0.0000 44.61 K A 0

3199 GILDSFKATQSW JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 71 676.8464 2 1351.6782 0.0011 59.41 K - 0

3200 GILEATASVSQTPQR JW3630 ECK3645 yicH conserved protein 81 779.4150 2 1556.8154 -0.0003 36.62 K Q 0

3201 GILGPNSVLGASYTQK JW3794 ECK3815 pldA outer membrane phospholipase A 80 802.9357 2 1603.8568 -0.0001 46.49 R S 0

3202 GILLADGVITR JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 60 564.3425 2 1126.6704 -0.0005 47.50 K R 0

3203 GILNALYEAK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 57 546.3084 2 1090.6022 0.0000 48.81 K R 0

3204 GILSVPVPVGK JW5427 ECK2653 ygaT predicted protein 18 533.3373 2 1064.6600 0.0006 48.54 K F 0

3205 GILSWVGGK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 21 458.7662 2 915.5178 0.0001 50.21 K T 0

3206 GILSWVGGKTDIVEYVR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 64 631.3477 3 1891.0213 0.0010 58.23 K A 0

3207 GIMEGEYDHLPEQAFYMVGSIEEAVEK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 47 1024.4724 3 3070.3954 0.0015 79.10 K A 0

3208 GIMLGQSNFLAR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 61 653.8507 2 1305.6868 0.0005 47.87 K A 0

3209 GIMQQMNVK JW3063 ECK3083 uxaC uronate isomerase 36 524.7671 2 1047.5196 -0.0008 32.71 R M 0

3210 GINESDMVLMPDASTAVIDPFFADSTLIIR JW3841 ECK3863 glnA glutamine synthetase 34 1080.2071 3 3237.5995 0.0056 79.15 K C 0

3211 GINFIACPTCSR 57.021465@C:7,57.021465@C:10 JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 59 698.3287 2 1394.6428 -0.0006 40.09 R Q 0

3212 GINSYYLTSDGSTMSYR 15.994915@M:14 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 113 965.9285 2 1929.8424 0.0010 40.92 K T 0

3213 GIPADKISAR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 55 514.2986 2 1026.5826 0.0004 22.19 K G 0

3214 GIPYTTVR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 15 453.7558 2 905.4970 0.0000 30.34 K K 0

3215 GIQEQLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 40 408.2347 2 814.4548 0.0001 23.13 K A 0

3216 GIQVVEAINGATTEEGAFVQGNR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 26 787.3996 3 2359.1770 0.0001 55.47 K L 0

3217 GIRPGAYCEPK 57.021465@C:8 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 39 416.5452 3 1246.6138 0.0009 22.48 K M 0

3218 GISLLDAFGAANDVLK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 55 802.4370 2 1602.8594 -0.0022 68.94 R G 0

3219 GISLQVNAGEHIAILGR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 38 583.3320 3 1746.9742 0.0002 49.28 K T 0

3220 GISPAGLATSFEK JW2903 ECK2931 yggG predicted peptidase 60 639.3408 2 1276.6670 0.0008 46.08 R L 0

3221 GISVDQLGFVR JW5056 ECK0406 yajI predicted lipoprotein 60 595.8302 2 1189.6458 0.0004 48.40 K I 0

3222 GISYETATFPWAASGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 82 857.4157 2 1712.8168 0.0011 54.66 K A 0
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3223 GITDILVVDNLK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 92 650.3796 2 1298.7446 0.0001 56.92 K D 0

3224 GITFDSGGYSIK JW2507 ECK2520 pepB aminopeptidase B 22 622.8103 2 1243.6060 -0.0025 42.00 K Q 0

3225 GITILAK JW5571 ECK3864 bipA GTP-binding protein 14 358.2391 2 714.4636 -0.0003 31.56 R N 0

3226 GITINTSHVEYDTPTR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 95 902.4467 2 1802.8788 -0.0011 34.62 R H JW3943

3227 GITITSAATTAFWSGMAK JW3302 ECK3327 fusA protein chain elongation factor EF-G 28 907.4620 2 1812.9094 0.0014 60.64 R Q 0

3228 GITLPSNSTGGVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 54 615.8377 2 1229.6608 -0.0007 31.91 R S 0

3229 GITVNVVAPGFIETDMTR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 90 960.4989 2 1918.9832 0.0009 57.63 R A 0

3230 GIVDIPVYPLK JW1178 ECK1177 dadA D-amino acid dehydrogenase 37 607.3633 2 1212.7120 0.0002 53.44 K G 0

3231 GIVNYDPTELVITAR JW5487 ECK2973 glcE glycolate oxidase FAD binding subunit 61 830.9488 2 1659.8830 -0.0001 54.08 R V 0

3232 GIVVNVAEMR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 49 544.2998 2 1086.5850 -0.0005 40.16 K L 0

3233 GIVYISHR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 36 472.7680 2 943.5214 -0.0024 25.99 R M 0

3234 GIWNHGSPLFMEIEPR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 69 941.9670 2 1881.9194 -0.0001 56.15 K F 0

3235 GIYDQFVNR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 38 556.2802 2 1110.5458 0.0001 41.46 K L 0

3236 GIYDTLVEKLGAAVATLK JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 43 621.3595 3 1861.0567 0.0006 75.81 K S 0

3237 GIYEGPGISIK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 48 567.3145 2 1132.6144 0.0016 40.77 R L 0

3238 GIYKLETIEGSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 52 669.3691 2 1336.7236 -0.0002 33.51 K G 0

3239 GIYVTVNITEGDQYK JW0172 ECK0176 yaeT conserved protein 52 850.4309 2 1698.8472 0.0008 49.21 K L 0

3240 GKANTGVTLEPINSQNAPK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 86 970.0156 2 1938.0166 -0.0004 29.69 K G 0

3241 GKATVAFAR JW3944 ECK3972 secE preprotein translocase membrane subunit 22 460.7690 2 919.5234 -0.0005 21.37 K E 0

3242 GKDAFAEVK JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 33 482.7586 2 963.5026 0.0001 22.99 R K 0

3243 GKDVFVPIDYIIGGPK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 65 573.3224 3 1716.9454 0.0002 61.24 R M 0

3244 GKEQDHFVALDTQPK JW1823 ECK1833 yebT conserved protein 28 571.6248 3 1711.8526 -0.0005 28.04 K Y 0

3245 GKEQHVTIPAHQVNAEFFEEGK JW3841 ECK3863 glnA glutamine synthetase 58 624.5635 4 2494.2249 0.0007 36.99 K M 0

3246 GKGFAGTVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 16 432.7501 2 863.4856 -0.0008 18.77 K R 0

3247 GKGNVEYWVALIQPGK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 65 879.9799 2 1757.9452 -0.0011 54.06 K V 0

3248 GKIANLFDKDYETVYGYQTAGR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 64 837.0834 3 2508.2284 -0.0002 47.15 R E 0

3249 GKIIGIDLGTTNSCVAIMDGTTPR 57.021465@C:14 JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 40 830.7616 3 2489.2630 0.0010 52.08 M V 0

3250 GKITAIMGPSGIGK JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 68 665.3811 2 1328.7476 -0.0009 35.64 R T 0

3251 GKPFAPLLEK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 31 550.3289 2 1098.6432 -0.0005 35.41 K N 0

3252 GKSVEEILGK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 44 530.3050 2 1058.5954 -0.0017 31.70 R - 0

3253 GKVPVINPNSMAALGIEVVDVR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 103 1139.6337 2 2277.2528 0.0013 60.76 K I 0

3254 GKVQLLGSGSILR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 43 443.2736 3 1326.7990 0.0007 39.37 K H 0

3255 GKWNLEQR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 42 515.7752 2 1029.5358 0.0002 25.29 K D 0

3256 GKWVLASDFPFTR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 32 508.6050 3 1522.7932 -0.0002 55.08 R E 0

3257 GKYMPGKPAWYMYDSCQSK 15.994915@M:4,57.021465@C:16 JW0755 ECK0761 ybhC predicted pectinesterase 51 771.6761 3 2312.0065 0.0000 36.51 R R 0

3258 GLADTALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 35 394.7290 2 787.4434 -0.0005 26.48 K T 0

3259 GLALLDEELAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 28 586.3321 2 1170.6496 0.0000 50.04 R L 0

3260 GLALLDEELAKLSGDTLDGETAFR JW2667 ECK2692 alaS alanyl-tRNA synthetase 79 845.4383 3 2533.2931 0.0019 70.60 R L 0

3261 GLALLDLIEEGNLGLIR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 93 905.0293 2 1808.0440 0.0034 79.72 R A 0

3262 GLAQGTDVSFGSFGLK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 127 792.4065 2 1582.7984 -0.0006 52.70 R A 0

3263 GLATTIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 37 352.2210 2 702.4274 -0.0002 22.43 R A 0

3264 GLAYAPYADLVWCETSTPDLELAR 57.021465@C:13 JW3975 ECK4007 aceA isocitrate lyase 77 1356.1549 2 2710.2952 0.0004 67.23 R R 0

3265 GLAYAPYADLVWCETSTPDLELARR 57.021465@C:13 JW3975 ECK4007 aceA isocitrate lyase 70 956.4727 3 2866.3963 0.0003 63.05 R F 0

3266 GLDAILVPGGFGYR JW2751 ECK2774 pyrG CTP synthetase 31 717.8907 2 1433.7668 0.0002 58.89 K G 0

3267 GLDEIDACIAR 57.021465@C:8 JW1336 ECK1339 ydaN predicted Zn(II) transporter 63 616.8008 2 1231.5870 0.0003 40.90 R T 0

3268 GLDITITTTAK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 93 567.3244 2 1132.6342 0.0002 39.00 R S 0

3269 GLDITITTTAKSDEEGR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 36 602.9739 3 1805.8999 -0.0008 38.49 R A 0

3270 GLDLSPTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 35 415.7347 2 829.4548 0.0003 28.53 R E 0

3271 GLDPEVIAEITHR JW2166 ECK2172 yejB predicted oligopeptide transporter subunit -!- membrane component of ABC superfamily 48 725.3879 2 1448.7612 -0.0011 48.89 R Y 0

3272 GLDSSYTLILVDGK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 48 740.8986 2 1479.7826 0.0006 53.61 R R 0

3273 GLDSSYTLILVDGKR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 20 546.3015 3 1635.8827 -0.0004 47.90 R V 0

3274 GLDVKDLEHPIEVPVGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 34 615.6755 3 1844.0047 0.0002 46.40 R A 0

3275 GLEAGDEVVIGEAKPGAAQ JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 62 905.9633 2 1809.9120 0.0013 39.25 K - 0

3276 GLEALLRPK JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 40 498.8138 2 995.6130 0.0003 40.55 R S 0

3277 GLEDFYYSVGK JW0172 ECK0176 yaeT conserved protein 64 639.3059 2 1276.5972 -0.0003 51.10 K Y 0

3278 GLEGDLGYGMLLSR JW0960 ECK0969 appC cytochrome bd-II oxidase, subunit I 89 740.8771 2 1479.7396 0.0004 57.69 R Y 0

3279 GLEGINSPVAK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 72 542.8035 2 1083.5924 0.0001 31.15 K F 0

3280 GLEIILQGRDPR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 25 456.2649 3 1365.7729 0.0002 43.27 R D 0

3281 GLEMHPLERPR JW1090 ECK1090 ycfL predicted protein 22 667.8534 2 1333.6922 -0.0002 29.56 R S 0

3282 GLEVGATGFDPK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 74 595.8062 2 1189.5978 -0.0001 40.61 R V 0

3283 GLFAVGECSSVGLHGANR 57.021465@C:8 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 87 915.9490 2 1829.8834 -0.0009 41.64 K L 0

3284 GLFNFVK JW2640 ECK2659 ygaU predicted protein 40 412.7371 2 823.4596 0.0004 49.97 M D 0

3285 GLGAGANPEVGR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 55 549.2881 2 1096.5616 -0.0008 25.27 K N 0

3286 GLGEMNPMQLR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 52 623.3074 2 1244.6002 -0.0002 43.88 K E 0

3287 GLGGGYYLWNDATDK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 43 815.3809 2 1628.7472 0.0002 52.00 R L 0

3288 GLGGGYYLWNDATDKLSITAYWSPLYFK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 31 1067.1979 3 3198.5719 0.0017 74.39 R A 0

3289 GLGVEIK JW3809 ECK3826 rmuC predicted recombination limiting protein 21 358.2210 2 714.4274 -0.0002 29.92 R R 0

3290 GLGVEIKR JW3809 ECK3826 rmuC predicted recombination limiting protein 54 436.2709 2 870.5272 -0.0014 25.03 R E 0

3291 GLGVSGEAEGHALLLGNQALLNEQQVGTK JW0473 ECK0478 copA copper transporter 102 968.5119 3 2902.5139 -0.0008 52.42 R A 0

3292 GLGVWDAVQAMR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 55 651.8348 2 1301.6550 0.0001 56.48 K C 0

3293 GLHSAFTVR JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 53 494.2718 2 986.5290 -0.0007 28.30 R K 0

3294 GLIAPASK JW1990 ECK2002 yeeA conserved inner membrane protein 29 378.7344 2 755.4542 0.0001 22.74 R E 0

3295 GLIDKDEAAILVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 75 692.9056 2 1383.7966 -0.0006 42.86 K A 0

3296 GLIDKDEAAILVKAEESR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 57 653.0249 3 1956.0529 0.0003 47.80 K L 0

3297 GLIDSSDLPLNVSR JW0462 ECK0467 htpG molecular chaperone HSP90 family 121 743.3992 2 1484.7838 0.0003 50.93 R E 0

3298 GLIEATLDAVR JW0451 ECK0456 acrB multidrug efflux system protein 54 579.3300 2 1156.6454 0.0003 53.81 K M 0

3299 GLIEEMASAYEDPKEVIEFYSK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 24 850.0780 3 2547.2122 0.0031 70.62 K N 0

3300 GLIGHTQPR JW5905 ECK1406 hrpA ATP-dependent helicase 14 326.8539 3 977.5399 -0.0009 20.53 K R 0

3301 GLILLSCGPYYNVLR 57.021465@C:7 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 49 869.4719 2 1736.9292 0.0010 60.84 K I 0

3302 GLIVAPPK JW3756 ECK3775 rho transcription termination factor 37 397.7600 2 793.5054 -0.0008 33.04 R A 0

3303 GLKENVIVGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 59 542.8269 2 1083.6392 -0.0007 25.72 R L 0

3304 GLLEEDAFIER JW5625 ECK3691 gyrB DNA gyrase, subunit B 14 646.3293 2 1290.6440 -0.0016 48.67 R G 0

3305 GLLEEDAFIERGER JW5625 ECK3691 gyrB DNA gyrase, subunit B 27 545.2777 3 1632.8113 0.0006 44.30 R R 0

3306 GLLIALPK JW4180 ECK4217 ytfN conserved protein 34 412.7837 2 823.5528 -0.0002 47.09 K V 0

3307 GLLIGMGMTEK JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 22 575.3041 2 1148.5936 0.0003 46.51 R Q 0

3308 GLLPTALDITDNPR JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 80 748.4098 2 1494.8050 0.0008 54.76 K H 0

3309 GLLSLEQQGAAHFFGEPMLDIKDWMR JW4220 ECK4256 yjgR predicted ATPase 25 748.1236 4 2988.4653 0.0026 72.00 R T 0

3310 GLLTEAELDDIFSVQNLMHPAYK JW4099 ECK4133 aspA aspartate ammonia-lyase 43 868.7727 3 2603.2963 0.0022 74.15 R A 0

3311 GLMAKPDGSIIETPITANFR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 89 1066.0645 2 2130.1144 0.0002 51.47 R E 0

3312 GLMLDPDVVIADEPVSALDVSVR JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 121 1205.6312 2 2409.2478 0.0018 67.71 R A 0

3313 GLMLNVTDPASIESVLEK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 125 958.5062 2 1914.9978 0.0007 65.75 K I 0

3314 GLMPNPK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 26 378.7072 2 755.3998 -0.0002 24.74 R V 0

3315 GLMPNPKVGTVTPNVAEAVK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 32 674.7072 3 2021.0998 0.0020 41.67 R N 0

3316 GLMRDSR JW1506 ECK1506 ego fused AI2 transporter subunits -!- ATP-binding components of ABC superfamily 15 417.7173 2 833.4200 0.0022 26.90 R I 0

3317 GLNDVNCATSYDDVK 57.021465@C:7 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 78 835.8697 2 1669.7248 -0.0006 35.58 R A 0

3318 GLNEEQGNVVSR JW2389 ECK2388 nupC nucleoside (except guanosine) transporter 62 651.3253 2 1300.6360 -0.0011 25.67 K F 0

3319 GLNIFNSK JW0915 ECK0923 pepN aminopeptidase N 33 446.7479 2 891.4812 -0.0001 39.36 K Y 0

3320 GLNNPDLDAAVGEDLAQQLRDELELVK JW5873 ECK4366 prfC peptide chain release factor RF-3 48 979.1724 3 2934.4954 0.0019 73.86 K G 0

3321 GLNPLTR JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 27 385.7295 2 769.4444 -0.0001 31.21 K A 0

3322 GLNTNSHNQLEIR JW3204 ECK3224 degS serine endoprotease, periplasmic 30 499.2588 3 1494.7546 0.0007 28.22 R T 0

3323 GLNVSEASVLVTR JW5017 ECK0209 yafD conserved protein 40 672.8768 2 1343.7390 -0.0019 45.50 R A 0

3324 GLPADVVPGDILLLDDGR JW1843 ECK1855 pykA pyruvate kinase II 45 917.9997 2 1833.9848 0.0013 64.22 K V 0

3325 GLPAGAGTDTLPGVPYQILPLK JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 65 1089.6123 2 2177.2100 0.0005 62.10 K S 0

3326 GLPEEVIPDLAEHLQAGIVVLGTVGR JW1327 ECK1329 uspE stress-induced protein 54 894.8326 3 2681.4760 0.0009 79.53 K T 0

3327 GLPIPVVITVYADR JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 25 756.9430 2 1511.8714 0.0003 62.31 K S 0

3328 GLPVTEVSDYTGFPEMMDGR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 37 1100.9976 2 2199.9806 -0.0011 60.26 K V 0

3329 GLPVVATNDVR JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 72 570.8220 2 1139.6294 -0.0005 33.89 R F 0

3330 GLQFLDLIQEGNIGLMK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 115 945.0143 2 1888.0140 0.0012 73.44 R A 0

3331 GLQLIGWR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 48 471.7797 2 941.5448 0.0001 49.57 R D 0

3332 GLQLLINNHLK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 55 631.8825 2 1261.7504 -0.0002 43.15 K A 0

3333 GLQPGAPVEFR JW0934 ECK0942 pqiB paraquat-inducible protein B 29 585.8169 2 1169.6192 -0.0001 37.07 R G 0

3334 GLSQGSGVAFDNEK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 39 704.8386 2 1407.6626 -0.0004 31.73 K F 0

3335 GLSQGSGVAFDNEKFAYNINNNGHMLR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 72 985.1387 3 2952.3943 0.0006 46.34 K I 0

3336 GLSSNYGLGTQEMLR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 81 813.4014 2 1624.7882 0.0003 45.14 R S 0

3337 GLSVLMLEAQDLACATSSASSK 57.021465@C:14 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 96 1120.0516 2 2238.0886 0.0015 67.09 R L 0

3338 GLTDAAQQVVAAVEGK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 66 778.9175 2 1555.8204 -0.0002 63.59 K - 0

3339 GLTEALTR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 21 430.7453 2 859.4760 -0.0002 31.49 R V 0

3340 GLTFTYEPK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 34 528.2748 2 1054.5350 0.0015 40.11 K V 0

3341 GLTLASMLNDVPISR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 63 793.9333 2 1585.8520 0.0022 62.68 K W 0

3342 GLTNEALNVTLVEAGER JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 96 893.4711 2 1784.9276 0.0008 51.58 K I 0

3343 GLTNMALDDSALQGFFGVDR JW2577 ECK2593 yfiO predicted lipoprotein 125 1064.0129 2 2126.0112 0.0009 68.47 R S 0

3344 GLTSSTPTGDATK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 50 618.3091 2 1234.6036 -0.0004 21.47 R R 0

3345 GLVAMNMMEGTLVQIR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 15 588.3051 3 1761.8935 -0.0004 63.23 R A 0

3346 GLVDEINTSDEVILSLMEGR JW1264 ECK1266 sohB predicted inner membrane peptidase 73 730.7039 3 2189.0899 0.0014 80.36 K E 0
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3347 GLVIHHESCR 57.021465@C:9 JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 20 604.3045 2 1206.5944 0.0017 18.55 K N 0

3348 GLVLIEELLVK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 58 613.3920 2 1224.7694 0.0001 68.86 R E 0

3349 GLVNATGPWVK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 32 571.3212 2 1140.6278 -0.0013 41.72 R Q 0

3350 GLVQMIELAR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 78 565.3238 2 1128.6330 0.0006 55.98 R A 0

3351 GLVTPVLR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 45 427.7764 2 853.5382 -0.0003 35.94 R D 0

3352 GLVVIPVDFAEQMER JW0777 ECK0782 ybhS predicted transporter subunit -!- membrane component of ABC superfamily 79 851.9462 2 1701.8778 0.0019 62.92 R A 0

3353 GMAACQTLFTILDSEQEKDEGK 57.021465@C:5 JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 20 824.3866 3 2470.1380 0.0022 58.03 R R 0

3354 GMAACQTLFTILDSEQEKDEGKR 57.021465@C:5 JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 48 657.5667 4 2626.2377 0.0009 54.19 R V 0

3355 GMAFALHYR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 52 533.2683 2 1064.5220 -0.0006 37.98 K Q 0

3356 GMEEIVK JW2962 ECK2988 hybC hydrogenase 2, large subunit 35 403.2097 2 804.4048 -0.0002 26.85 R N 0

3357 GMGESNPVTGNTCDNVK 57.021465@C:13 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 73 890.3858 2 1778.7570 0.0006 27.52 R Q 0

3358 GMGESNPVTGNTCDNVKQR 57.021465@C:13 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 26 688.6457 3 2062.9153 -0.0008 25.01 R A 0

3359 GMGPENTLILIDGKPVSSR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 75 662.0226 3 1983.0460 0.0001 46.54 R N 0

3360 GMINAVSFMVK JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 23 598.8121 2 1195.6096 0.0003 51.63 R V 0

3361 GMLATDLFSTLQR JW4125 ECK4163 yjeF predicted carbohydrate kinase 47 726.8792 2 1451.7438 -0.0003 60.72 R I 0

3362 GMLGFTGTYK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 20 537.7672 2 1073.5198 -0.0018 41.87 R G 0

3363 GMLGSLLGGR JW4220 ECK4256 yjgR predicted ATPase 67 480.7686 2 959.5226 0.0004 50.31 R R 0

3364 GMLKGQESEVTGVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 58 731.8822 2 1461.7498 0.0002 25.98 R I 0

3365 GMLNQQLK JW3413 ECK3432 yhhA conserved protein 43 466.2545 2 930.4944 -0.0013 27.86 K T 0

3366 GMLTTDVESYDKLSLDQR JW3460 ECK3478 pitA phosphate transporter, low-affinity 47 691.0055 3 2069.9947 0.0008 48.35 K S 0

3367 GMNFTDVATQMTNK JW2049 ECK2058 asmA predicted assembly protein 94 779.3558 2 1556.6970 0.0007 47.23 R S 0

3368 GMNTAVGDEGGYAPNLGSNAEALAVIAEAVK JW2750 ECK2773 eno enolase 52 997.1571 3 2988.4495 -0.0005 68.32 K A 0

3369 GMPIATPVFDGAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 46 652.3387 2 1302.6628 -0.0014 46.05 K E 0

3370 GMPILLLTALGTIEHR JW0560 ECK0563 cusR DNA-binding response regulator in two-component regulatory system with CusS 23 579.0031 3 1733.9875 0.0014 72.04 K V 0

3371 GMQVALGTNAVR JW2903 ECK2931 yggG predicted peptidase 91 608.8268 2 1215.6390 -0.0004 33.93 K V 0

3372 GMSRAQVAQIAGKPSSEVSMIHAR JW1728 ECK1737 osmE DNA-binding transcriptional regulator 54 628.5779 4 2510.2825 -0.0020 34.26 K G 0

3373 GMTETVAR JW2294 ECK2291 pta phosphate acetyltransferase 24 432.7155 2 863.4164 -0.0006 21.27 K E 0

3374 GMTLESVVELENGK JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 98 753.3792 2 1504.7438 -0.0005 51.95 K M 0

3375 GMVLTGGGALLR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 75 572.8291 2 1143.6436 0.0002 43.42 R N 0

3376 GMVMVKK JW4099 ECK4133 aspA aspartate ammonia-lyase 21 396.7268 2 791.4390 -0.0006 18.76 R A 0

3377 GMWQQSEGK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 15 525.7373 2 1049.4600 0.0000 23.13 R A 0

3378 GMWVDDKWMLITGNNLNPR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 18 754.0386 3 2259.0940 0.0012 58.65 K A 0

3379 GMYVTAQK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 36 449.2285 2 896.4424 -0.0002 19.42 R N 0

3380 GNAMEVGPLAR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 64 557.7873 2 1113.5600 0.0000 36.27 R T 0

3381 GNARPSVVVADSGHLTQLR JW4218 ECK4254 yjgP conserved inner membrane protein 70 989.0341 2 1976.0536 -0.0015 33.67 K D 0

3382 GNASVLPADNTLATVTFK JW5283 ECK1749 ydjY predicted protein 97 909.9836 2 1817.9526 0.0004 49.75 K I 0

3383 GNAVGVELTPLEK JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 53 663.8663 2 1325.7180 -0.0010 43.93 R L 0

3384 GNAVGVELTPLEKLPIGK JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 21 612.3596 3 1834.0570 0.0007 51.42 R G 0

3385 GNEQQVNLDKLTVAALEGK JW4180 ECK4217 ytfN conserved protein 56 676.3642 3 2026.0708 0.0012 50.68 K T 0

3386 GNESDVYSSEIPAEFQK JW4215 ECK4251 valS valyl-tRNA synthetase 100 950.4339 2 1898.8532 -0.0001 44.78 K L 0

3387 GNFDLEGLER JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 90 575.2804 2 1148.5462 0.0000 43.57 K G 0

3388 GNGENSYGGNGDMTYAR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 66 881.8581 2 1761.7016 0.0004 28.35 K L 0

3389 GNGFATYR JW2203 ECK2207 ompC outer membrane porin protein C 40 443.2141 2 884.4136 -0.0004 24.67 R N 0

3390 GNGSTEDLTAR JW3756 ECK3775 rho transcription termination factor 63 560.7654 2 1119.5162 0.0006 20.78 R V 0

3391 GNIATVSHCITR 57.021465@C:9 JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 71 664.8390 2 1327.6634 -0.0033 25.78 R L 0

3392 GNIMWENEFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 19 648.2955 2 1294.5764 0.0000 46.44 R Y 0

3393 GNLIALR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 14 378.7400 2 755.4654 0.0001 32.52 K E 0

3394 GNLVAVISNGTAVLGLGNIGALAGKPVMEGK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 68 974.2147 3 2919.6223 0.0008 69.82 R G 0

3395 GNNQPDIQK JW3474 ECK3490 slp outer membrane lipoprotein 27 507.2543 2 1012.4940 0.0003 17.65 K S 0

3396 GNNQPDIQKSFVAVHNQPGLYVGQQAR JW3474 ECK3490 slp outer membrane lipoprotein 18 742.1307 4 2964.4937 -0.0019 41.30 K F 0

3397 GNNVVVLGTQWGDEGK JW4135 ECK4173 purA adenylosuccinate synthetase 53 836.9186 2 1671.8226 0.0009 45.84 M G 0

3398 GNNVVVLGTQWGDEGKGK JW4135 ECK4173 purA adenylosuccinate synthetase 26 619.9861 3 1856.9365 -0.0016 39.61 M I 0

3399 GNPSHTNLVQVEKV JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 26 761.4043 2 1520.7940 -0.0006 29.01 K - 0

3400 GNQLQLMTESDDVMQALIR JW1241 ECK1243 cls cardiolipin synthase 1 72 1081.5327 2 2161.0508 0.0001 69.83 K D 0

3401 GNSSLADYAK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 53 513.2488 2 1024.4830 0.0005 25.76 R L 0

3402 GNSYMQWMIPGLHLELGPNSAEVK JW4180 ECK4217 ytfN conserved protein 41 891.1065 3 2670.2977 0.0043 65.43 K G 0

3403 GNTGENLLALLEGR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 77 728.8916 2 1455.7686 0.0005 63.27 K L 0

3404 GNTLWPQVVSVLQAK JW2462 ECK2473 nlpB lipoprotein 51 820.4619 2 1638.9092 -0.0001 62.13 R N 0

3405 GNTPAQVPK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 63 456.2508 2 910.4870 -0.0001 19.48 K H 0

3406 GNVEYWVALIQPGKVLYEMDGVPEELAR JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 60 1059.2093 3 3174.6061 0.0002 75.90 K E 0

3407 GNVIDPLDMVDGISLPELLEK JW4215 ECK4251 valS valyl-tRNA synthetase 63 1134.0967 2 2266.1788 0.0023 79.54 K R 0

3408 GNVIDPLDMVDGISLPELLEKR JW4215 ECK4251 valS valyl-tRNA synthetase 31 808.4337 3 2422.2793 0.0015 73.33 K T 0

3409 GNVLAQAEAFR JW3809 ECK3826 rmuC predicted recombination limiting protein 35 588.3125 2 1174.6104 0.0010 41.50 R G 0

3410 GNVVDLAVGVIIGAAFGK JW3252 ECK3277 mscL mechanosensitive channel 81 850.4914 2 1698.9682 0.0014 80.71 R I 0

3411 GNYSMGVR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 51 442.2079 2 882.4012 -0.0006 21.99 R E 0

3412 GNYSSDLNR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 43 513.2360 2 1024.4574 0.0001 22.03 K A 0

3413 GPAIAQAFDAEGKPSK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 32 529.6105 3 1585.8097 -0.0004 32.79 R A 0

3414 GPANVLWK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 46 442.7523 2 883.4900 -0.0015 35.97 R V 0

3415 GPAYTEMSLFAR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 71 671.8266 2 1341.6386 -0.0001 48.66 R I 0

3416 GPEGLMPSDDTLK JW2425 ECK2427 yfeY predicted protein 21 680.3270 2 1358.6394 0.0007 38.59 R N 0

3417 GPEGLMPSDDTLKNWK JW2425 ECK2427 yfeY predicted protein 15 596.6262 3 1786.8568 0.0008 46.14 R V 0

3418 GPFNVVWQR JW2462 ECK2473 nlpB lipoprotein 57 551.7930 2 1101.5714 -0.0006 46.96 R L 0

3419 GPGKSPDSPQWR JW1200 ECK1197 lolB chaperone for lipoproteins 23 437.8858 3 1310.6356 -0.0012 23.42 K Q 0

3420 GPGNPMEQPK JW0120 ECK0123 gcd glucose dehydrogenase 54 527.7524 2 1053.4902 -0.0011 21.54 R D 0

3421 GPIPLPTR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 30 425.7608 2 849.5070 -0.0001 34.21 R K 0

3422 GPIPLPTRK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 17 489.8086 2 977.6026 0.0005 28.91 R E 0

3423 GPLDHDGFSAVEAIAPGVIER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 85 717.3680 3 2149.0822 0.0018 57.52 K Q 0

3424 GPLTTPVGGGIR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 32 562.8243 2 1123.6340 -0.0010 33.41 K S 0

3425 GPMSSLYGSDALGGVVNIITK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 85 1040.0434 2 2078.0722 0.0005 65.40 R K 0

3426 GPMSSLYGSDALGGVVNIITKK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 37 736.3964 3 2206.1674 0.0007 61.43 R I 0

3427 GPNIMNGYLR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 52 567.7899 2 1133.5652 0.0002 41.85 K V 0

3428 GPQIEPVLENVQPNSAASK JW0171 ECK0175 yaeL zinc metallopeptidase 78 989.5168 2 1977.0190 0.0022 41.30 R A 0

3429 GPTLEDACNVLGVKPTDDATTIK 57.021465@C:8 JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 90 805.7408 3 2414.2006 0.0006 47.19 R R 0

3430 GPTLEDACNVLGVKPTDDATTIKR 57.021465@C:8 JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 72 643.5827 4 2570.3017 0.0006 43.66 R A 0

3431 GPTLLEDFILR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 65 637.3620 2 1272.7094 0.0016 66.36 R E 0

3432 GPTTYNACSSTR 57.021465@C:8 JW0954 ECK0963 hyaA hydrogenase 1, small subunit 38 657.7903 2 1313.5660 -0.0010 21.16 K W 0

3433 GPVSVLYGK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 76 460.2660 2 918.5174 -0.0001 34.30 R S 0

3434 GPVTLEQLAAAPWILR JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 62 867.9992 2 1733.9838 0.0010 68.37 R E 0

3435 GQAVVNISNAAFPILMAR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 47 936.5126 2 1871.0106 0.0019 60.68 R N 0

3436 GQDLVER JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 39 408.7143 2 815.4140 0.0004 20.73 K N 0

3437 GQEIPPATITLDAK JW4180 ECK4217 ytfN conserved protein 31 727.3980 2 1452.7814 -0.0009 40.14 K G 0

3438 GQESEVTGVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 69 517.2615 2 1032.5084 -0.0004 20.06 K I 0

3439 GQFENAFNSER JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 44 649.7918 2 1297.5690 0.0003 34.53 R N 0

3440 GQGAQLNGYR JW2517 ECK2530 suhB inositol monophosphatase 44 532.2679 2 1062.5212 0.0006 20.30 R L 0

3441 GQGIVLNEPSVVAIR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 73 776.4461 2 1550.8776 -0.0004 46.28 K Q 0

3442 GQGIVLNEPSVVAIRQDR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 42 651.0288 3 1950.0646 -0.0002 43.04 K A 0

3443 GQGLESDQSDSAAMTSMLIGLGVAQSGQIVGK JW4180 ECK4217 ytfN conserved protein 36 1045.8492 3 3134.5258 0.0032 70.66 R I 0

3444 GQHLLAMK JW1327 ECK1329 uspE stress-induced protein 33 449.2524 2 896.4902 0.0001 25.19 R A 0

3445 GQIGAYEAALMNTK JW0955 ECK0964 hyaB hydrogenase 1, large subunit 101 733.8693 2 1465.7240 0.0006 45.40 K M 0

3446 GQIGLEQR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 19 450.7483 2 899.4820 -0.0004 25.18 K S 0

3447 GQIQDIEPEQIHLAIK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 23 611.3354 3 1830.9844 0.0004 47.62 R E 0

3448 GQLSGVIK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 28 401.2449 2 800.4752 -0.0003 28.15 K S 0

3449 GQLVTVVGPITGAVDGK JW1795 ECK1804 yeaY predicted lipoprotein 48 805.9595 2 1609.9044 0.0004 48.98 R I 0

3450 GQNEDQNVGIK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 61 601.2939 2 1200.5732 -0.0002 20.67 R V 0

3451 GQNTGIAFVSLK JW0451 ECK0456 acrB multidrug efflux system protein 59 617.8431 2 1233.6716 -0.0001 42.97 R D 0

3452 GQNTGIAFVSLKDWADRPGEENKVEAITMR JW0451 ECK0456 acrB multidrug efflux system protein 65 1111.5608 3 3331.6606 -0.0012 53.04 R A 0

3453 GQNVTVISNLPEDDIK JW1242 ECK1244 kch voltage-gated potassium channel 71 871.4533 2 1740.8920 0.0027 44.04 R Q 0

3454 GQPMLNTAIDAAEMILTLAPETNGQVAVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 15 999.5199 3 2995.5379 0.0020 80.22 K A 0

3455 GQPVLVGTISIEK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 67 670.8928 2 1339.7710 0.0000 44.40 K S 0

3456 GQPVLVGTISIEKSELVSNELTK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 47 814.4548 3 2440.3426 0.0000 54.77 K A 0

3457 GQQLIGR JW5065 ECK0482 ybbJ conserved inner membrane protein 38 386.2273 2 770.4400 0.0001 21.54 R R 0

3458 GQQLNASIIAQTR JW0451 ECK0456 acrB multidrug efflux system protein 60 700.3860 2 1398.7574 -0.0004 35.98 K L JW3234

3459 GQQLSSFAQLR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 56 617.8303 2 1233.6460 -0.0005 39.14 K D 0

3460 GQQSIIDAMDITGGK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 73 767.3823 2 1532.7500 -0.0005 48.14 R G 0

3461 GQSEAIARNLREMSR 15.994915@M:13 JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 13 578.6273 3 1732.8601 -0.0036 25.36 R L 0

3462 GQTLSLK JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 39 373.7239 2 745.4332 -0.0002 24.69 R R 0

3463 GQTLSLKR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 41 451.7743 2 901.5340 -0.0005 20.80 R K 0

3464 GQTLTQATSDAQGHVQLENDKNAALLLAR JW2504 ECK2516 yfhM conserved protein 130 1021.8655 3 3062.5747 0.0001 44.47 K K 0

3465 GQTVLDLAGGTGDLTAK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 56 808.9282 2 1615.8418 0.0001 48.66 R F 0

3466 GQVLAKPGTIKPHTK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 68 787.9725 2 1573.9304 0.0000 20.40 R F JW3943

3467 GQVLAKPGTIKPHTKFESEVYILSK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 69 924.1881 3 2769.5425 -0.0004 38.79 R D JW3943

3468 GQVLAKPGTIKPHTKFESEVYILSKDEGGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 39 821.9464 4 3283.7565 0.0001 39.79 R H JW3943

3469 GQVLPIGGLK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 30 491.3084 2 980.6022 0.0003 40.78 R E 0

3470 GQVLPIGGLKEK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 22 413.5867 3 1237.7383 -0.0012 35.34 R L 0
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3471 GQVLPLVTR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 35 491.8049 2 981.5952 -0.0018 38.94 M Q 0

3472 GQVVGTIDFQLNGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 86 738.3965 2 1474.7784 0.0004 47.40 K S 0

3473 GQYGHVVIDMYPLEPGSNPK JW3302 ECK3327 fusA protein chain elongation factor EF-G 30 734.3610 3 2200.0612 -0.0012 47.58 R G 0

3474 GQYLTPSEHNPVGLLEEALVDVIAADPIHQR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 38 846.1910 4 3380.7349 -0.0014 80.07 R I 0

3475 GQYNWNTGYGGAELGLSYPITK JW3794 ECK3815 pldA outer membrane phospholipase A 90 1195.0765 2 2388.1384 -0.0001 54.97 K H 0

3476 GQYTAGFAQGK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 56 564.2774 2 1126.5402 -0.0004 26.17 R K 0

3477 GRALGVTFFLPEGDAISASR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 61 688.7007 3 2063.0803 0.0004 56.58 R Q 0

3478 GRDFAFAK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 43 456.2392 2 910.4638 -0.0022 27.49 K R 0

3479 GRGGAGFSTGLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 20 554.2983 2 1106.5820 -0.0013 24.02 K W 0

3480 GRLTLEVR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 42 472.2878 2 942.5610 0.0000 28.43 R D 0

3481 GRPIVNLLPLEQDER JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 18 583.6589 3 1747.9549 -0.0032 47.47 R I 0

3482 GRPVFQAVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 50 515.3016 2 1028.5886 0.0006 25.86 K E 0

3483 GRYQISVKPQGYQQAVTVK JW2462 ECK2473 nlpB lipoprotein 59 538.2983 4 2149.1641 -0.0003 34.29 R L 0

3484 GSAAHGYFQPYK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 46 663.3172 2 1324.6198 -0.0001 29.59 R S 0

3485 GSALINDKR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 18 487.2746 2 972.5346 -0.0006 18.38 K A 0

3486 GSANILVMPNMEAAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 30 787.3947 2 1572.7748 -0.0004 50.26 K I 0

3487 GSAPLINDPLLTQYINSLGMR JW2479 ECK2490 yfgC predicted peptidase 83 1137.1018 2 2272.1890 0.0006 70.52 R L 0

3488 GSASSTDLSPQAIAR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 17 730.8698 2 1459.7250 -0.0016 31.26 K T 0

3489 GSDGAVGTPAFTEGYWVADAK JW0790 ECK0794 fiu predicted iron outer membrane transporter 78 1049.9899 2 2097.9652 0.0008 53.40 K L 0

3490 GSDTNIQQLNEQER JW0955 ECK0964 hyaB hydrogenase 1, large subunit 88 816.3848 2 1630.7550 0.0003 26.83 K Y 0

3491 GSDVNVPDAVFAWMLDGR JW1336 ECK1339 ydaN predicted Zn(II) transporter 73 974.9639 2 1947.9132 -0.0017 75.29 K G 0

3492 GSDYIGDQDAIEYMCK 57.021465@C:15 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 104 932.8904 2 1863.7662 0.0008 45.55 K T 0

3493 GSENYALTTNQGVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 72 755.3672 2 1508.7198 -0.0021 30.48 K I 0

3494 GSEWENLSAPAK JW3142 ECK3164 secG preprotein translocase membrane subunit 59 644.8119 2 1287.6092 -0.0003 37.87 K T 0

3495 GSEWENLSAPAKTEQTQPAAPAKPTSDIPN JW3142 ECK3164 secG preprotein translocase membrane subunit 56 1045.8459 3 3134.5159 0.0002 39.56 K - 0

3496 GSFAGAMGYGQFMPSSYK JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 115 943.4161 2 1884.8176 0.0002 52.72 K Q 0

3497 GSFEFSGR JW2049 ECK2058 asmA predicted assembly protein 48 443.7068 2 885.3990 0.0009 30.50 R V 0

3498 GSFESFAQAVR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 63 599.7963 2 1197.5780 0.0003 42.47 R D 0

3499 GSGLGLSIAR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 42 465.7719 2 929.5292 -0.0002 35.14 K D 0

3500 GSGLTPAQALDKLDALYEQSVVALR JW1963 ECK1977 amn AMP nucleosidase 35 872.4733 3 2614.3981 0.0016 72.79 K N 0

3501 GSGNSVAALLGNSNGNLK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 32 836.9345 2 1671.8544 0.0004 45.84 R L 0

3502 GSGPYFYLPK JW3974 ECK4006 aceB malate synthase A 47 564.7908 2 1127.5670 0.0020 44.64 K T 0

3503 GSHIVVPR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 26 432.7561 2 863.4976 -0.0001 21.60 K V 0

3504 GSHLESLAAR JW3564 ECK3580 selA selenocysteine synthase 26 347.5207 3 1039.5403 -0.0007 22.60 R W 0

3505 GSIPENTVIAGVPAK JW2018 ECK2027 wbbJ predicted acyl transferase 44 726.9072 2 1451.7998 0.0014 37.01 R I 0

3506 GSITEQLLNAR JW0374 ECK0378 phoA alkaline phosphatase 17 601.3304 2 1200.6462 0.0000 32.31 K A 0

3507 GSLGELK JW5378 ECK2308 dedD conserved protein 29 352.2029 2 702.3912 0.0001 24.17 K Q 0

3508 GSLLLSR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 13 373.2321 2 744.4496 0.0003 31.96 K I 0

3509 GSLLPGK JW2504 ECK2516 yfhM conserved protein 31 336.2080 2 670.4014 -0.0001 25.68 R V 0

3510 GSLPIALDEVITDGHK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 69 832.9464 2 1663.8782 0.0002 52.13 R R 0

3511 GSLPIALDEVITDGHKR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 93 910.9969 2 1819.9792 0.0001 47.47 R A 0

3512 GSLVNDK JW2667 ECK2692 alaS alanyl-tRNA synthetase 19 366.6973 2 731.3800 -0.0014 18.07 K V 0

3513 GSLYGGTWQMDVPELK JW4180 ECK4217 ytfN conserved protein 50 890.9328 2 1779.8510 0.0009 57.33 R L 0

3514 GSMDAHEVNSLREEITAVLAAFKPQDQVVLR JW1264 ECK1266 sohB predicted inner membrane peptidase 56 856.6983 4 3422.7641 0.0023 73.77 K L 0

3515 GSMIEVLHSNFIR JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 82 751.8924 2 1501.7702 -0.0009 49.48 R T 0

3516 GSMMIEGR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 55 440.7044 2 879.3942 0.0000 25.61 R I 0

3517 GSNDFVTNVDK JW2517 ECK2530 suhB inositol monophosphatase 66 598.2831 2 1194.5516 -0.0001 28.98 K A 0

3518 GSNDFVTNVDKAAEAVIIDTIR JW2517 ECK2530 suhB inositol monophosphatase 46 783.4082 3 2347.2028 0.0006 75.77 K K 0

3519 GSNDFVTNVDKAAEAVIIDTIRK JW2517 ECK2530 suhB inositol monophosphatase 48 826.1069 3 2475.2989 0.0020 70.11 K S 0

3520 GSPDDALAEIK JW5743 ECK4185 yjfO conserved protein 81 558.2826 2 1114.5506 0.0001 36.66 R A 0

3521 GSPSVVER JW4220 ECK4256 yjgR predicted ATPase 18 415.7220 2 829.4294 0.0000 19.20 K A 0

3522 GSPVTTVDTAK JW0790 ECK0794 fiu predicted iron outer membrane transporter 35 538.2849 2 1074.5552 -0.0005 23.58 K S 0

3523 GSQQSVEQAYAEAGQPQHK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 33 681.6564 3 2041.9474 0.0022 30.57 K V 0

3524 GSSLMFLKPGMQVPVSQLIR 15.994915@M:5 JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 61 735.4037 3 2203.1893 0.0037 54.72 K G 0

3525 GSSLQQGFQKPAQAVNR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 49 605.9866 3 1814.9380 -0.0008 27.97 K D 0

3526 GSSPTPQQDLVR JW1795 ECK1804 yeaY predicted lipoprotein 53 642.8315 2 1283.6484 0.0015 28.23 K V 0

3527 GSSVMFLKPGDQVSVADLNK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 84 1046.5406 2 2091.0666 -0.0003 47.20 R G 0

3528 GSVENGAYK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 42 462.7244 2 923.4342 -0.0005 17.94 K A 0

3529 GSVGAGNAITPEEVAAADLVIVAADIEVDLAK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 106 1026.8786 3 3077.6140 0.0007 80.79 R F 0

3530 GSVNPECTLAQLGAAK 57.021465@C:7 JW3975 ECK4007 aceA isocitrate lyase 72 808.4094 2 1614.8042 0.0008 45.06 R M 0

3531 GSWEPLLYGLHQMQLR JW0390 ECK0394 phoR sensory histidine kinase in two-component regulatory system with PhoB 27 643.3330 3 1926.9772 -0.0002 60.76 R N 0

3532 GSWFVATTEELAELQR JW2715 ECK2740 truD pseudoruidine synthase 49 918.9602 2 1835.9058 0.0004 64.62 R R 0

3533 GSWLDFEFDPK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 16 670.8119 2 1339.6092 0.0008 61.25 R D 0

3534 GSWLDFEFDPKDNLFVR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 21 695.6749 3 2084.0029 0.0026 69.79 R I 0

3535 GSWLDFEFDPKDNLFVRIDR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 19 823.7467 3 2468.2183 0.0059 67.87 R R 0

3536 GSYSGSTYTVK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 33 575.2756 2 1148.5366 0.0016 21.75 K K 0

3537 GSYSHLAAR JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 48 481.2456 2 960.4766 -0.0010 19.54 K Q 0

3538 GTADAVTQNLDIIR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 62 743.8961 2 1485.7776 -0.0011 45.94 R R 0

3539 GTAMNPVDHPHGGGEGR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 41 563.5901 3 1687.7485 -0.0001 19.05 R N 0

3540 GTCQTYILGQR 57.021465@C:3 JW1728 ECK1737 osmE DNA-binding transcriptional regulator 27 648.8224 2 1295.6302 0.0011 32.17 R D 0

3541 GTCQTYILGQRDGK 57.021465@C:3 JW1728 ECK1737 osmE DNA-binding transcriptional regulator 28 532.9316 3 1595.7730 0.0003 28.91 R A 0

3542 GTEITLHLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 40 520.2983 2 1038.5820 -0.0002 34.38 R E 0

3543 GTEMSADIAK JW3203 ECK3223 degQ serine endoprotease, periplasmic 45 511.7451 2 1021.4756 0.0006 22.89 K A 0

3544 GTENEDFMFLNLGPNHPSAHGAFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 81 1329.6110 2 2657.2074 -0.0006 50.79 R I 0

3545 GTFKNPQAGVK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 22 573.8168 2 1145.6190 -0.0003 19.60 R A 0

3546 GTGNMELHLSR JW3756 ECK3775 rho transcription termination factor 48 607.8007 2 1213.5868 -0.0004 28.99 K K 0

3547 GTGSGGGSSSQGPRPQLGGR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 64 600.6297 3 1798.8673 0.0001 20.57 K V 0

3548 GTGTESGIQPQYGVPYGVTLNPFLSPFGLPCK 57.021465@C:31 JW0120 ECK0123 gcd glucose dehydrogenase 39 1127.8994 3 3380.6764 0.0013 73.00 K Q 0

3549 GTGVSVTR JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 40 388.7167 2 775.4188 0.0001 19.01 R S 0

3550 GTHNDLLEHR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 36 397.8669 3 1190.5789 -0.0002 20.56 R G 0

3551 GTIIEMFNMFSGGALSR JW3262 ECK3287 secY preprotein translocase membrane subunit 101 915.9479 2 1829.8812 0.0008 75.57 R A 0

3552 GTLADILK JW2573 ECK2590 clpB protein disaggregation chaperone 48 415.7526 2 829.4906 -0.0002 44.82 R A 0

3553 GTLDVNQVIGDTTAVR JW0790 ECK0794 fiu predicted iron outer membrane transporter 79 829.9385 2 1657.8624 -0.0010 49.61 R L 0

3554 GTLEDPNLFIR JW0462 ECK0467 htpG molecular chaperone HSP90 family 32 637.8400 2 1273.6654 -0.0012 47.50 R R 0

3555 GTLGQDVIDIR JW0710 ECK0709 gltA citrate synthase 73 593.8252 2 1185.6358 0.0004 44.07 K T 0

3556 GTLGVDYKPGNWTFNLNSDFQSSQFADNANTVK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 107 1212.5733 3 3634.6981 0.0017 60.71 K E 0

3557 GTLGWIETGDFDKVPPDLR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 50 706.0292 3 2115.0658 0.0019 56.19 R F 0

3558 GTLHDFLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 34 479.7591 2 957.5036 0.0004 36.08 K N 0

3559 GTLQTASTDCDTIVEAAALLPAFDQAVEGNR 57.021465@C:10 JW5291 ECK1784 yeaJ predicted diguanylate cyclase 30 1078.8581 3 3233.5525 0.0014 72.60 R H 0

3560 GTLTGNAQR JW3630 ECK3645 yicH conserved protein 17 459.2432 2 916.4718 -0.0008 18.58 R N 0

3561 GTNASHVLVLIDGVR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 79 775.9366 2 1549.8586 0.0009 45.58 R L 0

3562 GTPEYNISLGER JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 69 668.3301 2 1334.6456 -0.0009 37.11 R R 0

3563 GTPEYNISLGERR JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 20 746.3808 2 1490.7470 -0.0007 32.42 R A 0

3564 GTPGFSGADLANLVNEAALFAAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 29 1131.5805 2 2261.1464 0.0024 77.28 R G 0

3565 GTPVELGVWIDGAMPSR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 54 892.9539 2 1783.8932 0.0005 61.77 R A 0

3566 GTPYEIFNVSLTQTLHR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 43 659.3464 3 1975.0174 0.0010 57.04 R T 0

3567 GTSANPDTYFQSR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 64 722.3282 2 1442.6418 -0.0008 34.08 R E 0

3568 GTSKGEAIAAFMQEAPFIGR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 50 694.3550 3 2080.0432 0.0020 57.65 R T 0

3569 GTSTVQYLHTK JW5298 ECK1825 yobH predicted protein 64 617.8246 2 1233.6346 -0.0007 24.46 R S 0

3570 GTTTMGVK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 14 397.7073 2 793.4000 -0.0004 18.67 M L 0

3571 GTVAVTSDAR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 64 488.7558 2 975.4970 -0.0014 19.81 K G 0

3572 GTVEAPQLLADITAR JW4180 ECK4217 ytfN conserved protein 46 777.9279 2 1553.8412 -0.0001 58.13 R G 0

3573 GTVIDHIPAQIGFK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 53 499.2804 3 1494.8194 -0.0001 47.46 R L 0

3574 GVAASEQTLIQVQK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 79 736.4099 2 1470.8052 0.0011 37.65 R T 0

3575 GVADALK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 24 337.1978 2 672.3810 0.0004 24.27 K V 0

3576 GVALSAGVQR JW1692 ECK1700 pps phosphoenolpyruvate synthase 57 479.2773 2 956.5400 -0.0002 26.80 R M 0

3577 GVCELLGLDALNFANEGK 57.021465@C:3 JW2700 ECK2725 hypE carbamoyl phosphate phosphatase, hydrogenase 3 maturation protein 18 960.4803 2 1918.9460 0.0002 66.90 R L 0

3578 GVDPLKLEQELPESGVSLR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 17 689.3762 3 2065.1068 0.0014 53.14 R T 0

3579 GVDSVPTLLK JW0860 ECK0867 ybjD conserved protein with nucleoside triphosphate hydrolase domain 16 514.8035 2 1027.5924 0.0011 52.54 R K 0

3580 GVEATANFDTGPLTHTVSYDYVDAR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 53 900.4248 3 2698.2526 0.0016 50.20 K N 0

3581 GVEIEAK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 29 373.2080 2 744.4014 -0.0003 21.96 R A 0

3582 GVELLSTGGTAR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 19 580.8157 2 1159.6168 -0.0029 33.17 R L 0

3583 GVEPIYETMPGWSESTFGVK JW4135 ECK4173 purA adenylosuccinate synthetase 80 1107.5237 2 2213.0328 -0.0022 59.80 K D 0

3584 GVEQLGQVR JW0889 ECK0897 ycaP conserved inner membrane protein 63 493.2745 2 984.5344 -0.0008 28.03 R L 0

3585 GVFNLVLGR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 63 487.7928 2 973.5710 0.0001 54.69 R G 0

3586 GVFNLVLGRGETVGQELAGNPK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 53 752.4097 3 2254.2073 0.0002 56.53 R V 0

3587 GVFSSQLQLLVKPIAGK JW1606 ECK1609 ydgA conserved protein 91 893.0353 2 1784.0560 0.0001 56.16 R E 0

3588 GVFSSQLQLLVKPIAGKENPWIK JW1606 ECK1609 ydgA conserved protein 64 851.4913 3 2551.4521 -0.0006 61.04 R S 0

3589 GVFTFDPGFTSTASCESK 57.021465@C:15 JW0710 ECK0709 gltA citrate synthase 108 969.4324 2 1936.8502 -0.0010 52.05 K I 0

3590 GVGEDISDGGNAISGAATK JW4108 ECK4143 ecnB entericidin B membrane lipoprotein 119 859.9138 2 1717.8130 0.0011 36.75 R A 0

3591 GVGEDISDGGNAISGAATKAQQ JW4108 ECK4143 ecnB entericidin B membrane lipoprotein 120 1023.4902 2 2044.9658 -0.0002 37.64 R - 0

3592 GVGFLEAPR JW2962 ECK2988 hybC hydrogenase 2, large subunit 53 473.2613 2 944.5080 0.0000 38.23 K G 0

3593 GVGFTEAPR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 51 467.2422 2 932.4698 -0.0017 28.85 R G 0

3594 GVGLALVK JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 44 378.7525 2 755.4904 0.0000 35.11 R Q 0
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3595 GVGNSIPDIPDPVAR JW3997 ECK4029 malM maltose regulon periplasmic protein 33 753.8985 2 1505.7824 -0.0013 45.91 K H 0

3596 GVGQIHPIFADR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 17 437.2387 3 1308.6943 0.0004 37.84 R A 0

3597 GVGYMLEVPDGQ JW0560 ECK0563 cusR DNA-binding response regulator in two-component regulatory system with CusS 13 632.7978 2 1263.5810 0.0005 52.12 R - 0

3598 GVHEGHVAAEVIAGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 100 737.3919 2 1472.7692 -0.0043 24.48 K K 0

3599 GVHEGHVAAEVIAGKK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 21 401.2242 4 1600.8677 -0.0006 22.28 K H 0

3600 GVHVVEDDLLAALDSGK JW5146 ECK1019 ycdW 2-ketoacid reductase 16 579.9724 3 1736.8954 0.0010 57.99 R V 0

3601 GVHVVEDDLLAALDSGKVK JW5146 ECK1019 ycdW 2-ketoacid reductase 62 655.6937 3 1964.0593 0.0014 53.41 R G 0

3602 GVHVVTVNDYLAQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 65 785.9196 2 1569.8246 -0.0018 40.50 K D 0

3603 GVILTGDNPR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 51 521.2877 2 1040.5608 -0.0007 28.46 K A 0

3604 GVILTSDQVQVVFGPGK JW2422 ECK2424 murP fused predicted enzyme IIBC components of PTS 103 872.4865 2 1742.9584 0.0018 54.34 K A 0

3605 GVIVQYGGQTPLK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 70 680.3849 2 1358.7552 -0.0005 37.48 K L 0

3606 GVIYAGNLSR JW2019 ECK2028 wbbI conserved protein 56 525.2904 2 1048.5662 -0.0003 31.79 R H 0

3607 GVIYQGR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 25 396.7216 2 791.4286 -0.0003 21.76 K E 0

3608 GVIYQGREPNMAETK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 51 846.9218 2 1691.8290 -0.0010 28.64 K A 0

3609 GVLAVMPDMDKFPYTVR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 61 969.9950 2 1937.9754 0.0012 56.27 R V 0

3610 GVLFLVDTWGGSPFNAASR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 108 997.5108 2 1993.0070 0.0013 68.96 K I 0

3611 GVLIVPVNTLMQR JW1100 ECK1100 mfd transcription-repair coupling factor 46 720.4243 2 1438.8340 0.0011 54.01 R V 0

3612 GVLMVGPPGTGK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 40 556.8101 2 1111.6056 -0.0004 36.49 K T 0

3613 GVLNDLAK JW2573 ECK2590 clpB protein disaggregation chaperone 35 415.2426 2 828.4706 0.0001 35.46 K Q 0

3614 GVLNLQSNMPDTKPGLYEPTSPPIITDK 15.994915@M:9 JW0120 ECK0123 gcd glucose dehydrogenase 89 1014.5219 3 3040.5439 0.0012 48.78 K T 0

3615 GVLPCADCEGIETSLFLEK 57.021465@C:5,57.021465@C:8 JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 100 1069.5116 2 2137.0086 0.0016 58.29 R D 0

3616 GVLPTCQDTGTAIIVGK 57.021465@C:6 JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 60 865.4609 2 1728.9072 -0.0008 44.25 K K JW4083

3617 GVLPVGDR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 32 406.7353 2 811.4560 0.0009 28.69 R G 0

3618 GVLTNLGAVAVDTGIFTGR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 79 621.0113 3 1860.0121 0.0015 65.70 R S 0

3619 GVLVNITAGFDLR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 78 687.8909 2 1373.7672 0.0006 58.88 R L 0

3620 GVLVVMNDTVLDGR JW2924 ECK2952 ansB periplasmic L-asparaginase II 58 744.3981 2 1486.7816 0.0002 51.46 R D 0

3621 GVLYDSLGLR JW3132 ECK3151 nlpI conserved protein 44 546.8059 2 1091.5972 -0.0002 47.90 R A 0

3622 GVMFTGSTEVATLLQR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 91 855.4478 2 1708.8810 -0.0008 58.82 R N 0

3623 GVNANHIIR JW3897 ECK3918 glpK glycerol kinase 33 497.2826 2 992.5506 -0.0009 22.66 R A 0

3624 GVNFMQGYWISRPLPLDDFVR JW2164 ECK2170 rtn conserved protein 33 837.4268 3 2509.2586 0.0010 67.54 R W 0

3625 GVNVLADAVK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 75 493.2877 2 984.5608 0.0004 36.68 R V 0

3626 GVQLEDGPAAFK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 64 616.3198 2 1230.6250 0.0006 38.47 R T 0

3627 GVQSILQR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 66 450.7656 2 899.5166 -0.0022 31.28 R Y 0

3628 GVQVFFTQVFR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 57 664.3618 2 1326.7090 0.0005 60.64 R D 0

3629 GVSADQISIVSYGK JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 86 712.3749 2 1422.7352 -0.0003 40.61 K E 0

3630 GVSLEVSQEAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 76 587.8069 2 1173.5992 0.0002 29.21 K N 0

3631 GVSYHEAKAETASPEVMADCPR 57.021465@C:20 JW0120 ECK0123 gcd glucose dehydrogenase 66 802.3665 3 2404.0777 -0.0010 30.42 R R 0

3632 GVTGGQGDFFASSQPLDTNVK JW3221 ECK3240 yhdA conserved inner membrane protein 100 1063.0134 2 2124.0122 -0.0001 48.27 R K 0

3633 GVTGGQGDFFASSQPLDTNVKK JW3221 ECK3240 yhdA conserved inner membrane protein 32 751.7094 3 2252.1064 -0.0011 40.45 R Y 0

3634 GVTPVHFDSANDGVAAASEAVNLLR JW1843 ECK1855 pykA pyruvate kinase II 44 837.4265 3 2509.2577 0.0017 59.14 R D 0

3635 GVTVDKMTELR 15.994915@M:7 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 13 422.2231 3 1263.6475 -0.0019 23.64 R K 0

3636 GVTVVNNFDAK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 55 582.3064 2 1162.5982 -0.0001 33.84 R R 0

3637 GVTVVNNFDAKR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 68 660.3565 2 1318.6984 -0.0009 29.96 R Y 0

3638 GVTYSAPLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 34 482.2666 2 962.5186 0.0002 28.54 R V 0

3639 GVVGQVVAVAK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 80 513.8203 2 1025.6260 0.0027 35.82 K L 0

3640 GVVHDTWPQALIAR JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 66 781.9250 2 1561.8354 -0.0011 44.17 K E 0

3641 GVVPQLVK JW1666 ECK1672 pykF pyruvate kinase I 29 420.2712 2 838.5278 0.0003 34.94 K E 0

3642 GVVVAIDKDVVLVDAGLKSESAIPAEQFK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 86 999.8881 3 2996.6425 -0.0009 58.60 R N 0

3643 GVYAQLHK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 46 458.2562 2 914.4978 0.0004 22.39 R M 0

3644 GVYTNPNYGDEGYAAAVGGGLQWK JW5371 ECK2243 yfaZ predicted outer membrane porin protein 101 1244.0830 2 2486.1514 0.0011 51.84 K I 0

3645 GWANLNTK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 38 452.2376 2 902.4606 -0.0003 31.53 K D 0

3646 GWPYGYGGWGWYNPGPAR JW1795 ECK1804 yeaY predicted lipoprotein 83 1020.9614 2 2039.9082 0.0016 61.47 R V 0

3647 GWQVPAFTLGGEATDIVVMR 15.994915@M:19 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 119 1082.0492 2 2162.0838 0.0007 63.43 R I JW3485

3648 GWQVPAFTLGGEATDIVVMR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 52 1074.0530 2 2146.0914 0.0033 69.26 R I JW3485

3649 GWSFDISSLK JW2049 ECK2058 asmA predicted assembly protein 62 570.2905 2 1138.5664 0.0006 55.84 R V 0

3650 GWTHLER JW4131 ECK4169 hflX predicted GTPase 24 449.7301 2 897.4456 0.0000 25.91 R Q 0

3651 GWWVKVETR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 35 580.8140 2 1159.6134 -0.0004 40.56 R G 0

3652 GWYDTGDIVR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 42 591.2829 2 1180.5512 -0.0001 42.99 R F 0

3653 GYASLDYNFK JW2553 ECK2567 lepA GTP binding membrane protein 58 589.2795 2 1176.5444 -0.0007 40.63 R R 0

3654 GYAVLPYATEYR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 26 701.8538 2 1401.6930 0.0002 44.59 R E 0

3655 GYAVMANGGFLVDPWFISK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 66 1036.5202 2 2071.0258 0.0021 69.08 R I 0

3656 GYDDEDILK JW2203 ECK2207 ompC outer membrane porin protein C 57 534.2483 2 1066.4820 0.0002 34.76 R Y 0

3657 GYDDEDILKYVDVGATYYFNK JW2203 ECK2207 ompC outer membrane porin protein C 83 1244.5822 2 2487.1498 0.0016 67.97 R N 0

3658 GYDILDLAK JW0324 ECK0330 prpC 2-methylcitrate synthase 49 504.2741 2 1006.5336 0.0002 50.92 R H 0

3659 GYDSAGLAVVDAEGHMTR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 16 616.9561 3 1847.8465 -0.0008 41.86 R L 0

3660 GYEFINDIK JW3302 ECK3327 fusA protein chain elongation factor EF-G 49 549.7771 2 1097.5396 0.0003 43.05 K G 0

3661 GYEFINDIKGGVIPGEYIPAVDK JW3302 ECK3327 fusA protein chain elongation factor EF-G 15 832.1018 3 2493.2836 0.0045 60.39 K G 0

3662 GYEIHISDEALK JW2573 ECK2590 clpB protein disaggregation chaperone 57 687.8482 2 1373.6818 -0.0009 40.20 R L 0

3663 GYEPAEKDPITFHAVPK JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 45 633.6595 3 1897.9567 -0.0007 34.27 R F 0

3664 GYEVGGTVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 47 469.2404 2 936.4662 -0.0003 23.47 R I 0

3665 GYFAYASNHYQTHQ JW5427 ECK2653 ygaT predicted protein 32 843.8679 2 1685.7212 -0.0010 33.71 R - 0

3666 GYFPTDGSR JW0172 ECK0176 yaeT conserved protein 23 500.2295 2 998.4444 -0.0013 30.25 R V 0

3667 GYGAGNDVTAAGVFADLLR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 94 933.9714 2 1865.9282 0.0010 67.78 R T 0

3668 GYGMGDAAEGK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 83 528.2265 2 1054.4384 -0.0005 23.48 K N 0

3669 GYGNLIIIK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 37 495.8026 2 989.5906 -0.0002 44.06 R H 0

3670 GYHKPIMLAGGIGNIR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 23 566.3155 3 1695.9247 0.0003 36.61 R A 0

3671 GYIDWMVQVPWNAR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 28 867.9247 2 1733.8348 0.0000 65.82 R S 0

3672 GYIGIGGR JW3204 ECK3224 degS serine endoprotease, periplasmic 43 396.7218 2 791.4290 0.0000 31.45 R E 0

3673 GYIITNK JW3204 ECK3224 degS serine endoprotease, periplasmic 21 404.7317 2 807.4488 -0.0001 23.90 R H 0

3674 GYINSLGALTGGQALQQAK JW3975 ECK4007 aceA isocitrate lyase 116 945.5068 2 1888.9990 -0.0017 49.56 K A 0

3675 GYIPPELWDPGINAGLLNYNFSGNSVQNR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 38 1069.1960 3 3204.5662 0.0035 69.64 R I 0

3676 GYKLTLTMPETMSIERR 15.994915@M:8 JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 15 511.2655 4 2041.0329 -0.0009 21.76 R K 0

3677 GYLADVELSK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 52 547.7902 2 1093.5658 0.0004 39.90 R I 0

3678 GYLSPYFINKPETGAVELESPFILLADK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 82 1037.8817 3 3110.6233 0.0016 69.18 R K 0

3679 GYLSPYFINKPETGAVELESPFILLADKK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 57 1080.5794 3 3238.7164 0.0000 65.32 R I 0

3680 GYMVGPNGPVNLQIIVSQLYADVSQGNVR 15.994915@M:3 JW0424 ECK0428 yajG predicted lipoprotein 83 1035.5327 3 3103.5763 0.0000 80.11 R Y 0

3681 GYNPDRGMWQQSEGK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 30 584.9299 3 1751.7679 -0.0006 31.28 K A 0

3682 GYPNSQYTTDATK JW2577 ECK2593 yfiO predicted lipoprotein 88 723.3304 2 1444.6462 -0.0007 25.31 R R 0

3683 GYPNSQYTTDATKR JW2577 ECK2593 yfiO predicted lipoprotein 71 801.3813 2 1600.7480 0.0000 23.42 R L 0

3684 GYQLIMLPPECSPPLDDAETTAAWMNK 57.021465@C:11 JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 32 1016.8099 3 3047.4079 0.0002 66.75 K V 0

3685 GYQVVLTCGPSADDLACVDEIAR 57.021465@C:8,57.021465@C:17 JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 23 1255.0908 2 2508.1670 0.0045 56.69 R G 0

3686 GYRPQFYFR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 30 411.8767 3 1232.6083 -0.0009 38.06 K T JW3943

3687 GYSLTIPIAQEDGAPVSTILDETYK JW1178 ECK1177 dadA D-amino acid dehydrogenase 31 1341.1818 2 2680.3490 0.0007 67.79 K I 0

3688 GYSMPVLCNLFGTPK 57.021465@C:8 JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 45 842.4173 2 1682.8200 0.0041 62.27 K R 0

3689 GYSVEYFVEGGR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 65 681.8202 2 1361.6258 0.0006 48.37 R S 0

3690 GYVPASTR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 13 425.7247 2 849.4348 0.0004 21.76 R I 0

3691 GYVQAMHQSWLQDVASR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 49 659.3195 3 1974.9367 -0.0005 47.24 K Q 0

3692 GYYYPPTLLLDVR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 52 785.4189 2 1568.8232 -0.0007 59.68 K Q 0

3693 HADNTLTFGPR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 62 614.8071 2 1227.5996 0.0000 29.07 K D 0

3694 HAECSVLVVR 57.021465@C:4 JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 61 585.3082 2 1168.6018 -0.0005 25.75 R - 0

3695 HAEFLAQDDGVIHLLHVLPGSASLSLHR JW0600 ECK0601 uspG universal stress protein UP12 83 758.9070 4 3031.5989 -0.0004 58.70 R F 0

3696 HAEMLDVIVK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 76 577.8149 2 1153.6152 -0.0013 40.12 R N 0

3697 HAFISEKPK JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 29 352.8670 3 1055.5792 0.0026 19.10 R M 0

3698 HAFQQLPELR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 48 619.8346 2 1237.6546 -0.0020 36.66 R A 0

3699 HAGGVVIAPTK JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 54 525.3087 2 1048.6028 -0.0001 20.71 K I 0

3700 HAGVYIALQQIAPVLLLK JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 47 649.7321 3 1946.1745 0.0028 66.48 R S 0

3701 HAHDYDYVHR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 53 438.1977 3 1311.5713 -0.0032 19.59 R V 0

3702 HAHYFDTLCVEVADK 57.021465@C:9 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 89 602.2829 3 1803.8269 0.0019 40.59 R A 0

3703 HAIAPLLFGADHPVLK JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 33 566.9935 3 1697.9587 -0.0030 45.96 R Q 0

3704 HALEETPAFQQHVDKLEQGDR JW4072 ECK4104 proP proline/glycine betaine transporter 49 612.8028 4 2447.1821 -0.0009 34.20 R E 0

3705 HALLNAILQPEQFVEIGESLANK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 58 845.4589 3 2533.3549 0.0007 70.85 K L 0

3706 HALPMINILTFDGDIR JW4215 ECK4251 valS valyl-tRNA synthetase 51 609.3266 3 1824.9580 0.0025 61.66 R E 0

3707 HALVCGPDR 57.021465@C:5 JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 41 512.7531 2 1023.4916 -0.0004 19.86 R D 0

3708 HALVCGPDRDYLWILSR 57.021465@C:5 JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 59 1036.0306 2 2070.0466 -0.0003 54.11 R T 0

3709 HANLPVLVVR JW0600 ECK0601 uspG universal stress protein UP12 25 559.3451 2 1116.6756 -0.0012 36.40 R - 0

3710 HAPLAVR JW1178 ECK1177 dadA D-amino acid dehydrogenase 15 382.2320 2 762.4494 -0.0006 18.37 R L 0

3711 HAPLLVR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 33 403.2558 2 804.4970 0.0001 23.84 K Q 0

3712 HAQEEMTHMQR JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 31 699.3059 2 1396.5972 -0.0004 18.70 R L 0

3713 HASAIRVNAALAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 24 441.2605 3 1320.7597 -0.0029 24.62 R A 0

3714 HASASYSMSHDLNGR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 57 544.9107 3 1631.7103 -0.0009 22.17 R M 0

3715 HASDDEPFSALAFK JW3302 ECK3327 fusA protein chain elongation factor EF-G 74 767.8619 2 1533.7092 -0.0007 46.11 R I 0

3716 HAVEVLYQNQGALQR JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 16 575.9721 3 1724.8945 -0.0013 33.71 R L 0

3717 HAVIALTSIYGVGK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 85 714.9128 2 1427.8110 -0.0025 45.27 K T 0

3718 HAVTEASPMVK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 63 585.3025 2 1168.5904 -0.0005 21.79 K A 0
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3719 HDAVLEAGGLHIIGTER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 76 596.6511 3 1786.9315 -0.0012 40.84 R H 0

3720 HDDLQELELK JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 37 620.3139 2 1238.6132 -0.0010 36.60 R G 0

3721 HDFIANGGELKPQENPNAQAIQDDLKDIDSE JW2343 ECK2340 vacJ predicted lipoprotein 119 1141.2096 3 3420.6070 0.0000 53.05 R - 0

3722 HDGEAEDVAVALNEQYQPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 13 714.3347 3 2139.9823 0.0002 42.92 R F 0

3723 HDIEHIDLNAPEEEIR JW5336 ECK2057 yegH fused predicted membrane proteins 44 643.9809 3 1928.9209 -0.0018 40.44 R Q 0

3724 HDKLSDAVNLTGGTSSK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 51 577.2948 3 1728.8626 -0.0017 29.75 R T 0

3725 HDLLADDTALR JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 60 620.3198 2 1238.6250 -0.0005 35.14 K A 0

3726 HDLYLSTLVVRPGDK JW2504 ECK2516 yfhM conserved protein 53 571.6485 3 1711.9237 -0.0022 41.63 R S 0

3727 HEATRPLVFSPNYYQTR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 53 693.6844 3 2078.0314 -0.0021 36.49 K Q 0

3728 HEAWITLEK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 24 563.7978 2 1125.5810 -0.0008 36.52 R A 0

3729 HEGFKDAYR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 34 374.8490 3 1121.5252 -0.0003 20.05 K I 0

3730 HEIISEAEAEVAEIQEQFQSGLVTAGER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 76 1024.1711 3 3069.4915 0.0024 73.92 K Y 0

3731 HEQIIFHCQAGK 57.021465@C:8 JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 31 489.9101 3 1466.7085 -0.0006 23.32 R R 0

3732 HEQIIFHCQAGKR 57.021465@C:8 JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 49 541.9437 3 1622.8093 -0.0008 21.72 R T 0

3733 HEQLLQER JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 45 526.7777 2 1051.5408 -0.0002 21.01 R N 0

3734 HFAALSTNAK JW3985 ECK4017 pgi glucosephosphate isomerase 35 530.2820 2 1058.5494 -0.0015 23.39 K A 0

3735 HFDNQPIDLPLDVLLGK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 48 645.3514 3 1933.0324 0.0014 67.73 R T 0

3736 HFDSWWK JW5905 ECK1406 hrpA ATP-dependent helicase 31 503.2326 2 1004.4506 0.0002 40.92 R K 0

3737 HFDVYILSDSYNPDICVAEQK 57.021465@C:16 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 70 838.3930 3 2512.1572 -0.0008 56.27 K A 0

3738 HFEQFIESGCAK 57.021465@C:10 JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 70 726.8320 2 1451.6494 -0.0009 33.34 R F 0

3739 HFESTPDTPEIIATIHGEGYR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 71 790.7169 3 2369.1289 0.0000 47.11 K F 0

3740 HFIFANFLPATGDVIQR JW3857 ECK3879 rbn tRNA processing exoribonuclease BN 28 649.3480 3 1945.0222 0.0012 61.09 R Y 0

3741 HFLLQESEPK JW1823 ECK1833 yebT conserved protein 58 614.3215 2 1226.6284 -0.0011 32.33 K E 0

3742 HFLQVAAR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 49 471.2690 2 940.5234 -0.0009 27.11 R E 0

3743 HFNQTLR JW0772 ECK0778 ybhO cardiolipin synthase 2 44 458.2431 2 914.4716 -0.0006 19.81 R D 0

3744 HFPLNVPFQNGPTR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 35 812.4226 2 1622.8306 -0.0012 45.65 R G 0

3745 HFQTAVK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 17 415.7296 2 829.4446 0.0001 17.11 K S 0

3746 HFTLKSDVLFNFNK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 44 570.6379 3 1708.8919 -0.0018 48.33 K A 0

3747 HFYEHDGISLYSIGR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 57 598.6247 3 1792.8523 -0.0011 42.07 R A 0

3748 HGCALGSIVGK 57.021465@C:3 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 25 549.7894 2 1097.5642 -0.0010 28.39 R D 0

3749 HGCALGSIVGKDESVEVPSVGGRPPR 57.021465@C:3 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 80 665.8443 4 2659.3481 -0.0019 39.73 R S 0

3750 HGEWQEASLAFR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 93 715.8440 2 1429.6734 -0.0004 40.87 K A 0

3751 HGFLPLK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 37 406.2449 2 810.4752 0.0000 33.13 R E 0

3752 HGFLPLKEIAR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 53 427.5872 3 1279.7398 -0.0003 36.30 R E 0

3753 HGGANEVSLEIQQR JW0324 ECK0330 prpC 2-methylcitrate synthase 14 513.2620 3 1536.7642 -0.0003 29.16 K Y 0

3754 HGGTGLGLVITQK JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 46 427.5819 3 1279.7239 -0.0010 33.72 R L 0

3755 HGHNEADEPSATQPLMYQK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 93 718.3286 3 2151.9640 -0.0005 26.99 R I 0

3756 HGIEIDFIR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 26 550.2983 2 1098.5820 -0.0001 43.28 K I 0

3757 HGLGISCLSR 57.021465@C:7 JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 46 550.2872 2 1098.5598 -0.0005 31.55 R R 0

3758 HGLHEYLQTQVVYLQS JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 44 638.9953 3 1913.9641 0.0005 46.27 K - 0

3759 HGLHYVELR JW1615 ECK1618 add adenosine deaminase 51 562.3040 2 1122.5934 0.0001 27.10 R F 0

3760 HGLITGATGTGK JW4220 ECK4256 yjgR predicted ATPase 41 556.8062 2 1111.5978 -0.0008 21.79 R T 0

3761 HGLLDAQEYQR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 75 665.3300 2 1328.6454 -0.0019 31.35 K R 0

3762 HGLMGFGR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 33 437.7213 2 873.4280 0.0001 33.67 R D 0

3763 HGLQSILR JW3129 ECK3148 yhbW predicted enzyme 38 462.2736 2 922.5326 -0.0021 29.90 R E 0

3764 HGMGFEGMR JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 28 511.2208 2 1020.4270 0.0000 28.91 R V 0

3765 HGNMLGAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 40 414.2133 2 826.4120 0.0001 17.89 R E 0

3766 HGPLALIDADMPVIVVAPNNELLEK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 49 890.1512 3 2667.4318 0.0014 64.40 K L 0

3767 HGQVVSVGK JW4346 ECK4375 deoB phosphopentomutase 29 455.7584 2 909.5022 -0.0010 18.08 K I 0

3768 HGTVTAANSTPLTDGAAAVILMTESR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 49 862.1067 3 2583.2983 0.0020 61.63 K A 0

3769 HGTWQTSAGWEFIEGYR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 53 675.6469 3 2023.9189 0.0011 54.43 R F 0

3770 HGVDKLLEVTPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 77 682.3889 2 1362.7632 0.0014 33.29 R H 0

3771 HHFENVSIE JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 37 556.2617 2 1110.5088 -0.0005 28.00 K - 0

3772 HHFEVDASYVVVAALGELAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 58 719.0446 3 2154.1120 0.0010 69.24 R R 0

3773 HIAHDFNDPLTWSHNR JW0462 ECK0467 htpG molecular chaperone HSP90 family 62 490.7355 4 1958.9129 -0.0005 36.78 K V 0

3774 HIAHDFNDPLTWSHNRVEGK JW0462 ECK0467 htpG molecular chaperone HSP90 family 30 594.0425 4 2372.1409 -0.0003 36.35 K Q 0

3775 HIEFRDDR JW2504 ECK2516 yfhM conserved protein 13 544.2679 2 1086.5212 0.0007 21.49 K F 0

3776 HIEINGDNLHDYLGVQR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 52 665.0010 3 1991.9812 -0.0002 42.82 K F 0

3777 HIEVIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 42 433.2664 2 864.5182 0.0002 24.88 K Q 0

3778 HIFAEENSSVAAPLFK JW1241 ECK1243 cls cardiolipin synthase 1 66 880.4544 2 1758.8942 0.0002 45.64 K L 0

3779 HIFISNLK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 28 486.2869 2 970.5592 -0.0008 32.03 K Y 0

3780 HIGMVDLPLLSVPSLQQQMVGHR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 64 852.4584 3 2554.3534 0.0022 60.58 K S 0

3781 HIGPDAAQQQEMLNAVGAQSLNALTGQIVPK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 48 1067.2226 3 3198.6460 0.0004 64.00 R D 0

3782 HIISINDLSR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 38 584.3274 2 1166.6402 -0.0004 37.90 K D 0

3783 HIISINDLSRDDLNLVLATAAK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 36 598.8349 4 2391.3105 -0.0016 61.54 K L 0

3784 HILGTDGK JW2504 ECK2516 yfhM conserved protein 26 420.7324 2 839.4502 0.0001 18.24 R S 0

3785 HILIAVDLSPESK JW3462 ECK3480 uspA universal stress global response regulator 86 711.4029 2 1420.7912 -0.0014 43.60 K V 0

3786 HILNEQHGYK JW5790 ECK4342 yjiA predicted GTPase 21 413.5477 3 1237.6213 0.0008 19.79 R I 0

3787 HILQIVR JW2453 ECK2464 narQ sensory histidine kinase in two-component regulatory system with NarP (NarL) 26 439.7822 2 877.5498 0.0000 30.26 R D 0

3788 HIPEFVR JW0710 ECK0709 gltA citrate synthase 17 449.2505 2 896.4864 -0.0004 28.88 K R 0

3789 HIPEFVRR JW0710 ECK0709 gltA citrate synthase 17 351.8700 3 1052.5882 0.0003 26.23 K A 0

3790 HIQVVLR JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 16 432.7742 2 863.5338 -0.0002 26.12 R K 0

3791 HISEFDLDAALAR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 29 729.3735 2 1456.7324 0.0015 47.82 R R 0

3792 HISGQFNAELESIR JW3702 ECK3717 phoU DNA-binding transcriptional regulator 86 800.9071 2 1599.7996 -0.0009 39.58 K T 0

3793 HITGLHYNPITNTFK JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 25 585.9770 3 1754.9092 -0.0012 39.63 R L 0

3794 HITYYLDRPDVLAR JW0915 ECK0923 pepN aminopeptidase N 38 577.9776 3 1730.9110 0.0005 40.43 R F 0

3795 HIVDGFSFELSK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 74 689.8535 2 1377.6924 -0.0005 46.80 R V 0

3796 HIYAQVIAPNGSEVLVAASTVEK JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 41 799.4322 3 2395.2748 0.0001 49.34 R A 0

3797 HKAGEHIGICSVCSAHPLVIEAALAFDR 57.021465@C:10,57.021465@C:13 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 71 765.3900 4 3057.5309 0.0032 50.79 R N 0

3798 HKANLTAQINK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 30 619.3542 2 1236.6938 0.0001 18.67 R L 0

3799 HKDKPVIVVDGSGMQCQEPANALTK 57.021465@C:16 JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 106 908.1251 3 2721.3535 -0.0043 35.23 K A 0

3800 HKEWYALR JW1286 ECK1288 sapB predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 38 368.1976 3 1101.5710 -0.0010 29.99 K - 0

3801 HKGPLNVFENIEMPLVPVLSR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 24 598.0824 4 2388.3005 0.0017 63.43 K I 0

3802 HKTPIIFR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 44 337.8746 3 1010.6020 -0.0005 24.92 R A 0

3803 HLAEQVQPLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 55 595.8352 2 1189.6558 -0.0008 24.98 R M 0

3804 HLAKAPAKESAPAAAAPAAQPALAAR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 26 613.3450 4 2449.3509 -0.0042 25.97 K S 0

3805 HLDALVADEDLSR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 62 727.3676 2 1452.7206 -0.0003 39.15 K F 0

3806 HLDGNIRPQTILELGR JW1615 ECK1618 add adenosine deaminase 19 611.3426 3 1831.0060 -0.0004 45.49 R Q 0

3807 HLDIEALK JW2367 ECK2366 evgS hybrid sensory histidine kinase in two-component regulatory system with EvgA 60 469.7685 2 937.5224 -0.0009 32.72 R N 0

3808 HLDVSALDTPTLALANAAR JW3980 ECK4012 yjbB predicted transporter 112 975.0264 2 1948.0382 0.0005 52.68 K E 0

3809 HLEFFNTQPFVAAPILGVTLALEEQR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 83 980.8599 3 2939.5579 0.0033 75.79 R A 0

3810 HLFQPFVR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 21 522.2930 2 1042.5714 0.0002 39.15 K G 0

3811 HLKPIALAGDAR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 44 631.3709 2 1260.7272 -0.0029 27.40 K K 0

3812 HLLQALPGSVR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 45 595.8527 2 1189.6908 -0.0022 35.18 K S 0

3813 HLNATIINEGDINTR JW2294 ECK2291 pta phosphate acetyltransferase 42 560.9606 3 1679.8600 0.0008 35.88 R R 0

3814 HLNFIHLHR JW0306 ECK0312 betT choline transporter of high affinity 17 396.2244 3 1185.6514 -0.0006 31.10 R E 0

3815 HLPDSDVVSIYDAAMR JW1268 ECK1271 acnA aconitate hydratase 1 52 894.9319 2 1787.8492 -0.0020 51.11 R Y 0

3816 HLPEPFR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 22 448.2432 2 894.4718 0.0007 29.68 K I 0

3817 HLPHDLVAAFK JW4131 ECK4169 hflX predicted GTPase 32 416.5677 3 1246.6813 -0.0010 38.26 R A 0

3818 HLQIMELEGAQLPR JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 98 817.9386 2 1633.8626 0.0017 46.82 R V 0

3819 HLQYNVDK JW5832 ECK1954 yedQ predicted diguanylate cyclase 39 508.7617 2 1015.5088 0.0001 20.24 K L 0

3820 HLQYNVDKLIFLR JW5832 ECK1954 yedQ predicted diguanylate cyclase 45 553.6512 3 1657.9318 0.0015 50.25 K N 0

3821 HLSDHAPLSAEIHL JW0773 ECK0779 ybhP predicted DNase 44 513.9352 3 1538.7838 -0.0002 40.68 R - 0

3822 HLSHELK JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 16 432.2402 2 862.4658 -0.0002 15.95 R T 0

3823 HLSLHSELVK JW0938 ECK0946 ycbZ predicted peptidase 48 388.2240 3 1161.6502 -0.0004 28.29 R A 0

3824 HLSMNGR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 20 407.7029 2 813.3912 -0.0003 18.59 R S 0

3825 HLSNALR JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 41 405.7326 2 809.4506 -0.0002 19.08 K R 0

3826 HLSQNFISAEELDTANLNVK JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 70 748.3814 3 2242.1224 -0.0005 47.74 R A 0

3827 HLSWVGQNPQLPAATLR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 90 944.5130 2 1887.0114 -0.0001 44.93 K D 0

3828 HLVDLYQQQGVEK JW2448 ECK2459 talA transaldolase A 74 778.9071 2 1555.7996 0.0002 32.77 R S 0

3829 HLVTPGIQDSQK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 60 661.8554 2 1321.6962 -0.0027 24.35 K V 0

3830 HLWLEVK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 18 462.7683 2 923.5220 -0.0009 38.78 R G 0

3831 HLYAQSR JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 30 437.7300 2 873.4454 -0.0003 16.83 R E 0

3832 HLYEMSK JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 34 454.2207 2 906.4268 -0.0001 20.81 R A 0

3833 HMASLWADYTFFDGPLSGLTLGTGGR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 61 924.1150 3 2769.3232 0.0011 73.18 K Y 0

3834 HMDYGVQINK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 45 602.7920 2 1203.5694 -0.0011 29.16 R L 0

3835 HMGWTEAADLIVK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 68 735.8762 2 1469.7378 0.0042 48.24 R G 0

3836 HMMMDFGYLEETFEAGKR JW0711 ECK0710 sdhC succinate dehydrogenase, membrane subunit, binds cytochrome b556 79 731.3254 3 2190.9544 0.0008 58.72 R S 0

3837 HMNSTSYFYNHSSQWR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 64 682.2947 3 2043.8623 -0.0025 34.11 R Y 0

3838 HMVHELVSNLRK JW3890 ECK3911 tpiA triosephosphate isomerase 43 488.2696 3 1461.7870 -0.0003 28.47 R E 0

3839 HNDDYLSAYAHNDTMLVR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 77 712.3260 3 2133.9562 0.0024 44.16 K E 0

3840 HNDFDLNWIPVDSIER JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 85 985.4739 2 1968.9332 0.0002 60.87 R I 0

3841 HNDGLDYVPTDK JW0590 ECK0591 cstA carbon starvation protein 57 687.3201 2 1372.6256 -0.0003 31.12 R K 0

3842 HNDGLDYVPTDKK JW0590 ECK0591 cstA carbon starvation protein 49 751.3678 2 1500.7210 0.0002 25.63 R V 0
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3843 HNEALDVQVGIGGK JW5689 ECK3404 malP maltodextrin phosphorylase 82 718.8777 2 1435.7408 -0.0010 34.08 R V 0

3844 HNEEYEKIEGCDDGVIMHLK 57.021465@C:11 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 43 604.7779 4 2415.0825 -0.0010 38.56 R S 0

3845 HNGAPAFSPDGSK JW5100 ECK0729 tolB periplasmic protein 61 642.8009 2 1283.5872 -0.0022 21.62 R L 0

3846 HNGPTALILSR JW2449 ECK2460 tktB transketolase 2, thiamin-binding 55 589.8351 2 1177.6556 -0.0011 33.43 R Q 0

3847 HNHLPAPGADAWPILIR JW0938 ECK0946 ycbZ predicted peptidase 25 626.6759 3 1877.0059 0.0000 48.06 R E 0

3848 HNIDGVIATNTTLDR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 66 547.2846 3 1638.8320 -0.0005 34.36 R S 0

3849 HNLQITK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 37 427.2481 2 852.4816 -0.0001 19.53 K L 0

3850 HNLTTLK JW2100 ECK2106 mrp antiporter inner membrane protein 35 413.7425 2 825.4704 -0.0003 19.51 K A 0

3851 HNQSESYVINAAGKK JW1490 ECK1489 yddB predicted porin protein 72 549.2806 3 1644.8200 -0.0018 22.17 R T 0

3852 HNTLGTEFK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 23 523.7671 2 1045.5196 0.0003 24.75 R A 0

3853 HNVPAAVSDLR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 43 589.8176 2 1177.6206 0.0003 26.73 R A 0

3854 HNVSLTYEQWLDYPDGR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 18 698.3292 3 2091.9658 0.0007 52.59 R K 0

3855 HNWQGQAHVEMTDTR JW2049 ECK2058 asmA predicted assembly protein 71 905.4086 2 1808.8026 0.0014 26.98 R M 0

3856 HPDLVISSQGSNQLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 47 550.9567 3 1649.8483 -0.0003 31.53 R A 0

3857 HPDMLTSVRPNGLEDTPQFK JW0451 ECK0456 acrB multidrug efflux system protein 30 761.3791 3 2281.1155 -0.0005 42.09 K I 0

3858 HPDTLLAAR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 67 497.2773 2 992.5400 -0.0003 23.93 R S 0

3859 HPFDGITDPWYNPGDVK JW0955 ECK0964 hyaB hydrogenase 1, large subunit 31 653.3081 3 1956.9025 0.0017 51.32 R G 0

3860 HPFPGPGLGVR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 17 567.3148 2 1132.6150 0.0008 32.96 R V 0

3861 HPLAVSSLEELANGTFLPAIGEIDELDPK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 35 1025.8686 3 3074.5840 0.0027 75.18 R G 0

3862 HPLFVTNVDDTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 77 707.3594 2 1412.7042 -0.0005 33.53 K L 0

3863 HPLFVTNVDDTRLDDIAAWTYR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 28 873.4383 3 2617.2931 0.0007 58.82 K A 0

3864 HPQRPYTLDYVR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 16 515.6027 3 1543.7863 -0.0035 29.64 R L 0

3865 HPSEIVNVGDEITVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 30 546.2893 3 1635.8461 -0.0006 39.83 K V 0

3866 HPVTPWGVQTK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 22 625.3380 2 1248.6614 -0.0001 29.77 K G 0

3867 HPYLEDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 40 465.2272 2 928.4398 -0.0005 20.85 K D 0

3868 HPYTQALLR JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 50 549.8066 2 1097.5986 0.0004 28.82 R A 0

3869 HPYTQALLSATPR JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 34 485.5963 3 1453.7671 -0.0007 34.02 R L 0

3870 HQDEVLAEAK JW4218 ECK4254 yjgP conserved inner membrane protein 29 570.2883 2 1138.5620 0.0002 21.24 R A 0

3871 HQEETYR JW3775 ECK3797 hemX uroporphyrinogen III methylase 15 481.7198 2 961.4250 -0.0003 14.01 R Q 0

3872 HQEINEWNR JW0566 ECK0569 ybdG predicted mechanosensitive channel 43 613.2885 2 1224.5624 -0.0012 24.65 R Q 0

3873 HQELVVWR JW0485 ECK0490 ybbP predicted inner membrane protein 41 533.7929 2 1065.5712 -0.0007 35.53 R T 0

3874 HQFAQSLNYEIAK JW2294 ECK2291 pta phosphate acetyltransferase 62 774.8935 2 1547.7724 -0.0008 36.54 K T 0

3875 HQGTFDVAR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 43 515.7566 2 1029.4986 -0.0005 21.33 R A 0

3876 HQHIDYLV JW3475 ECK3491 yhiF predicted DNA-binding ranscriptional regulator 14 512.7638 2 1023.5130 -0.0007 31.39 R - 0

3877 HQLVVTQLK JW5066 ECK0485 ybbM predicted inner membrane protein 41 533.3239 2 1064.6332 -0.0009 28.26 R K 0

3878 HQPPSEGEILLDAQPLESWSSK JW0147 ECK0150 fhuC iron-hydroxamate transporter subunit -!- ATP-binding component of ABC superfamily 38 816.7408 3 2447.2006 0.0037 53.87 R A 0

3879 HQQGQPLSLPVHVADAFR JW0915 ECK0923 pepN aminopeptidase N 64 667.3532 3 1999.0378 -0.0009 46.22 R A 0

3880 HQQHLAQLPK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 35 400.5593 3 1198.6561 -0.0011 19.67 K I 0

3881 HQSTLPLR JW1805 ECK1814 yoaE fused predicted membrane proteins 42 476.2716 2 950.5286 -0.0011 22.63 R A 0

3882 HQVAAFMER JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 45 544.7677 2 1087.5208 -0.0025 28.18 R R 0

3883 HRDLLGATNPANALAGTLR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 13 491.0218 4 1960.0581 -0.0022 44.78 R A 0

3884 HREIAAFR JW0710 ECK0709 gltA citrate synthase 39 333.8540 3 998.5402 -0.0008 21.37 R L 0

3885 HRSQGQEEAEKLR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 48 523.2692 3 1566.7858 -0.0004 17.91 R A 0

3886 HRYEVNNMLLK JW2751 ECK2774 pyrG CTP synthetase 49 472.9183 3 1415.7331 -0.0013 31.78 R Q 0

3887 HRYPAEFSGGQR JW2168 ECK2174 yejF fused predicted oligopeptide transporter subunits -!- ATP-binding components of ABC superfamily 43 468.8968 3 1403.6686 -0.0008 22.40 R Q 0

3888 HSCAHLLGHAIK 57.021465@C:3 JW1709 ECK1717 thrS threonyl-tRNA synthetase 16 336.6796 4 1342.6893 -0.0035 21.93 R Q 0

3889 HSDVLFR JW5128 ECK0951 yccS predicted inner membrane protein 37 437.2320 2 872.4494 -0.0011 26.95 R F 0

3890 HSDWQRPTFAFEGK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 49 853.4073 2 1704.8000 -0.0009 39.56 R G 0

3891 HSFNALLK JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 18 465.2649 2 928.5152 0.0022 22.08 R T 0

3892 HSIEYLR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 33 459.2451 2 916.4756 -0.0009 25.57 R E 0

3893 HSLMGVADALAISR JW0473 ECK0478 copA copper transporter 109 720.8849 2 1439.7552 -0.0003 46.86 R A 0

3894 HSPNQLAWHAR JW0162 ECK0165 glnD uridylyltransferase 46 439.5580 3 1315.6522 -0.0011 24.24 R H 0

3895 HSQVFSTAEDNQSAVTIHVLQGER JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 94 885.1037 3 2652.2893 -0.0001 41.53 K K 0

3896 HSTPEQIDKIAQGHVWTGQDAK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 21 612.3082 4 2445.2037 -0.0002 36.36 R A 0

3897 HSVSCLK 57.021465@C:5 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 29 415.7130 2 829.4114 -0.0001 14.12 R V 0

3898 HSVSCLKVDPL 57.021465@C:5 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 65 627.8286 2 1253.6426 -0.0012 34.07 R - 0

3899 HSVSTLNQEMTQLNQETVK JW5056 ECK0406 yajI predicted lipoprotein 80 1094.0396 2 2186.0646 0.0010 39.58 K I 0

3900 HTAIIPR JW4299 ECK4327 yjiN conserved inner membrane protein 38 404.2453 2 806.4760 -0.0003 20.47 R N 0

3901 HTEALGELTR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 34 563.7958 2 1125.5770 -0.0009 26.19 R Y 0

3902 HTEILPLYAR JW5905 ECK1406 hrpA ATP-dependent helicase 45 606.8399 2 1211.6652 -0.0010 38.04 R L 0

3903 HTFDNFVEGK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 16 597.2838 2 1192.5530 0.0018 31.88 K S 0

3904 HTGLETQAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 24 506.7619 2 1011.5092 -0.0005 14.21 R Y 0

3905 HTIEVVVDRFK JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 41 448.2539 3 1341.7399 -0.0007 35.39 K V 0

3906 HTIMVANLAPR JW2101 ECK2107 metG methionyl-tRNA synthetase 59 611.8398 2 1221.6650 -0.0002 34.29 R K 0

3907 HTIPANIADR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 31 554.2984 2 1106.5822 -0.0009 24.48 K C 0

3908 HTIQMLHDVLDAFAR JW3702 ECK3717 phoU DNA-binding transcriptional regulator 42 589.6385 3 1765.8937 0.0001 58.17 R M 0

3909 HTITPQLSTEDNALLLIDLGK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 34 764.7527 3 2291.2363 -0.0009 59.95 R G 0

3910 HTLTHEIR JW3809 ECK3826 rmuC predicted recombination limiting protein 38 503.7752 2 1005.5358 0.0003 13.94 R N 0

3911 HTMIHEQITR JW0710 ECK0709 gltA citrate synthase 68 633.3249 2 1264.6352 0.0006 20.49 R L 0

3912 HTSDTPFDVSKLNELPK JW2924 ECK2952 ansB periplasmic L-asparaginase II 59 643.3296 3 1926.9670 -0.0017 44.25 K V 0

3913 HTTDGLLK JW3997 ECK4029 malM maltose regulon periplasmic protein 35 442.7454 2 883.4762 -0.0001 20.46 R L 0

3914 HVAITVLR JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 47 454.7880 2 907.5614 0.0011 29.94 R E 0

3915 HVATFGHMFGR JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 48 630.3089 2 1258.6032 0.0002 34.32 K L 0

3916 HVDHLDRLNFDQFK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 19 446.7277 4 1782.8817 0.0015 40.38 R V 0

3917 HVDPAAAIQQGK JW4114 ECK4149 frdB fumarate reductase (anaerobic), Fe-S subunit 46 617.8290 2 1233.6434 -0.0031 24.16 K V 0

3918 HVDQVMEHGEYATR JW1100 ECK1100 mfd transcription-repair coupling factor 54 557.9229 3 1670.7469 -0.0003 22.84 R G 0

3919 HVDSLITIPNDK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 55 676.3640 2 1350.7134 -0.0009 36.71 K L 0

3920 HVDSLITIPNDKLLK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 44 569.3331 3 1704.9775 0.0002 45.51 K V 0

3921 HVDTILLENGTLNLTDQTAPLPFK JW3630 ECK3645 yicH conserved protein 21 884.1411 3 2649.4015 0.0000 61.78 R A 0

3922 HVDTILLENGTLNLTDQTAPLPFKADR JW3630 ECK3645 yicH conserved protein 64 748.8992 4 2991.5677 0.0013 57.46 R L 0

3923 HVEQALNETPEK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 29 697.8493 2 1393.6840 0.0004 21.75 R L 0

3924 HVEQALNETPEKLNR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 100 889.4621 2 1776.9096 -0.0022 25.23 R D 0

3925 HVFGNPLIQQPLMR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 19 550.6359 3 1648.8859 -0.0012 46.26 R H 0

3926 HVFNDEMTEFDLTR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 100 877.3959 2 1752.7772 -0.0005 48.50 R I 0

3927 HVGGDELDKLLAGKDSDK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 37 474.9968 4 1895.9581 -0.0009 40.49 R - 0

3928 HVINDADQIIVALQDGR JW3204 ECK3224 degS serine endoprotease, periplasmic 118 938.9972 2 1875.9798 -0.0005 54.49 K V 0

3929 HVLHNALPPVIPR JW1286 ECK1288 sapB predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 36 488.2931 3 1461.8575 0.0007 33.81 R L 0

3930 HVLLLSR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 28 419.2689 2 836.5232 0.0000 29.74 R W 0

3931 HVQVAEMVIEK JW3756 ECK3775 rho transcription termination factor 69 641.8441 2 1281.6736 -0.0014 36.22 R A 0

3932 HVSDAFEQTSETIGVR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 45 592.6230 3 1774.8472 -0.0013 39.60 R A 0

3933 HWAFEPDKEDPVSSLGIRPR JW0171 ECK0175 yaeL zinc metallopeptidase 48 584.7999 4 2335.1705 -0.0006 46.57 R G 0

3934 HWEAIKK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 32 456.2583 2 910.5020 -0.0005 18.89 K A 0

3935 HWGETHSEAEVR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 60 719.3301 2 1436.6456 0.0024 20.87 R E 0

3936 HYAHVDCPGHADYVK 57.021465@C:7 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 62 884.8964 2 1767.7782 -0.0005 22.19 R N JW3943

3937 HYDWNGAMQPMVSK JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 83 832.3703 2 1662.7260 -0.0023 39.67 R M 0

3938 HYGALQGLNK JW0738 ECK0744 gpmA phosphoglyceromutase 1 53 550.7950 2 1099.5754 -0.0020 26.43 R A 0

3939 HYGEALSAR JW5108 ECK0797 ybiO predicted mechanosensitive channel 43 502.2516 2 1002.4886 0.0004 20.09 R F 0

3940 HYGRPMDIEWAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 33 501.5784 3 1501.7134 -0.0001 35.06 K D 0

3941 HYHPQDATTNPSLLLK JW2448 ECK2459 talA transaldolase A 50 612.3196 3 1833.9370 -0.0002 34.85 R A 0

3942 HYLAPSDK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 24 465.7373 2 929.4600 -0.0007 17.77 R L 0

3943 HYLAPSDKLDHK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 41 712.3706 2 1422.7266 0.0011 21.36 R V 0

3944 HYQDEFAAIPLVPK JW5378 ECK2308 dedD conserved protein 67 814.4273 2 1626.8400 -0.0006 48.38 K A 0

3945 HYQGIDSR JW1446 ECK1445 yncD predicted iron outer membrane transporter 28 488.2358 2 974.4570 0.0001 18.68 R W 0

3946 HYRLPAQIAR JW0861 ECK0868 ybjX conserved protein 35 408.9035 3 1223.6887 -0.0001 27.72 R K 0

3947 HYTAADGSEISLHGR JW2943 ECK2970 glcB malate synthase G 54 538.5931 3 1612.7575 -0.0018 26.86 R S 0

3948 HYVEKVQQPEFAAAK JW3975 ECK4007 aceA isocitrate lyase 13 582.3052 3 1743.8938 -0.0007 28.19 K D 0

3949 HYWVTAADNDTLAITTPK JW2176 ECK2182 yejM predicted hydrolase, inner membrane 20 673.0055 3 2015.9947 -0.0007 44.93 R K 0

3950 IAAANVPAFVSGK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 52 622.8535 2 1243.6924 -0.0001 41.15 K A 0

3951 IAADIDDSELK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 47 595.3007 2 1188.5868 -0.0005 33.29 R A 0

3952 IAADIDDSELKAPR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 19 505.2674 3 1512.7804 0.0020 33.75 R D 0

3953 IAAEMGAQIIK JW1510 ECK1510 lsrF predicted aldolase 79 572.8232 2 1143.6318 -0.0003 36.65 R T 0

3954 IAAGCGMQVQDVNR 57.021465@C:5 JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 77 759.8614 2 1517.7082 0.0004 29.20 R L 0

3955 IAAGQPLSIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 19 499.3054 2 996.5962 -0.0005 30.72 R Q 0

3956 IAAGQPLSIKQEEVHVR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 16 469.5165 4 1874.0369 -0.0007 31.99 R G 0

3957 IAAIALWPVGR JW0944 ECK0952 yccF conserved inner membrane protein 34 583.8563 2 1165.6980 0.0010 55.29 K R 0

3958 IAAIDYTLAHDDGISLR JW1693 ECK1701 ydiA conserved protein 53 615.3235 3 1842.9487 0.0010 49.74 R N 0

3959 IAALMDKPVK JW3808 ECK3825 udp uridine phosphorylase 42 362.5508 3 1084.6306 -0.0008 28.22 K L 0

3960 IAAQALVK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 29 407.2629 2 812.5112 -0.0007 26.40 R G 0

3961 IAAVAEDGEPCVTYIGADGAGHYVK 57.021465@C:11 JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 67 855.0763 3 2562.2071 0.0009 42.60 K M 0

3962 IADDQNSLR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 66 516.2593 2 1030.5040 -0.0003 21.09 R A 0

3963 IADIISVIDGIAFQTNILALNAAVEAAR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 91 961.5386 3 2881.5940 0.0026 80.96 K A JW1875

3964 IADIISVIDGIAFQTNILALNAAVEAAR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 103 961.5380 3 2881.5922 0.0010 80.84 K A JW1875

3965 IADQGEEGIVEADSADGSFMDELLTLMAAHR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 64 1097.8436 3 3290.5090 0.0018 78.33 K V 0

3966 IADRMEQNLELLATAETWDNGKPIR JW3561 ECK3577 aldB aldehyde dehydrogenase B 66 721.8711 4 2883.4553 0.0006 58.37 K E 0
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3967 IADTSLPLDELVADPVTAVEK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 50 1098.5854 2 2195.1562 -0.0011 64.69 R L 0

3968 IADVQLPQGVWHEDEFYGK JW5734 ECK4130 dipZ fused thiol:disulfide interchange protein 27 744.3632 3 2230.0678 -0.0017 52.24 K S 0

3969 IAEAAVVGIPHNIK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 63 477.9486 3 1430.8240 -0.0005 38.02 K G 0

3970 IAEAAWQVNESTENIGAR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 104 979.9818 2 1957.9490 -0.0003 40.79 R R 0

3971 IAEACGITGIR 57.021465@C:5 JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 84 580.8081 2 1159.6016 -0.0002 32.72 R V 0

3972 IAEACGITGIRVEK 57.021465@C:5 JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 45 758.9110 2 1515.8074 -0.0004 33.40 R A 0

3973 IAEDGNPQVLIK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 33 648.8608 2 1295.7070 -0.0014 34.41 R N 0

3974 IAEDGNPQVLIKNPPSQR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 86 659.3572 3 1975.0498 0.0009 32.48 R L 0

3975 IAELAGFSVPENTK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 92 738.3905 2 1474.7664 -0.0003 45.30 K I 0

3976 IAEVDGNDPLFK JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 80 659.3375 2 1316.6604 -0.0007 42.44 K V 0

3977 IAEVINLVTAK JW1376 ECK1378 ydbH predicted protein 36 585.8583 2 1169.7020 0.0000 46.06 R N 0

3978 IAEVRPQVSGIILK JW0452 ECK0457 acrA multidrug efflux system 48 761.9691 2 1521.9236 -0.0005 40.98 R R 0

3979 IAEVRPQVSGIILKR JW0452 ECK0457 acrA multidrug efflux system 55 840.0200 2 1678.0254 0.0001 36.22 R N 0

3980 IAFVNKMDR JW3302 ECK3327 fusA protein chain elongation factor EF-G 37 365.1990 3 1092.5752 0.0000 29.75 R M 0

3981 IAGEVIQEPDSGFNPFQMAPR JW0485 ECK0490 ybbP predicted inner membrane protein 80 1152.0610 2 2302.1074 0.0021 58.04 R L 0

3982 IAGINIPDHK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 55 539.3057 2 1076.5968 -0.0011 32.59 R H 0

3983 IAGLEVK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 16 365.2288 2 728.4430 -0.0001 28.81 R R 0

3984 IAGQGLSFEQMLK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 73 711.3766 2 1420.7386 0.0002 52.90 R E 0

3985 IAGVSEMTSSSSLGSTR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 76 835.4072 2 1668.7998 0.0010 37.35 R I 0

3986 IAHDISSYSFVAMAK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 75 820.4108 2 1638.8070 -0.0006 44.60 K A 0

3987 IAHLNGNQWGFGWNAGILYELDKNNR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 59 750.8771 4 2999.4793 0.0004 61.32 K Y 0

3988 IAIDDKVSK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 48 494.7873 2 987.5600 0.0000 22.73 R A 0

3989 IAIDDKVSKADLEIFVDPLGKPLPFSEVTGSK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 32 1143.6243 3 3427.8511 0.0021 64.35 R G 0

3990 IAIEQAR JW2573 ECK2590 clpB protein disaggregation chaperone 46 400.7347 2 799.4548 -0.0004 22.28 K R JW5388

3991 IAIVNMGSLFQQVAQK JW0173 ECK0177 hlpA periplasmic chaperone 60 582.9906 3 1745.9500 0.0002 61.99 K T 0

3992 IAIVSGLR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 31 414.7677 2 827.5208 -0.0021 35.74 R T 0

3993 IALASPDMIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 64 543.8023 2 1085.5900 -0.0003 40.71 K S 0

3994 IALESVLLGDKE JW4347 ECK4376 deoD purine-nucleoside phosphorylase 89 643.8637 2 1285.7128 -0.0001 53.42 K - 0

3995 IALGTTYYYDDNWTFR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 81 999.9659 2 1997.9172 0.0013 58.74 R T 0

3996 IALLLPLNGQAAVFGR JW3116 ECK3135 yraM conserved protein 117 826.9962 2 1651.9778 0.0006 64.55 K T 0

3997 IALTQSGGLDAAQAR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 84 736.3965 2 1470.7784 -0.0005 35.98 R S 0

3998 IALVCEGGGQR 57.021465@C:5 JW4340 ECK4369 yjjU predicted esterase 54 580.2978 2 1158.5810 -0.0004 28.55 R G 0

3999 IALVTGASR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 51 444.2689 2 886.5232 -0.0003 29.47 K G 0

4000 IAMLGIPPSDMSIDWTKVIFK 15.994915@M:3 JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 16 793.4228 3 2377.2466 0.0039 47.10 R G 0

4001 IANELLSR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 56 458.2667 2 914.5188 0.0004 30.57 R A 0

4002 IANLFDKDYETVYGYQTAGR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 47 775.3782 3 2323.1128 0.0005 50.61 K E 0

4003 IANLSGGER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 31 458.7456 2 915.4766 -0.0007 20.99 K R 0

4004 IAPDLDQVLVALDEPPAR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 35 644.6862 3 1931.0368 0.0004 67.13 R T 0

4005 IAPDLSEEELIQVADSLVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 79 1049.0577 2 2096.1008 0.0007 74.98 K H 0

4006 IAPELYLKR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 24 551.8341 2 1101.6536 -0.0009 35.31 R L JW2858

4007 IAPPDEHAASAGGLAVGILGALK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 50 710.0640 3 2127.1702 0.0014 58.05 R A 0

4008 IAPYYHLFGSDELSQR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 32 632.6482 3 1894.9228 0.0015 48.40 R A 0

4009 IAQFNVVSEAHNEGTIVSVSDGVIR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 62 881.1243 3 2640.3511 0.0003 51.52 R I 0

4010 IAQGHVWTGQDAK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 49 470.9091 3 1409.7055 0.0001 24.84 K A 0

4011 IAQTLLNLAK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 56 542.8393 2 1083.6640 -0.0012 44.46 R Q 0

4012 IAQVQYLVDGLEEIGVVCQQAGGHAAFVDAGK 57.021465@C:18 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 152 1114.8979 3 3341.6719 0.0005 71.27 R L 0

4013 IASANQVTTGVTSR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 120 702.8757 2 1403.7368 0.0000 26.80 R I 0

4014 IASLSDSVSNAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 69 610.3174 2 1218.6202 -0.0001 31.13 R E 0

4015 IASSGLCGSDLPR 57.021465@C:7 JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 14 666.8325 2 1331.6504 0.0001 34.53 K I 0

4016 IASTLSPR JW2389 ECK2388 nupC nucleoside (except guanosine) transporter 33 422.7477 2 843.4808 -0.0005 21.97 K A 0

4017 IATDPFVGNLTFFR JW3302 ECK3327 fusA protein chain elongation factor EF-G 78 799.4233 2 1596.8320 0.0021 62.75 K V 0

4018 IATMGSTDAASVR JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 50 640.3193 2 1278.6240 0.0003 26.20 K L 0

4019 IATMGSTGTSSTR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 45 635.3093 2 1268.6040 0.0009 20.17 K L 0

4020 IAVTNLR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 39 393.7451 2 785.4756 -0.0002 28.61 R T 0

4021 IAVTPEQLQHHR JW1374 ECK1376 hslJ heat-inducible protein 61 714.8877 2 1427.7608 -0.0024 26.38 K F 0

4022 IAVYSSLIK JW4099 ECK4133 aspA aspartate ammonia-lyase 37 497.3026 2 992.5906 0.0001 40.88 R L 0

4023 IAWMPQGLGK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 26 550.8005 2 1099.5864 0.0016 46.85 R N 0

4024 IAWQEIDRR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 24 396.2155 3 1185.6247 -0.0006 34.09 K A 0

4025 IAYDTLVMALGSTSNDFNTPGVK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 62 1207.5992 2 2413.1838 0.0003 63.26 K E 0

4026 IAYNVEAAR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 71 503.7689 2 1005.5232 -0.0011 27.11 R V 0

4027 IAYVVQTNGGQFPYELR JW5100 ECK0729 tolB periplasmic protein 33 978.0041 2 1953.9936 -0.0013 51.13 R V 0

4028 ICGGAENVVK 57.021465@C:2 JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 46 523.7684 2 1045.5222 -0.0004 22.29 K T 0

4029 ICGVCTTTHALSSVR 57.021465@C:2,57.021465@C:5 JW2962 ECK2988 hybC hydrogenase 2, large subunit 27 554.6081 3 1660.8025 0.0001 32.83 R A 0

4030 ICNELGFEYQYPDPLVMPLE 57.021465@C:2 JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 22 1214.0668 2 2426.1190 0.0016 74.67 R - 0

4031 ICPPEGLDAPMMK 57.021465@C:2 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 25 729.8433 2 1457.6720 0.0002 43.88 K V 0

4032 ICTLGEK 57.021465@C:2 JW5625 ECK3691 gyrB DNA gyrase, subunit B 21 410.7146 2 819.4146 -0.0013 21.53 R L 0

4033 IDAAAEFFGVTTPIR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 57 804.4261 2 1606.8376 0.0022 58.85 K Q 0

4034 IDAIDVTSK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 46 481.2636 2 960.5126 -0.0001 31.15 R T 0

4035 IDASQGRPSIDLLR JW3116 ECK3135 yraM conserved protein 33 514.2860 3 1539.8362 -0.0006 39.91 K A 0

4036 IDAVAFVESIPFSETR JW4355 ECK4384 slt lytic murein transglycosylase, soluble 70 890.9599 2 1779.9052 0.0009 67.59 R G 0

4037 IDAVNEYNQK JW1606 ECK1609 ydgA conserved protein 63 597.2929 2 1192.5712 -0.0011 25.96 R V 0

4038 IDCEIENGVVSK 57.021465@C:3 JW2962 ECK2988 hybC hydrogenase 2, large subunit 71 681.8319 2 1361.6492 -0.0005 31.69 R A 0

4039 IDDDLTLLSETLEEVLR JW2261 ECK2260 elaB conserved protein 89 987.5180 2 1973.0214 0.0011 79.77 R S 0

4040 IDDIDHEIADLQAK JW4072 ECK4104 proP proline/glycine betaine transporter 78 798.3987 2 1594.7828 -0.0010 46.49 K R 0

4041 IDDIDHEIADLQAKR JW4072 ECK4104 proP proline/glycine betaine transporter 30 584.6358 3 1750.8856 0.0006 42.83 K T 0

4042 IDDIDLNLEDFVQR JW2101 ECK2107 metG methionyl-tRNA synthetase 74 852.9273 2 1703.8400 0.0034 62.24 R V 0

4043 IDDLMLK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 46 424.2333 2 846.4520 0.0000 36.70 R S 0

4044 IDEIPFDFER JW4201 ECK4237 mgtA magnesium transporter 28 640.8118 2 1279.6090 0.0005 53.23 K R 0

4045 IDELMALLGLESNLR JW2117 ECK2122 yehX predicted transporter subunit -!- ATP-binding component of ABC superfamily 60 843.9589 2 1685.9032 0.0010 75.19 R E 0

4046 IDEPAYQGLQGFTADILLQASNVR JW2049 ECK2058 asmA predicted assembly protein 100 1310.1759 2 2618.3372 0.0033 74.19 R W 0

4047 IDETIAQVTGSAHVGNLYVNR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 108 1129.0821 2 2256.1496 -0.0003 47.01 R N 0

4048 IDEVVVFHPLGEQHIASIAQIQLK JW2573 ECK2590 clpB protein disaggregation chaperone 40 671.8744 4 2683.4685 -0.0010 56.86 R R 0

4049 IDFDGPLEVDQNPK JW1315 ECK1318 ycjF conserved inner membrane protein 76 793.8887 2 1585.7628 0.0005 46.38 R F 0

4050 IDHYLGKETVLNLLALR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 25 656.7122 3 1967.1148 -0.0057 58.23 R F 0

4051 IDIDQEK JW0451 ECK0456 acrB multidrug efflux system protein 31 430.7215 2 859.4284 -0.0002 20.64 K A 0

4052 IDIGDLQNLQPGATVPVTLTR JW1268 ECK1271 acnA aconitate hydratase 1 57 741.0788 3 2220.2146 0.0032 60.49 K A 0

4053 IDITEPSIEETVQIINGLKPK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 29 779.7692 3 2336.2858 0.0017 68.86 K Y 0

4054 IDLALLPFSDALSR JW0407 ECK0411 thiL thiamin-monophosphate kinase 15 765.9304 2 1529.8462 0.0010 68.39 R H 0

4055 IDLPAADPERVAEEIEDIVGIDATDAVR JW2553 ECK2567 lepA GTP binding membrane protein 58 998.1761 3 2991.5065 0.0027 80.28 K C 0

4056 IDLYQCVVPTTWNASPR 57.021465@C:6 JW0955 ECK0964 hyaB hydrogenase 1, large subunit 61 1010.5018 2 2018.9890 0.0007 55.14 K D 0

4057 IDLYQCVVPTTWNASPRDPK 57.021465@C:6 JW0955 ECK0964 hyaB hydrogenase 1, large subunit 21 787.3952 3 2359.1638 0.0007 52.10 K G 0

4058 IDMSEFMEK JW2573 ECK2590 clpB protein disaggregation chaperone 48 565.2490 2 1128.4834 0.0003 47.60 R H 0

4059 IDPIIVAQDGSLSGPGMACTTVAK 57.021465@C:19 JW0628 ECK0626 rlpA minor lipoprotein 86 1201.1104 2 2400.2062 0.0033 51.45 R Q 0

4060 IDQLLVTR JW4177 ECK4214 ytfL predicted inner membrane protein 57 479.2899 2 956.5652 -0.0002 34.14 R I 0

4061 IDQLSSDVQTLNAK JW1667 ECK1673 lpp murein lipoprotein 103 766.4008 2 1530.7870 -0.0018 37.85 K V 0

4062 IDQLSSDVQTLNAKVDQLSNDVNAMR 15.994915@M:25 JW1667 ECK1673 lpp murein lipoprotein 109 964.1458 3 2889.4156 0.0018 60.48 K S 0

4063 IDRTPHWLIK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 36 639.8695 2 1277.7244 0.0000 35.41 R Q 0

4064 IDTATELTYYQNDGILHYVIR JW1268 ECK1271 acnA aconitate hydratase 1 52 833.4239 3 2497.2499 0.0009 61.36 R N 0

4065 IDTILVK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 42 401.2579 2 800.5012 0.0005 33.98 R E 0

4066 IDVADVGETVLADTVGFIR JW4131 ECK4169 hflX predicted GTPase 28 664.0216 3 1989.0430 0.0011 80.24 R H 0

4067 IDVIVQALAGAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 102 599.3641 2 1196.7136 0.0008 50.16 K K 0

4068 IDVLDSDIPADTGVK JW2425 ECK2427 yfeY predicted protein 89 779.4033 2 1556.7920 -0.0014 45.90 R I 0

4069 IDVQQVEK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 17 479.7639 2 957.5132 0.0002 35.82 R - 0

4070 IEALAEDFSDKHHALFLGR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 72 723.7083 3 2168.1031 0.0016 46.34 R G 0

4071 IEALSTEIPAQVRPLYQLWR JW2539 ECK2552 yfhG conserved protein 47 795.1098 3 2382.3076 0.0018 61.58 R D 0

4072 IEASLQDVGAQIR JW3725 ECK3740 yieN fused predicted transcriptional regulators 107 700.3803 2 1398.7460 -0.0007 40.94 R Q 0

4073 IEATEVDIASK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 46 588.3112 2 1174.6078 -0.0002 30.79 R I 0

4074 IEDLRPFKADDFIEALFARED JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 48 837.4241 3 2509.2505 0.0015 71.56 R - 0

4075 IEDNAHFR JW4029 ECK4061 yjcH conserved inner membrane protein involved in acetate transport 52 501.2435 2 1000.4724 -0.0001 21.21 R E 0

4076 IEDVPQEQR JW1692 ECK1700 pps phosphoenolpyruvate synthase 38 557.2803 2 1112.5460 -0.0001 20.36 K D 0

4077 IEDYQPQALAILGK JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 50 779.9287 2 1557.8428 0.0026 50.96 K Q 0

4078 IEEALGEK JW2750 ECK2773 eno enolase 25 444.7366 2 887.4586 -0.0013 22.70 R A 0

4079 IEEDKILQAK JW4121 ECK4156 psd phosphatidylserine decarboxylase 39 396.2272 3 1185.6598 -0.0006 27.76 K G 0

4080 IEEDLLGTR JW4099 ECK4133 aspA aspartate ammonia-lyase 57 523.2800 2 1044.5454 0.0003 36.06 R E 0

4081 IEELTGVPIDIISTGPDRTETMILRDPFDA JW4135 ECK4173 purA adenylosuccinate synthetase 28 1105.5652 3 3313.6738 -0.0014 72.37 R - 0

4082 IEENVGDFR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 40 539.7619 2 1077.5092 0.0001 33.60 K L 0

4083 IEEVLTLALQNEPSGMQVVTAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 89 790.7583 3 2369.2531 0.0019 59.41 R - 0

4084 IEFTLYDCLDR 57.021465@C:8 JW1709 ECK1717 thrS threonyl-tRNA synthetase 22 722.8427 2 1443.6708 0.0005 56.09 K A 0

4085 IEGFFAICQQR 57.021465@C:8 JW0938 ECK0946 ycbZ predicted peptidase 49 684.8397 2 1367.6648 -0.0008 48.57 K E 0

4086 IEGFSSR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 17 398.2033 2 794.3920 -0.0002 24.06 R D 0

4087 IEGGEWLVETVQMLTER JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 64 664.0033 3 1988.9881 0.0002 80.05 K A 0

4088 IEHEIIIK JW1377 ECK1379 ynbE predicted lipoprotein 53 497.7997 2 993.5848 -0.0010 26.55 K A 0

4089 IEHEIIIKADKDVEELLETR JW1377 ECK1379 ynbE predicted lipoprotein 66 798.4359 3 2392.2859 0.0010 54.69 K S 0

4090 IEHGQFDSPPLDTNLPNELGLLAK JW2453 ECK2464 narQ sensory histidine kinase in two-component regulatory system with NarP (NarL) 22 873.4544 3 2617.3414 0.0025 61.61 R T 0
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4091 IEHGSSLPISDLSTHIILK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 20 687.3851 3 2059.1335 0.0021 47.76 R N 0

4092 IEIDEDRLPSR JW2344 ECK2341 yfdC predicted inner membrane protein 35 448.2369 3 1341.6889 0.0001 34.22 K A 0

4093 IEIPGCSLCMGNQAR 57.021465@C:6,57.021465@C:9 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 89 853.3942 2 1704.7738 -0.0008 44.40 R V 0

4094 IEIPVLPLR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 33 525.3395 2 1048.6644 0.0000 55.08 R D 0

4095 IEISSALNSTDMR 15.994915@M:12 JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 89 726.8535 2 1451.6924 -0.0001 36.43 K L 0

4096 IEKGPNWEDDLGGEFDKLAK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 40 754.3747 3 2260.1023 0.0012 53.02 K D 0

4097 IELGGENYDIIAEFNGQPASGLGIK JW0451 ECK0456 acrB multidrug efflux system protein 99 1303.1613 2 2604.3080 0.0009 64.15 K L 0

4098 IENDQGGVIFEAKPK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 52 548.9578 3 1643.8516 -0.0004 32.63 K V 0

4099 IENQEGLNNFDEILEASDGIMVAR JW1666 ECK1672 pykF pyruvate kinase I 84 1339.1421 2 2676.2696 -0.0005 68.06 K G 0

4100 IENTFLSEDQVDQLALYAPQATVNR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 67 945.8104 3 2834.4094 0.0009 61.44 K I 0

4101 IEPGDVLVTDMTDPDWEPIMK JW1692 ECK1700 pps phosphoenolpyruvate synthase 42 1201.0688 2 2400.1230 0.0002 67.27 R K 0

4102 IEPGELYNGTK JW0172 ECK0176 yaeT conserved protein 26 610.8119 2 1219.6092 0.0009 33.51 K V 0

4103 IEPSLEAAFVDYGAER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 78 883.9339 2 1765.8532 0.0011 56.78 R H 0

4104 IEQAAEGLECR 57.021465@C:10 JW1179 ECK1178 dadX alanine racemase 2, PLP-binding 64 638.3035 2 1274.5924 -0.0001 25.41 R R 0

4105 IEQLADEIENIYSDLEQLSR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 24 793.3957 3 2377.1653 0.0003 80.24 K V 0

4106 IEQLYPFPHK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 46 424.5642 3 1270.6708 -0.0003 39.47 R A 0

4107 IETHLEDMVAQANAQLK JW1606 ECK1609 ydgA conserved protein 36 637.6579 3 1909.9519 -0.0047 48.94 K L 0

4108 IETLFTNDLDHGPYISETLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 68 778.7262 3 2333.1568 0.0029 57.30 R V 0

4109 IEVAAPK JW1377 ECK1379 ynbE predicted lipoprotein 39 364.2208 2 726.4270 -0.0006 23.27 R E 0

4110 IEVAAPKEPITINMNVK JW1377 ECK1379 ynbE predicted lipoprotein 65 623.0168 3 1866.0286 0.0003 43.74 R I 0

4111 IEVATPLLDPR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 38 612.3529 2 1222.6912 -0.0008 45.55 R L 0

4112 IEVLRGPAAAR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 39 384.8997 3 1151.6773 -0.0001 28.48 R Y 0

4113 IEWVRQFMRELEENAIA JW1100 ECK1100 mfd transcription-repair coupling factor 14 717.3626 3 2149.0660 0.0034 75.57 R - 0

4114 IEYLGGCVNEMPYVLAVEK 57.021465@C:7 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 29 1092.5403 2 2183.0660 0.0019 60.41 R L 0

4115 IEYTESTSAAMEK JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 72 730.3341 2 1458.6536 -0.0013 29.20 K V 0

4116 IFAAFPGLK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 46 482.2868 2 962.5590 0.0001 49.07 K E 0

4117 IFANPHLPGIDDYYEPFDFDYQNLHTAPEGSK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 22 928.4323 4 3709.7001 0.0000 61.54 K S 0

4118 IFATMIDNMDQGVLVVDDENR JW2837 ECK2865 ygeV predicted DNA-binding transcriptional regulator 22 799.0467 3 2394.1183 -0.0014 59.10 K V 0

4119 IFDYLVSSDVEHR JW2019 ECK2028 wbbI conserved protein 82 790.3916 2 1578.7686 0.0008 45.56 K D 0

4120 IFEAAGPEVLSYQQQFEHFMAVSGK JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 14 938.4581 3 2812.3525 -0.0004 76.02 R R 0

4121 IFEANKPMLK JW2640 ECK2659 ygaU predicted protein 38 595.8332 2 1189.6518 -0.0010 31.34 K S 0

4122 IFEHSNR JW3809 ECK3826 rmuC predicted recombination limiting protein 34 451.7276 2 901.4406 0.0001 18.06 R R 0

4123 IFEIYPPKPLHSIALGSR JW4340 ECK4369 yjjU predicted esterase 32 510.2926 4 2037.1413 0.0004 48.96 R I 0

4124 IFEPLALTTGVR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 18 658.8828 2 1315.7510 0.0011 54.60 R M 0

4125 IFESGLR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 43 411.2293 2 820.4440 -0.0002 31.37 R F 0

4126 IFGDWLCETAAK 57.021465@C:7 JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 73 705.8396 2 1409.6646 -0.0002 53.90 K D 0

4127 IFGPVKDYECLCGK 57.021465@C:10,57.021465@C:12 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 14 562.6061 3 1684.7965 0.0013 42.18 R Y 0

4128 IFGPVTR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 19 395.2344 2 788.4542 -0.0002 29.60 R E 0

4129 IFGRGEAEIESIR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 49 738.8937 2 1475.7728 -0.0003 38.31 R S 0

4130 IFHHQPLTVVK JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 43 659.8848 2 1317.7550 -0.0007 27.26 K - 0

4131 IFKDDAEALGK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 41 402.8839 3 1205.6299 0.0006 28.50 R A 0

4132 IFLDASSEER JW0893 ECK0901 cmk cytidylate kinase 54 583.7883 2 1165.5620 0.0005 36.59 K A 0

4133 IFNDRGEVHIEAK JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 36 509.9361 3 1526.7865 0.0024 28.27 R V 0

4134 IFNTNHAFCLETEK 57.021465@C:9 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 65 575.2752 3 1722.8038 0.0002 40.84 K G 0

4135 IFNTNHAFCLETEKGAEIVVHMGIDTVALEGK 57.021465@C:9 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 24 886.6958 4 3542.7541 0.0003 63.69 K G 0

4136 IFSFTALTVVGDGNGR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 44 827.4338 2 1652.8530 0.0008 59.77 R V 0

4137 IFSSHVMPFR JW5189 ECK1194 ychM predicted transporter 25 407.5463 3 1219.6171 0.0000 40.57 K A 0

4138 IFTEDGVSIPVTVIEVEANR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 95 1094.5786 2 2187.1426 0.0004 62.39 R V 0

4139 IFTEDGVSIPVTVIEVEANRVTQVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 30 915.1682 3 2742.4828 0.0023 68.16 R D 0

4140 IFTEYRK JW0886 ECK0894 pflB pyruvate formate lyase I 23 319.5113 3 955.5121 -0.0007 23.24 K T 0

4141 IFTTFDSVAQDAAEK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 99 821.9009 2 1641.7872 -0.0014 46.91 K A 0

4142 IFVDEGPSMK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 66 561.7787 2 1121.5428 0.0001 34.85 K R 0

4143 IGAAASNTNADWYCR 57.021465@C:14 JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 86 835.3728 2 1668.7310 -0.0003 34.52 R M 0

4144 IGAGPVK JW1692 ECK1700 pps phosphoenolpyruvate synthase 16 321.2028 2 640.3910 0.0002 19.50 R V 0

4145 IGAGPWVVK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 40 463.7764 2 925.5382 -0.0002 39.77 K C 0

4146 IGAGPWVVKCQVHAGGRGK 57.021465@C:10 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 28 495.0208 4 1976.0541 0.0015 34.51 K A 0

4147 IGAGSVVLQPVPPHTTAAGVPAR JW3582 ECK3597 cysE serine acetyltransferase 65 732.4147 3 2194.2223 -0.0002 38.73 K I 0

4148 IGALDWTPAR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 45 550.2981 2 1098.5816 -0.0005 44.02 R S 0

4149 IGALQQLLQIYQATSEWQK JW1272 ECK1275 yciM conserved protein 70 740.0677 3 2217.1813 0.0020 75.27 R A 0

4150 IGAPAAVQIQYQGKPVDLSR JW2500 ECK2512 yfgA conserved protein 123 1056.0841 2 2110.1536 0.0001 41.99 K F 0

4151 IGAPLNITGLTDYAQEPYYSTAVGLLHYGK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 124 1075.8876 3 3224.6410 0.0017 68.79 R E 0

4152 IGDALEQQ JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 32 437.2196 2 872.4246 0.0007 26.01 K - 0

4153 IGDAMEQMMEGLNK JW3980 ECK4012 yjbB predicted transporter 98 783.8516 2 1565.6886 -0.0002 53.36 R V 0

4154 IGDLCWAAGDQQAR 57.021465@C:5 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 59 780.8645 2 1559.7144 -0.0006 41.77 R G 0

4155 IGDSDIHGSLVYTTGKPRPK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 71 1071.0718 2 2140.1290 0.0014 30.10 R L 0

4156 IGDVADKICR 57.021465@C:9 JW3702 ECK3717 phoU DNA-binding transcriptional regulator 25 382.8693 3 1145.5861 -0.0002 26.80 R T 0

4157 IGENLGQFVQEK JW4299 ECK4327 yjiN conserved inner membrane protein 25 681.3565 2 1360.6984 -0.0002 42.12 R F 0

4158 IGEVHDGAATMDWMEQEQER JW3302 ECK3327 fusA protein chain elongation factor EF-G 54 778.0035 3 2330.9887 -0.0008 45.09 K G 0

4159 IGEYDIDILDVQDNMIK JW5415 ECK2609 yfjD predicted inner membrane protein 103 997.4926 2 1992.9706 -0.0007 63.01 R Q 0

4160 IGFIGCGNMGK 57.021465@C:6 JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 60 577.2782 2 1152.5418 -0.0002 38.85 K A 0

4161 IGFVGVVHPELER JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 49 484.6049 3 1450.7929 -0.0003 43.19 R K 0

4162 IGGASFEDFQQDLLNLSK JW3179 ECK3202 gltB glutamate synthase, large subunit 74 991.4969 2 1980.9792 -0.0001 67.77 R R 0

4163 IGGDRFDEAIINYVR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 61 579.9691 3 1736.8855 0.0007 53.12 R R 0

4164 IGGMLALR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 63 415.7495 2 829.4844 0.0001 39.71 K G 0

4165 IGGMLALRGEGTPFPVQADFR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 57 744.7246 3 2231.1520 -0.0003 55.55 K S 0

4166 IGGSATFNGR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 59 490.2506 2 978.4866 -0.0016 23.90 R E 0

4167 IGGVAHDLPR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 89 517.7907 2 1033.5668 -0.0001 26.65 R G 0

4168 IGIIGAMEEEVTLLR JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 74 822.4556 2 1642.8966 0.0003 74.10 K D 0

4169 IGIMLEVPSMVFMLPHLAK JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 44 709.3907 3 2125.1503 0.0000 73.94 R R 0

4170 IGIRPVIDGR JW2773 ECK2797 fucI L-fucose isomerase 38 365.8926 3 1094.6560 0.0001 33.11 K R 0

4171 IGLELGLPYDMLYR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 29 826.9395 2 1651.8644 0.0001 67.54 K H 0

4172 IGLETAR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 20 380.2215 2 758.4284 -0.0001 24.40 K S 0

4173 IGLLLDMPLR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 57 570.8442 2 1139.6738 0.0002 61.48 R D 0

4174 IGLLLDMPLRDIER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 52 551.9837 3 1652.9293 0.0011 59.06 R V 0

4175 IGLNPTGR JW3204 ECK3224 degS serine endoprotease, periplasmic 23 414.2400 2 826.4654 -0.0007 26.43 R Q 0

4176 IGLPETK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 26 379.2263 2 756.4380 -0.0001 26.70 R L 0

4177 IGLSLDGGMSPADWR 15.994915@M:9 JW0755 ECK0761 ybhC predicted pectinesterase 85 795.8823 2 1589.7500 -0.0007 49.91 K H 0

4178 IGLSTLVSVNTTNR JW2660 ECK2679 emrA multidrug efflux system 107 737.9157 2 1473.8168 0.0018 47.54 R D 0

4179 IGLVDGVVK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 29 450.2817 2 898.5488 0.0001 38.11 K A 0

4180 IGMDVMK JW2344 ECK2341 yfdC predicted inner membrane protein 36 397.2009 2 792.3872 -0.0001 32.09 K N 0

4181 IGMIAPEAVALR JW4177 ECK4214 ytfL predicted inner membrane protein 57 620.8578 2 1239.7010 0.0001 46.30 R I 0

4182 IGNTPYK JW1795 ECK1804 yeaY predicted lipoprotein 49 396.7162 2 791.4178 0.0001 20.12 K F 0

4183 IGQFLREDR JW0099 ECK0102 yacF conserved protein 14 378.5402 3 1132.5988 0.0000 29.60 R L 0

4184 IGQINALSVIEFPGHPR JW0938 ECK0946 ycbZ predicted peptidase 78 616.6764 3 1847.0074 0.0020 53.78 R A 0

4185 IGQLTMR JW3140 ECK3161 argG argininosuccinate synthetase 34 409.7312 2 817.4478 -0.0001 28.69 R N 0

4186 IGQPFKGDDILK JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 26 444.2512 3 1329.7318 0.0025 37.60 R A 0

4187 IGQPVTITTDIYGDDVK JW2660 ECK2679 emrA multidrug efflux system 37 917.9757 2 1833.9368 0.0008 46.17 R Y 0

4188 IGQPVTITTDIYGDDVKYTGK JW2660 ECK2679 emrA multidrug efflux system 59 762.0613 3 2283.1621 -0.0014 46.25 R V 0

4189 IGSDAYNQGLSER JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 67 705.3363 2 1408.6580 -0.0002 27.75 R R 0

4190 IGSDAYNQGLSERR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 36 783.3866 2 1564.7586 -0.0007 25.56 R A 0

4191 IGSEYHELSGR JW4002 ECK4034 dgkA diacylglycerol kinase 82 624.3039 2 1246.5932 -0.0009 25.36 R A 0

4192 IGSFEAALLAYVDR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 64 762.9069 2 1523.7992 0.0009 67.70 K D 0

4193 IGSFIPIPGIDAAVLAK JW3262 ECK3287 secY preprotein translocase membrane subunit 16 841.4994 2 1680.9842 0.0028 65.11 R L 0

4194 IGSLVANDADSYR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 70 690.8408 2 1379.6670 -0.0010 33.96 R Y 0

4195 IGSVSTMVR JW5743 ECK4185 yjfO conserved protein 67 475.2608 2 948.5070 0.0007 29.57 R G 0

4196 IGTGATQASWR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 74 574.2962 2 1146.5778 -0.0003 28.25 K L 0

4197 IGTPFSDLYSK JW2425 ECK2427 yfeY predicted protein 54 614.3165 2 1226.6184 0.0002 46.48 K A 0

4198 IGTTEVIPGLAEKWEVSEDGK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 24 753.3898 3 2257.1476 -0.0002 53.99 K T 0

4199 IGTTGAIQPHINVGDVLVTTASVR JW3808 ECK3825 udp uridine phosphorylase 80 807.1129 3 2418.3169 -0.0063 52.45 R L 0

4200 IGVLGLNGAGK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 53 499.8025 2 997.5904 -0.0015 37.49 K S 0

4201 IGVLTSGGDAPGMNAAIR JW3887 ECK3908 pfkA 6-phosphofructokinase I 66 850.4433 2 1698.8720 -0.0002 42.61 K G 0

4202 IGVNAGSLEK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 33 494.2769 2 986.5392 -0.0004 29.17 R D 0

4203 IGVNAGSLEKDLQEK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 14 534.2893 3 1599.8461 -0.0008 41.95 R Y 0

4204 IGWQLELAAEK JW1714 ECK1723 yniA predicted phosphotransferase/kinase 36 629.3455 2 1256.6764 -0.0001 49.42 R G 0

4205 IGYAVGSIK JW2019 ECK2028 wbbI conserved protein 45 454.2658 2 906.5170 -0.0004 31.73 R E 0

4206 IGYAVGSIKEMQEIVDSMTIETYK JW2019 ECK2028 wbbI conserved protein 38 902.4518 3 2704.3336 -0.0003 69.90 R Q 0

4207 IGYHLGDAVLSAK JW3794 ECK3815 pldA outer membrane phospholipase A 20 448.5818 3 1342.7236 -0.0010 39.50 K G 0

4208 IGYLPQEPQLNPEHTVR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 52 996.0202 2 1990.0258 -0.0013 42.91 K E 0

4209 IGYSGDSSSDISLKPLNYEQK JW1606 ECK1609 ydgA conserved protein 47 767.7130 3 2300.1172 0.0000 42.75 R D 0

4210 IGYSGDSSSDISLKPLNYEQKDEK JW1606 ECK1609 ydgA conserved protein 66 891.7680 3 2672.2822 0.0004 39.47 R V 0

4211 IHAEVPLSEMFGYATQLR JW3302 ECK3327 fusA protein chain elongation factor EF-G 88 1031.5249 2 2061.0352 0.0000 60.99 K S 0

4212 IHAVFGGK JW0955 ECK0964 hyaB hydrogenase 1, large subunit 22 414.7401 2 827.4656 0.0002 24.70 K N 0

4213 IHDKPSTEAITSFR JW5741 ECK4175 rnr exoribonuclease R, RNase R 23 534.6140 3 1600.8202 -0.0008 30.35 R S 0

4214 IHFDEGSSFER JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 36 662.3016 2 1322.5886 -0.0004 34.65 R L 0
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4215 IHGLADCMQGEMISLPGNR 57.021465@C:7 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 48 700.3326 3 2097.9760 0.0001 47.84 R Y 0

4216 IHLDASMSCAGDPIPLAPETVAER 57.021465@C:9 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 87 1275.6207 2 2549.2268 0.0015 52.01 K A 0

4217 IHLTPAER JW3460 ECK3478 pitA phosphate transporter, low-affinity 22 312.8468 3 935.5186 -0.0001 22.38 R E 0

4218 IHLVEYVPIAR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 27 437.2591 3 1308.7555 0.0001 44.24 K W 0

4219 IHQTLMESASLTYEQR JW1272 ECK1275 yciM conserved protein 41 636.3158 3 1905.9256 0.0003 37.88 R L 0

4220 IHRLEDWGR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 18 394.5437 3 1180.6093 -0.0007 28.20 K R 0

4221 IIAADNGDAWVEVK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 25 750.8883 2 1499.7620 0.0000 43.04 K G 0

4222 IIAAHSPFGGVSITVELPLER JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 33 736.0798 3 2205.2176 0.0020 60.84 R D 0

4223 IIAATHQNLEQR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 13 465.2561 3 1392.7465 -0.0009 23.37 R V 0

4224 IIAGEIQARPEQVDAAVR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 47 646.0251 3 1935.0535 -0.0001 37.20 R L 0

4225 IIAGITPADSGTLEIEGNNYVR JW1506 ECK1506 ego fused AI2 transporter subunits -!- ATP-binding components of ABC superfamily 112 1152.0973 2 2302.1800 -0.0004 50.78 K L 0

4226 IIAGLEHQTSGHIR JW2415 ECK2417 cysA sulfate/thiosulfate transporter subunit -!- ATP-binding component of ABC superfamily 33 511.2825 3 1530.8257 -0.0011 27.28 R F 0

4227 IIAGNIINFSR JW2891 ECK2920 mscS mechanosensitive channel 83 609.3530 2 1216.6914 -0.0014 48.57 K E 0

4228 IIAGNIINFSREPVR JW2891 ECK2920 mscS mechanosensitive channel 33 566.9932 3 1697.9578 0.0000 46.70 K R 0

4229 IIAGNIINFSREPVRR JW2891 ECK2920 mscS mechanosensitive channel 32 619.0268 3 1854.0586 -0.0003 41.34 K N 0

4230 IIAVIHSEKER JW1279 ECK1281 rnb ribonuclease II 14 432.2534 3 1293.7384 -0.0019 23.84 R E 0

4231 IIDGAELLIPMAGLINKEDELAR JW4215 ECK4251 valS valyl-tRNA synthetase 46 832.1249 3 2493.3529 0.0017 71.01 K L 0

4232 IIDQEVK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 35 422.7423 2 843.4700 -0.0002 14.50 R A 0

4233 IIEFNQNPLYSDHSR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 31 611.6357 3 1831.8853 -0.0002 43.83 R L 0

4234 IIEINPEEGWVR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 49 727.8851 2 1453.7556 -0.0009 50.05 R V 0

4235 IIEQPQLSVDAVANTLAGWSR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 124 1134.6028 2 2267.1910 0.0001 69.73 K E 0

4236 IIEQVLK JW5808 ECK0142 pcnB poly(A) polymerase I 19 421.7711 2 841.5276 0.0004 31.25 R N 0

4237 IIGALPYLYEINLR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 39 824.4773 2 1646.9400 0.0006 64.33 K R 0

4238 IIGEQLGVK JW1080 ECK1080 acpP acyl carrier protein (ACP) 31 478.7924 2 955.5702 0.0000 32.76 K Q 0

4239 IIGIDLGTTNSCVAIMDGTTPR 57.021465@C:12 JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 112 1153.0807 2 2304.1468 0.0015 57.08 K V 0

4240 IIHPMGEIDAMEFLINK JW3756 ECK3775 rho transcription termination factor 17 657.6742 3 1970.0008 0.0003 62.16 K L 0

4241 IIIDDAAEVAR JW2766 ECK2790 ygdH conserved protein 17 593.3265 2 1184.6384 -0.0016 39.03 R Q 0

4242 IILGGDHLGPNCWQQENADAAMEK 15.994915@M:22,57.021465@C:12 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 66 895.0794 3 2682.2164 -0.0002 44.20 R S 0

4243 IILGRPASR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 26 328.2096 3 981.6070 -0.0013 24.33 K R 0

4244 IILPVNDGR JW0120 ECK0123 gcd glucose dehydrogenase 54 498.7958 2 995.5770 0.0006 37.22 R L 0

4245 IIMLIPTGTSVGLTSVSLGVIR JW2294 ECK2291 pta phosphate acetyltransferase 62 743.1075 3 2226.3007 -0.0013 69.60 R A 0

4246 IINELEGIFEGAGWNVIK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 25 1001.5367 2 2001.0588 0.0017 72.70 K V 0

4247 IINEPTAAALAYGLDK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 110 830.4510 2 1658.8874 -0.0004 49.53 R G 0

4248 IINEPTAAALAYGLDKGTGNR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 47 715.7147 3 2144.1223 -0.0001 46.22 R T 0

4249 IINGEVPEGLK JW2573 ECK2590 clpB protein disaggregation chaperone 43 584.8323 2 1167.6500 0.0002 36.28 R G 0

4250 IIPVLEAAYGER JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 56 665.8718 2 1329.7290 -0.0001 50.37 K F 0

4251 IIQICGGLSDR 57.021465@C:5 JW2553 ECK2567 lepA GTP binding membrane protein 43 616.3267 2 1230.6388 -0.0003 38.31 R E 0

4252 IIQIDINPASIGAHSK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 71 838.9699 2 1675.9252 -0.0005 46.12 K V 0

4253 IISDILDFSKIESEQLK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 48 660.0301 3 1977.0685 0.0016 62.05 K I 0

4254 IISESGTAAGVR JW2667 ECK2692 alaS alanyl-tRNA synthetase 71 580.8171 2 1159.6196 0.0000 24.85 R R 0

4255 IISLAPEVL JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 18 477.7973 2 953.5800 0.0003 58.09 K - 0

4256 IISPMTGYVSR JW2660 ECK2679 emrA multidrug efflux system 54 612.3264 2 1222.6382 0.0003 39.98 R R 0

4257 IITDVHEPSQAQPVADVVDVIQLPAFLAR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 32 1047.9036 3 3140.6890 0.0021 73.38 K Q 0

4258 IITIGSVVGTMGNGGQANYAAAK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 109 731.7170 3 2192.1292 0.0034 52.92 R A 0

4259 IIVACDAGMGSSAMGAGVLR 57.021465@C:5 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 176 968.4763 2 1934.9380 0.0005 47.38 K K 0

4260 IIVACDAGMGSSAMGAGVLRK 57.021465@C:5 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 53 688.6849 3 2063.0329 0.0002 42.81 K K 0

4261 IIVIPNGK JW2891 ECK2920 mscS mechanosensitive channel 42 427.2791 2 852.5436 0.0004 33.13 K I 0

4262 IIVVSDEVAADTVR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 100 743.9095 2 1485.8044 0.0006 44.09 R K 0

4263 IIVVSDEVAADTVRK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 26 538.9739 3 1613.8999 0.0011 38.27 R T 0

4264 IIVVTSGK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 42 408.7633 2 815.5120 0.0003 23.29 R G 0

4265 IIYEQDLIVAR JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 78 666.8795 2 1331.7444 -0.0006 44.57 R L 0

4266 IKADVPTVSLVGYTNAGK JW4131 ECK4169 hflX predicted GTPase 37 611.6754 3 1832.0044 -0.0001 42.95 R S 0

4267 IKADWQVR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 23 339.1941 3 1014.5605 -0.0007 28.38 K H 0

4268 IKAPIVHALR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 60 373.2447 3 1116.7123 -0.0008 28.53 K G 0

4269 IKASTKNGEKPK JW2504 ECK2516 yfhM conserved protein 15 434.2578 3 1299.7516 0.0006 40.71 K Q 0

4270 IKEELFYPSNEEK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 51 813.4064 2 1624.7982 -0.0002 35.16 R M 0

4271 IKELAVK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 45 400.7655 2 799.5164 -0.0003 20.13 K G 0

4272 IKFSADDIQR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 53 596.8201 2 1191.6256 0.0008 32.80 R K 0

4273 IKFSADDIQRK JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 37 440.9137 3 1319.7193 -0.0005 28.28 R F 0

4274 IKGAAGSVGLR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 29 514.8138 2 1027.6130 -0.0008 22.64 K H 0

4275 IKGFSGEDATPALEGADVVLISAGVAR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 38 881.8048 3 2642.3926 0.0012 61.22 K K 0

4276 IKGVEATANFDTGPLTHTVSYDYVDAR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 47 735.8664 4 2939.4365 0.0063 49.37 R N 0

4277 IKHEIGSAYPGDEVR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 52 557.6209 3 1669.8409 -0.0014 26.03 R E 0

4278 IKHEIGSAYPGDEVREIEVR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 19 575.0521 4 2296.1793 -0.0019 35.21 R G 0

4279 IKIGDALEQQ JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 56 557.8090 2 1113.6034 0.0004 35.78 K - 0

4280 IKLPEYLGFFAGKR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 52 546.9842 3 1637.9308 0.0015 54.33 R F 0

4281 IKLVGVIPEDQSVLR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 42 556.0019 3 1664.9839 0.0013 47.22 R A 0

4282 IKNMLPDLYAEDPDFYR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 62 700.6753 3 2099.0041 0.0009 54.04 R N 0

4283 IKPYLLNNGQNPPAR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 57 565.6498 3 1693.9276 0.0012 31.39 K E 0

4284 IKQINLPTEVSEAIYNR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 53 663.3652 3 1987.0738 0.0000 49.56 R M 0

4285 IKVQSFGR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 34 467.7773 2 933.5400 0.0004 26.03 K F 0

4286 ILAATQQALK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 36 528.8242 2 1055.6338 0.0000 29.87 R D 0

4287 ILADIAVFDK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 57 552.8185 2 1103.6224 -0.0002 50.41 K V 0

4288 ILADIAVFDKVAFTALVEK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 73 688.3982 3 2062.1728 0.0013 71.26 K A 0

4289 ILADIAVFDKVAFTALVEKAK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 34 754.7764 3 2261.3074 0.0039 67.63 K A 0

4290 ILAMLGDSVTTDHISPAGSIKPDSPAGR JW1268 ECK1271 acnA aconitate hydratase 1 95 936.1516 3 2805.4330 0.0000 46.16 R Y 0

4291 ILAPYINEAIR JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 27 636.8695 2 1271.7244 0.0007 47.70 R M 0

4292 ILAQSIEVYQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 80 660.3694 2 1318.7242 -0.0002 38.52 R K 0

4293 ILASQSMQQLPTDMQSTLR JW0934 ECK0942 pqiB paraquat-inducible protein B 102 1074.5430 2 2147.0714 0.0000 48.84 K E 0

4294 ILDAGVYDEQGDLIAR JW4350 ECK4379 ytjB conserved protein 78 874.4471 2 1746.8796 0.0009 48.34 R S 0

4295 ILDALATLSFNYPR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 78 797.4355 2 1592.8564 0.0003 62.66 R R 0

4296 ILDDLCANQLQPLLLK 57.021465@C:6 JW5427 ECK2653 ygaT predicted protein 52 934.0220 2 1866.0294 0.0010 60.38 K T 0

4297 ILDEFTR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 43 447.2400 2 892.4654 0.0000 38.25 R G 0

4298 ILDIMGLSR JW1693 ECK1701 ydiA conserved protein 35 509.2916 2 1016.5686 -0.0001 52.13 K R 0

4299 ILDVLIPPAK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 34 539.8472 2 1077.6798 0.0001 47.54 R N 0

4300 ILEAQLR JW4120 ECK4155 yjeP predicted mechanosensitive channel 18 421.7579 2 841.5012 -0.0008 30.06 R T 0

4301 ILEEAVSTALELASGK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 23 815.9480 2 1629.8814 -0.0011 70.30 K S 0

4302 ILEEAVSTALELASGKSDGAEVAVSK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 13 644.3442 4 2573.3477 0.0043 50.41 K T 0

4303 ILEGYGVTECAPVVSINVPMAAKPGTVGR 57.021465@C:10 JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 78 995.8555 3 2984.5447 -0.0017 54.89 R I 0

4304 ILEIEGLPDLK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 65 620.3636 2 1238.7126 0.0004 54.79 R V 0

4305 ILEIEGLPDLKVEQAFELTDASAER JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 88 929.4879 3 2785.4419 0.0035 67.25 R S 0

4306 ILELAGFLDSYIPEPER JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 47 981.5158 2 1961.0170 0.0024 73.02 K A JW3943

4307 ILELDGLLK JW3415 ECK3434 ugpC glycerol-3-phosphate transporter subunit -!- ATP-binding component of ABC superfamily 52 507.3157 2 1012.6168 0.0001 56.77 R R 0

4308 ILELYMNEVYLGQSGDNEIR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 94 1178.5787 2 2355.1428 0.0013 59.80 R G 0

4309 ILENGEVKPLDVK JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 29 485.2803 3 1452.8191 0.0003 35.42 R V 0

4310 ILEPGMVLTVEPGLYIAPDAEVPEQYR JW2876 ECK2903 pepP proline aminopeptidase P II 34 1000.5202 3 2998.5388 0.0026 68.64 R G 0

4311 ILEQCLNNMPEGPFK 57.021465@C:5 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 67 895.4339 2 1788.8532 -0.0007 48.18 R A 0

4312 ILEQCLNNMPEGPFKADHPLTTPPPK 57.021465@C:5 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 29 736.8725 4 2943.4609 -0.0014 47.09 R E 0

4313 ILEQCLNNMPEGPFKADHPLTTPPPKER 57.021465@C:5 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 75 1077.2101 3 3228.6085 0.0023 43.65 R T 0

4314 ILEVPVGR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 49 441.7740 2 881.5334 0.0000 36.48 R G 0

4315 ILEVSLDR JW0325 ECK0331 prpD 2-methylcitrate dehydratase 52 472.7739 2 943.5332 -0.0006 39.45 R A 0

4316 ILEYLAVQSR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 48 596.3403 2 1190.6660 0.0001 43.88 R V 0

4317 ILFAFNDDR JW3365 ECK3389 yhgE predicted inner membrane protein 16 555.7828 2 1109.5510 0.0005 48.20 R V 0

4318 ILFENLTPLHANSR JW3756 ECK3775 rho transcription termination factor 57 542.2982 3 1623.8728 -0.0006 48.79 K L 0

4319 ILFLEGLPNLQDLGK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 99 835.4800 2 1668.9454 0.0005 70.28 R L 0

4320 ILFLEGLPNLQDLGKLNIGEDVEEMLR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 14 1023.5493 3 3067.6261 -0.0004 80.39 R S 0

4321 ILFLNNAINHGIFSPLGIQQSHELGK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 107 954.1878 3 2859.5416 0.0020 60.28 K S 0

4322 ILFVGTK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 42 389.2475 2 776.4804 0.0009 38.12 K R 0

4323 ILFVGTKR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 20 311.8683 3 932.5831 0.0023 30.26 K A 0

4324 ILFYTGVNHK JW3302 ECK3327 fusA protein chain elongation factor EF-G 40 596.3289 2 1190.6432 -0.0016 36.89 R I 0

4325 ILGFTWNR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 41 503.7771 2 1005.5396 0.0001 50.55 R L 0

4326 ILGILASK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 52 407.7737 2 813.5328 0.0004 40.43 R S 0

4327 ILGLEIGADDYITKPFNPR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 56 711.3844 3 2131.1314 0.0002 59.13 K E 0

4328 ILGSVGEPINPEAWEWYWK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 67 1137.5650 2 2273.1154 -0.0002 68.98 R K 0

4329 ILIGEVTVVDESEPFAHEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 100 1056.5470 2 2111.0794 0.0009 52.66 K L 0

4330 ILIGEVTVVDESEPFAHEKLSPTLAMYR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 79 1048.8811 3 3143.6215 0.0000 57.91 K A 0

4331 ILILHADHEQNASTSTVR JW0710 ECK0709 gltA citrate synthase 90 1003.0268 2 2004.0390 0.0002 30.32 R T 0

4332 ILINTPASQGGIGDLYNFK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 110 1011.0387 2 2020.0628 0.0000 56.29 R L 0

4333 ILKDREMTVR JW2891 ECK2920 mscS mechanosensitive channel 33 630.8581 2 1259.7016 -0.0003 22.32 R L 0

4334 ILLDTELTAEQEK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 93 751.9020 2 1501.7894 0.0019 43.88 R Y 0

4335 ILLDTELTAEQEKYLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 16 636.3497 3 1906.0273 -0.0025 49.47 R T 0

4336 ILLIGCGK 57.021465@C:6 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 30 437.2646 2 872.5146 -0.0009 38.08 R E 0

4337 ILLINPTDSDAVGNAVK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 55 870.4814 2 1738.9482 0.0017 51.32 K M 0

4338 ILLQCDNLCK 57.021465@C:5,57.021465@C:9 JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 25 638.8230 2 1275.6314 -0.0001 36.04 K R 0
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4339 ILLQQETQR JW2864 ECK2891 ygfX predicted protein 45 564.8220 2 1127.6294 -0.0005 28.11 R - 0

4340 ILLSAAITVNDK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 98 629.3743 2 1256.7340 0.0000 44.00 R L 0

4341 ILLSAAITVNDKLVFITDTVQPVINQGGTK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 34 1056.9347 3 3167.7823 0.0018 68.19 R A 0

4342 ILLSSMPGCAVTEVEIDGVLHEYSTK 57.021465@C:9 JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 58 950.1420 3 2847.4042 0.0008 65.30 R E 0

4343 ILNAAAR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 47 364.7243 2 727.4340 0.0001 19.48 R E 0

4344 ILNQTMPQVAAK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 85 657.3657 2 1312.7168 -0.0004 35.14 R L 0

4345 ILNYTNTEMK 15.994915@M:9 JW1427 ECK1424 ydcL predicted lipoprotein 45 621.8048 2 1241.5950 -0.0011 26.33 K E 0

4346 ILPALPPR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 32 438.7875 2 875.5604 0.0012 34.94 R I 0

4347 ILPGMDAR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 16 436.7365 2 871.4584 -0.0002 30.03 R L 0

4348 ILQAMEQISG JW5905 ECK1406 hrpA ATP-dependent helicase 50 545.2841 2 1088.5536 0.0001 43.41 R - 0

4349 ILQVPNATR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 43 506.3011 2 1010.5876 0.0004 29.79 K S 0

4350 ILREDVQAYVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 49 667.3769 2 1332.7392 -0.0009 34.07 R E 0

4351 ILSLEQNLLNMASVK JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 78 836.9691 2 1671.9236 0.0008 63.42 K A 0

4352 ILTEPNASITVQYK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 100 788.9334 2 1575.8522 0.0015 40.12 R A 0

4353 ILTGSEGTLAFITEAR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 112 839.9545 2 1677.8944 0.0007 55.82 R L 0

4354 ILTILQG JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 51 379.2445 2 756.4744 0.0000 49.43 K - 0

4355 ILTNQTNLTSTFYTGSIGHDVSTGVEFTR JW0790 ECK0794 fiu predicted iron outer membrane transporter 103 1053.8579 3 3158.5519 -0.0003 55.15 K E 0

4356 ILVAVGNISGIASVDDQVK JW2640 ECK2659 ygaU predicted protein 133 949.5331 2 1897.0516 -0.0003 53.62 K T 0

4357 ILVGPDASKDKLK JW5378 ECK2308 dedD conserved protein 19 461.9449 3 1382.8129 -0.0005 27.53 R G 0

4358 ILVIAADER JW1950 ECK1963 hchA Hsp31 molecular chaperone 69 500.2956 2 998.5766 0.0007 35.88 K Y 0

4359 ILVLGASGYIGQHLVR JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 54 566.0016 3 1694.9830 -0.0002 49.68 R T 0

4360 ILVMSNGLVSGIVDTK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 83 823.4640 2 1644.9134 0.0015 55.94 R T 0

4361 ILVPLTIEDAQIR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 39 740.9412 2 1479.8678 0.0017 54.64 R Q 0

4362 ILVTGVASK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 41 444.2816 2 886.5486 -0.0001 27.95 R L 0

4363 ILVVDDDMR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 29 538.2759 2 1074.5372 -0.0007 37.12 K L 0

4364 ILYASETAAR JW1823 ECK1833 yebT conserved protein 73 547.7957 2 1093.5768 0.0001 26.72 R A 0

4365 ILYQQQQTLPSADELENMTNR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 64 831.4081 3 2491.2025 0.0012 50.77 R I 0

4366 IMAGIDKDIEGEARPQPDIK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 40 732.7157 3 2195.1253 -0.0002 38.70 R I 0

4367 IMAHLSR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 39 414.2317 2 826.4488 0.0005 21.54 R D 0

4368 IMDELSVISCDVYR 57.021465@C:10 JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 27 850.4056 2 1698.7966 0.0010 55.93 R G 0

4369 IMFPMIISVEEVR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 34 782.4178 2 1562.8210 0.0011 67.03 R A 0

4370 IMGGADVILVPSR JW3392 ECK3415 glgA glycogen synthase 52 664.3738 2 1326.7330 0.0000 45.59 R F 0

4371 IMGGADVILVPSRFEPCGLTQLYGLK 57.021465@C:17 JW3392 ECK3415 glgA glycogen synthase 66 945.5027 3 2833.4863 -0.0007 64.57 R Y 0

4372 IMLCVSDTIDK 57.021465@C:4 JW3460 ECK3478 pitA phosphate transporter, low-affinity 76 647.8221 2 1293.6296 -0.0012 45.02 R V 0

4373 IMLCVSDTIDKVVK 57.021465@C:4 JW3460 ECK3478 pitA phosphate transporter, low-affinity 46 810.9386 2 1619.8626 -0.0001 49.17 R M 0

4374 IMLCVSDTIDKVVKMPGVSADDQR 57.021465@C:4 JW3460 ECK3478 pitA phosphate transporter, low-affinity 14 893.1192 3 2676.3358 0.0073 72.96 R L 0

4375 IMLVAQK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 39 401.7463 2 801.4780 -0.0001 30.69 K E 0

4376 IMMGAER JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 35 404.1962 2 806.3778 0.0000 22.40 K R 0

4377 IMMGAERR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 17 321.8333 3 962.4781 -0.0009 20.48 K S 0

4378 IMMPQTWK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 32 517.7619 2 1033.5092 0.0004 40.50 R G 0

4379 IMNVLGEPVDMK 15.994915@M:2 JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 58 681.3440 2 1360.6734 0.0003 40.40 R G 0

4380 IMNVLGEPVDMKGEIGEEER 15.994915@M:2 JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 57 754.3641 3 2260.0705 -0.0010 45.32 R W 0

4381 IMTSYVVGQALK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 104 655.3631 2 1308.7116 0.0004 45.85 K A 0

4382 IMTSYVVGQALKADK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 81 812.4419 2 1622.8692 -0.0009 41.51 K I 0

4383 IMTSYVVGQALKADKIK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 39 622.3571 3 1864.0495 0.0002 43.24 K L 0

4384 IMVLGGGPNR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 56 507.2821 2 1012.5496 0.0008 33.98 K I 0

4385 IMWVMYEHPETHFEELALR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 103 1216.0814 2 2430.1482 -0.0017 56.82 K F 0

4386 INAEDPNTFLPSPGK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 22 800.4062 2 1598.7978 0.0039 45.80 R I 0

4387 INALETVTIASK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 76 630.3655 2 1258.7164 0.0032 41.95 K A 0

4388 INALTDHTDLMTTLMQR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 19 658.6652 3 1972.9738 0.0026 55.77 R L 0

4389 INATGGLPTIPINAR JW3204 ECK3224 degS serine endoprotease, periplasmic 23 754.4325 2 1506.8504 -0.0014 45.94 K R 0

4390 INDKHIEVIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 57 668.3912 2 1334.7678 0.0009 28.32 K Q 0

4391 INDLDADEFLEHVAR JW5821 ECK1181 emtA lytic murein endotransglycosylase E 57 586.2884 3 1755.8434 0.0005 52.57 K N 0

4392 INDNQVIEGAESR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 17 722.8546 2 1443.6946 -0.0007 30.71 R Y 0

4393 INDRGPYGNDR JW0628 ECK0626 rlpA minor lipoprotein 25 426.2059 3 1275.5959 0.0004 20.07 R V 0

4394 INDWASIYGVVGVGYGK JW0799 ECK0803 ompX outer membrane protein 79 899.4617 2 1796.9088 -0.0008 59.48 R F 0

4395 INEGPYQFESEGK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 65 749.3466 2 1496.6786 0.0003 34.97 K A 0

4396 INELLTSTGLAPFR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 75 766.4272 2 1530.8398 -0.0007 53.90 R D 0

4397 INEVTATAVK JW1035 ECK1034 mdoG glucan biosynthesis protein, periplasmic 53 523.2978 2 1044.5810 -0.0004 24.59 K R 0

4398 INGIELR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 29 407.7427 2 813.4708 0.0001 31.64 R D 0

4399 INGQVITIK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 37 493.3057 2 984.5968 0.0001 31.17 K G 0

4400 INHGDNPLDASTVHPEAYPVVER JW3370 ECK3394 yhgF predicted transcriptional accessory protein 16 844.0816 3 2529.2230 -0.0017 63.19 R I 0

4401 INIDEVSPSLTVTVAK JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 42 843.4685 2 1684.9224 -0.0023 49.04 R L 0

4402 INIIDTPGHVDFTIEVER JW3302 ECK3327 fusA protein chain elongation factor EF-G 53 690.0285 3 2067.0637 -0.0001 53.95 R S 0

4403 INIVDTPGHADFGGEVER JW5571 ECK3864 bipA GTP-binding protein 43 642.6497 3 1924.9273 -0.0005 40.13 R V 0

4404 INKLPLNPMIEQATSTLSESQR JW0934 ECK0942 pqiB paraquat-inducible protein B 16 824.1030 3 2469.2872 -0.0025 54.63 K T 0

4405 INLAYTK JW0452 ECK0457 acrA multidrug efflux system 35 411.7396 2 821.4646 -0.0001 27.66 R V JW3233

4406 INLDKIHR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 21 336.8701 3 1007.5885 0.0008 25.29 R V 0

4407 INLIPWNPFPGAPYGR JW2501 ECK2513 yfgB predicted enzyme 28 906.4838 2 1810.9530 0.0012 66.27 K S 0

4408 INLLDDNQFTR JW2203 ECK2207 ompC outer membrane porin protein C 44 674.8463 2 1347.6780 -0.0003 49.22 K D 0

4409 INLLDLNR JW2501 ECK2513 yfgB predicted enzyme 61 485.7874 2 969.5602 -0.0004 48.12 K Q 0

4410 INLNGGAIALGHPLGCSGAR 57.021465@C:16 JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 82 650.0107 3 1947.0103 -0.0004 43.41 K I 0

4411 INLPGMQFGLIWDGDSVETCSGAFGDYLK 57.021465@C:20 JW2019 ECK2028 wbbI conserved protein 25 1064.1680 3 3189.4822 0.0035 76.03 K F 0

4412 INLQKSWQNFMDNFITIR JW3775 ECK3797 hemX uroporphyrinogen III methylase 63 756.7250 3 2267.1532 0.0012 73.05 R R 0

4413 INLSESLTGVPGLQVQNR JW1446 ECK1445 yncD predicted iron outer membrane transporter 68 963.0262 2 1924.0378 0.0000 54.28 R Q 0

4414 INMMEQVLDIPSQEVISK JW0478 ECK0483 ybbK predicted protease, membrane anchored 32 1037.5307 2 2073.0468 -0.0017 62.41 K D 0

4415 INNAGAANAMNLCCTALLASR 57.021465@C:13,57.021465@C:14 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 137 1103.5303 2 2205.0460 0.0008 49.82 R Q 0

4416 INNTFRR JW3975 ECK4007 aceA isocitrate lyase 16 307.5068 3 919.4986 -0.0001 19.12 R A 0

4417 INPAGAPTYVPGEYK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 54 788.9036 2 1575.7926 -0.0006 37.79 K L 0

4418 INPDKIKDVIGK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 49 670.4012 2 1338.7878 0.0007 33.60 K G 0

4419 INPGNIGNEER JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 29 606.8016 2 1211.5886 -0.0008 26.08 R I 0

4420 INPIEDMPYDENGTPVDIVLNPLGVPSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 80 1022.1821 3 3063.5245 0.0023 69.60 K M 0

4421 INQLVVEPTLQTTR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 43 806.4568 2 1610.8990 -0.0001 41.03 R D 0

4422 INQTDIDRLIELVGGR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 38 604.6711 3 1810.9915 0.0014 67.39 K G 0

4423 INTLALDIPLQAADK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 42 798.4540 2 1594.8934 0.0005 54.12 K T 0

4424 INTLALDIPLQAADKTR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 47 618.3548 3 1852.0426 0.0009 49.61 K F 0

4425 INTVESPFAEYSSLDELFQETYKHEQLITQK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 36 922.7079 4 3686.8025 0.0032 68.44 R I 0

4426 INVATELK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 50 444.2634 2 886.5122 -0.0001 32.32 K N 0

4427 INVATELKNAFSQALK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 49 873.9911 2 1745.9676 0.0002 59.82 K N 0

4428 INVATELKNAFSQALKNYLTEHPEATDPR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 24 1090.8964 3 3269.6674 -0.0008 67.34 K D 0

4429 INVTAYQGK JW3119 ECK3138 yraP predicted protein 49 497.2723 2 992.5300 0.0009 27.46 R V 0

4430 IPAGVDTGDR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 66 500.7559 2 999.4972 -0.0012 21.05 K I 0

4431 IPATISFVASVAQFTPK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 68 888.9988 2 1775.9830 0.0009 64.36 R T 0

4432 IPDGQAEDAR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 64 536.2565 2 1070.4984 -0.0008 20.10 R K 0

4433 IPEGLAGGTEGK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 55 564.7988 2 1127.5830 0.0008 25.86 R F 0

4434 IPELAGIK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 42 420.7630 2 839.5114 -0.0001 38.22 K D 0

4435 IPELAGIKDAAPDATFR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 67 595.6558 3 1783.9456 -0.0013 45.58 K I 0

4436 IPFIETVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 25 473.7840 2 945.5534 -0.0001 42.41 K M 0

4437 IPGFEQPWEEDFGKPER JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 51 687.6637 3 2059.9693 0.0053 51.38 R I 0

4438 IPGFMLWGAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 60 574.3078 2 1146.6010 0.0002 59.29 R V 0

4439 IPGSFFR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 21 412.2265 2 822.4384 -0.0004 40.54 R R 0

4440 IPGVSAPENNGTGSHDLAMNFGIR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 68 818.7323 3 2453.1751 -0.0008 48.71 R G 0

4441 IPKPGEEVQVGDYLLK JW5336 ECK2057 yegH fused predicted membrane proteins 38 595.6647 3 1783.9723 0.0001 47.42 R T 0

4442 IPKPPSQAVYEVFK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 25 534.9684 3 1601.8834 0.0017 44.19 K N 0

4443 IPLIIGR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 30 391.2686 2 780.5226 0.0006 40.42 R G 0

4444 IPLVIANAR JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 42 483.8077 2 965.6008 -0.0014 38.09 K L 0

4445 IPNPTWTPTAGIR JW1668 ECK1674 ynhG conserved protein 45 712.3881 2 1422.7616 -0.0002 43.41 K Q 0

4446 IPPELLQQHLEYVK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 73 853.9773 2 1705.9400 -0.0003 44.40 R T 0

4447 IPQQGMVR JW1299 ECK1301 pspC transcriptional activator 33 464.7545 2 927.4944 -0.0015 24.94 R G 0

4448 IPTINIHSTGK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 27 590.8373 2 1179.6600 -0.0012 32.24 R S 0

4449 IPVFSYYNVNK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 58 672.3536 2 1342.6926 0.0005 46.19 R A 0

4450 IPVHMIETINK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 66 647.8629 2 1293.7112 -0.0003 35.27 R L 0

4451 IPVHMIETINKLNR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 49 559.9873 3 1676.9401 0.0004 39.75 R I 0

4452 IPVLQGLLDGKTDVSIPALK JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 39 693.0802 3 2076.2188 -0.0006 63.24 R L 0

4453 IPVTLGNIAPLSLRPFQPGR JW4340 ECK4369 yjjU predicted esterase 59 716.0879 3 2145.2419 -0.0004 59.09 R I 0

4454 IPVVSSPK JW3841 ECK3863 glnA glutamine synthetase 22 413.7552 2 825.4958 -0.0001 27.24 R A 0

4455 IPVVWIHGLECTCCTESFIR 57.021465@C:11,57.021465@C:13,57.021465@C:14 JW0954 ECK0963 hyaA hydrogenase 1, small subunit 78 826.3977 3 2476.1713 0.0011 57.40 R S 0

4456 IPVWEEFVPR JW3512 ECK3530 dppB dipeptide transporter-!- membrane component of ABC superfamily 58 636.3430 2 1270.6714 0.0004 62.43 R F 0

4457 IPVYQLADYLSTECSDIWALQGK 57.021465@C:14 JW2539 ECK2552 yfhG conserved protein 28 890.7759 3 2669.3059 0.0012 74.87 K S 0

4458 IQAALDEWHR JW2943 ECK2970 glcB malate synthase G 34 413.5473 3 1237.6201 -0.0003 35.12 R S 0

4459 IQAIIEDIKER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 44 443.2574 3 1326.7504 -0.0002 36.39 K T 0

4460 IQALAGWIAEQIGADVNHATR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 81 745.3941 3 2233.1605 0.0001 67.67 R A 0

4461 IQALESILDAEHPNWR JW1298 ECK1300 pspB transcriptional regulator of psp operon 58 631.3268 3 1890.9586 -0.0003 55.65 R D 0

4462 IQANPLVK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 40 441.7741 2 881.5336 0.0003 27.61 R Q 0
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4463 IQDAGLSQISVTNSAINNLPPDVDLVITHR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 120 1067.5690 3 3199.6852 0.0014 62.75 K D 0

4464 IQDLAQGIHK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 33 374.8812 3 1121.6218 0.0026 25.80 R L 0

4465 IQFEQAK JW0907 ECK0915 mukB fused chromosome partitioning proteins 13 432.2346 2 862.4546 -0.0002 22.75 R E 0

4466 IQGAINAYNSGK JW2132 ECK2137 sanA predicted protein 65 618.3229 2 1234.6312 0.0006 25.85 R V 0

4467 IQGEPVSGQLNLAGSFDR JW4180 ECK4217 ytfN conserved protein 121 944.4819 2 1886.9492 0.0006 47.02 R K 0

4468 IQGIGAGFIPANLDLK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 51 813.9645 2 1625.9144 0.0004 58.56 K L 0

4469 IQGVETELK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 30 508.7849 2 1015.5552 0.0003 29.11 R I 0

4470 IQGVETELKIPFNDEWK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 40 682.6898 3 2045.0476 0.0005 55.98 R L 0

4471 IQIAEQSQLAPASVTK JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 68 842.4665 2 1682.9184 -0.0018 39.45 R I 0

4472 IQISHISR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 23 477.2800 2 952.5454 0.0000 23.20 R F 0

4473 IQIVFQNPYGSLNPR JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 93 873.4701 2 1744.9256 -0.0003 53.33 K K 0

4474 IQLLENGEQYYPAVFK JW0772 ECK0778 ybhO cardiolipin synthase 2 66 956.4956 2 1910.9766 -0.0012 56.52 K A 0

4475 IQLTDAIAELAK JW2027 ECK2036 galF predicted subunit with GalU 77 643.3721 2 1284.7296 0.0007 59.47 R K 0

4476 IQLVGDDLFVTNTK JW2750 ECK2773 eno enolase 93 781.9249 2 1561.8352 0.0000 54.74 K I 0

4477 IQLYVAR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 41 431.7608 2 861.5070 -0.0001 33.47 R D JW4090

4478 IQLYVAR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 38 431.7610 2 861.5074 0.0002 34.99 R D JW4090

4479 IQNAGTEVVEAK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 68 629.8353 2 1257.6560 -0.0004 25.58 R A 0

4480 IQPGTLILEVTESR JW5943 ECK3514 yhjK predicted diguanylate cyclase 20 778.4381 2 1554.8616 0.0000 57.76 R R 0

4481 IQPTAEGEELDLETLAAALLK JW5531 ECK3150 deaD ATP-dependent RNA helicase 96 1113.0994 2 2224.1842 0.0005 78.31 K M 0

4482 IQQQQDIDNGTLPDFISETASIR JW3974 ECK4006 aceB malate synthase A 16 863.7654 3 2588.2744 0.0026 61.81 R D 0

4483 IQSGELSAIPHQLIMDK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 66 627.3365 3 1878.9877 0.0002 49.06 R I 0

4484 IQSGELSAIPHQLIMDKIYDVLR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 23 880.4790 3 2638.4152 0.0000 64.07 R A 0

4485 IQSLMQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 14 438.2408 2 874.4670 -0.0025 27.37 R A 0

4486 IQTMDNQADR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 27 596.2742 2 1190.5338 -0.0011 20.47 R F 0

4487 IQTMDNQADRFVTK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 50 833.9142 2 1665.8138 -0.0006 33.24 R E 0

4488 IQTMDNQADRFVTKEK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 21 641.9910 3 1922.9512 -0.0009 30.82 R K 0

4489 IQTQLDADDQLLSTYKK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 16 660.6800 3 1979.0182 -0.0029 41.40 K D 0

4490 IQVSPTKPLATQR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 40 480.2839 3 1437.8299 -0.0007 27.73 K D 0

4491 IQVTGSEGELGIYPGHAPLLTAIKPGMIR JW3709 ECK3724 atpC F1 sector of membrane-bound ATP synthase, epsilon subunit 16 755.4167 4 3017.6377 0.0005 54.92 K I 0

4492 IQVTGSPAVLQSPQVQAK JW5165 ECK1118 hflD predicted lysogenization regulator 62 617.6829 3 1850.0269 0.0008 39.48 R V 0

4493 IRDEMGLAMEEGCGIYR 57.021465@C:13 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 71 1000.4555 2 1998.8964 0.0003 44.16 K T 0

4494 IRDLHFK JW3662 ECK3677 yidE predicted transporter 22 464.7716 2 927.5286 -0.0004 24.10 R E 0

4495 IRFEGNDTSK JW0172 ECK0176 yaeT conserved protein 25 583.7938 2 1165.5730 0.0003 21.94 K D 0

4496 IRFEGNDTSKDAVLR JW0172 ECK0176 yaeT conserved protein 67 574.3032 3 1719.8878 -0.0026 30.20 K R 0

4497 IRFNESEK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 25 511.7671 2 1021.5196 0.0005 20.44 R L 0

4498 IRQNASGVVTGLTIDTGNNQQVLFTR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 73 934.8329 3 2801.4769 -0.0015 48.60 K Q 0

4499 IRTQGLGPANPIASNSTAEGK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 53 694.7029 3 2081.0869 0.0003 32.32 R A 0

4500 ISAAAHNELTK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 50 577.8118 2 1153.6090 -0.0001 20.58 R L 0

4501 ISAAMEK JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 25 375.1963 2 748.3780 -0.0008 19.65 K R 0

4502 ISAISAASVSLLK JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 48 630.3823 2 1258.7500 0.0004 47.61 R G 0

4503 ISALGPGGLTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 52 521.3057 2 1040.5968 -0.0009 33.85 R E 0

4504 ISALSDNGEHFSAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 36 492.5751 3 1474.7035 -0.0016 28.71 R A 0

4505 ISAPQVAER JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 79 485.7696 2 969.5246 0.0004 26.10 R C 0

4506 ISCVVHIGDGEFTDIER 57.021465@C:3 JW0938 ECK0946 ycbZ predicted peptidase 75 649.6475 3 1945.9207 0.0003 45.86 R K 0

4507 ISCVVHIGDGEFTDIERK 57.021465@C:3 JW0938 ECK0946 ycbZ predicted peptidase 23 519.5107 4 2074.0137 -0.0018 42.28 R A 0

4508 ISDDLYVFK JW2992 ECK3015 ygiW conserved protein 44 550.2870 2 1098.5594 -0.0003 45.83 R D 0

4509 ISDDLYVFKDASGTINVDIDHK JW2992 ECK3015 ygiW conserved protein 15 1233.1139 2 2464.2132 0.0011 78.69 R R 0

4510 ISDGYISALLR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 31 604.3378 2 1206.6610 0.0003 53.06 K R 0

4511 ISDIPEFVR JW4099 ECK4133 aspA aspartate ammonia-lyase 34 538.2928 2 1074.5710 0.0001 43.06 K G 0

4512 ISDLTDQKPEVTFPDTQTR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 70 731.0333 3 2190.0781 -0.0023 40.36 R V 0

4513 ISEHKPEAVKPLADVQEQVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 65 749.0777 3 2244.2113 -0.0003 29.43 R A 0

4514 ISELENR JW5505 ECK3033 yqiC conserved protein 40 430.7263 2 859.4380 -0.0018 21.28 R S 0

4515 ISELSEGQIDTLRDEVAK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 61 668.3478 3 2002.0216 -0.0002 46.03 K F 0

4516 ISGAENIVK JW5837 ECK2081 yegR predicted protein 14 310.8466 3 929.5180 -0.0001 23.76 R N 0

4517 ISGAENIVKNDATHFCVTQGK 57.021465@C:16 JW5837 ECK2081 yegR predicted protein 30 763.7143 3 2288.1211 -0.0008 38.48 R K 0

4518 ISGAGIQESHVHDVTITK JW5401 ECK2504 guaB IMP dehydrogenase 54 631.3341 3 1890.9805 0.0005 28.85 R E 0

4519 ISGANLSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 62 409.2297 2 816.4448 -0.0004 20.60 K N 0

4520 ISGTGMCNIR 57.021465@C:7 JW3361 ECK3385 yrfF predicted inner membrane protein 30 554.7653 2 1107.5160 -0.0005 26.23 R T 0

4521 ISGYRNDVSDLIDYDDHTLK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 38 780.3756 3 2338.1050 -0.0027 47.24 R Y 0

4522 ISIGPHCWLNPNAELCVPQTIDAGAEGR 57.021465@C:7,57.021465@C:16 JW4180 ECK4217 ytfN conserved protein 89 1025.8307 3 3074.4703 0.0000 56.67 K A 0

4523 ISIWMFPEGTR 15.994915@M:5 JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 51 676.8364 2 1351.6582 -0.0013 53.47 R S 0

4524 ISLHDMSNEDLLAAANTAQAAGNGAAR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 55 894.7677 3 2681.2813 -0.0015 51.54 K D 0

4525 ISLMHAGK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 38 428.7393 2 855.4640 0.0004 25.02 R V 0

4526 ISLPSDAPMMDLPGEQLIDWGGALR JW5487 ECK2973 glcE glycolate oxidase FAD binding subunit 30 1341.6671 2 2681.3196 0.0004 74.74 R W 0

4527 ISLQEEK JW1177 ECK1176 ycgB conserved protein 34 423.7319 2 845.4492 -0.0002 21.08 K A 0

4528 ISLVVPVFNEEEAIPIFYK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 55 1104.1036 2 2206.1926 0.0001 72.47 K T 0

4529 ISNEESISAMFEH JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 81 747.3317 2 1492.6488 -0.0016 51.12 R - 0

4530 ISNGNWQSHIGR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 50 684.8421 2 1367.6696 0.0003 29.29 K S 0

4531 ISPEAPVPVVK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 29 568.3399 2 1134.6652 0.0003 36.69 R V 0

4532 ISPETAEPIPR JW5808 ECK0142 pcnB poly(A) polymerase I 39 605.3273 2 1208.6400 -0.0001 31.18 R L 0

4533 ISQATGSTEIDR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 40 639.3205 2 1276.6264 0.0005 19.89 R L 0

4534 ISQEMMALYK 15.994915@M:6 JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 41 615.2982 2 1228.5818 -0.0012 35.45 R A 0

4535 ISQEMMALYKAEK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 27 514.5946 3 1540.7620 -0.0008 39.15 R V 0

4536 ISQILDFPLR JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 69 601.3501 2 1200.6856 -0.0009 55.99 R L 0

4537 ISQISGVGLVTLSGGQRPAVR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 68 699.0700 3 2094.1882 -0.0028 45.04 K V 0

4538 ISQSVDDVDFFYAPADFR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 28 1046.4889 2 2090.9632 0.0047 63.54 K E 0

4539 ISQSVDDVDFFYAPADFRETLLEK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 83 935.7934 3 2804.3584 0.0038 66.37 K I 0

4540 ISSGLPIFAMSR JW1843 ECK1855 pykA pyruvate kinase II 52 639.8477 2 1277.6808 0.0007 53.56 R H 0

4541 ISTIEVYDQNYVK JW1286 ECK1288 sapB predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 82 786.4011 2 1570.7876 -0.0002 44.36 R A 0

4542 ISTTLLNLMER JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 85 645.8581 2 1289.7016 0.0004 53.74 R K 0

4543 ISTVPEAVEMQSR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 77 723.8666 2 1445.7186 0.0002 36.00 R V 0

4544 ISVIDLHR JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 37 476.7822 2 951.5498 -0.0003 35.08 K A 0

4545 ISVVEVMGR JW3887 ECK3908 pfkA 6-phosphofructokinase I 80 495.2761 2 988.5376 0.0001 41.98 R Y 0

4546 ISWEEAYDIIATNMQR JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 27 647.3122 3 1938.9148 0.0002 72.73 R L 0

4547 ISYNLLR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 53 439.7580 2 877.5014 -0.0006 39.28 R V 0

4548 ISYVDLR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 38 433.2427 2 864.4708 0.0003 35.48 R Y 0

4549 ITAILPVTEFEEGVK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 26 823.4566 2 1644.8986 0.0013 57.43 R V 0

4550 ITAPVDGR JW5338 ECK2070 mdtA multidrug efflux system, subunit A 33 414.7324 2 827.4502 0.0001 19.63 R V 0

4551 ITAVIPYFGYAR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 73 685.8771 2 1369.7396 0.0002 54.40 R Q 0

4552 ITAYADELLNDLDKLDHWPDTVK JW0637 ECK0635 leuS leucyl-tRNA synthetase 69 895.7862 3 2684.3368 0.0034 72.32 K T 0

4553 ITDFQDYQAIIGHQAVALDPNDTDQMDMR 15.994915@M:28 JW4218 ECK4254 yjgP conserved inner membrane protein 102 1113.1752 3 3336.5038 0.0010 57.05 R T 0

4554 ITDTSSVFNTDLLYTIELGHGLNVAECMAHSAMAR 57.021465@C:27 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 67 960.2118 4 3836.8181 0.0010 74.65 R K 0

4555 ITEAGLAYAHPFPLSCVQSDPDAEPYWR 57.021465@C:16 JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 74 1064.1703 3 3189.4891 0.0025 57.07 K D 0

4556 ITEQEAQEMVDHLVMK JW0886 ECK0894 pflB pyruvate formate lyase I 51 634.3105 3 1899.9097 0.0027 59.36 K L 0

4557 ITEQSDGLLAK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 74 587.8193 2 1173.6240 -0.0001 31.06 K V 0

4558 ITESEFLWQHNQDPMAVDKLAEGIR JW0007 ECK0008 talB transaldolase B 30 732.6145 4 2926.4289 0.0007 54.62 R K 0

4559 ITFIDGDEGILLHR JW0710 ECK0709 gltA citrate synthase 55 533.6226 3 1597.8460 -0.0003 51.70 K G 0

4560 ITFNAPTVPVVNNVDVK JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 34 914.0051 2 1825.9956 0.0019 52.79 K C 0

4561 ITGAEDACIVNNNAAAVLLMLAATASGK 57.021465@C:8 JW3564 ECK3580 selA selenocysteine synthase 18 920.4745 3 2758.4017 0.0023 79.80 R E 0

4562 ITGINNPNEAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 57 599.8125 2 1197.6104 0.0002 23.34 R Q 0

4563 ITGINNPNEARQLSLLLRAGALIAPIQIVEER JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 23 1161.6646 3 3481.9720 -0.0013 69.54 R T 0

4564 ITGTPFEALVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 74 602.3408 2 1202.6670 0.0011 48.54 R Q 0

4565 ITHEPDPEIPLGSNR JW0281 ECK0286 yagU conserved inner membrane protein 36 837.9256 2 1673.8366 -0.0007 32.82 R - 0

4566 ITHFDHER JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 16 527.7569 2 1053.4992 0.0000 18.17 K I 0

4567 ITHFDHERIPER JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 25 517.2671 3 1548.7795 -0.0002 25.20 K I 0

4568 ITIDPVTR JW2962 ECK2988 hybC hydrogenase 2, large subunit 28 457.7687 2 913.5228 -0.0005 31.77 R I 0

4569 ITIGLNLPSGEMGR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 43 729.3924 2 1456.7702 -0.0005 52.05 R K 0

4570 ITIGLNLPSGEMGRK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 51 529.2956 3 1584.8650 -0.0008 46.17 R D 0

4571 ITINYFAMPPSTFGAICK 57.021465@C:17 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 49 1016.0086 2 2030.0026 0.0021 61.69 R G 0

4572 ITKEDIER JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 13 502.2745 2 1002.5344 -0.0001 20.05 R N 0

4573 ITLAQQWQAGDSIWSRPAIR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 93 766.4109 3 2296.2109 0.0031 54.48 K V 0

4574 ITLDQPEIFLIQVR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 39 842.9864 2 1683.9582 0.0024 64.22 R A 0

4575 ITLEVDQDESSEDR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 113 818.3707 2 1634.7268 -0.0002 35.79 K L 0

4576 ITLNMGVGEAIADKK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 87 780.4261 2 1558.8376 -0.0013 41.58 K L 0

4577 ITLPVDPHLEITEIADR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 50 644.6863 3 1931.0371 0.0008 56.80 R T 0

4578 ITNLANGR JW0628 ECK0626 rlpA minor lipoprotein 50 429.7433 2 857.4720 0.0001 21.00 R M 0

4579 ITPADLEQNQQAR JW3116 ECK3135 yraM conserved protein 66 742.3787 2 1482.7428 0.0002 32.80 K Y 0

4580 ITPAHDFNDYEVGKR JW4215 ECK4251 valS valyl-tRNA synthetase 33 587.9564 3 1760.8474 -0.0009 30.16 K H 0

4581 ITPVFVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 13 416.2580 2 830.5014 0.0001 34.90 K F 0

4582 ITPVVFIMK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 19 524.3173 2 1046.6200 0.0003 52.23 K A 0

4583 ITQINGIDEVR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 21 629.3430 2 1256.6714 -0.0011 34.76 R M 0

4584 ITQPDKYSGFLNNYSDLK JW1427 ECK1424 ydcL predicted lipoprotein 55 701.6843 3 2102.0311 -0.0009 46.00 K E 0

4585 ITQPDKYSGFLNNYSDLKETTSATGKPVLR JW1427 ECK1424 ydcL predicted lipoprotein 62 836.6846 4 3342.7093 -0.0005 44.86 K W 0

4586 ITRIEPSLEAAFVDYGAER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 59 1069.0495 2 2136.0844 -0.0007 52.76 K H 0
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4587 ITSVDTPLGGDSEK JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 57 709.8544 2 1417.6942 0.0005 31.31 R A 0

4588 ITSVNVGGMAFR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 48 626.3293 2 1250.6440 -0.0001 42.65 K Q 0

4589 ITTDNAQINLVTQDVTSEDLVTLYGTTFNSSGLK JW3166 ECK3188 yrbK conserved protein 45 1220.2827 3 3657.8263 0.0000 70.64 R M 0

4590 ITTEAFNQR JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 28 540.2773 2 1078.5400 -0.0006 26.56 R R 0

4591 ITTLPPAK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 19 420.7633 2 839.5120 0.0004 24.99 K R 0

4592 ITTLPPAKR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 16 332.8782 3 995.6128 0.0001 20.03 K V 0

4593 ITTSLGHIDDNHAVIK JW2367 ECK2366 evgS hybrid sensory histidine kinase in two-component regulatory system with EvgA 48 578.6443 3 1732.9111 0.0003 33.14 K M 0

4594 ITTTGSLMK JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 37 476.2626 2 950.5106 0.0000 25.83 R I 0

4595 ITTTIGLR JW1323 ECK1327 ynaI conserved inner membrane protein 43 437.7715 2 873.5284 0.0000 32.77 R Y 0

4596 ITWEGSQNQDADVSSDGK JW5100 ECK0729 tolB periplasmic protein 118 968.9296 2 1935.8446 0.0000 33.53 R F 0

4597 IVADAMGALR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 65 508.7818 2 1015.5490 0.0007 36.66 K L 0

4598 IVAGAPAR JW5556 ECK3937 gldA glycerol dehydrogenase, NAD 35 377.7321 2 753.4496 0.0000 19.42 K L 0

4599 IVAGCPVPIVIAGGK 57.021465@C:5 JW1510 ECK1510 lsrF predicted aldolase 70 725.9262 2 1449.8378 0.0000 47.32 R K 0

4600 IVAGESMLGGAR JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 83 580.8082 2 1159.6018 -0.0001 34.82 K M 0

4601 IVAHGSAQALQANPDPR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 72 582.3062 3 1743.8968 -0.0048 24.51 K V 0

4602 IVAQAQAEIEAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 90 714.3776 2 1426.7406 -0.0009 32.59 K K 0

4603 IVAQAQAEIEAERK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 115 778.4245 2 1554.8344 -0.0020 30.27 K R 0

4604 IVDAQGNDVLIPGTDMPAQYFLPGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 53 1330.1765 2 2658.3384 0.0021 64.19 K A 0

4605 IVDEATNPWGIK JW0478 ECK0483 ybbK predicted protease, membrane anchored 66 671.8528 2 1341.6910 -0.0019 45.62 R V 0

4606 IVDEATNPWGIKVTR JW0478 ECK0483 ybbK predicted protease, membrane anchored 21 566.9769 3 1697.9089 -0.0011 42.42 R I 0

4607 IVDEIGLPR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 69 506.2954 2 1010.5762 0.0003 38.97 K G 0

4608 IVDEQPGAECQLIGTATGK 57.021465@C:10 JW5736 ECK4138 yjeI conserved protein 28 993.9954 2 1985.9762 0.0034 40.72 R Q 0

4609 IVDFGAFVAIGGGK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 95 675.8748 2 1349.7350 0.0006 58.82 R E 0

4610 IVDLLTER JW4135 ECK4173 purA adenylosuccinate synthetase 64 479.7823 2 957.5500 0.0005 40.77 K A 0

4611 IVDNHNGMLELGTSER JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 36 595.6244 3 1783.8514 -0.0008 35.76 R G 0

4612 IVDTLTASALNEPSAMAAALEL JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 21 1101.0719 2 2200.1292 -0.0005 73.41 R - 0

4613 IVEIYGPESSGK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 42 639.8318 2 1277.6490 -0.0013 33.15 R T 0

4614 IVELEAPQLPR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 32 632.8660 2 1263.7174 -0.0013 44.74 K S 0

4615 IVELPAGATPVDFAYAVHTDIGHACVGAR 57.021465@C:25 JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 48 752.6329 4 3006.5025 0.0001 57.89 R V 0

4616 IVGAEALAR JW5062 ECK0451 ylaB conserved inner membrane protein 61 450.2688 2 898.5230 -0.0006 29.32 K W 0

4617 IVGLQTEAPLKR JW0886 ECK0894 pflB pyruvate formate lyase I 38 662.9013 2 1323.7880 0.0007 33.62 K A 0

4618 IVGMYAAPSGSTLLIDR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 60 882.4713 2 1762.9280 -0.0006 50.65 K N 0

4619 IVIDSGVDSGRPIGVVPFQWAGPGAAPEDIGGIVAADLR JW5100 ECK0729 tolB periplasmic protein 37 1291.3495 3 3871.0267 -0.0001 71.49 R N 0

4620 IVIERPAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 17 309.1992 3 924.5758 0.0001 21.96 R S 0

4621 IVIKVNEDEMYPGEAGIDIYNLTK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 47 908.7984 3 2723.3734 0.0006 58.19 R Y 0

4622 IVIMDEPTSSLTEK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 56 781.9027 2 1561.7908 -0.0002 44.62 K E 0

4623 IVINNQVGFTTSNPLDAR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 83 980.0195 2 1958.0244 0.0023 51.23 R S 0

4624 IVIRPLPGLPVIR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 40 721.9821 2 1441.9496 -0.0001 51.05 K D 0

4625 IVIVGGGAGGLEMATQLGHK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 36 636.6837 3 1907.0293 -0.0006 47.34 K L 0

4626 IVLENHTDISGK JW4201 ECK4237 mgtA magnesium transporter 13 442.5726 3 1324.6960 -0.0027 27.03 K T 0

4627 IVLNNCQLQNPQR 57.021465@C:6 JW1631 ECK1635 ydhA predicted lipoprotein 51 798.9171 2 1595.8196 -0.0005 32.25 R - 0

4628 IVLPEGDEPR JW2294 ECK2291 pta phosphate acetyltransferase 28 562.8013 2 1123.5880 0.0008 32.27 R T 0

4629 IVLQLDGEEIVDCVPDIGYHHR 57.021465@C:13 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 98 1289.1418 2 2576.2690 -0.0002 56.75 R G 0

4630 IVLTRDPDGEER JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 28 467.2438 3 1398.7096 -0.0007 25.05 R C 0

4631 IVNAYEAWEEAEQK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 45 840.3979 2 1678.7812 -0.0025 48.03 R R 0

4632 IVNAYEAWEEAEQKR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 29 612.6357 3 1834.8853 0.0005 45.10 R K 0

4633 IVNLPGSEITQQR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 64 727.9018 2 1453.7890 0.0001 38.57 R G 0

4634 IVNMVALAVVEAQTQPL JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 25 599.3382 3 1794.9928 0.0016 72.33 R - 0

4635 IVNSFYRPWFLPPEMITADEMDAGLDAGR JW5677 ECK3470 yhhJ predicted transporter subunit -!- membrane component of ABC superfamily 135 1104.5341 3 3310.5805 0.0015 71.53 R Y 0

4636 IVPLADDTILDLMPQVEIDAHR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 26 1237.6518 2 2473.2890 0.0004 69.51 K A 0

4637 IVPLIHDIDELR JW2019 ECK2028 wbbI conserved protein 59 716.9113 2 1431.8080 -0.0005 53.21 R G 0

4638 IVPPTLVEEQTVLQK JW5108 ECK0797 ybiO predicted mechanosensitive channel 19 565.3294 3 1692.9664 0.0001 46.87 K V 0

4639 IVPQGYQWTVER JW0478 ECK0483 ybbK predicted protease, membrane anchored 41 738.3849 2 1474.7552 -0.0016 41.07 K F 0

4640 IVQATGVGLHTGK JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 19 427.5818 3 1279.7236 -0.0014 24.73 R K 0

4641 IVQIQSR JW4131 ECK4169 hflX predicted GTPase 29 422.2559 2 842.4972 -0.0002 21.54 R L 0

4642 IVQMHANKR JW3302 ECK3327 fusA protein chain elongation factor EF-G 35 548.8056 2 1095.5966 -0.0006 16.33 R E 0

4643 IVQSPDVIPADSEAGR JW1596 ECK1599 ydgH predicted protein 51 827.4274 2 1652.8402 0.0032 34.74 R A 0

4644 IVQVIGAVVDVEFPQDAVPR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 61 717.7325 3 2150.1757 0.0021 63.74 K V 0

4645 IVRGQTLSLK JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 22 372.2358 3 1113.6856 -0.0014 25.87 R R 0

4646 IVSAPFAIVGSIGVVAQMPNFNR JW1264 ECK1266 sohB predicted inner membrane peptidase 27 1194.1503 2 2386.2860 0.0030 72.50 K F 0

4647 IVSEFGR JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 42 404.2208 2 806.4270 -0.0015 26.28 K D 0

4648 IVSIMVEMVETR JW3070 ECK3090 yqjE conserved inner membrane protein 84 703.8728 2 1405.7310 0.0002 57.48 R L 0

4649 IVSVGMFEHVGPK JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 25 467.2518 3 1398.7336 0.0006 43.63 R N 0

4650 IVTEEVVVK JW0831 ECK0838 ybjL predicted transporter 55 508.3056 2 1014.5966 0.0006 29.46 R N 0

4651 IVTEIFDEVAEAHLIQPTFITEYPAEVSPLAR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 44 1200.2947 3 3597.8623 0.0017 74.29 R R 0

4652 IVTGVTASQALLDEAVR JW0700 ECK0699 ybgI conserved metal-binding protein 112 871.9865 2 1741.9584 0.0011 54.12 K L 0

4653 IVTLLKR JW4201 ECK4237 mgtA magnesium transporter 35 421.7945 2 841.5744 -0.0004 29.13 R E 0

4654 IVTTLGPATDRDNNLEK JW1843 ECK1855 pykA pyruvate kinase II 30 619.6601 3 1855.9585 -0.0054 33.11 K V 0

4655 IVTYEWGEYLK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 54 700.8583 2 1399.7020 -0.0003 52.22 K R 0

4656 IVVDCANGATYHIAPNVLR 57.021465@C:5 JW3143 ECK3165 glmM phosphoglucosamine mutase 25 695.0303 3 2082.0691 0.0010 42.87 K E 0

4657 IVVELPGIQDTAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 40 705.9017 2 1409.7888 0.0011 49.72 R A 0

4658 IVVLDAGR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 35 421.7582 2 841.5018 -0.0004 32.17 K V 0

4659 IVVNEEVGDTGR JW3863 ECK3885 fdoI formate dehydrogenase-O, cytochrome b556 subunit 92 644.3305 2 1286.6464 -0.0002 29.92 K Y 0

4660 IVVNYAK JW3262 ECK3287 secY preprotein translocase membrane subunit 32 403.7421 2 805.4696 -0.0001 26.39 R R 0

4661 IVVNYAKR JW3262 ECK3287 secY preprotein translocase membrane subunit 29 321.5307 3 961.5703 -0.0007 22.93 R Q 0

4662 IVVSPAAGTIVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 60 577.8604 2 1153.7062 -0.0009 36.49 K I 0

4663 IVVTDADDALR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 44 594.3171 2 1186.6196 0.0002 37.06 R Q 0

4664 IVVTDADDALRQGMPVTVQFGDEAGHE JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 25 957.4592 3 2869.3558 0.0005 55.77 R - 0

4665 IWDSTDALELK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 52 645.8326 2 1289.6506 0.0003 47.66 R E 0

4666 IWFSGHDITR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 67 616.3143 2 1230.6140 -0.0005 40.13 K L 0

4667 IWGVTGDSLNGLSDSLNR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 114 952.4791 2 1902.9436 0.0000 56.03 R M 0

4668 IWLDPQK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 28 450.2522 2 898.4898 -0.0014 37.66 R L 0

4669 IWLDPQKLNK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 15 418.9116 3 1253.7130 -0.0002 40.62 R Y 0

4670 IWLDPQKLNKYNLVPSDVISQIK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 36 904.5096 3 2710.5070 0.0010 60.09 R V 0

4671 IWMNPNELNK JW0451 ECK0456 acrB multidrug efflux system protein 51 629.8162 2 1257.6178 0.0003 39.41 R F 0

4672 IWMNPNELNKFQLTPVDVITAIK JW0451 ECK0456 acrB multidrug efflux system protein 49 895.4878 3 2683.4416 0.0008 68.65 R A 0

4673 IWQLVPEQELAWHAGISAWR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 43 1195.6249 2 2389.2352 0.0021 64.44 R G 0

4674 IWQQATAQAPALLDR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 93 841.4548 2 1680.8950 0.0004 44.96 K A 0

4675 IWSPETDLLLASR JW3392 ECK3415 glgA glycogen synthase 68 750.9067 2 1499.7988 0.0004 57.59 K Y 0

4676 IYADKLEQEK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 14 618.8267 2 1235.6388 -0.0009 36.65 K V 0

4677 IYADVNGFLDPVDFR JW1795 ECK1804 yeaY predicted lipoprotein 85 870.9336 2 1739.8526 0.0007 61.75 R G 0

4678 IYAPVGTHETLLAYLVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 95 958.5358 2 1915.0570 0.0004 57.24 R R 0

4679 IYASSTIGNYILPAVIAR JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 32 961.5420 2 1921.0694 0.0021 60.81 R Y 0

4680 IYDDAAVER JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 52 526.2563 2 1050.4980 -0.0001 24.82 R F 0

4681 IYDEAELEMALAWADKNFR JW2773 ECK2797 fucI L-fucose isomerase 16 762.3684 3 2284.0834 0.0000 69.77 K Y 0

4682 IYDGAGFVAAK JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 69 556.2929 2 1110.5712 0.0003 36.18 K S 0

4683 IYDLVEAITGFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 95 698.8778 2 1395.7410 0.0012 67.82 K M 0

4684 IYDTSSQPLSQILSQVQQDGASIVVGPLLK JW3116 ECK3135 yraM conserved protein 54 1062.2419 3 3183.7039 0.0013 80.16 K N 0

4685 IYELLDKTDIDDVTQLAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 75 698.3722 3 2092.0948 0.0009 56.58 R A 0

4686 IYGDTIPGHQADKR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 32 524.2709 3 1569.7909 0.0011 23.00 R L 0

4687 IYGIPVSDVAALEK JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 45 737.9114 2 1473.8082 0.0003 52.71 R N 0

4688 IYGQAVHFVNTR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 78 702.8727 2 1403.7308 -0.0002 34.05 R D 0

4689 IYGQAVHFVNTRDDMPEATR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 44 774.0418 3 2319.1036 -0.0030 38.48 R V 0

4690 IYGTAWADKK JW1709 ECK1717 thrS threonyl-tRNA synthetase 62 576.8054 2 1151.5962 -0.0013 29.67 R A 0

4691 IYGVLER JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 32 425.2449 2 848.4752 -0.0004 34.61 R Q 0

4692 IYLVDQNDR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 39 568.2901 2 1134.5656 -0.0013 32.62 R V 0

4693 IYNTVYQR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 62 528.7771 2 1055.5396 -0.0003 26.89 R C 0

4694 IYQFEGGLLHTK JW1241 ECK1243 cls cardiolipin synthase 1 48 469.2538 3 1404.7396 -0.0006 41.74 K S 0

4695 IYQLKPNPAVLICR 57.021465@C:13 JW3974 ECK4006 aceB malate synthase A 30 562.3239 3 1683.9499 0.0005 45.13 K V 0

4696 IYQRPFGGQSK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 58 640.8407 2 1279.6668 -0.0005 23.95 R N 0

4697 IYQSTTNAHINTGDGVGMAIR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 127 1110.0466 2 2218.0786 -0.0015 35.83 R A 0

4698 IYTFGPTFR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 48 551.2902 2 1100.5658 0.0004 45.80 K A 0

4699 IYTNAEELVGKPFR JW0192 ECK0196 rcsF predicted outer membrane protein, signal 82 818.9379 2 1635.8612 -0.0008 43.42 R D 0

4700 IYTTITR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 28 434.2501 2 866.4856 -0.0005 25.23 R K 0

4701 IYVGNVPIGDGAPIAVQSMTNTR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 22 791.7466 3 2372.2180 0.0022 55.92 R T 0

4702 IYYITADSYAAAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 53 725.3667 2 1448.7188 0.0001 43.04 K S 0

4703 IYYKLLNLPLSILVK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 35 597.3785 3 1789.1137 0.0019 66.59 R S 0

4704 IYYNATAPLMGK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 69 671.3484 2 1340.6822 0.0025 41.05 K S 0

4705 KAAESRPAPFLIHQESNVIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 24 591.3303 4 2361.2921 0.0005 36.43 K A 0

4706 KAAITAEIR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 45 486.7958 2 971.5770 0.0008 22.06 R L 0

4707 KAAPCIIFIDEIDAVGR 57.021465@C:5 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 41 630.0051 3 1886.9935 0.0012 59.54 K Q 0

4708 KACFEIR 57.021465@C:3 JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 41 462.2418 2 922.4690 -0.0004 25.06 R K 0

4709 KADEIQIYK JW3841 ECK3863 glnA glutamine synthetase 39 554.3057 2 1106.5968 -0.0002 26.17 K Y 0

4710 KADIVGVSSLRR JW3251 ECK3276 trkA NAD-binding component of TrK potassium transporter 13 434.2609 3 1299.7609 -0.0015 28.50 R G 0
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4711 KAEEEARR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 13 494.7614 2 987.5082 -0.0014 28.65 R K 0

4712 KAEEHISSSHGDVDYAQASAELAK JW3709 ECK3724 atpC F1 sector of membrane-bound ATP synthase, epsilon subunit 39 636.5551 4 2542.1913 -0.0021 31.41 R A 0

4713 KAELGGNIHAK JW0938 ECK0946 ycbZ predicted peptidase 50 379.8842 3 1136.6308 0.0005 18.37 R G 0

4714 KAELTACLQQQASAK 57.021465@C:7 JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 61 549.6219 3 1645.8439 -0.0018 29.38 R S 0

4715 KAEQWATGLK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 69 566.3112 2 1130.6078 -0.0006 26.36 K Y 0

4716 KAEQWATGLKYDANNIYLAANYGETR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 63 987.4889 3 2959.4449 -0.0015 50.03 K N 0

4717 KAFIDFLQNTVMR JW5655 ECK3541 yiaF conserved protein 84 791.9243 2 1581.8340 0.0003 57.10 R S 0

4718 KAGGLTVSHLR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 47 380.2278 3 1137.6616 -0.0003 22.18 K V 0

4719 KAGLPVAVNK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 35 498.8133 2 995.6120 -0.0007 24.36 K S 0

4720 KAGQLSPGDPVLFR JW0934 ECK0942 pqiB paraquat-inducible protein B 49 742.9143 2 1483.8140 -0.0007 38.79 K G 0

4721 KAHPQLAEEFTR JW2449 ECK2460 tktB transketolase 2, thiamin-binding 46 476.2524 3 1425.7354 -0.0011 26.71 K R 0

4722 KAHYDGVLGINIGK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 66 742.9142 2 1483.8138 -0.0009 37.30 K N 0

4723 KAIGEAKDDDTADILTAASR JW0797 ECK0801 dps Fe-binding and storage protein 133 1031.0264 2 2060.0382 -0.0002 36.33 R D 0

4724 KAIMQHYQAR JW2287 ECK2284 yfbQ predicted aminotransferase 42 415.8888 3 1244.6446 -0.0001 19.17 R G 0

4725 KAKAEAQVIIEQANK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 67 547.6484 3 1639.9234 -0.0023 26.44 K R 0

4726 KAKPVLLEPIMK JW3302 ECK3327 fusA protein chain elongation factor EF-G 37 456.2878 3 1365.8416 -0.0002 33.78 K V 0

4727 KALAFER JW0845 ECK0852 artM arginine transporter subunit -!- membrane component of ABC superfamily 15 417.7454 2 833.4762 0.0004 24.31 R R 0

4728 KALFQLDPER JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 65 608.8376 2 1215.6606 -0.0004 38.26 R A 0

4729 KALFQLDPERAHEFTFQQLR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 32 619.3289 4 2473.2865 -0.0002 49.74 R R 0

4730 KALQECMQHNFSVFR 57.021465@C:6 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 102 947.9567 2 1893.8988 0.0010 39.56 R E 0

4731 KALTGLSPDEIVNQVK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 30 571.3247 3 1710.9523 0.0007 45.55 R D 0

4732 KALVGNLK JW2925 ECK2953 yggN predicted protein 33 421.7764 2 841.5382 -0.0003 22.03 R - 0

4733 KAMLQDIATLTGGTVISEEIGMELEK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 51 926.4827 3 2776.4263 0.0026 70.19 R A 0

4734 KAMVQGITQNNAQIVFEALMSNLR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 16 892.8037 3 2675.3893 0.0006 69.48 K K 0

4735 KAMVQGITQNNAQIVFEALMSNLRK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 38 701.8789 4 2803.4865 0.0028 64.97 K E 0

4736 KAPAEPQRYDAVLVAIGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 37 652.0338 3 1953.0796 0.0000 41.46 K V 0

4737 KAQLLSQIQQQR JW3071 ECK3091 yqjK conserved protein 91 720.9174 2 1439.8202 -0.0006 31.14 R L 0

4738 KAQLNMVR JW5930 ECK3857 yihA GTP-binding protein 23 480.2761 2 958.5376 -0.0005 21.96 R E 0

4739 KARPYSGYENFDFEIPVGGGVSDCYTR 57.021465@C:24 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 87 1028.8105 3 3083.4097 0.0014 51.21 R V 0

4740 KASIPEGVWTK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 51 608.3392 2 1214.6638 -0.0020 33.58 R C 0

4741 KASVEIDRK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 20 523.3036 2 1044.5926 -0.0001 16.46 K I 0

4742 KATIVNAGSSDFLEGEQVEYSR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 54 800.7274 3 2399.1604 -0.0001 43.85 R V 0

4743 KATVELLNR JW0797 ECK0801 dps Fe-binding and storage protein 77 522.3135 2 1042.6124 -0.0010 27.89 K Q 0

4744 KAVEFQDILK JW4099 ECK4133 aspA aspartate ammonia-lyase 55 595.8420 2 1189.6694 -0.0013 40.42 R M 0

4745 KAVGLLGNAK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 52 485.8055 2 969.5964 -0.0007 24.08 K G 0

4746 KAVSGLQVR JW2504 ECK2516 yfhM conserved protein 34 479.2955 2 956.5764 -0.0002 21.04 K L 0

4747 KAVSTLPADVQAK JW3351 ECK3375 damX predicted protein 66 664.3827 2 1326.7508 0.0001 24.25 K N 0

4748 KAVTLGLK JW1268 ECK1271 acnA aconitate hydratase 1 19 415.2778 2 828.5410 -0.0022 25.20 K R 0

4749 KDALDIASDYENISVVNIPLWGGVVQR JW2019 ECK2028 wbbI conserved protein 46 991.1897 3 2970.5473 0.0021 72.21 R I 0

4750 KDDGNTIMVVQK JW1633 ECK1637 slyB outer membrane lipoprotein 60 674.3507 2 1346.6868 0.0004 25.75 R Q 0

4751 KDDITSDDIYAVVEAGALAGVLR JW4177 ECK4214 ytfL predicted inner membrane protein 97 797.7520 3 2390.2342 0.0011 71.19 R K 0

4752 KDDPGPLFPWQQLAQQGIGAWPDAQR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 33 973.8237 3 2918.4493 0.0030 68.50 R V 0

4753 KDGNLNLTGQAPYK JW2500 ECK2512 yfgA conserved protein 84 759.8988 2 1517.7830 -0.0008 29.38 R L 0

4754 KDGNLNLTGQAPYKLK JW2500 ECK2512 yfgA conserved protein 64 587.3281 3 1758.9625 -0.0004 33.08 R I 0

4755 KDGQTTLLDLK JW2504 ECK2516 yfhM conserved protein 35 616.3480 2 1230.6814 -0.0006 36.97 R L 0

4756 KDGQTTLLDLKLPALDLAEFNIAGAPGYSK JW2504 ECK2516 yfhM conserved protein 105 1053.9036 3 3158.6890 0.0026 69.23 R Q 0

4757 KDLGYGLLLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 58 560.3420 2 1118.6694 -0.0004 43.65 K R 0

4758 KDLGYGLLLKR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 69 425.9307 3 1274.7703 -0.0006 37.56 K Y 0

4759 KDLIAAGVDPSDIVLDYAGFR JW2132 ECK2137 sanA predicted protein 55 745.7284 3 2234.1634 0.0050 64.80 R T 0

4760 KDLIVDSYIK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 54 597.3424 2 1192.6702 0.0000 38.24 K W 0

4761 KDLSEELQILEAGLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 66 974.5233 2 1947.0320 0.0007 71.16 K I 0

4762 KDSGDNVHLLAVFSPWR JW3965 ECK3993 yjaH conserved protein 53 647.6705 3 1939.9897 -0.0009 56.36 R S 0

4763 KDTLAILLPYAFKR JW0845 ECK0852 artM arginine transporter subunit -!- membrane component of ABC superfamily 95 550.3309 3 1647.9709 -0.0004 53.16 K S 0

4764 KDVNPDEAVAIGAAVQGGVLTGDVK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 49 808.4310 3 2422.2712 0.0008 51.74 R D 0

4765 KDVPSLR JW0636 ECK0634 rlpB minor lipoprotein 33 407.7426 2 813.4706 -0.0001 19.79 R L 0

4766 KDWFDFYGYADAPVFFGGNSDAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 101 1309.0876 2 2616.1606 0.0008 68.79 K G 0

4767 KEEDAAVEDLLAEVSQPK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 17 657.6690 3 1969.9852 0.0008 58.69 K R 0

4768 KEELLTTQEELQK JW3756 ECK3775 rho transcription termination factor 21 530.2855 3 1587.8347 -0.0009 32.31 R M 0

4769 KEEPAAAPAPTKEEVLLTEIR JW3252 ECK3277 mscL mechanosensitive channel 75 764.7526 3 2291.2360 -0.0011 40.54 K D 0

4770 KEFVVVPGEK JW1823 ECK1833 yebT conserved protein 32 566.3230 2 1130.6314 -0.0022 31.02 R A 0

4771 KENNYGLSITFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 92 721.3747 2 1440.7348 -0.0012 42.48 R D 0

4772 KETLGDVTHR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 84 578.3095 2 1154.6044 0.0001 20.63 R I 0

4773 KFAIDQEKLEK JW0007 ECK0008 talB transaldolase B 66 450.2535 3 1347.7387 -0.0012 29.06 R M 0

4774 KFEVGEVITVRPR JW1823 ECK1833 yebT conserved protein 28 510.6313 3 1528.8721 -0.0005 38.82 R A 0

4775 KFNLMLETK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 21 562.3123 2 1122.6100 -0.0006 37.99 K V 0

4776 KFQLAENIHVR JW3664 ECK3679 ibpA heat shock chaperone 33 452.2582 3 1353.7528 0.0010 33.25 R G 0

4777 KFQYGQHTVTLETGMMAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 74 700.0110 3 2097.0112 -0.0025 38.46 R Q 0

4778 KFSEVCVGHLGK 57.021465@C:6 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 60 680.8564 2 1359.6982 0.0013 29.41 K E 0

4779 KFTALGPYIR JW0230 ECK0241 crl DNA-binding transcriptional regulator 42 583.3395 2 1164.6644 -0.0011 38.22 K E 0

4780 KFTPETVASLQAEVGTLTK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 60 674.0368 3 2019.0886 -0.0002 54.96 R L 0

4781 KFVQAYQSDEVYEAANK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 95 995.4814 2 1988.9482 0.0003 33.27 K V 0

4782 KGAELANSFKPDVIIALGGGSPMDAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 81 886.4705 3 2656.3897 0.0002 54.09 R I 0

4783 KGDEIAAVVLQVDAERER JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 71 666.6919 3 1997.0539 -0.0001 45.19 K I 0

4784 KGECDLIPGK 57.021465@C:4 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 45 558.7897 2 1115.5648 0.0003 27.47 K T JW1463

4785 KGEETPTLSYMLPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 56 797.4129 2 1592.8112 -0.0007 43.96 R L 0

4786 KGELFQAVR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 38 524.3006 2 1046.5866 -0.0007 29.00 R M 0

4787 KGELLFSGPPDQPYLNIEAIRNPDATEDDVIAGVR JW4180 ECK4217 ytfN conserved protein 79 953.2394 4 3808.9285 0.0013 62.02 R V 0

4788 KGELSFYDIFTLAR JW5063 ECK0452 ylaC predicted inner membrane protein 51 830.4417 2 1658.8688 0.0020 64.87 R A 0

4789 KGEMNFDVVIASPDAMR 15.994915@M:16 JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 29 632.6389 3 1894.8949 0.0032 44.36 K V 0

4790 KGEVVWYAPDHDYGPR JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 68 630.3054 3 1887.8944 0.0039 37.33 K S 0

4791 KGFIANTLTPFVGDANTQTPEFK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 26 832.7634 3 2495.2684 -0.0015 53.77 K S 0

4792 KGHIAGSINLLPSEIK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 32 559.6615 3 1675.9627 0.0005 38.10 R A 0

4793 KGIIELSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 58 458.2849 2 914.5552 0.0004 28.16 K E 0

4794 KGIYKLETIEGSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 42 489.2798 3 1464.8176 -0.0011 30.04 R G 0

4795 KGLADTALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 66 458.7764 2 915.5382 -0.0007 23.78 R T 0

4796 KGLDDLAKPSEK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 60 650.8580 2 1299.7014 -0.0019 24.29 R A 0

4797 KGLQLLINNHLK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 35 464.2883 3 1389.8431 -0.0025 36.62 R A 0

4798 KGMPIATPVFDGAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 69 716.3865 2 1430.7584 -0.0008 39.39 R E 0

4799 KGMQVALGTNAVR JW2903 ECK2931 yggG predicted peptidase 69 672.8739 2 1343.7332 -0.0011 28.75 K V 0

4800 KGNLIALR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 44 442.7873 2 883.5600 -0.0003 28.15 R E 0

4801 KGPFIDLHLLK JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 53 427.5956 3 1279.7650 -0.0002 46.57 K K 0

4802 KGQQLSSFAQLR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 58 681.8776 2 1361.7406 -0.0009 34.52 K D 0

4803 KGQVVGTIDFQLNGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 85 802.4431 2 1602.8716 -0.0013 40.43 K S 0

4804 KGSENYALTTNQGVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 58 546.6122 3 1636.8148 -0.0021 25.63 R I 0

4805 KGSGEWHGSWDAYFNAPEHK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 23 576.5115 4 2302.0169 -0.0023 42.33 K E 0

4806 KGSMKTGDK JW1509 ECK1509 lsrB AI2 transporter -!- periplasmic-binding component of ABC superfamily 13 476.2486 2 950.4826 -0.0028 46.54 K L 0

4807 KGSSLQQGFQKPAQAVNR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 40 486.7652 4 1943.0317 -0.0019 25.88 R D 0

4808 KGVDMAMR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 53 454.2280 2 906.4414 -0.0001 22.24 R L 0

4809 KGVIELMR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 66 473.2815 2 944.5484 0.0007 33.70 R M 0

4810 KGYCLYK 57.021465@C:4 JW0954 ECK0963 hyaA hydrogenase 1, small subunit 25 466.2388 2 930.4630 -0.0002 23.60 R M 0

4811 KGYINSLGALTGGQALQQAK JW3975 ECK4007 aceA isocitrate lyase 131 1009.5554 2 2017.0962 0.0006 43.78 K A 0

4812 KHAPLLVR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 32 311.8715 3 932.5927 0.0008 20.18 R Q 0

4813 KHDLPGLMLR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 57 393.8936 3 1178.6590 -0.0006 34.09 R A 0

4814 KHFESTPDTPEIIATIHGEGYR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 73 625.3135 4 2497.2249 0.0013 41.92 R F 0

4815 KHLFQPFVR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 25 586.3394 2 1170.6642 -0.0020 33.84 R G 0

4816 KHQFAQSLNYEIAK JW2294 ECK2291 pta phosphate acetyltransferase 63 838.9414 2 1675.8682 0.0001 31.93 R T 0

4817 KHYFDPK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 18 467.7429 2 933.4712 0.0004 19.27 K V 0

4818 KIAYDTLVMALGSTSNDFNTPGVK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 20 848.1008 3 2541.2806 0.0020 58.30 R E 0

4819 KIDGLGIK JW2507 ECK2520 pepB aminopeptidase B 38 422.2688 2 842.5230 0.0006 28.78 R H 0

4820 KIEIDEDRLPSR JW2344 ECK2341 yfdC predicted inner membrane protein 14 490.9352 3 1469.7838 -0.0001 29.81 K A 0

4821 KIETHLEDMVAQANAQLK JW1606 ECK1609 ydgA conserved protein 78 680.3581 3 2038.0525 0.0008 46.36 K L 0

4822 KIFADLGAWQIAQLAR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 31 601.0095 3 1800.0067 0.0019 58.33 R H 0

4823 KIFTEYR JW0886 ECK0894 pflB pyruvate formate lyase I 31 478.7635 2 955.5124 -0.0002 26.15 K K 0

4824 KIFTEYRK JW0886 ECK0894 pflB pyruvate formate lyase I 31 542.8110 2 1083.6074 -0.0003 21.65 K T 0

4825 KIGFIGCGNMGK 57.021465@C:7 JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 39 641.3241 2 1280.6336 -0.0032 32.86 K A 0

4826 KIGTPLR JW5408 ECK2558 yfhB conserved protein 25 392.7554 2 783.4962 -0.0004 20.39 R L 0

4827 KIIGEQLGVK JW1080 ECK1080 acpP acyl carrier protein (ACP) 31 542.8396 2 1083.6646 -0.0006 27.76 K Q 0

4828 KIIHPMGEIDAMEFLINK JW3756 ECK3775 rho transcription termination factor 73 700.3728 3 2098.0966 0.0010 54.95 R L 0

4829 KIIVACDAGMGSSAMGAGVLR 57.021465@C:6 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 88 1032.5233 2 2063.0320 -0.0006 43.82 R K 0

4830 KIIVACDAGMGSSAMGAGVLRK 57.021465@C:6 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 82 731.3823 3 2191.1251 -0.0025 39.34 R K 0

4831 KILADIAVFDK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 79 616.8658 2 1231.7170 -0.0005 45.85 R V 0

4832 KILADIAVFDKVAFTALVEK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 73 731.0969 3 2190.2689 0.0024 65.41 R A 0

4833 KILPDPK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 33 405.7579 2 809.5012 0.0001 22.18 R F 0

4834 KILPDPKFGSELLAK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 25 552.6625 3 1654.9657 -0.0002 43.72 R F 0
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4835 KILSTLSLR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 42 515.8343 2 1029.6540 -0.0005 35.10 R Q 0

4836 KINMMEQVLDIPSQEVISK JW0478 ECK0483 ybbK predicted protease, membrane anchored 42 734.7218 3 2201.1436 0.0001 54.98 R D 0

4837 KIPLVIANAR JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 36 547.8556 2 1093.6966 -0.0004 34.30 R L 0

4838 KIQDAGLSQISVTNSAINNLPPDVDLVITHR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 101 1110.2670 3 3327.7792 0.0004 57.72 K D 0

4839 KIRFEGNDTSK JW0172 ECK0176 yaeT conserved protein 19 432.2298 3 1293.6676 -0.0001 19.63 R D 0

4840 KISAGIR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 34 372.7398 2 743.4650 -0.0002 18.24 R E 0

4841 KISVMGHGMGIPSCSIYTK 57.021465@C:14 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 29 689.3450 3 2065.0132 -0.0027 40.09 R E 0

4842 KITEQSDGLLAK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 32 651.8664 2 1301.7182 -0.0008 26.01 K V 0

4843 KITQGDDLAPGVLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 73 727.9143 2 1453.8140 0.0000 33.22 R I 0

4844 KIVIRPLPGLPVIR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 34 524.3559 3 1570.0459 0.0012 46.86 K D 0

4845 KIVIVGGGAGGLEMATQLGHK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 73 679.3822 3 2035.1248 -0.0001 43.01 K L 0

4846 KIYAAFK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 44 420.7527 2 839.4908 0.0003 24.83 K K 0

4847 KIYAAFKK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 44 484.8003 2 967.5860 0.0007 20.68 K A 0

4848 KIYADKLEQEK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 17 455.5844 3 1363.7314 -0.0033 22.48 R V 0

4849 KIYFNWK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 30 499.7760 2 997.5374 -0.0010 37.58 K S JW1462

4850 KKYPQAQVSR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 16 602.8431 2 1203.6716 -0.0007 16.92 R V 0

4851 KLADSGLNIIAAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 92 657.3916 2 1312.7686 -0.0027 36.82 K G 0

4852 KLAQLLR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 52 421.2839 2 840.5532 -0.0013 28.44 R Y 0

4853 KLASLGYQFQPDSQHK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 63 923.9743 2 1845.9340 -0.0032 34.07 R F 0

4854 KLDDVLNNR JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 59 543.7987 2 1085.5828 0.0000 30.12 K A 0

4855 KLDDVLNNRAPDGK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 69 777.9151 2 1553.8156 -0.0004 29.65 K T 0

4856 KLDLNGR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 19 408.2404 2 814.4662 0.0001 19.92 R T 0

4857 KLDMVPVECVVR 57.021465@C:9 JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 56 482.2600 3 1443.7582 0.0004 41.07 K N 0

4858 KLDNQYYTEAEASLAR JW5837 ECK2081 yegR predicted protein 132 936.4610 2 1870.9074 0.0013 40.24 R G 0

4859 KLDTFQTAPLQLILDGR JW5803 ECK0781 ybhR predicted transporter subunit -!- membrane component of ABC superfamily 43 643.6989 3 1928.0749 0.0018 60.79 R N 0

4860 KLEDLLAAKL JW2448 ECK2459 talA transaldolase A 62 557.3473 2 1112.6800 -0.0004 49.72 R - 0

4861 KLEHYAQNDPDAYGYSGALCR 57.021465@C:20 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 83 810.0377 3 2427.0913 -0.0001 33.55 R A 0

4862 KLEMHQGHLVKAAVELAK 15.994915@M:4 JW3903 ECK3924 hslV peptidase component of the HslUV protease 14 673.3800 3 2017.1182 0.0039 75.89 R D 0

4863 KLENLTDIER JW2539 ECK2552 yfhG conserved protein 71 615.8375 2 1229.6604 -0.0011 32.36 R Q 0

4864 KLFSGMQR 15.994915@M:6 JW2500 ECK2512 yfgA conserved protein 23 491.7602 2 981.5058 -0.0008 20.47 K K 0

4865 KLGAAGVVVAGSGVQAIFGTK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 46 644.0416 3 1929.1030 -0.0017 49.67 K S 0

4866 KLGGHLNIK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 41 490.3062 2 978.5978 0.0004 21.87 R T 0

4867 KLGLTNTTFQTVHGLDAPGQFSTAR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 101 1330.6933 2 2659.3720 0.0002 45.27 K D 0

4868 KLGMKPGEAIEHPWVTK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 33 641.0168 3 1920.0286 -0.0006 35.34 R A 0

4869 KLGPVYSVR JW2889 ECK2918 yggE conserved protein 51 509.8064 2 1017.5982 0.0011 27.57 R Y 0

4870 KLGVDIDNLLCSQPDTGEQALEICDALAR 57.021465@C:11,57.021465@C:24 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 107 1072.1959 3 3213.5659 0.0012 64.20 R S 0

4871 KLHNYPQPR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 39 576.8177 2 1151.6208 0.0009 18.57 K L 0

4872 KLHYALVDEVDSILIDEAR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 55 733.7271 3 2198.1595 0.0011 63.62 R T 0

4873 KLIDDAVAWAK JW0007 ECK0008 talB transaldolase B 39 615.3481 2 1228.6816 0.0002 43.25 R Q 0

4874 KLLAAVPVAEPSR JW5897 ECK0819 yliA fused predicted peptide transport subunits -!- ATP-binding components of ABC superfamily 20 450.9410 3 1349.8012 -0.0019 33.93 R Q 0

4875 KLLAYHDR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 39 339.1942 3 1014.5608 -0.0002 20.17 R S 0

4876 KLLDEGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 39 415.7399 2 829.4652 -0.0005 20.58 R A JW3943

4877 KLLDNAAADLAAISGQKPLITK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 86 751.1060 3 2250.2962 0.0015 54.31 K A 0

4878 KLLDYLK JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 48 446.7787 2 891.5428 0.0000 39.61 R R 0

4879 KLLILAR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 39 413.7972 2 825.5798 -0.0001 33.56 R E 0

4880 KLLPSLYQLEK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 37 666.3999 2 1330.7852 -0.0007 43.63 R A 0

4881 KLLTWGFR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 39 510.8027 2 1019.5908 -0.0008 44.60 K F JW0823

4882 KLMDSIAK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 50 453.2601 2 904.5056 0.0004 25.29 K G 0

4883 KLMDSIAKGDEVLTNGGLVGR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 129 1087.0861 2 2172.1576 0.0005 47.52 K V 0

4884 KLMSEHHPDKLVAK JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 58 544.9680 3 1631.8822 0.0006 20.58 R G 0

4885 KLNGWDNDKQHAVYDNAIGFNIELR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 19 733.3690 4 2929.4469 -0.0001 50.14 R G 0

4886 KLNIKPGQTTFDGR JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 17 525.6265 3 1573.8577 -0.0001 29.43 K F 0

4887 KLNLIPSMASIQTTLVNNEVSKPLFDMAK JW1606 ECK1609 ydgA conserved protein 80 801.4365 4 3201.7169 0.0028 65.47 K G 0

4888 KLPATIILR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 27 512.8470 2 1023.6794 -0.0010 36.33 R A 0

4889 KLPKPYVMLFDLHGMDER JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 77 1095.0655 2 2188.1164 -0.0009 52.77 K L 0

4890 KLQELGATR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 39 508.2984 2 1014.5822 0.0001 21.42 R L 0

4891 KLSDALSVFDDL JW4352 ECK4381 radA predicted repair protein 76 661.8460 2 1321.6774 0.0009 66.24 K - 0

4892 KLSDLETAIVVVDR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 107 779.4463 2 1556.8780 0.0006 49.40 R F 0

4893 KLSDLETAIVVVDRFSGEVR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 51 745.0787 3 2232.2143 0.0029 65.01 R A 0

4894 KLSFTGSTEIGR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 81 648.3514 2 1294.6882 0.0002 33.50 R Q 0

4895 KLSGGIR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 31 365.7321 2 729.4496 0.0000 14.08 K T 0

4896 KLSYTGEVK JW0007 ECK0008 talB transaldolase B 27 512.7863 2 1023.5580 -0.0019 21.42 R A 0

4897 KLTQSDIR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 35 480.7769 2 959.5392 -0.0007 18.28 K G 0

4898 KLVILAR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 35 406.7894 2 811.5642 0.0000 29.87 R E 0

4899 KLWSDQDVTTAAALLK JW3775 ECK3797 hemX uroporphyrinogen III methylase 121 880.4829 2 1758.9512 -0.0003 51.59 R S 0

4900 KLYPNVDFYSGIILK JW0710 ECK0709 gltA citrate synthase 54 590.6665 3 1768.9777 0.0015 54.33 K A 0

4901 KLYSQSWDAGLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 68 712.3694 2 1422.7242 -0.0012 37.25 R Y 0

4902 KMALELFKPFIYGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 52 562.3218 3 1683.9436 0.0013 55.76 K L 0

4903 KMALELFKPFIYGKLELR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 24 549.8207 4 2195.2537 -0.0004 58.57 K G 0

4904 KMAPALLTGNTIVIKPSEFTPNNAIAFAK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 82 1019.8982 3 3056.6728 -0.0003 56.26 R I 0

4905 KMAWFANQR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 51 576.2926 2 1150.5706 0.0001 34.66 R E 0

4906 KMLAHCEAVTPIRR 57.021465@C:6 JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 44 561.3041 3 1680.8905 -0.0012 23.50 R T 0

4907 KMNMDGVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 33 475.7308 2 949.4470 -0.0002 19.68 K H 0

4908 KMQIVELK JW5837 ECK2081 yegR predicted protein 46 494.7965 2 987.5784 -0.0002 29.09 K T 0

4909 KMSDIMFEWVTQNIMNGR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 14 734.0170 3 2199.0292 0.0018 69.98 R G 0

4910 KMVINALNANVK JW3974 ECK4006 aceB malate synthase A 69 657.8818 2 1313.7490 0.0001 33.55 R V 0

4911 KNDSMLVGWASR JW1241 ECK1243 cls cardiolipin synthase 1 63 682.3427 2 1362.6708 -0.0005 40.23 R A 0

4912 KNIEFFEAR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 24 577.3035 2 1152.5924 -0.0002 36.53 K R 0

4913 KNIFSGR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 36 411.2353 2 820.4560 0.0005 23.40 K I 0

4914 KNLQDSLR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 40 487.2748 2 972.5350 -0.0002 23.03 R T 0

4915 KNNQHDVAIVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 25 647.3549 2 1292.6952 0.0003 18.77 R I 0

4916 KNQLEVMR JW3974 ECK4006 aceB malate synthase A 62 509.2788 2 1016.5430 -0.0006 22.49 R E 0

4917 KNSETLENFSEK JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 30 713.3460 2 1424.6774 -0.0008 27.50 K L 0

4918 KNSETLENFSEKLEVEGR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 101 1055.0269 2 2108.0392 0.0007 41.34 K S 0

4919 KPDHYEEIHMPK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 62 508.5817 3 1522.7233 -0.0005 26.01 K N 0

4920 KPELDAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 18 400.7290 2 799.4434 -0.0004 14.10 R L 0

4921 KPFEGNLNAGYLAQSGNTK JW1711 ECK1720 ydiY conserved protein 33 670.3411 3 2008.0015 0.0002 36.07 K S 0

4922 KPITDLGVK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 38 485.7998 2 969.5850 -0.0008 26.84 K A 0

4923 KPLIISGTNAGSLEVIQAAANVAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 113 1183.1769 2 2364.3392 0.0016 53.22 K A 0

4924 KPLVTTAGPR JW1427 ECK1424 ydcL predicted lipoprotein 35 520.3165 2 1038.6184 -0.0001 20.54 R S 0

4925 KPQDLFDEFAGK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 77 697.8513 2 1393.6880 0.0003 49.83 K H 0

4926 KPTMLVTDLTLR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 85 694.4021 2 1386.7896 -0.0008 44.89 R F 0

4927 KPVVLQAHLDMVPQK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 45 568.3270 3 1701.9592 -0.0009 37.00 R N 0

4928 KQDIIFAILK JW3756 ECK3775 rho transcription termination factor 16 594.8713 2 1187.7280 0.0002 50.31 R Q 0

4929 KQEAPTWTPTPNTR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 27 542.9458 3 1625.8156 -0.0006 27.55 R R 0

4930 KQEHELIENVFELESR JW4177 ECK4214 ytfL predicted inner membrane protein 76 1000.5107 2 1999.0068 0.0059 47.83 R T 0

4931 KQHALFSEQQK JW3725 ECK3740 yieN fused predicted transcriptional regulators 30 448.5732 3 1342.6978 -0.0016 20.51 R C 0

4932 KQLDNNLANISSR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 30 491.5986 3 1471.7740 -0.0002 27.74 R W 0

4933 KQLLEYDDVANDQRR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 28 621.6499 3 1861.9279 -0.0004 32.02 R A 0

4934 KQPDPETLPPTL JW5505 ECK3033 yqiC conserved protein 36 668.3610 2 1334.7074 -0.0008 38.53 K - 0

4935 KQRPVNLDLQTIR JW0711 ECK0710 sdhC succinate dehydrogenase, membrane subunit, binds cytochrome b556 62 527.6453 3 1579.9141 -0.0019 32.24 K F 0

4936 KQTEQALLK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 24 529.8139 2 1057.6132 0.0002 20.87 R L 0

4937 KQTGDLYAVLK JW0985 ECK0991 cbpA curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 34 618.3533 2 1234.6920 -0.0001 34.15 K I 0

4938 KQTTALMIITCETLRDTAGVLK 57.021465@C:11 JW5943 ECK3514 yhjK predicted diguanylate cyclase 21 821.7812 3 2462.3218 -0.0018 67.64 R E 0

4939 KQVAILAVAGAEK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 79 649.3953 2 1296.7760 -0.0005 32.50 R I 0

4940 KQVDPAIYPLIGTQGQGR JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 79 647.6896 3 1940.0470 -0.0012 42.27 K I 0

4941 KQYGEAFEK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 29 550.2743 2 1098.5340 -0.0005 21.06 R R 0

4942 KQYGEAFEKR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 15 419.2190 3 1254.6352 -0.0004 19.74 R H 0

4943 KRLEEGLVELR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 51 447.9332 3 1340.7778 0.0002 31.67 R G 0

4944 KRPEQPALATFAMPDVPPAPTPAEPAAPVVAPAPK 15.994915@M:13 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 36 887.2256 4 3544.8733 -0.0021 45.22 R A 0

4945 KSAADRDAAFEK JW5503 ECK3026 tolC transport channel 19 654.8306 2 1307.6466 -0.0002 17.65 R I 0

4946 KSEVLAVPLQPTLQQEVILAR JW3132 ECK3151 nlpI conserved protein 58 1166.6840 2 2331.3534 0.0007 53.54 R M 0

4947 KSFIPERPVPVMVTR JW5943 ECK3514 yhjK predicted diguanylate cyclase 16 586.0022 3 1754.9848 -0.0017 38.89 R L 0

4948 KSGAFVPGIRPGEQTAK JW3262 ECK3287 secY preprotein translocase membrane subunit 41 581.6560 3 1741.9462 -0.0013 27.31 K Y 0

4949 KSGVLTGLPDAYGR JW0886 ECK0894 pflB pyruvate formate lyase I 41 478.5959 3 1432.7659 -0.0015 36.67 R G 0

4950 KSIGTLSAFEQNALEGMLDTLKK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 63 624.3363 4 2493.3161 0.0012 65.74 R D 0

4951 KSMISAPVFR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 45 568.3184 2 1134.6222 0.0002 35.41 R G 0

4952 KSTAESIVYSALETLAQR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 85 984.0251 2 1966.0356 -0.0014 67.07 K S 0

4953 KSTPFAAQVAAER JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 66 688.3697 2 1374.7248 -0.0006 27.59 R C 0

4954 KSVAGFK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 36 368.7211 2 735.4276 -0.0002 18.11 R I 0

4955 KTAEDYLGEPVTEAVITVPAYFNDAQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 73 999.8333 3 2996.4781 0.0015 62.68 K Q 0

4956 KTAEWFYK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 18 536.7760 2 1071.5374 -0.0014 33.32 R L 0

4957 KTAGVLGDDLSLNAQQVSGVR JW1941 ECK1956 yedI conserved inner membrane protein 86 1064.5717 2 2127.1288 0.0005 45.18 K A 0

4958 KTAVGQTIQIGSGITK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 87 801.4645 2 1600.9144 -0.0003 32.55 R G 0
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4959 KTFILHDGPPYANGSIHIGHSVNK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 16 868.1201 3 2601.3385 -0.0067 66.04 K I 0

4960 KTNVFNEQVR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 34 617.8303 2 1233.6460 -0.0005 25.33 R Y 0

4961 KVAEFFGKEPR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 46 436.5753 3 1306.7041 0.0008 27.77 K K 0

4962 KVDAASVQLDDK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 73 644.8408 2 1287.6670 0.0001 24.78 K Q 0

4963 KVDAASVQLDDKQR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 40 524.9495 3 1571.8267 0.0001 23.95 K T 0

4964 KVDVGAQVSGQLK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 85 664.8815 2 1327.7484 0.0024 28.23 R T 0

4965 KVDYSTFLQEVNNDQVR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 129 1028.0111 2 2054.0076 0.0007 49.92 R E 0

4966 KVEIIVGDK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 62 500.8046 2 999.5946 -0.0018 25.49 K T 0

4967 KVFQNTEHVHVVGLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 51 588.3283 3 1761.9631 -0.0009 30.11 R G 0

4968 KVIGHLAHGNLEYK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 50 526.9633 3 1577.8681 0.0003 24.41 R H 0

4969 KVIGIGSPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 50 309.5306 3 925.5700 -0.0010 23.05 K A 0

4970 KVIWPTR JW3944 ECK3972 secE preprotein translocase membrane subunit 35 450.2767 2 898.5388 -0.0001 28.53 R Q 0

4971 KVKPITLR JW4072 ECK4104 proP proline/glycine betaine transporter 35 477.8274 2 953.6402 0.0017 20.21 K D 0

4972 KVLAGEMR 15.994915@M:7 JW3352 ECK3376 aroB 3-dehydroquinate synthase 17 460.2552 2 918.4958 0.0001 18.96 K L 0

4973 KVLESAIANAEHNDGADIDDLK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 78 780.0554 3 2337.1444 -0.0005 41.33 K V 0

4974 KVLESAIANAEHNDGADIDDLKVTK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 56 667.3466 4 2665.3573 0.0016 42.65 K I 0

4975 KVLGFITDAGGR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 28 617.3507 2 1232.6868 -0.0008 39.10 K T 0

4976 KVLIEATSNQVNQFGGYTGMTPADFR 15.994915@M:20 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 96 954.1368 3 2859.3886 0.0024 46.93 R E 0

4977 KVLLEIADLK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 77 571.3629 2 1140.7112 -0.0005 43.58 R V 0

4978 KVLLYTDGRPDKPYHGQIGFVSPTAEFTPK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 34 841.1946 4 3360.7493 -0.0015 44.46 R T 0

4979 KVLVNDK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 40 408.2528 2 814.4910 -0.0001 14.06 R G 0

4980 KVLVNDKGGNLMVLPLDQMLK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 78 1163.1553 2 2324.2960 0.0000 54.65 R G 0

4981 KVMPPMSR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 40 473.2539 2 944.4932 -0.0003 20.63 R T 0

4982 KVPVMIHR JW1709 ECK1717 thrS threonyl-tRNA synthetase 37 327.2002 3 978.5788 -0.0009 22.72 R A 0

4983 KVPYYDR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 24 470.7478 2 939.4810 -0.0004 22.30 R V 0

4984 KVSLELGGNAPFIVFDDADLDKAVEGALASK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 57 798.1724 4 3188.6605 0.0002 69.89 K F 0

4985 KVSQALDILTYTNKK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 38 574.6647 3 1720.9723 -0.0001 39.52 K A 0

4986 KVSQLDWK JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 47 502.2817 2 1002.5488 -0.0009 28.32 R F 0

4987 KVTDVLQTGQQIWVR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 35 591.0000 3 1769.9782 -0.0007 47.29 R Q 0

4988 KVVADIAGVPAQINIAEVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 96 982.0706 2 1962.1266 0.0004 48.29 R K 0

4989 KVVADIAGVPAQINIAEVRKPELDAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 40 686.8969 4 2743.5585 -0.0010 47.17 R L 0

4990 KVVMIPVS JW0822 ECK0828 yliJ predicted glutathione S-transferase 29 436.7676 2 871.5206 0.0006 37.25 R - 0

4991 KVVMTGPSKDNTPMFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 53 626.9985 3 1877.9737 -0.0006 33.15 K G 0

4992 KVYLPVIR JW0831 ECK0838 ybjL predicted transporter 21 494.3210 2 986.6274 -0.0003 35.97 R A 0

4993 KVYTDVSYLACAK 57.021465@C:11 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 97 759.3863 2 1516.7580 -0.0015 34.85 R K 0

4994 KVYVMSEAK JW0451 ECK0456 acrB multidrug efflux system protein 59 527.7837 2 1053.5528 0.0000 20.76 K Y 0

4995 KVYVQAGTPFR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 49 633.3537 2 1264.6928 0.0000 30.87 K M 0

4996 KWDLGDIIGAR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 42 622.3443 2 1242.6740 0.0020 52.53 K G 0

4997 KWDMQFAPSICQQCSIGCNISPGER 15.994915@M:4,57.021465@C:11,57.021465@C:14,57.021465@C:18 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 64 995.7760 3 2984.3062 0.0025 45.93 R Y 0

4998 KYDGDKAEQFQFNIGK JW0172 ECK0176 yaeT conserved protein 45 944.4664 2 1886.9182 0.0019 36.66 K T 0

4999 KYDIPVVMDSAR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 55 697.3605 2 1392.7064 -0.0007 40.93 K F 0

5000 KYDMDLVVCGHHQDFWSK 57.021465@C:9 JW3462 ECK3480 uspA universal stress global response regulator 36 755.6785 3 2264.0137 -0.0006 44.19 K L 0

5001 KYFGTDGIR JW3143 ECK3165 glmM phosphoglucosamine mutase 45 528.7771 2 1055.5396 -0.0004 28.52 R G 0

5002 KYGVDESLILAIMQTESSFNPYAVSR JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 41 973.4918 3 2917.4536 0.0003 74.85 R S 0

5003 KYINIGVAVDTPNGLVVPVFK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 89 1122.1441 2 2242.2736 0.0011 59.28 K D 0

5004 KYLLASLDQSLKR JW2970 ECK2995 yghZ aldo-keto reductase 68 512.3032 3 1533.8878 -0.0001 41.99 R M 0

5005 KYSINNIIVSRPEIK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 50 592.0120 3 1773.0142 -0.0007 39.81 K L 0

5006 KYSLAELIHTWSDLAGLSYDGYDPTR JW3927 ECK3946 yijP conserved inner membrane protein 63 991.1546 3 2970.4420 0.0020 75.50 R S 0

5007 KYTIDLTER JW2573 ECK2590 clpB protein disaggregation chaperone 67 569.8085 2 1137.6024 -0.0006 31.72 K A 0

5008 KYVVDDEKLQNFSVDTQLQSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 69 828.7583 3 2483.2531 -0.0014 42.05 R F 0

5009 LAAAKLPIK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 54 462.8152 2 923.6158 -0.0009 27.77 K T 0

5010 LAAALEQGSSHPLAR JW0473 ECK0478 copA copper transporter 40 760.9122 2 1519.8098 -0.0009 29.70 R A 0

5011 LAACFLDSLATLGLPGR 57.021465@C:4 JW3391 ECK3414 glgP glycogen phosphorylase 42 887.9801 2 1773.9456 0.0009 69.53 R G 0

5012 LAADLNTVLTR JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 63 593.8435 2 1185.6724 0.0007 42.74 K Y 0

5013 LAADTEENIDNQLLTEVSSR JW4026 ECK4058 yjcE predicted cation/proton antiporter 81 1109.5458 2 2217.0770 0.0009 55.63 R V 0

5014 LAADVTGVPTLLVAR JW3975 ECK4007 aceA isocitrate lyase 99 748.4457 2 1494.8768 -0.0001 52.50 R T 0

5015 LAAETIDVSLPGR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 65 671.3724 2 1340.7302 0.0002 44.30 R R 0

5016 LAAGANALDTSR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 85 580.3070 2 1158.5994 0.0002 27.30 K A 0

5017 LAAGDFTTR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 61 476.2482 2 950.4818 -0.0002 30.23 K V 0

5018 LAAGDMIPADLR JW4201 ECK4237 mgtA magnesium transporter 31 621.8289 2 1241.6432 -0.0005 47.91 K I 0

5019 LAAHAAIK JW1117 ECK1117 purB adenylosuccinate lyase 28 397.7473 2 793.4800 -0.0010 18.06 K E 0

5020 LAAHFDAQALTELTALIGLQNLSAR JW1742 ECK1751 ynjA conserved protein 66 879.8170 3 2636.4292 0.0005 76.59 R F 0

5021 LAAIAAPAEIFLLEDGIDGWK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 54 1107.0978 2 2212.1810 0.0031 78.61 K K 0

5022 LAAIAAPAEIFLLEDGIDGWKK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 42 781.0976 3 2340.2710 -0.0020 70.06 K A 0

5023 LAAIEAEWETQPAPAAFTLFGIPDQEEETNK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 26 1139.5564 3 3415.6474 0.0016 71.43 K F 0

5024 LAAMEGEWQTEPAPAPFHVVAWPEQDQER JW0960 ECK0969 appC cytochrome bd-II oxidase, subunit I 53 1107.1883 3 3318.5431 0.0026 58.10 K N 0

5025 LAAPSEYNQVEYFSNVKPDLFADVINK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 52 1024.5169 3 3070.5289 0.0001 63.78 K F 0

5026 LAAPVLHAR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 53 474.2928 2 946.5710 -0.0002 27.38 R T 0

5027 LAAQDPLK JW1941 ECK1956 yedI conserved inner membrane protein 42 428.2504 2 854.4862 0.0001 27.36 K F 0

5028 LAAQDPLKFEK JW1941 ECK1956 yedI conserved inner membrane protein 29 420.5714 3 1258.6924 0.0003 35.40 K D 0

5029 LAAQEMLAAYAG JW1950 ECK1963 hchA Hsp31 molecular chaperone 37 604.8029 2 1207.5912 0.0006 55.66 K - 0

5030 LAASIAFK JW3302 ECK3327 fusA protein chain elongation factor EF-G 72 410.7500 2 819.4854 0.0000 34.52 K E 0

5031 LAATIAQLPDQIGAK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 74 755.4352 2 1508.8558 -0.0003 45.37 K G 0

5032 LAAVGPR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 30 342.2135 2 682.4124 -0.0001 21.13 R L 0

5033 LAAVGPRLPAR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 25 374.2362 3 1119.6868 -0.0008 30.27 R Q 0

5034 LADAEFFFNTDR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 87 723.3388 2 1444.6630 0.0007 55.21 R K 0

5035 LADAEFFFNTDRK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 36 787.3839 2 1572.7532 -0.0040 47.33 R K 0

5036 LADCQERDPALSELYLVEGDSAGGSAK 57.021465@C:4 JW5625 ECK3691 gyrB DNA gyrase, subunit B 110 951.1184 3 2850.3334 -0.0008 51.22 K Q 0

5037 LADCTAQDLNR 57.021465@C:4 JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 44 638.8017 2 1275.5888 0.0010 23.26 K T 0

5038 LADIGRVEESLGYNAIAAGFQGQR JW2773 ECK2797 fucI L-fucose isomerase 47 845.7704 3 2534.2894 0.0016 58.72 K H 0

5039 LADLGPLIGVDSGK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 66 677.8824 2 1353.7502 -0.0001 50.07 R G 0

5040 LADLGPLIGVDSGKGAEK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 33 580.6566 3 1738.9480 0.0015 44.27 R S 0

5041 LADLRGQNEDQNVGIK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 53 590.6425 3 1768.9057 -0.0012 30.88 K V 0

5042 LADNDSDGSPMDSDGEELSSSISEWR 15.994915@M:11 JW3775 ECK3797 hemX uroporphyrinogen III methylase 104 1408.0770 2 2814.1394 -0.0016 49.46 R I 0

5043 LADSHTQYGILLATLPQGR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 28 685.3732 3 2053.0978 0.0022 52.77 R H 0

5044 LADTIAAHMPLK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 43 427.5726 3 1279.6960 0.0001 38.17 R L 0

5045 LADTLPGVKPQLIR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 43 507.6436 3 1519.9090 0.0005 41.00 K Q 0

5046 LADVIEENGQVFAELESR JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 115 1010.0057 2 2017.9968 0.0012 57.61 K N 0

5047 LAEAGIPTQMER JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 22 658.3374 2 1314.6602 0.0000 34.72 K L 0

5048 LAEAGLPLNVEVNSK JW4180 ECK4217 ytfN conserved protein 86 777.4303 2 1552.8460 0.0001 44.24 R Q 0

5049 LAEDDVNLPAQLK JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 32 713.3842 2 1424.7538 0.0027 43.91 R S 0

5050 LAEEIIYGPEHVSTGASNDIK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 70 748.3772 3 2242.1098 -0.0021 42.05 R V 0

5051 LAEGDYQQVEK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 69 640.3123 2 1278.6100 0.0008 26.79 K L 0

5052 LAELQER JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 23 429.7375 2 857.4604 -0.0001 23.65 K F 0

5053 LAENLRK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 19 422.2559 2 842.4972 -0.0001 17.64 R G 0

5054 LAEQAYIR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 51 482.2661 2 962.5176 -0.0009 28.07 R T 0

5055 LAESEASNDQAPVQMPR JW5539 ECK3222 yhcB conserved protein 47 921.9353 2 1841.8560 -0.0017 32.71 R D 0

5056 LAESEASNDQAPVQMPRDYSEGASGLLR JW5539 ECK3222 yhcB conserved protein 113 997.8089 3 2990.4049 0.0009 45.56 R T 0

5057 LAESLSEIGVPVFMADVK JW4220 ECK4256 yjgR predicted ATPase 79 953.0056 2 1903.9966 0.0002 63.87 K G 0

5058 LAEVEPALAEVAHK JW1178 ECK1177 dadA D-amino acid dehydrogenase 30 492.9402 3 1475.7988 0.0003 37.56 R L 0

5059 LAEVLAAANAR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 117 549.8169 2 1097.6192 0.0000 34.35 K A 0

5060 LAFAGLK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 52 360.2261 2 718.4376 0.0000 38.19 R Y JW0231 JW1371 JW5078

5061 LAFALSK JW5100 ECK0729 tolB periplasmic protein 13 375.2315 2 748.4484 0.0001 36.92 K T 0

5062 LAFDEFDELAGDR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 101 749.3467 2 1496.6788 0.0006 56.46 R A 0

5063 LAFDRAKHR JW4120 ECK4155 yjeP predicted mechanosensitive channel 17 557.3168 2 1112.6190 -0.0012 43.91 R R 0

5064 LAFELQVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 55 488.2852 2 974.5558 0.0010 46.39 K G 0

5065 LAFFPNRR JW5189 ECK1194 ychM predicted transporter 18 340.8627 3 1019.5663 -0.0003 35.15 R A 0

5066 LAFLDCLSNLTR 57.021465@C:6 JW5312 ECK1895 otsA trehalose-6-phosphate synthase 30 711.8746 2 1421.7346 0.0010 64.62 R V 0

5067 LAGDLETLR JW0172 ECK0176 yaeT conserved protein 76 494.2773 2 986.5400 0.0004 35.92 K S 0

5068 LAGEQATER JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 27 487.7488 2 973.4830 0.0002 17.72 R A 0

5069 LAGGVAVIK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 57 414.2712 2 826.5278 0.0002 29.94 K V 0

5070 LAGITVPDR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 62 471.2743 2 940.5340 -0.0001 34.72 K V 0

5071 LAGITVPDRVNVIR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 23 508.3070 3 1521.8992 0.0000 43.53 K V 0

5072 LAGMTGTADTEAFEFSSIYK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 119 1070.0015 2 2137.9884 0.0006 56.27 K L 0

5073 LAGTGYLSILPVDQGVEHSAGASFAANPLYFDPK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 29 1169.2599 3 3504.7579 0.0014 66.11 R N 0

5074 LAGWGASK JW4121 ECK4156 psd phosphatidylserine decarboxylase 17 395.2162 2 788.4178 -0.0002 26.72 R R 0

5075 LAGWGASKR JW4121 ECK4156 psd phosphatidylserine decarboxylase 34 473.2667 2 944.5188 -0.0003 22.81 R A 0

5076 LAHGNGEYLIHGTSAPDSVGLR JW1668 ECK1674 ynhG conserved protein 44 755.3848 3 2263.1326 -0.0019 36.84 R V 0

5077 LAHTTSVDEVLELLAGR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 45 608.6670 3 1822.9792 0.0003 63.98 R K 0

5078 LAHTTSVDEVLELLAGRK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 79 976.5450 2 1951.0754 0.0016 59.61 R - 0

5079 LAIVGRPNVGK JW5403 ECK2507 der predicted GTP-binding protein 47 562.3508 2 1122.6870 -0.0003 28.82 K S 0

5080 LAKEDPSFR JW3302 ECK3327 fusA protein chain elongation factor EF-G 18 531.7822 2 1061.5498 -0.0006 21.56 R V 0

5081 LAKYEYSVAEYYTER JW2577 ECK2593 yfiO predicted lipoprotein 82 942.9547 2 1883.8948 0.0008 41.52 R G 0

5082 LALAMPSSALVDTYSR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 24 847.9438 2 1693.8730 0.0020 53.70 K F 0
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5083 LALDGDLIR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 70 493.2877 2 984.5608 0.0004 44.08 K Y 0

5084 LALESLGLGPYEAR JW0046 ECK0048 kefC potassium:proton antiporter 82 744.9062 2 1487.7978 -0.0005 53.54 R E 0

5085 LALEYAEAASVTPPTVDDALR JW1742 ECK1751 ynjA conserved protein 44 1101.5682 2 2201.1218 0.0002 56.10 R T 0

5086 LALGEER JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 40 394.2190 2 786.4234 0.0000 24.26 K G 0

5087 LALGEQLYADK JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 52 610.8292 2 1219.6438 -0.0010 40.37 R I 0

5088 LALGFLR JW5637 ECK3654 yicN conserved protein 24 395.2526 2 788.4906 -0.0001 48.78 R E 0

5089 LALGFSVEQADGR JW3992 ECK4024 malG maltose transporter subunit -!- membrane component of ABC superfamily 73 681.8539 2 1361.6932 -0.0007 46.99 K I 0

5090 LALKPGSEYHYPR JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 52 510.9402 3 1529.7988 -0.0003 30.46 R Q 0

5091 LALLEQR JW5505 ECK3033 yqiC conserved protein 27 421.7582 2 841.5018 -0.0002 35.73 K I 0

5092 LALMPQR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 24 414.7415 2 827.4684 -0.0003 33.37 R D 0

5093 LALMPQRDWDVNAAAVR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 36 642.6721 3 1924.9945 0.0003 46.87 R A 0

5094 LALPLHPEYR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 26 403.5641 3 1207.6705 -0.0008 40.40 K T JW1462

5095 LAMQVVVLR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 32 514.8176 2 1027.6206 -0.0006 44.11 K D 0

5096 LANAPFIKVEATK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 19 467.9403 3 1400.7991 -0.0036 35.62 K F 0

5097 LANELSDAAENK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 85 637.8148 2 1273.6150 0.0000 28.96 R G 0

5098 LANELSDAAENKGTAVK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 66 577.6354 3 1729.8844 -0.0002 29.56 R K 0

5099 LANVNPPELLR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 39 618.3573 2 1234.7000 -0.0032 41.98 R Y 0

5100 LANYAATHDIGK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 64 637.3299 2 1272.6452 -0.0009 24.79 K L 0

5101 LAPDGMLLDIKPEGGDPALCQAALAAAK 57.021465@C:20 JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 75 936.1546 3 2805.4420 0.0017 59.03 K L 0

5102 LAPEHNQIVNHLIYPIPDPAMPFLGVHLTR JW2635 ECK2654 ygaF predicted enzyme 87 1134.9423 3 3401.8051 -0.0019 60.90 R M 0

5103 LAPGSPFTGER JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 15 566.2927 2 1130.5708 -0.0012 32.19 R T 0

5104 LAPIAAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 22 342.2260 2 682.4374 -0.0002 21.91 K A 0

5105 LAPSLTLGCGSWGGNSISENVGPK 57.021465@C:9 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 119 1201.0941 2 2400.1736 -0.0008 51.94 K H 0

5106 LAPVVVDVPDDVLVLR JW5189 ECK1194 ychM predicted transporter 56 860.0067 2 1717.9988 0.0011 61.98 R V 0

5107 LAQDDLLAFYQDDPNDPFR JW3132 ECK3151 nlpI conserved protein 81 1127.0270 2 2252.0394 0.0009 63.15 K S 0

5108 LAQDFNQLASTLEK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 87 789.4126 2 1576.8106 0.0010 50.45 K N 0

5109 LAQEASQEAAR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 78 587.2965 2 1172.5784 -0.0001 18.67 R R 0

5110 LAQELGAETATLSDPAEEK JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 72 986.9895 2 1971.9644 0.0008 40.61 R A 0

5111 LAQFSLAR JW0107 ECK0110 ampE predicted inner membrane protein 45 453.2636 2 904.5126 -0.0004 36.14 R E 0

5112 LAQFSLAREPHVDKVETPK JW0107 ECK0110 ampE predicted inner membrane protein 37 722.3950 3 2164.1632 -0.0008 36.12 R A 0

5113 LAQFTSLQADLENGVNLEQTIR JW0886 ECK0894 pflB pyruvate formate lyase I 105 1230.6397 2 2459.2648 -0.0007 65.50 K L 0

5114 LAQLADEAK JW1298 ECK1300 pspB transcriptional regulator of psp operon 65 479.7636 2 957.5126 -0.0005 22.81 R R JW1890

5115 LAQLADEAKR JW1298 ECK1300 pspB transcriptional regulator of psp operon 16 372.2119 3 1113.6139 -0.0004 23.10 R M 0

5116 LAQLAPASITK JW1586 ECK1589 dgsA DNA-binding transcriptional repressor 38 556.8373 2 1111.6600 0.0000 33.38 R I 0

5117 LAQLPVAR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 28 434.2741 2 866.5336 -0.0001 30.07 R A 0

5118 LAQMEINPGGTLELGVDYGR 15.994915@M:4 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 136 1075.0344 2 2148.0542 0.0022 50.91 R A 0

5119 LAQMLMHTPFNAEGIVTK JW3361 ECK3385 yrfF predicted inner membrane protein 40 667.6809 3 2000.0209 -0.0013 50.63 K I 0

5120 LAQMQQLSHQDDDSAAAAALAAQTGER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 65 933.1112 3 2796.3118 0.0020 43.71 R K 0

5121 LAQQAGIDQSHPALQR JW1315 ECK1318 ycjF conserved inner membrane protein 93 866.9585 2 1731.9024 0.0009 27.36 K W 0

5122 LAQQEGQTGLPHPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 30 752.3995 2 1502.7844 0.0003 23.52 K I 0

5123 LAQQNLSEITGEFTSDDLLGR JW3684 ECK3699 trmE GTPase 104 1154.0767 2 2306.1388 -0.0002 61.26 R I 0

5124 LAQTNSEDVFSLAMTAFAR JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 30 1036.5115 2 2071.0084 0.0040 70.01 R E 0

5125 LAQYIQQVDDK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 79 660.8431 2 1319.6716 -0.0005 32.07 K V 0

5126 LAQYIQQVDDKVNQELEK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 21 721.0429 3 2160.1069 0.0007 50.10 K D 0

5127 LAQYIQQVDDKVNQELEKDLK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 33 839.7780 3 2516.3122 0.0000 56.43 K D 0

5128 LASLGYQFQPDSQHK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 54 859.9280 2 1717.8414 -0.0010 36.74 K F 0

5129 LASLPGVVPGK JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 48 519.3215 2 1036.6284 0.0003 39.18 R Y 0

5130 LASLSSALLNSALQK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 109 758.4408 2 1514.8670 0.0002 53.37 R W 0

5131 LASTWEGIR JW2448 ECK2459 talA transaldolase A 25 516.7771 2 1031.5396 -0.0004 35.87 K A 0

5132 LASTWQGIR JW0007 ECK0008 talB transaldolase B 52 516.2854 2 1030.5562 0.0003 35.97 K A 0

5133 LASVDQFR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 34 468.2504 2 934.4862 -0.0009 31.15 K D 0

5134 LATAVAHLIGR JW5427 ECK2653 ygaT predicted protein 19 374.5642 3 1120.6708 -0.0008 37.53 K S 0

5135 LATAWEGFTK JW0886 ECK0894 pflB pyruvate formate lyase I 81 562.2923 2 1122.5700 -0.0010 44.27 K G 0

5136 LATCDMVISHNPQMTK 57.021465@C:4 JW2019 ECK2028 wbbI conserved protein 48 615.9603 3 1844.8591 0.0007 33.77 R Y 0

5137 LATELAR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 15 387.2294 2 772.4442 -0.0001 24.37 R R 0

5138 LATGANALDTAAAIR JW0451 ECK0456 acrB multidrug efflux system protein 66 714.8934 2 1427.7722 -0.0009 39.91 K A 0

5139 LATLLSDASR JW0849 ECK0856 ybjP predicted lipoprotein 86 523.7958 2 1045.5770 0.0002 37.45 K D 0

5140 LATLLSDASRDNNHR JW0849 ECK0856 ybjP predicted lipoprotein 58 561.6236 3 1681.8490 -0.0006 28.03 K E 0

5141 LATLPTYEEAIAR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 43 724.3934 2 1446.7722 0.0004 45.75 R L 0

5142 LATLSEETCQK 57.021465@C:9 JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 69 640.3132 2 1278.6118 -0.0006 27.80 K L 0

5143 LAVANNVHNFVEHR JW3132 ECK3151 nlpI conserved protein 68 810.4234 2 1618.8322 -0.0005 34.46 K Y 0

5144 LAVFAVR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 53 388.2448 2 774.4750 -0.0001 39.35 K L 0

5145 LAVGEALTNIAATQIGDIKR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 51 685.3914 3 2053.1524 -0.0007 57.43 R I 0

5146 LAVGLYDGMNLDWLAYR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 84 985.4964 2 1968.9782 0.0015 71.37 R I 0

5147 LAVGMPIR JW1823 ECK1833 yebT conserved protein 43 428.7574 2 855.5002 0.0002 36.78 K Y 0

5148 LAVGYTLDELMNDITGGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 58 969.4848 2 1936.9550 -0.0013 78.29 K T 0

5149 LAVNFGAEILK JW2448 ECK2459 talA transaldolase A 51 587.8450 2 1173.6754 -0.0002 52.69 K I 0

5150 LAWQNGHYFTLR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 26 502.5931 3 1504.7575 -0.0002 45.78 R T 0

5151 LAYQLADK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 47 461.2554 2 920.4962 -0.0005 30.49 K L 0

5152 LAYQLADKLR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 38 397.5678 3 1189.6816 -0.0004 36.40 K N 0

5153 LAYVTFESGR JW5100 ECK0729 tolB periplasmic protein 89 571.7961 2 1141.5776 0.0009 39.18 K S 0

5154 LCDLWLAPK 57.021465@C:2 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 61 558.2993 2 1114.5840 -0.0004 49.40 K Q 0

5155 LCEHCLNPACVATCPSGAIYK 57.021465@C:2,57.021465@C:5,57.021465@C:10,57.021465@C:14 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 55 807.6992 3 2420.0758 0.0011 39.48 R R 0

5156 LCETFANK 57.021465@C:2 JW0120 ECK0123 gcd glucose dehydrogenase 41 491.7365 2 981.4584 -0.0006 24.45 K G 0

5157 LCKQEPALIDYLI 57.021465@C:2 JW4131 ECK4169 hflX predicted GTPase 32 788.4269 2 1574.8392 0.0014 62.47 R - 0

5158 LCLMDTQR 57.021465@C:2 JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 38 518.7494 2 1035.4842 0.0002 32.53 R A 0

5159 LCMHMQSK 57.021465@C:2 JW2659 ECK2678 mprA DNA-binding transcriptional regulator 17 345.4905 3 1033.4497 -0.0009 22.02 R L 0

5160 LCPSFITSQFTPALK 57.021465@C:2 JW5878 ECK2532 csiE stationary phase inducible protein 27 855.4502 2 1708.8858 0.0000 56.76 R S 0

5161 LCVEQCK 57.021465@C:2,57.021465@C:6 JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 23 468.7173 2 935.4200 -0.0004 22.02 K M 0

5162 LDAEGETMLTIPGNPPNLLR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 20 1076.0582 2 2150.1018 -0.0023 60.52 R L 0

5163 LDAEGETMLTIPGNPPNLLRLPK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 84 830.4532 3 2488.3378 0.0018 59.37 R G 0

5164 LDDIAAWTYR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 74 612.3062 2 1222.5978 -0.0003 48.55 R A 0

5165 LDDLFIDGLVHVSSLDNDYYR JW5741 ECK4175 rnr exoribonuclease R, RNase R 36 823.7365 3 2468.1877 0.0016 70.88 R F 0

5166 LDDLSTGAR JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 61 474.2435 2 946.4724 0.0005 23.62 K S 0

5167 LDDNTIEISVTPNR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 40 793.9040 2 1585.7934 -0.0014 41.79 K A 0

5168 LDDTSSEFNTQR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 38 706.8184 2 1411.6222 0.0007 27.23 R V 0

5169 LDEAQEAAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 56 501.7462 2 1001.4778 0.0000 18.81 R F 0

5170 LDEDEQYR JW2462 ECK2473 nlpB lipoprotein 55 534.2351 2 1066.4556 -0.0011 21.82 R G 0

5171 LDEFETVGNTIR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 71 697.3513 2 1392.6880 -0.0005 44.82 R A 0

5172 LDEGCTERDDVNFLK 57.021465@C:5 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 24 604.2805 3 1809.8197 -0.0007 37.89 R H 0

5173 LDELAHNALVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 55 611.8427 2 1221.6708 -0.0008 31.42 R G 0

5174 LDELIASHQAGVIGWQVCR 57.021465@C:18 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 25 718.0390 3 2151.0952 0.0056 49.49 R E 0

5175 LDESGIVYIGAEVTGGDILVGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 25 1103.0857 2 2204.1568 -0.0007 67.46 K V 0

5176 LDESVNR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 31 416.7116 2 831.4086 0.0000 19.95 K V 0

5177 LDEVYALYADPDADFDKLAAEQGR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 45 895.7610 3 2684.2612 0.0006 58.48 R L 0

5178 LDFAVPVADKDEHGLQFYIGLGPEL JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 44 915.1389 3 2742.3949 0.0044 69.05 K - 0

5179 LDFCNLDVNDTAAFSR 57.021465@C:4 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 104 929.4258 2 1856.8370 0.0008 55.17 R L 0

5180 LDFQGTESLNTLR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 49 747.3831 2 1492.7516 -0.0005 45.93 K D 0

5181 LDFQGTESLNTLRDR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 16 588.9679 3 1763.8819 0.0016 42.29 K I 0

5182 LDGASLHFAPLEFPAVADFECTTALVEAAK 57.021465@C:21 JW3808 ECK3825 udp uridine phosphorylase 39 1064.1967 3 3189.5683 -0.0010 75.64 R S 0

5183 LDGLSDAFSVFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 103 663.8387 2 1325.6628 0.0012 60.93 R C 0

5184 LDGPVTGNGK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 44 479.2535 2 956.4924 -0.0004 12.49 R I 0

5185 LDGRPVMIIGHQK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 49 488.6097 3 1462.8073 -0.0004 30.74 R G 0

5186 LDGTQFQLK JW1178 ECK1177 dadA D-amino acid dehydrogenase 59 525.2850 2 1048.5554 0.0002 38.14 R W 0

5187 LDHESVPQLIDNLLSVR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 38 650.0219 3 1947.0439 0.0013 71.23 R T 0

5188 LDHLGKEVLESR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 43 465.9245 3 1394.7517 -0.0002 28.32 K L 0

5189 LDIFTQSLENGAAQQGIEVSLLNEK JW2504 ECK2516 yfhM conserved protein 100 906.4714 3 2716.3924 0.0004 66.50 R G 0

5190 LDISVNWQGAAK JW5283 ECK1749 ydjY predicted protein 98 651.3456 2 1300.6766 -0.0009 46.89 K A 0

5191 LDITRLPK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 39 478.2997 2 954.5848 -0.0014 33.82 R V 0

5192 LDKGGLPGCVEVCPAGAVIFGTREELMAEAK 57.021465@C:9,57.021465@C:13 JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 19 819.4130 4 3273.6229 0.0032 58.23 R K 0

5193 LDKNDAAVLLVDHQAGLLSLVR JW0880 ECK0888 ycaC predicted hydrolase 82 787.4482 3 2359.3228 0.0005 59.99 R D 0

5194 LDKPLLEAAR JW1111 ECK1111 potB polyamine transporter subunit -!- membrane component of ABC superfamily 42 375.8922 3 1124.6548 -0.0005 28.74 K D 0

5195 LDLDTASSQLADDVYEVVLR JW3584 ECK3599 secB protein export chaperone 91 1111.5638 2 2221.1130 0.0017 77.98 K V 0

5196 LDLENAILIHDPQLELAPQR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 66 766.7532 3 2297.2378 -0.0001 59.64 R E 0

5197 LDLENAILIHDPQLELAPQREK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 77 852.4658 3 2554.3756 0.0002 55.56 R E 0

5198 LDLNPGGK JW1823 ECK1833 yebT conserved protein 28 407.2267 2 812.4388 -0.0004 28.87 K V 0

5199 LDLNPGGKVTGEMTVDPSVVTLLR JW1823 ECK1833 yebT conserved protein 31 837.7889 3 2510.3449 0.0036 60.37 K E 0

5200 LDLSASR JW3071 ECK3091 yqjK conserved protein 48 381.2111 2 760.4076 -0.0003 24.75 R R 0

5201 LDLSASRR JW3071 ECK3091 yqjK conserved protein 25 459.2610 2 916.5074 -0.0016 22.77 R E 0

5202 LDLVYLPMGVTTPDIWGGNR 15.994915@M:8 JW0120 ECK0123 gcd glucose dehydrogenase 64 1117.0697 2 2232.1248 -0.0001 65.93 K T 0

5203 LDLVYLPMGVTTPDIWGGNRTPEQER JW0120 ECK0123 gcd glucose dehydrogenase 47 986.4982 3 2956.4728 -0.0026 65.25 K Y 0

5204 LDLYGKVDGLHYFSDNK JW2203 ECK2207 ompC outer membrane porin protein C 43 661.9984 3 1982.9734 -0.0004 47.56 K D 0

5205 LDLYGKVDGLHYFSDNKDVDGDQTYMR JW2203 ECK2207 ompC outer membrane porin protein C 60 791.8707 4 3163.4537 -0.0019 49.89 K L 0

5206 LDLYITVK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 52 482.7896 2 963.5646 0.0004 45.79 K G 0
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5207 LDMLNEELSDKER JW2573 ECK2590 clpB protein disaggregation chaperone 23 531.2593 3 1590.7561 0.0003 40.30 R Q 0

5208 LDNIAVITIDVPGEK JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 74 798.9458 2 1595.8770 0.0001 56.60 R M 0

5209 LDNILFDQGR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 28 595.8113 2 1189.6080 -0.0011 47.95 R I 0

5210 LDNLHVAMVGDLK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 50 475.5905 3 1423.7497 0.0002 42.07 R Y 0

5211 LDNMATK JW1667 ECK1673 lpp murein lipoprotein 51 396.6994 2 791.3842 -0.0004 19.32 R Y 0

5212 LDNMATKYR JW1667 ECK1673 lpp murein lipoprotein 37 556.2808 2 1110.5470 -0.0020 21.62 R K 0

5213 LDNMATKYRK JW1667 ECK1673 lpp murein lipoprotein 15 413.8885 3 1238.6437 -0.0006 20.59 R - 0

5214 LDNQYYTEAEASLAR JW5837 ECK2081 yegR predicted protein 41 872.4132 2 1742.8118 0.0007 47.06 K G 0

5215 LDNVATSNSSIEYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 83 784.8816 2 1567.7486 0.0008 32.93 R R 0

5216 LDNVVYR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 46 439.7397 2 877.4648 -0.0009 25.35 R M 0

5217 LDPIYVDLTQSVQDFLR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 107 1011.5319 2 2021.0492 0.0023 80.20 R M 0

5218 LDQAISLLSSASSQVK JW2479 ECK2490 yfgC predicted peptidase 36 823.9507 2 1645.8868 -0.0017 49.79 R L 0

5219 LDQMMESVSQLLQLAR JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 40 931.4801 2 1860.9456 0.0019 75.33 R A 0

5220 LDSMINDLLVMSR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 97 753.8870 2 1505.7594 0.0012 64.50 R N 0

5221 LDSSLTWDTR JW1490 ECK1489 yddB predicted porin protein 26 597.2918 2 1192.5690 -0.0034 39.13 K L 0

5222 LDSVIESPQVDVSVAAFR JW0966 ECK0974 yccZ predicted exopolysaccharide export protein 32 966.5071 2 1930.9996 -0.0003 54.89 R S 0

5223 LDTATVASLGEAIGVLEQQSDLK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 43 786.7524 3 2357.2354 0.0028 71.89 K G 0

5224 LDVALLPLLSHQLSVK JW2049 ECK2058 asmA predicted assembly protein 82 873.5298 2 1745.0450 -0.0001 62.56 R Q 0

5225 LDVGTGYQYWYGLPNFYTITR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 77 1264.1186 2 2526.2226 0.0007 70.14 R Y 0

5226 LDVKDIVTDSR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 77 630.8426 2 1259.6706 -0.0015 39.93 R G 0

5227 LDVLTGHTATNTR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 37 466.9155 3 1397.7247 -0.0016 27.61 R V 0

5228 LDVNTCGLLLFTTDGELANR 57.021465@C:6 JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 72 1111.5605 2 2221.1064 0.0015 65.11 R L 0

5229 LDVPLLVEVGSGENWDQAH JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 85 1039.5130 2 2077.0114 -0.0001 65.49 R - 0

5230 LDVSTTESLLIDK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 106 717.3903 2 1432.7660 0.0000 51.77 R A 0

5231 LDVSTTESLLIDKAQQLTLTAPEMTALVGGMR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 49 851.4525 4 3401.7809 0.0023 80.03 R V 0

5232 LEAIAQIK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 49 443.2734 2 884.5322 -0.0008 31.46 R E 0

5233 LEALFYGLGSDGSVSATK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 78 907.9625 2 1813.9104 0.0007 55.33 K N 0

5234 LEAVGLR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 37 379.2318 2 756.4490 -0.0003 28.10 K G 0

5235 LEDNLPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 37 428.7296 2 855.4446 -0.0004 27.67 R L 0

5236 LEDQPAVQQAATEVR JW2660 ECK2679 emrA multidrug efflux system 73 827.9220 2 1653.8294 -0.0027 32.80 K N 0

5237 LEDTGMGEQMQEYAVSQVLHWFR JW5146 ECK1019 ycdW 2-ketoacid reductase 49 918.7590 3 2753.2552 -0.0027 75.73 R R 0

5238 LEEGLNPNAILVPQQGVTR JW0452 ECK0457 acrA multidrug efflux system 63 1024.5604 2 2047.1062 0.0000 48.80 R T 0

5239 LEEGLVELR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 51 529.2982 2 1056.5818 0.0004 40.82 R G 0

5240 LEEITSGDLIVDGLK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 23 801.4354 2 1600.8562 0.0002 56.37 K V 0

5241 LEELFVSLVNEK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 78 710.3895 2 1418.7644 -0.0013 57.08 R Q 0

5242 LEEQNEVVAEAIER JW0907 ECK0915 mukB fused chromosome partitioning proteins 91 814.9103 2 1627.8060 0.0008 41.00 R Q 0

5243 LEFIINR JW1692 ECK1700 pps phosphoenolpyruvate synthase 23 452.7662 2 903.5178 0.0000 42.45 R M 0

5244 LEFSIYR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 33 464.2506 2 926.4866 0.0006 44.01 R Y 0

5245 LEFYQVPDLQYIVSR JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 81 935.4909 2 1868.9672 0.0001 65.92 R S 0

5246 LEGDVESR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 54 452.7222 2 903.4298 0.0000 19.07 K Q 0

5247 LEGGEGSVKAAR JW5487 ECK2973 glcE glycolate oxidase FAD binding subunit 18 587.3146 2 1172.6146 -0.0003 38.43 R E 0

5248 LEGGNDVSLK JW1666 ECK1672 pykF pyruvate kinase I 52 516.2720 2 1030.5294 0.0000 24.08 K A 0

5249 LEGNNAELGAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 50 558.2882 2 1114.5618 0.0000 18.03 R K 0

5250 LEGPIVEDILQFELENLPGQSAAR JW0772 ECK0778 ybhO cardiolipin synthase 2 56 1319.6910 2 2637.3674 0.0024 78.36 R R 0

5251 LEGVQTQDGYDEMVK JW5127 ECK0943 ymbA conserved protein 77 856.3955 2 1710.7764 -0.0007 38.98 R V 0

5252 LEGVTAEVVK JW3619 ECK3634 yicC conserved protein 56 522.8006 2 1043.5866 0.0003 31.68 R V 0

5253 LEGYQEDQAK JW1606 ECK1609 ydgA conserved protein 18 590.7773 2 1179.5400 -0.0007 16.50 K K 0

5254 LEHNPGKYIPEELRK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 13 608.3330 3 1821.9772 0.0036 64.34 K A 0

5255 LEHQLQLLQEAVNSK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 69 583.9884 3 1748.9434 0.0012 46.91 R R 0

5256 LEHQLQLLQEAVNSKR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 29 636.0214 3 1905.0424 -0.0007 42.86 R L 0

5257 LEIATVPLDSGARPTLGEPSR JW1795 ECK1804 yeaY predicted lipoprotein 24 727.0618 3 2178.1636 -0.0008 47.66 R G 0

5258 LEIIDNPNDAEMAIVLGDSIPNDSALNGK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 51 1013.5048 3 3037.4926 0.0014 66.20 K N 0

5259 LEKGEVLENLIPEAFAVVR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 25 709.4004 3 2125.1794 0.0009 66.85 R E 0

5260 LELNYDNFMEEFTAILHR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 38 752.3653 3 2254.0741 0.0012 77.20 K Q 0

5261 LELPSGAGLTADSTPLMYQGLEVGQLTK JW1823 ECK1833 yebT conserved protein 69 963.8359 3 2888.4859 0.0018 65.62 K L 0

5262 LELPSLQDFGALLEEQSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 76 1009.0285 2 2016.0424 0.0009 75.89 K E 0

5263 LENIRQWVNLPLVLHGASGLSTK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 24 637.1121 4 2544.4193 0.0015 58.56 R D 0

5264 LENLQAVGPAFDLDYDQNR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 82 1089.5276 2 2177.0406 0.0017 54.38 R A 0

5265 LENQHFDEITK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 63 687.3382 2 1372.6618 -0.0004 27.90 K A 0

5266 LENQLSPATDVAVVPHSSAAKE JW1271 ECK1274 yciS conserved inner membrane protein 59 755.0564 3 2262.1474 -0.0018 38.55 R - 0

5267 LENSLGGIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 18 465.7666 2 929.5186 0.0005 28.28 K D 0

5268 LENVEIGTILK JW2049 ECK2058 asmA predicted assembly protein 92 614.8611 2 1227.7076 0.0002 48.82 R A 0

5269 LENVSVGCCGMAGTYGHEAK 57.021465@C:8,57.021465@C:9 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 16 713.9794 3 2138.9164 -0.0019 34.36 K N 0

5270 LENWPPASIADE JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 45 671.3207 2 1340.6268 0.0020 51.07 R - 0

5271 LEPDATATGNNDNEKEGTDSVSIHFNSTK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 16 773.6075 4 3090.4009 -0.0004 36.03 R I 0

5272 LEPIVSVLQSDPEQFEQLKEDYAYSQQMQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 84 1200.2504 3 3597.7294 -0.0003 65.02 K D 0

5273 LEQASGLITVTDATTLAK JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 64 916.5048 2 1830.9950 0.0012 50.78 R E 0

5274 LEQAWPDSLADGQLIKDDEGRDQLK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 46 947.4742 3 2839.4008 0.0019 49.01 R A 0

5275 LEQFEVNQQR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 56 645.8256 2 1289.6366 0.0002 29.64 R D 0

5276 LEQQALMK JW2573 ECK2590 clpB protein disaggregation chaperone 55 480.7627 2 959.5108 -0.0002 24.25 K E 0

5277 LESPGGMVHGYGLAASQLQR JW1264 ECK1266 sohB predicted inner membrane peptidase 53 691.0179 3 2070.0319 0.0004 43.16 R L 0

5278 LESQISTLYGGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 59 662.3490 2 1322.6834 0.0004 40.12 K L 0

5279 LESVYPAGFELLDGGK JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 67 847.9360 2 1693.8574 0.0012 59.84 R S 0

5280 LETIEGSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 18 438.7370 2 875.4594 -0.0005 17.56 K G 0

5281 LETWGLPLSEAK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 58 672.3640 2 1342.7134 0.0002 50.94 R E 0

5282 LEVEESQPLVNAVWIDLVEPDDDER JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 56 1455.2068 2 2908.3990 0.0013 73.53 R L 0

5283 LEVEESQPLVNAVWIDLVEPDDDERLR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 64 1060.2010 3 3177.5812 -0.0019 71.29 R V 0

5284 LEVIDAR JW3630 ECK3645 yicH conserved protein 41 408.2347 2 814.4548 0.0000 27.93 R L 0

5285 LEVNEDR JW2573 ECK2590 clpB protein disaggregation chaperone 36 437.7167 2 873.4188 -0.0004 21.37 R I 0

5286 LEVNEDRIVAVQ JW2573 ECK2590 clpB protein disaggregation chaperone 41 692.8753 2 1383.7360 0.0002 39.06 R - 0

5287 LEYQWTNNIGDAHTIGTRPDNGMLSLGVSYR 15.994915@M:23 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 74 1165.5642 3 3493.6708 0.0022 50.85 R F 0

5288 LEYSDVK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 45 427.2184 2 852.4222 -0.0007 24.27 R I 0

5289 LFAAAGQK JW0462 ECK0467 htpG molecular chaperone HSP90 family 21 403.2318 2 804.4490 -0.0004 23.74 K V 0

5290 LFAAYAR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 15 406.2256 2 810.4366 -0.0022 32.14 K A 0

5291 LFADAFSK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 39 449.7370 2 897.4594 -0.0002 41.62 K D 0

5292 LFADAFSKDPDFYAFIR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 83 675.0036 3 2021.9890 0.0004 65.64 K S 0

5293 LFAEQVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 42 431.7425 2 861.4704 -0.0003 28.50 K T 0

5294 LFAGNATPELAQR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 89 694.3699 2 1386.7252 -0.0002 36.97 K I 0

5295 LFALDAASGK JW0120 ECK0123 gcd glucose dehydrogenase 59 496.7742 2 991.5338 0.0001 40.73 R E 0

5296 LFALDAASGKEK JW0120 ECK0123 gcd glucose dehydrogenase 43 625.3424 2 1248.6702 -0.0012 35.90 R W 0

5297 LFAVDQR JW2448 ECK2459 talA transaldolase A 41 424.7347 2 847.4548 -0.0003 30.44 R K 0

5298 LFDDAGLILVDFK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 50 733.4010 2 1464.7874 0.0011 68.00 K L 0

5299 LFDPFFQVGTGVQR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 91 805.9195 2 1609.8244 -0.0008 60.10 R N 0

5300 LFDWGGAENLAYATLVDEGIPVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 21 1253.6334 2 2505.2522 -0.0018 75.44 K L 0

5301 LFDYLTDTGNLPR JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 97 762.8884 2 1523.7622 0.0002 53.52 R I 0

5302 LFEEFNR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 30 477.7377 2 953.4608 0.0001 40.38 R V 0

5303 LFEGSENFKR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 18 409.5433 3 1225.6081 -0.0009 29.85 K D 0

5304 LFETSENGLDYFTSVPAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 89 1023.4949 2 2044.9752 0.0011 56.13 R F 0

5305 LFFDNQLATLLEDQEK JW3221 ECK3240 yhdA conserved inner membrane protein 29 962.4891 2 1922.9636 0.0011 68.95 R V 0

5306 LFGEYYYSPDSLSSGIQSYEEANAGAR JW5371 ECK2243 yfaZ predicted outer membrane porin protein 141 1487.6727 2 2973.3308 0.0004 60.56 R Y 0

5307 LFGGQHLVIAQQSLDR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 56 594.6589 3 1780.9549 -0.0035 43.26 R L 0

5308 LFGHDKAER JW5676 ECK3471 rbbA fused ribosome-associated ATPases 13 358.1893 3 1071.5461 -0.0001 19.18 R E 0

5309 LFGSIGTR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 54 425.7428 2 849.4710 0.0002 34.83 K D 0

5310 LFGVTTLDIIR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 48 624.3720 2 1246.7294 0.0009 60.01 K S 0

5311 LFHDYLDLHR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 41 664.8408 2 1327.6670 -0.0002 40.99 K S 0

5312 LFHIPEAEIPAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 38 464.9251 3 1391.7535 -0.0025 45.35 R V 0

5313 LFIDDMSAIGQSLDK JW3809 ECK3826 rmuC predicted recombination limiting protein 78 826.9140 2 1651.8134 0.0008 60.84 R A 0

5314 LFIDDMSAIGQSLDKAQDNYR JW3809 ECK3826 rmuC predicted recombination limiting protein 82 800.7209 3 2399.1409 -0.0017 61.81 R Q 0

5315 LFIDNFDKYTDTPAGAALVAAGPKL JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 70 870.1275 3 2607.3607 0.0023 64.12 K - 0

5316 LFIVQARPETVR JW1692 ECK1700 pps phosphoenolpyruvate synthase 28 476.9488 3 1427.8246 -0.0004 37.26 K S 0

5317 LFKEFAK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 32 441.7579 2 881.5012 0.0001 29.60 R A 0

5318 LFLCCADNLISGNAFK 57.021465@C:4,57.021465@C:5 JW2507 ECK2520 pepB aminopeptidase B 83 921.9477 2 1841.8808 0.0005 59.88 K L 0

5319 LFLIPEEYSPPQVLVDTDR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 65 1116.0834 2 2230.1522 0.0001 66.68 K F 0

5320 LFLIPEEYSPPQVLVDTDRFLEMNR 15.994915@M:23 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 29 1013.1834 3 3036.5284 0.0018 74.59 K Q 0

5321 LFNDADIDRIR JW2115 ECK2119 mlrA DNA-binding transcriptional regulator 16 449.9052 3 1346.6938 -0.0004 40.62 R E 0

5322 LFNELGPR JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 66 473.2609 2 944.5072 -0.0008 37.76 K F 0

5323 LFNGEVTLR JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 46 524.7930 2 1047.5714 0.0002 39.86 R N 0

5324 LFNLQSK JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 32 425.2449 2 848.4752 -0.0003 33.73 R K 0

5325 LFNPFSFR JW5150 ECK1032 ymdC predicted hydrolase 21 514.2717 2 1026.5288 0.0002 57.12 R L 0

5326 LFNVIGTFAANSEVDGYEMLVNIEDASR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 16 1025.4957 3 3073.4653 -0.0050 80.23 R L 0

5327 LFPNANWYER JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 28 655.3200 2 1308.6254 0.0003 46.89 K E 0

5328 LFQPMSAPWR JW3967 ECK3995 zraS sensory histidine kinase in two-component regulatory system with ZraR 33 616.8160 2 1231.6174 0.0002 49.41 R H 0

5329 LFRQELR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 16 321.1911 3 960.5515 0.0009 25.88 R D 0

5330 LFSGMQR JW2500 ECK2512 yfgA conserved protein 45 419.7161 2 837.4176 0.0009 27.98 K K 0
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5331 LFSNPNSK JW2314 ECK2311 dedA conserved inner membrane protein 18 453.7368 2 905.4590 -0.0016 21.59 K I 0

5332 LFSQSPPVALDQR JW5184 ECK1179 cvrA predicted cation/proton antiporter 35 729.3917 2 1456.7688 0.0015 41.24 K F 0

5333 LFSSINR JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 29 418.7351 2 835.4556 0.0004 29.79 R T 0

5334 LFTPAAK JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 23 374.2235 2 746.4324 -0.0003 24.74 R F 0

5335 LFVGLQHAR JW2415 ECK2417 cysA sulfate/thiosulfate transporter subunit -!- ATP-binding component of ABC superfamily 26 347.5382 3 1039.5928 0.0001 32.46 R L 0

5336 LFVTSNFHLDPSSMQLGSNVPFPR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 21 897.4518 3 2689.3336 0.0013 62.83 R Q 0

5337 LFVVDAFCGANPDTR 57.021465@C:8 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 22 841.4048 2 1680.7950 0.0020 53.74 R L 0

5338 LFWLSQTPFEQR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 35 776.4014 2 1550.7882 0.0000 61.03 R H 0

5339 LFYLISEDMTEPYEAR JW5756 ECK4245 yjgK conserved protein 75 988.9697 2 1975.9248 0.0012 60.22 R R 0

5340 LFYNDFQADDADLSDYTNK JW0172 ECK0176 yaeT conserved protein 111 1127.9936 2 2253.9726 0.0025 56.46 R S 0

5341 LGAAGVVVAGSGVQAIFGTK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 116 901.5123 2 1801.0100 0.0002 56.08 K S 0

5342 LGAAVATLK JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 19 422.2687 2 842.5228 0.0003 28.47 K S 0

5343 LGADGDFAQGYVIAHEVGHHVQK JW2460 ECK2471 ypfJ conserved protein 30 612.8065 4 2447.1969 -0.0014 43.00 K L 0

5344 LGADGNALFR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 55 517.2742 2 1032.5338 -0.0014 37.73 K Q 0

5345 LGADVVGAIPHFEFTR JW0328 ECK0334 codA cytosine deaminase 79 576.9736 3 1727.8990 -0.0005 55.46 R E 0

5346 LGAENIFLGR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 81 545.3060 2 1088.5974 -0.0004 48.03 K K 0

5347 LGAENIFLGRK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 53 609.3536 2 1216.6926 -0.0001 40.10 K A 0

5348 LGAFFIR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 40 412.2448 2 822.4750 -0.0001 47.80 R R 0

5349 LGAFSVVEGK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 67 503.7823 2 1005.5500 0.0005 40.33 R A 0

5350 LGAMATINQVIDQETAQLVAEEMGHK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 103 933.1345 3 2796.3817 0.0030 72.51 K V 0

5351 LGAMLDQK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 59 438.2363 2 874.4580 -0.0001 26.88 R N 0

5352 LGANPVPLQLAIGAEEHFTGVVDLVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 25 896.4972 3 2686.4698 0.0004 73.24 R M 0

5353 LGAPSNHTHLALSR JW3783 ECK3805 yigA conserved protein 19 369.2027 4 1472.7817 -0.0031 25.83 R Q 0

5354 LGASGVVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 64 365.7262 2 729.4378 -0.0007 21.51 R L 0

5355 LGASVVGFSDSANTSLGK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 45 855.4393 2 1708.8640 0.0008 42.95 R K 0

5356 LGDILSQLYLASAVLK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 114 852.5011 2 1702.9876 0.0007 74.04 R R 0

5357 LGDILSQLYLASAVLKR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 48 620.7038 3 1859.0896 0.0017 69.27 R Y 0

5358 LGDLPTSGQIR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 61 578.8191 2 1155.6236 -0.0012 33.75 K L 0

5359 LGDNADVIPGDSNDSSVLK JW1242 ECK1244 kch voltage-gated potassium channel 50 958.4664 2 1914.9182 0.0011 41.53 R K 0

5360 LGDNADVIPGDSNDSSVLKK JW1242 ECK1244 kch voltage-gated potassium channel 43 682.0115 3 2043.0127 0.0006 36.12 R A 0

5361 LGDRVEVTPGLK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 40 428.5818 3 1282.7236 -0.0010 31.09 K I 0

5362 LGDSVTIWHQSGK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 57 476.5805 3 1426.7197 -0.0007 34.11 K G 0

5363 LGDVATVTDSVQDVR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 82 787.9050 2 1573.7954 0.0006 40.80 R N 0

5364 LGEAMQAVQFGNPAER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 86 859.4198 2 1716.8250 -0.0002 43.17 R N 0

5365 LGEAMQAVQFGNPAERNDIAMGPLINAAALER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 107 1123.2345 3 3366.6817 0.0006 60.96 R V 0

5366 LGEFTMPEHK JW4359 ECK4388 rob DNA-binding transcriptional activator 49 594.7891 2 1187.5636 -0.0009 32.89 R F 0

5367 LGEGDKVVSLIVPR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 41 494.6277 3 1480.8613 0.0000 46.26 R G 0

5368 LGEGTLITLR JW1336 ECK1339 ydaN predicted Zn(II) transporter 14 536.8215 2 1071.6284 -0.0003 43.37 R C 0

5369 LGELLEALK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 13 493.2999 2 984.5852 -0.0002 49.87 K Q 0

5370 LGEPVFDVQECQIR 57.021465@C:11 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 72 845.4171 2 1688.8196 0.0004 47.89 R G 0

5371 LGETGDAIAK JW3069 ECK3089 yqjD conserved protein 59 487.7614 2 973.5082 0.0003 22.34 R Q 0

5372 LGETGDAIAKQTR JW3069 ECK3089 yqjD conserved protein 39 453.9120 3 1358.7142 -0.0013 23.66 R V 0

5373 LGEVATDSKPR JW1264 ECK1266 sohB predicted inner membrane peptidase 62 586.8173 2 1171.6200 0.0004 19.99 K V 0

5374 LGFAIAHALDNSAPAVDGIEPELQSK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 95 1332.1879 2 2662.3612 0.0011 56.54 R I 0

5375 LGFFETVDTDTQR JW0172 ECK0176 yaeT conserved protein 75 764.8670 2 1527.7194 -0.0012 48.74 R V 0

5376 LGFFETVDTDTQRVPGSPDQVDVVYK JW0172 ECK0176 yaeT conserved protein 84 971.4821 3 2911.4245 0.0006 56.55 R V 0

5377 LGFIDFAR JW5403 ECK2507 der predicted GTP-binding protein 31 469.7584 2 937.5022 0.0000 52.51 R V 0

5378 LGFMSFYVK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 46 546.2838 2 1090.5530 0.0009 55.69 R A 0

5379 LGFQPDR JW1179 ECK1178 dadX alanine racemase 2, PLP-binding 13 416.7190 2 831.4234 -0.0005 36.24 R V 0

5380 LGFQPVLLPFSPNGK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 64 807.4562 2 1612.8978 0.0002 62.13 K A 0

5381 LGFTVAVESGAGQLASFDDK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 117 1006.5028 2 2010.9910 0.0012 59.06 K A 0

5382 LGGAEIAR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 54 393.7269 2 785.4392 -0.0002 21.66 R T 0

5383 LGGAEIARTEWYR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 30 761.3941 2 1520.7736 0.0002 39.34 R E 0

5384 LGGAQQHDSVR JW1248 ECK1250 ompW outer membrane protein W 38 584.2970 2 1166.5794 0.0003 14.08 K L 0

5385 LGGAQQHDSVRLDPWVFMFSAGYRF JW1248 ECK1250 ompW outer membrane protein W 63 962.1390 3 2883.3952 0.0037 70.00 K - 0

5386 LGGDEFCIILVDSTPQIAAQLPER 57.021465@C:7 JW5291 ECK1784 yeaJ predicted diguanylate cyclase 39 881.4553 3 2641.3441 0.0021 68.05 R I 0

5387 LGGELLR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 42 379.2319 2 756.4492 -0.0002 32.20 R Q 0

5388 LGGGLSAEALTEKDKADIK JW1843 ECK1855 pykA pyruvate kinase II 51 639.3497 3 1915.0273 0.0011 34.50 K T 0

5389 LGGGTVLQQK JW3116 ECK3135 yraM conserved protein 73 500.7930 2 999.5714 0.0002 25.83 K F 0

5390 LGGKIPK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 31 356.7397 2 711.4648 0.0006 19.31 K G 0

5391 LGGLGGGK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 19 329.6975 2 657.3804 -0.0005 20.80 K G 0

5392 LGGMSVK JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 13 346.1939 2 690.3732 -0.0002 23.18 R I 0

5393 LGGMVWR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 55 409.7209 2 817.4272 0.0003 37.92 R A 0

5394 LGGNSLLDLVVFGR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 80 730.4174 2 1458.8202 0.0008 70.28 R A 0

5395 LGIAQGDTVK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 39 501.2850 2 1000.5554 0.0001 25.90 K V 0

5396 LGIDTYTLLEEMASR JW1504 ECK1504 ydeV predicted sugar kinase 43 856.4333 2 1710.8520 0.0022 68.60 R V 0

5397 LGIDVQAANSLLNNAFGQR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 45 1001.0321 2 2000.0496 0.0058 64.73 R Q 0

5398 LGIEINRR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 29 485.7932 2 969.5718 0.0000 29.19 R D 0

5399 LGIFTPK JW2553 ECK2567 lepA GTP binding membrane protein 36 388.2391 2 774.4636 -0.0003 37.94 R Q 0

5400 LGINPDFYEKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 40 451.2383 3 1350.6931 0.0000 38.86 K D 0

5401 LGIQAFEPVLIEGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 67 757.4354 2 1512.8562 0.0011 58.31 R A 0

5402 LGISDEQVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 37 494.7691 2 987.5236 0.0000 29.08 K Q 0

5403 LGISMADVDNALYNAFGQR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 101 1028.0026 2 2053.9906 0.0015 72.55 R L 0

5404 LGIVKPWNSTWFANTK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 86 931.5011 2 1860.9876 -0.0009 53.14 R E 0

5405 LGIVKPWNSTWFANTKEFADNLDSDFK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 26 1048.5204 3 3142.5394 -0.0005 65.13 R V 0

5406 LGLALAEDEIDYLQDAFTK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 87 1063.0389 2 2124.0632 0.0006 77.63 R L 0

5407 LGLAYGGDGYDK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 29 614.7972 2 1227.5798 0.0027 35.61 K Q 0

5408 LGLCCALIHDPELLILDEPTTGVDPLSR 57.021465@C:4,57.021465@C:5 JW5676 ECK3471 rbbA fused ribosome-associated ATPases 85 1039.8709 3 3116.5909 0.0023 70.18 K S 0

5409 LGLEDRTEYYPAQLSGGQQQR JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 46 803.7312 3 2408.1718 -0.0002 41.61 R V 0

5410 LGLGGPIGSGR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 59 492.2849 2 982.5552 -0.0008 35.51 R Q 0

5411 LGLIEVQAPILSR JW3722 ECK3738 asnA asparagine synthetase A 20 704.9301 2 1407.8456 0.0008 54.94 R V 0

5412 LGLMAGYQESR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 77 612.8060 2 1223.5974 0.0006 38.05 R Y 0

5413 LGLTNTTFQTVHGLDAPGQFSTAR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 91 844.7662 3 2531.2768 -0.0003 49.72 K D 0

5414 LGLVDDVVPHSILLEAAVELAK JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 125 767.7744 3 2300.3014 0.0023 73.12 K K 0

5415 LGLVDDVVPHSILLEAAVELAKK JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 15 608.1056 4 2428.3933 -0.0009 68.89 K E 0

5416 LGMDRDIIVNK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 16 637.3499 2 1272.6852 -0.0008 33.08 K V 0

5417 LGMKPGEAIEHPWVTK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 44 598.3186 3 1791.9340 -0.0003 39.12 K A 0

5418 LGNECETYAELK 57.021465@C:5 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 72 713.8293 2 1425.6440 -0.0005 32.36 R L 0

5419 LGNFINGELWGR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 54 688.3598 2 1374.7050 0.0007 54.32 R V 0

5420 LGNSVDVAMTGK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 91 596.3053 2 1190.5960 -0.0004 31.68 K A 0

5421 LGPEEITADIPNVGEAALSK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 93 1012.5313 2 2023.0480 0.0008 56.44 K L 0

5422 LGPLLYAEEEGEVFLGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 104 946.4948 2 1890.9750 0.0023 83.69 K S 0

5423 LGPSAMQSEQPTQQQG JW0960 ECK0969 appC cytochrome bd-II oxidase, subunit I 55 843.8916 2 1685.7686 0.0008 31.18 R - 0

5424 LGPSSLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 40 351.2128 2 700.4110 -0.0008 24.36 R T 0

5425 LGPYEFICTGRPDEGIPAVCFK 57.021465@C:8,57.021465@C:20 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 70 1263.6119 2 2525.2092 0.0010 57.67 K L JW3485

5426 LGPYEFICTGRPDEGIPAVCFK 57.021465@C:8,57.021465@C:20 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 66 1263.6115 2 2525.2084 0.0002 58.47 K L JW3485

5427 LGQEVWK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 40 430.2370 2 858.4594 -0.0005 29.92 K E 0

5428 LGQSATTLSGGEAQR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 60 738.3762 2 1474.7378 0.0003 23.53 R V 0

5429 LGSIGSDLGASIK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 81 609.3399 2 1216.6652 -0.0011 41.66 K G 0

5430 LGSNSLAELVVFGR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 119 731.4068 2 1460.7990 0.0004 60.70 R L 0

5431 LGSQFHIPHGLANALLICNVIR 57.021465@C:18 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 90 815.1185 3 2442.3337 0.0020 58.90 K Y 0

5432 LGSQIYAMAGMQTR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 50 763.8765 2 1525.7384 0.0003 43.65 R L 0

5433 LGSTLVIPLRGENQR JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 22 551.6532 3 1651.9378 0.0009 40.58 K V 0

5434 LGTAEIESALVAHPK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 60 512.6190 3 1534.8352 -0.0002 42.46 R I 0

5435 LGTALAMAVDHEINMVSLVR 15.994915@M:15 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 69 719.3788 3 2155.1146 0.0016 60.79 R N 0

5436 LGTEYVIALIPLGGYVK JW0171 ECK0175 yaeL zinc metallopeptidase 57 903.5246 2 1805.0346 0.0007 68.85 K M 0

5437 LGTFSQIR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 20 461.2615 2 920.5084 0.0004 33.34 R T 0

5438 LGTLTGNTPLNQAQNFALQSDSAR JW4120 ECK4155 yjeP predicted mechanosensitive channel 34 839.7612 3 2516.2618 -0.0001 53.47 R L 0

5439 LGTQANNMHVWSDATGQK JW5682 ECK3456 dcrB periplasmic protein 85 979.4628 2 1956.9110 -0.0001 35.33 K A 0

5440 LGTSVLTGGSR JW0232 ECK0243 proB gamma-glutamate kinase 23 524.2931 2 1046.5716 -0.0004 29.77 K R 0

5441 LGTTTPAGYTDLLVNYTYR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 99 1060.0396 2 2118.0646 0.0013 57.04 R I 0

5442 LGVAFNQMADNINALIASK JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 91 995.5246 2 1989.0346 -0.0006 67.08 R K 0

5443 LGVAFNQMADNINALIASKK JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 76 706.7180 3 2117.1322 0.0020 62.05 R Q 0

5444 LGVDIDNLLCSQPDTGEQALEICDALAR 57.021465@C:10,57.021465@C:23 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 70 1029.4987 3 3085.4743 0.0046 70.12 K S 0

5445 LGVDPLTCVALEDSVNGMIASKAAR 57.021465@C:8 JW1716 ECK1725 yniC predicted hydrolase 13 863.1129 3 2586.3169 0.0022 58.13 K M 0

5446 LGVDVYAVSTDTHFTHK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 77 630.6516 3 1888.9330 0.0008 41.82 K A 0

5447 LGVENDIALLNYLSSVTLSPADKD JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 100 1274.1632 2 2546.3118 0.0003 78.50 K - 0

5448 LGVEQQFTEGR JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 66 632.3197 2 1262.6248 -0.0007 34.08 R T 0

5449 LGVGSDDTVAVGIVYQF JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 35 870.4468 2 1738.8790 0.0012 66.49 K - 0

5450 LGVHDSSLVDPNIK JW2422 ECK2424 murP fused predicted enzyme IIBC components of PTS 30 747.4014 2 1492.7882 -0.0003 35.16 R T 0

5451 LGVLGDWSHPYLTMDFK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 57 660.3300 3 1977.9682 0.0023 63.12 R T 0

5452 LGVLLNNQR JW2487 ECK2498 ppx exopolyphosphatase 29 513.8062 2 1025.5978 -0.0003 34.34 R Q 0

5453 LGVNAGTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 53 394.2246 2 786.4346 -0.0002 20.75 K V 0

5454 LGVSHTAIANK JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 15 555.8166 2 1109.6186 -0.0006 22.03 R L 0
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5455 LGVVALDPDALSISGLHNYVK JW5760 ECK4255 yjgQ conserved inner membrane protein 28 727.7356 3 2180.1850 0.0010 61.18 K Y 0

5456 LGVWQDILSR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 80 593.8332 2 1185.6518 0.0012 56.48 R R 0

5457 LGWHHPPFEIPK JW2449 ECK2460 tktB transketolase 2, thiamin-binding 24 486.5943 3 1456.7611 -0.0006 41.83 K E 0

5458 LGYDLQSGSPQLNAHR JW2453 ECK2464 narQ sensory histidine kinase in two-component regulatory system with NarP (NarL) 37 585.9637 3 1754.8693 -0.0007 35.41 R Q 0

5459 LGYEGPETPEAMTLFIR JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 29 962.4794 2 1922.9442 -0.0005 60.88 R Q 0

5460 LGYLSPMR JW5609 ECK3741 trkD potassium transporter 14 468.7522 2 935.4898 0.0000 37.89 R I 0

5461 LGYPITDDLDIYTR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 95 827.9198 2 1653.8250 0.0000 55.49 K L 0

5462 LGYVTPLAAGAFPLTR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 78 823.9675 2 1645.9204 0.0013 57.72 R R 0

5463 LHDVSEEVHR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 27 407.5387 3 1219.5943 -0.0002 20.86 K A 0

5464 LHDYYKDEVVKK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 31 512.9393 3 1535.7961 -0.0022 23.30 K L 0

5465 LHEEAMALPSEEEFAER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 33 663.3074 3 1986.9004 0.0011 44.00 K K 0

5466 LHEFGGDITK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 41 558.7878 2 1115.5610 -0.0001 28.76 R F 0

5467 LHFGSYHDVDSSELAFK JW3302 ECK3327 fusA protein chain elongation factor EF-G 62 976.4624 2 1950.9102 -0.0010 43.99 R L 0

5468 LHGYLPSR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 25 471.7610 2 941.5074 -0.0009 25.53 K Q 0

5469 LHIAAPTAGK JW2504 ECK2516 yfhM conserved protein 37 489.7904 2 977.5662 0.0005 25.66 K G 0

5470 LHIGDGLDNGVTIGPLIDEK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 49 692.7038 3 2075.0896 -0.0003 54.24 K A 0

5471 LHILGVMEQAINAPR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 133 831.4612 2 1660.9078 -0.0004 53.60 R G 0

5472 LHKPEEAAAMR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 57 418.2204 3 1251.6394 0.0002 19.97 R R 0

5473 LHLDIPLNGELVTAK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 41 816.9698 2 1631.9250 0.0004 51.57 R G 0

5474 LHLIANEPGTYDGISASYSGPGFSGMK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 109 1385.1642 2 2768.3138 0.0023 51.27 R F 0

5475 LHNGLVIVEMLPPIDVSQYGK JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 16 774.7559 3 2321.2459 0.0006 63.75 R D 0

5476 LHNGLVIVEMLPPIDVSQYGKDQVR JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 18 705.8833 4 2819.5041 0.0036 59.70 R E 0

5477 LHNLLLR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 30 439.7811 2 877.5476 -0.0021 32.18 R Y 0

5478 LHNYPQPR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 27 512.7697 2 1023.5248 -0.0001 19.22 K L 0

5479 LHQCGLPK 57.021465@C:4 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 43 476.7551 2 951.4956 -0.0003 19.83 R K 0

5480 LHQDDEIGMLVR JW5943 ECK3514 yhjK predicted diguanylate cyclase 67 713.3611 2 1424.7076 -0.0006 39.11 R S 0

5481 LHQSPTGNDIR JW0566 ECK0569 ybdG predicted mechanosensitive channel 39 619.3163 2 1236.6180 -0.0031 18.58 R S 0

5482 LHQWSDQPQFGLDFDNALSTTPQPNTWQR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 82 1143.2074 3 3426.6004 -0.0013 58.69 R R 0

5483 LHSLKPYTLK JW3597 ECK3612 rfaL O-antigen ligase 18 400.5763 3 1198.7071 -0.0005 27.24 K S 0

5484 LHSLLDEGSLVELGSELEPK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 96 1083.0710 2 2164.1274 0.0011 65.12 R D 0

5485 LHSLLDEGSLVELGSELEPKDVLK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 36 655.8577 4 2619.4017 0.0010 64.53 R F 0

5486 LHTVLER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 30 434.2549 2 866.4952 -0.0021 23.93 R L 0

5487 LHVHDENNECGIGDVVEIR 57.021465@C:10 JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 89 735.6831 3 2204.0275 -0.0004 38.28 K E 0

5488 LHYALVDEVDSILIDEAR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 27 691.0289 3 2070.0649 0.0016 71.05 K T 0

5489 LHYHAYLTAASR JW0107 ECK0110 ampE predicted inner membrane protein 41 468.2452 3 1401.7138 -0.0015 28.70 R N 0

5490 LIAAAPTAVAPEESGFYAR JW1700 ECK1708 btuE predicted glutathione peroxidase 32 967.5055 2 1932.9964 0.0020 46.19 K M 0

5491 LIAEAMDK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 49 445.7361 2 889.4576 -0.0002 26.61 K V 0

5492 LIAEAMDKVGK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 67 587.8271 2 1173.6396 -0.0030 31.48 K E 0

5493 LIAETAPDANNLLR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 63 755.9145 2 1509.8144 -0.0007 43.71 K Q 0

5494 LIAFDDAVR JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 40 510.2796 2 1018.5446 0.0000 41.10 R S 0

5495 LIAGILPDLLVK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 49 632.9160 2 1263.8174 0.0008 64.77 R G 0

5496 LIAGLETVDSGR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 85 615.8380 2 1229.6614 -0.0001 38.51 R I 0

5497 LIAGPEADAQVIELVR JW0815 ECK0821 yliC predicted peptide transporter subunit -!- membrane component of ABC superfamily 94 847.4778 2 1692.9410 0.0001 55.52 R Q 0

5498 LIAINAENGK JW0120 ECK0123 gcd glucose dehydrogenase 59 521.7981 2 1041.5816 -0.0001 28.85 R L 0

5499 LIAINAENGKLCETFANK 57.021465@C:12 JW0120 ECK0123 gcd glucose dehydrogenase 57 669.3505 3 2005.0297 -0.0007 43.28 R G 0

5500 LIAPLPAQHQAFNQAWTTAVTATQ JW5655 ECK3541 yiaF conserved protein 46 1289.6749 2 2577.3352 0.0012 56.87 K - 0

5501 LIAYVTGVQNVR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 53 666.8853 2 1331.7560 -0.0001 40.78 R D 0

5502 LICGIERPSAGK 57.021465@C:3 JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 22 434.2388 3 1299.6946 -0.0024 27.92 K I 0

5503 LIDDFLFVTTPR JW2635 ECK2654 ygaF predicted enzyme 51 718.8940 2 1435.7734 0.0024 62.43 K T 0

5504 LIDDIVK JW2660 ECK2679 emrA multidrug efflux system 43 408.2472 2 814.4798 -0.0001 34.78 K A 0

5505 LIDEALLDQYAR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 77 710.3779 2 1418.7412 0.0007 51.37 R E 0

5506 LIDEFGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 36 425.2271 2 848.4396 0.0004 33.14 K T 0

5507 LIDFNGGTLR JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 79 553.3023 2 1104.5900 -0.0027 41.83 R N 0

5508 LIDQATAEIVETAK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 107 751.4091 2 1500.8036 0.0001 43.61 R R 0

5509 LIDQATAEIVETAKR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 87 829.4592 2 1656.9038 -0.0008 42.45 R T 0

5510 LIDQLGPVSR JW1586 ECK1589 dgsA DNA-binding transcriptional repressor 58 549.3192 2 1096.6238 -0.0002 36.03 R I 0

5511 LIDQYGPISR JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 57 581.3168 2 1160.6190 0.0001 36.67 R I 0

5512 LIDSQDVETR JW2751 ECK2774 pyrG CTP synthetase 50 588.2984 2 1174.5822 -0.0007 26.76 K G 0

5513 LIDVSTCIGCK 57.021465@C:7,57.021465@C:10 JW1471 ECK1469 fdnH formate dehydrogenase-N, Fe-S (beta) subunit, nitrate-inducible 43 633.3148 2 1264.6150 -0.0005 39.71 K A 0

5514 LIDVTTCIGCK 57.021465@C:7,57.021465@C:10 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 50 640.3237 2 1278.6328 0.0017 39.35 K A 0

5515 LIDYGFHAPTMSFPVAGTLMVEPTESESK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 23 1052.1760 3 3153.5062 0.0021 64.28 R V 0

5516 LIEATQFSMAHQDVR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 28 582.6259 3 1744.8559 -0.0007 39.53 R Y 0

5517 LIEEAEER JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 39 494.7496 2 987.4846 -0.0026 21.03 K R 0

5518 LIEEEALK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 36 472.7685 2 943.5224 -0.0002 29.23 R E 0

5519 LIEEEALKENTQEVHAIVPVPIASYLLNEK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 33 848.2121 4 3388.8193 0.0065 65.62 R R 0

5520 LIEEEALKENTQEVHAIVPVPIASYLLNEKR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 62 887.2359 4 3544.9145 0.0005 59.86 R S 0

5521 LIELVGGR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 44 428.7662 2 855.5178 0.0001 38.23 R G 0

5522 LIEPLIR JW0915 ECK0923 pepN aminopeptidase N 35 427.2790 2 852.5434 0.0002 40.76 R L 0

5523 LIEQGNPDAVSVQYPLSELR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 78 1114.5815 2 2227.1484 0.0000 52.35 R Y 0

5524 LIEQQAVIAAL JW4215 ECK4251 valS valyl-tRNA synthetase 64 584.8509 2 1167.6872 0.0010 54.94 K - 0

5525 LIEVPVEYIAGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 72 665.8845 2 1329.7544 0.0000 51.95 K V 0

5526 LIFDKESHR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 41 572.8084 2 1143.6022 -0.0013 23.75 K V 0

5527 LIFIDKGR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 40 481.2948 2 960.5750 -0.0005 35.11 R I 0

5528 LIFTGGVAK JW0903 ECK0911 ycbC conserved inner membrane protein 34 453.2761 2 904.5376 -0.0006 35.71 K T 0

5529 LIGALLEDMVQHVELCDSGHQAVER 57.021465@C:16 JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 20 705.6010 4 2818.3749 0.0006 65.57 K A 0

5530 LIGDDEHGWDDDGVFNFEGGCYAK 57.021465@C:21 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 52 906.0468 3 2715.1186 0.0001 58.50 R T 0

5531 LIGGQIAPDHGEILFDGENIPAMSR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 77 884.1150 3 2649.3232 0.0009 54.98 R S 0

5532 LIGHHIADEQVTDILR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 34 610.6672 3 1828.9798 0.0003 41.52 R R 0

5533 LIGIMSR JW1615 ECK1618 add adenosine deaminase 33 395.2360 2 788.4574 -0.0004 35.91 K T 0

5534 LIGVSTALEMILTGK JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 88 773.4499 2 1544.8852 0.0006 75.00 R Q 0

5535 LIHEHCER 57.021465@C:6 JW2965 ECK2991 hybO hydrogenase 2, small subunit 28 547.2641 2 1092.5136 0.0002 13.87 R R 0

5536 LIHGQVATR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 43 497.7935 2 993.5724 0.0005 19.33 R W 0

5537 LIHIWSVPVEYLTR JW1218 ECK1221 narI nitrate reductase 1, gamma (cytochrome b(NR)) subunit 51 575.9948 3 1724.9626 0.0012 59.75 R K 0

5538 LIIDFKK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 26 438.7811 2 875.5476 -0.0004 36.58 K G 0

5539 LILDAAPDLR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 43 548.8201 2 1095.6256 -0.0032 44.97 R I 0

5540 LILSEDPQPTPLAWQR JW5701 ECK3346 yhfK conserved inner membrane protein 47 932.5026 2 1862.9906 0.0017 51.65 R M 0

5541 LINAVQDVYLDSK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 84 739.3982 2 1476.7818 -0.0005 44.68 K I 0

5542 LINDAYDSEYFATK JW3897 ECK3918 glpK glycerol kinase 50 825.3882 2 1648.7618 -0.0001 45.75 K V 0

5543 LINKEDAVVVDLR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 93 742.4274 2 1482.8402 -0.0003 39.41 R Q 0

5544 LINYLVEEFKK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 35 465.9342 3 1394.7808 0.0000 47.89 R D 0

5545 LIPAADISEQISTAGK JW5689 ECK3404 malP maltodextrin phosphorylase 60 807.4413 2 1612.8680 0.0008 45.67 K E 0

5546 LIPAGTGYAYHQDR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 103 781.3915 2 1560.7684 0.0000 29.54 R M 0

5547 LIPEELVPVQR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 18 646.8828 2 1291.7510 0.0011 47.69 K V 0

5548 LIQDDVNETAYNQIK JW2434 ECK2436 eutB ethanolamine ammonia-lyase, large subunit, heavy chain 84 882.4440 2 1762.8734 -0.0003 40.70 R N 0

5549 LIQDFDGIFNQTMR JW5241 ECK1484 yddV predicted diguanylate cyclase 33 849.4194 2 1696.8242 -0.0001 59.07 R N 0

5550 LIQIADEALYIAK JW5241 ECK1484 yddV predicted diguanylate cyclase 88 730.9215 2 1459.8284 -0.0001 54.63 R R 0

5551 LIQLMNETVDGDYQTFK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 127 1007.9929 2 2013.9712 -0.0005 52.98 K S 0

5552 LISAVMGGR 15.994915@M:6 JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 57 460.2550 2 918.4954 -0.0002 23.47 R T 0

5553 LISEEIELSR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 66 594.8270 2 1187.6394 -0.0002 39.73 R L 0

5554 LISLDTFSQLGK JW4120 ECK4155 yjeP predicted mechanosensitive channel 75 661.3723 2 1320.7300 0.0011 55.64 R A 0

5555 LISTIYTQANQYR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 26 785.9137 2 1569.8128 -0.0022 40.29 R V 0

5556 LISVVLGAK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 55 450.2998 2 898.5850 -0.0001 39.40 R T 0

5557 LITATENGNQLMQQNIK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 87 958.4988 2 1914.9830 -0.0003 39.79 R V 0

5558 LITDGLAVFEK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 82 603.3424 2 1204.6702 0.0000 54.09 K M 0

5559 LITGSLEYQYNVTGK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 31 843.4410 2 1684.8674 0.0003 43.30 K W 0

5560 LITIAVPR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 37 441.7922 2 881.5698 0.0001 41.89 R I 0

5561 LITMISSPNGEQR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 82 723.3744 2 1444.7342 -0.0002 38.01 R L 0

5562 LIVAVNSDASTKR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 36 458.5962 3 1372.7668 -0.0007 27.54 R L 0

5563 LIVGLANPGAEYAATR JW1195 ECK1192 pth peptidyl-tRNA hydrolase 13 539.2990 3 1614.8752 0.0022 38.10 K H 0

5564 LIVGLNADPEFFMHQK JW0556 ECK0559 ybcH predicted protein 40 620.3231 3 1857.9475 0.0026 55.10 K Q 0

5565 LIVIDPR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 51 413.2630 2 824.5114 -0.0005 35.86 K F 0

5566 LIVIEMNPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 32 542.8126 2 1083.6106 -0.0004 43.65 R V 0

5567 LIVKPNAVNGELSEDDIQLFPLLR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 16 898.5009 3 2692.4809 0.0009 64.01 K N 0

5568 LKADATDNTSLAEHLSETNFYLGK JW3132 ECK3151 nlpI conserved protein 64 880.1049 3 2637.2929 0.0006 48.79 R Y 0

5569 LKAEEGIWMTDVPVPELGHNDLLIK JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 23 705.1282 4 2816.4837 0.0055 60.43 K I 0

5570 LKAFDHR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 38 443.7486 2 885.4826 0.0006 18.97 R L 0

5571 LKANPQPELLK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 13 417.5870 3 1249.7392 -0.0001 27.73 K H 0

5572 LKDGEDPGYTLYDLSER JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 26 657.6500 3 1969.9282 0.0014 44.44 K L JW3485

5573 LKDGEDPGYTLYDLSER JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 97 985.9705 2 1969.9264 -0.0005 45.61 K L JW3485

5574 LKDGEDPGYTLYDLSERLR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 76 560.7855 4 2239.1129 0.0010 51.66 K L JW3485

5575 LKDGVGLLPTVLDVVENPK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 77 1003.5810 2 2005.1474 0.0014 61.67 K N 0

5576 LKDLETQSQDGTFDKLTK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 68 689.6912 3 2066.0518 -0.0014 34.68 R K 0

5577 LKDLTNKR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 19 494.3007 2 986.5868 -0.0005 17.06 R A 0

5578 LKDLVNQDGGENWAK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 68 843.9256 2 1685.8366 -0.0007 35.39 R I 0
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5579 LKDMALEDVLIITGELDENLFLAAR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 71 934.8376 3 2801.4910 0.0026 80.35 K N 0

5580 LKEIIHQQMGGLR JW5401 ECK2504 guaB IMP dehydrogenase 21 508.2890 3 1521.8452 0.0004 30.81 R S 0

5581 LKELMPDVELMQK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 73 787.4198 2 1572.8250 -0.0004 47.11 K T 0

5582 LKFPEYR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 33 476.7665 2 951.5184 0.0007 33.85 R A 0

5583 LKFSGDSLGDLYELTGVLLPDTPPFETDGR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 44 1084.8829 3 3251.6269 0.0032 76.79 R L 0

5584 LKGILDSFK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 37 510.8081 2 1019.6016 0.0002 41.42 K A 0

5585 LKGMLTTDVESYDKLSLDQR JW3460 ECK3478 pitA phosphate transporter, low-affinity 35 578.8000 4 2311.1709 -0.0020 47.25 R S 0

5586 LKGNTGENLLALLEGR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 58 566.6569 3 1696.9489 0.0017 57.63 R L 0

5587 LKGVLNDLAK JW2573 ECK2590 clpB protein disaggregation chaperone 14 357.5569 3 1069.6489 -0.0007 33.82 R Q 0

5588 LKHWEAIK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 28 342.2028 3 1023.5866 0.0001 23.11 R K 0

5589 LKHWEAIKK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 31 576.8477 2 1151.6808 -0.0006 20.41 R A 0

5590 LKIEEESTPEIAA JW2487 ECK2498 ppx exopolyphosphatase 16 715.3747 2 1428.7348 0.0001 38.77 R - 0

5591 LKIGAPAAVQIQYQGKPVDLSR JW2500 ECK2512 yfgA conserved protein 29 588.8402 4 2351.3317 -0.0006 43.97 K F 0

5592 LKLDHLGK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 46 462.2873 2 922.5600 0.0000 23.77 K E 0

5593 LKLDHLGKEVLESR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 91 818.9725 2 1635.9304 -0.0004 36.21 K L 0

5594 LKMDNWIVK JW1200 ECK1197 lolB chaperone for lipoproteins 36 573.8205 2 1145.6264 -0.0002 42.19 K - 0

5595 LKNELIVAQK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 45 578.3582 2 1154.7018 -0.0004 27.61 K K 0

5596 LKQDVYYLEKPR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 71 776.4300 2 1550.8454 -0.0002 30.57 R R 0

5597 LKQDVYYLEKPRR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 21 569.9885 3 1706.9437 -0.0029 27.55 R K 0

5598 LKQELANGTLK JW0452 ECK0457 acrA multidrug efflux system 44 607.8580 2 1213.7014 -0.0015 24.32 R Q 0

5599 LKQELANGTLKQENGK JW0452 ECK0457 acrA multidrug efflux system 52 590.9953 3 1769.9641 0.0006 22.32 R A 0

5600 LKQGPIR JW4028 ECK4060 actP acetate transporter 21 406.2609 2 810.5072 -0.0004 17.76 R I 0

5601 LKTNNPEQLEK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 27 657.3561 2 1312.6976 -0.0009 21.69 R V 0

5602 LKVPGETQTGK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 14 579.3290 2 1156.6434 -0.0017 21.86 K L 0

5603 LLAADLQQAR JW0556 ECK0559 ybcH predicted protein 77 549.8171 2 1097.6196 0.0003 34.53 R L 0

5604 LLAAVPLSEKDKPLIK JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 26 579.0292 3 1734.0658 0.0004 38.50 R E 0

5605 LLADEGNINAQR JW4177 ECK4214 ytfL predicted inner membrane protein 82 657.3439 2 1312.6732 -0.0002 30.80 K V 0

5606 LLADFCK 57.021465@C:6 JW0907 ECK0915 mukB fused chromosome partitioning proteins 24 433.7264 2 865.4382 0.0015 35.02 R R 0

5607 LLADFCKR 57.021465@C:6 JW0907 ECK0915 mukB fused chromosome partitioning proteins 51 511.7761 2 1021.5376 -0.0002 31.75 R Q 0

5608 LLADQLGSLGYQCK 57.021465@C:13 JW5917 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 24 783.4038 2 1564.7930 0.0011 46.76 R T 0

5609 LLAEHNLDASAIK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 87 697.8855 2 1393.7564 -0.0001 34.51 R G 0

5610 LLAEHNLDASAIKGTGVGGR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 80 660.3599 3 1978.0579 -0.0016 35.76 R L 0

5611 LLAIQQLGR JW1272 ECK1275 yciM conserved protein 13 506.3193 2 1010.6240 0.0004 42.00 R D 0

5612 LLANETDAR JW5791 ECK4344 yjiY predicted inner membrane protein 71 501.7636 2 1001.5126 -0.0015 23.72 K F 0

5613 LLANRPESALAVTLAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 61 847.9987 2 1693.9828 -0.0011 42.55 R Q 0

5614 LLASAAQENEPFWR JW2507 ECK2520 pepB aminopeptidase B 98 816.4127 2 1630.8108 0.0005 47.06 R L 0

5615 LLASDIPLVVIETSR JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 115 813.4783 2 1624.9420 0.0020 63.82 K T 0

5616 LLATHYQQTNLDWYNSR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 81 1062.0192 2 2122.0238 0.0006 43.19 K N 0

5617 LLAVADWR JW1742 ECK1751 ynjA conserved protein 47 472.2717 2 942.5288 0.0001 44.43 K Q 0

5618 LLAYNCSPSFNWQK 57.021465@C:6 JW3975 ECK4007 aceA isocitrate lyase 76 864.4141 2 1726.8136 0.0000 48.04 K N 0

5619 LLDAHKGQLPTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 47 450.2613 3 1347.7621 -0.0003 24.97 K L 0

5620 LLDEGNTVPFIAR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 21 722.8944 2 1443.7742 0.0021 49.79 R Y 0

5621 LLDIVCGAPNCR 57.021465@C:6,57.021465@C:11 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 49 694.3451 2 1386.6756 0.0008 40.65 R Q 0

5622 LLDKMPWNQR JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 42 434.2326 3 1299.6760 0.0000 42.58 R A 0

5623 LLDLAAPDIIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 92 654.8990 2 1307.7834 0.0020 57.87 R N 0

5624 LLDLTPPTAR JW0473 ECK0478 copA copper transporter 29 548.8218 2 1095.6290 0.0002 42.50 K L 0

5625 LLDNAAADLAAISGQKPLITK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 68 708.4077 3 2122.2013 0.0014 55.59 K A 0

5626 LLDNLLTK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 53 465.2869 2 928.5592 -0.0001 43.47 K N 0

5627 LLDQFADKIPAELLTALK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 41 667.0546 3 1998.1420 0.0017 69.86 R S 0

5628 LLDTRPAIGTVLNQGDYENFKK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 13 623.8343 4 2491.3081 0.0009 47.21 K S 0

5629 LLEATQYR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 64 497.2720 2 992.5294 0.0002 28.39 K Q 0

5630 LLEDAGLNSWLGEGGR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 125 843.9258 2 1685.8370 -0.0003 56.32 K Q 0

5631 LLEDPVEVSANPSTR JW2560 ECK2574 srmB ATP-dependent RNA helicase 66 813.9204 2 1625.8262 0.0003 39.64 R E 0

5632 LLEDVILPSYDELSTMLDQR JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 43 1175.5972 2 2349.1798 0.0024 76.97 K Q 0

5633 LLEGELK JW3561 ECK3577 aldB aldehyde dehydrogenase B 41 401.2394 2 800.4642 0.0000 29.82 K D 0

5634 LLEIHSNGGEK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 15 399.5471 3 1195.6195 -0.0001 24.58 R A 0

5635 LLEIPFNPVYR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 28 680.8846 2 1359.7546 -0.0004 58.12 K N 0

5636 LLELGHQITVVTR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 95 739.9379 2 1477.8612 -0.0005 43.53 R N 0

5637 LLELGHQITVVTRNPQK JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 54 649.3776 3 1945.1110 0.0002 38.45 R A 0

5638 LLELTFTEQTTK JW5427 ECK2653 ygaT predicted protein 85 712.3880 2 1422.7614 0.0008 49.96 R Q 0

5639 LLENGANTSFVNR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 70 717.8703 2 1433.7260 -0.0003 34.58 R I 0

5640 LLEVTPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 38 414.2530 2 826.4914 0.0002 28.95 K H 0

5641 LLFLDEAAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 49 524.2958 2 1046.5770 0.0010 49.21 R L 0

5642 LLFSALLAAAK JW5150 ECK1032 ymdC predicted hydrolase 34 559.3534 2 1116.6922 0.0017 63.40 R R 0

5643 LLGAGMSDYLAKPIEEER JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 51 664.6750 3 1991.0032 -0.0003 48.53 K L 0

5644 LLGAQPGSQR JW2787 ECK2815 recD exonuclease V (RecBCD complex), alpha chain 27 513.7880 2 1025.5614 -0.0003 22.06 R L 0

5645 LLGCSVAEIESDRLHCAK 57.021465@C:4,57.021465@C:16 JW4125 ECK4163 yjeF predicted carbohydrate kinase 43 515.2579 4 2057.0025 -0.0010 39.72 R R 0

5646 LLGDMSPSYDAAAWNR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 45 883.9119 2 1765.8092 0.0000 49.20 R L 0

5647 LLGDNTDGVGLLSDLER JW3242 ECK3268 aroE dehydroshikimate reductase, NAD(P)-binding 79 893.9629 2 1785.9112 0.0004 60.35 R L 0

5648 LLGEERPFR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 28 372.8773 3 1115.6101 0.0012 31.62 R F 0

5649 LLGGAEDLGITCALIPTTTPGVEIGR 57.021465@C:12 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 78 1312.7017 2 2623.3888 -0.0002 65.80 K R 0

5650 LLGGAEDLGITCALIPTTTPGVEIGRR 57.021465@C:12 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 104 927.5045 3 2779.4917 0.0015 60.02 K H 0

5651 LLGIEPK JW2460 ECK2471 ypfJ conserved protein 49 385.2445 2 768.4744 -0.0001 33.47 K V 0

5652 LLGINMDMTEVK JW2052 ECK2061 yegE predicted diguanylate cyclase, GGDEF domain signalling protein 34 682.3518 2 1362.6890 0.0004 54.94 R Q 0

5653 LLGLEPPQFR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 24 585.3377 2 1168.6608 0.0004 51.98 R N 0

5654 LLGNELVAINQYFLHAR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 66 657.6986 3 1970.0740 0.0004 65.67 K M 0

5655 LLGPNSLGLLAPWQGLNASFSPVPIKR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 43 949.2078 3 2844.6016 0.0003 69.30 R G 0

5656 LLGSFNHGSMANAMPQALGAQATEPER JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 19 933.4500 3 2797.3282 0.0005 47.16 R Q 0

5657 LLGTQYISK JW0452 ECK0457 acrA multidrug efflux system 43 511.7976 2 1021.5806 -0.0002 37.00 K Q 0

5658 LLGTQYISKQEYDQALADAQQANAAVTAAK JW0452 ECK0457 acrA multidrug efflux system 110 1060.8779 3 3179.6119 0.0022 57.71 K A 0

5659 LLHDLDLLEALLIEENQ JW4026 ECK4058 yjcE predicted cation/proton antiporter 60 996.0397 2 1990.0648 0.0027 78.69 K - 0

5660 LLHKDTVFWVVKPQIGR JW0934 ECK0942 pqiB paraquat-inducible protein B 18 509.8007 4 2035.1737 0.0006 42.73 K E 0

5661 LLHPETEAALTR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 54 450.9175 3 1349.7307 0.0004 31.12 K L 0

5662 LLHVSTPASEYSQGQDLFNPQR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 41 829.7468 3 2486.2186 -0.0003 47.24 R R 0

5663 LLHVSTPASEYSQGQDLFNPQRR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 56 661.5868 4 2642.3181 -0.0021 44.70 R H 0

5664 LLIADEPTNSMEPTTQAQIFR JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 53 1188.0983 2 2374.1820 -0.0018 52.67 R L 0

5665 LLIDADIKGPGK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 33 413.9149 3 1238.7229 -0.0005 37.69 K A 0

5666 LLIDDLSFSIPK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 69 680.8901 2 1359.7656 0.0006 63.60 R G 0

5667 LLIEEEAAK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 13 508.2866 2 1014.5586 -0.0010 34.13 K L 0

5668 LLIKEETIFTLKPGTGR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 44 639.3790 3 1915.1152 0.0010 47.30 K L 0

5669 LLIVEDEKK JW0560 ECK0563 cusR DNA-binding response regulator in two-component regulatory system with CusS 19 543.8230 2 1085.6314 -0.0018 27.46 K T 0

5670 LLLAQGR JW1803 ECK1812 sdaA L-serine deaminase I 23 385.7478 2 769.4810 0.0001 27.61 R H 0

5671 LLLDDNNTPGLDDILR JW5150 ECK1032 ymdC predicted hydrolase 90 898.9733 2 1795.9320 0.0004 61.40 R L 0

5672 LLLEDQLK JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 39 486.2925 2 970.5704 0.0006 40.42 R R 0

5673 LLLETMR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 35 438.2546 2 874.4946 0.0000 39.70 R G 0

5674 LLLKPLEGIERPALVTVLPHQQK JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 18 648.8952 4 2591.5517 -0.0009 52.35 K G 0

5675 LLLLDESLSALDYK JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 115 796.9426 2 1591.8706 -0.0003 66.91 R L 0

5676 LLLPIPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 38 411.2841 2 820.5536 0.0002 46.84 R L 0

5677 LLLPLGDIKPLQQAGVYLAVMNQAGR JW2504 ECK2516 yfhM conserved protein 55 926.8621 3 2777.5645 0.0018 71.91 K Y 0

5678 LLLSSGVK JW0046 ECK0048 kefC potassium:proton antiporter 17 408.7632 2 815.5118 0.0002 30.75 R M 0

5679 LLLTAALFR JW0790 ECK0794 fiu predicted iron outer membrane transporter 53 509.3264 2 1016.6382 0.0001 57.57 R T 0

5680 LLLTNPLGSTELELNAQPGNVQLVDNK JW1200 ECK1197 lolB chaperone for lipoproteins 77 964.1885 3 2889.5437 -0.0010 62.66 R G 0

5681 LLLTNPLGSTELELNAQPGNVQLVDNKGQR JW1200 ECK1197 lolB chaperone for lipoproteins 115 1077.9162 3 3230.7268 0.0008 58.44 R Y 0

5682 LLLVTTEGR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 35 501.3030 2 1000.5914 -0.0003 36.74 R V 0

5683 LLMAIGEPVMVDTAQEPR 15.994915@M:10 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 58 993.5055 2 1984.9964 0.0001 49.80 R L 0

5684 LLMEETGIPVVVAEDPLTCVAR 57.021465@C:19 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 49 1206.6292 2 2411.2438 -0.0001 64.84 R G 0

5685 LLMGESSVLVLGGQR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 88 779.9357 2 1557.8568 0.0019 52.25 R A 0

5686 LLMNDGLVSR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 74 559.3052 2 1116.5958 -0.0002 38.90 K N 0

5687 LLNDTDMAIIDKR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 72 759.4027 2 1516.7908 -0.0011 40.55 K R 0

5688 LLNEMAQQR JW2970 ECK2995 yghZ aldo-keto reductase 35 551.7873 2 1101.5600 0.0000 27.51 R G 0

5689 LLNENNALPPLANFKDESGNEPR JW3927 ECK3946 yijP conserved inner membrane protein 52 851.4295 3 2551.2667 0.0001 47.35 K T 0

5690 LLNHALGGSR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 24 346.5333 3 1036.5781 0.0004 23.93 R K 0

5691 LLNHSELTHAPCAPGTLETLSR 57.021465@C:12 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 66 806.4129 3 2416.2169 0.0000 40.45 K F 0

5692 LLNLEQAGKPVADAASMQR JW2462 ECK2473 nlpB lipoprotein 94 1006.5328 2 2011.0510 -0.0010 42.78 K Y 0

5693 LLNLPLSILVK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 60 611.9105 2 1221.8064 0.0005 65.84 K S 0

5694 LLNLQTYFTAGVK JW1194 ECK1191 ychF predicted GTP-binding protein 53 734.4142 2 1466.8138 0.0006 57.08 K E 0

5695 LLPDEQYTLLNTLSQQAFGER JW2504 ECK2516 yfhM conserved protein 73 1218.6256 2 2435.2366 0.0035 69.87 K W 0

5696 LLPGPTGER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 23 470.2665 2 938.5184 -0.0001 25.22 R N 0

5697 LLPHIPADQFPAQALACELYK 57.021465@C:17 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 71 799.0875 3 2394.2407 0.0002 59.71 K V 0

5698 LLPNFIFVANIESK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 42 802.9561 2 1603.8976 0.0001 65.15 K D 0

5699 LLPNFIFVANIESKDPQQIISGNEK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 30 938.8401 3 2813.4985 0.0020 64.76 K V 0

5700 LLPSLYQLEK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 18 602.3524 2 1202.6902 -0.0008 48.56 K A 0

5701 LLQMADLVYTGR JW2504 ECK2516 yfhM conserved protein 30 690.3711 2 1378.7276 -0.0002 54.65 K F 0

5702 LLQQQQIIDQELYDMLSARPLGVQPR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 45 1018.2138 3 3051.6196 0.0020 71.84 R G 0
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5703 LLQQSGTFDSR JW5571 ECK3864 bipA GTP-binding protein 56 626.3196 2 1250.6246 -0.0009 29.08 K A 0

5704 LLQTLIEEEWPDR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 59 821.4289 2 1640.8432 0.0023 57.63 R A 0

5705 LLQVGGNMLLLDEPTNDLDIETLR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 78 894.8063 3 2681.3971 0.0026 69.17 K A 0

5706 LLSDISHELR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 28 591.8270 2 1181.6394 -0.0011 37.55 R T 0

5707 LLSDTECLVK 57.021465@C:7 JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 64 589.3102 2 1176.6058 -0.0002 37.85 R K 0

5708 LLSENGYDPVYGARPLKR JW2573 ECK2590 clpB protein disaggregation chaperone 21 683.3692 3 2047.0858 0.0008 36.79 K A 0

5709 LLSEQLGEGEIELR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 81 793.4255 2 1584.8364 0.0006 47.50 R N 0

5710 LLSGQKEDAELDAETASMLVDHGNQQIFNPQER JW5336 ECK2057 yegH fused predicted membrane proteins 73 921.6965 4 3682.7569 0.0034 53.93 R R 0

5711 LLSLCGPFDDNIK 57.021465@C:5 JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 45 746.3793 2 1490.7440 0.0001 53.40 R Q 0

5712 LLSNFFAQTEALAFGK JW3985 ECK4017 pgi glucosephosphate isomerase 92 878.9682 2 1755.9218 0.0022 69.79 K S 0

5713 LLSPFASFDESALTGESIPVER JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 55 1183.0999 2 2364.1852 0.0004 67.33 K A 0

5714 LLSSGPR JW4099 ECK4133 aspA aspartate ammonia-lyase 21 365.2162 2 728.4178 -0.0003 20.43 R A 0

5715 LLSVDALMR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 18 509.2919 2 1016.5692 0.0005 49.13 R K 0

5716 LLSVPGIEEGGR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 14 613.8404 2 1225.6662 -0.0004 43.04 R L 0

5717 LLTDAVK JW1990 ECK2002 yeeA conserved inner membrane protein 15 380.2341 2 758.4536 -0.0001 27.46 K M 0

5718 LLTDFRSELLDSR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 44 522.2828 3 1563.8266 0.0009 49.99 K F 0

5719 LLTETIESLNTR JW5063 ECK0452 ylaC predicted inner membrane protein 90 695.3822 2 1388.7498 -0.0013 44.92 R E 0

5720 LLTGDSPFAANALGK JW1950 ECK1963 hchA Hsp31 molecular chaperone 16 737.8967 2 1473.7788 -0.0039 47.33 K L 0

5721 LLTQLTLLASGN JW0898 ECK0906 lpxK lipid A 4'kinase 24 622.3664 2 1242.7182 -0.0001 60.13 K - 0

5722 LLTQLYGDR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 49 539.7976 2 1077.5806 -0.0011 37.31 K M 0

5723 LLTSPVLYNGNLVVGDSEGYLHWINVEDGR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 44 833.1767 4 3328.6777 0.0048 67.05 R F 0

5724 LLTTCNIPVPSDVR 57.021465@C:5 JW2893 ECK2922 pgk phosphoglycerate kinase 62 792.9237 2 1583.8328 -0.0013 45.37 R V 0

5725 LLTWGFR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 37 446.7556 2 891.4966 -0.0001 50.53 K F JW0627

5726 LLVAAQAVPR JW3775 ECK3797 hemX uroporphyrinogen III methylase 48 519.3268 2 1036.6390 -0.0002 33.95 R H 0

5727 LLVAAQAVPRHQEETYR JW3775 ECK3797 hemX uroporphyrinogen III methylase 42 661.0253 3 1980.0541 0.0000 31.07 R Q 0

5728 LLVAASNELPEADSSLEALYDR JW3725 ECK3740 yieN fused predicted transcriptional regulators 83 1188.6001 2 2375.1856 0.0001 58.96 R M 0

5729 LLVDACYSPVER 57.021465@C:6 JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 80 711.3580 2 1420.7014 -0.0006 41.03 R I 0

5730 LLVDSVEMR JW0815 ECK0821 yliC predicted peptide transporter subunit -!- membrane component of ABC superfamily 41 531.2858 2 1060.5570 -0.0017 41.40 R D 0

5731 LLVHPSTSPVPK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 33 425.5869 3 1273.7389 -0.0006 28.60 K A 0

5732 LLVLEFSKPIIEPLSK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 52 609.3729 3 1825.0969 0.0006 59.46 R A 0

5733 LLVNTGSLAESTQQSGYSHAIPR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 75 810.4185 3 2428.2337 -0.0010 43.68 R I 0

5734 LLVPGALGGLAGLLVANK JW1835 ECK1847 yebE conserved protein 56 838.5279 2 1675.0412 0.0016 72.29 K S 0

5735 LLVPTTFMNLSGK JW1195 ECK1192 pth peptidyl-tRNA hydrolase 13 710.8976 2 1419.7806 0.0011 57.38 R A 0

5736 LLVSELSGVEPK JW2667 ECK2692 alaS alanyl-tRNA synthetase 89 635.8659 2 1269.7172 -0.0008 44.86 K M 0

5737 LLWSSNLNVDGMK 15.994915@M:12 JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 88 746.8767 2 1491.7388 -0.0003 47.36 R T 0

5738 LLWVEQVTVPDYLAGNGVVYQTSDVK JW5127 ECK0943 ymbA conserved protein 17 1447.2524 2 2892.4902 -0.0007 67.47 R Y 0

5739 LLYQQEPANLTR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 61 723.3909 2 1444.7672 -0.0002 36.01 R L 0

5740 LMAENGNWLVEVKPWYVVGNTDDNPDITK JW3794 ECK3815 pldA outer membrane phospholipase A 75 1106.5438 3 3316.6096 0.0021 62.67 R Y 0

5741 LMALLNLK JW0485 ECK0490 ybbP predicted inner membrane protein 49 458.2881 2 914.5616 -0.0006 49.35 R T 0

5742 LMDEAAQK JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 21 453.2231 2 904.4316 -0.0008 19.68 K T 0

5743 LMDLGCYR 57.021465@C:6 JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 31 514.2386 2 1026.4626 -0.0001 38.37 R G 0

5744 LMDLSINK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 20 467.2564 2 932.4982 -0.0018 37.75 K N JW3485

5745 LMDLSINK 15.994915@M:2 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 47 475.2543 2 948.4940 -0.0009 30.46 K N JW3485

5746 LMDLSINKNWIDKEEYPQSAAIDLR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 59 741.3804 4 2961.4925 0.0018 55.47 K C JW3485

5747 LMDLSINKNWIDKEEYPQSAAIDLR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 68 988.1708 3 2961.4906 0.0002 56.35 K C JW3485

5748 LMDNQAPTTSVKPPSGPNGAWLR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 77 813.0809 3 2436.2209 -0.0011 42.56 R Y 0

5749 LMDNSLAEDLLWSYLQR JW0902 ECK0910 ycbJ conserved protein 54 1034.0159 2 2066.0172 0.0031 75.24 R A 0

5750 LMDSIAK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 35 389.2125 2 776.4104 0.0003 25.71 K G 0

5751 LMDSIAKGDEVLTNGGLVGR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 52 682.3616 3 2044.0630 0.0006 47.87 K V 0

5752 LMDYHLNEAEEGR JW1272 ECK1275 yciM conserved protein 18 526.2401 3 1575.6985 -0.0003 33.54 K A 0

5753 LMEALDK JW0934 ECK0942 pqiB paraquat-inducible protein B 35 410.2178 2 818.4210 0.0002 28.38 R I 0

5754 LMEALDKINKLPLNPMIEQATSTLSESQR JW0934 ECK0942 pqiB paraquat-inducible protein B 94 1090.9068 3 3269.6986 -0.0013 63.82 R T 0

5755 LMEANPNAGIIQSSPK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 52 835.4326 2 1668.8506 0.0001 35.43 R A 0

5756 LMEQEGISR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 66 531.7658 2 1061.5170 -0.0005 25.63 R Y 0

5757 LMEQITTSDELIDFLTLPGYR JW3974 ECK4006 aceB malate synthase A 55 1228.1263 2 2454.2380 0.0029 76.87 R L 0

5758 LMGEQFVTGETIAEALANAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 146 1061.0369 2 2120.0592 0.0021 65.54 R K 0

5759 LMGESSGQTYR JW5741 ECK4175 rnr exoribonuclease R, RNase R 36 614.7848 2 1227.5550 -0.0003 25.34 R L 0

5760 LMGFGHR JW0710 ECK0709 gltA citrate synthase 45 409.2103 2 816.4060 -0.0005 27.73 R V 0

5761 LMGFSGR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 31 384.1971 2 766.3796 0.0000 33.06 K V 0

5762 LMGGGAGFAQQPLFSSK 15.994915@M:2 JW5927 ECK3028 ygiB conserved outer membrane protein 80 856.4265 2 1710.8384 -0.0016 42.92 R N 0

5763 LMGGGAGFAQQPLFSSKNPASPAYGK JW5927 ECK3028 ygiB conserved outer membrane protein 60 861.1002 3 2580.2788 -0.0006 45.74 R Y 0

5764 LMGNDVTDEQAK JW4355 ECK4384 slt lytic murein transglycosylase, soluble 45 660.8082 2 1319.6018 -0.0009 25.50 R W 0

5765 LMIIDWVR JW2507 ECK2520 pepB aminopeptidase B 56 523.2969 2 1044.5792 0.0003 58.40 R D 0

5766 LMIQEMEDTLVEVR JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 33 853.4292 2 1704.8438 0.0013 61.38 R S 0

5767 LMLDSAGSVAFFR JW1241 ECK1243 cls cardiolipin synthase 1 99 707.3634 2 1412.7122 0.0000 56.25 R S 0

5768 LMLPISLSFDHR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 74 714.8864 2 1427.7582 -0.0012 56.48 R V 0

5769 LMLQSAQHIADEVGGVVLDDQR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 76 798.7417 3 2393.2033 0.0025 60.94 K R 0

5770 LMNYPGTR JW0306 ECK0312 betT choline transporter of high affinity 14 476.2390 2 950.4634 -0.0009 27.04 R Y 0

5771 LMPEFWQFPTVSMGLGPIGAIYQAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 87 1391.2125 2 2780.4104 0.0035 79.01 K F 0

5772 LMPSELSGGMAR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 55 624.8070 2 1247.5994 -0.0007 38.35 K R 0

5773 LMSEHHPDKLVAK JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 44 752.9012 2 1503.7878 0.0010 21.42 K G 0

5774 LMSGEIK 15.994915@M:2 JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 17 397.2096 2 792.4046 -0.0005 20.81 R G 0

5775 LMTDGILLAEIQQDR JW5905 ECK1406 hrpA ATP-dependent helicase 89 858.4526 2 1714.8906 -0.0016 57.74 K L 0

5776 LMTEFNYNSVMQVPR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 87 914.9393 2 1827.8640 -0.0007 52.67 K V 0

5777 LMTEFNYNSVMQVPRVEK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 31 729.0317 3 2184.0733 0.0026 51.50 K I 0

5778 LMTLEQGKPLAEAK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 15 510.2849 3 1527.8329 -0.0001 33.04 R G 0

5779 LNADTLVIADHNK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 39 475.2560 3 1422.7462 -0.0004 33.20 K A 0

5780 LNAIESNYVGK JW1718 ECK1727 ydjN predicted transporter 61 604.3186 2 1206.6226 -0.0018 31.42 R V 0

5781 LNALAER JW0907 ECK0915 mukB fused chromosome partitioning proteins 37 393.7267 2 785.4388 -0.0007 22.76 R F 0

5782 LNALPDVLEQFIHLR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 83 889.5026 2 1776.9906 0.0020 70.95 R A 0

5783 LNAPVDEQGR JW2294 ECK2291 pta phosphate acetyltransferase 43 549.7804 2 1097.5462 -0.0003 21.15 K T 0

5784 LNAQLAQAEEK JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 68 607.8224 2 1213.6302 0.0001 27.96 K L 0

5785 LNDMVNWGR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 66 552.7665 2 1103.5184 0.0002 39.44 K K 0

5786 LNDSNLFR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 24 489.7533 2 977.4920 -0.0009 34.28 K Q 0

5787 LNDTSIGIELENR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 66 737.3804 2 1472.7462 -0.0009 42.56 R G 0

5788 LNDVEYHESIDEMK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 43 574.5943 3 1720.7611 -0.0002 35.29 R H 0

5789 LNDVEYHESIDEMKHADR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 33 551.0032 4 2199.9837 -0.0018 32.16 R Y 0

5790 LNDVEYHESIDEMKHADRYIER JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 13 691.3261 4 2761.2753 -0.0013 40.36 R I 0

5791 LNELGASSINFVVR JW2891 ECK2920 mscS mechanosensitive channel 93 759.9175 2 1517.8204 0.0003 50.01 R V 0

5792 LNELLEFPTPFTYK JW0626 ECK0624 ybeD conserved protein 51 856.4516 2 1710.8886 0.0018 65.33 K V 0

5793 LNGGDWVPYPQ JW3506 ECK3523 bcsG predicted inner membrane protein 26 623.2991 2 1244.5836 0.0011 49.68 R - 0

5794 LNGGQVSLPGTLDATSINPR JW2049 ECK2058 asmA predicted assembly protein 76 1005.5352 2 2009.0558 0.0016 46.80 K I 0

5795 LNGISPPYTIEVGQK JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 21 808.4373 2 1614.8600 -0.0016 45.19 R L 0

5796 LNGVELLDKETTR JW0636 ECK0634 rlpB minor lipoprotein 64 744.4060 2 1486.7974 -0.0016 38.82 R K 0

5797 LNGVELLDKETTRK JW0636 ECK0634 rlpB minor lipoprotein 26 539.3046 3 1614.8920 -0.0020 36.33 R D 0

5798 LNHLVDDK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 36 477.2561 2 952.4976 -0.0002 20.30 K M 0

5799 LNHLVDDKMHAR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 64 724.8749 2 1447.7352 -0.0001 22.65 K S 0

5800 LNHSATHLMHAALR JW2667 ECK2692 alaS alanyl-tRNA synthetase 46 524.6121 3 1570.8145 -0.0005 26.29 R Q 0

5801 LNIDQNPGTAPK JW5856 ECK3773 trxA thioredoxin 1 72 634.3354 2 1266.6562 -0.0005 27.38 K Y 0

5802 LNIGEDVEEMLR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 74 709.3535 2 1416.6924 0.0007 60.07 K S 0

5803 LNIGEDVEEMLRSDLALELDGAK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 41 1265.6391 2 2529.2636 0.0005 78.23 K N 0

5804 LNIGNPAPFGFDAPDEILVDVIR JW2287 ECK2284 yfbQ predicted aminotransferase 57 1241.6519 2 2481.2892 -0.0011 76.68 K N 0

5805 LNIKPGQTTFDGR JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 19 482.9276 3 1445.7610 -0.0017 32.19 K F 0

5806 LNIPMLSAAMDTVTEAR JW5401 ECK2504 guaB IMP dehydrogenase 49 916.9662 2 1831.9178 0.0007 67.59 R L 0

5807 LNLAGVSGSADLSQFPIALVQR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 81 1128.6209 2 2255.2272 -0.0002 64.98 R V 0

5808 LNLIPSMASIQTTLVNNEVSKPLFDMAK 15.994915@M:26 JW1606 ECK1609 ydgA conserved protein 43 1030.8782 3 3089.6128 -0.0013 67.37 K G 0

5809 LNLLADDSLADRVDEIR JW0907 ECK0915 mukB fused chromosome partitioning proteins 31 643.3411 3 1927.0015 0.0005 52.96 R E 0

5810 LNLSLDSQLYPQISGHK JW0099 ECK0102 yacF conserved protein 39 638.3414 3 1912.0024 -0.0032 50.74 R S 0

5811 LNLTIPQAFMSNR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 19 752.9006 2 1503.7866 -0.0002 55.34 R A 0

5812 LNLVPGSR JW3315 ECK3340 yheS fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 13 428.2563 2 854.4980 0.0006 38.16 K I 0

5813 LNLVQSIITR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 21 578.8555 2 1155.6964 -0.0010 51.15 R T 0

5814 LNMLFSATLSYR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 63 708.3710 2 1414.7274 -0.0003 56.97 R V 0

5815 LNNAWSFGLGFNAVYAR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 68 950.4791 2 1898.9436 0.0009 62.48 R A 0

5816 LNNEVLHEVQAS JW4029 ECK4061 yjcH conserved inner membrane protein involved in acetate transport 24 676.8441 2 1351.6736 0.0004 35.03 R - 0

5817 LNNLSGPISIAK JW0171 ECK0175 yaeL zinc metallopeptidase 53 613.8585 2 1225.7024 -0.0006 39.03 K G 0

5818 LNNLSSSELVSAVNPK JW1376 ECK1378 ydbH predicted protein 63 836.4494 2 1670.8842 0.0004 42.94 R Q 0

5819 LNNLVDK JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 45 408.2348 2 814.4550 0.0002 24.19 K G 0

5820 LNPADAAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 14 400.2190 2 798.4234 -0.0001 20.01 K L 0

5821 LNPLALR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 34 398.7557 2 795.4968 0.0003 38.10 K K 0

5822 LNPTHPNIDYVMYMR JW2577 ECK2593 yfiO predicted lipoprotein 40 621.9675 3 1862.8807 0.0001 46.37 R G 0

5823 LNQLSNQVDNLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 79 707.3757 2 1412.7368 -0.0004 33.96 K L 0

5824 LNSAFKPSGDQPEAIR JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 51 577.2997 3 1728.8773 -0.0021 31.63 K R 0

5825 LNSCAVAAQVYIGSEYEHQSIK 57.021465@C:4 JW1510 ECK1510 lsrF predicted aldolase 54 823.0690 3 2466.1852 0.0004 44.95 R N 0

5826 LNSGMPEYGQK JW1446 ECK1445 yncD predicted iron outer membrane transporter 19 612.2893 2 1222.5640 -0.0011 28.95 R G 0
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5827 LNSLFCSVAYSVLEQPDEDEGRDEY 57.021465@C:6 JW3980 ECK4012 yjbB predicted transporter 74 1468.1512 2 2934.2878 0.0014 68.33 R - 0

5828 LNTLPGAIPLLEQLPIGCR 57.021465@C:18 JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 50 1038.0884 2 2074.1622 0.0013 67.58 R L 0

5829 LNTLSPAEGSK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 46 558.7980 2 1115.5814 -0.0008 24.64 R K 0

5830 LNTWIADAPIALR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 69 727.4116 2 1452.8086 -0.0002 57.34 R Q 0

5831 LNVLQIIEEGLR JW2168 ECK2174 yejF fused predicted oligopeptide transporter subunits -!- ATP-binding components of ABC superfamily 103 698.9119 2 1395.8092 0.0007 73.25 R V 0

5832 LNVLVNVLGK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 28 534.8423 2 1067.6700 -0.0002 50.30 R K 0

5833 LNVMGEK JW0790 ECK0794 fiu predicted iron outer membrane transporter 35 395.7100 2 789.4054 -0.0001 24.99 R T 0

5834 LNVNLNE JW3365 ECK3389 yhgE predicted inner membrane protein 22 408.2165 2 814.4184 0.0000 34.83 R - 0

5835 LNVPENPIIPYIEGDGIGVDVTPAMLK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 19 955.5096 3 2863.5070 0.0028 71.36 K V 0

5836 LNYSGEGNEPVER JW0162 ECK0165 glnD uridylyltransferase 45 732.3409 2 1462.6672 -0.0015 26.03 R M 0

5837 LPAAEIDPTYR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 59 623.3280 2 1244.6414 0.0014 37.26 R R 0

5838 LPAAEIDPTYRR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 34 467.9199 3 1400.7379 -0.0033 32.58 R L 0

5839 LPAALEK JW2462 ECK2473 nlpB lipoprotein 37 371.2285 2 740.4424 -0.0007 27.92 R V 0

5840 LPAGGQATPMTYEVNGK JW0120 ECK0123 gcd glucose dehydrogenase 112 867.4297 2 1732.8448 -0.0005 35.47 R Q 0

5841 LPAKLPITVVR JW3684 ECK3699 trmE GTPase 48 402.9358 3 1205.7856 -0.0003 39.54 R N 0

5842 LPALDLAEFNIAGAPGYSK JW2504 ECK2516 yfhM conserved protein 94 974.0153 2 1946.0160 0.0012 63.45 K Q 0

5843 LPALFCFPQILQHR 57.021465@C:6 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 67 580.6517 3 1738.9333 -0.0008 64.27 R L 0

5844 LPAQIAR JW0861 ECK0868 ybjX conserved protein 43 384.7400 2 767.4654 0.0002 24.57 R K 0

5845 LPAQLSGSLSDPTLTFEPGALLR JW1376 ECK1378 ydbH predicted protein 85 1192.1472 2 2382.2798 0.0004 64.42 R S 0

5846 LPARQDLFNK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 23 401.2275 3 1200.6607 -0.0009 30.42 R L 0

5847 LPATDGQVK JW5100 ECK0729 tolB periplasmic protein 40 464.7580 2 927.5014 -0.0010 12.60 R F 0

5848 LPATDNASLNTQR JW5942 ECK3515 bcsC cellulose synthase subunit 52 700.8593 2 1399.7040 -0.0015 25.55 K R 0

5849 LPATIILR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 20 448.7999 2 895.5852 -0.0003 40.81 K A 0

5850 LPDFLSFFGGK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 23 614.3241 2 1226.6336 0.0000 74.03 K R 0

5851 LPEMPKPQQLDTEMAQLR JW4120 ECK4155 yjeP predicted mechanosensitive channel 66 709.0302 3 2124.0688 -0.0020 50.47 R V 0

5852 LPEPATGIAQPTPQQPATGNAATAPAAPTQPAANR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 40 1126.2467 3 3375.7183 0.0012 38.59 K S 0

5853 LPFAYAK JW0886 ECK0894 pflB pyruvate formate lyase I 32 405.2314 2 808.4482 0.0000 35.45 K D 0

5854 LPFICELAK 57.021465@C:5 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 17 545.8021 2 1089.5896 0.0005 52.33 R A 0

5855 LPGEEGLWQIHLQDGK JW0328 ECK0334 codA cytosine deaminase 65 607.3162 3 1818.9268 0.0004 51.34 R I 0

5856 LPGGETIDEWALWR JW1782 ECK1791 yoaF conserved outer membrane protein 75 821.9152 2 1641.8158 0.0008 61.49 K R 0

5857 LPGGETIDEWALWRR JW1782 ECK1791 yoaF conserved outer membrane protein 27 600.3128 3 1797.9166 0.0004 54.71 K D 0

5858 LPGGQLEQAR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 70 534.7933 2 1067.5720 -0.0003 27.96 R E 0

5859 LPGHMNVLLAEAK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 77 696.8872 2 1391.7598 0.0003 41.09 R V 0

5860 LPGILELSR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 48 499.3055 2 996.5964 -0.0003 48.85 R T 0

5861 LPGSAYIPCYEICT 57.021465@C:9,57.021465@C:13 JW2766 ECK2790 ygdH conserved protein 21 822.3761 2 1642.7376 0.0006 55.17 K - 0

5862 LPIHIVK JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 42 410.2760 2 818.5374 -0.0004 30.58 R E 0

5863 LPIIGVGGIDSVIAAR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 86 775.9665 2 1549.9184 -0.0008 60.16 R E 0

5864 LPIRVELQALTTSDFER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 64 663.3659 3 1987.0759 0.0022 55.96 R I 0

5865 LPLAEFHR JW2507 ECK2520 pepB aminopeptidase B 53 491.7768 2 981.5390 -0.0005 35.32 R S 0

5866 LPNGVLR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 35 384.7399 2 767.4652 -0.0002 28.42 R T 0

5867 LPPASSSTTSGASNTSSTSQGDIMDQR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 108 1342.1092 2 2682.2038 -0.0001 31.43 R R 0

5868 LPPEANLMGFAHYLEALDFQR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 55 811.4077 3 2431.2013 0.0020 73.18 K E 0

5869 LPPEQVVAEVSSR JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 124 705.8832 2 1409.7518 0.0005 41.59 R F 0

5870 LPPEVNLIAVAHYLQALECQR 57.021465@C:19 JW2962 ECK2988 hybC hydrogenase 2, large subunit 25 812.1022 3 2433.2848 0.0009 73.45 K D 0

5871 LPQPVAEQAHK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 30 406.5596 3 1216.6570 0.0007 22.57 R L 0

5872 LPQTEQSPAAPK JW1376 ECK1378 ydbH predicted protein 23 633.8378 2 1265.6610 -0.0005 20.35 K T 0

5873 LPSAIILQR JW1655 ECK1659 mdtK multidrug efflux system transporter 49 505.8216 2 1009.6286 0.0003 42.29 R A 0

5874 LPSGGSIVIDSTEALTAIDINSAR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 100 1200.6350 2 2399.2554 0.0010 65.64 R A 0

5875 LPSTCFAEENGSIVNSGR 57.021465@C:5 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 110 969.4542 2 1936.8938 -0.0010 39.71 R W 0

5876 LPTDFNEGAK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 26 546.2718 2 1090.5290 -0.0005 29.61 R N 0

5877 LPTGVGYDWTGMSYQER JW0451 ECK0456 acrB multidrug efflux system protein 102 980.4483 2 1958.8820 -0.0013 51.56 K L 0

5878 LPTLTADQK JW5655 ECK3541 yiaF conserved protein 24 493.7793 2 985.5440 -0.0004 31.07 R K 0

5879 LPTLTADQKK JW5655 ECK3541 yiaF conserved protein 48 557.8259 2 1113.6372 -0.0022 24.38 R Q 0

5880 LPTQSSQLYGTNLVNLLK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 83 995.0545 2 1988.0944 0.0003 59.03 R L 0

5881 LPVRIELDQK JW2660 ECK2679 emrA multidrug efflux system 18 404.2433 3 1209.7081 -0.0002 37.35 R Q 0

5882 LQAADVACR 57.021465@C:8 JW0232 ECK0243 proB gamma-glutamate kinase 45 502.2532 2 1002.4918 0.0001 23.63 K A 0

5883 LQADAAHSALK JW5655 ECK3541 yiaF conserved protein 73 562.8066 2 1123.5986 0.0002 20.51 K Q 0

5884 LQADEVQLHQK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 49 654.8484 2 1307.6822 -0.0012 25.41 R E 0

5885 LQAFEGVVIAIR JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 54 658.3906 2 1314.7666 0.0006 53.93 R N 0

5886 LQAGAFNYSLNR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 79 677.3493 2 1352.6840 0.0004 41.80 R D 0

5887 LQAHPEMLNPSVPLFR JW5146 ECK1019 ycdW 2-ketoacid reductase 24 616.9980 3 1847.9722 0.0005 49.03 K L 0

5888 LQALVYR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 34 431.7606 2 861.5066 -0.0005 31.49 R E 0

5889 LQDAFPVLYTGR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 76 690.3694 2 1378.7242 -0.0003 51.20 R D 0

5890 LQDAIENR JW5062 ECK0451 ylaB conserved inner membrane protein 38 479.7511 2 957.4876 -0.0002 22.29 R D 0

5891 LQDGNWR JW2577 ECK2593 yfiO predicted lipoprotein 31 444.7198 2 887.4250 0.0000 25.01 K Q 0

5892 LQEFLQHVS JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 29 550.7905 2 1099.5664 0.0002 39.33 R - 0

5893 LQEFQDSLK JW5580 ECK3831 tatB TatABCE protein translocation system subunit 41 554.2879 2 1106.5612 0.0004 33.64 K K 0

5894 LQENSLFDIVNTIR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 98 831.4465 2 1660.8784 0.0001 63.38 R Q 0

5895 LQEQNIDSLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 49 608.3198 2 1214.6250 -0.0004 32.13 K S 0

5896 LQESSPLPVLGAVPWSFDLIATR JW2294 ECK2291 pta phosphate acetyltransferase 33 1248.6789 2 2495.3432 0.0008 77.87 K A 0

5897 LQFALEQLLHTR JW0938 ECK0946 ycbZ predicted peptidase 77 734.9167 2 1467.8188 -0.0009 57.96 R A 0

5898 LQGFDTLVLQWTR JW0556 ECK0559 ybcH predicted protein 62 788.9279 2 1575.8412 0.0004 65.30 R Y 0

5899 LQGIAQQNSFK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 62 617.3329 2 1232.6512 0.0000 29.33 K H JW3485

5900 LQGIAQQNSFK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 51 617.3323 2 1232.6500 -0.0012 30.41 K H JW3485

5901 LQGIAQQNSFKHT JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 17 491.2589 3 1470.7549 -0.0029 25.72 K - JW3485

5902 LQGNFYNDAVIDPYMLER JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 113 1079.5178 2 2157.0210 0.0010 58.60 K A 0

5903 LQGPDWAVTDLDLSLR JW3630 ECK3645 yicH conserved protein 40 899.9704 2 1797.9262 0.0001 63.09 R N 0

5904 LQGTAFLVVTHDLQLAK JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 14 618.6883 3 1853.0431 0.0021 56.91 R R 0

5905 LQHIAPQK JW5291 ECK1784 yeaJ predicted diguanylate cyclase 14 312.1874 3 933.5404 0.0009 25.20 R E 0

5906 LQHQDLQTSAQQIAR JW0831 ECK0838 ybjL predicted transporter 73 579.6390 3 1735.8952 -0.0014 28.78 K E 0

5907 LQIIVAER JW1163 ECK1162 minE cell division topological specificity factor 23 471.2924 2 940.5702 -0.0003 35.88 R R 0

5908 LQIPMQIYSADGELIAQYGEK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 22 1184.0994 2 2366.1842 0.0015 61.74 R R 0

5909 LQIPMQIYSADGELIAQYGEKR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 21 841.7688 3 2522.2846 0.0007 57.99 R R 0

5910 LQLADGSTALVTTVYDLTLANYGLER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 80 933.1591 3 2796.4555 0.0010 80.27 R G 0

5911 LQLAMPLLPQEVQQQGVSVEK JW0451 ECK0456 acrB multidrug efflux system protein 75 1168.1380 2 2334.2614 -0.0003 59.92 K S 0

5912 LQLAMPSLPEAVQQQGISVDK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 93 1126.6017 2 2251.1888 0.0006 58.69 K S 0

5913 LQLEDGTQLVVPPAFR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 15 891.9918 2 1781.9690 0.0015 59.93 K R 0

5914 LQLGTALLR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 18 492.8137 2 983.6128 0.0001 45.39 R R 0

5915 LQLKPGMR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 27 471.7811 2 941.5476 -0.0003 25.36 K V 0

5916 LQLLSDALGEQYAQHGNWR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 37 733.7034 3 2198.0884 0.0014 51.76 R F 0

5917 LQLMFSR JW5165 ECK1118 hflD predicted lysogenization regulator 31 447.7473 2 893.4800 0.0008 43.82 R N 0

5918 LQLVDKIGDESTTITVAPFGSDQR JW0171 ECK0175 yaeL zinc metallopeptidase 27 864.1178 3 2589.3316 0.0029 54.11 R R 0

5919 LQLVDKIGDESTTITVAPFGSDQRR JW0171 ECK0175 yaeL zinc metallopeptidase 78 916.1499 3 2745.4279 -0.0019 50.78 R D 0

5920 LQMELVPER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 28 557.8000 2 1113.5854 0.0002 40.28 K L 0

5921 LQMQHVDPSQENIVVQK JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 30 665.0108 3 1992.0106 0.0007 35.54 K - 0

5922 LQMQQLQQNNIVYFDLDKYDIR 15.994915@M:3 JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 58 934.4693 3 2800.3861 0.0008 55.23 R S 0

5923 LQNFSVDTQLQSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 97 754.3912 2 1506.7678 0.0000 38.08 K F 0

5924 LQPDEGVDIQVLNKVPGLDHK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 20 579.3157 4 2313.2337 0.0007 50.11 R H 0

5925 LQPLTHPQGMTPWDDAIAQWSFDK 15.994915@M:10 JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 16 933.4461 3 2797.3165 -0.0004 58.81 K G 0

5926 LQQIEEETGLTIEQVK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 108 929.4942 2 1856.9738 0.0007 45.61 K D 0

5927 LQQPDIVETLITLPETQLK JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 47 1090.1153 2 2178.2160 0.0014 72.74 K E 0

5928 LQQPDIVETLITLPETQLKEYFTK JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 25 949.8516 3 2846.5330 0.0014 79.67 K Y 0

5929 LQQSSDSELDTLR JW2539 ECK2552 yfhG conserved protein 52 746.3685 2 1490.7224 0.0011 32.94 K Q 0

5930 LQQYIETLLAGSR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 71 746.4122 2 1490.8098 0.0005 54.44 K A 0

5931 LQSGIDAVLHVLDWVPVR JW0107 ECK0110 ampE predicted inner membrane protein 48 673.0460 3 2016.1162 0.0004 75.04 R L 0

5932 LQSHPLKR JW3564 ECK3580 selA selenocysteine synthase 16 489.7957 2 977.5768 -0.0003 15.86 R A 0

5933 LQTDPTVIYGMGER JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 87 790.3928 2 1578.7710 -0.0001 42.84 R Y 0

5934 LQTEAQLQSFITTAQ JW0628 ECK0626 rlpA minor lipoprotein 24 839.9366 2 1677.8586 0.0013 54.84 R - 0

5935 LQTHPFLGPK JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 36 379.8857 3 1136.6353 0.0011 29.12 R L 0

5936 LQTMVSHFTIDPSR JW0600 ECK0601 uspG universal stress protein UP12 61 816.4137 2 1630.8128 -0.0009 42.22 R I 0

5937 LQTPEEFGK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 15 524.7680 2 1047.5214 -0.0023 30.39 R I 0

5938 LQTVLFQQQLGTLR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 87 822.9742 2 1643.9338 -0.0020 52.41 R D 0

5939 LQVEAIK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 31 400.7475 2 799.4804 0.0001 29.77 K R 0

5940 LQVEAIKR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 45 478.7979 2 955.5812 -0.0002 24.73 K G 0

5941 LQVEGLSGQLEK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 26 650.8590 2 1299.7034 0.0000 41.16 R N 0

5942 LQVELAQLRHLATR JW4131 ECK4169 hflX predicted GTPase 19 549.9936 3 1646.9590 0.0010 69.43 K L 0

5943 LQVGDLDNR JW2462 ECK2473 nlpB lipoprotein 17 515.2697 2 1028.5248 -0.0002 33.17 K S 0

5944 LQYYVNTDQLVVR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 76 805.9309 2 1609.8472 0.0008 46.67 R L 0

5945 LRAEQISMIFQDPMTSLNPYMR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 41 881.1019 3 2640.2839 -0.0023 65.52 K V 0

5946 LRDDKQPVWLDEYR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 29 611.6471 3 1831.9195 -0.0023 39.15 R S 0

5947 LRDLGGLIVIDFIDMTPVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 37 715.0700 3 2142.1882 0.0011 75.00 R H 0

5948 LREEIAEQHR JW0886 ECK0894 pflB pyruvate formate lyase I 24 640.8385 2 1279.6624 -0.0008 18.82 R A 0

5949 LREFIQR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 45 481.2831 2 960.5516 0.0011 27.11 K A 0

5950 LRELLGSPLRQDEQK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 16 594.6671 3 1780.9795 0.0000 34.10 R M 0
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5951 LRGSVNPECTLAQLGAAK 57.021465@C:9 JW3975 ECK4007 aceA isocitrate lyase 23 629.0034 3 1883.9884 -0.0004 43.33 K M 0

5952 LRGVEQLGQVR JW0889 ECK0897 ycaP conserved inner membrane protein 38 418.9141 3 1253.7205 -0.0001 30.02 R L 0

5953 LRGVHAVTR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 26 336.8735 3 1007.5987 -0.0001 18.81 R Y 0

5954 LRGWQVPAFTLGGEATDIVVMR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 45 806.0991 3 2415.2755 0.0022 63.40 R I JW3485

5955 LRGWQVPAFTLGGEATDIVVMR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 81 806.0989 3 2415.2749 0.0016 62.81 R I JW3485

5956 LRHEQIIFHCQAGK 57.021465@C:10 JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 52 434.9808 4 1735.8941 0.0001 25.41 K R 0

5957 LRLTVADSAR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 41 551.3223 2 1100.6300 -0.0002 28.66 R V 0

5958 LRPAFDR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 14 437.7481 2 873.4816 -0.0005 23.62 K K 0

5959 LRPAFDRK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 30 334.8664 3 1001.5774 0.0005 20.25 K H 0

5960 LRPAFPPK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 31 309.1922 3 924.5548 0.0002 25.65 K I 0

5961 LRPQTGWQPLAFALDWQRPAR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 29 627.5911 4 2506.3353 0.0006 60.04 K H 0

5962 LRPTEVVR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 33 485.2952 2 968.5758 -0.0008 21.59 R E 0

5963 LRQQQALQYELEK JW5539 ECK3222 yhcB conserved protein 55 549.6333 3 1645.8781 -0.0008 33.10 K N 0

5964 LRSEIGR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 29 415.7457 2 829.4768 -0.0001 18.48 R L 0

5965 LRVNVDAGNR JW0172 ECK0176 yaeT conserved protein 45 557.3093 2 1112.6040 -0.0009 23.06 K F 0

5966 LRVSVADVSK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 38 537.3189 2 1072.6232 -0.0009 29.08 R V 0

5967 LRVSVADVSKVDQAGLK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 66 595.6792 3 1784.0158 0.0002 38.48 R K 0

5968 LSAENGVLSPR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 25 571.8118 2 1141.6090 -0.0001 30.25 R G 0

5969 LSALHPR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 44 397.2376 2 792.4606 0.0000 19.81 K Y 0

5970 LSALPSFVQGDAWR JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 84 773.9049 2 1545.7952 0.0013 56.70 R N 0

5971 LSALVEIYR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 39 532.3107 2 1062.6068 -0.0005 43.78 R M 0

5972 LSANLALLSDVSMAVLGGSLK 15.994915@M:13 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 91 1038.0749 2 2074.1352 0.0008 75.11 R R 0

5973 LSANLALLSDVSMAVLGGSLKR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 53 739.0881 3 2214.2425 0.0019 73.87 R R 0

5974 LSASYVGEDNER JW1709 ECK1717 thrS threonyl-tRNA synthetase 64 670.3109 2 1338.6072 0.0022 28.14 R K 0

5975 LSATGWFNSVVVAPQFDK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 66 983.5069 2 1964.9992 -0.0003 62.38 R A 0

5976 LSAYFPASLK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 61 548.8054 2 1095.5962 -0.0002 43.23 R T 0

5977 LSDALSVFDDL JW4352 ECK4381 radA predicted repair protein 24 597.7983 2 1193.5820 0.0005 69.60 K - 0

5978 LSDDPIYR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 18 489.7489 2 977.4832 0.0015 28.70 K K 0

5979 LSDEVTDSPMVDK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 83 718.3343 2 1434.6540 -0.0008 34.26 R S 0

5980 LSDEVTDSPMVDKSWTGLISTGITYK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 87 948.4730 3 2842.3972 0.0024 59.89 R F 0

5981 LSDEVTDSPMVDKSWTGLISTGITYKF JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 46 997.4955 3 2989.4647 0.0017 68.54 R - 0

5982 LSDISLEELPR JW4352 ECK4381 radA predicted repair protein 101 636.3461 2 1270.6776 0.0009 45.98 K F 0

5983 LSDLETAIVVVDR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 58 715.3983 2 1428.7820 -0.0004 51.50 K F 0

5984 LSDLETAIVVVDRFSGEVR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 62 702.3798 3 2104.1176 0.0011 70.87 K A 0

5985 LSDVGVDTMK JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 77 532.7679 2 1063.5212 -0.0007 30.99 R G 0

5986 LSDYGVQLR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 46 525.7821 2 1049.5496 -0.0010 35.54 R E 0

5987 LSEDAFDDQCTGANPR 57.021465@C:10 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 87 898.3810 2 1794.7474 -0.0005 33.80 K Y 0

5988 LSEITYSQNGK JW1200 ECK1197 lolB chaperone for lipoproteins 69 620.3141 2 1238.6136 -0.0006 26.92 R N 0

5989 LSELEQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 20 437.7349 2 873.4552 -0.0003 22.60 R L 0

5990 LSEQFENLANR JW3809 ECK3826 rmuC predicted recombination limiting protein 84 660.8304 2 1319.6462 -0.0006 36.53 R I 0

5991 LSEQIQNDLLLR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 70 721.4032 2 1440.7918 -0.0018 48.89 R A 0

5992 LSEVAHLLK JW2667 ECK2692 alaS alanyl-tRNA synthetase 37 505.3068 2 1008.5990 0.0022 32.28 R G 0

5993 LSFDILIPPDQIMGAR JW5741 ECK4175 rnr exoribonuclease R, RNase R 18 893.4822 2 1784.9498 0.0004 68.70 R M 0

5994 LSFDINEDVAAPYIATGARPK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 78 750.0590 3 2247.1552 0.0015 53.58 K V 0

5995 LSFETSMHR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 62 554.2658 2 1106.5170 -0.0009 32.20 R L 0

5996 LSFGQVVR JW0085 ECK0088 mraY phospho-N-acetylmuramoyl-pentapeptide transferase 72 453.2640 2 904.5134 0.0004 38.59 K N 0

5997 LSFSLPADMTDQSGK JW5682 ECK3456 dcrB periplasmic protein 92 798.8826 2 1595.7506 0.0005 52.59 K L 0

5998 LSGDTLDGETAFR JW2667 ECK2692 alaS alanyl-tRNA synthetase 14 691.3317 2 1380.6488 -0.0033 38.42 K L 0

5999 LSGGFLFK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 42 434.7500 2 867.4854 0.0001 44.86 K M 0

6000 LSGHFLDR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 46 472.7507 2 943.4868 -0.0008 29.23 R L 0

6001 LSGLVLDEADEMLR JW5531 ECK3150 deaD ATP-dependent RNA helicase 66 780.8997 2 1559.7848 -0.0016 59.69 K M 0

6002 LSGSVTVGETPVIR JW2410 ECK2412 crr glucose-specific enzyme IIA component of PTS 33 707.8984 2 1413.7822 -0.0006 39.07 K I 0

6003 LSGVEVSGNLAGHSAEIEQLTK JW0172 ECK0176 yaeT conserved protein 45 747.0574 3 2238.1504 0.0011 45.72 K I 0

6004 LSGVLNGVDEK JW3392 ECK3415 glgA glycogen synthase 35 565.8061 2 1129.5976 -0.0002 32.25 R I 0

6005 LSGVLNGVDEKIWSPETDLLLASR JW3392 ECK3415 glgA glycogen synthase 40 871.4698 3 2611.3876 0.0017 65.58 R Y 0

6006 LSGYAGSAGVAK JW4352 ECK4381 radA predicted repair protein 42 540.7878 2 1079.5610 0.0000 22.42 R V 0

6007 LSGYTEDEKLNIAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 17 527.6100 3 1579.8082 -0.0012 32.31 R R 0

6008 LSGYTEDEKLNIAKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 30 434.9846 4 1735.9093 -0.0011 30.59 R H 0

6009 LSHNIATLK JW2100 ECK2106 mrp antiporter inner membrane protein 14 332.8656 3 995.5750 -0.0014 24.51 K R 0

6010 LSHNIATLKR JW2100 ECK2106 mrp antiporter inner membrane protein 37 384.8997 3 1151.6773 -0.0003 22.09 K V 0

6011 LSIAYGIAQAMHR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 26 477.5905 3 1429.7497 -0.0005 47.67 K E 0

6012 LSIIPEYTLNSTLSWQAR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 83 1046.5573 2 2091.1000 0.0001 62.94 R E 0

6013 LSIKDLHVSVEDKAILR JW1672 ECK1678 sufC component of SufBCD complex, ATP-binding component of ABC superfamily 17 646.0445 3 1935.1117 -0.0035 52.06 M G 0

6014 LSIMWDTPWQPIR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 38 821.9240 2 1641.8334 -0.0003 63.47 R E 0

6015 LSINYTYNDGR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 75 658.3175 2 1314.6204 -0.0001 37.65 K D 0

6016 LSITAYWSPLYFK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 59 794.9243 2 1587.8340 0.0003 65.75 K A 0

6017 LSLAATR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 38 366.2237 2 730.4328 -0.0009 25.45 K S 0

6018 LSLDAGVR JW1446 ECK1445 yncD predicted iron outer membrane transporter 39 415.7400 2 829.4654 -0.0003 32.91 K Y 0

6019 LSLELNGR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 36 451.2586 2 900.5026 -0.0003 38.11 R L 0

6020 LSLELNGRLPIIGVGGIDSVIAAR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 49 811.8117 3 2432.4133 0.0017 66.89 R E 0

6021 LSLFDPLTGQIVSTIPR JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 50 929.0287 2 1856.0428 0.0020 67.97 R F 0

6022 LSLGDLDTLMPQDMINAKPISAAVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 75 881.1358 3 2640.3856 -0.0009 66.76 R E 0

6023 LSLIFNSVDIK JW1446 ECK1445 yncD predicted iron outer membrane transporter 62 624.8641 2 1247.7136 0.0012 54.88 K A 0

6024 LSLNDASLFYEPESSSALGFGFR JW2553 ECK2567 lepA GTP binding membrane protein 56 1254.1072 2 2506.1998 -0.0018 68.87 K C 0

6025 LSLQYILPK JW4121 ECK4156 psd phosphatidylserine decarboxylase 22 537.8318 2 1073.6490 0.0006 52.93 K L 0

6026 LSLQYILPKLWLTR JW4121 ECK4156 psd phosphatidylserine decarboxylase 38 582.0229 3 1743.0469 0.0023 66.61 K L 0

6027 LSLSDANLSALLTGK JW1823 ECK1833 yebT conserved protein 50 751.9255 2 1501.8364 0.0014 62.27 K T 0

6028 LSLSDLQPWPAGVR JW2635 ECK2654 ygaF predicted enzyme 32 769.9198 2 1537.8250 -0.0002 58.13 R A 0

6029 LSLVPYGNEAIHVDELNPAGK JW0944 ECK0952 yccF conserved inner membrane protein 66 746.0586 3 2235.1540 0.0006 53.97 K N 0

6030 LSMDNSQLPLQLTGEAK JW1376 ECK1378 ydbH predicted protein 61 922.9751 2 1843.9356 0.0008 52.46 K Q 0

6031 LSMPVALAPVGLCGMYAR 15.994915@M:15,57.021465@C:13 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 68 961.4889 2 1920.9632 0.0008 56.05 K R 0

6032 LSNGELTAK JW1374 ECK1376 hslJ heat-inducible protein 37 466.7556 2 931.4966 -0.0008 22.36 K G 0

6033 LSNNTACVFTGK 57.021465@C:7 JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 17 656.3215 2 1310.6284 -0.0005 32.67 K G 0

6034 LSNPELR JW5503 ECK3026 tolC transport channel 28 414.7322 2 827.4498 -0.0002 22.91 R K 0

6035 LSNPELRK JW5503 ECK3026 tolC transport channel 27 478.7796 2 955.5446 -0.0003 19.49 R S 0

6036 LSPALGDVWR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 36 557.3062 2 1112.5978 0.0000 47.57 K S 0

6037 LSPFFDEMQATPAPVEDIHGAR JW1268 ECK1271 acnA aconitate hydratase 1 67 810.0582 3 2427.1528 -0.0001 54.37 R I 0

6038 LSPGYTVTTGWK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 34 655.3431 2 1308.6716 0.0002 40.47 K N 0

6039 LSPIAEQLDKISDGYISALLR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 73 768.0946 3 2301.2620 0.0040 75.69 R R 0

6040 LSPSLGESSHHVCPR 57.021465@C:13 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 39 554.9376 3 1661.7910 -0.0034 24.28 R C 0

6041 LSPTLAMYR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 73 526.2838 2 1050.5530 -0.0001 39.91 K A 0

6042 LSPVLNGLQNLTLLR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 75 825.9986 2 1649.9826 -0.0001 64.84 R D 0

6043 LSPVNQAR JW2167 ECK2173 yejE predicted oligopeptide transporter subunit -!- membrane component of ABC superfamily 17 442.7512 2 883.4878 0.0004 20.03 R W 0

6044 LSPYYDFISVGR JW2555 ECK2569 rseB anti-sigma factor 57 708.8618 2 1415.7090 0.0006 53.80 R T 0

6045 LSQDLAR JW5503 ECK3026 tolC transport channel 49 401.7244 2 801.4342 -0.0002 22.24 R E 0

6046 LSQEQLQHAQQVAAR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 49 569.6356 3 1705.8850 -0.0012 27.87 R D 0

6047 LSQVDESDLTNPK JW5760 ECK4255 yjgQ conserved inner membrane protein 50 723.3594 2 1444.7042 -0.0003 32.87 R Q 0

6048 LSSAQPTAGTGYELDAIAAVVLGGTSLAGGK JW3729 ECK3744 rbsC D-ribose transporter subunit -!- membrane component of ABC superfamily 38 959.1739 3 2874.4999 0.0024 79.32 R G 0

6049 LSSQYNLSNLEPNIQIWNVDLR JW1177 ECK1176 ycgB conserved protein 20 872.7858 3 2615.3356 0.0014 68.26 R G 0

6050 LSTFLCGLENK 57.021465@C:6 JW2019 ECK2028 wbbI conserved protein 56 641.3291 2 1280.6436 0.0002 46.77 K D 0

6051 LSTIEKADEIVVVEDGVIVER JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 70 771.7568 3 2312.2486 0.0011 51.65 R G 0

6052 LSTLDLNEINAADR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 70 772.9002 2 1543.7858 0.0017 45.42 R M 0

6053 LSVEWMNELSHWPNLNVLLTR JW0861 ECK0868 ybjX conserved protein 41 851.1100 3 2550.3082 0.0030 73.36 R Q 0

6054 LSVFKPIAQPR JW2294 ECK2291 pta phosphate acetyltransferase 55 628.3797 2 1254.7448 0.0000 36.32 R T 0

6055 LSVGQAQR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 56 429.7431 2 857.4716 -0.0003 20.65 R V 0

6056 LSVLHGINAPEFFDK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 42 843.9458 2 1685.8770 -0.0006 53.24 R A 0

6057 LSVLTQGQAGK JW1376 ECK1378 ydbH predicted protein 57 551.3163 2 1100.6180 -0.0010 27.02 R G 0

6058 LSYDTEASIAK JW0007 ECK0008 talB transaldolase B 70 599.3036 2 1196.5926 0.0001 31.47 R A 0

6059 LTADGEWVNNPGNER JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 96 836.3902 2 1670.7658 0.0011 34.88 R T 0

6060 LTAEEQAFLDGPVEEACR 57.021465@C:17 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 52 1017.9752 2 2033.9358 -0.0006 51.06 R M 0

6061 LTAEIVAR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 29 436.7639 2 871.5132 0.0005 28.34 K A 0

6062 LTAELSLMGAE JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 49 567.7896 2 1133.5646 0.0008 52.53 R - 0

6063 LTAGEMQGGCFTISSIGGLGTTHFAPIVNAPEVAILGVSK 57.021465@C:10 JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 167 1334.3553 3 4000.0441 0.0002 69.71 K S 0

6064 LTAPESNLEVSYQNYHR JW1606 ECK1609 ydgA conserved protein 102 1010.9891 2 2019.9636 -0.0013 37.76 K G 0

6065 LTARPILDIALQYR JW4359 ECK4388 rob DNA-binding transcriptional activator 49 548.3263 3 1641.9571 0.0005 53.73 R F 0

6066 LTDHGCFLNR 57.021465@C:6 JW0831 ECK0838 ybjL predicted transporter 35 411.5329 3 1231.5769 -0.0001 28.18 K V 0

6067 LTDILAAGLQQK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 51 635.8726 2 1269.7306 0.0014 45.83 R G 0

6068 LTDMVTVGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 50 482.2631 2 962.5116 0.0009 31.79 K D 0

6069 LTDMVTVGKDAWATGNPALR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 80 1058.5464 2 2115.0782 0.0000 50.20 K G 0

6070 LTDTPAIVSTDADEMSTQMAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 74 1113.0196 2 2224.0246 0.0007 47.75 R L 0

6071 LTEALNPNDKG JW0162 ECK0165 glnD uridylyltransferase 30 586.3011 2 1170.5876 -0.0003 24.11 R - 0

6072 LTEGIATLGAAFYPK JW1692 ECK1700 pps phosphoenolpyruvate synthase 32 776.4248 2 1550.8350 0.0007 55.66 R R 0

6073 LTEHFHYWTK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 29 454.5584 3 1360.6534 -0.0030 33.27 R H 0

6074 LTENILFLAR JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 77 595.3511 2 1188.6876 0.0011 55.20 R A 0
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6075 LTESSDVLR JW1278 ECK1280 gmr modulator of Rnase II stability 35 510.2718 2 1018.5290 -0.0005 26.08 R F 0

6076 LTFADSAPGVSDDQLQK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 73 896.4417 2 1790.8688 0.0002 42.00 R L 0

6077 LTFDGDHLATIVNMENNR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 24 687.3331 3 2058.9775 -0.0017 53.04 R Q 0

6078 LTGALEEAANEFRR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 29 526.2742 3 1575.8008 0.0002 44.58 R Y 0

6079 LTGATPPDTGIFGIMK JW2406 ECK2408 cysZ predicted inner membrane protein 66 809.9289 2 1617.8432 -0.0003 54.18 R D 0

6080 LTGATPPDTGIFGIMKDVPR JW2406 ECK2408 cysZ predicted inner membrane protein 27 696.0381 3 2085.0925 -0.0003 56.97 R I 0

6081 LTGDLNVVQDK JW4180 ECK4217 ytfN conserved protein 72 601.3249 2 1200.6352 0.0002 32.17 R Q 0

6082 LTGGLQLPNDETGDCQLFTQNLAR 57.021465@C:15 JW1178 ECK1177 dadA D-amino acid dehydrogenase 19 1331.1526 2 2660.2906 0.0043 56.47 K M 0

6083 LTGMAFR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 36 398.2126 2 794.4106 -0.0002 32.78 K V 0

6084 LTGMAFRVPTPNVSVVDLTVR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 47 758.0875 3 2271.2407 -0.0004 58.25 K L 0

6085 LTGMPIPLNSLR JW1200 ECK1197 lolB chaperone for lipoproteins 26 656.3762 2 1310.7378 -0.0002 50.99 K Q 0

6086 LTGNNLLNLGWYQDVQDSLK JW5689 ECK3404 malP maltodextrin phosphorylase 38 1146.0878 2 2290.1610 0.0017 66.90 R A 0

6087 LTGNTLEVAQLHSTLGR JW2962 ECK2988 hybC hydrogenase 2, large subunit 78 603.9986 3 1808.9740 -0.0006 42.17 K I 0

6088 LTGPASEQQAMEK JW2243 ECK2242 yfaY conserved protein 78 695.3372 2 1388.6598 -0.0007 26.90 K L 0

6089 LTGRPICVTAAADILR 57.021465@C:7 JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 55 576.3257 3 1725.9553 -0.0006 45.83 K S 0

6090 LTIAPALLK JW0007 ECK0008 talB transaldolase B 46 470.3156 2 938.6166 0.0002 44.50 R E 0

6091 LTIAPNLLK JW2448 ECK2459 talA transaldolase A 13 491.8187 2 981.6228 0.0007 45.40 R E 0

6092 LTIARPSMLLGDR JW5528 ECK3140 yraR predicted nucleoside-diphosphate-sugar epimerase 45 481.6095 3 1441.8067 -0.0008 44.63 K S 0

6093 LTICTPYFNLPAILVR 57.021465@C:4 JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 73 946.0295 2 1890.0444 0.0008 71.36 K N 0

6094 LTIEPSVK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 26 443.7659 2 885.5172 0.0001 29.25 K N 0

6095 LTIESATQGEG JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 45 553.2721 2 1104.5296 -0.0003 34.31 R - 0

6096 LTIPVDMATEFMTQVAK JW1606 ECK1609 ydgA conserved protein 82 947.9867 2 1893.9588 0.0009 70.37 K L 0

6097 LTIPVDMATEFMTQVAKLEGYQEDQAK JW1606 ECK1609 ydgA conserved protein 57 764.8796 4 3055.4893 0.0012 79.91 K K 0

6098 LTIPVDMATEFMTQVAKLEGYQEDQAKK JW1606 ECK1609 ydgA conserved protein 54 1062.2024 3 3183.5854 0.0021 76.36 K L 0

6099 LTIQVRPPMDDLLEADDHTIAR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 96 840.4356 3 2518.2850 -0.0001 54.34 R R 0

6100 LTIVPAQTSAEDVLK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 58 792.9454 2 1583.8762 -0.0008 49.05 R M 0

6101 LTLDITNLTDKPQK JW2504 ECK2516 yfhM conserved protein 45 533.9710 3 1598.8912 0.0033 44.88 R L 0

6102 LTLDLGGEKR JW2101 ECK2107 metG methionyl-tRNA synthetase 56 551.3167 2 1100.6188 -0.0002 33.05 R N 0

6103 LTLGDGYTQGDIFDGINFR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 93 1051.5134 2 2101.0122 0.0006 63.10 R G 0

6104 LTLGLLR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 36 393.2657 2 784.5168 -0.0003 45.54 K D 0

6105 LTLMSDDLTNVTVK JW1913 ECK1927 yedD predicted protein 63 775.4107 2 1548.8068 0.0000 51.55 K R 0

6106 LTLMSDDLTNVTVKR 15.994915@M:4 JW1913 ECK1927 yedD predicted protein 48 574.6409 3 1720.9009 -0.0021 39.08 K E 0

6107 LTLMSNR JW5734 ECK4130 dipZ fused thiol:disulfide interchange protein 30 417.7288 2 833.4430 0.0001 28.21 R Q 0

6108 LTLNAEQSPAQ JW2500 ECK2512 yfgA conserved protein 68 586.3019 2 1170.5892 0.0013 31.51 R - 0

6109 LTLNGDTAVELDVLK JW0710 ECK0709 gltA citrate synthase 50 800.9435 2 1599.8724 0.0005 54.30 K G 0

6110 LTLNGDTAVELDVLKGTLGQDVIDIR JW0710 ECK0709 gltA citrate synthase 103 923.5065 3 2767.4977 0.0010 70.17 K T 0

6111 LTMSTDNSIYQLLPDAVVFPR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 19 1190.6138 2 2379.2130 -0.0014 71.39 R S 0

6112 LTNIDNTWNQR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 63 687.8405 2 1373.6664 -0.0023 35.32 K T 0

6113 LTNNGQFDGQVQVTDPQGR JW4180 ECK4217 ytfN conserved protein 60 1037.5015 2 2072.9884 0.0008 34.92 R R 0

6114 LTNTDLSFGPFK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 38 670.3483 2 1338.6820 0.0000 50.60 K E 0

6115 LTPALGQQK JW3997 ECK4029 malM maltose regulon periplasmic protein 31 478.2818 2 954.5490 -0.0008 21.93 R L 0

6116 LTPNFSTWRPCDQVEAAVGWK 57.021465@C:11 JW2449 ECK2460 tktB transketolase 2, thiamin-binding 52 821.4027 3 2461.1863 0.0013 58.05 R L 0

6117 LTPTYLGESIAVPHGTVEAK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 19 695.0412 3 2082.1018 0.0020 45.23 K D 0

6118 LTQEQLDNFR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 55 632.3194 2 1262.6242 -0.0012 35.73 R Q 0

6119 LTQEQLDNFRQEVHGNGLSSYPHPK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 56 965.4778 3 2893.4116 0.0008 41.81 R L 0

6120 LTQIAIADSDKLR JW3203 ECK3223 degQ serine endoprotease, periplasmic 20 481.9437 3 1442.8093 0.0000 35.22 K V 0

6121 LTQSDIR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 31 416.7297 2 831.4448 -0.0001 20.17 K G 0

6122 LTRLEVEESQPLVNAVWIDLVEPDDDER JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 19 1093.8854 3 3278.6344 0.0037 70.24 R L 0

6123 LTRLEVEESQPLVNAVWIDLVEPDDDERLR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 46 1183.6124 3 3547.8154 -0.0003 67.39 R V 0

6124 LTRPWGETTAR JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 37 644.3434 2 1286.6722 -0.0009 27.59 R L 0

6125 LTSENPIDLVR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 27 628.8458 2 1255.6770 -0.0002 46.36 K Y 0

6126 LTSSDGGVVPLSSIAK JW2060 ECK2071 mdtB multidrug efflux system, subunit B 70 765.9226 2 1529.8306 0.0005 44.05 R I 0

6127 LTSSTATAATSKPVTSVASGPR JW5195 ECK1246 tonB membrane spanning protein in TonB-ExbB-ExbD complex 64 697.3739 3 2089.0999 -0.0017 27.22 R A 0

6128 LTSTEEFGK JW0451 ECK0456 acrB multidrug efflux system protein 42 506.2538 2 1010.4930 0.0011 25.03 R I 0

6129 LTSTLDNER JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 41 524.7668 2 1047.5190 -0.0006 19.62 R L 0

6130 LTTDIGPVIDSEAK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 68 729.8882 2 1457.7618 0.0005 42.82 R A 0

6131 LTTDKGEWLLYR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 71 747.9006 2 1493.7866 -0.0012 44.76 R A 0

6132 LTTGCSVIVTGK 57.021465@C:5 JW0913 ECK0921 asnS asparaginyl tRNA synthetase 66 618.3370 2 1234.6594 0.0004 29.49 R V 0

6133 LTTIANALGNNINGQPVNYK JW2903 ECK2931 yggG predicted peptidase 66 1058.0644 2 2114.1142 0.0023 46.72 R V 0

6134 LTTLQDNTITTSLQYANGQITLNGQK JW1606 ECK1609 ydgA conserved protein 40 946.1618 3 2835.4636 0.0021 57.26 R M 0

6135 LTVADSAR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 32 416.7297 2 831.4448 -0.0001 21.95 R V 0

6136 LTVLDSLSK JW2893 ECK2922 pgk phosphoglycerate kinase 17 488.2900 2 974.5654 0.0006 44.87 K I 0

6137 LTVQDNGCGVPENAIR 57.021465@C:8 JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 65 871.9292 2 1741.8438 0.0022 35.22 K S 0

6138 LTVTVFK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 41 404.2522 2 806.4898 -0.0004 37.32 K V 0

6139 LTWANMR JW1247 ECK1249 yciC predicted inner membrane protein 17 446.2289 2 890.4432 0.0000 37.80 R L 0

6140 LVADLIR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 33 400.2553 2 798.4960 -0.0002 37.63 R G 0

6141 LVADSITSQLER JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 105 666.3615 2 1330.7084 -0.0007 42.53 K R 0

6142 LVADSITSQLERR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 14 496.6105 3 1486.8097 -0.0006 41.63 K V 0

6143 LVAMGGIGHTSCLYTDQDNQPAR 57.021465@C:12 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 84 1252.5866 2 2503.1586 0.0002 40.57 K V 0

6144 LVATDTIYPHTGQAAK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 56 562.6330 3 1684.8772 -0.0012 32.14 K A 0

6145 LVAVGNTFVFPMAGYSK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 92 900.9713 2 1799.9280 0.0001 58.45 K K 0

6146 LVAVGNTFVYPIAGYSK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 58 899.9904 2 1797.9662 -0.0002 53.81 K K 0

6147 LVAVGNTFVYPIAGYSKK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 37 643.0276 3 1926.0610 -0.0005 47.66 K I 0

6148 LVDAEGLINR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 64 550.3092 2 1098.6038 0.0005 39.28 R M 0

6149 LVDAINQLR JW4099 ECK4133 aspA aspartate ammonia-lyase 69 521.3054 2 1040.5962 -0.0016 38.66 K E 0

6150 LVDALASSAEIEK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 78 673.3643 2 1344.7140 0.0005 38.81 K A 0

6151 LVDDLHQLSMSDEGALAYQK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 63 745.0316 3 2232.0730 -0.0002 48.35 K A 0

6152 LVDEIQLANMLADDSWK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 99 980.9884 2 1959.9622 0.0010 66.69 R S 0

6153 LVDGASK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 17 345.1951 2 688.3756 0.0001 14.07 R D 0

6154 LVDIEQVSSTHAK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 76 713.8798 2 1425.7450 -0.0014 32.55 R V 0

6155 LVDIVEPTEK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 61 571.8184 2 1141.6222 -0.0008 36.42 R T 0

6156 LVDQLLTLSR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 22 579.3485 2 1156.6824 0.0008 50.00 R L 0

6157 LVEEGAQVSAGQPILEMDLDYLNANAR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 110 1458.7238 2 2915.4330 -0.0005 64.44 R S 0

6158 LVEMGAR JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 24 388.2101 2 774.4056 -0.0002 22.51 R G 0

6159 LVEQGRPVVIFPEGR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 50 565.9894 3 1694.9464 -0.0004 41.66 R I 0

6160 LVFITDTVQPVINQGGTK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 114 965.5355 2 1929.0564 -0.0008 51.77 K A 0

6161 LVFLKDR JW2577 ECK2593 yfiO predicted lipoprotein 44 445.7762 2 889.5378 -0.0008 31.85 R L 0

6162 LVGAPPGYVGYEEGGYLTEAVR JW2573 ECK2590 clpB protein disaggregation chaperone 90 1149.0767 2 2296.1388 0.0012 53.84 R R 0

6163 LVGAPPGYVGYEEGGYLTEAVRR JW2573 ECK2590 clpB protein disaggregation chaperone 20 818.4204 3 2452.2394 0.0008 48.72 R R 0

6164 LVGPLIDVMGSAGEDLKR JW2667 ECK2692 alaS alanyl-tRNA synthetase 15 624.0091 3 1869.0055 0.0024 54.90 K Q 0

6165 LVGQNQTYTVQEGDKNLQAIAR JW1668 ECK1674 ynhG conserved protein 75 816.0942 3 2445.2608 -0.0004 40.70 R R 0

6166 LVGSSHLLTDPAK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 71 669.3745 2 1336.7344 -0.0007 30.30 R T 0

6167 LVGTVNAGEEVTLLQTDANTNYAQVK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 37 1374.7090 2 2747.4034 0.0056 53.42 R D 0

6168 LVGVIPEDQSVLR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 51 712.9090 2 1423.8034 -0.0001 44.76 K A 0

6169 LVGVVVR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 29 371.2527 2 740.4908 -0.0001 30.48 R D 0

6170 LVHIPEEELLPGLEK JW2500 ECK2512 yfgA conserved protein 27 572.6577 3 1714.9513 0.0009 52.29 R Q 0

6171 LVHPDALYMGVGGTYDVFTGHVK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 18 826.0833 3 2475.2281 0.0025 53.85 R R 0

6172 LVIAVER JW2700 ECK2725 hypE carbamoyl phosphate phosphatase, hydrogenase 3 maturation protein 14 400.2554 2 798.4962 -0.0001 37.66 K N 0

6173 LVIESGDSAQSR JW1575 ECK1578 ynfB predicted protein 75 631.3219 2 1260.6292 -0.0017 25.83 K Q 0

6174 LVIGADGANSQVR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 69 650.3543 2 1298.6940 -0.0002 29.80 K Q 0

6175 LVIGADGANSWLR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 68 686.3721 2 1370.7296 -0.0009 50.96 R N 0

6176 LVIGIAAR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 59 406.7710 2 811.5274 -0.0005 36.08 R N 0

6177 LVITPVDGSDPYEEMIPK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 69 1002.0067 2 2001.9988 0.0019 57.56 R W 0

6178 LVIWLPLYK JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 46 572.8604 2 1143.7062 0.0006 63.95 R R 0

6179 LVIYEREAPEGTVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 25 535.2940 3 1602.8602 -0.0014 31.48 R D 0

6180 LVKGEVVASTFDEPASR JW3756 ECK3775 rho transcription termination factor 55 602.3192 3 1803.9358 -0.0011 34.04 R H 0

6181 LVKPWVGGYTGKDPLDNTYTR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 50 595.8128 4 2379.2221 -0.0001 44.61 R N 0

6182 LVLADGLIDASAQKPEMIIDAATLTGAAK JW2507 ECK2520 pepB aminopeptidase B 57 966.1959 3 2895.5659 0.0031 66.84 R T 0

6183 LVLANAQMVVR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 87 607.3579 2 1212.7012 0.0000 41.12 R K 0

6184 LVLEVQQQLGGGIVR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 73 804.9749 2 1607.9352 -0.0007 50.87 R T 0

6185 LVLLSDPVTMAR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 74 657.8757 2 1313.7368 -0.0008 52.27 R L 0

6186 LVMLTGDNPTTANAIAK JW0473 ECK0478 copA copper transporter 121 865.4621 2 1728.9096 0.0017 42.24 R E 0

6187 LVMSCMTPASDGTFISIDDEEAK 57.021465@C:5 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 122 1259.0649 2 2516.1152 0.0032 56.63 R Q 0

6188 LVMSCMTPASDGTFISIDDEEAKQFR 15.994915@M:6,57.021465@C:5 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 60 988.7857 3 2963.3353 0.0002 50.85 R E 0

6189 LVMVISK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 24 395.2487 2 788.4828 -0.0001 34.07 R T 0

6190 LVNAVQQDVHAILQLGEAQIEK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 95 806.1120 3 2415.3142 0.0019 68.09 K S 0

6191 LVNERPATTLR JW3179 ECK3202 gltB glutamate synthase, large subunit 17 423.9142 3 1268.7208 0.0005 24.28 K D 0

6192 LVNNLLDMAR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 68 579.8184 2 1157.6222 -0.0004 48.69 R I 0

6193 LVNPEELKQDAIDAVEQHGIVFIDEIDKICK 57.021465@C:30 JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 31 895.4663 4 3577.8361 0.0023 75.40 K R 0

6194 LVNQEWK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 34 458.7479 2 915.4812 -0.0002 27.24 K T 0

6195 LVNSQFSQR JW2903 ECK2931 yggG predicted peptidase 37 539.7855 2 1077.5564 -0.0003 24.97 K Q 0

6196 LVNSQFSQRQEAEADDYSYDLLR JW2903 ECK2931 yggG predicted peptidase 78 916.4353 3 2746.2841 0.0006 47.30 K Q 0

6197 LVNSSDWGYDAQAFAR JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 78 900.4211 2 1798.8276 0.0001 49.80 K W 0

6198 LVNTNVDQAAAASGR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 132 743.8838 2 1485.7530 -0.0006 27.52 R V 0
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6199 LVNTNVDQAAAASGRVPGDSEVK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 47 766.7276 3 2297.1610 0.0000 33.27 R Q 0

6200 LVPEHDPVHK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 37 585.8167 2 1169.6188 -0.0004 19.31 R V 0

6201 LVPEHDPVHKVTIIPR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 54 925.5357 2 1849.0568 -0.0005 32.31 R G 0

6202 LVPGYEAPVMLAYSAR JW3841 ECK3863 glnA glutamine synthetase 15 868.9573 2 1735.9000 0.0033 56.82 R N 0

6203 LVPHATMPHPVK JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 17 442.9161 3 1325.7265 -0.0012 26.96 R D 0

6204 LVPIAPSR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 19 426.7690 2 851.5234 0.0005 28.97 K G 0

6205 LVPIIADEAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 18 548.8216 2 1095.6286 -0.0001 39.37 R T 0

6206 LVQKLEEMR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 33 382.5496 3 1144.6270 -0.0005 28.57 R E 0

6207 LVQLNYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 35 453.2634 2 904.5122 -0.0007 31.74 R Y 0

6208 LVQQDLTDTLATLDKIDR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 53 686.7075 3 2057.1007 0.0004 58.72 K I 0

6209 LVSAEVLLR JW5943 ECK3514 yhjK predicted diguanylate cyclase 26 500.3135 2 998.6124 0.0000 42.65 K I 0

6210 LVSEYNATQK JW5625 ECK3691 gyrB DNA gyrase, subunit B 69 576.7982 2 1151.5818 -0.0004 22.75 K M 0

6211 LVSFITGLRF JW3944 ECK3972 secE preprotein translocase membrane subunit 44 576.8426 2 1151.6706 0.0004 62.94 R - 0

6212 LVSHDATFR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 25 349.1853 3 1044.5341 -0.0010 21.46 R V 0

6213 LVSNEFVAMMDLQK 15.994915@M:10 JW2389 ECK2388 nupC nucleoside (except guanosine) transporter 109 820.9047 2 1639.7948 -0.0002 47.65 K I 0

6214 LVSNIDER JW2483 ECK2494 upp uracil phosphoribosyltransferase 55 473.2535 2 944.4924 -0.0002 21.70 K M 0

6215 LVSQPGIR JW2406 ECK2408 cysZ predicted inner membrane protein 33 435.2635 2 868.5124 -0.0006 25.27 K R 0

6216 LVSSEVK JW5625 ECK3691 gyrB DNA gyrase, subunit B 24 381.2236 2 760.4326 -0.0005 19.21 K S 0

6217 LVSTHNEASLSR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 43 438.5653 3 1312.6741 0.0005 21.92 K S 0

6218 LVSWYDNETGYSNK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 71 838.3836 2 1674.7526 0.0001 41.34 K V 0

6219 LVSWYDNETGYSNKVLDLIAHISK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 24 692.1103 4 2764.4121 0.0050 66.70 K - 0

6220 LVTAMNNSSSLLLK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 48 745.9152 2 1489.8158 -0.0016 43.87 R I 0

6221 LVTDEGEKSVPLAEVQPGMLLR JW0473 ECK0478 copA copper transporter 46 1191.1413 2 2380.2680 0.0008 53.14 R L 0

6222 LVTIDNIQK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 28 522.3087 2 1042.6028 0.0006 35.70 K T 0

6223 LVTLEVLSEPGASAIDR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 80 885.4857 2 1768.9568 -0.0002 55.11 R I 0

6224 LVTNNVR JW0934 ECK0942 pqiB paraquat-inducible protein B 56 408.2401 2 814.4656 -0.0005 19.56 R F 0

6225 LVTYQTDANGQPVNQILVEAATDIAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 73 1386.7258 2 2771.4370 0.0029 67.36 R E 0

6226 LVVATDTAFVPFEFK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 29 842.4544 2 1682.8942 0.0023 63.75 K Q 0

6227 LVVDADNDIR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 39 565.2958 2 1128.5770 -0.0005 31.46 K A 0

6228 LVVDPITR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 41 456.7792 2 911.5438 -0.0002 34.33 R I 0

6229 LVVGGFER JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 34 438.7505 2 875.4864 -0.0001 34.29 R V JW4090

6230 LVVGGFER JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 50 438.7503 2 875.4860 -0.0004 33.96 R V JW4090

6231 LVVLFGNNPGETR JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 51 708.3851 2 1414.7556 -0.0012 45.87 K M 0

6232 LVVVSNKR JW3432 ECK3451 yhhM conserved protein 20 457.7922 2 913.5698 -0.0010 19.79 K E 0

6233 LVVVSNR JW5312 ECK1895 otsA trehalose-6-phosphate synthase 29 393.7452 2 785.4758 -0.0001 23.56 R I 0

6234 LVYDMYSTFGFEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 39 800.3738 2 1598.7330 0.0004 58.76 R I 0

6235 LWDAVTGQHDKDDQAK JW2640 ECK2659 ygaU predicted protein 29 609.6268 3 1825.8586 -0.0010 28.46 K K 0

6236 LWKDDDNTYHLK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 31 516.5874 3 1546.7404 -0.0012 30.59 R G 0

6237 LWLDEPLKVDSLSQQK JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 36 633.6788 3 1898.0146 -0.0004 53.30 R L 0

6238 LWQGRLPAGGQATPMTYEVNGK JW0120 ECK0123 gcd glucose dehydrogenase 13 792.0708 3 2373.1906 0.0006 42.68 K Q 0

6239 LWSDQDVTTAAALLK JW3775 ECK3797 hemX uroporphyrinogen III methylase 61 816.4362 2 1630.8578 0.0013 56.94 K S 0

6240 LWVAPPTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 14 470.2749 2 938.5352 0.0014 36.64 R M 0

6241 LYAIHGTNANFGIGLR JW0803 ECK0809 ybiS conserved protein 31 572.9778 3 1715.9116 0.0009 46.35 R V JW0803

6242 LYAIHGTNANFGIGLR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 45 572.9772 3 1715.9098 -0.0009 45.17 R V JW0803

6243 LYDLDIESPGHEQK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 76 822.3991 2 1642.7836 -0.0002 38.45 R K 0

6244 LYDLDIESPGHEQKK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 20 443.7266 4 1770.8773 -0.0015 35.83 R A 0

6245 LYDQMLEPK JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 63 568.7868 2 1135.5590 0.0007 37.06 R W 0

6246 LYDTYGFPVDLTADVCR 57.021465@C:16 JW2667 ECK2692 alaS alanyl-tRNA synthetase 67 1002.9720 2 2003.9294 -0.0004 60.37 R E 0

6247 LYEGETLGVVGESGCGK 57.021465@C:15 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 128 877.9165 2 1753.8184 -0.0008 39.51 R S 0

6248 LYFEGELIDAATNKPVIK JW1427 ECK1424 ydcL predicted lipoprotein 96 1011.0515 2 2020.0884 0.0003 52.49 R V 0

6249 LYGASGAMSIYQR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 93 708.8506 2 1415.6866 0.0000 39.73 K Y 0

6250 LYGNLDK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 20 411.7217 2 821.4288 0.0005 27.03 R T 0

6251 LYGNLDKTQADAWDINQGHQSAR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 53 651.0665 4 2600.2369 0.0001 38.62 R A 0

6252 LYGNQSNVYNAVQEWLR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 85 1027.5091 2 2053.0036 0.0019 62.71 R A 0

6253 LYIETMEK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 13 513.7624 2 1025.5102 0.0000 34.82 R V 0

6254 LYINADNEASIR JW3859 ECK3881 yiiD predicted acetyltransferase 28 689.8517 2 1377.6888 0.0000 37.50 R F 0

6255 LYIVSNK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 30 418.7476 2 835.4806 0.0004 27.63 K F 0

6256 LYIYDHCPYCLK 57.021465@C:7,57.021465@C:10 JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 28 548.9236 3 1643.7490 0.0015 42.42 K A 0

6257 LYKEDLIYR JW4215 ECK4251 valS valyl-tRNA synthetase 59 606.8349 2 1211.6552 0.0003 33.01 R G 0

6258 LYLDTTLPLTVNR JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 55 759.9301 2 1517.8456 0.0003 54.23 K F 0

6259 LYLEAVSGVDQALDLLYQFEF JW4180 ECK4217 ytfN conserved protein 44 811.7469 3 2432.2189 0.0038 80.98 K - 0

6260 LYNDAGISNDR JW0007 ECK0008 talB transaldolase B 51 619.2943 2 1236.5740 0.0006 27.89 K I 0

6261 LYNIVPYGIDATGHIDYADLEK JW2535 ECK2548 glyA serine hydroxymethyltransferase 30 827.4169 3 2479.2289 0.0016 58.13 K Q 0

6262 LYPDQPVEVLAADLR JW2766 ECK2790 ygdH conserved protein 75 849.9567 2 1697.8988 0.0000 58.40 K R 0

6263 LYPENNEAR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 19 553.2673 2 1104.5200 0.0001 19.11 R K 0

6264 LYPNVDFYSGIILK JW0710 ECK0709 gltA citrate synthase 44 821.4475 2 1640.8804 -0.0010 61.17 K A 0

6265 LYQESQGK JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 29 476.7404 2 951.4662 0.0001 11.77 R R 0

6266 LYQGINVHNAER JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 58 707.3645 2 1412.7144 -0.0016 26.81 R V 0

6267 LYQHELYFR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 25 423.5519 3 1267.6339 -0.0009 36.19 R T 0

6268 LYQKPAVTR JW3221 ECK3240 yhdA conserved inner membrane protein 25 359.2131 3 1074.6175 -0.0011 20.04 R E 0

6269 LYQLPGSELLLVLSGPETEGR JW5391 ECK2389 yfeA predicted diguanylate cyclase 46 1136.1158 2 2270.2170 0.0012 75.43 K L 0

6270 LYQPQDATTNPSLILNAAQIPEYR JW0007 ECK0008 talB transaldolase B 33 906.1378 3 2715.3916 0.0047 59.20 K K 0

6271 LYRPFSAK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 26 491.2792 2 980.5438 -0.0005 27.50 R H 0

6272 LYSEDDFLSRPEFTDPEILR JW5905 ECK1406 hrpA ATP-dependent helicase 46 814.7327 3 2441.1763 0.0014 57.89 R T 0

6273 LYSGYSDSNQDNPLLYFCQHR 57.021465@C:18 JW5408 ECK2558 yfhB conserved protein 62 859.7200 3 2576.1382 -0.0009 55.60 R W 0

6274 LYSMYNSAFLDDLTK JW0818 ECK0824 yliF predicted diguanylate cyclase 26 890.9272 2 1779.8398 0.0010 60.57 K A 0

6275 LYSQSWDAGLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 39 648.3221 2 1294.6296 -0.0009 41.86 K Y 0

6276 LYSTVFR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 34 443.2449 2 884.4752 -0.0003 34.94 K E 0

6277 LYTDYSLLTADAR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 55 751.3789 2 1500.7432 -0.0027 47.98 R I 0

6278 LYTEAATSDFAALAQTAHR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 42 679.6730 3 2035.9972 0.0010 50.13 R L 0

6279 LYTGEIPLFSHYQIESQIESAFQR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 98 1428.7138 2 2855.4130 0.0001 67.61 K E 0

6280 LYTQVYSGYGESLIDYNFNQTR JW3794 ECK3815 pldA outer membrane phospholipase A 100 1316.1218 2 2630.2290 0.0001 58.94 R V 0

6281 LYTSLGDAAVGR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 85 611.8244 2 1221.6342 -0.0010 37.98 R F 0

6282 LYVLVFTTEK JW3997 ECK4029 malM maltose regulon periplasmic protein 34 606.8474 2 1211.6802 0.0000 52.66 K D 0

6283 LYVQDGVYDRFAEK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 13 568.2862 3 1701.8368 0.0007 42.10 R L 0

6284 LYVSENQLK JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 34 547.2983 2 1092.5820 0.0006 33.31 R I 0

6285 LYYYPPGENIVQVYPIGIGLQGLETPVMETR JW1668 ECK1674 ynhG conserved protein 18 1170.6067 3 3508.7983 0.0031 73.49 R V 0

6286 MAAMFHNQGNPVFDYVWNTVR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 65 833.0566 3 2496.1480 0.0013 63.93 K R 0

6287 MAASRPYAETMR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 35 461.8882 3 1382.6428 -0.0006 23.15 R K 0

6288 MAASRPYAETMRK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 13 504.5868 3 1510.7386 0.0000 21.04 R V 0

6289 MADLSQTITVMPK JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 58 717.8711 2 1433.7276 0.0018 49.07 R A 0

6290 MADSDALR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 28 439.7057 2 877.3968 0.0006 18.80 K V 0

6291 MAEANKAFAHYR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 66 470.2310 3 1407.6712 -0.0007 25.14 R W 0

6292 MAEFGSCHR 57.021465@C:7 JW1709 ECK1717 thrS threonyl-tRNA synthetase 75 547.7290 2 1093.4434 0.0002 22.04 R N 0

6293 MAEGPFPEHYEPFETPLGTNPLHPNVISNPAAR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 33 908.1930 4 3628.7429 0.0020 55.01 K I 0

6294 MAFAEQGITELSK 15.994915@M:1 JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 88 720.8548 2 1439.6950 -0.0016 39.24 R H 0

6295 MAFDKVPFDFLGEVALR JW0889 ECK0897 ycaP conserved inner membrane protein 21 652.3425 3 1954.0057 0.0035 68.41 R S 0

6296 MAGHTNCIR 57.021465@C:7 JW3904 ECK3925 ftsN essential cell division protein 39 530.2448 2 1058.4750 0.0001 17.49 K L 0

6297 MAGMAIDGK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 49 447.2145 2 892.4144 -0.0001 27.93 R D 0

6298 MAGMAIDGKDKGEAENEAKPIDVK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 39 839.7489 3 2516.2249 -0.0001 31.00 R S 0

6299 MAGQMGNER JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 62 497.2157 2 992.4168 0.0000 18.42 K V 0

6300 MAGTADIEIR JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 61 538.7737 2 1075.5328 -0.0003 34.46 K V 0

6301 MAIPEQPLEILR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 61 705.3950 2 1408.7754 0.0007 54.98 K T 0

6302 MAKAPIR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 26 393.7360 2 785.4574 -0.0007 27.12 - A 0

6303 MALAMKVISQVEAQR 15.994915@M:5 JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 13 845.9504 2 1689.8862 -0.0043 76.17 - K 0

6304 MALELFKPFIYGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 19 519.6238 3 1555.8496 0.0024 60.27 K L 0

6305 MALGGVRDEAEIR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 26 472.9134 3 1415.7184 -0.0007 32.54 R G 0

6306 MALNLTGEK JW2504 ECK2516 yfhM conserved protein 54 488.7602 2 975.5058 -0.0001 36.73 R T 0

6307 MALNLTGEKTPLTPKDEVK JW2504 ECK2516 yfhM conserved protein 67 695.7137 3 2084.1193 0.0006 38.18 R F 0

6308 MAMHGVDTPIDYLNSHGTSTPVGDVK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 16 686.3274 4 2741.2805 0.0015 49.07 K E 0

6309 MAMVQPK 15.994915@M:1 JW3992 ECK4024 malG maltose transporter subunit -!- membrane component of ABC superfamily 14 410.7070 2 819.3994 0.0011 21.95 - S 0

6310 MAPALAAGNCVVLKPAR 57.021465@C:10 JW3561 ECK3577 aldB aldehyde dehydrogenase B 77 869.9755 2 1737.9364 -0.0017 37.82 K L 0

6311 MAPALLTGNTIVIKPSEFTPNNAIAFAK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 15 733.1517 4 2928.5777 -0.0004 60.67 K I 0

6312 MAPGPLEVAWFAEETAAVER JW3811 ECK3828 yigP conserved protein 29 1087.5342 2 2173.0538 0.0025 70.14 R A 0

6313 MAPIHHHYELK JW0085 ECK0088 mraY phospho-N-acetylmuramoyl-pentapeptide transferase 23 459.2360 3 1374.6862 -0.0006 21.48 R G 0

6314 MAPPQISAEVLKK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 28 706.4018 2 1410.7890 -0.0014 37.40 K M 0

6315 MAPVIQR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 60 407.7338 2 813.4530 0.0000 23.79 K L 0

6316 MAQENPGVDVPVYGVPINTR 15.994915@M:1 JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 41 1086.5419 2 2171.0692 0.0011 46.92 R E 0

6317 MAQQQGVAVK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 51 530.2840 2 1058.5534 -0.0008 19.80 K T 0

6318 MAQWASQLPK JW4250 ECK4280 fecB KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily 67 580.2999 2 1158.5852 -0.0002 38.68 R G 0

6319 MAVAESGMGIVEDK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 96 718.8414 2 1435.6682 -0.0005 40.66 K V 0

6320 MAVAESGMGIVEDKVIK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 94 888.9652 2 1775.9158 -0.0002 44.01 K N 0

6321 MAVMPEEELWK JW4201 ECK4237 mgtA magnesium transporter 25 681.8253 2 1361.6360 0.0002 49.74 K T 0

6322 MAWFANQR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 50 512.2449 2 1022.4752 -0.0003 40.03 K E 0
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6323 MAYAMDFINK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 67 602.2808 2 1202.5470 0.0007 46.64 R M 0

6324 MCGLVMLLPHGYEGQGPEHSSAR 57.021465@C:2 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 66 842.7273 3 2525.1601 -0.0014 48.78 R L 0

6325 MCGVQPEK 57.021465@C:2 JW0898 ECK0906 lpxK lipid A 4'kinase 24 474.7173 2 947.4200 -0.0004 19.94 K C 0

6326 MCITGCPYKK 57.021465@C:2,57.021465@C:6 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 31 419.8647 3 1256.5723 0.0006 24.78 R I 0

6327 MCTTLPK 57.021465@C:2 JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 20 425.7107 2 849.4068 -0.0021 25.29 R T 0

6328 MDAAQLTEEGYYSVFGK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 122 954.9380 2 1907.8614 0.0004 63.40 R S 0

6329 MDASGYPQSAPLPANNVLQIER JW2504 ECK2516 yfhM conserved protein 80 1186.0893 2 2370.1640 0.0002 49.93 R H 0

6330 MDDHETYGEHWSPR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 31 587.2418 3 1758.7036 -0.0021 30.19 R A 0

6331 MDEFKPEDELKPDPSDRR JW3351 ECK3375 damX predicted protein 50 735.3478 3 2203.0216 0.0002 33.56 - T 0

6332 MDIDEAVR JW3702 ECK3717 phoU DNA-binding transcriptional regulator 37 474.7259 2 947.4372 -0.0010 31.25 R I 0

6333 MDKYDLLDSPPLAPPDAK JW0934 ECK0942 pqiB paraquat-inducible protein B 50 662.6682 3 1984.9828 0.0011 49.84 K G 0

6334 MDLVASQQR JW4120 ECK4155 yjeP predicted mechanosensitive channel 43 524.2658 2 1046.5170 -0.0008 27.75 R Q 0

6335 MDNDKIDQHSDEIEVESEEKER JW2344 ECK2341 yfdC predicted inner membrane protein 16 669.5489 4 2674.1665 0.0001 30.16 - G 0

6336 MDNFLALTLTGK JW1733 ECK1742 astE succinylglutamate desuccinylase 76 662.3529 2 1322.6912 0.0008 61.47 - K 0

6337 MDNGLDTVIGENGVLLSGGQR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 142 1073.0346 2 2144.0546 0.0015 56.12 K Q 0

6338 MDNWIVK JW1200 ECK1197 lolB chaperone for lipoproteins 54 453.2322 2 904.4498 0.0022 39.65 K - 0

6339 MDPARDTVLVENTPIDYLDFASPVSGLGSK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 54 1069.8673 3 3206.5801 -0.0005 68.12 R M 0

6340 MDRFPRSDSIVQPR JW0769 ECK0775 ybhL predicted inner membrane protein 38 568.6261 3 1702.8565 -0.0008 32.05 - A 0

6341 MDSFPAIEIDKVK JW3601 ECK3616 rfaJ UDP-D-glucose:(galactosyl)lipopolysaccharide glucosyltransferase 51 498.2621 3 1491.7645 0.0002 45.64 - A 0

6342 MDSLNLNK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 49 467.7366 2 933.4586 -0.0002 28.48 - H 0

6343 MDSSFTPIEQMLK JW2659 ECK2678 mprA DNA-binding transcriptional regulator 21 763.8661 2 1525.7176 0.0021 59.08 - F 0

6344 MDVSPDVVFEATPNLFTLDGR JW4180 ECK4217 ytfN conserved protein 107 1162.0678 2 2322.1210 0.0009 70.69 R V 0

6345 MDYTLTR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 50 450.2184 2 898.4222 0.0005 32.12 - I 0

6346 MEAAGKPTDKPNLVCGPVQICWHK 57.021465@C:15,57.021465@C:21 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 68 912.7863 3 2735.3371 0.0025 41.03 R F JW3485

6347 MEAAGKPTDKPNLVCGPVQICWHK 57.021465@C:15,57.021465@C:21 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 40 684.8407 4 2735.3337 -0.0010 41.72 R F JW3485

6348 MEADLVPK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 37 451.7362 2 901.4578 -0.0001 30.94 R H 0

6349 MEAIINSMTMK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 14 634.8065 2 1267.5984 0.0011 46.06 R E 0

6350 MEAIKGSDVNVPDAVFAWMLDGR JW1336 ECK1339 ydaN predicted Zn(II) transporter 72 841.0796 3 2520.2170 0.0028 70.51 - G 0

6351 MEDQQLQTLGEVMENTLGISK JW1088 ECK1088 fhuE ferric-rhodotorulic acid outer membrane transporter 64 1182.5746 2 2363.1346 -0.0002 71.93 R S 0

6352 MEFPEPVISIAVEPK JW3302 ECK3327 fusA protein chain elongation factor EF-G 89 843.4449 2 1684.8752 0.0006 60.08 R T 0

6353 MEGMNFQQMIQQAVER JW2049 ECK2058 asmA predicted assembly protein 65 970.4462 2 1938.8778 0.0029 64.69 R N 0

6354 MEISWGR JW1175 ECK1174 nhaB sodium:proton antiporter 29 439.7131 2 877.4116 0.0000 38.44 - A 0

6355 MEIYENENDQVEAVKR JW2497 ECK2509 yfgM conserved protein 34 656.3106 3 1965.9100 -0.0003 32.92 - F 0

6356 MELSSLTAVSPVDGR JW1117 ECK1117 purB adenylosuccinate lyase 76 781.3976 2 1560.7806 -0.0012 47.39 - Y 0

6357 MEMVSFSELVLNPVAQVK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 91 1011.0266 2 2020.0386 0.0014 68.83 R F 0

6358 MENFTTNLNQLAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 92 776.3824 2 1550.7502 -0.0008 45.77 R V 0

6359 MEPAAPWQFLTGYYQYR JW3927 ECK3946 yijP conserved inner membrane protein 64 1060.9992 2 2119.9838 0.0012 67.23 R Q 0

6360 MEPFFPSGLK JW0451 ECK0456 acrB multidrug efflux system protein 17 576.7916 2 1151.5686 0.0002 50.74 K I 0

6361 MEQILASR 15.994915@M:1 JW3132 ECK3151 nlpI conserved protein 33 482.2499 2 962.4852 -0.0002 25.04 R A 0

6362 MEQNLELLATAETWDNGKPIR JW3561 ECK3577 aldB aldehyde dehydrogenase B 80 810.4089 3 2428.2049 -0.0009 56.75 R E 0

6363 MEQNPQSQLK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 53 601.7947 2 1201.5748 -0.0013 23.03 - L 0

6364 MEQSVANLVDMR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 16 696.8344 2 1391.6542 0.0005 45.30 - D 0

6365 MEQVVIVDAIR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 81 636.8524 2 1271.6902 -0.0005 47.01 - T 0

6366 METDLQAK JW0173 ECK0177 hlpA periplasmic chaperone 40 468.2284 2 934.4422 -0.0007 18.88 R M 0

6367 METDLQAKMKK 15.994915@M:1,15.994915@M:9 JW0173 ECK0177 hlpA periplasmic chaperone 18 452.2281 3 1353.6625 -0.0009 37.15 R L 0

6368 MEVIFGR JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 33 426.2259 2 850.4372 0.0001 38.84 R Q 0

6369 MFDGSSIGGWK JW3841 ECK3863 glnA glutamine synthetase 73 592.7739 2 1183.5332 0.0001 44.99 K G 0

6370 MFELYPEQR JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 31 606.7910 2 1211.5674 0.0029 45.56 K A 0

6371 MFEPMELTNDAVIK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 98 819.3991 2 1636.7836 -0.0004 56.38 - V 0

6372 MFGKGGLGNLMK 15.994915@M:1,15.994915@M:11 JW0460 ECK0465 ybaB conserved protein 15 642.8274 2 1283.6402 0.0036 40.67 - Q 0

6373 MFKNAFANLQK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 23 437.8996 3 1310.6770 -0.0035 37.54 - V 0

6374 MFSNTEELLPVISFNAK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 62 970.4941 2 1938.9736 -0.0024 62.91 K T 0

6375 MFVINNEGK JW2061 ECK2072 mdtC multidrug efflux system, subunit C 27 526.2651 2 1050.5156 -0.0011 33.16 K A 0

6376 MGAEAIQALLK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 68 572.8234 2 1143.6322 0.0001 51.09 K S 0

6377 MGAEFVPADLTELVSSQAK JW5819 ECK0859 ybjS predicted NAD(P)H oxidoreductase with NAD(P)-binding Rossmann-fold domain 65 997.0014 2 1991.9882 0.0009 63.55 K V 0

6378 MGANFLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 34 390.7072 2 779.3998 -0.0002 33.44 R V 0

6379 MGAYAIDLLLAGYGGR JW3887 ECK3908 pfkA 6-phosphofructokinase I 60 820.9280 2 1639.8414 0.0023 66.92 R C 0

6380 MGDTAEQMAK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 51 541.2364 2 1080.4582 0.0003 17.42 R T 0

6381 MGDYIVAYALPDDVK JW0120 ECK0123 gcd glucose dehydrogenase 103 843.4086 2 1684.8026 0.0008 50.91 K - 0

6382 MGFAIAAAAAR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 57 525.2817 2 1048.5488 0.0001 42.00 K R 0

6383 MGFNNLGVDNLVENVK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 89 881.9431 2 1761.8716 -0.0003 56.97 R K 0

6384 MGFNNLGVDNLVENVKK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 68 630.9956 3 1889.9650 -0.0021 51.98 R A 0

6385 MGGFNLK JW0799 ECK0803 ompX outer membrane protein 33 383.6994 2 765.3842 -0.0001 32.30 K Y 0

6386 MGGVDLR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 30 374.1945 2 746.3744 -0.0001 27.38 K L 0

6387 MGGVSLWDLAVAYPVTSHLTVR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 102 791.4195 3 2371.2367 0.0006 67.04 K G 0

6388 MGHAGAIIAGGK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 30 361.5309 3 1081.5709 0.0007 22.29 R G 0

6389 MGHIELASPTAHIWFLK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 52 651.0135 3 1950.0187 0.0000 53.37 R S 0

6390 MGLALGR JW3302 ECK3327 fusA protein chain elongation factor EF-G 48 359.2073 2 716.4000 -0.0002 32.07 K L 0

6391 MGLDATNKWPGETQR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 61 568.6090 3 1702.8052 -0.0047 37.60 K E 0

6392 MGLFNFVK JW2640 ECK2659 ygaU predicted protein 63 478.2573 2 954.5000 0.0003 53.98 - D 0

6393 MGLQNYLQAQIR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 69 717.8798 2 1433.7450 0.0002 49.29 K E 0

6394 MGLQNYLQAQIREEG JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 90 875.4323 2 1748.8500 -0.0015 52.65 K - 0

6395 MGPEPIIK JW4113 ECK4148 frdC fumarate reductase (anaerobic), membrane anchor subunit 48 442.7496 2 883.4846 0.0010 30.81 K S 0

6396 MGRPLMFYGQR JW0954 ECK0963 hyaA hydrogenase 1, small subunit 33 678.3380 2 1354.6614 -0.0023 37.48 R I 0

6397 MGSEIADK JW3980 ECK4012 yjbB predicted transporter 45 425.7021 2 849.3896 -0.0006 19.66 R S 0

6398 MGSEVFHHLAK JW2750 ECK2773 eno enolase 55 628.3156 2 1254.6166 -0.0013 28.79 R V 0

6399 MGTIEWMSTR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 85 606.2811 2 1210.5476 0.0002 44.01 R H 0

6400 MGTPMVENDSGYK JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 32 714.8087 2 1427.6028 -0.0033 30.25 R L 0

6401 MGVFASMR JW1247 ECK1249 yciC predicted inner membrane protein 39 449.7168 2 897.4190 -0.0011 37.29 K S 0

6402 MGWLPSAPQLGTNPLTIAGEAEK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 121 1191.1122 2 2380.2098 0.0002 63.89 R A 0

6403 MHIPAFLVHTALK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 31 493.2830 3 1476.8272 -0.0003 46.50 R I 0

6404 MHNDKDLSTWQTFR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 20 593.6137 3 1777.8193 -0.0013 37.15 - R 0

6405 MHPAWFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 17 315.4904 3 943.4494 0.0008 33.10 R I 0

6406 MHPLSIK JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 22 413.2363 2 824.4580 0.0002 26.06 K R 0

6407 MHPLSIKR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 35 327.8599 3 980.5579 -0.0011 22.34 K A 0

6408 MHPMLNIAVR JW2517 ECK2530 suhB inositol monophosphatase 17 591.3181 2 1180.6216 0.0007 37.73 - A 0

6409 MIAALQR 15.994915@M:1 JW1818 ECK1828 htpX predicted endopeptidase 46 409.7311 2 817.4476 -0.0004 23.22 K L 0

6410 MIAGLETITSGDLFIGEKR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 84 684.3665 3 2050.0777 0.0008 60.68 R M 0

6411 MIALGADTVLLGR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 83 665.3811 2 1328.7476 -0.0009 53.88 R A 0

6412 MIAPILDEIADEYQGK JW5856 ECK3773 trxA thioredoxin 1 29 903.4522 2 1804.8898 -0.0018 67.06 K L 0

6413 MIAVTTTSGTGSEVTPFAVVTDDATGQK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 88 1392.6846 2 2783.3546 0.0010 56.21 K Y 0

6414 MIDGSVTVGPNAVLAFK JW2635 ECK2654 ygaF predicted enzyme 26 859.9616 2 1717.9086 0.0013 55.30 R R 0

6415 MIDGSVTVGPNAVLAFKR JW2635 ECK2654 ygaF predicted enzyme 49 625.6766 3 1874.0080 -0.0004 48.73 R E 0

6416 MIDTTLPLTDIHR JW1615 ECK1618 add adenosine deaminase 26 509.2730 3 1524.7972 0.0000 46.29 - H 0

6417 MIEFSHVSK JW2117 ECK2122 yehX predicted transporter subunit -!- ATP-binding component of ABC superfamily 15 359.8511 3 1076.5315 -0.0010 28.83 - L 0

6418 MIESNLR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 17 431.7259 2 861.4372 -0.0006 23.90 R L 0

6419 MIFQDPSTSLNPR JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 57 753.3746 2 1504.7346 0.0003 43.60 R Q 0

6420 MIGDGVAFAVR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 69 568.3004 2 1134.5862 0.0007 45.86 R H 0

6421 MIGLVGK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 17 359.2194 2 716.4242 -0.0012 32.97 - K 0

6422 MIGLVGKK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 42 423.2673 2 844.5200 -0.0003 26.02 - V 0

6423 MIGPNCPGVITPGECK 57.021465@C:6,57.021465@C:15 JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 57 865.4058 2 1728.7970 -0.0026 37.89 R I 0

6424 MIGVHPR JW1692 ECK1700 pps phosphoenolpyruvate synthase 34 405.2260 2 808.4374 -0.0004 21.38 R A 0

6425 MIIIDPR JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 32 429.2493 2 856.4840 0.0000 37.54 R Y 0

6426 MIISAASDYR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 75 563.7817 2 1125.5488 0.0001 34.54 - A 0

6427 MIMLFTNSHTIR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 42 488.5878 3 1462.7416 -0.0009 44.88 R D 0

6428 MIQEQTMLNVADNSGAR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 101 939.4463 2 1876.8780 0.0009 41.76 - R 0

6429 MIQEQTMLNVADNSGARR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 29 678.6655 3 2032.9747 -0.0035 37.91 - V 0

6430 MIRFEHVSK JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 29 573.8080 2 1145.6014 -0.0001 25.75 - A 0

6431 MISGILASPGIAFGK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 73 731.4108 2 1460.8070 0.0009 55.49 - A 0

6432 MISGQEQPDSGTITLGETVK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 81 697.6811 3 2090.0215 0.0013 40.73 R L 0

6433 MISLFDMFK JW1803 ECK1812 sdaA L-serine deaminase I 44 566.2825 2 1130.5504 0.0001 69.42 - V 0

6434 MITHISPLGSMDMLSQLEVDMLKR JW2766 ECK2790 ygdH conserved protein 83 687.1013 4 2744.3761 0.0026 68.83 - T 0

6435 MITLWGR JW0822 ECK0828 yliJ predicted glutathione S-transferase 43 438.7417 2 875.4688 0.0001 47.02 - N 0

6436 MITQTLHELR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 45 621.3368 2 1240.6590 -0.0008 33.68 R R 0

6437 MIVPLTQHLFELIAR JW2164 ECK2170 rtn conserved protein 19 594.3428 3 1780.0066 -0.0003 68.52 K D 0

6438 MIWNYAGNCLINQHSEINR 57.021465@C:9 JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 17 778.3685 3 2332.0837 -0.0003 49.70 K T 0

6439 MKADNPFDLLLPAAMAK JW0887 ECK0895 focA formate transporter 68 923.4829 2 1844.9512 -0.0015 62.97 - V 0

6440 MKANAVLLHSCEVTSGTPGCYR 57.021465@C:11,57.021465@C:20 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 102 817.7241 3 2450.1505 -0.0001 34.93 K Q 0

6441 MKDEEWNDIIETNLSSVFR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 92 1163.5553 2 2325.0960 0.0014 68.13 R L 0

6442 MKEEVASGQIK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 62 610.3211 2 1218.6276 -0.0001 20.38 R Q 0

6443 MKGENWYR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 20 361.8386 3 1082.4940 -0.0026 25.80 R G 0

6444 MKISLVVPVFNEEEAIPIFYK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 41 822.7833 3 2465.3281 0.0001 68.73 - T 0

6445 MKLPVREFDAVVIGAGGAGMR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 43 725.3915 3 2173.1527 0.0026 51.94 - A 0

6446 MKPFIFGAR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 50 356.2002 3 1065.5788 -0.0005 40.39 K N 0

52



6447 MKPIFSR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 29 439.7492 2 877.4838 -0.0006 29.52 - G 0

6448 MKPTTISLLQK JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 27 420.5845 3 1258.7317 -0.0002 34.79 - Y 0

6449 MKQTVAAYIAK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 36 612.3441 2 1222.6736 -0.0007 29.54 - T 0

6450 MKTLIAR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 25 416.7580 2 831.5014 0.0015 24.06 - H 0

6451 MLAGMIEPTSGELLIDDHPLHFGDYSFR JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 83 791.1318 4 3160.4981 -0.0019 63.73 K S 0

6452 MLAHCEAVTPIRR 57.021465@C:5 JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 42 518.6056 3 1552.7950 -0.0018 25.38 K T 0

6453 MLDAGMNVMR JW1666 ECK1672 pykF pyruvate kinase I 66 569.2642 2 1136.5138 -0.0001 40.29 K L 0

6454 MLDEGYITQQQFDQTR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 102 986.9572 2 1971.8998 0.0003 44.24 R T 0

6455 MLDKMEK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 31 447.7248 2 893.4350 0.0001 19.41 R L 0

6456 MLDPFMQYSCAYWK 57.021465@C:10 JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 46 920.3990 2 1838.7834 0.0004 61.91 R D 0

6457 MLDPLTIVDMAVAHFSPVNDLK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 53 809.4208 3 2425.2406 0.0019 80.38 R H 0

6458 MLEDQNLISAHGK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 19 485.9134 3 1454.7184 -0.0003 31.96 K T 0

6459 MLEEISSVK JW0710 ECK0709 gltA citrate synthase 53 518.2731 2 1034.5316 -0.0002 35.14 K H 0

6460 MLEEYRK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 33 484.7470 2 967.4794 -0.0003 21.13 - H 0

6461 MLEMGLNKEDYWWYR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 36 678.6470 3 2032.9192 0.0018 56.69 R D 0

6462 MLFGLAQEGVAPK JW4166 ECK4204 cycA D-alanine/D-serine/glycine transporter 83 680.8686 2 1359.7226 0.0007 49.95 R A 0

6463 MLGADGVTAGSVLLVDSVNNR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 118 1044.5428 2 2087.0710 0.0030 59.77 K T 0

6464 MLGFGYDWSR JW0637 ECK0635 leuS leucyl-tRNA synthetase 43 616.2817 2 1230.5488 -0.0003 54.88 K E 0

6465 MLGLEPGFIICPFR 57.021465@C:11 JW2635 ECK2654 ygaF predicted enzyme 67 825.4309 2 1648.8472 0.0004 68.68 K G 0

6466 MLGLEPGFIICPFRGEYFR 57.021465@C:11 JW2635 ECK2654 ygaF predicted enzyme 54 768.0559 3 2301.1459 0.0021 67.66 K L 0

6467 MLIDHVEK JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 20 328.8441 3 983.5105 -0.0006 28.26 R G 0

6468 MLINATQQEELR 15.994915@M:1 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 20 731.3720 2 1460.7294 0.0001 32.79 R V 0

6469 MLKPEMIEK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 28 373.5364 3 1117.5874 0.0000 29.21 - L 0

6470 MLLNALASLGHK JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 42 423.2444 3 1266.7114 -0.0006 49.01 - G 0

6471 MLMPEDK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 16 432.2033 2 862.3920 -0.0007 28.24 R I 0

6472 MLMPEDKIR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 31 566.7960 2 1131.5774 -0.0005 30.95 R K 0

6473 MLNTCYR 57.021465@C:5 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 46 479.2177 2 956.4208 0.0001 24.64 K I 0

6474 MLPDDIGDWYVR 15.994915@M:1 JW0451 ECK0456 acrB multidrug efflux system protein 61 748.3478 2 1494.6810 -0.0003 55.41 R A 0

6475 MLPDNINQWYVR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 70 774.8860 2 1547.7574 0.0020 51.41 R N 0

6476 MLPTQLVNVK JW3116 ECK3135 yraM conserved protein 39 571.8339 2 1141.6532 0.0004 43.64 K A 0

6477 MLQEAVDALLDNGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 64 772.8906 2 1543.7666 0.0003 58.09 R R 0

6478 MLQEAVDALLDNGRR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 64 567.6297 3 1699.8673 -0.0002 53.46 R G 0

6479 MLQHFIK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 53 458.7584 2 915.5022 0.0023 28.99 K Q 0

6480 MLSAFQLENNR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 48 661.8286 2 1321.6426 -0.0022 41.61 - L 0

6481 MLSFGGDHFVTLPLLR JW2904 ECK2932 speB agmatinase 27 601.6598 3 1801.9576 0.0026 62.90 R A 0

6482 MLSIFKPAPHK 15.994915@M:1 JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 50 642.8602 2 1283.7058 -0.0002 29.57 - A 0

6483 MLSLEQK JW0907 ECK0915 mukB fused chromosome partitioning proteins 24 424.7304 2 847.4462 -0.0010 29.57 K M 0

6484 MLTEDQIK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 50 489.2522 2 976.4898 0.0000 26.77 R T 0

6485 MLTGLLPASEGEAWLFGQPVDPK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 84 1228.6307 2 2455.2468 0.0012 69.72 K D 0

6486 MLTIEDNAEVR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 33 645.8214 2 1289.6282 -0.0003 36.43 K E 0

6487 MLTLSDGHLHGGVGHE JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 92 830.3990 2 1658.7834 -0.0001 34.63 R - 0

6488 MLVATSDLEMER 15.994915@M:10 JW2635 ECK2654 ygaF predicted enzyme 92 705.8333 2 1409.6520 -0.0010 37.33 K M 0

6489 MLVECLSVGR 57.021465@C:5 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 75 582.2988 2 1162.5830 -0.0007 41.72 R G 0

6490 MLYIDKATILK JW3479 ECK3495 hdeD acid-resistance membrane protein 33 436.9245 3 1307.7517 -0.0006 43.12 - F 0

6491 MMCANPQLNELDNTISEMLK 57.021465@C:3 JW1374 ECK1376 hslJ heat-inducible protein 101 1176.5392 2 2351.0638 0.0010 72.38 R E 0

6492 MMDLISK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 35 419.2140 2 836.4134 -0.0001 35.75 K I 0

6493 MMGGLWSK JW2272 ECK2271 nuoM NADH:ubiquinone oxidoreductase, membrane subunit M 27 455.2197 2 908.4248 0.0000 39.90 R M 0

6494 MMISGSMCNR 57.021465@C:8 JW1374 ECK1376 hslJ heat-inducible protein 59 593.7456 2 1185.4766 0.0004 29.76 K F 0

6495 MMLEHYQQTK JW3561 ECK3577 aldB aldehyde dehydrogenase B 60 654.8068 2 1307.5990 -0.0011 25.22 K C 0

6496 MMLFDEPTSALDPELR 15.994915@M:2 JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 78 940.9419 2 1879.8692 -0.0004 55.98 K H 0

6497 MMPGYVSVLESNLTAQDKK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 56 704.3557 3 2110.0453 0.0014 53.17 K G 0

6498 MMRPGEPPTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 34 586.2892 2 1170.5638 0.0000 22.33 R E 0

6499 MMSALNLPLSGIQSTLGR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 76 945.0037 2 1887.9928 0.0018 61.73 R I 0

6500 MMSQAMR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 38 427.6876 2 853.3606 -0.0002 21.09 R K 0

6501 MMTSYVIGQAMK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 104 680.3267 2 1358.6388 -0.0008 43.86 K A 0

6502 MNAPDIK JW1668 ECK1674 ynhG conserved protein 37 394.7022 2 787.3898 0.0000 22.94 R A 0

6503 MNAVTEGR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 59 439.2137 2 876.4128 0.0005 19.11 - K 0

6504 MNDTPPAER JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 22 515.7346 2 1029.4546 -0.0002 20.70 R G 0

6505 MNEEVEIFVGPRPEQYTWILK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 51 860.1053 3 2577.2941 0.0004 62.34 R L 0

6506 MNELDGIK JW2448 ECK2459 talA transaldolase A 41 460.2312 2 918.4478 -0.0001 31.75 - Q 0

6507 MNFLPVK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 49 424.7385 2 847.4624 -0.0001 42.09 K V 0

6508 MNFSHGSPEDHKMR JW1843 ECK1855 pykA pyruvate kinase II 21 558.2492 3 1671.7258 0.0013 21.98 R A 0

6509 MNGTIYQR JW4029 ECK4061 yjcH conserved inner membrane protein involved in acetate transport 63 491.7425 2 981.4704 0.0001 24.17 - I 0

6510 MNIFDHYR JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 52 548.2551 2 1094.4956 -0.0011 38.44 - Q 0

6511 MNIFEQTPPNR JW0281 ECK0286 yagU conserved inner membrane protein 53 673.8296 2 1345.6446 -0.0002 38.93 - R 0

6512 MNIFEQTPPNRR JW0281 ECK0286 yagU conserved inner membrane protein 35 501.5886 3 1501.7440 -0.0020 34.10 - R 0

6513 MNIGQILETHLGMAAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 37 576.3042 3 1725.8908 0.0003 57.97 R G 0

6514 MNIIEANVATPDAR JW0405 ECK0409 ribE riboflavin synthase beta chain 88 757.8851 2 1513.7556 -0.0002 41.60 - V 0

6515 MNILGFFQR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 78 563.2979 2 1124.5812 0.0011 62.52 - L 0

6516 MNIPVFHDDQHGTAIISTAAILNGLR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 79 935.4889 3 2803.4449 0.0009 62.53 R V 0

6517 MNIRPLHDR JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 30 384.5414 3 1150.6024 -0.0006 22.92 - V 0

6518 MNIVITGGTGLIGR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 35 701.3977 2 1400.7808 -0.0001 49.19 - H 0

6519 MNLHEYQAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 54 567.2741 2 1132.5336 0.0001 24.91 - Q 0

6520 MNLHGASR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 31 443.2216 2 884.4286 0.0000 18.81 R T 0

6521 MNLTELK JW3756 ECK3775 rho transcription termination factor 49 424.7310 2 847.4474 0.0001 33.84 - N 0

6522 MNMDGVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 41 411.6834 2 821.3522 -0.0001 23.17 K H 0

6523 MNNMNVIIADDHPIVLFGIR JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 66 761.3980 3 2281.1722 0.0011 61.29 - K 0

6524 MNNNTTAPTYTLR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 37 748.8628 2 1495.7110 0.0022 31.28 - G 0

6525 MNPETNSIANR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 45 623.7958 2 1245.5770 -0.0001 22.99 R Q 0

6526 MNQLLVS JW0462 ECK0467 htpG molecular chaperone HSP90 family 27 402.7179 2 803.4212 0.0001 39.97 R - 0

6527 MNSIEQALK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 69 517.2719 2 1032.5292 0.0019 33.94 R I 0

6528 MNSMGFTGVLIDLDSPESVDR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 83 1142.0345 2 2282.0544 -0.0015 66.42 R A 0

6529 MNTEATHDQNEALTTGAR JW2500 ECK2512 yfgA conserved protein 24 980.4457 2 1958.8768 0.0016 24.64 - L 0

6530 MPELPELVYDSLR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 14 781.4000 2 1560.7854 -0.0003 65.50 K Q 0

6531 MPGVSADDQR JW3460 ECK3478 pitA phosphate transporter, low-affinity 51 538.2448 2 1074.4750 -0.0014 22.99 K L 0

6532 MPIVDWR JW4131 ECK4169 hflX predicted GTPase 24 458.7391 2 915.4636 0.0000 45.78 R R 0

6533 MPLLKNPLEQYYLVQGGFK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 28 746.7392 3 2237.1958 0.0040 59.25 K R 0

6534 MPPAEGETGGQVLGSQVLK JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 107 949.4888 2 1896.9630 0.0016 41.00 R V 0

6535 MPQPYIK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 42 438.7360 2 875.4574 -0.0001 28.58 R L 0

6536 MPSAVGYQPTLAEEMGVLQER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 54 769.3772 3 2305.1098 0.0016 57.02 R I 0

6537 MPSLLPDDFIPDVNTR JW1100 ECK1100 mfd transcription-repair coupling factor 38 915.4611 2 1828.9076 0.0047 63.43 R L 0

6538 MPSYVDDK JW5382 ECK2346 yfdI CPS-53 (KpLE1) prophage; predicted inner membrane protein 30 477.7159 2 953.4172 0.0009 26.40 K C 0

6539 MPTIYGVMTHEEHPGPDVLLLER JW0902 ECK0910 ycbJ conserved protein 76 878.7737 3 2633.2993 0.0009 58.14 R M 0

6540 MPTMAAMCYK 57.021465@C:8 JW0710 ECK0709 gltA citrate synthase 39 602.2547 2 1202.4948 -0.0008 37.55 K Y 0

6541 MPTRHELDR JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 16 385.5293 3 1153.5661 -0.0002 19.64 K N 0

6542 MPTSLIHALALTK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 70 698.4053 2 1394.7960 0.0005 49.38 K R 0

6543 MPYETVFR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 28 521.7543 2 1041.4940 -0.0013 40.72 K A 0

6544 MPYKGSVENGAYK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 53 722.3503 2 1442.6860 -0.0003 23.60 R A 0

6545 MQAASGQLQQSHLLK JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 114 820.4323 2 1638.8500 -0.0011 29.89 R Q 0

6546 MQALGFCFSMVPAIR 15.994915@M:1,57.021465@C:7 JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 76 872.4233 2 1742.8320 0.0015 60.55 R R 0

6547 MQALGFCFSMVPAIRR 57.021465@C:7 JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 33 628.6533 3 1882.9381 0.0013 58.91 R L 0

6548 MQALVETLLR JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 64 587.3365 2 1172.6584 -0.0002 52.44 R Q 0

6549 MQAVGLDLPFQTR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 27 738.3873 2 1474.7600 -0.0002 54.20 R S 0

6550 MQDEILQEQILIETEGER JW0938 ECK0946 ycbZ predicted peptidase 114 1087.5352 2 2173.0558 -0.0014 55.15 R I 0

6551 MQDMKAESKGASPLSAGDVTNDLSHVR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 58 711.8450 4 2843.3509 -0.0033 39.66 R K 0

6552 MQDPQFAGQTK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 49 625.7963 2 1249.5780 0.0020 26.34 K E 0

6553 MQDSILTTVVKDIDGEVTTLEK JW1700 ECK1708 btuE predicted glutathione peroxidase 43 812.4251 3 2434.2535 0.0021 78.64 - F 0

6554 MQDYTLEADEGR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 92 714.3085 2 1426.6024 -0.0010 32.56 R D 0

6555 MQDYTLEADEGRDMMLLDALIQLK 15.994915@M:15 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 70 943.4558 3 2827.3456 0.0014 74.12 R E 0

6556 MQEALMSLMQMAKTSAALAKMQER 15.994915@M:21 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 13 905.4440 3 2713.3102 0.0010 72.66 R G 0

6557 MQEEIAQLEVTGESGAGLVK JW0460 ECK0465 ybaB conserved protein 31 697.0210 3 2088.0412 0.0002 52.98 K V 0

6558 MQELAQVSQK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 39 581.3001 2 1160.5856 -0.0003 24.90 K L 0

6559 MQGEAIDIK JW2501 ECK2513 yfgB predicted enzyme 51 502.7578 2 1003.5010 0.0003 29.43 R A 0

6560 MQGSVTEFLKPR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 75 696.8682 2 1391.7218 -0.0013 40.81 - L 0

6561 MQIDSKPEELDRLDR JW2573 ECK2590 clpB protein disaggregation chaperone 35 615.6435 3 1843.9087 -0.0011 35.47 R R 0

6562 MQINASK JW0192 ECK0196 rcsF predicted outer membrane protein, signal 37 396.2073 2 790.4000 -0.0006 19.47 R M 0

6563 MQIVELK JW5837 ECK2081 yegR predicted protein 35 430.7492 2 859.4838 0.0001 38.34 K T 0

6564 MQLGENADVVEHLGELLK JW0934 ECK0942 pqiB paraquat-inducible protein B 44 665.6793 3 1994.0161 0.0016 60.95 K R 0

6565 MQLGENADVVEHLGELLKR JW0934 ECK0942 pqiB paraquat-inducible protein B 45 717.7131 3 2150.1175 0.0020 58.60 K G 0

6566 MQLNSTEISELIK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 102 753.3976 2 1504.7806 -0.0001 52.70 - Q 0

6567 MQNSALK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 38 396.2074 2 790.4002 -0.0004 19.50 - A 0

6568 MQQASEDEFNR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 59 677.7886 2 1353.5626 0.0007 23.90 R A 0

6569 MQQLDSIISAK JW5682 ECK3456 dcrB periplasmic protein 74 617.3299 2 1232.6452 0.0019 42.63 K G 0

6570 MQQQLGDQYSELAANEGYMK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 75 1152.5180 2 2303.0214 0.0016 46.05 R T 0
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6571 MQTDTLEYQCDEKPLTVK 57.021465@C:10 JW1631 ECK1635 ydhA predicted lipoprotein 56 733.6816 3 2198.0230 -0.0006 38.10 R L 0

6572 MQTFQADLAIVGAGGAGLR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 31 625.9965 3 1874.9677 0.0004 57.39 - A 0

6573 MQTPHILIVEDELVTR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 66 632.0083 3 1893.0031 0.0000 51.78 - N 0

6574 MQTQMQTQQIQQK JW3413 ECK3432 yhhA conserved protein 14 810.8957 2 1619.7768 0.0008 24.52 R G 0

6575 MQTQVLFEHPLNEK JW0099 ECK0102 yacF conserved protein 34 571.9588 3 1712.8546 -0.0011 39.81 - M 0

6576 MQVALSVMK JW5760 ECK4255 yjgQ conserved inner membrane protein 18 503.7744 2 1005.5342 -0.0008 38.73 R T 0

6577 MQVILLDK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 36 480.2833 2 958.5520 -0.0001 43.11 - V 0

6578 MQVILLDKVANLGSLGDQVNVK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 47 785.4423 3 2353.3051 0.0013 61.62 - A 0

6579 MQVLHVCSEMFPLLK 57.021465@C:7 JW3392 ECK3415 glgA glycogen synthase 63 916.4675 2 1830.9204 0.0010 58.17 - T 0

6580 MQVSVETTQGLGR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 91 703.3583 2 1404.7020 -0.0011 34.36 - R 0

6581 MQYNPLGK JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 23 475.7417 2 949.4688 -0.0002 33.29 - T 0

6582 MQYVKPELVPEDLAFLQYTGGTTGVAK JW1794 ECK1803 fadD acyl-CoA synthetase (long-chain-fatty-acid--CoA ligase) 42 985.8446 3 2954.5120 0.0020 61.19 R G 0

6583 MRGEFYQQLTNDLETAR JW3592 ECK3607 kbl glycine C-acetyltransferase 51 691.3341 3 2070.9805 0.0012 50.17 - A 0

6584 MRLEFSIYR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 61 607.8212 2 1213.6278 0.0002 45.23 - Y 0

6585 MRNASLFNK 15.994915@M:1 JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 15 366.1899 3 1095.5479 -0.0015 24.49 K G 0

6586 MRPNQPLTVK JW2504 ECK2516 yfhM conserved protein 37 592.3340 2 1182.6534 -0.0009 23.69 K I 0

6587 MRPSLDIEQVATGEHWYGQQAVEK JW1264 ECK1266 sohB predicted inner membrane peptidase 75 924.7858 3 2771.3356 0.0020 47.93 R G 0

6588 MSADGIK JW2903 ECK2931 yggG predicted peptidase 24 361.1808 2 720.3470 -0.0005 20.40 R - 0

6589 MSDIMFEWVTQNIMNGR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 46 691.3185 3 2070.9337 0.0010 72.57 K G 0

6590 MSELQYGK JW2573 ECK2590 clpB protein disaggregation chaperone 50 478.2313 2 954.4480 0.0000 24.59 R I 0

6591 MSELQYGKIPELEK JW2573 ECK2590 clpB protein disaggregation chaperone 28 555.6234 3 1663.8484 -0.0007 43.66 R Q 0

6592 MSGAALHITGFLR 15.994915@M:1 JW5869 ECK4324 yjiK conserved protein 13 695.3685 2 1388.7224 -0.0010 37.88 - V 0

6593 MSGACLVPFVPR 57.021465@C:5 JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 62 667.3407 2 1332.6668 -0.0014 50.97 R R 0

6594 MSGGETDTRK JW3827 ECK3842 hemG protoporphyrin oxidase, flavoprotein 13 541.2520 2 1080.4894 0.0025 22.68 K E 0

6595 MSGGGVTYYLEQAR JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 74 766.3641 2 1530.7136 0.0000 44.12 R Q 0

6596 MSGINFVANPLVNIHLQGR JW0328 ECK0334 codA cytosine deaminase 79 694.0429 3 2079.1069 0.0021 58.78 K F 0

6597 MSIGEAK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 29 368.1888 2 734.3630 -0.0003 22.22 R A 0

6598 MSIIKEFR JW3252 ECK3277 mscL mechanosensitive channel 57 512.2863 2 1022.5580 -0.0002 36.66 - E 0

6599 MSIKTSNTDFK JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 13 424.5478 3 1270.6216 -0.0012 24.64 - T 0

6600 MSLAGDFSGADIDADAFR JW2049 ECK2058 asmA predicted assembly protein 121 929.9179 2 1857.8212 0.0009 56.55 K H 0

6601 MSLTAQGASQPLVR JW2049 ECK2058 asmA predicted assembly protein 75 729.8903 2 1457.7660 0.0000 36.60 R A 0

6602 MSLYGYPR JW3927 ECK3946 yijP conserved inner membrane protein 27 493.7416 2 985.4686 -0.0005 38.17 R E 0

6603 MSPLPTVENQFTPTTAWSTSVGSGIGNFYSNLHPALADNVVYAADR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 92 1224.8418 4 4895.3381 -0.0121 69.17 K A 0

6604 MSQAFTGNGYIQNIINGEVNSFVAR JW5677 ECK3470 yhhJ predicted transporter subunit -!- membrane component of ABC superfamily 98 1365.6684 2 2729.3222 -0.0009 70.87 R Y 0

6605 MSVSDAEPVMLEQISR JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 83 896.4351 2 1790.8556 0.0014 52.76 K I 0

6606 MSVVPVADVLQGR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 33 685.8770 2 1369.7394 0.0006 51.02 - V 0

6607 MSVVVAENTEHHQLVCK 57.021465@C:16 JW4201 ECK4237 mgtA magnesium transporter 39 660.9920 3 1979.9542 -0.0016 30.89 R G 0

6608 MSYVEGLLSSNQK JW2294 ECK2291 pta phosphate acetyltransferase 44 728.3613 2 1454.7080 0.0005 46.53 K D 0

6609 MTDIAQLLGK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 63 545.3024 2 1088.5902 0.0003 50.97 - D 0

6610 MTDVFNANK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 29 520.2478 2 1038.4810 0.0006 30.63 K L 0

6611 MTDYTLSMR JW4180 ECK4217 ytfN conserved protein 28 559.2541 2 1116.4936 -0.0007 36.36 K T 0

6612 MTEPLTETPELSAK JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 66 773.8866 2 1545.7586 -0.0010 39.16 - Y 0

6613 MTESFAQLFEESLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 98 830.4011 2 1658.7876 0.0016 64.90 - E 0

6614 MTESFAQLFEESLKEIETRPGSIVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 33 725.1242 4 2896.4677 0.0038 71.45 - G 0

6615 MTIGEIIAEPLR 15.994915@M:1 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 76 679.8709 2 1357.7272 -0.0002 50.77 R T 0

6616 MTISVEGK JW1606 ECK1609 ydgA conserved protein 33 432.7285 2 863.4424 0.0003 29.15 K E 0

6617 MTLEAIR JW0907 ECK0915 mukB fused chromosome partitioning proteins 42 417.2312 2 832.4478 0.0002 35.34 R V 0

6618 MTLEQALEFIDDDELVEVTPTSIR JW5571 ECK3864 bipA GTP-binding protein 28 922.1254 3 2763.3544 0.0021 79.70 R I 0

6619 MTLKELLVGFGTQVR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 41 846.4804 2 1690.9462 0.0023 62.58 - S 0

6620 MTLVAYER JW3809 ECK3826 rmuC predicted recombination limiting protein 56 491.7549 2 981.4952 -0.0001 36.43 K Y 0

6621 MTNLFVR JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 45 440.7390 2 879.4634 -0.0002 38.63 - S 0

6622 MTNNPPSAQIKPGEYGFPLK 15.994915@M:1 JW3561 ECK3577 aldB aldehyde dehydrogenase B 47 735.7054 3 2204.0944 0.0007 41.62 - L 0

6623 MTPFMTEDFLLDTEFAR JW3063 ECK3083 uxaC uronate isomerase 13 1032.4781 2 2062.9416 0.0036 70.04 - R 0

6624 MTPGGQAQIGNVDLVK JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 14 814.4274 2 1626.8402 0.0002 56.66 - Q 0

6625 MTPHPVEFELYYSV JW3841 ECK3863 glnA glutamine synthetase 28 856.4060 2 1710.7974 0.0011 56.44 R - 0

6626 MTPLLELK JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 17 472.7779 2 943.5412 0.0000 43.97 - D 0

6627 MTPVPDCGEK 57.021465@C:7 JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 16 567.2508 2 1132.4870 -0.0022 24.00 K T 0

6628 MTQTLSQLENSGAFIER JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 98 962.9767 2 1923.9388 0.0028 49.44 - H 0

6629 MTRPGEFTVQANSIEMIR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 62 694.0147 3 2079.0223 -0.0018 46.72 K R 0

6630 MTSVGSQDTTGPMTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 109 784.8554 2 1567.6962 -0.0008 27.32 K D 0

6631 MTVDDIMVPR JW5415 ECK2609 yfjD predicted inner membrane protein 65 588.7911 2 1175.5676 -0.0002 45.32 K S 0

6632 MTYQQAGR JW1715 ECK1724 yniB predicted inner membrane protein 36 477.7265 2 953.4384 -0.0004 19.68 - I 0

6633 MVADMQR JW0934 ECK0942 pqiB paraquat-inducible protein B 40 425.6988 2 849.3830 -0.0006 21.78 K L 0

6634 MVAEGIETSKQEEWLR JW5062 ECK0451 ylaB conserved inner membrane protein 49 635.9840 3 1904.9302 0.0001 41.86 K Q 0

6635 MVAELQLPINVIGVLAGCENMPGGR 15.994915@M:21,57.021465@C:18 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 14 885.4543 3 2653.3411 0.0022 74.84 R A 0

6636 MVAFSNYFFDTTQGHSQINGCTVR 57.021465@C:21 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 79 927.4236 3 2779.2490 0.0007 55.66 K N 0

6637 MVEDILAPGLR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 44 607.3345 2 1212.6544 0.0009 47.36 - V 0

6638 MVELKEPLATLWR JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 16 529.2972 3 1584.8698 -0.0001 53.92 - G 0

6639 MVENALLEIPTGLIEASR JW0194 ECK0198 metI DL-methionine transporter subunit -!- membrane component protein of ABC superfamily 87 978.5282 2 1955.0418 0.0021 68.30 R A 0

6640 MVEVNACLK 57.021465@C:7 JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 45 532.2670 2 1062.5194 -0.0008 33.74 K Q 0

6641 MVFNVPTRR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 14 560.3078 2 1118.6010 -0.0008 34.15 K E 0

6642 MVFTLDNYTR JW1111 ECK1111 potB polyamine transporter subunit -!- membrane component of ABC superfamily 14 630.3077 2 1258.6008 -0.0008 48.51 K L 0

6643 MVGGVTPGK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 46 423.2310 2 844.4474 -0.0002 21.85 K G 0

6644 MVGYSFDHEFNDTFTVR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 42 688.9756 3 2063.9050 0.0000 51.88 K Q 0

6645 MVHPDIILSPQLFGSEILAR JW1242 ECK1244 kch voltage-gated potassium channel 55 746.0775 3 2235.2107 0.0023 64.54 K V 0

6646 MVINALNANVK JW3974 ECK4006 aceB malate synthase A 68 593.8347 2 1185.6548 0.0009 38.02 K V 0

6647 MVKNPDIVAGVAALK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 32 509.2971 3 1524.8695 -0.0004 40.93 K D 0

6648 MVLDIFR JW5012 ECK0154 clcA chloride channel, voltage-gated 33 447.2493 2 892.4840 -0.0001 53.82 R L 0

6649 MVNLEPDMTISK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 27 689.3416 2 1376.6686 0.0007 43.65 R N 0

6650 MVNLEPDMTISKNEMVK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 92 989.9861 2 1977.9576 0.0003 43.80 R L 0

6651 MVNNMTDLTAQEPAWQTR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 23 702.6630 3 2104.9672 0.0001 47.98 - D 0

6652 MVNSGTEATMSAIR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 58 734.3495 2 1466.6844 -0.0012 32.18 R L 0

6653 MVQAPIFHVNADDPEAVAFVTR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 72 809.7428 3 2426.2066 0.0014 55.38 K L 0

6654 MVQIPQNPLILVDGSSYLYR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 44 769.4131 3 2305.2175 0.0033 68.56 - A 0

6655 MVQLETFAQR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 58 611.8160 2 1221.6174 -0.0001 41.05 R K 0

6656 MVSDMLFLAQADNNQLIPEKK JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 30 802.4126 3 2404.2160 0.0030 57.06 K M 0

6657 MVSEAIASGDIQAVNYFVAQK JW0478 ECK0483 ybbK predicted protease, membrane anchored 117 1121.0652 2 2240.1158 0.0011 58.70 K Y 0

6658 MVSLTGSIATGEHIISHTASSIK JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 40 780.7457 3 2339.2153 -0.0001 55.72 R R 0

6659 MVSLTGSIATGEHIISHTASSIKR JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 17 624.8367 4 2495.3177 0.0013 54.25 R T 0

6660 MVSNASALGR JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 70 503.2607 2 1004.5068 -0.0005 25.12 - N 0

6661 MVTQVISTVNDPYSDQVVIDK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 94 1176.0945 2 2350.1744 0.0017 51.28 K G 0

6662 MVVDCAR 57.021465@C:5 JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 13 425.6986 2 849.3826 -0.0011 18.08 R D 0

6663 MVVGELLAR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 67 494.2864 2 986.5582 0.0000 43.44 K S 0

6664 MVVTLIHPIAMDDGLR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 74 890.9759 2 1779.9372 -0.0003 53.85 K F JW3943

6665 MVYAPTQEHGK JW1692 ECK1700 pps phosphoenolpyruvate synthase 16 420.8727 3 1259.5963 -0.0007 21.77 R Q 0

6666 MVYEAHSTDYQTR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 35 800.8574 2 1599.7002 0.0016 25.70 R T 0

6667 MVYSYTEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 23 510.7392 2 1019.4638 0.0005 25.69 - K 0

6668 MWDFHVEDFMPER JW2504 ECK2516 yfhM conserved protein 31 580.2502 3 1737.7288 0.0007 61.22 R M 0

6669 MWEFFER JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 41 522.7342 2 1043.4538 0.0003 55.50 R L 0

6670 MWEYNNR JW0755 ECK0761 ybhC predicted pectinesterase 18 506.7187 2 1011.4228 -0.0003 31.32 R G 0

6671 MWQAISR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 17 446.2286 2 890.4426 -0.0005 31.58 - L 0

6672 MYAMGVDAWSLANHFSQMR JW3116 ECK3135 yraM conserved protein 83 1107.9976 2 2213.9806 -0.0003 62.99 R Q 0

6673 MYDLGFIK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 21 493.7544 2 985.4942 -0.0001 49.17 R D 0

6674 MYFLNDLNFSR JW2019 ECK2028 wbbI conserved protein 71 710.3402 2 1418.6658 0.0006 60.52 - R 0

6675 MYFLNDLNFSRR JW2019 ECK2028 wbbI conserved protein 21 525.9298 3 1574.7676 0.0010 53.93 - D 0

6676 MYGLPAAAIAIWHSAKPENR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 39 732.7181 3 2195.1325 0.0016 56.60 K A 0

6677 MYPEEPVYLPPR 15.994915@M:1 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 57 753.8690 2 1505.7234 0.0010 40.09 R Y 0

6678 MYPHEFSGGMR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 25 437.8581 3 1310.5525 -0.0011 30.91 K Q 0

6679 MYQPVALFIGLR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 71 704.3950 2 1406.7754 0.0010 63.68 - Y 0

6680 MYVVSTK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 39 414.2199 2 826.4252 -0.0006 24.38 - Q 0

6681 MYVVSTKQMLNNAQR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 46 594.9709 3 1781.8909 -0.0008 35.92 - G 0

6682 MYYPFVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 31 488.2413 2 974.4680 -0.0005 44.97 - K 0

6683 NAADEVAQGNLR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 72 629.3122 2 1256.6098 -0.0010 28.85 K Q 0

6684 NAAFQNAVSK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 61 525.2721 2 1048.5296 -0.0005 22.12 R A 0

6685 NAALAMGLTLPQAYR JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 82 795.4271 2 1588.8396 0.0001 52.48 K Y 0

6686 NAALLAEVPHSVPAVTVNR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 18 653.3657 3 1957.0753 0.0009 46.34 R L 0

6687 NADALTLQAPAQR JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 58 684.8653 2 1367.7160 0.0004 35.60 R V 0

6688 NADGSWQVENLR JW3630 ECK3645 yicH conserved protein 85 694.8312 2 1387.6478 -0.0002 38.12 R M 0

6689 NADHAEQPVVNYLLAAEAAQQR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 45 803.4034 3 2407.1884 0.0003 55.25 K G 0

6690 NADHAEQPVVNYLLAAEAAQQRGDEAR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 91 734.8617 4 2935.4177 0.0005 51.37 K A 0

6691 NADLPLAQAAIDR JW2577 ECK2593 yfiO predicted lipoprotein 78 684.3672 2 1366.7198 -0.0005 45.32 K F 0

6692 NADLPLAQAAIDRFIR JW2577 ECK2593 yfiO predicted lipoprotein 31 595.3320 3 1782.9742 0.0000 62.19 K L 0

6693 NADSIFQLLGELNR JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 72 795.4181 2 1588.8216 0.0008 70.10 R L 0

6694 NADTVVIGR JW4349 ECK4378 lplA lipoate-protein ligase A 68 472.7619 2 943.5092 0.0006 24.62 R A 0
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6695 NAEFLQAYGVAIADGPLK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 37 938.9923 2 1875.9700 -0.0030 60.04 R G 0

6696 NAELIEK JW3166 ECK3188 yrbK conserved protein 48 408.7267 2 815.4388 0.0001 22.26 K V 0

6697 NAENVKEFLQSYQSPEVAK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 23 727.7001 3 2180.0785 0.0035 47.41 K A 0

6698 NAFALKIPALLGILATHSLDKPVPGLK JW0960 ECK0969 appC cytochrome bd-II oxidase, subunit I 73 700.1733 4 2796.6641 0.0010 68.84 R N 0

6699 NAFANLQK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 54 453.2449 2 904.4752 -0.0013 27.60 K V 0

6700 NAFRPLTVK JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 21 523.3107 2 1044.6068 -0.0011 29.66 R E 0

6701 NAFSQALK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 56 439.7402 2 877.4658 0.0001 29.87 K N 0

6702 NAFSQALKNYLTEHPEATDPR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 26 801.3955 3 2401.1647 -0.0014 50.90 K D 0

6703 NAGFINKR JW2101 ECK2107 metG methionyl-tRNA synthetase 37 460.2583 2 918.5020 -0.0015 19.63 R F 0

6704 NAGIEVVEALK JW1241 ECK1243 cls cardiolipin synthase 1 27 571.8244 2 1141.6342 0.0000 46.45 R V 0

6705 NAGLQGGNSWAIYDDSLPEK JW3221 ECK3240 yhdA conserved inner membrane protein 82 1068.0060 2 2133.9974 0.0008 50.00 R G 0

6706 NAIASVK JW1803 ECK1812 sdaA L-serine deaminase I 24 351.7109 2 701.4072 0.0001 19.60 R A 0

6707 NAIDKNLDGEYQLYDSK JW5832 ECK1954 yedQ predicted diguanylate cyclase 67 662.6528 3 1984.9366 -0.0013 39.51 R L 0

6708 NAIIFSPHPR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 31 576.3190 2 1150.6234 -0.0013 32.40 R A 0

6709 NAIIFSPHPRAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 50 675.8854 2 1349.7562 -0.0005 27.26 R D 0

6710 NAILIVEFAK JW0451 ECK0456 acrB multidrug efflux system protein 17 559.3341 2 1116.6536 -0.0006 51.17 K D JW3234

6711 NAIRLER JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 30 436.2586 2 870.5026 -0.0008 22.19 R L 0

6712 NAITDTPLLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 28 557.3167 2 1112.6188 -0.0001 40.90 R R 0

6713 NAITDTPLLRR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 20 635.3677 2 1268.7208 0.0008 37.50 R A 0

6714 NALANNGKFTLVSAQQLSMAK JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 88 736.0601 3 2205.1585 0.0010 45.92 R Q 0

6715 NALGILGGIPR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 63 540.8298 2 1079.6450 0.0000 50.57 R R 0

6716 NALIDYDTLPYGDQVGNQ JW3927 ECK3946 yijP conserved inner membrane protein 14 998.4691 2 1994.9236 0.0014 54.75 K - 0

6717 NALLAALSHDLR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 71 647.3673 2 1292.7200 0.0000 51.02 R T 0

6718 NALQALGPEGGEIILR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 64 825.9623 2 1649.9100 0.0001 51.86 R T 0

6719 NALQELIIDGIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 36 663.8855 2 1325.7564 0.0010 61.00 K T 0

6720 NALTTLPMGGGK JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 21 580.3100 2 1158.6054 -0.0013 39.22 K G 0

6721 NALVSETIK JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 22 487.7792 2 973.5438 -0.0006 29.03 K A 0

6722 NANLVVVMGGNAAEAHPVGFR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 98 1062.0444 2 2122.0742 0.0001 46.33 K W 0

6723 NAPFMVEAR 15.994915@M:5 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 23 525.7550 2 1049.4954 -0.0010 29.85 R A 0

6724 NAPPPTKPVETQTQSTVPDKNDR JW3781 ECK3803 yifL predicted lipoprotein 24 840.7617 3 2519.2633 0.0015 22.49 K A 0

6725 NAQGELEIQVGDEVDVALDAVEDGFGETLLSR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 58 1130.2182 3 3387.6328 0.0009 80.54 K E 0

6726 NASASAPTALPLR JW0773 ECK0779 ybhP predicted DNase 60 634.8520 2 1267.6894 0.0010 33.43 K T 0

6727 NASGTMAPLSAYSSTEWTYGSPR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 97 1217.5531 2 2433.0916 0.0009 51.97 R L 0

6728 NASLCQFLETSLQR 57.021465@C:5 JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 105 833.9153 2 1665.8160 0.0016 60.19 R S 0

6729 NAVIEAAER JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 50 486.7585 2 971.5024 -0.0012 25.42 R G 0

6730 NAWLALER JW2660 ECK2679 emrA multidrug efflux system 36 486.7668 2 971.5190 0.0003 44.94 R T 0

6731 NCDPLLYQYVDGGGFFTSHGQPNK 57.021465@C:2 JW3461 ECK3479 yhiO predicted universal stress (ethanol tolerance) protein B 23 905.4149 3 2713.2229 -0.0003 59.11 R Q 0

6732 NCDQTGGLSGRPLQLK 57.021465@C:2 JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 46 872.4438 2 1742.8730 -0.0004 31.88 K S 0

6733 NCSLAVLNSGSLTDNSK 57.021465@C:2 JW2766 ECK2790 ygdH conserved protein 56 890.4304 2 1778.8462 -0.0007 42.29 R E 0

6734 NDAADLGAAGGMGGMGGMGGMM JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 60 980.8687 2 1959.7228 -0.0025 42.78 K - 0

6735 NDATHFCVTQGK 57.021465@C:7 JW5837 ECK2081 yegR predicted protein 68 689.3132 2 1376.6118 -0.0025 24.46 K K 0

6736 NDATHFCVTQGKK 57.021465@C:7 JW5837 ECK2081 yegR predicted protein 25 502.5770 3 1504.7092 0.0000 20.72 K M 0

6737 NDDVLGVIALQDTLR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 56 821.4446 2 1640.8746 0.0012 61.07 R A 0

6738 NDDYLILDAVNNQVYVNPTNEVIDK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 36 960.1430 3 2877.4072 0.0040 63.62 K M 0

6739 NDGIKPFIQSVR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 45 458.5891 3 1372.7455 -0.0009 36.84 R Q 0

6740 NDGSINFGENFTSGVGLR JW2018 ECK2027 wbbJ predicted acyl transferase 53 942.4479 2 1882.8812 0.0002 52.56 R L 0

6741 NDIAMGPLINAAALER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 70 834.9407 2 1667.8668 0.0005 58.13 R V 0

6742 NDINHWQECFISDLK 57.021465@C:9 JW5312 ECK1895 otsA trehalose-6-phosphate synthase 30 959.9411 2 1917.8676 -0.0002 54.49 K Q 0

6743 NDIYQLLR JW1506 ECK1506 ego fused AI2 transporter subunits -!- ATP-binding components of ABC superfamily 46 517.7847 2 1033.5548 -0.0008 48.31 R S 0

6744 NDKNYWLAFGEKR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 23 547.6108 3 1639.8106 -0.0002 40.84 R A 0

6745 NDLQGATLAIVPGDPDRVEK JW3808 ECK3825 udp uridine phosphorylase 21 703.3722 3 2107.0948 0.0038 43.66 K I 0

6746 NDLSYAGNFLNMMFSTPCEPYEVNPILER 57.021465@C:18 JW0710 ECK0709 gltA citrate synthase 57 1141.1895 3 3420.5467 0.0002 79.87 R A 0

6747 NDMGLTNVEIMIPFVR JW1692 ECK1700 pps phosphoenolpyruvate synthase 59 924.9714 2 1847.9282 0.0009 69.07 R T 0

6748 NDPLAMQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 16 472.7344 2 943.4542 -0.0002 27.22 R L 0

6749 NDSALGLFNGDIGIALDR JW2787 ECK2815 recD exonuclease V (RecBCD complex), alpha chain 58 930.9785 2 1859.9424 0.0048 64.29 R G 0

6750 NDSGIDASASIGSAWFR JW0790 ECK0794 fiu predicted iron outer membrane transporter 110 877.4108 2 1752.8070 0.0004 55.98 R R 0

6751 NDTDVEIVKGLEAGDEVVIGEAKPGAAQ JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 54 942.1459 3 2823.4159 0.0020 57.41 R - 0

6752 NDTYLEYEAFAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 77 732.3386 2 1462.6626 0.0010 45.63 R K 0

6753 NDTYLEYEAFAKK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 68 796.3852 2 1590.7558 -0.0006 40.12 R D 0

6754 NDVDDGVQDIQNDVNQLADSLESVLK JW2647 ECK2666 ygaM predicted protein 98 1422.1803 2 2842.3460 -0.0008 80.63 R S 0

6755 NDVESSVQEENLER JW4026 ECK4058 yjcE predicted cation/proton antiporter 110 824.3763 2 1646.7380 -0.0003 32.51 R R 0

6756 NDVNPEITDRFEFFIGGR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 32 709.3489 3 2125.0249 0.0020 59.42 R E JW4090

6757 NDVNPEITDRFEFFIGGR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 26 709.3495 3 2125.0267 0.0037 61.06 R E JW4090

6758 NDVSDLIDYDDHTLK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 86 881.9101 2 1761.8056 -0.0001 46.74 R Y 0

6759 NDVSDLIDYDDHTLKYYNEGK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 42 839.7186 3 2516.1340 -0.0005 49.64 R A 0

6760 NDYPDDYNEK JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 38 636.7544 2 1271.4942 0.0000 23.64 K A 0

6761 NDYQTYAELSVTNPYFTVDGVSLGGR JW0172 ECK0176 yaeT conserved protein 79 1433.6796 2 2865.3446 -0.0010 65.07 K L 0

6762 NECQVMPYPNPADIAR 57.021465@C:3 JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 73 937.9300 2 1873.8454 0.0003 47.19 K M 0

6763 NEEIAQAAAAVK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 97 607.8221 2 1213.6296 -0.0005 33.21 R Q 0

6764 NEEPEIEEEIDESEDETVDEER JW3351 ECK3375 damX predicted protein 27 1332.5473 2 2663.0800 0.0071 49.64 R V 0

6765 NEEPEIEEEIDESEDETVDEERVER JW3351 ECK3375 damX predicted protein 83 1016.7690 3 3047.2852 0.0001 49.86 R R 0

6766 NEETLEPVPYFQK JW2483 ECK2494 upp uracil phosphoribosyltransferase 74 797.3938 2 1592.7730 0.0009 45.39 R L 0

6767 NEFIIGVAYDSDIDQVK JW2891 ECK2920 mscS mechanosensitive channel 130 963.4784 2 1924.9422 0.0004 55.61 R Q 0

6768 NEGISVR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 14 387.7086 2 773.4026 -0.0006 21.60 R H JW2858

6769 NEIIPTGGHDADGVLK JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 80 818.4196 2 1634.8246 -0.0017 36.28 K Q 0

6770 NELIVAQK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 50 457.7691 2 913.5236 0.0004 24.03 K K 0

6771 NELLDVSDVSETINSIR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 116 952.4850 2 1902.9554 0.0021 61.23 R E 0

6772 NELLDVSDVSETINSIREDVFK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 42 841.4260 3 2521.2562 0.0013 77.59 R A 0

6773 NELLSLAAQSPNQVTGVRPNGLEDTPMFK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 102 1042.8683 3 3125.5831 0.0017 57.76 R V 0

6774 NELSQYGILPEEWGGESQFVHVSAK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 60 935.4559 3 2803.3459 0.0006 58.07 K A 0

6775 NENVLVGFDELVNFITEEH JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 57 740.0276 3 2217.0610 0.0019 80.40 R - 0

6776 NEQDGGDLVYFQGHISPGVYAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 57 808.0519 3 2421.1339 -0.0011 48.15 R A 0

6777 NEYTVPTAPAEDAPR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 35 815.8889 2 1629.7632 -0.0001 33.99 R A 0

6778 NFAGGDQPSMQYIGK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 87 806.8741 2 1611.7336 -0.0014 39.59 K A 0

6779 NFALAMPYLVEQGFSR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 15 921.9655 2 1841.9164 0.0030 66.79 K G 0

6780 NFDDYILGGR JW1001 ECK1006 putP proline:sodium symporter 57 585.2833 2 1168.5520 0.0007 48.97 K S 0

6781 NFDIDELEALHQELEAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 83 681.3336 3 2040.9790 0.0038 59.75 K I 0

6782 NFDLSPLYR JW3664 ECK3679 ibpA heat shock chaperone 46 562.7901 2 1123.5656 -0.0005 48.90 R S 0

6783 NFDNMREDEGLADR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 29 561.2458 3 1680.7156 -0.0008 33.76 R A 0

6784 NFFDHVDIPAENINLLNGNAPDIDAECR 57.021465@C:27 JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 17 1061.8317 3 3182.4733 0.0006 64.14 R Q 0

6785 NFFEEDLQIR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 77 655.8225 2 1309.6304 0.0002 51.38 R F 0

6786 NFFLSPER JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 31 505.2582 2 1008.5018 -0.0011 43.81 R T 0

6787 NFGGEQAAR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 54 475.2281 2 948.4416 0.0003 19.71 K T 0

6788 NFGKHPVTPWGVQTK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 34 565.9703 3 1694.8891 -0.0001 32.68 R G 0

6789 NFGLYNER JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 33 506.7457 2 1011.4768 -0.0005 33.93 K V 0

6790 NFIDAIIK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 19 467.2739 2 932.5332 0.0001 53.13 R E 0

6791 NFIEGDKVNQGDSLYQIDPAPLQAELNSAK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 118 1092.2124 3 3273.6154 0.0000 56.56 R G 0

6792 NFIGQADNADHPQKK JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 17 561.6131 3 1681.8175 0.0004 23.16 R K 0

6793 NFKEGSDIEAGVSLYQIDPATYQATYDSAK JW0452 ECK0457 acrA multidrug efflux system 115 1094.5216 3 3280.5430 0.0018 54.16 R G 0

6794 NFKEGSDIEAGVSLYQIDPATYQATYDSAKGDLAK JW0452 ECK0457 acrA multidrug efflux system 43 942.2088 4 3764.8061 0.0005 54.50 R A 0

6795 NFLALAR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 55 402.7401 2 803.4656 0.0003 40.88 R L 0

6796 NFLNPPYIFLR JW0281 ECK0286 yagU conserved inner membrane protein 25 697.3858 2 1392.7570 0.0017 64.18 R D 0

6797 NFLVPQGK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 35 451.7583 2 901.5020 -0.0002 32.95 R A 0

6798 NFNDDVGPYEQSLVGTPVADPNKPLEVVR JW2962 ECK2988 hybC hydrogenase 2, large subunit 95 1057.1978 3 3168.5716 -0.0013 54.44 R T 0

6799 NFNLAMINPIFTR JW4180 ECK4217 ytfN conserved protein 94 775.9115 2 1549.8084 0.0010 64.68 R G 0

6800 NFPIQLSGGEQQR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 54 737.3754 2 1472.7362 -0.0009 41.45 K V 0

6801 NFQGTGLGLAICEK 57.021465@C:12 JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 84 754.3841 2 1506.7536 0.0036 46.49 R L 0

6802 NFRNEGISVR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 52 596.3142 2 1190.6138 -0.0017 26.44 R H JW2858

6803 NFVALVGHTGSGK JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 55 643.8459 2 1285.6772 -0.0007 34.31 R S 0

6804 NFYDDTNLQALVNLCSR 57.021465@C:15 JW5878 ECK2532 csiE stationary phase inducible protein 111 1021.9839 2 2041.9532 0.0006 61.76 R R 0

6805 NGAGIENYNFITTAGLK JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 80 891.9547 2 1781.8948 0.0001 51.50 K Y 0

6806 NGALNAAIVGQPAYK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 79 743.9033 2 1485.7920 -0.0018 38.50 K I 0

6807 NGEDPVAIR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 68 485.7512 2 969.4878 0.0000 26.21 R K 0

6808 NGEDPVAIRK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 26 549.7987 2 1097.5828 0.0000 20.63 R A 0

6809 NGEFIEITEK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 45 590.2995 2 1178.5844 0.0025 38.86 K D 0

6810 NGEFIEITEKDTEGR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 66 869.4175 2 1736.8204 -0.0012 38.09 K W 0

6811 NGELVVPAPEKPVPQGAAK JW0120 ECK0123 gcd glucose dehydrogenase 39 951.0280 2 1900.0414 -0.0004 34.23 R G 0

6812 NGENALAFYSHYYQPLPLVLR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 41 822.4264 3 2464.2574 0.0036 62.82 K G 0

6813 NGFAGYPVVTEENELVGIITGR JW5401 ECK2504 guaB IMP dehydrogenase 28 1168.1017 2 2334.1888 0.0032 74.29 R D 0

6814 NGGEATSGFFEVPKNETK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 52 637.9741 3 1910.9005 -0.0006 36.82 R E 0

6815 NGHVVIAGDGQATLGNTVMK JW3903 ECK3924 hslV peptidase component of the HslUV protease 21 661.3423 3 1981.0051 -0.0001 35.71 R G 0

6816 NGIIHTTIGK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 14 351.8731 3 1052.5975 -0.0003 26.67 K V 0

6817 NGILANPDGDAVLQMGDEIALVGYPDAHAR JW0831 ECK0838 ybjL predicted transporter 80 1031.5087 3 3091.5043 0.0008 66.85 R L 0

6818 NGISQVGAVASWPIADR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 106 870.9551 2 1739.8956 0.0001 50.23 K W 0

55



6819 NGLACITPISALNQPGK 57.021465@C:5 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 56 877.4675 2 1752.9204 0.0013 48.58 K K 0

6820 NGLACITPISALNQPGKK 57.021465@C:5 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 60 941.5145 2 1881.0144 0.0003 43.35 K I 0

6821 NGLDVVR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 42 386.7193 2 771.4240 0.0001 27.21 R M 0

6822 NGLGFWR JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 24 425.2215 2 848.4284 -0.0008 45.24 K Y 0

6823 NGLLLAR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 54 378.7400 2 755.4654 0.0002 33.03 K E 0

6824 NGLLWDNSLNVDGIK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 93 829.4311 2 1656.8476 0.0006 56.72 R T 0

6825 NGMECGIGVK 57.021465@C:5 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 37 532.7467 2 1063.4788 -0.0001 25.87 R N 0

6826 NGNPSGEGFTSGVTNNGR JW2203 ECK2207 ompC outer membrane porin protein C 82 882.9005 2 1763.7864 0.0041 27.19 K D 0

6827 NGQAVGTNTIGSSEACMLGGMAMK 57.021465@C:16 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 89 1193.0376 2 2384.0606 0.0013 51.07 K W JW3485

6828 NGQLSELTGEER JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 59 666.8221 2 1331.6296 -0.0020 32.60 R D 0

6829 NGQPWYVLVSGVYASK JW3351 ECK3375 damX predicted protein 53 589.9751 3 1766.9035 0.0043 61.19 R E 0

6830 NGQPWYVLVSGVYASKEEAK JW3351 ECK3375 damX predicted protein 28 742.3797 3 2224.1173 0.0009 56.04 R K 0

6831 NGQPWYVLVSGVYASKEEAKK JW3351 ECK3375 damX predicted protein 39 589.0608 4 2352.2141 0.0029 52.23 R A 0

6832 NGSQSGATLYASSR JW3116 ECK3135 yraM conserved protein 92 699.8335 2 1397.6524 -0.0010 23.84 R S 0

6833 NGTFVTTYLSPR JW4121 ECK4156 psd phosphatidylserine decarboxylase 49 678.3518 2 1354.6890 0.0010 48.00 R D 0

6834 NGTVPNVPNVEVTAR JW0860 ECK0867 ybjD conserved protein with nucleoside triphosphate hydrolase domain 20 783.9155 2 1565.8164 0.0003 38.03 R Q 0

6835 NGVFTDR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 18 404.7010 2 807.3874 0.0000 23.40 K V 0

6836 NGVFTDRVGVLSNDFFVNLLDMR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 43 876.7804 3 2627.3194 0.0028 77.29 K Y 0

6837 NGVHDFILVR JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 50 585.3252 2 1168.6358 0.0006 41.47 R A 0

6838 NGVMIVNTSR JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 30 545.7871 2 1089.5596 -0.0005 31.06 K G 0

6839 NGVNLFAGDKYAGLSEQALYYIGGVIK JW3841 ECK3863 glnA glutamine synthetase 68 954.1680 3 2859.4822 0.0014 70.64 K H 0

6840 NGYWGHPQYK JW0955 ECK0964 hyaB hydrogenase 1, large subunit 32 417.1962 3 1248.5668 -0.0007 27.59 R L 0

6841 NHCEILQGNAR 57.021465@C:3 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 40 656.3145 2 1310.6144 -0.0004 22.17 R F 0

6842 NHDTGVSPVFAGGVEYAITPEIATR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 99 1301.1513 2 2600.2880 0.0009 53.77 K L 0

6843 NHENSLGIYELSWHQAMQR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 82 771.6988 3 2312.0746 -0.0010 46.80 K L 0

6844 NHETGELLATFELK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 69 801.4120 2 1600.8094 -0.0003 49.49 R T 0

6845 NHETGELLATFELKTDVLIDEVR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 41 881.4613 3 2641.3621 0.0021 68.93 R A 0

6846 NHFASEYIYNAYK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 88 810.3779 2 1618.7412 -0.0003 39.65 K D 0

6847 NHFASEYIYNAYKDEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 102 996.4602 2 1990.9058 -0.0003 38.22 K T 0

6848 NHFVTILGTIQGEQPGFINK JW3474 ECK3490 slp outer membrane lipoprotein 105 1107.0897 2 2212.1648 0.0008 54.56 R V 0

6849 NHGFQFQLGSVIDIDREAK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 50 725.3711 3 2173.0915 -0.0002 51.35 R T 0

6850 NHLYACHFPLNMEKE 57.021465@C:6 JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 35 634.9591 3 1901.8555 0.0003 38.80 K - 0

6851 NHNLIMTR JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 28 499.7637 2 997.5128 0.0001 23.63 R L 0

6852 NHTTIFSEWYALDLVK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 102 968.9937 2 1935.9728 -0.0003 63.30 K N 0

6853 NHVPVLAIAAHIPSSEIGSGYFQETHPQELFR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 47 886.9548 4 3543.7901 0.0003 57.67 R E 0

6854 NIADAVNSVLTDTIADMSQDTSIHEFIK 15.994915@M:17 JW0424 ECK0428 yajG predicted lipoprotein 118 1022.1649 3 3063.4729 0.0022 71.41 K Q 0

6855 NIAIEHSGYSVFAGVGER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 104 953.4755 2 1904.9364 -0.0016 44.83 R T 0

6856 NIDWLDGEGNDQVQESVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 123 1023.4752 2 2044.9358 0.0021 47.76 K - 0

6857 NIEFFEAR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 13 513.2562 2 1024.4978 0.0001 45.04 K R 0

6858 NIEGTVAEIGWR JW1323 ECK1327 ynaI conserved inner membrane protein 75 672.8495 2 1343.6844 0.0011 49.79 R I 0

6859 NIFDQDYFIR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 61 665.8253 2 1329.6360 0.0007 56.38 K S 0

6860 NIFGYQYTIPTHQGR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 69 897.9496 2 1793.8846 -0.0003 44.87 K G 0

6861 NIFNLGIK JW5677 ECK3470 yhhJ predicted transporter subunit -!- membrane component of ABC superfamily 18 459.7740 2 917.5334 0.0001 49.92 R E 0

6862 NIGDALKEPAQSLAESAAK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 82 638.3372 3 1911.9898 -0.0003 44.64 K L 0

6863 NIGEILELAGCDR 57.021465@C:11 JW0007 ECK0008 talB transaldolase B 95 730.3643 2 1458.7140 0.0004 56.23 R L 0

6864 NIGISAHIDAGK JW3302 ECK3327 fusA protein chain elongation factor EF-G 42 399.2191 3 1194.6355 -0.0003 29.49 R T 0

6865 NIGISAHIDAGKTTTTER JW3302 ECK3327 fusA protein chain elongation factor EF-G 41 628.9963 3 1883.9671 -0.0031 28.68 R I 0

6866 NIIQLLR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 46 435.2820 2 868.5494 0.0001 47.11 R E 0

6867 NIIQLVDAGMK JW1510 ECK1510 lsrF predicted aldolase 65 601.3341 2 1200.6536 0.0001 52.91 K V 0

6868 NIKEQIAVLK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 15 578.3569 2 1154.6992 -0.0030 33.85 R G 0

6869 NIKVDEAGFEAAMEEQRR JW2667 ECK2692 alaS alanyl-tRNA synthetase 24 698.3404 3 2091.9994 -0.0014 43.02 R R 0

6870 NILMIGPTGVGK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 17 600.3445 2 1198.6744 0.0000 45.88 K T 0

6871 NILQSGER JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 17 458.7465 2 915.4784 0.0010 25.21 K I 0

6872 NIMGTGFDFELFVHTGAGR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 24 690.3359 3 2067.9859 0.0023 62.83 K Y 0

6873 NINLVIPR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 41 469.7929 2 937.5712 0.0003 41.64 K D 0

6874 NIPLRVDLK JW0849 ECK0856 ybjP predicted lipoprotein 22 534.3311 2 1066.6476 -0.0023 37.64 R Q 0

6875 NIPVELHVLLNDDAETPTR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 30 716.0435 3 2145.1087 0.0020 52.84 K M 0

6876 NIPVGSTVHNVEMKPGK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 14 602.9894 3 1805.9464 0.0006 28.38 R G 0

6877 NISLSFFPGAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 32 590.8217 2 1179.6288 0.0000 53.56 K I 0

6878 NISMGAAYLNILETGPLAGIEDPK JW5821 ECK1181 emtA lytic murein endotransglycosylase E 85 1244.1437 2 2486.2728 0.0002 72.44 R V 0

6879 NISYQLFINAPYDR JW0934 ECK0942 pqiB paraquat-inducible protein B 85 857.4339 2 1712.8532 0.0010 55.43 R L 0

6880 NITGIVMDLK 15.994915@M:7 JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 15 560.3077 2 1118.6008 0.0003 43.40 R N 0

6881 NIVDGNHQMEPGMPESFNVLLK 15.994915@M:9 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 59 829.0666 3 2484.1780 0.0002 54.58 K E 0

6882 NIVELAIEAGCNCVASTYGVLASVSR 57.021465@C:11,57.021465@C:13 JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 87 918.4583 3 2752.3531 0.0008 80.17 K R 0

6883 NIVNDPSVVFDDIVTNEQIQK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 87 1194.1091 2 2386.2036 0.0020 63.20 R R 0

6884 NIVNDPSVVFDDIVTNEQIQKR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 16 848.4417 3 2542.3033 0.0006 61.14 R A 0

6885 NIYDYYK JW2448 ECK2459 talA transaldolase A 16 489.7320 2 977.4494 0.0001 35.29 R Q 0

6886 NIYTDPLNVLQAELLHR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 26 670.3660 3 2008.0762 0.0022 67.29 R S 0

6887 NKAELDEYREELVSHFAR JW5539 ECK3222 yhcB conserved protein 56 736.0339 3 2205.0799 -0.0016 47.55 K S 0

6888 NKDTPVEQGKDDYLICMEK 57.021465@C:16 JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 45 761.6921 3 2282.0545 -0.0014 36.51 K I 0

6889 NKHQQHLAQLPK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 36 481.2724 3 1440.7954 0.0005 18.90 R I 0

6890 NKPFIAINCAAIPEQLLESELFGYVK 57.021465@C:9 JW2837 ECK2865 ygeV predicted DNA-binding transcriptional regulator 32 988.8573 3 2963.5501 0.0034 72.68 R G 0

6891 NKSEITDEEYKEFYK JW0462 ECK0467 htpG molecular chaperone HSP90 family 50 641.6379 3 1921.8919 -0.0028 33.82 R H 0

6892 NKVHIINLEK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 38 403.2431 3 1206.7075 -0.0009 27.15 R T 0

6893 NKVTDAEIAEVLAR JW2573 ECK2590 clpB protein disaggregation chaperone 87 764.9197 2 1527.8248 -0.0007 43.70 R W 0

6894 NKYMELGPR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 44 554.2845 2 1106.5544 0.0003 27.47 K D 0

6895 NLAEGVPR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 40 428.2378 2 854.4610 0.0001 25.92 R G 0

6896 NLALLEELGEK JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 90 614.8429 2 1227.6712 0.0003 55.79 R G 0

6897 NLALLLDSVANDK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 58 693.3859 2 1384.7572 0.0011 59.97 K A 0

6898 NLALNIESR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 13 515.2882 2 1028.5618 0.0005 36.49 R G 0

6899 NLCQLIEQQLR 57.021465@C:3 JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 94 707.8773 2 1413.7400 0.0003 57.04 K S 0

6900 NLDLIMGCER 57.021465@C:8 JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 58 610.7925 2 1219.5704 0.0015 44.19 R R 0

6901 NLDQAQPGR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 38 499.7543 2 997.4940 0.0000 19.65 R K 0

6902 NLDRLLMEETGIPVVVAEDPLTCVAR 57.021465@C:23 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 73 970.8404 3 2909.4994 0.0002 69.38 R G 0

6903 NLEEFFAR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 29 513.2564 2 1024.4982 0.0005 50.40 R E 0

6904 NLEITQNLAGGAENTLASVLDCTVTPMGSR 57.021465@C:22 JW2703 ECK2728 mutS methyl-directed mismatch repair protein 13 1044.8488 3 3131.5246 0.0020 73.81 R M 0

6905 NLELCFPEMSEQER 57.021465@C:5 JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 59 891.3961 2 1780.7776 0.0016 54.53 R R 0

6906 NLELCFPEMSEQERR 57.021465@C:5 JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 22 646.6334 3 1936.8784 0.0013 49.40 R K 0

6907 NLEVCPK 57.021465@C:5 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 31 430.2198 2 858.4250 -0.0018 23.29 R C 0

6908 NLEVMVK JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 37 416.7335 2 831.4524 0.0000 33.47 K G 0

6909 NLFCSCVPISEYQ 57.021465@C:4,57.021465@C:6 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 54 808.8581 2 1615.7016 0.0006 54.43 R - 0

6910 NLFLSSER JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 13 483.2560 2 964.4974 -0.0004 36.18 K S 0

6911 NLGGNVNIR JW4180 ECK4217 ytfN conserved protein 26 478.7671 2 955.5196 -0.0003 26.94 R N 0

6912 NLGHTTASGAIKDQISGYEGGAK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 50 569.5382 4 2274.1237 -0.0005 34.93 R S 0

6913 NLGLDVLDVVNLR JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 95 720.4147 2 1438.8148 0.0004 66.15 R V 0

6914 NLGLMAAER JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 57 487.7583 2 973.5020 0.0005 33.43 R A 0

6915 NLGQGYVNFGEPMPLMTYLNQHVPDWR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 51 1059.5078 3 3175.5016 0.0007 71.15 R E 0

6916 NLHKVDVR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 18 327.5261 3 979.5565 0.0003 18.50 R D 0

6917 NLIEWLPGSTIWAGK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 94 842.9567 2 1683.8988 0.0005 67.28 K R 0

6918 NLIEWLPGSTIWAGKR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 53 921.0076 2 1840.0006 0.0012 61.59 K F 0

6919 NLKPEGIFLLHTIGSK JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 55 589.6768 3 1766.0086 -0.0004 48.78 R K 0

6920 NLLAQPAAGTTEAKPAPAPQADTPAAAPQGE JW3775 ECK3797 hemX uroporphyrinogen III methylase 95 1477.7466 2 2953.4786 0.0006 37.50 R - 0

6921 NLLDTAVLEGTDEESAR JW4201 ECK4237 mgtA magnesium transporter 109 916.9470 2 1831.8794 -0.0005 52.52 K S 0

6922 NLLPAAFAK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 17 472.7819 2 943.5492 0.0001 43.58 K M 0

6923 NLLTLNR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 29 422.2560 2 842.4974 0.0001 37.40 R A 0

6924 NLLTSNSVFWAEGGAK JW1823 ECK1833 yebT conserved protein 69 847.4313 2 1692.8480 0.0010 54.05 R V 0

6925 NLMAETYPR JW0960 ECK0969 appC cytochrome bd-II oxidase, subunit I 53 547.7682 2 1093.5218 -0.0007 32.74 K L 0

6926 NLMTSYDTLTK JW0880 ECK0888 ycaC predicted hydrolase 51 643.8191 2 1285.6236 0.0012 43.62 R Q 0

6927 NLNDTNYNR JW0755 ECK0761 ybhC predicted pectinesterase 34 562.2600 2 1122.5054 0.0001 20.45 R M 0

6928 NLNGQNGTISLR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 48 643.8440 2 1285.6734 -0.0004 32.63 K V 0

6929 NLNQYQTR JW1200 ECK1197 lolB chaperone for lipoproteins 46 518.7618 2 1035.5090 -0.0006 21.21 R G 0

6930 NLPFTRLDELAHNALVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 46 651.0303 3 1950.0691 0.0004 53.84 K G 0

6931 NLPIETNIMDLEAAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 41 836.4349 2 1670.8552 0.0003 59.47 R A 0

6932 NLPTAQGYCDSK 57.021465@C:9 JW2287 ECK2284 yfbQ predicted aminotransferase 29 677.3089 2 1352.6032 0.0001 28.36 R G 0

6933 NLQDSLR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 42 423.2273 2 844.4400 -0.0002 26.18 K T 0

6934 NLQQLNAQMAQEAINLTR JW3809 ECK3826 rmuC predicted recombination limiting protein 126 1028.5341 2 2055.0536 0.0005 59.63 R A 0

6935 NLQTTLDSMNK JW0934 ECK0942 pqiB paraquat-inducible protein B 65 632.8139 2 1263.6132 0.0004 40.96 K I 0

6936 NLSFSLQR JW5897 ECK0819 yliA fused predicted peptide transport subunits -!- ATP-binding components of ABC superfamily 35 482.7640 2 963.5134 -0.0003 39.93 R G 0

6937 NLSLESAIDKESDLLEPLR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 19 714.7149 3 2141.1229 0.0013 60.25 K S 0

6938 NLSLLQAR JW5503 ECK3026 tolC transport channel 51 457.7744 2 913.5342 -0.0002 36.52 R L 0

6939 NLSWLQYQQGQVVPVS JW3116 ECK3135 yraM conserved protein 68 923.4785 2 1844.9424 0.0003 57.86 R - 0

6940 NLTCVFVDNGLLR 57.021465@C:4 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 17 760.8982 2 1519.7818 0.0001 57.19 K L 0

6941 NLTDYGAFVDLGGVDGLLHITDMAWKR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 46 745.1286 4 2976.4853 0.0050 74.90 K V 0

6942 NLTIEFK JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 39 432.7450 2 863.4754 0.0002 41.46 R T 0
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6943 NLTLVAGINWPSR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 100 720.9018 2 1439.7890 0.0005 55.85 R V 0

6944 NLTSQMVEYGQVK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 98 748.8739 2 1495.7332 -0.0008 39.81 K R 0

6945 NLTTAWFAK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 28 526.2823 2 1050.5500 0.0003 46.54 R R 0

6946 NLVENAHR JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 27 476.7511 2 951.4876 -0.0009 18.34 R Y 0

6947 NLVQQVAK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 19 450.2691 2 898.5236 0.0001 25.33 K T 0

6948 NLWLNTGHGTLGWTMACGSGQLLSDLLSGR 57.021465@C:17 JW1178 ECK1177 dadA D-amino acid dehydrogenase 120 1072.5297 3 3214.5673 0.0019 75.31 K T 0

6949 NMAGSLVR JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 57 424.2263 2 846.4380 -0.0002 27.42 R H 0

6950 NMGEQIDTR JW0769 ECK0775 ybhL predicted inner membrane protein 55 532.2449 2 1062.4752 -0.0012 23.20 K D 0

6951 NMGFASIGYVPEDGWYAGTEAR JW1446 ECK1445 yncD predicted iron outer membrane transporter 44 1196.0400 2 2390.0654 0.0017 59.35 R Y 0

6952 NMGGDITVTSEQGK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 72 718.8381 2 1435.6616 0.0004 27.57 K G 0

6953 NMIGAFYQPASVVVDLDCLK 57.021465@C:18 JW3352 ECK3376 aroB 3-dehydroquinate synthase 27 1120.5584 2 2239.1022 0.0004 67.91 K T 0

6954 NMINVALNNGTLQHPVK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 68 931.9983 2 1861.9820 -0.0011 43.43 R G 0

6955 NMITGAAQMDGAILVVAATDGPMPQTR 15.994915@M:2,15.994915@M:9,15.994915@M:23 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 21 926.4474 3 2776.3204 0.0009 52.19 K E JW3943

6956 NMLLEGDLLSVYSR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 94 805.4171 2 1608.8196 0.0015 60.85 R V 0

6957 NMLPDLYAEDPDFYR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 81 929.9198 2 1857.8250 0.0007 57.46 K N 0

6958 NMQNTMGQVTTSAEQMLK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 120 1006.4659 2 2010.9172 -0.0001 57.60 K G 0

6959 NMQTLYNTGR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 36 599.2874 2 1196.5602 -0.0006 29.59 R L 0

6960 NMSDLSLETTLFNEK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 117 871.4192 2 1740.8238 -0.0002 56.56 K L 0

6961 NMSKAEAFEESVR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 56 499.9044 3 1496.6914 -0.0016 30.49 K M 0

6962 NMSTYVDYIINQIDSDNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 142 1066.9952 2 2131.9758 0.0026 74.14 K L 0

6963 NMSTYVDYK JW2203 ECK2207 ompC outer membrane porin protein C 43 560.7520 2 1119.4894 -0.0011 31.43 K I JW1371 JW1949

6964 NMTFSKDDWQTQEGK JW3630 ECK3645 yicH conserved protein 84 907.9030 2 1813.7914 -0.0027 33.83 R L 0

6965 NMVGAVVGVQPFGGEGLSGTGPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 136 1079.5516 2 2157.0886 -0.0003 53.78 R A 0

6966 NMVNTVDR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 15 474.7318 2 947.4490 -0.0005 20.38 R I 0

6967 NMVTQWGFSEK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 79 663.8113 2 1325.6080 0.0007 45.89 R L 0

6968 NMYIVKH JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 35 452.7386 2 903.4626 -0.0009 22.06 R - 0

6969 NNAPWLANIK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 31 570.8113 2 1139.6080 -0.0007 42.59 R Y 0

6970 NNDRFVFQILR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 30 474.5936 3 1420.7590 0.0014 50.27 R S 0

6971 NNDVNAFDK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 40 518.7380 2 1035.4614 -0.0007 24.20 K L 0

6972 NNDVNAFDKLLFK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 17 513.2717 3 1536.7933 -0.0002 52.72 K H 0

6973 NNEAFLDR JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 39 489.7364 2 977.4582 0.0016 27.94 K V 0

6974 NNEHIQVITSLTNALDDESVIER JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 125 870.7717 3 2609.2933 0.0000 58.57 R L 0

6975 NNEVYLIEVNPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 44 730.3793 2 1458.7440 -0.0026 43.60 K A 0

6976 NNGASGADINNYAGQIK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 81 853.9081 2 1705.8016 -0.0003 35.47 K S 0

6977 NNIAHMLVLPSLMAAIVTQHR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 81 777.0930 3 2328.2572 0.0015 68.69 R H 0

6978 NNLDNAVEQLR JW5503 ECK3026 tolC transport channel 53 643.3279 2 1284.6412 -0.0010 39.62 R Q 0

6979 NNNWTFNLANDDNK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 95 840.3739 2 1678.7332 -0.0003 46.30 K D 0

6980 NNNWTFNLANDDNKDANAKPSAWSFR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 61 1004.1329 3 3009.3769 0.0014 50.78 K L 0

6981 NNPSELTIFYPAVPR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 50 859.4498 2 1716.8850 0.0015 54.07 K V 0

6982 NNPVLIGEPGVGK JW2573 ECK2590 clpB protein disaggregation chaperone 44 647.3618 2 1292.7090 0.0002 37.26 K T 0

6983 NNQHDVAIVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 36 583.3068 2 1164.5990 -0.0009 21.33 K I 0

6984 NNQVTVTGSLK JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 38 580.8172 2 1159.6198 0.0001 27.13 K F 0

6985 NNRVFFRSGNAYEVELWIPTCK 57.021465@C:21 JW1278 ECK1280 gmr modulator of Rnase II stability 19 900.7818 3 2699.3236 -0.0043 69.98 R G 0

6986 NNSEYIPEFDK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 60 678.3092 2 1354.6038 -0.0002 42.21 K S 0

6987 NNSLFIKPLDSTLK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 43 795.4485 2 1588.8824 0.0001 44.88 R N 0

6988 NNVEELLK JW3116 ECK3135 yraM conserved protein 43 479.7639 2 957.5132 0.0002 35.70 K S 0

6989 NNVESVFAVNGFGFAGR JW0451 ECK0456 acrB multidrug efflux system protein 55 892.9395 2 1783.8644 0.0002 58.24 K G 0

6990 NNVLALGDLAK JW0880 ECK0888 ycaC predicted hydrolase 78 564.3250 2 1126.6354 0.0009 45.75 K Y 0

6991 NNVLSGLFCGLR 57.021465@C:9 JW2943 ECK2970 glcB malate synthase G 47 675.3538 2 1348.6930 0.0009 59.96 R G 0

6992 NNVVVSR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 42 394.2246 2 786.4346 -0.0002 18.50 R R 0

6993 NNWGQTEQQQEPSAAR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 73 922.4198 2 1842.8250 0.0006 25.18 K Q 0

6994 NPALITMFDRPTFSAGAVYIDPDVNISGTSPSGR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 102 1189.5912 3 3565.7518 0.0008 64.51 R S 0

6995 NPASPAYGK JW5927 ECK3028 ygiB conserved outer membrane protein 33 452.7292 2 903.4438 -0.0012 18.71 K Y 0

6996 NPDIVAGVAALK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 18 584.3409 2 1166.6672 0.0014 42.97 K D 0

6997 NPGDEPIFTSTLELDMNDVEASLAGPK JW1268 ECK1271 acnA aconitate hydratase 1 95 954.1232 3 2859.3478 -0.0005 75.81 R R 0

6998 NPGDIEGWIMLGR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 79 729.3643 2 1456.7140 0.0008 62.01 K V 0

6999 NPGLWELPFGTTAR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 29 779.9042 2 1557.7938 -0.0002 61.65 K E 0

7000 NPGNSSPITSESNTVDGK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 97 902.4211 2 1802.8276 -0.0006 28.22 K Y 0

7001 NPLEQYYLVQGGFKR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 53 604.6529 3 1810.9369 0.0003 47.76 K T 0

7002 NPLFLLDEIDKMSSDMR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 31 675.3328 3 2022.9766 0.0012 71.23 K G 0

7003 NPLSSIK JW3967 ECK3995 zraS sensory histidine kinase in two-component regulatory system with ZraR 26 379.7241 2 757.4336 0.0003 22.11 R G 0

7004 NPMELTDVADLLK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 87 729.8799 2 1457.7452 0.0016 62.17 R S 0

7005 NPNWTSYEK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 15 569.7605 2 1137.5064 -0.0026 31.10 R L 0

7006 NPSISTHLLGSNASSVIR JW0600 ECK0601 uspG universal stress protein UP12 93 926.9971 2 1851.9796 -0.0006 40.82 R H 0

7007 NPWAKPLR JW3351 ECK3375 damX predicted protein 30 491.2857 2 980.5568 0.0012 26.22 K Q 0

7008 NQAAAMGGNVIYGISSPSQGMLSSFVPTDSQIIGQVYK JW5736 ECK4138 yjeI conserved protein 34 1305.9799 3 3914.9179 -0.0004 69.36 R C 0

7009 NQDLGPFISHEMNR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 56 829.3908 2 1656.7670 -0.0008 40.94 R C 0

7010 NQDMLLSVLDLEK JW5415 ECK2609 yfjD predicted inner membrane protein 84 759.3993 2 1516.7840 0.0033 65.09 R M 0

7011 NQIADLVGADPR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 68 634.8323 2 1267.6500 -0.0021 41.76 R E 0

7012 NQIFLINER JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 48 573.8168 2 1145.6190 -0.0003 42.28 R Q 0

7013 NQIQFFDPQQMEAAQK JW5943 ECK3514 yhjK predicted diguanylate cyclase 74 961.9576 2 1921.9006 0.0015 52.19 K R 0

7014 NQIQFFDPQQMEAAQKR JW5943 ECK3514 yhjK predicted diguanylate cyclase 31 693.6738 3 2077.9996 -0.0007 45.64 K L 0

7015 NQLGSTIIVLATVVEGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 53 581.3407 3 1741.0003 0.0018 70.09 K V 0

7016 NQLLAEAAK JW0451 ECK0456 acrB multidrug efflux system protein 48 479.2717 2 956.5288 -0.0003 26.59 R H 0

7017 NQLPELIEQINASGYGLTLGVHTR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 79 1312.1953 2 2622.3760 -0.0005 64.42 R I 0

7018 NQLTSDLLDEWAK JW2479 ECK2490 yfgC predicted peptidase 66 766.8832 2 1531.7518 0.0000 58.45 R G 0

7019 NQLTTQQLINGVAGTDFMLKGETDELAALVAQQR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 105 1225.3006 3 3672.8800 0.0018 74.54 R V 0

7020 NQNLLVTK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 18 465.2739 2 928.5332 -0.0010 24.60 M R 0

7021 NQQLPLTVSYVGQTAEGAQMK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 115 1132.0734 2 2262.1322 0.0008 50.48 K L 0

7022 NQVALVSQNVHLFNDTVANNIAYAR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 144 924.4795 3 2770.4167 0.0015 57.86 R T 0

7023 NQVVGTINFQLDGK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 65 766.9065 2 1531.7984 -0.0010 47.27 K T 0

7024 NQYYGITAGPAYR JW0799 ECK0803 ompX outer membrane protein 53 737.3601 2 1472.7056 0.0009 37.46 K I 0

7025 NRPTFAYGR JW2965 ECK2991 hybO hydrogenase 2, small subunit 30 541.2800 2 1080.5454 -0.0010 25.62 K L 0

7026 NRVELWK JW5241 ECK1484 yddV predicted diguanylate cyclase 25 472.7689 2 943.5232 -0.0006 29.52 R A 0

7027 NRVNQLGVAEPVVQR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 45 560.3160 3 1677.9262 -0.0011 32.41 R Q 0

7028 NSAIASTIGLVDMAAQAGK JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 71 909.4749 2 1816.9352 -0.0001 60.76 K L 0

7029 NSDAALGYAEALTR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 33 726.3602 2 1450.7058 0.0007 48.97 K S 0

7030 NSELLMLGQYK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 86 648.3369 2 1294.6592 0.0001 46.72 K Q 0

7031 NSETLENFSEK JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 51 649.2994 2 1296.5842 0.0009 30.06 K L 0

7032 NSETLENFSEKLEVEGR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 99 990.9794 2 1979.9442 0.0006 44.66 K S 0

7033 NSGDAPAAAPGNNETTEPVGTTK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 74 1100.0120 2 2198.0094 0.0008 23.78 K - 0

7034 NSHSVIITPGYGMAVAQAQYPVAEITEK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 98 992.1705 3 2973.4897 -0.0010 53.30 K L 0

7035 NSLANWQSDK JW2504 ECK2516 yfhM conserved protein 22 581.7778 2 1161.5410 -0.0003 29.87 R L 0

7036 NSLANWQSDKLLQMADLVYTGR JW2504 ECK2516 yfhM conserved protein 53 841.7606 3 2522.2600 0.0014 65.39 R F 0

7037 NSNFFGLVDGLNFAVQYLGK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 90 1102.0628 2 2202.1110 0.0000 79.65 R N 0

7038 NSNFFGLVDGLNFAVQYLGKNER JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 145 1301.6560 2 2601.2974 -0.0002 75.78 R D 0

7039 NSPPQYAGPIR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 36 600.3115 2 1198.6084 -0.0010 29.04 K L 0

7040 NSPYVNILVAR JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 35 623.3514 2 1244.6882 0.0005 44.47 K E 0

7041 NSQGESALNLSLFLK JW1606 ECK1609 ydgA conserved protein 79 810.9337 2 1619.8528 0.0010 59.18 K D 0

7042 NSQGESALNLSLFLKDPATTK JW1606 ECK1609 ydgA conserved protein 56 745.3933 3 2233.1581 -0.0008 54.91 K E 0

7043 NSTAMLTTFNEVNMKPIMDLR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 80 1213.5976 2 2425.1806 0.0004 58.76 K K 0

7044 NSTAMLTTFNEVNMKPIMDLRK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 19 852.0987 3 2553.2743 -0.0012 53.35 K Q 0

7045 NSVETMMVNLEGVDIPLGMISQYLPK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 71 1439.7249 2 2877.4352 0.0027 80.46 K Q 0

7046 NSVIDEVVVCDTIPLSDEIK 57.021465@C:10 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 104 1123.0671 2 2244.1196 0.0002 60.94 R S 0

7047 NSWHANKGEYDFSHEVK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 48 683.3134 3 2046.9184 -0.0001 30.81 R E 0

7048 NSWTESVSGNK JW1490 ECK1489 yddB predicted porin protein 35 604.7804 2 1207.5462 -0.0007 29.66 R T 0

7049 NTAIGAGAGALGGAVLTDGSTLGTLGGAAVGGVIGHQVGK JW1275 ECK1278 osmB lipoprotein 172 1149.2846 3 3444.8320 -0.0006 66.05 R - 0

7050 NTDFFGLVDGLNFAVQYQGK JW2203 ECK2207 ompC outer membrane porin protein C 102 1117.0499 2 2232.0852 0.0000 73.98 R N 0

7051 NTGIYLTGLQQVGDFTFEGAAR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 119 1179.5897 2 2357.1648 -0.0004 63.24 R S 0

7052 NTGNPQAPGTLIGASR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 38 777.4051 2 1552.7956 -0.0001 31.41 K D 0

7053 NTGTSVHFWPDETFFDSPR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 69 747.3401 3 2238.9985 0.0014 56.60 R F 0

7054 NTHFQTVHGLDADGQYSSAR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 118 1102.5092 2 2203.0038 -0.0005 31.41 K D 0

7055 NTINTAVQQR JW3490 ECK3507 yhjD conserved inner membrane protein 64 572.8065 2 1143.5984 -0.0012 23.46 K T 0

7056 NTLIVPDTLTLSEALESFK JW4177 ECK4214 ytfL predicted inner membrane protein 91 1046.0656 2 2090.1166 0.0020 72.27 R T 0

7057 NTLLHEQWCDLLEENSVDAVK 57.021465@C:9 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 83 1257.1023 2 2512.1900 -0.0003 56.79 R V 0

7058 NTLLHEQWCDLLEENSVDAVKVR 57.021465@C:9 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 29 692.8471 4 2767.3593 -0.0008 55.10 R S 0

7059 NTLLVLSHESR JW5869 ECK4324 yjiK conserved protein 17 634.8513 2 1267.6880 -0.0004 33.41 K A 0

7060 NTLTPTQMR JW5403 ECK2507 der predicted GTP-binding protein 26 531.2736 2 1060.5326 -0.0009 24.35 R K 0

7061 NTLWQVGTDHAGIATQMVVER JW4215 ECK4251 valS valyl-tRNA synthetase 40 776.0587 3 2325.1543 0.0006 50.67 K K 0

7062 NTMLTVFSR JW3927 ECK3946 yijP conserved inner membrane protein 14 534.7789 2 1067.5432 -0.0001 45.88 R Q 0

7063 NTNFEDAK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 44 469.7143 2 937.4140 -0.0001 20.01 R V 0

7064 NTNITGVIVNK JW2294 ECK2291 pta phosphate acetyltransferase 78 586.8350 2 1171.6554 -0.0006 34.02 K L 0

7065 NTPVSELITLGENMGLENLAR JW3756 ECK3775 rho transcription termination factor 52 1136.0861 2 2270.1576 0.0000 78.65 K M 0

7066 NTSFAPGNVSIK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 56 617.8242 2 1233.6338 -0.0015 35.72 K W 0

57



7067 NTTKLDESVNR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 15 638.8282 2 1275.6418 0.0000 20.33 R V 0

7068 NTTLFDPGWWQLPGSEK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 50 988.4819 2 1974.9492 0.0017 67.73 R R 0

7069 NTTLFDPGWWQLPGSEKR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 28 711.3569 3 2131.0489 0.0002 62.10 R Y 0

7070 NTVGDNLDDLVTILR JW2243 ECK2242 yfaY conserved protein 109 829.4417 2 1656.8688 0.0005 65.32 R E 0

7071 NTVVIMTSNLGSDLIQER JW2573 ECK2590 clpB protein disaggregation chaperone 65 995.5174 2 1989.0202 0.0001 56.34 R F 0

7072 NTWTLLPR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 13 500.7824 2 999.5502 0.0001 45.32 R E 0

7073 NTYASPEQWQEK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 85 740.8383 2 1479.6620 -0.0010 33.54 R A 0

7074 NTYGALASLELAQQFVDKNELEK JW2497 ECK2509 yfgM conserved protein 17 861.1100 3 2580.3082 0.0011 64.19 K A 0

7075 NVALEEQAVEAVLAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 112 792.4362 2 1582.8578 0.0012 56.02 R A 0

7076 NVDNSDSYLR JW5427 ECK2653 ygaT predicted protein 47 591.7722 2 1181.5298 -0.0015 27.19 K Q 0

7077 NVEDLSEVALR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 73 622.8280 2 1243.6414 0.0006 42.39 R Q 0

7078 NVEGSVYDFVAEGIEEQAEYLKR JW0932 ECK0940 uup fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 46 882.4299 3 2644.2679 0.0024 74.21 R Y 0

7079 NVFSGIR JW2101 ECK2107 metG methionyl-tRNA synthetase 24 396.7217 2 791.4288 -0.0001 34.57 R S 0

7080 NVGDRPLLWSTLGQSLMK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 85 1008.0410 2 2014.0674 0.0005 58.98 K H 0

7081 NVGMVFQQYNLWPHLTVQQNLIEAPCR 57.021465@C:26 JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 78 1085.8777 3 3254.6113 -0.0003 65.87 R V 0

7082 NVIDTALSK JW1490 ECK1489 yddB predicted porin protein 31 480.7715 2 959.5284 -0.0003 36.20 K F 0

7083 NVIEVAPLAYMR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 76 688.3740 2 1374.7334 0.0006 52.94 R G 0

7084 NVIGNIFAR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 34 502.2879 2 1002.5612 0.0001 47.23 K F 0

7085 NVLAVDPTR JW0590 ECK0591 cstA carbon starvation protein 26 492.7772 2 983.5398 -0.0002 30.59 K M 0

7086 NVLQPIGWDAFGLPAEGAAVK JW0637 ECK0635 leuS leucyl-tRNA synthetase 59 1077.0739 2 2152.1332 0.0016 64.05 K N 0

7087 NVLTIPLSALGDPVGDNR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 93 617.6706 3 1849.9900 0.0002 60.83 K Y 0

7088 NVLTIPLSALGDPVGDNRYK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 24 714.7236 3 2141.1490 0.0009 56.98 K V 0

7089 NVNDGQIQGVINK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 74 699.8703 2 1397.7260 -0.0003 32.25 R L 0

7090 NVNQAATQYYPSPQITVYLQK JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 13 809.4170 3 2425.2292 0.0013 52.25 K T 0

7091 NVPFESGIDSVGSAR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 31 767.8790 2 1533.7434 0.0011 42.07 K L 0

7092 NVPYSTDSTVPSASASELIDHALQMNK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 17 959.1314 3 2874.3724 0.0020 60.83 R F 0

7093 NVQEGGVLASLR JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 93 621.8430 2 1241.6714 -0.0014 39.65 R L 0

7094 NVQNIFSVER JW5312 ECK1895 otsA trehalose-6-phosphate synthase 24 603.3177 2 1204.6208 0.0008 41.25 K L 0

7095 NVQVTQTVNDAALPVAFQTLNLTAELR JW4180 ECK4217 ytfN conserved protein 13 976.1923 3 2925.5551 -0.0009 71.19 R N 0

7096 NVSELLDVFER JW0099 ECK0102 yacF conserved protein 75 660.8437 2 1319.6728 0.0008 61.74 R G 0

7097 NVSLTGGVDNLFDKR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 42 817.9283 2 1633.8420 -0.0004 47.42 K L 0

7098 NVSSHLPSPLAKPAGEPLAVNVK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 15 582.0790 4 2324.2869 0.0017 40.07 K V 0

7099 NVTFTYPGR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 47 527.7696 2 1053.5246 0.0003 37.17 R D 0

7100 NVTFTYPGRDVPALR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 17 569.3053 3 1704.8941 -0.0009 44.24 R N 0

7101 NVTPHIIEMAK JW5062 ECK0451 ylaB conserved inner membrane protein 35 626.8392 2 1251.6638 -0.0006 32.85 K T 0

7102 NVTVMAMDSVPR 15.994915@M:7 JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 91 668.3239 2 1334.6332 0.0010 32.58 R I 0

7103 NVVLDKSFGAPTITK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 84 795.4483 2 1588.8820 -0.0005 40.74 R D 0

7104 NVWLGDISR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 53 530.2828 2 1058.5510 0.0002 43.29 K A 0

7105 NWDNTITTIPTWSLVSDSFK JW0566 ECK0569 ybdG predicted mechanosensitive channel 35 1163.0737 2 2324.1328 0.0004 71.67 R N 0

7106 NWIDKEEYPQSAAIDLR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 52 683.3419 3 2047.0039 0.0029 46.77 K C JW3485

7107 NWIDKEEYPQSAAIDLR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 97 1024.5075 2 2047.0004 -0.0005 46.24 K C JW3485

7108 NWQALALAR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 62 521.7934 2 1041.5722 0.0004 43.75 R E 0

7109 NWQQLWMETTPGWLNSLQLK JW3630 ECK3645 yicH conserved protein 22 825.0831 3 2472.2275 0.0014 75.97 K R 0

7110 NWQQLWMETTPGWLNSLQLKR JW3630 ECK3645 yicH conserved protein 75 877.1161 3 2628.3265 -0.0006 69.74 K F 0

7111 NWSGFGGALDMLEENPLPAVAVVIPK 15.994915@M:11 JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 43 914.1389 3 2739.3949 0.0007 74.19 R L 0

7112 NWVMIPHVTHFDKTDITELEAFR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 73 933.8024 3 2798.3854 0.0005 57.96 R K 0

7113 NWVMIPHVTHFDKTDITELEAFRK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 47 976.5011 3 2926.4815 0.0016 54.91 R Q 0

7114 NYDTYFAVVDR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 74 681.8203 2 1361.6260 0.0009 47.25 K N 0

7115 NYELIISAAR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 49 575.3169 2 1148.6192 0.0004 42.56 K K 0

7116 NYETPDAVEASQK JW2517 ECK2530 suhB inositol monophosphatase 48 726.3357 2 1450.6568 -0.0007 25.84 K G 0

7117 NYGAAQPGR JW5927 ECK3028 ygiB conserved outer membrane protein 36 467.2300 2 932.4454 -0.0010 19.29 K T 0

7118 NYGSLIGEATAER JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 72 690.8411 2 1379.6676 -0.0004 41.36 R I 0

7119 NYGVVYDALGYTDMLPEFGGDTAYSDDFFVGR 15.994915@M:14 JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 13 1190.8613 3 3569.5621 0.0009 74.21 R V 0

7120 NYGVVYDVTSWTDVLPEFGGDTYGSDNFMQQR JW2203 ECK2207 ompC outer membrane porin protein C 54 1220.8790 3 3659.6152 0.0001 76.20 R G 0

7121 NYIEQYVYALTHELK JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 15 628.6565 3 1882.9477 0.0010 67.58 K S 0

7122 NYITESGK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 36 456.2269 2 910.4392 -0.0003 22.04 K I 0

7123 NYLGIDGIPEFGR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 75 725.8699 2 1449.7252 0.0000 56.35 K C 0

7124 NYLSDAFK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 33 479.2377 2 956.4608 0.0005 41.74 K F 0

7125 NYLTEHPEATDPR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 49 771.8634 2 1541.7122 0.0012 28.26 K D 0

7126 NYLTEHPEATDPRDYLQSAK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 35 783.3769 3 2347.1089 0.0008 43.42 K S 0

7127 NYTITQR JW2462 ECK2473 nlpB lipoprotein 42 448.2357 2 894.4568 0.0010 22.82 K D 0

7128 NYTPYEGDESFLAGATEATTTLWDK JW0886 ECK0894 pflB pyruvate formate lyase I 103 1390.6328 2 2779.2510 0.0010 67.21 K V 0

7129 NYVVYETTR JW3351 ECK3375 damX predicted protein 41 572.7849 2 1143.5552 -0.0008 30.48 K N 0

7130 NYYQLPVVQSGTQSTASQGNR JW5127 ECK0943 ymbA conserved protein 89 1149.5589 2 2297.1032 -0.0004 41.08 K L 0

7131 PGRFELKPTLEK JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 38 707.9066 2 1413.7986 0.0006 32.02 M V 0

7132 PHSYDYDAIVIGSGPGGEGAAMGLVK 15.994915@M:22 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 70 859.7484 3 2576.2234 0.0018 48.35 M Q 0

7133 PIQVLPPQLANQIAAGEVVERPASVVK JW4128 ECK4166 mutL methyl-directed mismatch repair protein 23 941.8747 3 2822.6023 0.0006 56.12 M E 0

7134 PQQNYLDELTPAFTSLLAIK JW2133 ECK2139 yeiT predicted oxidoreductase 42 754.7391 3 2261.1955 0.0011 74.77 M E 0

7135 PVITLPDGSQR JW1709 ECK1717 thrS threonyl-tRNA synthetase 15 591.8268 2 1181.6390 -0.0014 37.56 M H 0

7136 PYDSVYSEK JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 47 544.2504 2 1086.4862 -0.0006 24.04 M R 0

7137 QAAAQAAAGDSLDK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 79 658.8256 2 1315.6366 -0.0001 21.22 R A 0

7138 QAAAQAAAGDSLDKATLK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 54 577.3076 3 1728.9010 0.0005 30.84 R K 0

7139 QAAAQAAAGDSLDKATLKK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 16 620.0060 3 1856.9962 0.0007 26.86 R V 0

7140 QAASQTLQVR JW4120 ECK4155 yjeP predicted mechanosensitive channel 65 551.3038 2 1100.5930 -0.0007 20.59 R Q 0

7141 QADLILYAR JW1376 ECK1378 ydbH predicted protein 14 531.8009 2 1061.5872 0.0003 42.06 K L 0

7142 QADLMVVAGTCFTK 57.021465@C:11 JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 100 770.8782 2 1539.7418 -0.0008 49.52 R M 0

7143 QADSAVELENVELAPLVETVVSAHSLPAR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 68 1015.5344 3 3043.5814 -0.0011 69.80 K A 0

7144 QADSMLGVQYSSCCYAIR 15.994915@M:5,57.021465@C:13,57.021465@C:14 JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 87 1062.9607 2 2123.9068 -0.0006 40.28 K V 0

7145 QAEFQILYGEGINFYGELVDLGVK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 18 901.4630 3 2701.3672 0.0034 79.93 K E 0

7146 QAEILKAEGEK JW0478 ECK0483 ybbK predicted protease, membrane anchored 47 608.3325 2 1214.6504 -0.0001 22.39 R Q 0

7147 QAEILKAEGEKQSQILK JW0478 ECK0483 ybbK predicted protease, membrane anchored 54 638.3624 3 1912.0654 0.0026 31.80 R A 0

7148 QAELDSVAK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 74 480.7545 2 959.4944 0.0021 23.08 R R 0

7149 QAELDSVAKR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 21 558.8043 2 1115.5940 0.0005 21.44 R H 0

7150 QAFTVSESNKG JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 59 584.2857 2 1166.5568 0.0000 24.47 R - 0

7151 QAGCTLHEVGTTNR 57.021465@C:4 JW3564 ECK3580 selA selenocysteine synthase 17 515.2477 3 1542.7213 0.0004 20.53 R T 0

7152 QAGIAMPQVAIYHAPDINAFATGAR 15.994915@M:6 JW1818 ECK1828 htpX predicted endopeptidase 37 867.1080 3 2598.3022 0.0007 50.44 R R 0

7153 QAGLSYITR JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 14 504.7773 2 1007.5400 0.0000 32.17 R S 0

7154 QAGVYDLLSEAFVEVK JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 94 884.4621 2 1766.9096 0.0006 69.51 K G 0

7155 QAGYDASVSHPK JW0473 ECK0478 copA copper transporter 37 630.3045 2 1258.5944 0.0003 19.21 K A 0

7156 QAHQAVVIPPYQPENAEIAIEAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 64 848.7780 3 2543.3122 -0.0010 47.19 R D 0

7157 QAHWNMR JW0797 ECK0801 dps Fe-binding and storage protein 32 471.7214 2 941.4282 -0.0007 22.52 K G 0

7158 QAIFATPAFQVDGK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 47 746.8937 2 1491.7728 0.0006 49.00 K F 0

7159 QAIGDAPFLLVTSASHLPR JW0903 ECK0911 ycbC conserved inner membrane protein 53 665.0340 3 1992.0802 0.0007 58.85 K A 0

7160 QAITQLEALDNR JW2577 ECK2593 yfiO predicted lipoprotein 79 686.3648 2 1370.7150 -0.0003 41.52 R Y 0

7161 QAITQLEALDNRYPFGPYSQQVQLDLIYAYYK JW2577 ECK2593 yfiO predicted lipoprotein 78 1270.3124 3 3807.9154 0.0004 70.03 R N 0

7162 QAIVAEVSEVAK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 97 622.3482 2 1242.6818 -0.0001 39.24 K G 0

7163 QALADDNLALAESLLGHPFAISGR JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 24 827.1028 3 2478.2866 -0.0002 68.67 R V 0

7164 QALDMGLVNTVVPLADLEK JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 29 1013.5483 2 2025.0820 0.0005 66.24 K E 0

7165 QALDMGLVNTVVPLADLEKETVR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 63 837.7887 3 2510.3443 0.0027 66.60 K W 0

7166 QALELVR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 50 414.7505 2 827.4864 -0.0001 33.80 R E 0

7167 QALENVSTWVR JW3775 ECK3797 hemX uroporphyrinogen III methylase 63 651.8433 2 1301.6720 -0.0007 42.92 R A 0

7168 QALFFATTFEVMGHLTK JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 21 647.6695 3 1939.9867 -0.0001 67.16 R S 0

7169 QALLALVLNR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 72 555.8537 2 1109.6928 0.0008 57.21 R D 0

7170 QALLSDFSMPSVR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 68 725.8722 2 1449.7298 0.0012 53.40 R T 0

7171 QALNTLR JW4120 ECK4155 yjeP predicted mechanosensitive channel 18 408.2404 2 814.4662 0.0001 23.43 R E 0

7172 QALQGVTFHMQPGEMAFLTGHSGAGK JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 54 900.7714 3 2699.2924 -0.0024 51.80 R S 0

7173 QALSDITAILPDGNK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 46 778.4199 2 1554.8252 -0.0001 52.94 R V 0

7174 QALSDITAILPDGNKVMMSSLR 15.994915@M:17 JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 48 792.7476 3 2375.2210 0.0023 57.25 R Q 0

7175 QALTYAVNK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 45 504.2799 2 1006.5452 0.0006 26.84 R D 0

7176 QALVEQMQPGSAALIFAAPEVTR JW2876 ECK2903 pepP proline aminopeptidase P II 40 809.7622 3 2426.2648 0.0019 61.31 R S 0

7177 QAMGLNDLPEWLR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 70 771.8908 2 1541.7670 0.0010 61.17 R - 0

7178 QANELPGAPSQEEAVIAFGK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 88 1028.5218 2 2055.0290 0.0018 48.80 R F 0

7179 QAPLVLIPR JW3116 ECK3135 yraM conserved protein 38 503.8241 2 1005.6336 0.0002 42.11 K S 0

7180 QAQAAYDYAQNFYNR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 105 911.9104 2 1821.8062 -0.0007 42.26 K Q 0

7181 QAQDGHLPTLDLTASTGISDTSYSGSK JW5503 ECK3026 tolC transport channel 97 917.4419 3 2749.3039 -0.0005 49.46 R T 0

7182 QAQEILDTDHYGLER JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 49 596.6234 3 1786.8484 -0.0003 38.81 R V 0

7183 QAQGDISIPQSALIIGGGDVAMDVASTLK JW2133 ECK2139 yeiT predicted oxidoreductase 20 952.4999 3 2854.4779 0.0032 74.50 R V 0

7184 QAQIGTIDAQIKR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 55 481.2749 3 1440.8029 -0.0020 31.52 K N 0

7185 QAQINGLEMAFLSAEEKR JW1615 ECK1618 add adenosine deaminase 78 679.0143 3 2034.0211 0.0006 56.67 R A 0

7186 QAQLITSR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 59 458.7640 2 915.5134 -0.0003 20.64 R T 0

7187 QAQLTPGEAPVCAQPLLIPLR 57.021465@C:12 JW4128 ECK4166 mutL methyl-directed mismatch repair protein 60 1136.6277 2 2271.2408 0.0000 56.24 R L 0

7188 QAQQLAEQQR JW3904 ECK3925 ftsN essential cell division protein 62 600.3097 2 1198.6048 -0.0005 18.83 R L 0

7189 QAQYNFVGASEQLESAHR JW5503 ECK3026 tolC transport channel 91 1017.9861 2 2033.9576 0.0021 42.59 K S 0

7190 QASAILIR JW5066 ECK0485 ybbM predicted inner membrane protein 23 436.2719 2 870.5292 0.0006 29.85 K D 0
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7191 QASITQELTEIVSGAAAV JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 42 894.4738 2 1786.9330 0.0019 79.03 R - 0

7192 QATAALTALSDVDNDEETR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 86 1010.4770 2 2018.9394 0.0002 44.61 R K 0

7193 QATDSALR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 29 431.2249 2 860.4352 0.0001 18.01 R G 0

7194 QATFEEMIAR 15.994915@M:7 JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 50 606.2895 2 1210.5644 -0.0007 32.39 K R 0

7195 QATGADQLVPAPEAGATQPAEFHCHPSNTINALNR 57.021465@C:24 JW3460 ECK3478 pitA phosphate transporter, low-affinity 60 921.6953 4 3682.7521 -0.0024 41.53 K L 0

7196 QATQGDELTIK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 46 602.3141 2 1202.6136 -0.0007 27.53 K M 0

7197 QAVCIGSALNITAK 57.021465@C:4 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 82 723.3922 2 1444.7698 -0.0010 44.33 R - 0

7198 QAVLGGAVNGK JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 15 507.2894 2 1012.5642 -0.0024 52.39 R L 0

7199 QAVNENTALLMK JW3564 ECK3580 selA selenocysteine synthase 71 666.3531 2 1330.6916 0.0001 35.30 R V 0

7200 QAVPTLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 26 392.7373 2 783.4600 -0.0003 26.45 R A 0

7201 QAVTMDKPFLNAYSR JW3974 ECK4006 aceB malate synthase A 29 580.9630 3 1739.8672 0.0008 40.02 R L 0

7202 QAVTNPQNTLFAIK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 14 772.9256 2 1543.8366 0.0008 44.81 R R 0

7203 QAVTNPQNTLFAIKR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 37 567.6527 3 1699.9363 -0.0007 40.07 R L 0

7204 QAVVSAQSSLDAMEAGYSVGTR JW5503 ECK3026 tolC transport channel 113 1114.0361 2 2226.0576 -0.0010 48.95 K T 0

7205 QAYEQGFSQR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 44 607.2840 2 1212.5534 0.0012 25.23 K G 0

7206 QCAALAPADK 57.021465@C:2 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 45 522.7606 2 1043.5066 -0.0003 21.08 K G 0

7207 QCAALAPADKGHYLAR 57.021465@C:2 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 62 581.2980 3 1740.8722 -0.0008 28.29 K K 0

7208 QCSTLLNTIELATLGATLAAGGVNPLTHKR 57.021465@C:2 JW0474 ECK0479 ybaS predicted glutaminase 37 780.9268 4 3119.6781 0.0021 75.00 R V 0

7209 QDAGVGQWIDLMAR JW1241 ECK1243 cls cardiolipin synthase 1 105 780.3856 2 1558.7566 0.0005 61.60 K M 0

7210 QDAIDAVEQHGIVFIDEIDKICK 57.021465@C:22 JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 20 886.1154 3 2655.3244 0.0029 72.41 K R 0

7211 QDDYAPNYFLPTK JW4340 ECK4369 yjjU predicted esterase 48 786.3725 2 1570.7304 0.0001 47.56 R Q 0

7212 QDFLNSLTVEMLNQDLR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 24 1018.5107 2 2035.0068 0.0025 69.99 R Q 0

7213 QDIDRWQSTSVNDVLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 42 644.6583 3 1930.9531 0.0035 44.86 R R 0

7214 QDIGEILIDNPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 39 677.8645 2 1353.7144 0.0005 45.95 R V 0

7215 QDIIFAILK JW3756 ECK3775 rho transcription termination factor 42 530.8238 2 1059.6330 0.0002 62.03 K Q 0

7216 QDKTSQDADFTAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 27 727.8409 2 1453.6672 -0.0012 21.51 K T 0

7217 QDLEMEALTFKPEEWGMK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 59 728.0114 3 2181.0124 0.0001 59.56 K R 0

7218 QDLEMEALTFKPEEWGMKR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 55 780.0451 3 2337.1135 0.0003 56.93 K G 0

7219 QDLHNLAQLQCNNSGPDAAAAAR 57.021465@C:11 JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 71 812.3876 3 2434.1410 0.0001 36.58 R L 0

7220 QDLVYEKEDLLISGPGKYPEYNFYR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 47 759.8806 4 3035.4933 0.0017 52.82 R M 0

7221 QDNLLAAIWQDSK JW2703 ECK2728 mutS methyl-directed mismatch repair protein 101 751.3861 2 1500.7576 0.0005 61.59 R G 0

7222 QDQTDIEMFELLEPIADGFR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 69 789.7115 3 2366.1127 0.0027 80.02 R N 0

7223 QDVLGDLMSR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 37 567.2846 2 1132.5546 -0.0001 50.38 R N 0

7224 QEAAPAAAPAPAAGVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 72 710.3831 2 1418.7516 -0.0001 24.50 K E 0

7225 QEAEADDYSYDLLR JW2903 ECK2931 yggG predicted peptidase 83 844.3763 2 1686.7380 0.0007 45.19 R Q 0

7226 QEAEQLAR JW5012 ECK0154 clcA chloride channel, voltage-gated 33 472.7435 2 943.4724 0.0001 19.57 K S 0

7227 QEDYDGVALIIGNTALSTFSSR JW2164 ECK2170 rtn conserved protein 23 1179.0852 2 2356.1558 0.0012 73.37 R L 0

7228 QEEVINIANIQSR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 99 757.4022 2 1512.7898 0.0002 42.77 K L 0

7229 QEFDVIGTVNALEQR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 82 859.9402 2 1717.8658 0.0023 58.17 R L 0

7230 QEGNVILFIDELHTMVGAGK JW2573 ECK2590 clpB protein disaggregation chaperone 43 724.3776 3 2170.1110 0.0017 69.38 K A 0

7231 QEIGQIVGCSR 57.021465@C:9 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 41 623.8140 2 1245.6134 -0.0002 31.08 R E 0

7232 QEIIDIVTSWPGVSGAHDLR JW3886 ECK3907 fieF zinc transporter 72 731.7159 3 2192.1259 0.0034 61.39 R T 0

7233 QEIVTDPLEQEVNK JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 86 821.4200 2 1640.8254 -0.0003 43.80 K N 0

7234 QEIVTDPLEQEVNKNVFMGK 15.994915@M:18 JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 23 778.7266 3 2333.1580 0.0006 49.86 K L 0

7235 QEKEDSETFQGEGHFSVDEK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 34 776.0087 3 2325.0043 0.0011 31.19 R S 0

7236 QELANAR JW5503 ECK3026 tolC transport channel 15 401.2143 2 800.4140 0.0000 11.55 K Y 0

7237 QELDAQQALVSETEGTIK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 78 980.4987 2 1958.9828 0.0032 49.42 R A 0

7238 QELEINQQLSQR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 85 743.3866 2 1484.7586 0.0004 35.00 K L 0

7239 QEMLAVATR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 26 509.7712 2 1017.5278 0.0001 29.74 K E 0

7240 QENVYYYITTLNENYHMPAMPEGAEEGIR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 59 1144.8550 3 3431.5432 -0.0006 62.99 K K 0

7241 QEPVTVHYR JW1090 ECK1090 ycfL predicted protein 23 376.8648 3 1127.5726 0.0002 22.61 R F 0

7242 QEVHGNGLSSYPHPK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 14 550.6053 3 1648.7941 -0.0016 22.59 R L 0

7243 QEVSFVYDNQLLHLK JW1631 ECK1635 ydhA predicted lipoprotein 64 916.9809 2 1831.9472 0.0004 51.93 R Q 0

7244 QEVTTEGGLDVAGQR JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 81 780.3866 2 1558.7586 -0.0001 32.83 R D 0

7245 QEYDQALADAQQANAAVTAAK JW0452 ECK0457 acrA multidrug efflux system 124 1089.0277 2 2176.0408 0.0013 45.12 K A 0

7246 QEYTSLLYIPSQAPWDMWNR JW0462 ECK0467 htpG molecular chaperone HSP90 family 31 1249.5945 2 2497.1744 0.0009 70.61 K D 0

7247 QFAQTPALYR JW4359 ECK4388 rob DNA-binding transcriptional activator 42 597.8157 2 1193.6168 -0.0024 35.01 K R 0

7248 QFAVTLR JW3252 ECK3277 mscL mechanosensitive channel 56 417.7453 2 833.4760 0.0001 37.53 K D 0

7249 QFDYLVNSMR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 35 636.8055 2 1271.5964 -0.0003 47.76 K V 0

7250 QFFDDGMHLPSPYGIR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 26 627.2992 3 1878.8758 0.0034 55.28 K L 0

7251 QFFMFGPR JW2504 ECK2516 yfhM conserved protein 34 515.2525 2 1028.4904 0.0002 54.24 K D 0

7252 QFHHGDGQSFNAEDFDDIFSSIFGQHAR JW0985 ECK0991 cbpA curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 21 803.1084 4 3208.4045 0.0023 68.22 R Q 0

7253 QFIDGLALPEEEK JW1117 ECK1117 purB adenylosuccinate lyase 59 744.8828 2 1487.7510 0.0004 53.06 K A 0

7254 QFIDGLALPEEEKAR JW1117 ECK1117 purB adenylosuccinate lyase 65 572.6370 3 1714.8892 0.0001 46.06 K L 0

7255 QFLDGIADGPVPFR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 54 766.3997 2 1530.7848 0.0017 57.95 R Y 0

7256 QFLDGIADGPVPFRYPAGDYHADLLPGS JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 27 996.8238 3 2987.4496 0.0042 65.00 R - 0

7257 QFLEQVAEWPVQALEYK JW5427 ECK2653 ygaT predicted protein 42 1039.5344 2 2077.0542 0.0021 68.30 K S 0

7258 QFLNGPVHSFR JW1711 ECK1720 ydiY conserved protein 43 434.5626 3 1300.6660 -0.0017 36.31 R F 0

7259 QFPEIVDFYLPPEGCSYR 57.021465@C:15 JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 28 1109.0205 2 2216.0264 0.0016 67.20 K L 0

7260 QFSGTQPLYTLDGDGTLTNNQSGVK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 95 1321.1412 2 2640.2678 0.0011 48.65 R Y 0

7261 QFTTVVADSGDIESIR JW2448 ECK2459 talA transaldolase A 97 869.4361 2 1736.8576 -0.0005 45.57 K H 0

7262 QGADIVFGSAQR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 67 624.8202 2 1247.6258 0.0000 35.02 K F 0

7263 QGAVSAAPFGSASILPISWMYIR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 102 1211.6331 2 2421.2516 0.0002 74.72 R M 0

7264 QGCTIVQPLDMEVGAGTSHPMTCLR 57.021465@C:3,57.021465@C:23 JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 73 920.0972 3 2757.2698 -0.0010 50.15 R E 0

7265 QGDLICLDGK 57.021465@C:6 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 16 559.7787 2 1117.5428 -0.0010 39.37 K L 0

7266 QGDQGWQDEVLMIQEGQCWVIDDVR 57.021465@C:18 JW0849 ECK0856 ybjP predicted lipoprotein 63 1002.1240 3 3003.3502 0.0011 71.92 K Y 0

7267 QGDWVSIMIPNSNPEHK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 44 651.3162 3 1950.9268 0.0009 50.96 K L 0

7268 QGEFQYPIYR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 66 650.8197 2 1299.6248 0.0001 40.90 R M 0

7269 QGEGKDLNNESTPMAFENIK JW1427 ECK1424 ydcL predicted lipoprotein 94 1111.5245 2 2221.0344 0.0023 39.05 R Q 0

7270 QGELLNR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 40 415.2299 2 828.4452 -0.0001 22.56 R V 0

7271 QGEVVGIVGESGSGK JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 89 701.8620 2 1401.7094 -0.0006 33.08 K S 0

7272 QGFFAVQQTCPHCQGR 57.021465@C:10,57.021465@C:13 JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 32 640.9577 3 1919.8513 -0.0007 35.08 R G 0

7273 QGFHVLAGCR 57.021465@C:9 JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 34 382.1939 3 1143.5599 -0.0009 30.34 R K 0

7274 QGGALVTSTAATVTGINR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 111 858.9654 2 1715.9162 -0.0003 42.19 K L 0

7275 QGGEYEASTLISCSGLMADR 57.021465@C:13 JW2635 ECK2654 ygaF predicted enzyme 95 1072.9831 2 2143.9516 0.0002 51.40 R L 0

7276 QGGEYEASTLISCSGLMADRLVK 57.021465@C:13 JW2635 ECK2654 ygaF predicted enzyme 14 829.0742 3 2484.2008 0.0018 55.67 R M 0

7277 QGGSDVMSNTTR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 54 626.7826 2 1251.5506 -0.0008 20.65 K A 0

7278 QGGTLQLFR JW1178 ECK1177 dadA D-amino acid dehydrogenase 64 510.2851 2 1018.5556 -0.0004 40.40 R T 0

7279 QGIAGVK JW1241 ECK1243 cls cardiolipin synthase 1 43 336.7055 2 671.3964 -0.0002 20.17 R G 0

7280 QGIIVNLAELR JW1668 ECK1674 ynhG conserved protein 52 613.3677 2 1224.7208 0.0018 52.92 R L 0

7281 QGILLADAK JW2539 ECK2552 yfhG conserved protein 74 464.7768 2 927.5390 0.0001 34.43 K I 0

7282 QGIQGQGSFQAQWQESHKR JW2049 ECK2058 asmA predicted assembly protein 70 734.0259 3 2199.0559 -0.0012 31.65 K L 0

7283 QGLEIISQCFDEAKQ 57.021465@C:9 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 64 883.4251 2 1764.8356 0.0005 50.16 R - 0

7284 QGLITLQDDELHINPAHSR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 42 540.0317 4 2156.0977 0.0003 43.77 R T 0

7285 QGMPVTVQFGDEAGHE JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 39 851.3810 2 1700.7474 0.0010 44.93 R - 0

7286 QGNALGWATAGGSGFR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 100 775.3787 2 1548.7428 -0.0005 45.56 R G 0

7287 QGNEFGATTGR JW4135 ECK4173 purA adenylosuccinate synthetase 62 569.2672 2 1136.5198 -0.0013 22.57 K R 0

7288 QGNLYAGDTQNTNSDSYTR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 105 1052.9619 2 2103.9092 -0.0001 28.16 R S 0

7289 QGQEIIAGNFR JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 65 616.8228 2 1231.6310 0.0001 34.83 R A 0

7290 QGQPIGLGEASNDTWITTK JW3119 ECK3138 yraP predicted protein 101 1008.5056 2 2014.9966 0.0006 47.47 R V 0

7291 QGQVATVLSAPAK JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 48 635.3612 2 1268.7078 -0.0009 29.85 R I 0

7292 QGSPLSLTLIPESKPGNGK JW0171 ECK0175 yaeL zinc metallopeptidase 76 641.6895 3 1922.0467 -0.0006 46.79 R A 0

7293 QGTDAAMALAMGHVMLR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 59 591.6253 3 1771.8541 0.0009 53.08 K E 0

7294 QGTLVAINAEK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 26 572.3224 2 1142.6302 0.0007 32.19 K M 0

7295 QGVAMVQQDPVVLADTFLANVTLGR JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 59 881.4714 3 2641.3924 0.0026 79.91 R D 0

7296 QGVIIPTANVR JW0938 ECK0946 ycbZ predicted peptidase 26 584.3461 2 1166.6776 0.0004 35.90 K H 0

7297 QGVLEEFGVTMIGATADAIDKAEDR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 63 879.4338 3 2635.2796 -0.0004 75.98 R R 0

7298 QGVLEEFGVTMIGATADAIDKAEDRR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 30 698.8531 4 2791.3833 0.0021 73.09 R R 0

7299 QGVSALMALKPETATR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 58 836.9558 2 1671.8970 -0.0008 41.13 R L 0

7300 QGYPIGCK 57.021465@C:7 JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 33 461.7262 2 921.4378 0.0001 23.76 R V 0

7301 QHAAMEKEQWNDTR JW1575 ECK1578 ynfB predicted protein 23 436.7021 4 1742.7793 0.0001 22.26 R N 0

7302 QHAVYDNAIGFNIELR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 33 620.6516 3 1858.9330 0.0004 50.17 K G 0

7303 QHHYETIVMGASFR JW2448 ECK2459 talA transaldolase A 15 559.2717 3 1674.7933 -0.0004 35.96 K R 0

7304 QHIAALGRPDFSSK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 76 763.9070 2 1525.7994 -0.0007 29.61 R I 0

7305 QHPELEAGPQEFLAAGASFNQMVTALER JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 77 1014.4972 3 3040.4698 -0.0014 74.67 R M 0

7306 QHPIFER JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 13 309.4994 3 925.4764 -0.0007 24.18 K E 0

7307 QHVLNTTR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 24 484.7679 2 967.5212 0.0014 18.02 R L 0

7308 QHVPVFVTDEMVGHK JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 34 574.9594 3 1721.8564 0.0004 38.96 R L 0

7309 QIALELTER JW5062 ECK0451 ylaB conserved inner membrane protein 24 536.8036 2 1071.5926 0.0002 38.65 R E 0

7310 QIALELTEREFADPK JW5062 ECK0451 ylaB conserved inner membrane protein 15 587.3126 3 1758.9160 0.0008 46.18 R T 0

7311 QIAMGVDGANEVYNEIR JW3119 ECK3138 yraP predicted protein 84 939.9559 2 1877.8972 0.0031 49.38 K Q 0

7312 QIASLGIYPAVDPLDSTSR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 108 1002.0268 2 2002.0390 0.0020 56.28 R Q 0

7313 QIDAVLK JW3890 ECK3911 tpiA triosephosphate isomerase 23 393.7394 2 785.4642 -0.0004 29.93 R T 0

7314 QIDQPLHLGITEAGGAR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 29 592.6503 3 1774.9291 -0.0036 42.04 K S 0
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7315 QIEALQQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 33 479.2720 2 956.5294 0.0004 20.86 K G 0

7316 QIEEISAAFER JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 31 646.8278 2 1291.6410 0.0003 43.43 R A 0

7317 QIGIYSPNGQQYTPQDR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 88 982.9770 2 1963.9394 0.0006 37.83 R E 0

7318 QIGNVELPQEAFLAILHVGK JW2553 ECK2567 lepA GTP binding membrane protein 16 726.0759 3 2175.2059 0.0007 70.18 K D 0

7319 QIGNVELPQEAFLAILHVGKDNK JW2553 ECK2567 lepA GTP binding membrane protein 14 634.1001 4 2532.3713 0.0013 65.51 K - 0

7320 QIHQLMENCTR 57.021465@C:9 JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 35 477.2275 3 1428.6607 0.0006 25.02 K L 0

7321 QIIIATGEGAK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 13 550.8190 2 1099.6234 -0.0003 31.15 K A 0

7322 QIILLTGNDSER JW5878 ECK2532 csiE stationary phase inducible protein 63 679.8674 2 1357.7202 0.0002 39.88 K E 0

7323 QILDDELEHLGISLK JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 36 574.9807 3 1721.9203 0.0003 62.51 R E 0

7324 QILDHIMLGDNNTDLPAENPAVAAAEDH JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 65 995.4733 3 2983.3981 -0.0001 56.58 R - 0

7325 QILIVEDEQVFR JW1223 ECK1230 rssB response regulator of RpoS 14 744.9071 2 1487.7996 0.0012 50.89 K S 0

7326 QILLDTYYGR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 52 621.3300 2 1240.6454 0.0003 44.92 K D 0

7327 QILLDTYYGRDYVEGETAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 47 1153.0711 2 2304.1276 0.0003 46.99 K K 0

7328 QILLDTYYGRDYVEGETAAKK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 41 811.7477 3 2432.2213 -0.0011 44.76 K E 0

7329 QILTNIIQSEDR JW2891 ECK2920 mscS mechanosensitive channel 67 715.3856 2 1428.7566 -0.0005 43.99 K I 0

7330 QILYLLGPVGGGK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 16 657.8929 2 1313.7712 0.0005 54.95 K S 0

7331 QINADNVHNLK JW0120 ECK0123 gcd glucose dehydrogenase 46 422.5577 3 1264.6513 -0.0010 22.57 K E 0

7332 QINADNVHNLKEAWVFR JW0120 ECK0123 gcd glucose dehydrogenase 51 685.3575 3 2053.0507 0.0014 44.59 K T 0

7333 QINLPTEVSEAIYNR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 81 873.9546 2 1745.8946 -0.0001 53.88 K M 0

7334 QIPAEQVFPGAQGLLEGLTK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 43 1048.5722 2 2095.1298 -0.0014 65.40 R T 0

7335 QIPIAVR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 25 398.7553 2 795.4960 -0.0007 31.73 R Q 0

7336 QIPVDICNHALLVGYGR 57.021465@C:7 JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 14 642.3394 3 1923.9964 -0.0025 48.46 K V 0

7337 QIQNITSK JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 41 466.2639 2 930.5132 -0.0002 20.89 R D 0

7338 QISDDVVALTAK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 72 630.3459 2 1258.6772 0.0004 42.02 K Y 0

7339 QISLLLR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 35 421.7766 2 841.5386 0.0000 43.39 R R 0

7340 QITGNYYPELAALNVENFK JW5503 ECK3026 tolC transport channel 88 1092.5529 2 2183.0912 0.0015 60.16 R T 0

7341 QITGNYYPELAALNVENFKTDKPQPVNALLK JW5503 ECK3026 tolC transport channel 43 872.9662 4 3487.8357 0.0005 58.63 R E 0

7342 QITGSQTVSGTWK JW5760 ECK4255 yjgQ conserved inner membrane protein 74 696.8591 2 1391.7036 -0.0008 31.18 K T 0

7343 QITQELEQAK JW4120 ECK4155 yjeP predicted mechanosensitive channel 37 594.3170 2 1186.6194 0.0001 30.19 K A 0

7344 QIVLNCGEEPSVVANTVK 57.021465@C:6 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 46 979.0077 2 1956.0008 0.0022 43.42 R G 0

7345 QIVLNLYEK JW5703 ECK3333 yheO predicted DNA-binding transcriptional regulator 13 560.3243 2 1118.6340 0.0005 44.10 R G 0

7346 QIYEHGVPQAPLAVTGETEK JW5625 ECK3691 gyrB DNA gyrase, subunit B 67 723.0391 3 2166.0955 -0.0002 37.74 R T 0

7347 QKAQEIQQAYELIK JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 23 845.4626 2 1688.9106 0.0009 41.46 K Q 0

7348 QKEIADGLASAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 76 694.3624 2 1386.7102 0.0000 26.84 R A 0

7349 QKFGINENMTHVEK JW1327 ECK1329 uspE stress-induced protein 14 419.4622 4 1673.8197 0.0001 30.51 R G 0

7350 QKIYDLVEAITGFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 22 551.6386 3 1651.8940 0.0005 67.14 R M 0

7351 QKLAGDLETLR JW0172 ECK0176 yaeT conserved protein 60 415.2384 3 1242.6934 0.0003 33.24 K S 0

7352 QKLESQISTLYGGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 79 790.4249 2 1578.8352 -0.0013 36.97 R L 0

7353 QKLHGYLPSR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 24 400.2277 3 1197.6613 -0.0004 24.17 R Q 0

7354 QKVALPPDAVLTVTLSDASLADAPSK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 51 869.8136 3 2606.4190 0.0023 58.77 R V 0

7355 QKVALPPDAVLTVTLSDASLADAPSKVLAQK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 61 1049.5944 3 3145.7614 0.0015 61.68 R A 0

7356 QKVDLSTFSDEEVMR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 65 892.4297 2 1782.8448 -0.0010 43.16 R L 0

7357 QKVPAKPVNCMGLTFK 57.021465@C:10 JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 27 606.6637 3 1816.9693 0.0001 33.55 R N 0

7358 QLADAGVR JW3361 ECK3385 yrfF predicted inner membrane protein 47 415.2298 2 828.4450 -0.0003 21.01 K V 0

7359 QLAEDPFNNWVALNKK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 31 629.6636 3 1885.9690 0.0005 52.80 K G 0

7360 QLAGVNQVQVLFATEK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 99 872.9833 2 1743.9520 0.0001 55.44 R L 0

7361 QLAHDGHELVYVPCHR 57.021465@C:14 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 44 965.9714 2 1929.9282 0.0014 30.58 R S 0

7362 QLAHGDFGPSFK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 47 652.3245 2 1302.6344 -0.0012 32.75 K Y 0

7363 QLANQADVLVR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 66 613.8452 2 1225.6758 -0.0020 34.23 K L 0

7364 QLAYVNQR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 39 496.2695 2 990.5244 -0.0002 24.34 R L 0

7365 QLDEVQQK JW3775 ECK3797 hemX uroporphyrinogen III methylase 44 494.2586 2 986.5026 -0.0006 20.43 K V 0

7366 QLDFLAR JW0860 ECK0867 ybjD conserved protein with nucleoside triphosphate hydrolase domain 34 431.7429 2 861.4712 0.0004 41.28 R E 0

7367 QLDGVLSSAR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 19 523.2855 2 1044.5564 0.0000 34.19 R A 0

7368 QLDKLNSLLDGALK JW2889 ECK2918 yggE conserved protein 29 764.4407 2 1526.8668 0.0001 53.54 R A 0

7369 QLDNNLANISSR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 64 672.8466 2 1343.6786 -0.0006 35.65 K W 0

7370 QLDPLVVGQEHYDTAR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 77 920.9634 2 1839.9122 0.0008 41.08 R G 0

7371 QLDQTTQR JW5503 ECK3026 tolC transport channel 20 495.2544 2 988.4942 0.0005 11.05 R F 0

7372 QLDVFLDPNDPK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 60 700.8558 2 1399.6970 -0.0013 46.83 R V 0

7373 QLEAATQLEGK JW2573 ECK2590 clpB protein disaggregation chaperone 64 594.3171 2 1186.6196 0.0003 31.20 K T 0

7374 QLEDAGASIIEPLAVSTEYGMSLQNR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 25 931.4649 3 2791.3729 0.0030 66.79 R E 0

7375 QLENWGATCITPDER 57.021465@C:9 JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 39 895.4121 2 1788.8096 -0.0004 42.33 R L 0

7376 QLEQEQMK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 38 517.2536 2 1032.4926 0.0017 20.23 K Q 0

7377 QLEQYPLR JW2660 ECK2679 emrA multidrug efflux system 18 523.7841 2 1045.5536 -0.0019 30.57 K I 0

7378 QLGEDPWVAIAK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 41 663.8562 2 1325.6978 0.0000 49.90 K R 0

7379 QLGLTLPVIGVTANALAEEK JW5917 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 35 1019.0840 2 2036.1534 0.0018 65.62 R Q 0

7380 QLHSYGYK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 17 332.5034 3 994.4884 0.0012 20.29 K G 0

7381 QLIDGIAHELR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 38 422.2384 3 1263.6934 -0.0001 43.18 K T 0

7382 QLIIDNFPK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 16 544.3114 2 1086.6082 0.0010 45.37 R L 0

7383 QLINTVHVDMLIVPLRDEEE JW3462 ECK3480 uspA universal stress global response regulator 71 1182.1172 2 2362.2198 -0.0003 59.64 R - 0

7384 QLIPQLK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 20 420.2711 2 838.5276 0.0001 37.92 K T 0

7385 QLIQVNPDILMR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 72 720.4059 2 1438.7972 0.0006 55.76 R L 0

7386 QLLAAVGQSR JW0232 ECK0243 proB gamma-glutamate kinase 55 521.8035 2 1041.5924 -0.0007 31.82 K L 0

7387 QLLEEESR JW3070 ECK3090 yqjE conserved inner membrane protein 22 502.2563 2 1002.4980 -0.0002 26.52 R E 0

7388 QLLEEESREQ JW3070 ECK3090 yqjE conserved inner membrane protein 73 630.8069 2 1259.5992 -0.0001 27.29 R - 0

7389 QLLEQMQADMR JW3904 ECK3925 ftsN essential cell division protein 55 681.8284 2 1361.6422 -0.0009 45.05 R Q 0

7390 QLLEYDDVANDQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 81 789.8732 2 1577.7318 -0.0003 40.29 K R 0

7391 QLLGASSDR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 27 473.7512 2 945.4878 -0.0001 22.98 R L 0

7392 QLLGASSDRLQENSLFDIVNTIR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 71 863.7924 3 2588.3554 -0.0003 63.53 R Q 0

7393 QLLQDEMKR JW3967 ECK3995 zraS sensory histidine kinase in two-component regulatory system with ZraR 13 580.8082 2 1159.6018 -0.0001 27.52 R K 0

7394 QLLQELQESFGGPTGEHNSPR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 87 775.3804 3 2323.1194 0.0002 53.32 K S 0

7395 QLLTDNMDILHAMK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 95 821.9181 2 1641.8216 -0.0001 52.42 R D 0

7396 QLLTDNMDILHAMKDALMK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 59 734.3755 3 2200.1047 -0.0007 65.86 R Y 0

7397 QLLTLSK JW0390 ECK0394 phoR sensory histidine kinase in two-component regulatory system with PhoB 31 401.7552 2 801.4958 -0.0002 34.47 K I 0

7398 QLMEQCAK 57.021465@C:6 JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 40 504.2359 2 1006.4572 -0.0004 20.72 R D 0

7399 QLNLLGYDVDEATDGVQALHK JW2367 ECK2366 evgS hybrid sensory histidine kinase in two-component regulatory system with EvgA 74 767.0577 3 2298.1513 0.0022 56.09 R V 0

7400 QLNQVEILGK JW1117 ECK1117 purB adenylosuccinate lyase 40 571.3324 2 1140.6502 -0.0001 37.12 R I 0

7401 QLNVFEGER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 62 546.2775 2 1090.5404 -0.0003 36.84 R V 0

7402 QLNVFEGERVER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 19 492.5914 3 1474.7524 -0.0004 34.97 R G 0

7403 QLPCPAELLR 57.021465@C:4 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 18 598.8269 2 1195.6392 0.0009 47.93 K L 0

7404 QLPDKAIDLIDEAASSIR JW2573 ECK2590 clpB protein disaggregation chaperone 90 978.0262 2 1954.0378 0.0008 63.35 R M 0

7405 QLQANIEVQK JW2660 ECK2679 emrA multidrug efflux system 13 585.8277 2 1169.6408 0.0005 28.06 K I 0

7406 QLQIAMGLK JW3392 ECK3415 glgA glycogen synthase 20 501.2941 2 1000.5736 -0.0003 42.52 R V 0

7407 QLQNMNMAQLQAEIAK JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 39 915.9636 2 1829.9126 0.0000 52.42 R H 0

7408 QLQQNATQAEVNR JW2460 ECK2471 ypfJ conserved protein 98 750.3814 2 1498.7482 -0.0005 21.97 R L 0

7409 QLSFFWRPEEVDVSR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 21 632.3199 3 1893.9379 0.0005 54.41 K D 0

7410 QLSGLSGVVMGYTPN JW5378 ECK2308 dedD conserved protein 24 761.8823 2 1521.7500 0.0003 54.92 K - 0

7411 QLSTEPSLR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 34 515.7800 2 1029.5454 -0.0001 26.45 K S 0

7412 QLTATGFWPLYR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 56 726.8856 2 1451.7566 0.0006 58.01 R F 0

7413 QLVHLKPADVYSPEAAAK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 48 646.3558 3 1936.0456 0.0039 35.32 K V 0

7414 QLYNAPTIVER JW2751 ECK2774 pyrG CTP synthetase 45 652.3536 2 1302.6926 -0.0006 37.13 R H 0

7415 QLYQHMAK JW5539 ECK3222 yhcB conserved protein 22 340.1764 3 1017.5074 0.0008 20.16 R S 0

7416 QLYTGYEK JW0710 ECK0709 gltA citrate synthase 31 501.2506 2 1000.4866 0.0001 25.39 R R 0

7417 QLYTGYEKR JW0710 ECK0709 gltA citrate synthase 15 386.5364 3 1156.5874 -0.0002 24.15 R D 0

7418 QLYWPFTGEK JW4180 ECK4217 ytfN conserved protein 28 634.8193 2 1267.6240 0.0004 54.53 K Q 0

7419 QMEFTVPGGAPITGFLHMPK JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 23 720.0328 3 2157.0766 0.0016 61.08 R G 0

7420 QMEGAWLGSDLVDQGK 15.994915@M:2 JW0172 ECK0176 yaeT conserved protein 34 875.4103 2 1748.8060 0.0021 47.58 R E 0

7421 QMEGAWLGSDLVDQGKER JW0172 ECK0176 yaeT conserved protein 107 1009.9842 2 2017.9538 0.0012 46.31 R L 0

7422 QMGIDNLMARLPGELSGGQRQR 15.994915@M:2 JW0065 ECK0067 thiQ thiamin transporter subunit -!- ATP-binding component of ABC superfamily 13 815.0794 3 2442.2164 -0.0057 66.85 R V 0

7423 QMINSEQR JW3809 ECK3826 rmuC predicted recombination limiting protein 38 503.2421 2 1004.4696 -0.0012 19.48 R L 0

7424 QMLGEEMK JW3974 ECK4006 aceB malate synthase A 47 483.2252 2 964.4358 0.0001 26.67 R V 0

7425 QMLNNAQR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 49 487.7449 2 973.4752 -0.0010 19.31 K G 0

7426 QMLQEMGREPTPEELAER JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 35 715.3418 3 2143.0036 -0.0003 40.79 R M 0

7427 QMPALAGFAEQNISFTR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 80 940.9695 2 1879.9244 -0.0007 57.39 K H 0

7428 QMQFFGAR JW0886 ECK0894 pflB pyruvate formate lyase I 58 492.7397 2 983.4648 0.0001 39.16 K A JW5522

7429 QMQMNAQAEK JW2577 ECK2593 yfiO predicted lipoprotein 50 589.7684 2 1177.5222 0.0003 20.65 R V 0

7430 QMQVGGK 15.994915@M:2 JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 13 382.1912 2 762.3678 -0.0015 25.89 R D 0

7431 QMQVGGKDPLVPEENDKTTVIALR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 20 660.3519 4 2637.3785 -0.0009 43.89 R E 0

7432 QMSLLER JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 24 438.7332 2 875.4518 -0.0017 34.25 R L 0

7433 QMTELLDSEQR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 25 675.3212 2 1348.6278 -0.0014 37.36 R Q 0

7434 QNASGVVTGLTIDTGNNQQVLFTR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 15 845.1042 3 2532.2908 -0.0025 55.40 R Q 0

7435 QNDQIDVLLAK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 63 628.8460 2 1255.6774 0.0003 43.95 K G 0

7436 QNEVENLEMHNEG JW2309 ECK2306 purF amidophosphoribosyltransferase 22 771.8270 2 1541.6394 -0.0021 34.50 R - 0

7437 QNEWGTLLR JW3159 ECK3181 yrbC predicted ABC-type organic solvent transporter 13 558.7934 2 1115.5722 0.0000 43.90 K T 0

7438 QNGDGVGGSITYDYEGFGIGGAISSSK JW2203 ECK2207 ompC outer membrane porin protein C 81 879.4080 3 2635.2022 -0.0015 56.21 R R 0
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7439 QNGDGVGGSITYDYEGFGIGGAISSSKR JW2203 ECK2207 ompC outer membrane porin protein C 90 931.4422 3 2791.3048 -0.0001 51.23 R T 0

7440 QNGISYSK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 31 448.7268 2 895.4390 -0.0008 20.57 R F 0

7441 QNGISYSKFINGLKK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 15 566.3177 3 1695.9313 0.0006 39.91 R A 0

7442 QNGVLISNGQGK JW5571 ECK3864 bipA GTP-binding protein 26 607.8275 2 1213.6404 -0.0010 25.45 R A 0

7443 QNLAQVER JW2449 ECK2460 tktB transketolase 2, thiamin-binding 81 479.2588 2 956.5030 -0.0008 22.36 R T 0

7444 QNLATFCQTWDDENVHK 57.021465@C:7 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 27 702.6497 3 2104.9273 -0.0001 43.35 R L JW3485

7445 QNLATFCQTWDDENVHK 57.021465@C:7 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 84 1053.4713 2 2104.9280 0.0008 41.95 R L JW3485

7446 QNLEASGVR JW0172 ECK0176 yaeT conserved protein 25 487.2567 2 972.4988 0.0000 20.46 K V 0

7447 QNLELHAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 28 490.7672 2 979.5198 -0.0001 20.87 R L 0

7448 QNLLDIESLK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 47 586.8297 2 1171.6448 0.0000 48.64 R V 0

7449 QNLLDIESLKVDDLDIHAYR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 103 1185.6202 2 2369.2258 0.0031 57.87 R Y 0

7450 QNLNIDSVSEMR JW2274 ECK2273 nuoK NADH:ubiquinone oxidoreductase, membrane subunit K 68 703.3407 2 1404.6668 0.0001 42.17 R G 0

7451 QNLNIDSVSEMRG JW2274 ECK2273 nuoK NADH:ubiquinone oxidoreductase, membrane subunit K 72 731.8512 2 1461.6878 -0.0004 41.21 R - 0

7452 QNTFFVTNSGVQNR JW0755 ECK0761 ybhC predicted pectinesterase 90 806.3977 2 1610.7808 0.0008 38.44 R L 0

7453 QNTLLPVTDESK JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 23 672.8540 2 1343.6934 0.0001 34.90 K L 0

7454 QNVLLVPQEGVTHNAQGK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 76 644.6810 3 1931.0212 -0.0015 34.60 R A 0

7455 QNVMSLLTPVYVAGQLK JW5291 ECK1784 yeaJ predicted diguanylate cyclase 34 931.0172 2 1860.0198 0.0019 65.42 K G 0

7456 QNWLDVIR JW4340 ECK4369 yjjU predicted esterase 62 522.2855 2 1042.5564 0.0005 51.63 K A 0

7457 QPALGYLN JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 35 438.2348 2 874.4550 0.0003 39.58 K - 0

7458 QPAWGYISALDLK JW0120 ECK0123 gcd glucose dehydrogenase 88 731.3911 2 1460.7676 0.0013 57.20 K T 0

7459 QPDGSFIR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 27 460.2354 2 918.4562 0.0003 27.53 R A 0

7460 QPEVKEEKPEFDPILLRPVDDLELTVR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 22 801.9338 4 3203.7061 -0.0018 57.93 R S 0

7461 QPFSNTHLINGIQPNLLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 21 678.7096 3 2033.1070 0.0012 48.89 K E 0

7462 QPGEAQVLLVWR JW0772 ECK0778 ybhO cardiolipin synthase 2 49 698.3903 2 1394.7660 -0.0009 53.82 R D 0

7463 QPGLDFQSAK JW3262 ECK3287 secY preprotein translocase membrane subunit 19 545.7798 2 1089.5450 -0.0004 31.02 K G 0

7464 QPIVDEGSNAAFDIVYSDAQGVKK JW2504 ECK2516 yfhM conserved protein 24 851.0949 3 2550.2629 0.0028 53.07 K A 0

7465 QPLELVDMVEK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 23 650.8441 2 1299.6736 -0.0007 50.19 R L 0

7466 QPLELVDMVEKLDLYITVK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 27 749.4164 3 2245.2274 -0.0004 78.95 R G 0

7467 QPNDPGEITNEVTPIK JW0120 ECK0123 gcd glucose dehydrogenase 20 876.4452 2 1750.8758 0.0021 38.79 K V 0

7468 QPNDPGEITNEVTPIKVGDTLYLCTAHQR 57.021465@C:24 JW0120 ECK0123 gcd glucose dehydrogenase 31 817.4079 4 3265.6025 -0.0010 53.56 K L 0

7469 QPNFTEKLELPSLQDFGALLEEQSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 22 954.4901 3 2860.4485 -0.0010 71.64 R E 0

7470 QPNGQVWSPQNDDRR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 29 599.6193 3 1795.8361 0.0010 27.55 R Y 0

7471 QPQDIDTMFTFSMEGNNQPTAHR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 54 889.0641 3 2664.1705 0.0008 53.04 R S 0

7472 QPSQEELSIAR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 32 629.3255 2 1256.6364 0.0005 28.93 R Y 0

7473 QPVASFEQALDWLVK JW5625 ECK3691 gyrB DNA gyrase, subunit B 33 865.9600 2 1729.9054 0.0016 72.84 R E 0

7474 QPVIAHLIR JW3490 ECK3507 yhjD conserved inner membrane protein 32 349.5536 3 1045.6390 -0.0006 33.85 R A 0

7475 QPVYQLYTLLNR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 76 754.4173 2 1506.8200 0.0007 57.36 R A 0

7476 QPWVASATPAVSQNLR JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 21 862.9577 2 1723.9008 0.0002 41.40 K L 0

7477 QQAEAELK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 14 458.7405 2 915.4664 0.0003 19.97 R L 0

7478 QQAFALTEVVQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 30 695.3769 2 1388.7392 -0.0019 44.34 R R 0

7479 QQAQVEQVLKTEEEQFAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 17 721.0350 3 2160.0832 0.0020 49.20 R T 0

7480 QQASLEEQNNDALSPAIR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 105 992.4901 2 1982.9656 0.0000 36.30 R R 0

7481 QQASLEEQNNDALSPAIRR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 34 714.0293 3 2139.0661 -0.0008 31.94 R L 0

7482 QQAVIEPK JW3351 ECK3375 damX predicted protein 46 456.7611 2 911.5076 0.0001 20.86 R K 0

7483 QQAVNQTATSDALANQLTALQK JW3775 ECK3797 hemX uroporphyrinogen III methylase 90 1157.6044 2 2313.1942 0.0018 48.29 K A 0

7484 QQEVTPAGTSIR JW3432 ECK3451 yhhM conserved protein 51 643.8383 2 1285.6620 -0.0006 25.33 R Y 0

7485 QQGSTESVLNLR JW0566 ECK0569 ybdG predicted mechanosensitive channel 46 666.3489 2 1330.6832 -0.0008 37.80 R R 0

7486 QQGSTESVLNLRR JW0566 ECK0569 ybdG predicted mechanosensitive channel 29 496.6020 3 1486.7842 -0.0009 31.28 R M 0

7487 QQGVAFPNDFR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 29 639.8148 2 1277.6150 -0.0003 40.10 R R 0

7488 QQGVAFPNDFRR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 33 478.9123 3 1433.7151 -0.0012 35.74 R D 0

7489 QQHHVLQQQLELTTR JW2539 ECK2552 yfhG conserved protein 56 620.3343 3 1857.9811 0.0003 31.05 R K 0

7490 QQIEEATSDYDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 63 727.8233 2 1453.6320 -0.0001 26.54 R E 0

7491 QQIEEATSDYDREK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 47 571.2639 3 1710.7699 0.0003 24.01 R L 0

7492 QQIEEATSDYDREKLQER JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 41 746.6923 3 2237.0551 -0.0008 28.72 R V 0

7493 QQILTEEQYLDALEEFGDEFDAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 83 1366.1313 2 2730.2480 -0.0068 72.32 R M 0

7494 QQITQSEHWR JW3809 ECK3826 rmuC predicted recombination limiting protein 20 438.2181 3 1311.6325 0.0004 24.80 K A 0

7495 QQLAAEQYK JW0907 ECK0915 mukB fused chromosome partitioning proteins 25 539.7799 2 1077.5452 -0.0003 20.78 R H 0

7496 QQLGLSPQDSLGTR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 38 750.3951 2 1498.7756 0.0016 36.92 K S 0

7497 QQLNDVAEAHELLR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 35 545.9533 3 1634.8381 0.0004 38.99 R D 0

7498 QQLNSLTK JW3927 ECK3946 yijP conserved inner membrane protein 30 466.2640 2 930.5134 0.0001 19.50 R L 0

7499 QQLQEILSQAK JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 31 643.3596 2 1284.7046 0.0009 40.12 R R 0

7500 QQLYQDHQWMR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 26 511.5736 3 1531.6990 0.0001 34.86 R D 0

7501 QQPGHEGVTQQTLTLTFNSSGVLTNIDNKPALSGN JW2598 ECK2613 smpA small membrane lipoprotein 104 1222.9496 3 3665.8270 -0.0016 56.58 R - 0

7502 QQPTQLVEVPWNEQTPEQR JW3904 ECK3925 ftsN essential cell division protein 50 1154.0719 2 2306.1292 0.0002 49.14 R Q 0

7503 QQQALQYELEK JW5539 ECK3222 yhcB conserved protein 34 689.3536 2 1376.6926 -0.0010 33.36 R N 0

7504 QQQALQYELEKNK JW5539 ECK3222 yhcB conserved protein 34 540.6173 3 1618.8301 -0.0012 29.04 R A 0

7505 QQQDLVNDALNVE JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 68 743.3628 2 1484.7110 0.0003 48.92 K - 0

7506 QQQLIVMEER JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 24 637.3326 2 1272.6506 0.0011 35.90 R A 0

7507 QQQSTLNGSWVALLQTR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 38 965.5117 2 1929.0088 0.0020 58.25 R N 0

7508 QQTLLLPESAADITVQGDATLLR JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 123 1227.1662 2 2452.3178 0.0005 61.05 R M 0

7509 QQTQSATLEEAFINLLPQAQR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 51 1193.6222 2 2385.2298 0.0010 68.70 R Q 0

7510 QQVEGASAMGQMFR JW1606 ECK1609 ydgA conserved protein 37 770.3561 2 1538.6976 0.0007 44.73 K L 0

7511 QQVNVPLVADIHFDYR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 43 638.6670 3 1912.9792 -0.0004 57.03 K I 0

7512 QQVTQTMNAGIVSSGEVTSTEPVR JW3630 ECK3645 yicH conserved protein 113 1260.1250 2 2518.2354 0.0021 40.98 K - 0

7513 QQVWLPVESR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 50 621.3362 2 1240.6578 0.0015 42.68 R D 0

7514 QQYWNALPLEK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 36 695.3621 2 1388.7096 0.0009 47.30 R A 0

7515 QRNPQLEELAR JW4350 ECK4379 ytjB conserved protein 40 451.9127 3 1352.7163 0.0002 27.19 R T 0

7516 QRPDAYDYAWLADALDR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 61 680.3258 3 2037.9556 0.0013 59.24 K L 0

7517 QRPVNLDLQTIR JW0711 ECK0710 sdhC succinate dehydrogenase, membrane subunit, binds cytochrome b556 49 484.9469 3 1451.8189 -0.0018 36.35 K F 0

7518 QSAFLQAEAR JW0478 ECK0483 ybbK predicted protease, membrane anchored 101 560.7904 2 1119.5662 -0.0010 29.64 R E 0

7519 QSALDFHEFPVPGK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 71 786.3960 2 1570.7774 -0.0005 46.73 K I 0

7520 QSCEYDSHANPVDCQLIIVDEGVKPAVER 57.021465@C:3,57.021465@C:14 JW5258 ECK1580 ynfC predicted protein 15 832.8951 4 3327.5513 0.0014 46.94 K V 0

7521 QSDDLKPVFDQAFTK JW5655 ECK3541 yiaF conserved protein 71 869.9361 2 1737.8576 0.0002 44.03 K V 0

7522 QSGFLDPVNYR JW3474 ECK3490 slp outer membrane lipoprotein 43 648.3228 2 1294.6310 0.0004 46.48 R N 0

7523 QSILALGEPGTFMTQDVNIIQTQIEQR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 50 1010.8581 3 3029.5525 0.0032 70.94 R L 0

7524 QSITLPPHLDTGSSNFALHTFR JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 58 813.7519 3 2438.2339 -0.0004 49.10 K G 0

7525 QSLDDLMNSSLYLMR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 31 893.4283 2 1784.8420 -0.0017 66.45 K S 0

7526 QSLGGLIEAYEAVAR JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 101 788.9206 2 1575.8266 0.0010 62.28 R R 0

7527 QSLNSLLSPLR JW3809 ECK3826 rmuC predicted recombination limiting protein 48 614.3559 2 1226.6972 -0.0011 49.50 R E 0

7528 QSLTLEELYQMFRDGADGVISR JW5186 ECK1187 dhaL dihydroxyacetone kinase, C-terminal domain 28 843.4207 3 2527.2403 0.0025 72.84 R G 0

7529 QSLTVFQPLVPPDWK JW1376 ECK1378 ydbH predicted protein 26 877.9779 2 1753.9412 0.0009 62.80 K M 0

7530 QSNPEDPESVLTEMAK JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 67 887.9124 2 1773.8102 0.0012 52.44 R A 0

7531 QSNTLLIFINQIR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 27 780.4499 2 1558.8852 0.0021 65.39 K M 0

7532 QSNWLSGQHGEEGGSMR JW5736 ECK4138 yjeI conserved protein 110 930.4081 2 1858.8016 -0.0001 29.77 K G 0

7533 QSPFSFVLSFNPADVQPNAR JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 72 1111.0565 2 2220.0984 0.0019 69.50 K I 0

7534 QSPLFSDEERLALEYAEAASVTPPTVDDALR JW1742 ECK1751 ynjA conserved protein 23 1130.8956 3 3389.6650 0.0022 69.68 R T 0

7535 QSPNTMSDMAAFEK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 51 778.8397 2 1555.6648 0.0002 41.36 K L 0

7536 QSSAALESYLNR JW0556 ECK0559 ybcH predicted protein 14 669.8353 2 1337.6560 -0.0014 40.60 K L 0

7537 QSSDPYIMVR JW2343 ECK2340 vacJ predicted lipoprotein 17 598.2924 2 1194.5702 0.0000 34.71 R E 0

7538 QSSEQNLSVPVALEAASSIAESAAQSTITMQAR JW5186 ECK1187 dhaL dihydroxyacetone kinase, C-terminal domain 15 1125.8946 3 3374.6620 -0.0002 79.70 R K 0

7539 QSSLMVESLVQK JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 23 674.8609 2 1347.7072 0.0005 46.44 K L 0

7540 QSSMFDDHPASAER JW2903 ECK2931 yggG predicted peptidase 38 526.5599 3 1576.6579 0.0003 26.22 R A 0

7541 QSTAAAAEIKR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 13 573.3156 2 1144.6166 -0.0033 20.46 R N 0

7542 QSTGTLLSR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 57 481.7670 2 961.5194 0.0001 26.56 K I 0

7543 QSTPASQSGLMNIETR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 99 860.4196 2 1718.8246 -0.0010 38.59 R Y 0

7544 QSTWYMGLGTDIDTGLPMSLSMNVYAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 46 993.8033 3 2978.3881 0.0016 71.02 R Y 0

7545 QSVDQPVQTGYK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 19 675.3384 2 1348.6622 0.0000 25.42 R A 0

7546 QSWHSYIPYTDR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 36 776.8626 2 1551.7106 0.0000 41.82 R I 0

7547 QSWHSYIPYTDRIEYLGGCVNEMPYVLAVEK 57.021465@C:19 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 98 1239.9288 3 3716.7646 0.0003 64.10 R L 0

7548 QTAFSQYDRPQAR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 34 784.3847 2 1566.7548 0.0009 27.49 K R 0

7549 QTDEHLYIVVEDDGPGIPLSK JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 15 775.7259 3 2324.1559 0.0022 52.50 R R 0

7550 QTDEHLYIVVEDDGPGIPLSKR JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 44 827.7586 3 2480.2540 -0.0006 46.76 R E 0

7551 QTDELTGLSSLVVLDSAER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 136 1017.0235 2 2032.0324 0.0000 60.71 R T 0

7552 QTDLEPGKYNVILGEQLASQLGVNR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 33 914.8198 3 2741.4376 0.0028 59.05 K G 0

7553 QTDLEPGKYNVILGEQLASQLGVNRGDQIR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 45 828.6894 4 3310.7285 0.0015 57.03 K V 0

7554 QTDLVEAMAK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 28 553.2815 2 1104.5484 -0.0001 34.79 R T 0

7555 QTEDYITGR JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 55 541.7589 2 1081.5032 -0.0007 26.30 K Y 0

7556 QTFNDDYR JW0934 ECK0942 pqiB paraquat-inducible protein B 33 529.7309 2 1057.4472 0.0008 23.91 R I 0

7557 QTFNDDYRIPVLIR JW0934 ECK0942 pqiB paraquat-inducible protein B 40 583.9810 3 1748.9212 0.0003 50.15 R I 0

7558 QTGCAMLCAANVQEAQDFALISQIATLK 57.021465@C:4,57.021465@C:8 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 27 1018.1690 3 3051.4852 0.0024 75.46 R S 0

7559 QTGCYIER 57.021465@C:4 JW0831 ECK0838 ybjL predicted transporter 26 513.7372 2 1025.4598 -0.0001 22.58 R I 0

7560 QTGVYVQDQAQWDK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 41 833.3973 2 1664.7800 0.0005 36.94 K V 0

7561 QTGVYVQDQAQWDKVLVTLGGR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 22 821.0991 3 2460.2755 -0.0007 58.39 K Y 0

7562 QTHISLNGR JW3630 ECK3645 yicH conserved protein 38 342.5211 3 1024.5415 0.0001 22.40 R G 0
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7563 QTHQLMINSK JW2660 ECK2679 emrA multidrug efflux system 49 600.3135 2 1198.6124 -0.0004 21.27 R Q 0

7564 QTIGDSIIEPLR JW5897 ECK0819 yliA fused predicted peptide transport subunits -!- ATP-binding components of ABC superfamily 18 671.3726 2 1340.7306 0.0006 56.85 R V 0

7565 QTIQVIVGAK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 49 528.8241 2 1055.6336 -0.0003 34.93 K A 0

7566 QTISVVPQR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 24 514.2987 2 1026.5828 0.0006 30.23 R V 0

7567 QTLAEVIEPR JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 59 578.3216 2 1154.6286 -0.0009 39.69 R Y 0

7568 QTLQAQLTR JW5505 ECK3033 yqiC conserved protein 78 529.8014 2 1057.5882 0.0003 26.96 R L 0

7569 QTQINLLSSMAI JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 37 659.8561 2 1317.6976 0.0015 65.74 K - 0

7570 QTTFNDMIK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 27 549.2686 2 1096.5226 0.0004 35.59 R I 0

7571 QTTTPGTGYVEDGYDQR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 84 944.4223 2 1886.8300 0.0018 32.38 K N 0

7572 QTVAAYIAK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 18 482.7770 2 963.5394 0.0005 31.48 K T 0

7573 QTVYAFLGDGEMDEPESK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 52 1008.4499 2 2014.8852 0.0023 51.01 K G 0

7574 QTYCGPIGAEYMHITSTEEK 57.021465@C:4 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 27 772.3487 3 2314.0243 -0.0004 45.64 K R 0

7575 QTYCGPIGAEYMHITSTEEKR 57.021465@C:4 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 35 618.5388 4 2470.1261 0.0003 40.84 K W 0

7576 QTYPDLEIVVPLVNAK JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 55 900.0019 2 1797.9892 0.0016 61.03 R R 0

7577 QVADNPGGAYNPLFLYGGTGLGK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 95 1155.0834 2 2308.1522 0.0034 57.73 R T 0

7578 QVADVILQDPAVQSLTSFVGVDGTNPSLNSAR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 47 1100.2354 3 3297.6844 0.0002 71.82 R L 0

7579 QVAILAVAGAEK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 67 585.3491 2 1168.6836 0.0022 41.22 K I 0

7580 QVAIPDIADLTSEQFQK JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 88 951.9946 2 1901.9746 0.0011 59.01 K T 0

7581 QVALNVR JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 46 400.2428 2 798.4710 -0.0002 24.81 R D 0

7582 QVDINPQIVFSYIK JW1490 ECK1489 yddB predicted porin protein 24 832.4573 2 1662.9000 0.0019 64.56 R S 0

7583 QVDPAIYPLIGTQGQGR JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 80 906.9841 2 1811.9536 0.0007 47.23 K I 0

7584 QVGVPYIIVFLNK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 54 745.4432 2 1488.8718 0.0014 65.98 R C JW3943

7585 QVHASINPVETLFVVDAMTGQDAANTAK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 88 976.4902 3 2926.4488 -0.0007 63.06 K A 0

7586 QVHSNSFMRPSPR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 17 514.9240 3 1541.7502 -0.0020 22.94 K V 0

7587 QVIDDMATDATMFDVNKK JW1427 ECK1424 ydcL predicted lipoprotein 120 1021.4824 2 2040.9502 0.0007 50.37 K - 0

7588 QVIGQVAADLR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 86 585.3352 2 1168.6558 -0.0005 39.55 K A 0

7589 QVIQFIDLSLITK JW0797 ECK0801 dps Fe-binding and storage protein 101 759.4515 2 1516.8884 0.0019 66.08 R Q 0

7590 QVLGTHVSQK JW2667 ECK2692 alaS alanyl-tRNA synthetase 17 548.8090 2 1095.6034 -0.0002 19.14 R G 0

7591 QVLPMLYGPEGSANEVLQGYR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 102 1161.0839 2 2320.1532 0.0011 58.97 K E 0

7592 QVLSEMTVADIR JW2434 ECK2436 eutB ethanolamine ammonia-lyase, large subunit, heavy chain 20 454.5750 3 1360.7032 0.0011 29.68 K N 0

7593 QVMQSWADAEWFLNRPALAEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 46 830.7460 3 2489.2162 0.0002 61.27 K L 0

7594 QVNLTER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 32 430.2360 2 858.4574 0.0016 22.37 R G 0

7595 QVNPDMADYIK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 42 647.3119 2 1292.6092 0.0021 40.19 R K 0

7596 QVPILQK JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 20 413.2633 2 824.5120 0.0001 29.79 K D 0

7597 QVPQAQHISLTNFLDSGLYTSLTER JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 70 940.1517 3 2817.4333 0.0035 64.97 R L 0

7598 QVQADLK JW3351 ECK3375 damX predicted protein 43 401.2267 2 800.4388 -0.0004 19.58 R - 0

7599 QVQGFEINGNTGSLTANPDCVINR 57.021465@C:20 JW3116 ECK3135 yraM conserved protein 22 1302.6269 2 2603.2392 -0.0005 48.65 R N 0

7600 QVQGSTPVQLNLENGK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 99 856.4523 2 1710.8900 0.0000 38.14 K R 0

7601 QVQGSTPVQLNLENGKR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 74 934.5021 2 1866.9896 -0.0015 32.13 K Y 0

7602 QVQQPVMDR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 33 550.7795 2 1099.5444 0.0000 20.40 K Y 0

7603 QVSELAVDLVELLREEPLEK JW5486 ECK2972 glcF glycolate oxidase iron-sulfur subunit 46 770.4250 3 2308.2532 0.0006 73.83 R L 0

7604 QVSFNSIYMMADSGAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 92 888.9059 2 1775.7972 0.0002 55.89 K G 0

7605 QVTDLRSELLDSR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 48 511.2742 3 1530.8008 0.0006 41.65 K F 0

7606 QVTEISCHGLGAR 57.021465@C:7 JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 22 476.5728 3 1426.6966 -0.0020 28.51 K F 0

7607 QVTNQIVR JW4220 ECK4256 yjgR predicted ATPase 33 479.2771 2 956.5396 -0.0007 22.65 R G 0

7608 QVVATATFR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 39 496.7800 2 991.5454 0.0004 29.44 R F 0

7609 QVVATATFRF JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 34 570.3139 2 1138.6132 -0.0003 45.71 R - 0

7610 QVVVGLPDVR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 54 541.3222 2 1080.6298 0.0007 40.94 R G 0

7611 QVYGNANLYNK JW2640 ECK2659 ygaU predicted protein 13 642.3227 2 1282.6308 0.0003 27.46 K I 0

7612 QWEGAFEGLTAGVNWR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 73 910.9401 2 1819.8656 0.0015 60.32 K I 0

7613 QWIIDTPFQPELENAIR JW1692 ECK1700 pps phosphoenolpyruvate synthase 41 1035.5361 2 2069.0576 -0.0006 66.09 R E 0

7614 QWILGLPGDATDYK JW1200 ECK1197 lolB chaperone for lipoproteins 52 788.9045 2 1575.7944 0.0011 58.81 R L 0

7615 QWILGLPGDATDYKLDDQYR JW1200 ECK1197 lolB chaperone for lipoproteins 36 789.7254 3 2366.1544 0.0002 58.07 R L 0

7616 QWQSQLPGIADNCPAIVR 57.021465@C:13 JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 59 1027.0183 2 2052.0220 0.0008 50.93 R L 0

7617 QWSQADTLYNEAR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 75 791.3682 2 1580.7218 0.0000 38.63 K Q 0

7618 QWVNLPLVLHGASGLSTK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 90 960.5391 2 1919.0636 0.0007 55.33 R D 0

7619 QYAPMSVAQQSLVLFAAER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 132 1055.0440 2 2108.0734 0.0011 63.89 K G 0

7620 QYCVLDDPTLAK 57.021465@C:3 JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 36 711.8507 2 1421.6868 0.0007 40.40 R V 0

7621 QYDINEAIALLK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 87 695.8828 2 1389.7510 0.0007 61.17 K E 0

7622 QYDINEAIALLKELATAK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 110 1002.5545 2 2003.0944 0.0007 75.82 K F 0

7623 QYEVGVK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 34 411.7215 2 821.4284 0.0001 20.41 K Y 0

7624 QYGEAFEKR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 26 564.2777 2 1126.5408 0.0001 22.76 K H 0

7625 QYGNIPK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 15 410.2217 2 818.4288 0.0003 24.24 R G 0

7626 QYHHPLAIHLDHHTK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 38 616.3205 3 1845.9397 0.0009 22.47 K F 0

7627 QYHHPLAIHLDHHTKFDDIAQK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 33 666.8409 4 2663.3345 -0.0012 33.08 K V 0

7628 QYIAVMPGEYQGTVYVPAAPGGITLYGTGEKPIDVK 15.994915@M:6 JW0755 ECK0761 ybhC predicted pectinesterase 105 1266.9815 3 3797.9227 0.0001 56.41 R I 0

7629 QYQADDLK JW4180 ECK4217 ytfN conserved protein 15 490.7379 2 979.4612 0.0001 19.95 K L 0

7630 QYQNAEDTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 35 562.7518 2 1123.4890 -0.0003 17.13 K G 0

7631 QYQPFEYYGHPQAER JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 14 638.2919 3 1911.8539 -0.0002 36.33 R V 0

7632 QYQQVIDNYPK JW4120 ECK4155 yjeP predicted mechanosensitive channel 46 698.3484 2 1394.6822 -0.0008 32.19 K L 0

7633 QYTDEYLDNITPPFTK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 63 972.9664 2 1943.9182 0.0030 56.30 R A 0

7634 QYTTVVADTGDIAAMK JW0007 ECK0008 talB transaldolase B 99 842.4166 2 1682.8186 0.0002 42.74 R L 0

7635 QYTVQWANNVIVGHGSIGAGVDWQK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 62 909.7928 3 2726.3566 0.0001 55.32 K Q 0

7636 QYVAFASQR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 33 535.2741 2 1068.5336 -0.0016 29.88 R A 0

7637 QYVVGATLPVLLK JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 73 700.9291 2 1399.8436 -0.0002 54.52 R E 0

7638 QYVVISAGGHGSFGTK JW0120 ECK0123 gcd glucose dehydrogenase 76 804.4120 2 1606.8094 -0.0009 35.27 K M 0

7639 QYYMNQQR JW3927 ECK3946 yijP conserved inner membrane protein 31 565.7560 2 1129.4974 -0.0001 22.44 K T 0

7640 RAAGEAPAAPQVTAEDASASLAELLNAGLGGSDNE JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 111 1108.5383 3 3322.5931 0.0018 71.17 R - 0

7641 RAAPAVVNVYNR JW3204 ECK3224 degS serine endoprotease, periplasmic 52 665.3728 2 1328.7310 -0.0003 27.26 R G 0

7642 RAATILAEQLEAFVDLR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 26 639.3588 3 1915.0546 0.0019 66.99 R D 0

7643 RADDALWR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 16 501.7592 2 1001.5038 -0.0005 28.33 R R 0

7644 RADQIQWSAGIEPGDPR JW3975 ECK4007 aceA isocitrate lyase 51 632.6508 3 1894.9306 0.0020 40.85 R Y 0

7645 RAEAAPAATGGGIPGMLPWPK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 45 683.3630 3 2047.0672 0.0000 52.03 K V 0

7646 RAEDYLR JW3841 ECK3863 glnA glutamine synthetase 51 461.7399 2 921.4652 -0.0016 21.74 K S 0

7647 RAEMLQQANALDER JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 88 822.9091 2 1643.8036 -0.0012 32.64 R E 0

7648 RAENGEEPIKEHLLLTR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 65 669.0330 3 2004.0772 0.0021 33.61 R Y 0

7649 RAENMLWHK 15.994915@M:5 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 19 600.8011 2 1199.5876 0.0008 21.55 K L 0

7650 RAENMLWHKLPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 52 761.9187 2 1521.8228 -0.0009 31.38 K S 0

7651 RAEQAIWPADALPGIRPQFASK JW2504 ECK2516 yfhM conserved protein 37 808.1044 3 2421.2914 -0.0004 50.37 R S 0

7652 RAGAPFGPGANPMHGR JW0886 ECK0894 pflB pyruvate formate lyase I 37 531.6018 3 1591.7836 0.0045 28.00 R D 0

7653 RAIAEATEAGLLGK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 79 700.3981 2 1398.7816 -0.0013 34.18 R N 0

7654 RAILPQAAR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 47 498.3082 2 994.6018 -0.0018 23.81 R V 0

7655 RAITDDIASLSAVSQVDYDGIILK JW3775 ECK3797 hemX uroporphyrinogen III methylase 56 1282.1841 2 2562.3536 -0.0004 63.14 R L 0

7656 RALIVTDR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 51 472.2868 2 942.5590 -0.0020 23.08 K F 0

7657 RAPLAMR JW4026 ECK4058 yjcE predicted cation/proton antiporter 36 407.7395 2 813.4644 0.0001 20.55 R L 0

7658 RAQMDGLEGYPVYTR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 20 585.9542 3 1754.8408 -0.0002 37.86 K K 0

7659 RAQSVVDYLISK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 60 689.8882 2 1377.7618 0.0002 44.06 R G 0

7660 RAQSVVDYLISKGIPADK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 39 654.0324 3 1959.0754 -0.0036 51.26 R I 0

7661 RAQVAELAR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 46 507.2963 2 1012.5780 0.0003 20.15 R A 0

7662 RASVDIGISR JW2504 ECK2516 yfhM conserved protein 40 537.3063 2 1072.5980 -0.0008 26.95 R L 0

7663 RATITLR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 32 415.7638 2 829.5130 -0.0004 22.42 K R 0

7664 RAVASVLMSK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 48 531.3102 2 1060.6058 -0.0005 28.22 K T 0

7665 RAVGVLHLPLGDENR JW2504 ECK2516 yfhM conserved protein 32 549.3090 3 1644.9052 -0.0010 40.62 K R 0

7666 RAVYLHQR JW1327 ECK1329 uspE stress-induced protein 20 348.2020 3 1041.5842 0.0009 18.00 R I 0

7667 RAYILEAEGIR JW0478 ECK0483 ybbK predicted protease, membrane anchored 62 645.8629 2 1289.7112 0.0022 37.04 K Q 0

7668 RCPLVIDYLIDLATR 57.021465@C:2 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 19 606.6698 3 1816.9876 0.0005 72.08 K S 0

7669 RDDSVSLGR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 14 502.7593 2 1003.5040 -0.0007 23.38 K R 0

7670 RDDTAVPLLAPNQDIYLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 76 1035.5521 2 2069.0896 -0.0009 50.83 R E 0

7671 RDELHAQLSNNR JW0907 ECK0915 mukB fused chromosome partitioning proteins 32 484.9147 3 1451.7223 -0.0007 21.59 R S 0

7672 RDFMADISHELR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 42 497.2452 3 1488.7138 -0.0007 45.02 R T 0

7673 RDFVAAVLPK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 38 558.3320 2 1114.6494 -0.0004 39.43 K G 0

7674 RDLIVTIGK JW2504 ECK2516 yfhM conserved protein 43 507.8190 2 1013.6234 0.0002 32.59 K E 0

7675 RDNADPSGLGNTLGWAWAWPLNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 77 856.4232 3 2566.2478 0.0013 68.43 R R 0

7676 RDNADPSGLGNTLGWAWAWPLNRR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 15 681.5949 4 2722.3505 0.0029 63.34 R I 0

7677 RDNLTGSEQIFYSGFK JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 59 621.3082 3 1860.9028 0.0021 45.98 K E 0

7678 REDVVVATK JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 47 508.7907 2 1015.5668 0.0006 19.48 R V 0

7679 REFWLQTDYYK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 71 774.8781 2 1547.7416 0.0007 45.84 R Q 0

7680 REGRPSEGETLIAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 55 524.2807 3 1569.8203 -0.0020 24.07 R L 0

7681 REGTDLFLK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 27 539.7982 2 1077.5818 0.0000 34.51 R S 0

7682 REISMSIK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 21 482.2678 2 962.5210 -0.0009 24.73 R R 0

7683 REISMSIKR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 37 373.8814 3 1118.6224 -0.0006 22.59 R L 0

7684 RELGSVNDFIVDGNR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 67 845.9290 2 1689.8434 0.0000 41.15 K I 0

7685 RENGLWIVEAEDIDTGKK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 81 691.6917 3 2072.0533 -0.0006 47.03 R Y 0

7686 REQLLEVGDFLK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 75 723.9014 2 1445.7882 0.0004 51.87 K K 0
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7687 RETLEMVVR JW1178 ECK1177 dadA D-amino acid dehydrogenase 50 566.8097 2 1131.6048 -0.0021 30.21 R D 0

7688 REWLETTGAYDRR JW3071 ECK3091 yqjK conserved protein 50 551.6094 3 1651.8064 -0.0002 32.77 R W 0

7689 RFAEADAHYHSAPPSR JW1001 ECK1006 putP proline:sodium symporter 45 453.7193 4 1810.8481 -0.0019 21.94 K L 0

7690 RFAEADAHYHSAPPSRLQES JW1001 ECK1006 putP proline:sodium symporter 13 568.0232 4 2268.0637 -0.0033 27.09 K - 0

7691 RFAQAIHAK JW3975 ECK4007 aceA isocitrate lyase 49 347.8706 3 1040.5900 0.0020 18.93 R Y 0

7692 RFDSLYK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 20 464.7482 2 927.4818 0.0005 28.86 K Q 0

7693 RFDVAMK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 24 433.7312 2 865.4478 -0.0002 26.02 R K 0

7694 RFEEHLQHEAQER JW0600 ECK0601 uspG universal stress protein UP12 48 570.2765 3 1707.8077 0.0000 21.68 R L 0

7695 RFFGAAR JW3756 ECK3775 rho transcription termination factor 29 412.7299 2 823.4452 0.0000 24.16 K N 0

7696 RFGIEPR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 33 437.7476 2 873.4806 -0.0014 25.86 R V 0

7697 RFGLLGYEAATLEDVGR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 55 622.9954 3 1865.9644 0.0009 56.12 R E 0

7698 RFMVANNAELER JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 41 483.9137 3 1448.7193 0.0000 31.96 K S 0

7699 RFPGSDVIIHQDPCSVVPR 57.021465@C:14 JW3886 ECK3907 fieF zinc transporter 63 727.0420 3 2178.1042 0.0038 43.25 R E 0

7700 RFPLHEMR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 44 362.5273 3 1084.5601 -0.0001 25.27 K D JW1488

7701 RFPLHEMRDDVAFQIINDELYLDGNAR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 85 1083.2031 3 3246.5875 -0.0004 61.61 K Q JW1488

7702 RFPLISLEHPAK JW5897 ECK0819 yliA fused predicted peptide transport subunits -!- ATP-binding components of ABC superfamily 44 469.9413 3 1406.8021 -0.0013 39.92 R Q 0

7703 RFQDEEVQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 16 603.7971 2 1205.5796 0.0006 20.90 R D 0

7704 RFSLEGGDALIPMLK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 72 549.6364 3 1645.8874 0.0013 55.85 K E 0

7705 RFTDLVK JW1823 ECK1833 yebT conserved protein 14 439.7586 2 877.5026 0.0005 29.65 R K 0

7706 RGDDFITLNAEQAMQGAADILR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 68 802.4012 3 2404.1818 0.0011 69.08 R Q 0

7707 RGDIVVFK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 36 467.2790 2 932.5434 -0.0009 29.35 K Y 0

7708 RGDTLYR JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 29 440.7351 2 879.4556 -0.0007 18.19 K I 0

7709 RGDYAVNVNYNVQNAGEKPLEISSFGQLK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 134 1070.8778 3 3209.6116 0.0010 50.59 K Q 0

7710 RGELEGKPGQTLLLHHVPNVLSER JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 19 670.6219 4 2678.4585 -0.0032 42.25 R I 0

7711 RGELGIMGTELNSELAK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 99 909.4746 2 1816.9346 -0.0007 48.13 K A 0

7712 RGFEMDFAELLLEDYK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 91 988.4777 2 1974.9408 0.0011 70.08 R A JW3485

7713 RGFEMDFAELLLEDYK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 78 988.4771 2 1974.9396 0.0000 71.92 R A JW3485

7714 RGFEMDFAELLLEDYKASLK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 37 792.4036 3 2374.1890 0.0013 71.29 R Y JW3485

7715 RGFEMDFAELLLEDYKASLK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 69 792.4036 3 2374.1890 0.0012 71.59 R Y JW3485

7716 RGGFESYQER JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 38 614.7890 2 1227.5634 0.0003 23.24 K V 0

7717 RGGVVQYVDASR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 37 436.2335 3 1305.6787 -0.0003 27.22 K I 0

7718 RGLSIQR JW5625 ECK3691 gyrB DNA gyrase, subunit B 27 415.2538 2 828.4930 0.0001 20.80 R Y 0

7719 RGNHEVMMR JW1268 ECK1271 acnA aconitate hydratase 1 22 377.1832 3 1128.5278 -0.0002 18.17 R G 0

7720 RGNIMWENEFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 46 726.3464 2 1450.6782 0.0008 40.57 R Y 0

7721 RGPAIAQAFDAEGKPSK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 61 581.6441 3 1741.9105 -0.0007 30.90 K A 0

7722 RGQTVLDLAGGTGDLTAK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 30 591.6552 3 1771.9438 0.0009 43.50 R F 0

7723 RGSLPIALDEVITDGHK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 91 607.6666 3 1819.9780 -0.0012 46.46 R R 0

7724 RGSLPIALDEVITDGHKR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 64 659.7003 3 1976.0791 -0.0011 43.05 R A 0

7725 RGTENEDFMFLNLGPNHPSAHGAFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 70 938.7770 3 2813.3092 0.0000 46.98 K I 0

7726 RGTLDVNQVIGDTTAVR JW0790 ECK0794 fiu predicted iron outer membrane transporter 67 907.9899 2 1813.9652 0.0007 43.44 R L 0

7727 RGTPYEIFNVSLTQTLHR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 70 711.3802 3 2131.1188 0.0013 53.05 R T 0

7728 RGVLAVMPDMDKFPYTVR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 13 524.5271 4 2094.0793 0.0038 51.51 K V 0

7729 RHEAWITLEK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 54 428.2347 3 1281.6823 -0.0008 32.35 K A 0

7730 RHEQLLQER JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 51 403.5545 3 1207.6417 -0.0005 19.76 R N 0

7731 RHGHNEADEPSATQPLMYQK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 69 770.3634 3 2308.0684 0.0031 25.98 R I 0

7732 RHLEFFNTQPFVAAPILGVTLALEEQR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 48 774.9220 4 3095.6589 0.0035 71.62 R A 0

7733 RHPDLVISSQGSNQLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 75 602.9903 3 1805.9491 -0.0005 28.73 K A 0

7734 RIAADIDDSELKAPR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 89 557.2999 3 1668.8779 -0.0015 33.02 R D 0

7735 RICTLGEK 57.021465@C:3 JW5625 ECK3691 gyrB DNA gyrase, subunit B 25 488.7659 2 975.5172 0.0002 19.14 R L 0

7736 RIDAIDVTSK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 60 559.3139 2 1116.6132 -0.0006 26.87 R T 0

7737 RIDAIDVTSKTEPHP JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 44 560.2970 3 1677.8692 0.0005 30.90 R - 0

7738 RIDDPHAAVAILRPLR JW5943 ECK3514 yhjK predicted diguanylate cyclase 26 605.0233 3 1812.0481 -0.0002 40.77 R N 0

7739 RIDNQLR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 38 457.7617 2 913.5088 -0.0004 19.54 R G 0

7740 RIDQMEAEAESHSFGK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 83 612.2840 3 1833.8302 -0.0013 33.96 R Q 0

7741 RIDQTEEILGVTR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 21 510.6142 3 1528.8208 -0.0001 38.01 R A 0

7742 RIDVADVGETVLADTVGFIR JW4131 ECK4169 hflX predicted GTPase 68 716.0550 3 2145.1432 0.0003 77.11 R H 0

7743 RIDVQQVEK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 24 557.8142 2 1113.6138 -0.0003 23.14 R - 0

7744 RIEAVTGEGAIATVHADSDR JW2667 ECK2692 alaS alanyl-tRNA synthetase 71 690.0181 3 2067.0325 -0.0020 32.92 R L 0

7745 RIEEITAEIEVGR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 20 505.6108 3 1513.8106 0.0005 41.31 R V 0

7746 RIEHGSSLPISDLSTHIILK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 81 739.4185 3 2215.2337 0.0012 45.25 R N 0

7747 RIENGGLHPVTR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 47 450.2537 3 1347.7393 0.0023 21.47 R T 0

7748 RIETLFTNDLDHGPYISETLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 23 830.7599 3 2489.2579 0.0028 51.81 K V 0

7749 RIGHTVEREDTPAIR JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 21 438.2389 4 1748.9265 -0.0015 22.25 R G 0

7750 RIILPVNDGR JW0120 ECK0123 gcd glucose dehydrogenase 50 576.8462 2 1151.6778 0.0004 32.01 R L 0

7751 RILLQQETQR JW2864 ECK2891 ygfX predicted protein 23 642.8726 2 1283.7306 -0.0003 26.11 R - 0

7752 RIMLCVSDTIDKVVK 57.021465@C:5 JW3460 ECK3478 pitA phosphate transporter, low-affinity 58 592.9949 3 1775.9629 -0.0009 46.49 R M 0

7753 RIMMPQTWK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 31 595.8112 2 1189.6078 -0.0022 36.29 R G 0

7754 RIPTINIHSTGK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 17 446.2610 3 1335.7612 -0.0011 28.51 R S 0

7755 RISALGPGGLTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 60 399.9068 3 1196.6986 -0.0002 31.24 R E 0

7756 RISLGLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 31 393.7632 2 785.5118 -0.0005 29.37 R Q 0

7757 RISLTQTR JW5366 ECK2193 ccmA heme exporter subunit -!- ATP-binding component of ABC superfamily 37 487.7905 2 973.5664 -0.0004 22.21 R A 0

7758 RISNEESISAMFEH JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 68 825.3829 2 1648.7512 -0.0002 43.05 R - 0

7759 RISTVPEAVEMQSR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 66 801.9168 2 1601.8190 -0.0005 31.83 K V 0

7760 RITGTPFEALVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 43 680.3905 2 1358.7664 -0.0005 43.28 R Q 0

7761 RITLSPR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 27 421.7628 2 841.5110 -0.0023 22.76 K N 0

7762 RITTTIGLR JW1323 ECK1327 ynaI conserved inner membrane protein 26 515.8217 2 1029.6288 -0.0006 29.27 R Y 0

7763 RIVVNYAK JW3262 ECK3287 secY preprotein translocase membrane subunit 49 481.7922 2 961.5698 -0.0010 23.18 R R 0

7764 RIVVNYAKR JW3262 ECK3287 secY preprotein translocase membrane subunit 26 373.5648 3 1117.6726 0.0006 21.37 R Q 0

7765 RIWGVTGDSLNGLSDSLNR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 19 687.3556 3 2059.0450 0.0001 49.50 K M 0

7766 RIYGVLER JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 33 503.2951 2 1004.5756 -0.0011 28.96 R Q 0

7767 RIYKFPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 19 317.8638 3 950.5696 -0.0005 23.28 K M 0

7768 RKDLYPIK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 17 344.8780 3 1031.6122 -0.0006 22.43 K - 0

7769 RKLPATIILR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 52 394.2675 3 1179.7807 -0.0007 31.84 R A 0

7770 RKNNQHDVAIVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 35 483.9395 3 1448.7967 0.0005 17.81 R I 0

7771 RKPTMLVTDLTLR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 40 515.3042 3 1542.8908 -0.0008 40.76 K F 0

7772 RKTEALIFGSHDNSTLEMTQR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 65 812.0758 3 2433.2056 -0.0014 36.16 R M 0

7773 RLASYEK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 18 433.7401 2 865.4656 -0.0001 18.16 K A 0

7774 RLDDVYGDR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 52 554.7728 2 1107.5310 0.0001 24.82 K N 0

7775 RLDDVYGDRNLFCSCVPISEYQ 57.021465@C:13,57.021465@C:15 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 78 902.7475 3 2705.2207 -0.0006 55.50 K - 0

7776 RLDIEGHR JW1699 ECK1707 btuD vitamin B12 transporter subunit -!- ATP-binding component of ABC superfamily 18 332.5174 3 994.5304 -0.0006 19.95 R M 0

7777 RLDLALETPAK JW2504 ECK2516 yfhM conserved protein 53 613.8580 2 1225.7014 -0.0016 34.95 R M 0

7778 RLDMLNEELSDKER JW2573 ECK2590 clpB protein disaggregation chaperone 69 583.2917 3 1746.8533 -0.0036 35.76 K Q 0

7779 RLDSVLR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 38 429.7613 2 857.5080 -0.0002 26.49 K L 0

7780 RLEDNLPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 51 506.7816 2 1011.5486 0.0025 25.44 K L 0

7781 RLEEAGFAFR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 55 598.3143 2 1194.6140 -0.0004 37.14 K W 0

7782 RLEEEGNKVLK JW2287 ECK2284 yfbQ predicted aminotransferase 24 438.9172 3 1313.7298 -0.0005 20.46 K L 0

7783 RLEEGLVELR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 66 607.3474 2 1212.6802 -0.0024 35.94 K G 0

7784 RLEEGLVELRGEK JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 37 509.9559 3 1526.8459 0.0044 32.16 K Q 0

7785 RLENQLSPATDVAVVPHSSAAK JW1271 ECK1274 yciS conserved inner membrane protein 38 573.3082 4 2289.2037 -0.0040 35.43 K E 0

7786 RLENQLSPATDVAVVPHSSAAKE JW1271 ECK1274 yciS conserved inner membrane protein 82 1210.1321 2 2418.2496 -0.0006 35.79 K - 0

7787 RLGASGVVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 15 443.7764 2 885.5382 -0.0013 19.86 K L 0

7788 RLGIEEGIELNPPLFDLFLK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 16 771.7673 3 2312.2801 0.0022 74.16 K N 0

7789 RLGVQLD JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 19 400.7348 2 799.4550 -0.0001 30.60 R - 0

7790 RLHEFGGDITK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 57 424.8943 3 1271.6611 -0.0010 25.72 K F 0

7791 RLHKEPGV JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 17 468.2746 2 934.5346 -0.0002 16.62 R - 0

7792 RLHTVLER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 32 341.8734 3 1022.5984 -0.0001 22.43 R L 0

7793 RLIEQGNPDAVSVQYPLSELR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 15 795.4230 3 2383.2472 -0.0022 48.35 R Y 0

7794 RLLAEHNLDASAIK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 89 775.9361 2 1549.8576 0.0001 31.77 R G 0

7795 RLLAEHNLDASAIKGTGVGGR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 31 534.5474 4 2134.1605 -0.0002 33.45 R L 0

7796 RLLENGANTSFVNR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 34 530.9495 3 1589.8267 -0.0007 33.20 R I 0

7797 RLLWPIK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 31 463.3025 2 924.5904 -0.0004 42.48 R Q 0

7798 RLLYEMVDR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 39 597.8180 2 1193.6214 -0.0012 38.05 R E 0

7799 RLNDVEYHESIDEMK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 39 626.6275 3 1876.8607 -0.0019 31.77 K H 0

7800 RLPEGCELR 57.021465@C:6 JW5189 ECK1194 ychM predicted transporter 38 565.2924 2 1128.5702 -0.0007 24.51 K V 0

7801 RLPGVDITQNGGSGQLSSIFIR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 90 772.4206 3 2314.2400 0.0008 54.60 R G 0

7802 RLPTDFNEGAK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 48 624.3224 2 1246.6302 -0.0004 28.70 K N 0

7803 RLQELAK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 23 429.2636 2 856.5126 -0.0003 19.33 K R 0

7804 RLQELAKR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 45 338.5455 3 1012.6147 0.0005 19.00 K I 0

7805 RLQHIAPQK JW5291 ECK1784 yeaJ predicted diguanylate cyclase 24 364.2207 3 1089.6403 -0.0005 17.48 K E 0

7806 RLQQQLR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 43 471.2857 2 940.5568 0.0002 18.30 R K 0

7807 RLRPTEVVR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 15 375.8999 3 1124.6779 0.0001 20.46 R E 0

7808 RLSLELNGR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 60 529.3086 2 1056.6026 -0.0013 31.89 R L 0

7809 RLSPIAEQLDKISDGYISALLR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 18 615.3473 4 2457.3601 0.0012 71.37 R R 0

7810 RLSPPAFR JW2294 ECK2291 pta phosphate acetyltransferase 42 472.2761 2 942.5376 -0.0022 29.50 R Y 0
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7811 RLSQEQLQHAQQVAAR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 67 621.6694 3 1861.9864 -0.0008 25.55 R D 0

7812 RLTLTEK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 28 430.7635 2 859.5124 -0.0002 21.58 K T 0

7813 RLTTIANALGNNINGQPVNYK JW2903 ECK2931 yggG predicted peptidase 60 757.7453 3 2270.2141 0.0008 42.60 K V 0

7814 RLVEEGAQVSAGQPILEMDLDYLNANAR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 124 1024.8525 3 3071.5357 0.0010 61.52 K S 0

7815 RLVITPVDGSDPYEEMIPK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 59 720.3735 3 2158.0987 0.0007 52.57 R W 0

7816 RLVVDPITR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 37 534.8294 2 1067.6442 -0.0008 32.29 R I 0

7817 RLVVGGFER JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 56 516.8009 2 1031.5872 -0.0003 32.37 K V JW2858

7818 RLYPENNEAR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 33 421.2141 3 1260.6205 -0.0004 19.93 R K 0

7819 RLYPENNEARK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 35 463.9125 3 1388.7157 -0.0003 18.53 R Q 0

7820 RMDDLLQGFVAQHR JW2766 ECK2790 ygdH conserved protein 68 562.6231 3 1684.8475 0.0007 49.38 R M 0

7821 RMEAAGKPTDKPNLVCGPVQICWHK 57.021465@C:16,57.021465@C:22 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 46 723.8656 4 2891.4333 -0.0025 38.09 K F JW1488

7822 RMIERVLNLNQR 15.994915@M:2 JW5336 ECK2057 yegH fused predicted membrane proteins 19 779.4337 2 1556.8528 -0.0040 52.16 R T 0

7823 RMNSIEQALK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 38 595.3213 2 1188.6280 -0.0004 30.47 R I 0

7824 RMQINASK JW0192 ECK0196 rcsF predicted outer membrane protein, signal 29 474.2586 2 946.5026 0.0008 18.43 K M 0

7825 RMSVVVAENTEHHQLVCK 57.021465@C:17 JW4201 ECK4237 mgtA magnesium transporter 23 535.0218 4 2136.0581 0.0014 27.80 R G 0

7826 RNALAMR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 42 416.2339 2 830.4532 -0.0013 20.08 R W 0

7827 RNDVNPEITDRFEFFIGGR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 60 761.3827 3 2281.1263 0.0022 55.91 R E JW2858

7828 RNEFIIGVAYDSDIDQVK JW2891 ECK2920 mscS mechanosensitive channel 83 694.6883 3 2081.0431 0.0002 51.83 R Q 0

7829 RNFIEGDKVNQGDSLYQIDPAPLQAELNSAK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 91 1144.2459 3 3429.7159 -0.0004 52.65 K G 0

7830 RNGGEATSGFFEVPKNETK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 50 690.0091 3 2067.0055 0.0035 32.32 R E 0

7831 RNLGHTTASGAIKDQISGYEGGAK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 32 608.5634 4 2430.2245 -0.0006 31.97 R S 0

7832 RNMINVALNNGTLQHPVK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 66 673.7023 3 2018.0851 0.0009 38.27 R G 0

7833 RNNVVVSR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 48 472.2752 2 942.5358 -0.0001 17.44 K R 0

7834 RNVEDLSEVALR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 43 467.5875 3 1399.7407 -0.0013 36.63 R Q 0

7835 RNVVLSR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 52 422.2616 2 842.5086 0.0000 19.36 R M 0

7836 RNYGSLIGEATAER JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 57 768.8917 2 1535.7688 -0.0003 36.30 R I 0

7837 RPALILMDELAHSNAPGSR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 25 683.3620 3 2047.0642 0.0011 46.34 R H 0

7838 RPDGSVIR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 39 450.2564 2 898.4982 -0.0002 18.98 R F 0

7839 RPDGSVNVR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 27 500.2700 2 998.5254 -0.0003 17.98 R R 0

7840 RPDLMIDGPLQYDAAVMADVAK JW2294 ECK2291 pta phosphate acetyltransferase 106 797.0681 3 2388.1825 0.0009 61.65 K S 0

7841 RPEITLVTNK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 41 585.8456 2 1169.6766 -0.0002 28.78 K Q 0

7842 RPETEAVSMLLEQAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 77 865.4487 2 1728.8828 0.0000 46.96 R L 0

7843 RPFDFPDSK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 23 554.7743 2 1107.5340 -0.0009 34.55 R E 0

7844 RPFRLEGVQTQDGYDEMVK JW5127 ECK0943 ymbA conserved protein 68 756.7074 3 2267.1004 0.0000 39.38 K V 0

7845 RPHFDAGR JW2965 ECK2991 hybO hydrogenase 2, small subunit 24 478.2465 2 954.4784 0.0000 18.13 R F 0

7846 RPIQDLEHEPIKPLDNSEK JW3490 ECK3507 yhjD conserved inner membrane protein 47 753.3975 3 2257.1707 0.0003 32.99 K G 0

7847 RPKEPAILAEISGIVSFGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 79 671.3898 3 2011.1476 0.0011 63.27 R E 0

7848 RPKEPAILAEISGIVSFGKETK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 61 593.3404 4 2369.3325 0.0008 58.50 R G 0

7849 RPLSWVVGDQGVYR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 72 816.4357 2 1630.8568 -0.0012 42.91 R A 0

7850 RPLVVMSPK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 41 513.8091 2 1025.6036 -0.0019 26.18 R S 0

7851 RPPGTLR JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 23 398.7430 2 795.4714 0.0000 16.86 K T 0

7852 RPQVLDVPYLLSIQLDSFQK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 63 1180.1528 2 2358.2910 -0.0037 68.58 K F 0

7853 RPSLALTANSSTVNISELSAFTEK JW3630 ECK3645 yicH conserved protein 94 1268.6663 2 2535.3180 0.0000 54.09 R G 0

7854 RPTRPADFDAR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 40 651.3391 2 1300.6636 0.0000 21.22 R M 0

7855 RPTTEPLKEVQFK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 56 786.9405 2 1571.8664 -0.0007 31.47 K A 0

7856 RQDIESNLQYDAGDKGIYR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 64 747.7012 3 2240.0818 -0.0005 36.91 K H 0

7857 RQDLVYEKEDLLISGPGK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 64 687.3722 3 2059.0948 0.0000 41.87 K Y 0

7858 RQGIAGVK JW1241 ECK1243 cls cardiolipin synthase 1 27 414.7560 2 827.4974 -0.0003 18.08 R G 0

7859 RQLIGQVK JW1315 ECK1318 ycjF conserved inner membrane protein 47 471.2979 2 940.5812 -0.0005 22.16 R E 0

7860 RRDDTAVPLLAPNQDIYLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 87 742.7387 3 2225.1943 0.0025 46.68 R E 0

7861 RSANFIAR JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 25 467.7642 2 933.5138 -0.0007 22.00 R L 0

7862 RSAVNAIETR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 32 558.8095 2 1115.6044 -0.0003 21.38 K Q 0

7863 RSGFLIPNAK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 38 551.8224 2 1101.6302 0.0008 31.92 R Y 0

7864 RSIGSLAKPATYLTALSQPK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 67 701.4036 3 2101.1890 -0.0006 45.41 R I 0

7865 RSMVMTEAQK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 41 590.7941 2 1179.5736 -0.0003 20.65 R E 0

7866 RSPEWSAFGIRPPLR JW4359 ECK4388 rob DNA-binding transcriptional activator 40 590.3246 3 1767.9520 -0.0011 45.60 R L 0

7867 RSQILDEAK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 35 530.2932 2 1058.5718 -0.0002 20.86 R A 0

7868 RSQILDEAKAEAEQER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 47 624.9848 3 1871.9326 -0.0011 34.39 R T 0

7869 RSVNMEPK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 29 480.7502 2 959.4858 0.0000 16.03 R L 0

7870 RTDAQNTAAYIGNGDR JW2203 ECK2207 ompC outer membrane porin protein C 74 861.9114 2 1721.8082 0.0002 24.92 K A 0

7871 RTDAQNTAAYIGNGDRAETYTGGLK JW2203 ECK2207 ompC outer membrane porin protein C 56 1322.1410 2 2642.2674 -0.0010 35.80 K Y 0

7872 RTDIVETLFGIR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 63 710.4015 2 1418.7884 0.0002 58.32 K E 0

7873 RTEPAAPVASTK JW3351 ECK3375 damX predicted protein 39 614.3380 2 1226.6614 -0.0005 18.68 K A 0

7874 RTEPAAPVASTKAPAATSTPAPK JW3351 ECK3375 damX predicted protein 61 740.7366 3 2219.1880 -0.0029 23.78 K E 0

7875 RTFNIPGGK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 45 495.2802 2 988.5458 0.0005 27.98 K G 0

7876 RTIQVLQR JW2573 ECK2590 clpB protein disaggregation chaperone 42 507.3143 2 1012.6140 -0.0001 24.75 R R 0

7877 RTMATFR JW1411 ECK1407 ydcF conserved protein 32 441.7344 2 881.4542 0.0001 21.47 R R 0

7878 RTSHITVVVSDR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 40 457.2556 3 1368.7450 -0.0025 23.13 K - 0

7879 RTYIGSMPGK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 31 555.2922 2 1108.5698 -0.0001 26.06 R L 0

7880 RVAFENIEDAAR JW1615 ECK1618 add adenosine deaminase 53 695.8570 2 1389.6994 -0.0006 35.08 R H 0

7881 RVDFSLAR JW1963 ECK1977 amn AMP nucleosidase 42 482.2723 2 962.5300 0.0003 32.04 R L 0

7882 RVDYSGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 38 426.7195 2 851.4244 -0.0005 14.15 K S 0

7883 RVEIEVK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 36 436.7637 2 871.5128 0.0001 19.76 R G 0

7884 RVEITGPVER JW3974 ECK4006 aceB malate synthase A 60 578.3273 2 1154.6400 -0.0008 24.89 R K 0

7885 RVEITLSPL JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 46 514.3115 2 1026.6084 0.0012 46.80 R - 0

7886 RVEVNVR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 44 436.2588 2 870.5030 -0.0004 19.85 K R 0

7887 RVFAYATHPIFSGNAANNLR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 62 740.3868 3 2218.1386 -0.0010 40.06 K N 0

7888 RVGDLAR JW2573 ECK2590 clpB protein disaggregation chaperone 13 393.7326 2 785.4506 -0.0002 17.80 R M 0

7889 RVGGSTYQVPVEVRPVR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 25 950.0315 2 1898.0484 -0.0002 32.72 R R 0

7890 RVGGSTYQVPVEVRPVRR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 36 514.5443 4 2054.1481 -0.0019 30.64 R N 0

7891 RVGNQLGLR JW2766 ECK2790 ygdH conserved protein 41 506.8040 2 1011.5934 -0.0004 23.69 R E 0

7892 RVGTSMLTR JW5403 ECK2507 der predicted GTP-binding protein 23 510.7844 2 1019.5542 -0.0004 24.20 R I 0

7893 RVGYLVVSTDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 40 422.2386 3 1263.6940 0.0004 31.73 K G 0

7894 RVLALDMGALVAGAK JW2573 ECK2590 clpB protein disaggregation chaperone 34 742.9350 2 1483.8554 0.0011 50.54 R Y 0

7895 RVLQNHLR JW2635 ECK2654 ygaF predicted enzyme 25 345.8771 3 1034.6095 -0.0001 18.84 R S 0

7896 RVPHIGDVVLAIGNPYNLGQTITQGIISATGR JW3204 ECK3224 degS serine endoprotease, periplasmic 156 1110.9475 3 3329.8207 -0.0002 74.96 R I 0

7897 RVPIPIISR JW4299 ECK4327 yjiN conserved inner membrane protein 34 525.8422 2 1049.6698 -0.0011 38.02 R H 0

7898 RVPLAPDIDAAIIAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 58 795.9701 2 1589.9256 0.0003 47.69 R G 0

7899 RVPLGNANLIGR JW2660 ECK2679 emrA multidrug efflux system 57 640.3830 2 1278.7514 -0.0006 34.12 R E 0

7900 RVPLGNANLIGREELQHAR JW2660 ECK2679 emrA multidrug efflux system 68 536.5509 4 2142.1745 -0.0025 34.31 R D 0

7901 RVSAALDKVGLLDK JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 19 495.6310 3 1483.8712 -0.0010 36.59 R A 0

7902 RVSQASDSYYYR JW2261 ECK2260 elaB conserved protein 47 747.8523 2 1493.6900 0.0000 24.88 K A 0

7903 RVTDTLNR JW4201 ECK4237 mgtA magnesium transporter 25 487.7722 2 973.5298 -0.0007 19.66 K Q 0

7904 RVTTAFTFIK JW3119 ECK3138 yraP predicted protein 35 592.3448 2 1182.6750 -0.0010 40.91 K - 0

7905 RVVAVTACPTGVAHTFMAAEAIETEAK 57.021465@C:8 JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 43 708.3611 4 2829.4153 -0.0001 49.63 K K 0

7906 RVVEPLITLAK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 43 619.8950 2 1237.7754 -0.0004 38.35 R T 0

7907 RVVINKDTTTIIDGVGEEAAIQGR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 81 852.4642 3 2554.3708 -0.0006 45.43 K V 0

7908 RVVLPEGEEAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 58 627.8428 2 1253.6710 -0.0018 24.62 K V 0

7909 RVVMCSGK 57.021465@C:5 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 24 468.7412 2 935.4678 -0.0003 17.15 K V 0

7910 RVVSMVEFEK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 50 408.5532 3 1222.6378 -0.0003 33.31 K A 0

7911 RVYAAQSTHLPLK JW3262 ECK3287 secY preprotein translocase membrane subunit 28 742.4217 2 1482.8288 -0.0018 26.73 R V 0

7912 RWNGVTVTPK JW2992 ECK3015 ygiW conserved protein 20 579.3249 2 1156.6352 -0.0001 26.86 K D 0

7913 RWNQSTR JW1897 ECK1911 pgsA phosphatidylglycerophosphate synthetase 27 474.2437 2 946.4728 -0.0004 16.80 R F 0

7914 RWSDGLHQAVEAK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 45 748.8834 2 1495.7522 -0.0010 30.30 R E 0

7915 RWSGEMSEIASGVLR JW0945 ECK0953 helD DNA helicase IV 14 559.9500 3 1676.8282 -0.0022 36.25 R Q 0

7916 RWSQGLDFEHYSR JW1970 ECK1987 cobS cobalamin 5'-phosphate synthase 15 560.9340 3 1679.7802 -0.0002 38.94 R G 0

7917 RWSTFFAEQR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 18 664.3301 2 1326.6456 -0.0013 40.98 R I 0

7918 RYAEIADHLGLSAPGDR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 32 614.3145 3 1839.9217 -0.0010 39.48 R T 0

7919 RYAGVGDIIK JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 35 546.3128 2 1090.6110 -0.0025 33.87 R I 0

7920 RYEGEIIQSDRPGENILLFK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 21 793.0881 3 2376.2425 -0.0014 47.42 R R 0

7921 RYEGEIIQSDRPGENILLFKR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 51 634.0930 4 2532.3429 -0.0020 43.31 R A 0

7922 RYGADIYDIYGQVIEGQGR JW2504 ECK2516 yfhM conserved protein 39 725.0281 3 2172.0625 0.0024 54.71 K L 0

7923 RYGIEKPYEK JW1117 ECK1117 purB adenylosuccinate lyase 13 428.2304 3 1281.6694 -0.0023 22.79 R L 0

7924 RYILAPK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 13 430.7712 2 859.5278 0.0000 25.35 R G 0

7925 RYLGTIMSPWAAK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 22 498.6024 3 1492.7854 -0.0008 44.61 R R 0

7926 RYLGTWYEIAR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 43 714.3747 2 1426.7348 -0.0008 42.91 K F 0

7927 RYMAPQR JW1336 ECK1339 ydaN predicted Zn(II) transporter 40 461.2398 2 920.4650 0.0000 18.18 R D 0

7928 RYSQTGTLK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 25 527.2881 2 1052.5616 0.0003 17.79 K F 0

7929 RYTPNVADATEAQIQQATK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 47 702.3590 3 2104.0552 0.0003 39.53 K D 0

7930 RYVESQVYQGVVENLASEQAAR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 68 832.7544 3 2495.2414 0.0009 47.60 R M 0

7931 SAADRDAAFEK JW5503 ECK3026 tolC transport channel 35 590.7829 2 1179.5512 -0.0008 19.71 K I 0

7932 SAADRDAAFEKINEAR JW5503 ECK3026 tolC transport channel 55 588.6270 3 1762.8592 -0.0007 29.12 K S 0

7933 SADASLADMNDPSLITVR 15.994915@M:9 JW3775 ECK3797 hemX uroporphyrinogen III methylase 130 946.4588 2 1890.9030 0.0038 41.79 K R 0

7934 SADASLADMNDPSLITVRR 15.994915@M:9 JW3775 ECK3797 hemX uroporphyrinogen III methylase 61 683.3402 3 2046.9988 -0.0017 37.32 K A 0
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7935 SADIQTPAPAANTSISATQQPAIQQPNVSGTVWIR JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 27 1206.9544 3 3617.8414 -0.0024 51.98 K Q 0

7936 SADLISIGPMLQGMR JW2294 ECK2291 pta phosphate acetyltransferase 36 794.9127 2 1587.8108 -0.0005 59.60 R K 0

7937 SADSSYLAGPDDIYVSPSQIR JW3756 ECK3775 rho transcription termination factor 58 1121.0379 2 2240.0612 0.0015 49.90 R R 0

7938 SAEALQWDLSFR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 94 711.8544 2 1421.6942 0.0004 54.91 K L 0

7939 SAECTTAYNNALK 57.021465@C:4 JW5927 ECK3028 ygiB conserved outer membrane protein 23 721.8335 2 1441.6524 0.0017 26.34 K E 0

7940 SAECTTAYNNALKEAER 57.021465@C:4 JW5927 ECK3028 ygiB conserved outer membrane protein 18 643.2989 3 1926.8749 0.0007 32.83 K T 0

7941 SAEHVLTMLNEHEVK JW3841 ECK3863 glnA glutamine synthetase 35 579.6262 3 1735.8568 0.0004 36.48 M F 0

7942 SAELLDTMAHDYR JW5539 ECK3222 yhcB conserved protein 97 761.3526 2 1520.6906 -0.0022 41.17 R Q 0

7943 SAETLSGGEAQR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 32 603.2914 2 1204.5682 -0.0001 20.20 R I 0

7944 SAEVIQIQAQR JW3564 ECK3580 selA selenocysteine synthase 61 621.8440 2 1241.6734 0.0006 30.68 R L 0

7945 SAFDEFSTPAAR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 56 649.8039 2 1297.5932 -0.0007 41.33 K K 0

7946 SAGGIVLTGSAAAK JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 44 601.8392 2 1201.6638 -0.0027 31.53 K S 0

7947 SAGTITLHGK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 40 492.7772 2 983.5398 -0.0001 19.75 K Q 0

7948 SAGTYVQIVAR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 85 582.8220 2 1163.6294 -0.0004 34.38 R D 0

7949 SAGVAPEAILAGVINAMAR JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 42 604.3335 3 1809.9787 0.0016 79.49 R R 0

7950 SAIGAGLGSLVGAGIGALSSSK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 75 937.0230 2 1872.0314 -0.0001 65.19 K K 0

7951 SAIGAGLGSLVGAGIGALSSSKK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 126 1001.0714 2 2000.1282 0.0016 60.26 K D 0

7952 SAIGLGLLLSEGIGDTLR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 84 893.0100 2 1784.0054 0.0012 72.31 K V 0

7953 SAIGRLPK JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 27 421.2667 2 840.5188 0.0008 22.48 R H 0

7954 SALNTNIFGEPGWQGTGWR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 47 1046.0047 2 2089.9948 -0.0022 57.34 K A 0

7955 SALQYAASVAGLMITTECMVTDLPK 57.021465@C:18 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 98 1335.6642 2 2669.3138 0.0024 80.56 R N 0

7956 SALVIQTLANGAVR JW5100 ECK0729 tolB periplasmic protein 94 706.9153 2 1411.8160 0.0013 47.39 R Q 0

7957 SAMEPVWNGK 15.994915@M:3 JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 46 567.7659 2 1133.5172 -0.0002 26.75 K E 0

7958 SAMEPVWNGKEFVPR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 14 582.9590 3 1745.8552 -0.0007 42.19 K L 0

7959 SAMRDVVSK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 29 496.7631 2 991.5116 -0.0004 19.35 K V 0

7960 SAMVLEDLIGQFLYGSK 15.994915@M:3 JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 75 629.6575 3 1885.9507 0.0012 80.05 K G 0

7961 SAMVLEDLIGQFLYGSKGDDNK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 114 800.7306 3 2399.1700 0.0020 79.94 K N 0

7962 SANAETQTPQQPVKK JW2660 ECK2679 emrA multidrug efflux system 52 813.9253 2 1625.8360 -0.0013 18.33 M S 0

7963 SANIALVLYK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 24 546.3270 2 1090.6394 0.0008 44.53 R D 0

7964 SANMTLEQLESLNAEQK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 87 953.4658 2 1904.9170 0.0022 47.46 R A 0

7965 SAPSSHYTLQLSSSSNYDNLNGWAK JW3351 ECK3375 damX predicted protein 58 909.7594 3 2726.2564 -0.0008 46.81 K K 0

7966 SAPSSHYTLQLSSSSNYDNLNGWAKK JW3351 ECK3375 damX predicted protein 15 714.5948 4 2854.3501 -0.0021 43.56 K E 0

7967 SAPTGSINMISK JW0790 ECK0794 fiu predicted iron outer membrane transporter 78 603.3131 2 1204.6116 -0.0005 33.45 R Q 0

7968 SAQGTAGPDFR JW3116 ECK3135 yraM conserved protein 67 553.7650 2 1105.5154 0.0002 23.76 R L 0

7969 SAQPAWDAYMK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 28 634.2941 2 1266.5736 0.0034 41.49 K A 0

7970 SASDVAAFLGGDRPVTVVNPPAMR JW1645 ECK1649 lhr predicted ATP-dependent helicase 23 809.7548 3 2426.2426 0.0048 80.59 R H 0

7971 SASLAYQNAVTAVSEGKPDSIPAAEK JW2497 ECK2509 yfgM conserved protein 70 868.7770 3 2603.3092 0.0015 45.19 R F 0

7972 SATDAANAAQNR JW2462 ECK2473 nlpB lipoprotein 33 595.2813 2 1188.5480 -0.0003 17.70 K A 0

7973 SATDVPAEELPDSEMFLLGRPMLQAR 15.994915@M:22 JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 64 963.8084 3 2888.4034 -0.0015 59.90 R L 0

7974 SATNGLTPAPQAR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 40 642.3381 2 1282.6616 -0.0013 25.11 R D 0

7975 SATNSITPPSQVR JW1471 ECK1469 fdnH formate dehydrogenase-N, Fe-S (beta) subunit, nitrate-inducible 33 679.3573 2 1356.7000 0.0003 28.72 R D 0

7976 SAVEPFIRDDMSPAAR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 32 587.9575 3 1760.8507 -0.0008 39.89 K E 0

7977 SAVEQQMNELLAEYLLENPTDAK JW5625 ECK3691 gyrB DNA gyrase, subunit B 49 1303.6365 2 2605.2584 0.0003 70.27 K I 0

7978 SAVNAIETR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 64 480.7580 2 959.5014 -0.0021 25.36 R Q 0

7979 SAVYGSDAIGGVVNIITTR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 117 947.0079 2 1892.0012 0.0008 62.19 R D 0

7980 SAWEAGVK JW2497 ECK2509 yfgM conserved protein 70 424.2190 2 846.4234 -0.0001 24.28 R S 0

7981 SAWEAGVKSDVTPALSEMMQMK JW2497 ECK2509 yfgM conserved protein 27 799.3823 3 2395.1251 0.0028 56.59 R I 0

7982 SAYPDPQALIGR JW2101 ECK2107 metG methionyl-tRNA synthetase 25 644.3374 2 1286.6602 -0.0016 46.65 R H 0

7983 SCSCCTAILPADEPVCPR 57.021465@C:2,57.021465@C:4,57.021465@C:5,57.021465@C:16 JW0933 ECK0941 pqiA paraquat-inducible membrane protein A 44 1046.9509 2 2091.8872 0.0026 38.73 R C 0

7984 SCTVLFGTSTFLGHYAR 57.021465@C:2 JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 26 639.6492 3 1915.9258 0.0006 52.52 R F 0

7985 SDALGLMQVVQHTAGK JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 105 827.9309 2 1653.8472 -0.0035 50.48 R D 0

7986 SDASKGEALVLFTTDNELTR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 49 723.0348 3 2166.0826 0.0021 51.83 K D 0

7987 SDDAVGGNAMAVASLEFITPTPFISDK JW0172 ECK0176 yaeT conserved protein 20 1377.1744 2 2752.3342 0.0077 72.46 K Y 0

7988 SDDNSQFGR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 48 513.2179 2 1024.4212 0.0002 19.26 R H 0

7989 SDDTHNHSVLFNR JW2876 ECK2903 pepP proline aminopeptidase P II 34 514.5742 3 1540.7008 -0.0011 26.83 K V 0

7990 SDEEQTSTTTDTPATPAR JW0636 ECK0634 rlpB minor lipoprotein 91 954.4266 2 1906.8386 -0.0006 21.79 R V 0

7991 SDEVLSDR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 51 460.7196 2 919.4246 -0.0001 22.06 K V 0

7992 SDEVLSDRVNASTLKEPEEIK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 15 590.5552 4 2358.1917 0.0002 39.77 K L 0

7993 SDFAQMLDAHANFLR JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 95 868.4148 2 1734.8150 0.0003 55.91 R S 0

7994 SDIALIQIQNPK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 36 670.3827 2 1338.7508 0.0002 42.79 R N 0

7995 SDILNAVGITLDETTTR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 125 909.9761 2 1817.9376 0.0005 60.92 R E 0

7996 SDIQMIFQDPLASLNPR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 61 972.9967 2 1943.9788 0.0013 67.41 R M 0

7997 SDLALELDGAK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 57 566.2982 2 1130.5818 -0.0001 40.01 R N 0

7998 SDLFPDEIYVFTPEGR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 73 942.9537 2 1883.8928 -0.0013 65.02 K I 0

7999 SDLVNDGK JW1606 ECK1609 ydgA conserved protein 43 424.2115 2 846.4084 0.0002 19.02 K T 0

8000 SDNGASNLLR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 53 523.7646 2 1045.5146 -0.0006 26.47 K L 0

8001 SDNLKTEMDEYIR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 63 807.3770 2 1612.7394 -0.0009 42.55 K N 0

8002 SDNYPLR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 26 432.7139 2 863.4132 -0.0004 25.14 K E 0

8003 SDPLEGFNR JW2343 ECK2340 vacJ predicted lipoprotein 13 517.7488 2 1033.4830 0.0002 36.42 R T 0

8004 SDQLLAMVGPGLMLWAPR JW0902 ECK0910 ycbJ conserved protein 41 652.3468 3 1954.0186 0.0017 75.45 R E 0

8005 SDSIVQPR JW0769 ECK0775 ybhL predicted inner membrane protein 48 451.2405 2 900.4664 0.0000 22.06 R A 0

8006 SDSPVTRVMFNPGDTITSHDGWQMQVEEVK 15.994915@M:9,15.994915@M:24 JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 15 856.3950 4 3421.5509 -0.0048 79.74 R E 0

8007 SDSQTLVVK JW0232 ECK0243 proB gamma-glutamate kinase 49 488.7692 2 975.5238 0.0001 23.44 M L 0

8008 SDSVAALQR JW0473 ECK0478 copA copper transporter 71 473.7512 2 945.4878 -0.0001 21.90 R L 0

8009 SDVLFNFNK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 64 542.2778 2 1082.5410 0.0014 44.62 K A 0

8010 SDVMVVGFDGTPDGEK JW3730 ECK3745 rbsB D-ribose transporter subunit -!- periplasmic-binding compoent of ABC superfamily 59 826.8769 2 1651.7392 -0.0007 43.85 K A 0

8011 SDVPDNVIGDPLR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 47 698.8574 2 1395.7002 0.0008 45.99 K L 0

8012 SDVQAAKDDAAR JW1667 ECK1673 lpp murein lipoprotein 19 623.8051 2 1245.5956 0.0008 17.38 R A 0

8013 SDVTPALSEMMQMK JW2497 ECK2509 yfgM conserved protein 86 784.3620 2 1566.7094 0.0002 54.93 K I 0

8014 SDWLTSHIDENNK JW1490 ECK1489 yddB predicted porin protein 25 520.2428 3 1557.7066 0.0006 40.52 R S 0

8015 SDYPNQVNNVLCFPFIFR 57.021465@C:12 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 61 1115.5417 2 2229.0688 0.0011 71.89 R G 0

8016 SEANAQATNAVIPPAR JW5633 ECK3680 yidQ conserved outer membrane protein 27 805.4181 2 1608.8216 -0.0002 28.49 K M 0

8017 SEANAQATNAVIPPARMPDN JW5633 ECK3680 yidQ conserved outer membrane protein 38 1034.0017 2 2065.9888 0.0037 36.56 K - 0

8018 SEDAPVAPR JW2049 ECK2058 asmA predicted assembly protein 65 471.2377 2 940.4608 -0.0005 20.16 R D 0

8019 SEDQVELVEK JW1268 ECK1271 acnA aconitate hydratase 1 47 588.2934 2 1174.5722 0.0005 28.45 R Y 0

8020 SEEEMCELFADIPEALANTVEIAKR 57.021465@C:6 JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 41 955.7943 3 2864.3611 0.0040 78.30 R C 0

8021 SEEGIVLVTR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 93 551.8086 2 1101.6026 -0.0003 35.58 R E 0

8022 SEFAENDAYVHATPLIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 77 966.9764 2 1931.9382 0.0006 42.45 K R 0

8023 SEFAENDAYVHATPLIRR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 65 697.0201 3 2088.0385 -0.0003 39.53 K L 0

8024 SEFITVARPYAK JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 58 691.3768 2 1380.7390 -0.0011 34.63 M A 0

8025 SEFLIEK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 20 433.2369 2 864.4592 0.0000 34.29 R G 0

8026 SEHTDTLVYNPEGALSYR JW3166 ECK3188 yrbK conserved protein 27 684.6602 3 2050.9588 -0.0007 44.46 K L 0

8027 SEIGRLDVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 36 508.7909 2 1015.5672 0.0010 25.94 R D 0

8028 SEIGRLDVKDIVTDSR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 28 601.6582 3 1801.9528 -0.0006 42.05 R G 0

8029 SEIIGIDINDDWK JW5415 ECK2609 yfjD predicted inner membrane protein 98 759.3780 2 1516.7414 0.0006 57.36 R S 0

8030 SEIPAEVIEQLVFGQVVQMPEAPNIAR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 90 988.8559 3 2963.5459 0.0032 80.36 R E 0

8031 SEKPAIVGEPEMPSTIADVAQEK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 67 809.4090 3 2425.2052 0.0004 47.17 R G 0

8032 SELEAFEVALENVRPTVEVK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 101 753.7356 3 2258.1850 0.0056 63.50 K S 0

8033 SELLDSR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 35 410.2139 2 818.4132 -0.0002 25.26 R F JW3485

8034 SELLDSRFGAK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 50 611.8233 2 1221.6320 -0.0032 34.85 R S JW3485

8035 SELSQLSPQPLWDIFAK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 21 980.0145 2 1958.0144 -0.0004 70.11 M I 0

8036 SELSQSEQQR JW1298 ECK1300 pspB transcriptional regulator of psp operon 59 596.2829 2 1190.5512 -0.0015 19.79 R L 0

8037 SELVNVAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 27 430.2479 2 858.4812 0.0001 25.71 K K 0

8038 SENIQHTLYK JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 20 411.5472 3 1231.6198 0.0001 25.31 R G 0

8039 SEPMLNDTESYFNTAIK JW3997 ECK4029 malM maltose regulon periplasmic protein 52 980.4553 2 1958.8960 0.0029 53.52 K N 0

8040 SEQLTDQVLVER JW2557 ECK2571 rpoE RNA polymerase, sigma 24 (sigma E) factor 76 708.8701 2 1415.7256 0.0001 39.88 M V 0

8041 SEQLVTPENVTTK JW2501 ECK2513 yfgB predicted enzyme 28 723.3776 2 1444.7406 -0.0003 31.23 M D 0

8042 SERAELYHLR JW4026 ECK4058 yjcE predicted cation/proton antiporter 23 425.2260 3 1272.6562 -0.0011 26.78 R A 0

8043 SEVAVPGIDASTFDGIIQK JW1477 ECK1476 osmC osmotically inducible, stress-inducible membrane protein 27 974.0062 2 1945.9978 -0.0019 59.32 K A 0

8044 SEVKIDFK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 15 483.2689 2 964.5232 0.0004 31.35 R G 0

8045 SEVLAVPLQPTLQQEVILAR JW3132 ECK3151 nlpI conserved protein 29 1102.6353 2 2203.2560 -0.0016 61.92 K M 0

8046 SEVLTHIGNEMLAK JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 56 771.4020 2 1540.7894 -0.0024 40.67 R G 0

8047 SEVNLGAGEAGSVTIPR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 109 828.9315 2 1655.8484 0.0006 41.08 K G 0

8048 SFDEDVDYYVPVAEIEK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 21 1009.4680 2 2016.9214 0.0011 57.78 K L 0

8049 SFDFILNTVAAPHNLDDFTTLLKR JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 31 687.8649 4 2747.4305 0.0023 71.12 K D 0

8050 SFDIAKYPTLALVDSTQELR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 46 756.4033 3 2266.1881 0.0035 62.05 M L 0

8051 SFFDGVK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 13 400.2029 2 798.3912 0.0001 38.23 K K 0

8052 SFFDGVKK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 24 309.8363 3 926.4871 0.0010 31.33 K F 0

8053 SFFDNPQMALAK JW0636 ECK0634 rlpB minor lipoprotein 35 684.8349 2 1367.6552 0.0009 50.06 R D 0

8054 SFFDNPQMALAKDNEQDMIVK 15.994915@M:18 JW0636 ECK0634 rlpB minor lipoprotein 58 819.7186 3 2456.1340 -0.0011 51.07 R E 0

8055 SFFDNPQMALAKDNEQDMIVKEMYDR JW0636 ECK0634 rlpB minor lipoprotein 51 1045.8128 3 3134.4166 0.0020 58.44 R A 0

8056 SFFENDLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 37 514.2463 2 1026.4780 0.0010 40.70 R F 0

8057 SFFQVSDFIAPLIPFGLGAGR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 67 747.0692 3 2238.1858 0.0021 80.29 R L 0

8058 SFGAPTITK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 33 461.2557 2 920.4968 0.0002 30.27 K D 0
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8059 SFGDIPLVHGMPFISGIGIEALQNK JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 82 880.7999 3 2639.3779 -0.0003 71.30 R I 0

8060 SFLDASPDLVFYR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 50 765.3856 2 1528.7566 0.0004 60.63 R N 0

8061 SFLESLGSDQAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 21 641.3198 2 1280.6250 0.0003 42.23 K D 0

8062 SFLVNVEKV JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 35 517.7979 2 1033.5812 0.0004 44.66 K - 0

8063 SFLVSEKN JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 44 462.2454 2 922.4762 0.0003 29.25 K - 0

8064 SFSHQAGASSKQPALGYLN JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 37 654.9937 3 1961.9593 -0.0004 34.95 R - 0

8065 SFTFVTK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 28 415.2262 2 828.4378 -0.0004 36.40 R T 0

8066 SFTHLAPIHGTHIVER JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 37 454.4968 4 1813.9581 -0.0007 31.79 K N 0

8067 SFTMSNPNR JW0915 ECK0923 pepN aminopeptidase N 14 527.2422 2 1052.4698 -0.0011 25.51 R I 0

8068 SFTVDGVVTLVGGR JW5150 ECK1032 ymdC predicted hydrolase 92 703.8855 2 1405.7564 -0.0001 56.35 K N 0

8069 SFVAVHNQPGLYVGQQAR JW3474 ECK3490 slp outer membrane lipoprotein 65 657.6780 3 1970.0122 -0.0002 36.60 K F 0

8070 SFVDALEYK JW5062 ECK0451 ylaB conserved inner membrane protein 24 536.2727 2 1070.5308 0.0024 45.83 K N 0

8071 SFWLGLTR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 46 490.2715 2 978.5284 -0.0002 52.64 R G 0

8072 SFYFDTNVAYSVAQQNDWEATDPAFR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 52 1014.7905 3 3041.3497 0.0029 65.32 K E 0

8073 SFYMCACR 57.021465@C:5,57.021465@C:7 JW4340 ECK4369 yjjU predicted esterase 31 547.7140 2 1093.4134 -0.0008 32.96 K Q 0

8074 SGAFVPGIRPGEQTAK JW3262 ECK3287 secY preprotein translocase membrane subunit 33 538.9574 3 1613.8504 -0.0022 32.36 K Y 0

8075 SGALAGTVLNDANNQAK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 65 822.4210 2 1642.8274 0.0000 35.73 K A 0

8076 SGALQEQVANK JW2101 ECK2107 metG methionyl-tRNA synthetase 66 572.8013 2 1143.5880 -0.0004 22.01 R M 0

8077 SGALTVSEIAAAGLPALFVPFQHK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 77 1212.6681 2 2423.3216 0.0003 72.22 R D 0

8078 SGAMSTANNNVGGAAPGK JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 26 802.3783 2 1602.7420 0.0001 22.06 R S 0

8079 SGAPDDESTELGPLSSLAHLER JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 85 761.0366 3 2280.0880 0.0009 54.99 K V 0

8080 SGASVGIDDMVIPEK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 37 759.3774 2 1516.7402 -0.0040 47.16 R K 0

8081 SGASVGIDDMVIPEKK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 70 823.4266 2 1644.8386 -0.0006 39.27 R H 0

8082 SGAVDVIVVDSVAALTPK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 98 580.9967 3 1739.9683 0.0014 66.40 R A 0

8083 SGCLAVIEEVMLDEPQYWK 57.021465@C:3 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 98 756.3625 3 2266.0657 0.0006 71.58 R K 0

8084 SGCLAVIEEVMLDEPQYWKK 57.021465@C:3 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 72 799.0613 3 2394.1621 0.0021 67.53 R Y 0

8085 SGDLVLVWLQVK JW2504 ECK2516 yfhM conserved protein 63 678.8985 2 1355.7824 0.0012 66.67 R A 0

8086 SGDNDSADYALVWHPPVEMLAGR JW5146 ECK1019 ycdW 2-ketoacid reductase 128 834.0571 3 2499.1495 0.0004 59.99 K D 0

8087 SGDNIILNMPNNVTFDSSSATLKPAGANTLTGVAMVLK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 61 1287.9957 3 3860.9653 0.0001 64.69 R E 0

8088 SGDTLSAISK JW2640 ECK2659 ygaU predicted protein 46 489.7591 2 977.5036 0.0007 25.23 K Q 0

8089 SGDTYLHTVPK JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 46 406.5434 3 1216.6084 -0.0005 25.63 K Y 0

8090 SGDVLAGVAAASSQER JW2434 ECK2436 eutB ethanolamine ammonia-lyase, large subunit, heavy chain 55 759.3812 2 1516.7478 -0.0002 40.58 R V 0

8091 SGEDIFGDGVLEILQDGFGFLR JW3756 ECK3775 rho transcription termination factor 58 1192.5929 2 2383.1712 0.0017 80.86 K S 0

8092 SGEGLYFIDKELSTLDTQN JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 74 1065.5154 2 2129.0162 -0.0001 65.20 K - 0

8093 SGEIDMTNNSMPIELFQK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 101 1027.4829 2 2052.9512 0.0016 59.69 R L 0

8094 SGEPLIR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 24 386.2216 2 770.4286 0.0000 25.11 K K 0

8095 SGERLPTLTADQK JW5655 ECK3541 yiaF conserved protein 36 708.3787 2 1414.7428 0.0013 29.36 R K 0

8096 SGERLPTLTADQKK JW5655 ECK3541 yiaF conserved protein 48 772.4260 2 1542.8374 0.0009 26.59 R Q 0

8097 SGETEDATIADLAVGTAAGQIK JW2750 ECK2773 eno enolase 54 1059.5322 2 2117.0498 0.0011 54.71 R T 0

8098 SGFDPQAMPTFLEK JW2479 ECK2490 yfgC predicted peptidase 57 784.3769 2 1566.7392 0.0004 55.36 R L 0

8099 SGFLGITDCPLLR 57.021465@C:9 JW5298 ECK1825 yobH predicted protein 77 724.8827 2 1447.7508 0.0015 60.29 K K 0

8100 SGFLIPNAK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 29 473.7703 2 945.5260 -0.0024 38.81 R Y 0

8101 SGFPDLLVDTLLATEDR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 91 931.4815 2 1860.9484 0.0015 79.60 R H 0

8102 SGFQYHGR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 32 476.2258 2 950.4370 0.0011 20.42 R V 0

8103 SGFYYFAQGWK JW2406 ECK2408 cysZ predicted inner membrane protein 23 677.3174 2 1352.6202 0.0013 53.61 R L 0

8104 SGGLVVNDIAQLAGMSEQEIALAAEAAR JW1531 ECK1531 dcp dipeptidyl carboxypeptidase II 57 928.8125 3 2783.4157 0.0034 79.99 K E 0

8105 SGGVTFAARPQDHSQK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 37 562.6169 3 1684.8289 0.0007 22.29 R V 0

8106 SGIGWTGSGGEQQCFQTTGAQSK 57.021465@C:14 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 149 1186.5325 2 2371.0504 0.0006 38.19 R Y 0

8107 SGIQLAELDELAAAVAELPR JW2918 ECK2946 yggS predicted enzyme 54 689.3763 3 2065.1071 0.0017 79.81 K L 0

8108 SGISFVDR JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 67 440.7294 2 879.4442 -0.0008 34.47 R S 0

8109 SGISFVDRSEVLTHIGNEMLAK JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 69 1202.1202 2 2402.2258 -0.0005 55.66 R G 0

8110 SGITFSQELK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 16 555.2949 2 1108.5752 -0.0011 39.49 R D 0

8111 SGIVVTTYEGQEPTPEDVLITDEVVSK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 37 969.1582 3 2904.4528 0.0035 58.69 R K 0

8112 SGIVVTTYEGQEPTPEDVLITDEVVSKK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 24 1011.8556 3 3032.5450 0.0006 54.02 R W 0

8113 SGKSELEAFEVALENVRPTVEVK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 97 1266.1717 2 2530.3288 0.0009 61.79 R S 0

8114 SGKVDGAWELSDNLK JW2504 ECK2516 yfhM conserved protein 85 809.9072 2 1617.7998 0.0000 41.36 K E 0

8115 SGKVDGAWELSDNLKELR JW2504 ECK2516 yfhM conserved protein 15 505.0155 4 2016.0329 0.0052 44.89 K L 0

8116 SGLASLHAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 66 456.2564 2 910.4982 -0.0002 23.32 R V 0

8117 SGLGEMK JW2635 ECK2654 ygaF predicted enzyme 51 361.1808 2 720.3470 -0.0005 21.69 R N 0

8118 SGLLEITQLQGK JW2049 ECK2058 asmA predicted assembly protein 41 643.8693 2 1285.7240 -0.0002 47.80 K L 0

8119 SGLLVMVK JW0796 ECK0800 glnH glutamine transporter subunit -!- periplasmic binding component of ABC superfamily 63 423.7592 2 845.5038 -0.0006 42.29 K A 0

8120 SGLNAENYENFIQTDAAINR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 110 1120.5332 2 2239.0518 0.0013 51.60 R G 0

8121 SGLNLEGLENFIQTDASINR JW3203 ECK3223 degQ serine endoprotease, periplasmic 116 1096.0537 2 2190.0928 0.0013 68.04 R G 0

8122 SGMPVQISSGSR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 36 603.3011 2 1204.5876 0.0007 29.45 R Q 0

8123 SGMVLLDDFGDIVLK JW3361 ECK3385 yrfF predicted inner membrane protein 105 811.4295 2 1620.8444 0.0012 72.70 K T 0

8124 SGNIDDFCR 57.021465@C:8 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 58 542.2298 2 1082.4450 -0.0001 29.12 K R 0

8125 SGNLMNWK JW0790 ECK0794 fiu predicted iron outer membrane transporter 64 475.2313 2 948.4480 -0.0006 35.62 K A 0

8126 SGNPLDSVTQMGAQVSHGQLETILNYIDIGKK JW3561 ECK3577 aldB aldehyde dehydrogenase B 92 1138.5858 3 3412.7356 0.0058 73.06 R E 0

8127 SGPCVEGGPDNVAQQFYDYR 57.021465@C:4 JW0849 ECK0856 ybjP predicted lipoprotein 102 1129.9919 2 2257.9692 -0.0006 49.18 R I 0

8128 SGPGDEFYLQAVQELVDSALAHR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 63 834.7476 3 2501.2210 0.0023 79.58 R I 0

8129 SGPGDEFYLQAVQELVDSALAHRIPR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 86 717.8713 4 2867.4561 -0.0005 75.59 R I 0

8130 SGPLAPVQAATAVEQAVPR JW5338 ECK2070 mdtA multidrug efflux system, subunit A 26 621.3423 3 1861.0051 -0.0006 54.10 R Y 0

8131 SGQIMWK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 59 425.2181 2 848.4216 0.0002 29.50 R R 0

8132 SGQIMWKR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 23 335.8477 3 1004.5213 -0.0013 25.82 R E 0

8133 SGQSVIFNESVDHGPFPLAQLK JW1606 ECK1609 ydgA conserved protein 88 1185.6080 2 2369.2014 -0.0002 55.63 K K 0

8134 SGQSVIFNESVDHGPFPLAQLKK JW1606 ECK1609 ydgA conserved protein 59 833.4395 3 2497.2967 0.0003 50.11 K L 0

8135 SGRPLAVSVPVK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 35 403.9152 3 1208.7238 -0.0002 29.50 R A 0

8136 SGSGKSSLLNALSGFLSYQGSLR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 66 777.0773 3 2328.2101 0.0025 66.64 R I 0

8137 SGSGTLTVSNTTLTQK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 67 797.9179 2 1593.8212 0.0002 30.83 K A 0

8138 SGSQLTIPQQLILPDTVR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 16 983.5518 2 1965.0890 -0.0005 58.28 K K 0

8139 SGSTDQAVRDQFNSMK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 57 885.9064 2 1769.7982 -0.0021 33.64 R K 0

8140 SGSTDQAVRDQFNSMKK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 62 949.9549 2 1897.8952 0.0000 30.47 R D 0

8141 SGTAMLVDDYGHHPTEVDATIK JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 63 786.3743 3 2356.1011 0.0007 38.42 K A 0

8142 SGTAQVFGLK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 60 504.2797 2 1006.5448 0.0000 34.98 K A 0

8143 SGTEAHAWYLDDKIDIGNWTITPGMR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 72 983.1400 3 2946.3982 0.0011 60.02 R F 0

8144 SGTEPLIR JW3143 ECK3165 glmM phosphoglucosamine mutase 32 436.7457 2 871.4768 0.0006 25.89 K V 0

8145 SGTKEEDLEPELLELLDEMDNVAR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 71 915.7771 3 2744.3095 0.0033 75.57 R E 0

8146 SGTLNIAGNHFDFTK JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 87 811.4019 2 1620.7892 -0.0003 44.62 R T 0

8147 SGTRKEELLTTQEELQK JW3756 ECK3775 rho transcription termination factor 39 664.0192 3 1989.0358 -0.0021 27.90 R M 0

8148 SGVGGGILAVVPGVMGIAAFSPPLDEDGNSVR JW0474 ECK0479 ybaS predicted glutaminase 20 1013.5257 3 3037.5553 0.0009 76.30 K G 0

8149 SGVLTGLPDAYGR JW0886 ECK0894 pflB pyruvate formate lyase I 71 653.3433 2 1304.6720 -0.0004 44.46 K G 0

8150 SGVSLEGINYLDGGISDAIPVK JW4340 ECK4369 yjjU predicted esterase 56 1102.5769 2 2203.1392 0.0021 63.56 R E 0

8151 SGVSLEGINYLDGGISDAIPVKEAAR JW4340 ECK4369 yjjU predicted esterase 74 877.7930 3 2630.3572 0.0020 58.02 R Q 0

8152 SGWDNVPAPAEPTYR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 20 830.3919 2 1658.7692 0.0004 40.41 R S 0

8153 SGYLEQGK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 52 441.2210 2 880.4274 -0.0015 21.32 R R 0

8154 SGYQLQLDGPLR JW2049 ECK2058 asmA predicted assembly protein 60 673.8569 2 1345.6992 0.0002 44.98 R W 0

8155 SHATAQEEILK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 39 613.8228 2 1225.6310 0.0008 22.25 R L 0

8156 SHHNVGGLPK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 21 523.2805 2 1044.5464 -0.0001 18.10 K E 0

8157 SHILSVTAQR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 53 556.3143 2 1110.6140 -0.0004 25.26 R M 0

8158 SHINFDDGTITIETIAGTEPAAHLRR JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 48 709.6149 4 2834.4305 -0.0007 50.94 R A 0

8159 SHLAELVASAK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 62 563.3171 2 1124.6196 0.0007 32.58 M A 0

8160 SHLKDPTTQYYTGEYPK JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 58 676.6620 3 2026.9642 0.0006 31.83 M Q 0

8161 SHVWGNVK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 21 463.7452 2 925.4758 -0.0011 22.77 R L 0

8162 SIAQAMQHLSPQESK JW2182 ECK2186 ccmH heme lyase, CcmH subunit 13 552.2786 3 1653.8140 -0.0004 35.96 R - 0

8163 SIATLFELCER 57.021465@C:9 JW0907 ECK0915 mukB fused chromosome partitioning proteins 80 669.8396 2 1337.6646 -0.0002 55.97 R L 0

8164 SIDVQISR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 17 459.2562 2 916.4978 0.0000 31.70 R L 0

8165 SIEKELEWVR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 43 644.8486 2 1287.6826 0.0004 41.80 K Q 0

8166 SIEPLKVALQDAGLSVSDIDDVILVGGQTR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 44 1036.8986 3 3107.6740 0.0026 76.75 R M 0

8167 SIFFASTDVK JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 45 557.7919 2 1113.5692 -0.0014 44.53 R K 0

8168 SIGATTHVGVTASSDTFYPGQER JW3808 ECK3825 udp uridine phosphorylase 28 794.3832 3 2380.1278 -0.0016 38.05 K Y 0

8169 SIGLIHQDNSTDAMEEIKK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 56 710.3563 3 2128.0471 0.0000 36.61 K I 0

8170 SIGNTVSPQDVMNK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 69 745.3691 2 1488.7236 -0.0006 35.67 K L 0

8171 SIGTLSAFEQNALEGMLDTLK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 38 746.7171 3 2237.1295 0.0047 79.17 K K 0

8172 SIGTLSAFEQNALEGMLDTLKK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 55 789.4142 3 2365.2208 0.0009 71.14 K D 0

8173 SIGVGQYQHDVSQTQLAR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 56 663.0050 3 1985.9932 0.0012 35.20 K K 0

8174 SIIDKLSLAGK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 64 572.8503 2 1143.6860 -0.0003 42.97 K S 0

8175 SIIKEFR JW3252 ECK3277 mscL mechanosensitive channel 31 446.7664 2 891.5182 0.0004 28.14 M E 0

8176 SIINDTEIDALR JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 79 680.3589 2 1358.7032 -0.0009 46.68 R I 0

8177 SIIPPGTTLLAEVPLLDNNGK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 50 1081.6085 2 2161.2024 0.0030 67.88 R F 0

8178 SIIPPGTTLLAEVPLLDNNGKFNGQYELR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 28 1057.2347 3 3168.6823 0.0005 67.76 R L 0

8179 SILANVEQIK JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 19 557.8255 2 1113.6364 -0.0028 41.86 K T 0

8180 SILIDKNTK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 36 516.3083 2 1030.6020 -0.0001 21.86 M V 0

8181 SIMIEIR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 32 431.2468 2 860.4790 0.0002 42.73 R E 0

8182 SINAAFK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 15 375.7110 2 749.4074 0.0002 25.09 R R 0
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8183 SINAAFKR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 35 453.7613 2 905.5080 -0.0003 23.17 R A 0

8184 SINAEVTNSAIELK JW3619 ECK3634 yicC conserved protein 71 744.8989 2 1487.7832 0.0001 40.14 K V 0

8185 SINIAPSANAYVAR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 40 723.8886 2 1445.7626 0.0001 38.67 R A 0

8186 SINLLEQPEAGTITVGDITIDTAR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 125 1264.1664 2 2526.3182 0.0006 63.09 R S 0

8187 SINVDDFDPEELATKPVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 36 673.0102 3 2016.0088 0.0036 49.95 R L 0

8188 SINVDDFDPEELATKPVKLPEK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 77 1242.6473 2 2483.2800 0.0005 51.46 R V 0

8189 SINVDDFDPEELATKPVKLPEKVR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 83 913.8237 3 2738.4493 0.0002 51.13 R K 0

8190 SIPADPAPELGLDTSRPIMYVLPYNSK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 26 982.1764 3 2943.5074 0.0021 60.21 K A 0

8191 SIPHMLEHFR JW2294 ECK2291 pta phosphate acetyltransferase 42 633.8236 2 1265.6326 -0.0012 36.09 R A 0

8192 SIQDSLYTDHIDYLMFFK JW0934 ECK0942 pqiB paraquat-inducible protein B 18 746.0266 3 2235.0580 0.0023 67.09 K D 0

8193 SIQIVSPTYTVK JW3598 ECK3613 rfaK lipopolysaccharide core biosynthesis 46 668.3794 2 1334.7442 -0.0003 42.72 K D 0

8194 SIQPAMLR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 47 458.2582 2 914.5018 0.0011 32.43 R D 0

8195 SISEITQDSLVQGLGK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 48 837.9493 2 1673.8840 0.0004 49.37 K E 0

8196 SISEITQDSLVQGLGKELPAALAPMAK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 55 923.1683 3 2766.4831 -0.0005 66.80 K G 0

8197 SISIDVTSIR JW0566 ECK0569 ybdG predicted mechanosensitive channel 49 545.8089 2 1089.6032 0.0003 44.09 R F 0

8198 SISIPDQDR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 24 515.7621 2 1029.5096 0.0005 28.46 R F 0

8199 SISIPDQDRFWLSAGTTYAFNK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 71 839.7521 3 2516.2345 0.0008 59.69 R D 0

8200 SISPNEDEAAK JW2460 ECK2471 ypfJ conserved protein 29 580.7747 2 1159.5348 -0.0008 20.78 R F 0

8201 SISPNEDEAAKFTSVILATTEDTWGQQFEK JW2460 ECK2471 ypfJ conserved protein 15 836.4062 4 3341.5957 0.0018 74.76 R M 0

8202 SISTIAESK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 56 468.2557 2 934.4968 -0.0002 23.29 K R 0

8203 SISTIAESKR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 22 364.5404 3 1090.5994 0.0010 22.24 K F 0

8204 SITAQSVYR JW1247 ECK1249 yciC predicted inner membrane protein 56 512.7745 2 1023.5344 -0.0005 26.82 M D 0

8205 SIVVAIER JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 52 443.7712 2 885.5278 -0.0006 34.16 K F 0

8206 SIWMIGLHAFAK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 47 687.3735 2 1372.7324 0.0000 57.18 R R 0

8207 SIYSMVHDELEKEYVIAAR JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 52 751.7120 3 2252.1142 -0.0006 61.40 R L 0

8208 SKAEQALK JW3069 ECK3089 yqjD conserved protein 31 437.7532 2 873.4918 -0.0001 14.05 R Q 0

8209 SKAEQALKQSR JW3069 ECK3089 yqjD conserved protein 60 623.3488 2 1244.6830 -0.0006 16.71 R Y 0

8210 SKAIGIAR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 17 408.2582 2 814.5018 -0.0006 19.21 R N 0

8211 SKAQALLK JW2647 ECK2666 ygaM predicted protein 36 429.7732 2 857.5318 -0.0015 19.57 R E 0

8212 SKAQALLKETR JW2647 ECK2666 ygaM predicted protein 87 622.8695 2 1243.7244 -0.0003 21.61 R A 0

8213 SKATNLLYTR JW0797 ECK0801 dps Fe-binding and storage protein 63 583.8298 2 1165.6450 -0.0004 28.55 K N 0

8214 SKDIDIELHTAGQYK JW1264 ECK1266 sohB predicted inner membrane peptidase 42 573.2966 3 1716.8680 -0.0002 31.96 K R 0

8215 SKDIDIELHTAGQYKR JW1264 ECK1266 sohB predicted inner membrane peptidase 51 625.3308 3 1872.9706 0.0013 29.13 K T 0

8216 SKEHTTEHLR JW3069 ECK3089 yqjD conserved protein 51 619.3175 2 1236.6204 -0.0006 13.58 M A 0

8217 SKEHTTEHLRAELK JW3069 ECK3089 yqjD conserved protein 63 839.9472 2 1677.8798 0.0000 19.83 M S 0

8218 SKGESSLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 54 549.2817 2 1096.5488 -0.0025 24.42 R D 0

8219 SKGNVIDPLDMVDGISLPELLEK JW4215 ECK4251 valS valyl-tRNA synthetase 51 828.1098 3 2481.3076 0.0039 72.11 K R 0

8220 SKGNVIDPLDMVDGISLPELLEKR JW4215 ECK4251 valS valyl-tRNA synthetase 28 880.1410 3 2637.4012 -0.0036 70.46 K T 0

8221 SKNNGIDPQVMVER 15.994915@M:11 JW0637 ECK0635 leuS leucyl-tRNA synthetase 13 401.4533 4 1601.7841 0.0009 24.26 K Y 0

8222 SKNVPFESGIDSVGSAR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 70 875.4420 2 1748.8694 0.0001 36.91 R L 0

8223 SKQWEGAFEGLTAGVNWR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 57 679.3376 3 2034.9910 -0.0003 54.64 K I 0

8224 SKSFFDGVKK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 49 571.8140 2 1141.6134 0.0003 27.03 R F 0

8225 SKYAPDEVHTFNSLLQYYDGEADMPGGLSR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 101 1120.8541 3 3359.5405 -0.0001 58.99 K A 0

8226 SLAAIPVEVK JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 56 513.8134 2 1025.6122 0.0001 39.20 R S 0

8227 SLADIGEALK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 16 508.7849 2 1015.5552 0.0004 45.68 R T 0

8228 SLADMIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 22 389.2124 2 776.4102 0.0000 39.28 K G 0

8229 SLAEQGVTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 28 466.7558 2 931.4970 -0.0004 20.32 K E 0

8230 SLAESFAANFTAELDNAGLAHGTVQWFAAPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 49 1088.2029 3 3261.5869 0.0027 75.88 R R 0

8231 SLAGAFKQ JW0566 ECK0569 ybdG predicted mechanosensitive channel 63 411.2294 2 820.4442 -0.0001 27.73 R - 0

8232 SLAHLLMMNDVVPVWLKPTR 15.994915@M:7 JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 29 584.8215 4 2335.2569 0.0026 61.17 K N 0

8233 SLAISLILQDTSR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 105 708.9076 2 1415.8006 0.0022 58.73 K T 0

8234 SLALEIER JW0171 ECK0175 yaeL zinc metallopeptidase 36 465.7663 2 929.5180 -0.0001 37.26 K Q 0

8235 SLATAAGAVAGGVAGQGVQSAMNK JW1633 ECK1637 slyB outer membrane lipoprotein 149 1058.5448 2 2115.0750 0.0009 50.80 R T 0

8236 SLATAAGAVAGGVAGQGVQSAMNKTQGVELEIR JW1633 ECK1637 slyB outer membrane lipoprotein 179 1047.8826 3 3140.6260 0.0011 57.49 R K 0

8237 SLATTVQNELTQELK JW5580 ECK3831 tatB TatABCE protein translocation system subunit 83 837.9498 2 1673.8850 0.0014 58.01 R L 0

8238 SLDAFAAR JW5150 ECK1032 ymdC predicted hydrolase 42 425.7239 2 849.4332 -0.0012 33.45 K Y 0

8239 SLDDAQIALAVINTTYASQIGLTPAK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 78 892.1487 3 2673.4243 0.0017 73.52 R D 0

8240 SLDDFLIKQ JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 23 539.7927 2 1077.5708 0.0002 51.14 K - 0

8241 SLDDGFMHAVFNPSFNALATAMATAR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 73 919.1045 3 2754.2917 0.0024 75.33 R H 0

8242 SLDDQFAELKADDAISEQLAQLK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 95 850.0981 3 2547.2725 0.0020 63.14 K A 0

8243 SLDELQDGSQVAVPNDPTNLGR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 78 1163.0698 2 2324.1250 0.0006 45.47 K S 0

8244 SLDVDANTNGQVVIR JW0755 ECK0761 ybhC predicted pectinesterase 116 800.9178 2 1599.8210 -0.0007 39.84 R D 0

8245 SLEALVR JW1278 ECK1280 gmr modulator of Rnase II stability 21 394.2373 2 786.4600 0.0001 33.60 R W 0

8246 SLEASVEEK JW2453 ECK2464 narQ sensory histidine kinase in two-component regulatory system with NarP (NarL) 51 496.2505 2 990.4864 -0.0004 22.30 R T 0

8247 SLEGNTVLQDTLQK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 85 773.4094 2 1544.8042 -0.0004 44.79 K Q 0

8248 SLEHEVTLVDDTLAR JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 81 849.4393 2 1696.8640 0.0008 47.07 K M 0

8249 SLELPAIVGTGSVTSQVK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 73 893.5022 2 1784.9898 0.0014 53.51 R N 0

8250 SLEQYFGR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 52 500.2484 2 998.4822 0.0001 42.49 R E 0

8251 SLFAIGIDNTLPEEFAR JW5878 ECK2532 csiE stationary phase inducible protein 43 946.9920 2 1891.9694 0.0014 64.54 R L 0

8252 SLFMGYATPK JW5283 ECK1749 ydjY predicted protein 76 557.7841 2 1113.5536 0.0008 43.93 K A 0

8253 SLGINIELEDE JW3950 ECK3978 rpoB RNA polymerase, beta subunit 34 616.3066 2 1230.5986 0.0007 55.32 R - 0

8254 SLGNSVSFSGPSELR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 47 768.8857 2 1535.7568 -0.0011 42.68 R S 0

8255 SLGQFNLDGINPAPR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 94 799.9175 2 1597.8204 -0.0008 49.81 K G 0

8256 SLIDSGKDYVVSMLDSLGK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 96 1014.0222 2 2026.0298 0.0006 74.69 R L 0

8257 SLIEDSVGKVDVGSTLVESAGETMAEIVSAVTR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 119 1117.2405 3 3348.6997 0.0026 80.60 K V 0

8258 SLIGPDGEQYKLPR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 65 786.9222 2 1571.8298 -0.0008 39.33 R S 0

8259 SLITGER JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 15 388.2191 2 774.4236 0.0000 24.87 R M 0

8260 SLLLLQK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 45 407.7733 2 813.5320 -0.0003 40.60 R V 0

8261 SLLNVPAGK JW4185 ECK4222 ppa inorganic pyrophosphatase 36 449.7714 2 897.5282 -0.0002 33.23 M D 0

8262 SLLREEIEGSGILSKDDIIDVMK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 75 854.1235 3 2559.3487 0.0021 59.34 R K 0

8263 SLLTNETSELDLLDQRPFDQTDFDILK JW5703 ECK3333 yheO predicted DNA-binding transcriptional regulator 109 1056.1985 3 3165.5737 0.0019 70.37 R S 0

8264 SLNFLDFEQPIAELEAK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 96 982.5049 2 1962.9952 0.0014 70.35 M I 0

8265 SLNPLSTPQFDSTDETPASYNLAVR JW3204 ECK3224 degS serine endoprotease, periplasmic 99 1362.1624 2 2722.3102 0.0017 55.70 R R 0

8266 SLNQANDIAADFGSK JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 98 775.8758 2 1549.7370 -0.0001 43.91 R S 0

8267 SLNVALR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 35 386.7374 2 771.4602 -0.0001 29.71 R Q 0

8268 SLPIDVLK JW5943 ECK3514 yhjK predicted diguanylate cyclase 42 442.7762 2 883.5378 0.0000 46.26 K I 0

8269 SLPLPESELVNK JW3361 ECK3385 yrfF predicted inner membrane protein 70 663.3695 2 1324.7244 0.0007 43.55 R A 0

8270 SLPLPESELVNKATALTEAVNR JW3361 ECK3385 yrfF predicted inner membrane protein 19 784.7631 3 2351.2675 -0.0021 63.81 R Q 0

8271 SLQNQVVDIAPEQYQK JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 79 930.4779 2 1858.9412 -0.0012 42.18 R L 0

8272 SLQSINTSLEADLR JW3809 ECK3826 rmuC predicted recombination limiting protein 64 773.9081 2 1545.8016 0.0018 47.75 R E 0

8273 SLQTAEGILK JW1509 ECK1509 lsrB AI2 transporter -!- periplasmic-binding component of ABC superfamily 23 530.3053 2 1058.5960 -0.0011 38.56 K A 0

8274 SLRDDTWVTLR JW2992 ECK3015 ygiW conserved protein 43 681.3622 2 1360.7098 -0.0001 41.97 K G 0

8275 SLSDASAAIDR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 66 553.2781 2 1104.5416 0.0006 28.83 K A 0

8276 SLSDTLEEVLSSSGEK JW3069 ECK3089 yqjD conserved protein 109 840.9142 2 1679.8138 0.0037 62.41 K S 0

8277 SLSDTLEEVLSSSGEKSK JW3069 ECK3089 yqjD conserved protein 23 632.6520 3 1894.9342 -0.0028 57.64 K E 0

8278 SLSDTLEEVLSSSGEKSKEELSK JW3069 ECK3089 yqjD conserved protein 38 828.0856 3 2481.2350 0.0017 58.47 K I 0

8279 SLSELFMTHPPLDK JW1818 ECK1828 htpX predicted endopeptidase 15 538.9453 3 1613.8141 0.0017 50.60 K R 0

8280 SLSELFMTHPPLDKR JW1818 ECK1828 htpX predicted endopeptidase 52 590.9781 3 1769.9125 -0.0009 46.54 K I 0

8281 SLSLHLLNEAQNELELSEGSDDNEGIKER JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 106 1080.5267 3 3238.5583 -0.0006 55.54 K T 0

8282 SLSLWQQCLAR 57.021465@C:8 JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 31 681.3538 2 1360.6930 0.0010 47.81 M L 0

8283 SLSSYSNEVVLVFK JW0845 ECK0852 artM arginine transporter subunit -!- membrane component of ABC superfamily 81 786.4194 2 1570.8242 -0.0001 55.19 R S 0

8284 SLTDFFAPLR JW3630 ECK3645 yicH conserved protein 67 583.8141 2 1165.6136 0.0005 61.74 K S 0

8285 SLTEIKDVLASR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 51 666.3801 2 1330.7456 0.0001 42.69 K G 0

8286 SLTIAIR JW5703 ECK3333 yheO predicted DNA-binding transcriptional regulator 24 387.2476 2 772.4806 0.0000 36.44 K N 0

8287 SLTLGMTEAAK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 29 561.2968 2 1120.5790 -0.0008 35.16 K L 0

8288 SLTLINWNGFFAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 13 769.9098 2 1537.8050 0.0010 68.35 R T 0

8289 SLTLLAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 50 387.2477 2 772.4808 0.0001 35.93 K Q 0

8290 SLTNVNAQFQR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 61 639.3350 2 1276.6554 0.0031 32.09 K G 0

8291 SLTREQLTEQLNCYLDLMR 57.021465@C:13 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 67 795.0630 3 2382.1672 0.0002 63.95 R N 0

8292 SLTSIALR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 61 430.7625 2 859.5104 -0.0022 35.81 K K 0

8293 SLTSIALRK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 38 494.8109 2 987.6072 -0.0005 30.35 K G 0

8294 SLVQGMK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 14 381.7123 2 761.4100 -0.0005 24.13 R N 0

8295 SLWLYLAEQK JW3132 ECK3151 nlpI conserved protein 69 625.8428 2 1249.6710 0.0005 55.41 R L 0

8296 SLWLYLAEQKLDEK JW3132 ECK3151 nlpI conserved protein 56 868.4676 2 1734.9206 0.0014 56.70 R Q 0

8297 SLWQDAR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 33 438.2221 2 874.4296 -0.0001 31.61 R R 0

8298 SLYSQLPAIDR JW3564 ECK3580 selA selenocysteine synthase 70 631.8409 2 1261.6672 0.0007 43.74 R L 0

8299 SLYVDTAPMR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 30 576.7892 2 1151.5638 -0.0006 36.96 R G 0

8300 SMAVVGCDPSIMGYGPVPASK 57.021465@C:7 JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 105 1062.0027 2 2121.9908 0.0012 49.75 R L 0

8301 SMDLEQECEQLR 57.021465@C:8 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 32 769.3344 2 1536.6542 -0.0005 38.38 K E 0

8302 SMDLEQECEQLREELNETNSETK 57.021465@C:8 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 87 938.0798 3 2811.2176 0.0001 55.71 K R 0

8303 SMDMTQPEGEHSAHEGMEGMDMSHAESAH JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 28 789.8019 4 3155.1785 0.0003 33.51 K - 0

8304 SMENIDPALADK JW1655 ECK1659 mdtK multidrug efflux system transporter 56 652.3148 2 1302.6150 0.0025 38.19 R A 0

8305 SMFLATVSHELR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 75 695.8607 2 1389.7068 -0.0006 45.73 K T 0

8306 SMISAPVFR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 31 504.2709 2 1006.5272 0.0002 42.61 K G 0
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8307 SMISPVVCSNIDDFSGLIIK 15.994915@M:2,57.021465@C:8 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 122 1106.0555 2 2210.0964 0.0002 61.88 R A 0

8308 SMLNPGSALLTLSYLGAER JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 107 997.0259 2 1992.0372 0.0023 68.46 R A 0

8309 SMMIFGQGAIR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 59 605.8071 2 1209.5996 -0.0001 47.48 R C 0

8310 SMNTGYAGVQNPLFFK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 86 887.4356 2 1772.8566 0.0011 53.72 R E 0

8311 SMNTGYAGVQNPLFFKENTHMLFGDAK 15.994915@M:2 JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 33 759.1113 4 3032.4161 0.0000 52.70 R A 0

8312 SMNVPTVNLGMALGLPAVTETWIK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 36 848.1190 3 2541.3352 0.0016 74.15 R L 0

8313 SMQDPIADMLTR JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 75 689.3285 2 1376.6424 -0.0004 53.30 M I 0

8314 SMQEVAMSSQEASK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 112 756.8364 2 1511.6582 -0.0013 26.17 R M 0

8315 SMQGFQPGSAAYNK JW0934 ECK0942 pqiB paraquat-inducible protein B 89 743.3429 2 1484.6712 -0.0005 32.33 R M 0

8316 SMSDGIYTPLGEQGNNLSVGQK JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 44 1148.0504 2 2294.0862 0.0013 47.02 R Q 0

8317 SMVELDALAKPYRFPLAGVHGAER JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 36 657.5993 4 2626.3681 -0.0009 52.85 R R 0

8318 SMVETAPSK JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 42 475.2364 2 948.4582 -0.0004 20.18 M I 0

8319 SMVMTEAQK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 55 512.7432 2 1023.4718 -0.0011 24.28 R E 0

8320 SMVMTEAQKESTAYHEAGHAIIGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 102 873.0876 3 2616.2410 -0.0016 38.11 R L 0

8321 SMWGFLK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 19 434.7229 2 867.4312 -0.0001 52.05 R D 0

8322 SNAIGLMQLK 15.994915@M:7 JW5821 ECK1181 emtA lytic murein endotransglycosylase E 40 545.8003 2 1089.5860 0.0008 33.63 K A 0

8323 SNALVFEAK JW0934 ECK0942 pqiB paraquat-inducible protein B 26 489.7664 2 977.5182 0.0001 33.39 K D 0

8324 SNANVPVTVTVALADDLTGR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 59 1007.0357 2 2012.0568 0.0030 63.93 K E 0

8325 SNDADPGLNVK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 54 565.2780 2 1128.5414 0.0004 22.50 K L 0

8326 SNDGETPEGIGFAIPFQLATK JW3204 ECK3224 degS serine endoprotease, periplasmic 89 1096.5479 2 2191.0812 0.0016 64.21 K I 0

8327 SNDITALRPYLSDK JW0849 ECK0856 ybjP predicted lipoprotein 72 796.9175 2 1591.8204 -0.0002 42.37 R L 0

8328 SNDITALRPYLSDKLATLLSDASR JW0849 ECK0856 ybjP predicted lipoprotein 66 874.1361 3 2619.3865 -0.0002 66.14 R D 0

8329 SNDITALRPYLSDKLATLLSDASRDNNHR JW0849 ECK0856 ybjP predicted lipoprotein 56 1086.2280 3 3255.6622 0.0025 61.20 R E 0

8330 SNDLTVNCLTGK 57.021465@C:8 JW5571 ECK3864 bipA GTP-binding protein 60 661.3246 2 1320.6346 0.0002 35.87 R K 0

8331 SNDPEQVYAYGLYLSGHDQDR JW5942 ECK3515 bcsC cellulose synthase subunit 51 809.6997 3 2426.0773 -0.0002 51.49 K A 0

8332 SNDVSLPILVLTAR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 71 749.4359 2 1496.8572 0.0010 62.09 R E 0

8333 SNEEIEVMFK JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 53 613.2924 2 1224.5702 0.0006 44.89 R D 0

8334 SNEYANLVGGERYEPDEENPMLGFR JW1692 ECK1700 pps phosphoenolpyruvate synthase 49 962.7719 3 2885.2939 0.0013 53.21 K G 0

8335 SNFDAMSGQYYAR JW5427 ECK2653 ygaT predicted protein 54 755.3272 2 1508.6398 0.0045 39.18 R F 0

8336 SNHYGMIIMR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 35 611.2968 2 1220.5790 -0.0003 35.34 R D 0

8337 SNILLIGPTGSGK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 26 628.8639 2 1255.7132 -0.0003 42.82 K T 0

8338 SNILPYQNTL JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 47 581.8089 2 1161.6032 0.0003 51.32 R - 0

8339 SNIQCGSVLLPEMK 57.021465@C:5 JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 71 788.3972 2 1574.7798 0.0003 47.44 R I 0

8340 SNLDRSPMYAGVIEGVGPR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 13 673.3435 3 2017.0087 0.0037 51.70 R Y 0

8341 SNLFQGSWNFER JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 75 742.8497 2 1483.6848 0.0005 52.35 R M 0

8342 SNLIGMGILPLEFPQGVTR JW1268 ECK1271 acnA aconitate hydratase 1 68 1021.5586 2 2041.1026 -0.0004 68.83 R K 0

8343 SNLLGSSGK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 37 431.7356 2 861.4566 0.0010 19.67 R G JW1463

8344 SNMASADQPSVMDEAYK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 88 922.3954 2 1842.7762 -0.0001 35.58 R E 0

8345 SNMASADQPSVMDEAYKEFVMQLASWDTR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 29 827.6240 4 3306.4669 0.0038 79.59 R R 0

8346 SNMASADQPSVMDEAYKEFVMQLASWDTRR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 61 1155.1955 3 3462.5647 0.0004 74.10 R E 0

8347 SNNALQTIINAR JW0328 ECK0334 codA cytosine deaminase 94 657.8599 2 1313.7052 0.0001 44.85 M L 0

8348 SNNIRIEEDLLGTR JW4099 ECK4133 aspA aspartate ammonia-lyase 63 815.4310 2 1628.8474 -0.0007 43.95 M E 0

8349 SNNTEPTWFPDSQNLAFTSDQAGRPQVYK JW5100 ECK0729 tolB periplasmic protein 60 1100.1851 3 3297.5335 0.0006 54.06 R V 0

8350 SNPLGEDFDYR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 49 656.7930 2 1311.5714 -0.0017 43.77 R K 0

8351 SNPLGEDFDYRK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 50 720.8418 2 1439.6690 0.0010 34.97 R E 0

8352 SNPNLDVQMVPVSVMFGR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 83 995.4984 2 1988.9822 0.0010 61.60 R A 0

8353 SNPQAELIKDVYGIDDALR JW0232 ECK0243 proB gamma-glutamate kinase 30 706.3684 3 2116.0834 0.0035 61.36 R A 0

8354 SNQFGDTR JW2261 ECK2260 elaB conserved protein 37 462.7120 2 923.4094 -0.0003 18.66 M I 0

8355 SNQFGDTRIDDDLTLLSETLEEVLR JW2261 ECK2260 elaB conserved protein 81 960.4809 3 2878.4209 0.0012 80.46 M S 0

8356 SNQNTCINQMPCVSLGEPVER 57.021465@C:6,57.021465@C:12 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 91 1217.0521 2 2432.0896 0.0013 47.34 R G 0

8357 SNQPVVFVDSTGR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 68 703.3574 2 1404.7002 0.0003 35.06 K S 0

8358 SNTFVAELK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 53 504.7718 2 1007.5290 0.0004 35.32 R G 0

8359 SNTGLVIDPYFSGTK JW3897 ECK3918 glpK glycerol kinase 18 799.9072 2 1597.7998 0.0011 51.03 R V 0

8360 SNTIVLK JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 32 387.7397 2 773.4648 0.0001 22.61 K V 0

8361 SNTPLNVLALNQPENIENR JW3116 ECK3135 yraM conserved protein 80 1068.5561 2 2135.0976 0.0006 51.33 K V 0

8362 SNVLENNDVEDVAISR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 99 887.4349 2 1772.8552 0.0013 41.85 K E 0

8363 SNVPALEACPQK 57.021465@C:9 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 66 657.3294 2 1312.6442 -0.0003 28.55 K R 0

8364 SNVPALEACPQKR 57.021465@C:9 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 23 490.5886 3 1468.7440 -0.0016 26.25 K G 0

8365 SNVTEGALVQNGQATALATVQQLDPIYVDVTQSSNDFLR JW0452 ECK0457 acrA multidrug efflux system 22 1041.5280 4 4162.0829 0.0011 77.25 K L 0

8366 SPAFDSIMAETLK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 69 705.3533 2 1408.6920 0.0012 53.38 K V 0

8367 SPAFDSIMAETLKVTDEAQR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 58 737.0324 3 2208.0754 0.0021 61.95 K T 0

8368 SPAGAIQFEAVDAPEIIPDPFDPSK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 94 1306.1503 2 2610.2860 0.0007 67.65 R K 0

8369 SPAGAIQFEAVDAPEIIPDPFDPSKK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 89 913.8000 3 2738.3782 -0.0022 62.80 R R 0

8370 SPAGAIQFEAVDAPEIIPDPFDPSKKR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 77 724.6284 4 2894.4845 0.0030 59.81 R K 0

8371 SPDKIYPGQVLR JW2640 ECK2659 ygaU predicted protein 68 458.2577 3 1371.7513 0.0004 33.74 K I 0

8372 SPDKIYPGQVLRIPEE JW2640 ECK2659 ygaU predicted protein 41 920.9945 2 1839.9744 0.0015 45.62 K - 0

8373 SPDSPQWR JW1200 ECK1197 lolB chaperone for lipoproteins 28 486.7300 2 971.4454 -0.0006 25.69 K Q 0

8374 SPEEITLLAVSK JW2918 ECK2946 yggS predicted enzyme 30 643.8646 2 1285.7146 0.0018 47.17 R T 0

8375 SPEWSAFGIRPPLR JW4359 ECK4388 rob DNA-binding transcriptional activator 33 538.2912 3 1611.8518 -0.0004 51.06 R L 0

8376 SPFMMLAEEVPEAR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 62 803.8845 2 1605.7544 0.0013 56.67 R E 0

8377 SPGVFFDSDKGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 69 428.5463 3 1282.6171 -0.0024 31.37 R T 0

8378 SPGVFFDSDKGKTHSSGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 51 627.6431 3 1879.9075 0.0009 24.82 R V 0

8379 SPHVAALGSEAGGTLYGLQVLER JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 15 775.7454 3 2324.2144 0.0019 52.86 K I 0

8380 SPHYIVMNDK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 39 602.2953 2 1202.5760 0.0007 27.21 R K 0

8381 SPHYIVMNDKK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 46 666.3418 2 1330.6690 -0.0013 21.37 R H 0

8382 SPHYIVMNDKKH JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 33 734.8717 2 1467.7288 -0.0003 19.67 R - 0

8383 SPIAGMPVLEVWK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 63 713.8917 2 1425.7688 -0.0001 58.92 K A 0

8384 SPIEYVLIQLADPLLRPIRR JW2919 ECK2947 yggT predicted inner membrane protein 60 788.1375 3 2361.3907 0.0011 74.01 R L 0

8385 SPILLYSDFK JW3179 ECK3202 gltB glutamate synthase, large subunit 19 591.8254 2 1181.6362 0.0030 50.43 K Q 0

8386 SPLLPQLGLGADYTYSNGYR JW5503 ECK3026 tolC transport channel 127 1093.0504 2 2184.0862 0.0012 57.11 R D 0

8387 SPLLTPEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 31 442.7578 2 883.5010 -0.0004 27.18 K A 0

8388 SPMCPSMK 57.021465@C:4 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 25 469.1999 2 936.3852 -0.0014 22.93 R I 0

8389 SPNIFFADVMDEEDAFFDK JW3561 ECK3577 aldB aldehyde dehydrogenase B 97 1118.9920 2 2235.9694 0.0024 77.56 K A 0

8390 SPQDIAATSEQFIASTFHAR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 62 726.3598 3 2176.0576 0.0026 63.64 R S 0

8391 SPQPLMSPAWSPDGSK JW5100 ECK0729 tolB periplasmic protein 66 842.9033 2 1683.7920 -0.0005 44.30 R L 0

8392 SPSFGEYYSHPR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 48 476.2174 3 1425.6304 -0.0008 31.82 R L 0

8393 SPSLFVNAATWGLLFTGK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 57 637.0119 3 1908.0139 -0.0006 74.63 R L 0

8394 SPTFYGK JW2962 ECK2988 hybC hydrogenase 2, large subunit 18 400.2029 2 798.3912 0.0001 24.50 K T 0

8395 SPTYWNNAK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 13 540.7588 2 1079.5030 -0.0006 28.18 R T 0

8396 SPVDMFNAACGPESLIR 57.021465@C:10 JW0281 ECK0286 yagU conserved inner membrane protein 84 932.4405 2 1862.8664 0.0010 59.01 R A 0

8397 SPVEPVQSTAPQPK JW0192 ECK0196 rcsF predicted outer membrane protein, signal 69 732.8878 2 1463.7610 -0.0009 23.43 R A 0

8398 SPVGCLFYDFFGGNTLK 57.021465@C:5 JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 71 961.4623 2 1920.9100 0.0019 74.49 K A 0

8399 SPVLLALDYNPTGDKEAPVYACLVGK 57.021465@C:22 JW2507 ECK2520 pepB aminopeptidase B 47 930.8192 3 2789.4358 0.0047 61.62 R G 0

8400 SPVSIGGVVVGR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 70 563.8325 2 1125.6504 -0.0002 41.85 R V 0

8401 SPVTLEYDLDDAGR JW3564 ECK3580 selA selenocysteine synthase 83 775.8717 2 1549.7288 0.0028 46.89 R G 0

8402 SPWPELMR JW1241 ECK1243 cls cardiolipin synthase 1 13 508.2553 2 1014.4960 0.0003 48.15 R N 0

8403 SQAIEGLVK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 25 472.7739 2 943.5332 -0.0006 33.36 K A 0

8404 SQAYLGVLVDDLCTLGTKEPYR 57.021465@C:13 JW3719 ECK3734 gidA glucose-inhibited cell-division protein 41 833.4263 3 2497.2571 0.0047 67.92 R M 0

8405 SQDLASQAEESFVEAE JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 110 870.3843 2 1738.7540 0.0008 54.16 R - 0

8406 SQETPASTTEAQIK JW1823 ECK1833 yebT conserved protein 94 745.8697 2 1489.7248 -0.0012 23.03 M N 0

8407 SQFLATMSHEIR JW2367 ECK2366 evgS hybrid sensory histidine kinase in two-component regulatory system with EvgA 41 710.3541 2 1418.6936 -0.0040 40.25 K T 0

8408 SQFWDLIDSIR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 72 690.3522 2 1378.6898 0.0018 68.36 R Q 0

8409 SQGLDDYICK 57.021465@C:9 JW2751 ECK2774 pyrG CTP synthetase 40 599.7738 2 1197.5330 -0.0005 35.84 K R 0

8410 SQGNMAVTYKPLSDSDWQELGASDPGLASGDYK JW2462 ECK2473 nlpB lipoprotein 91 1163.2034 3 3486.5884 -0.0001 53.14 R L 0

8411 SQGQEEAEKLR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 49 637.8202 2 1273.6258 -0.0003 19.48 R A 0

8412 SQGVAAYGAK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 43 476.2480 2 950.4814 -0.0007 12.33 R E 0

8413 SQIEMPIDDNVVLNK JW0831 ECK0838 ybjL predicted transporter 76 857.9378 2 1713.8610 0.0004 48.45 R G 0

8414 SQIEMPIDDNVVLNKGDVLQVSGDAR JW0831 ECK0838 ybjL predicted transporter 77 938.1427 3 2811.4063 -0.0010 53.45 R R 0

8415 SQILDEAK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 39 452.2424 2 902.4702 -0.0006 24.41 R A 0

8416 SQILDEAKAEAEQER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 91 858.9228 2 1715.8310 -0.0015 38.82 R T 0

8417 SQILDEAKAEAEQERTK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 72 973.4962 2 1944.9778 0.0027 35.17 R I 0

8418 SQKELEDVLYSNLEELTR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 57 722.7030 3 2165.0872 0.0019 64.22 R M 0

8419 SQLIDKIAAGADISK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 43 510.6223 3 1528.8451 -0.0008 43.68 K A 0

8420 SQLINLMLELQEK JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 88 779.9298 2 1557.8450 0.0014 62.77 R Q 0

8421 SQLITSYSHSK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 53 625.8219 2 1249.6292 -0.0010 23.15 K D 0

8422 SQLITSYSHSKDYNYDPHYGR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 21 633.5454 4 2530.1525 0.0012 33.90 K Y 0

8423 SQLLTSDLVK JW3119 ECK3138 yraP predicted protein 60 552.3189 2 1102.6232 -0.0001 38.94 R S 0

8424 SQLTDDDSQFK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 20 642.2910 2 1282.5674 -0.0003 29.57 K N 0

8425 SQLTDDDSQFKNNPSELTIFYPAVPR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 48 994.8208 3 2981.4406 0.0000 58.25 K V 0

8426 SQNGAAMSFGR JW0886 ECK0894 pflB pyruvate formate lyase I 34 563.2584 2 1124.5022 -0.0010 27.31 K T 0

8427 SQPEVNDAITK JW1596 ECK1599 ydgH predicted protein 13 601.3070 2 1200.5994 0.0008 23.27 R A 0

8428 SQPVLVQPGQTGAMNSTLWVGPEIQDK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 83 1440.7325 2 2879.4504 0.0017 56.85 K M 0

8429 SQSMVDGNAYELLLDLFETK JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 124 1137.0540 2 2272.0934 0.0001 80.24 R I 0

8430 SQSNPMPIIMVTAK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 59 758.8964 2 1515.7782 -0.0007 49.44 R G 0
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8431 SQSTSLIER JW4355 ECK4384 slt lytic murein transglycosylase, soluble 21 510.7692 2 1019.5238 -0.0008 22.83 R R 0

8432 SQTAFALMGLLAANGR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 76 810.9302 2 1619.8458 0.0005 63.66 K I 0

8433 SQTGFGVEQGR JW4028 ECK4060 actP acetate transporter 49 583.2834 2 1164.5522 -0.0001 24.74 R A 0

8434 SQTIDLTLDGLSCGHCVK 57.021465@C:13,57.021465@C:16 JW0473 ECK0478 copA copper transporter 123 1002.4798 2 2002.9450 -0.0001 47.62 M R 0

8435 SQTIDLTLDGLSCGHCVKR 57.021465@C:13,57.021465@C:16 JW0473 ECK0478 copA copper transporter 37 720.6904 3 2159.0494 0.0030 42.53 M V 0

8436 SQTVEGVTDTR JW1462 ECK1461 narY nitrate reductase 2 (NRZ), beta subunit 76 596.7938 2 1191.5730 -0.0002 24.04 R A 0

8437 SQVGMVLNLDK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 57 602.3239 2 1202.6332 0.0004 45.46 R C JW1462

8438 SQVPFAWAPGWNSPQAWNK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 68 1086.0271 2 2170.0396 0.0011 59.44 R F 0

8439 SQVPFAWAPGWNSPQAWNKFQDEVGGK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 50 1011.1551 3 3030.4435 0.0023 62.41 R L 0

8440 SQVTFQYDDGK JW2909 ECK2937 metK methionine adenosyltransferase 1 23 644.2962 2 1286.5778 -0.0001 30.64 K I 0

8441 SRDPQLQVVTNK JW5682 ECK3456 dcrB periplasmic protein 71 692.8803 2 1383.7460 -0.0010 23.88 R A 0

8442 SRIDGKVWQLPAAVYGR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 20 958.5309 2 1915.0472 0.0045 67.73 R M 0

8443 SRIPVWEEFVPR JW3512 ECK3530 dppB dipeptide transporter-!- membrane component of ABC superfamily 26 505.6088 3 1513.8046 0.0006 53.79 K F 0

8444 SRLDGTDVGETALRPSQK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 74 644.0046 3 1928.9920 0.0003 28.84 R V 0

8445 SRVDGQLIALHFQEGQQVK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 64 718.3867 3 2152.1383 -0.0005 42.41 R A 0

8446 SRVPDLENQVK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 57 642.8493 2 1283.6840 0.0006 27.27 R T 0

8447 SRYTGHLIDFNVR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 17 526.6105 3 1576.8097 -0.0014 31.58 K A 0

8448 SSAASIPLNVEAQTR JW1718 ECK1727 ydjN predicted transporter 108 772.4060 2 1542.7974 -0.0028 37.18 R R 0

8449 SSAIYLLRPTNK JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 47 681.8904 2 1361.7662 -0.0005 35.86 K V 0

8450 SSALNTLTNQK JW5930 ECK3857 yihA GTP-binding protein 84 588.8146 2 1175.6146 0.0001 30.78 K S 0

8451 SSDTGTYSGSVYTVK JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 81 776.3626 2 1550.7106 0.0006 29.56 K R 0

8452 SSEAGGSSSFASNNIYDYTNETANDVFDVR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 17 1073.1330 3 3216.3772 0.0014 59.76 R L 0

8453 SSEVYGQTNIGGK JW3897 ECK3918 glpK glycerol kinase 99 670.3280 2 1338.6414 -0.0001 24.65 R G 0

8454 SSFADILNHADNVINQQTR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 72 715.0229 3 2142.0469 0.0015 58.15 R M 0

8455 SSFNNINASISSINAYK JW5503 ECK3026 tolC transport channel 104 915.4554 2 1828.8962 0.0007 47.03 R Q 0

8456 SSGDPADQKYVELK JW2261 ECK2260 elaB conserved protein 29 512.9225 3 1535.7457 -0.0010 31.36 R A 0

8457 SSGLDLTYQTLNVK JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 52 769.9063 2 1537.7980 -0.0008 49.20 R N 0

8458 SSGLGLAFVSEVAR JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 87 696.8776 2 1391.7406 -0.0002 53.91 K L 0

8459 SSIPVFGVDALPEALALVK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 62 963.5512 2 1925.0878 0.0004 73.31 K S 0

8460 SSLIIWPESAITDLEINQQPFLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 128 1321.7084 2 2641.4022 0.0019 76.27 K A 0

8461 SSLLNALAGR JW3684 ECK3699 trmE GTPase 66 501.2904 2 1000.5662 -0.0003 45.47 K E 0

8462 SSLLNALSGFLSYQGSLR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 158 957.0105 2 1912.0064 0.0011 74.05 K I 0

8463 SSLLSLISGAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 106 552.3255 2 1102.6364 0.0019 56.83 K V 0

8464 SSLQFIDPK JW2462 ECK2473 nlpB lipoprotein 50 517.7795 2 1033.5444 0.0001 38.23 R G 0

8465 SSMFPDPWR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 28 561.7555 2 1121.4964 0.0000 50.99 R T 0

8466 SSMLEVLGEDYIR JW3512 ECK3530 dppB dipeptide transporter-!- membrane component of ABC superfamily 87 756.3733 2 1510.7320 -0.0017 59.50 R T 0

8467 SSNTETFVAIR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 66 612.8137 2 1223.6128 -0.0017 36.81 K V 0

8468 SSNTFTLGTK JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 56 528.2718 2 1054.5290 -0.0004 29.89 M S 0

8469 SSPGGLLNMVSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 62 595.3160 2 1188.6174 0.0002 43.35 K R 0

8470 SSPGYFFDVQNR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 93 708.8306 2 1415.6466 -0.0003 45.48 K L 0

8471 SSPHLELLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 33 526.2982 2 1050.5818 -0.0004 33.97 K K 0

8472 SSSGVYLLPGAK JW5056 ECK0406 yajI predicted lipoprotein 69 589.8242 2 1177.6338 -0.0005 38.09 K T 0

8473 SSSSLLPELSAEANPFR JW5539 ECK3222 yhcB conserved protein 71 902.9579 2 1803.9012 0.0010 57.60 K N 0

8474 SSSVETMPDLPLK JW1692 ECK1700 pps phosphoenolpyruvate synthase 68 702.3577 2 1402.7008 -0.0006 44.75 K V 0

8475 SSTAVNLALALAAEGAK JW2100 ECK2106 mrp antiporter inner membrane protein 80 793.9406 2 1585.8666 -0.0008 58.22 K V 0

8476 SSVAVSWIGK JW1897 ECK1911 pgsA phosphatidylglycerophosphate synthetase 33 517.2873 2 1032.5600 -0.0003 39.13 R V 0

8477 SSVDILVPDLPESVADATVATWHK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 46 850.7751 3 2549.3035 0.0023 66.09 M K 0

8478 SSVFDYR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 60 437.2086 2 872.4026 -0.0002 34.08 K G 0

8479 SSVTVGALVTANQADSLVTVQR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 74 1108.5979 2 2215.1812 0.0005 53.72 K L 0

8480 SSWQEVNELIAASNVYTIK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 105 1076.5502 2 2151.0858 0.0011 65.03 R N 0

8481 SSWTYELDENGFAK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 101 823.8703 2 1645.7260 0.0001 48.39 K R 0

8482 SSWTYELDENGFAKR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 33 601.6165 3 1801.8277 0.0007 44.24 K D 0

8483 SSYLDYAMSVIVGR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 82 780.8901 2 1559.7656 0.0003 70.31 K A 0

8484 STADVALIAR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 57 508.7903 2 1015.5660 -0.0001 32.97 R L 0

8485 STAESIVYSALETLAQR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 72 919.9783 2 1837.9420 -0.0001 72.32 K S 0

8486 STALVSLLGLEDVVK JW2305 ECK2302 hisQ histidine/lysine/arginine/ornithine transporter subunit -!- membrane component of ABC superfamily 39 772.4515 2 1542.8884 0.0015 66.63 K A 0

8487 STCTGVEMFR 57.021465@C:3 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 72 594.2630 2 1186.5114 0.0003 34.74 K K JW3943

8488 STCTGVEMFRK 57.021465@C:3 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 30 439.2092 3 1314.6058 -0.0001 28.42 K L JW3943

8489 STENVPSTAVNNELR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 96 815.9049 2 1629.7952 -0.0005 32.05 R I 0

8490 STETNPLYWLR JW2539 ECK2552 yfhG conserved protein 76 690.3520 2 1378.6894 0.0014 55.64 K A 0

8491 STFISSVK JW3997 ECK4029 malM maltose regulon periplasmic protein 13 434.7413 2 867.4680 -0.0021 30.57 R G 0

8492 STFLRSYMYDFIQRFAPHLTR JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 15 883.7846 3 2648.3320 -0.0002 78.50 R D 0

8493 STFQQLPGTGVKPDQFHSQTR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 53 787.0643 3 2358.1711 -0.0006 35.46 R E 0

8494 STGEAMELMEQLASK JW0451 ECK0456 acrB multidrug efflux system protein 75 812.8823 2 1623.7500 0.0016 57.21 K L 0

8495 STGEAMELMEQLASKLPTGVGYDWTGMSYQER JW0451 ECK0456 acrB multidrug efflux system protein 95 1189.2146 3 3564.6220 0.0007 76.49 K L 0

8496 STGHAGGIHNWR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 17 431.5458 3 1291.6156 -0.0013 20.26 K I 0

8497 STGIADTVLFGPEPEFFLFDDIR JW3841 ECK3863 glnA glutamine synthetase 70 1293.6426 2 2585.2706 0.0016 79.98 R F 0

8498 STGIDMDINYR JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 50 642.7981 2 1283.5816 0.0001 42.31 R Y 0

8499 STGQNLTHLR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 70 563.8013 2 1125.5880 -0.0010 22.87 K G 0

8500 STGSYSLVTQQPLGGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 99 811.9222 2 1621.8298 -0.0013 37.40 R A 0

8501 STGWGGYLVVGYNF JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 13 760.3642 2 1518.7138 -0.0005 68.76 R - 0

8502 STHHYTDSVGGILR JW0451 ECK0456 acrB multidrug efflux system protein 55 771.8859 2 1541.7572 -0.0015 31.28 K S 0

8503 STIASLITR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 68 481.2878 2 960.5610 0.0006 41.94 K F 0

8504 STIFPNMIGLTIAVHNGR JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 14 647.6842 3 1940.0308 0.0006 59.17 R Q 0

8505 STLASLLMGYYPLTEGEIR JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 61 1057.5465 2 2113.0784 0.0020 71.74 K L 0

8506 STLGHQYDNSLVSNAFGFLR JW2904 ECK2932 speB agmatinase 41 742.7032 3 2225.0878 0.0013 59.61 M L 0

8507 STLINDTLFPIAQR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 63 794.9379 2 1587.8612 -0.0007 57.74 K Q 0

8508 STLLHLLGGLDTPTSGDVIFNGQPMSK JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 76 933.4849 3 2797.4329 0.0007 63.53 K L 0

8509 STLLQQLTR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 67 530.3117 2 1058.6088 0.0004 44.50 K A 0

8510 STLMNILGCLDK 57.021465@C:9 JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 65 682.8489 2 1363.6832 -0.0006 60.90 K A 0

8511 STLMNILGCLDKATSGTYR 57.021465@C:9 JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 16 701.0193 3 2100.0361 0.0019 63.02 K V 0

8512 STLQILLVNHINHANEVDETFRQAMAKLR 15.994915@M:25 JW4106 ECK4140 yjeK predicted lysine aminomutase 15 845.1983 4 3376.7641 -0.0034 70.58 R R 0

8513 STLQNPADPESSVMYVAAPIMDGSR JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 27 1318.6241 2 2635.2336 0.0078 59.62 R L 0

8514 STMDHYAASNPLNK JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 63 774.8589 2 1547.7032 -0.0005 30.14 K E 0

8515 STMDHYAASNPLNKEVVR JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 38 678.0022 3 2030.9848 0.0003 34.86 K E 0

8516 STMMAGLSYAHFTQYGYLR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 92 1099.0141 2 2196.0136 0.0005 53.69 K T 0

8517 STNNGITAVIGPQGEIQAMIPQFTR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 36 1322.1782 2 2642.3418 -0.0069 65.42 R E 0

8518 STPVAVSTAR JW2660 ECK2679 emrA multidrug efflux system 22 494.7743 2 987.5340 -0.0009 22.54 R E 0

8519 STPYCTDIGK 57.021465@C:5 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 17 571.2635 2 1140.5124 0.0004 27.68 R M 0

8520 STQVYGQDVWLPAETLDLIR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 112 1152.5978 2 2303.1810 0.0013 69.27 K E 0

8521 STQYETQGYTINNAGR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 91 901.9196 2 1801.8246 0.0016 30.11 M R 0

8522 STQYETQGYTINNAGRR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 35 653.6483 3 1957.9231 -0.0011 27.16 M L 0

8523 STTGLALLR JW2168 ECK2174 yejF fused predicted oligopeptide transporter subunits -!- ATP-binding components of ABC superfamily 33 466.2824 2 930.5502 0.0004 40.32 K L 0

8524 STTIGIISSLVNK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 79 666.8905 2 1331.7664 0.0004 55.00 K T 0

8525 STVGTITEIHDYLR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 60 802.9158 2 1603.8170 -0.0036 47.39 R L 0

8526 STVLAPTTVVTR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 20 622.8638 2 1243.7130 -0.0006 34.44 R Q 0

8527 SVAELVEGVSKLDKLK JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 19 572.3369 3 1713.9889 0.0012 52.58 K F 0

8528 SVAIALR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 40 365.2344 2 728.4542 -0.0003 29.40 R N 0

8529 SVAIDLINTLNPTEEQLLVGLR JW0818 ECK0824 yliF predicted diguanylate cyclase 100 1204.6733 2 2407.3320 -0.0002 72.82 R T 0

8530 SVALATGAYAHIR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 81 665.3665 2 1328.7184 -0.0017 34.71 K R 0

8531 SVALATGAYAHIRR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 13 495.9472 3 1484.8198 -0.0014 31.47 K Q 0

8532 SVALEEGAILAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 62 614.8482 2 1227.6818 -0.0004 41.25 K F 0

8533 SVALILAGGR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 18 478.7988 2 955.5830 0.0015 41.01 K G 0

8534 SVALSGVPAGNTALCTVGK 57.021465@C:15 JW0324 ECK0330 prpC 2-methylcitrate synthase 27 901.4775 2 1800.9404 0.0001 44.21 K S 0

8535 SVANAEQMDR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 63 560.7559 2 1119.4972 -0.0006 22.31 R L 0

8536 SVANAIIAACDEVLNNGK 57.021465@C:10 JW4099 ECK4133 aspA aspartate ammonia-lyase 108 620.3161 3 1857.9265 0.0011 58.98 K C 0

8537 SVDALHAAFNQ JW2635 ECK2654 ygaF predicted enzyme 54 586.7882 2 1171.5618 -0.0003 38.68 R - 0

8538 SVDALLIDDIQFFANK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 81 904.9754 2 1807.9362 0.0006 74.35 R E 0

8539 SVDALLIDDIQFFANKER JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 32 698.7007 3 2093.0803 0.0011 70.09 R S 0

8540 SVDAVIVNGGVPR JW0898 ECK0906 lpxK lipid A 4'kinase 22 641.8595 2 1281.7044 0.0004 36.87 K S 0

8541 SVDDVIAQVK JW2904 ECK2932 speB agmatinase 69 537.2954 2 1072.5762 -0.0001 38.42 R Q 0

8542 SVDEAANSDIVDK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 91 681.8228 2 1361.6310 0.0001 25.40 R L 0

8543 SVDEAANSDIVDKLVAEL JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 81 944.4815 2 1886.9484 0.0011 70.71 R - 0

8544 SVDIALSSR JW3630 ECK3645 yicH conserved protein 69 474.2612 2 946.5078 -0.0004 30.42 K Q 0

8545 SVDTPVIGLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 25 514.8027 2 1027.5908 -0.0005 38.54 R E 0

8546 SVDTPVIGLKELMVQHEER JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 99 1090.5734 2 2179.1322 0.0015 49.23 R I 0

8547 SVDVGTWIAGVGYR JW0799 ECK0803 ompX outer membrane protein 92 740.3835 2 1478.7524 0.0007 54.24 R F 0

8548 SVDVGTWIAGVGYRF JW0799 ECK0803 ompX outer membrane protein 83 813.9185 2 1625.8224 0.0023 64.87 R - 0

8549 SVDVGVVESATLADDLTHVEIK JW0934 ECK0942 pqiB paraquat-inducible protein B 63 766.4006 3 2296.1800 0.0001 62.24 R A 0

8550 SVEEILGK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 43 437.7473 2 873.4800 -0.0006 33.46 K - 0

8551 SVEELNTELLNLLR JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 28 821.9549 2 1641.8952 0.0016 72.62 K E 0

8552 SVEFAVFAGPANDPK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 59 774.8884 2 1547.7622 0.0003 48.11 K G 0

8553 SVELVKEYVR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 42 611.3451 2 1220.6756 -0.0009 34.13 K A 0

8554 SVFDTLATAAK JW2924 ECK2952 ansB periplasmic L-asparaginase II 59 562.3034 2 1122.5922 0.0001 47.41 K T 0
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8555 SVFEDMGDWLR JW5062 ECK0451 ylaB conserved inner membrane protein 61 677.8084 2 1353.6022 -0.0001 62.93 R Q 0

8556 SVFPIQSYSGNSELQYVSYR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 105 1162.5636 2 2323.1126 0.0005 54.31 R L 0

8557 SVGEMAENQFR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 67 634.2904 2 1266.5662 0.0000 33.20 R V 0

8558 SVGEVMAIGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 62 509.7712 2 1017.5278 0.0001 36.52 K T 0

8559 SVGGEVIEQPR JW1818 ECK1828 htpX predicted endopeptidase 76 585.8101 2 1169.6056 0.0016 28.96 R N 0

8560 SVGLMTQPI JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 19 473.2574 2 944.5002 0.0002 48.55 K - 0

8561 SVGTQVDDGTLEVR JW3119 ECK3138 yraP predicted protein 30 738.3705 2 1474.7264 0.0001 35.12 R V 0

8562 SVIAEDGK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 20 409.7162 2 817.4178 -0.0003 20.02 R V 0

8563 SVIAEDGKVLYQSFPQAER JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 21 713.0362 3 2136.0868 0.0017 45.89 R A 0

8564 SVITVGPYLR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 33 552.8238 2 1103.6330 -0.0008 43.31 R L 0

8565 SVKDDMLK JW0172 ECK0176 yaeT conserved protein 48 468.2469 2 934.4792 -0.0002 22.18 K Q 0

8566 SVLAELGLELPGGNKPEPR JW5741 ECK4175 rnr exoribonuclease R, RNase R 50 659.3648 3 1975.0726 -0.0012 54.55 R D 0

8567 SVLGIGQR JW3070 ECK3090 yqjE conserved inner membrane protein 49 415.2480 2 828.4814 -0.0003 30.58 K I 0

8568 SVLITGCSSGIGLESALELKR 57.021465@C:7 JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 28 730.7321 3 2189.1745 0.0019 52.49 K Q 0

8569 SVLTQLYR JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 45 490.2821 2 978.5496 -0.0001 40.75 R N 0

8570 SVMAGVIIR 15.994915@M:3 JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 41 481.2786 2 960.5426 0.0000 29.58 K A 0

8571 SVMIDASHLPFAQNISR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 40 943.4859 2 1884.9572 0.0056 52.57 R V 0

8572 SVMLAAGDTFR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 20 584.2948 2 1166.5750 -0.0003 39.43 K A 0

8573 SVNIFDK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 22 411.7214 2 821.4282 0.0000 35.39 R T 0

8574 SVNIFDKTGAEVK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 25 469.9207 3 1406.7403 -0.0003 35.85 R R 0

8575 SVNMEPK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 30 402.6995 2 803.3844 -0.0003 19.71 R L 0

8576 SVNSMGLGIMGGGSLEEALTELETGR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 34 870.0917 3 2607.2533 0.0014 77.75 R A 0

8577 SVNVGFSGGEK JW1672 ECK1678 sufC component of SufBCD complex, ATP-binding component of ABC superfamily 18 540.7711 2 1079.5276 0.0028 27.68 R K 0

8578 SVNYGPLGYIHNGK JW2924 ECK2952 ansB periplasmic L-asparaginase II 30 506.9281 3 1517.7625 -0.0003 40.96 K I 0

8579 SVPLAEVQPGMLLR JW0473 ECK0478 copA copper transporter 74 755.4264 2 1508.8382 -0.0003 55.31 K L 0

8580 SVPSLQIGR JW3630 ECK3645 yicH conserved protein 28 478.7799 2 955.5452 0.0001 34.83 R L 0

8581 SVPVQHPMYIDGQFVTWR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 44 720.6948 3 2159.0626 0.0002 49.05 M G 0

8582 SVQDYLK JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 25 426.7267 2 851.4388 -0.0001 34.29 K V 0

8583 SVQIEVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 15 415.7402 2 829.4658 0.0000 25.91 K K 0

8584 SVREPLSSAILK JW5943 ECK3514 yhjK predicted diguanylate cyclase 24 433.9260 3 1298.7562 0.0003 35.72 R G 0

8585 SVSGSATGTPYELR JW5761 ECK4262 yjgB predicted alcohol dehydrogenase, Zn-dependent and NAD(P)-binding 57 712.8545 2 1423.6944 0.0001 33.41 R K 0

8586 SVSLGVAQPDAYKDK JW2889 ECK2918 yggE conserved protein 24 526.6107 3 1576.8103 0.0005 31.68 R A 0

8587 SVSPGMSTDALNQEILQVSSQLLDK JW4120 ECK4155 yjeP predicted mechanosensitive channel 17 887.4530 3 2659.3372 -0.0003 75.05 R S 0

8588 SVSPGMSTDALNQEILQVSSQLLDKSR JW4120 ECK4155 yjeP predicted mechanosensitive channel 68 968.4979 3 2902.4719 0.0013 70.61 R Q 0

8589 SVSSLAIMGLIDYPGR JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 71 839.9452 2 1677.8758 -0.0001 64.17 K V 0

8590 SVTAIDISSEK JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 71 575.3047 2 1148.5948 0.0024 31.56 K L 0

8591 SVTFCAR 57.021465@C:5 JW2294 ECK2291 pta phosphate acetyltransferase 14 420.7050 2 839.3954 -0.0006 25.27 K S 0

8592 SVTIPAHSAVTLYGSANFLGAHK JW1090 ECK1090 ycfL predicted protein 77 781.0812 3 2340.2218 -0.0009 46.81 R V 0

8593 SVVDLTDDDIAAFR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 101 768.8811 2 1535.7476 0.0009 54.49 R K 0

8594 SVVDLTDDDIAAFRK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 29 555.6211 3 1663.8415 -0.0003 47.97 R E 0

8595 SVVDQINK JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 23 451.7508 2 901.4870 0.0001 23.59 R T 0

8596 SVVNDTDGIVR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 44 587.8069 2 1173.5992 0.0003 31.40 K V 0

8597 SVVNPQFK JW3927 ECK3946 yijP conserved inner membrane protein 24 459.7557 2 917.4968 -0.0003 28.05 R E 0

8598 SVVPVADVLQGR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 36 620.3564 2 1238.6982 -0.0001 48.35 M V 0

8599 SVVQTVR JW5503 ECK3026 tolC transport channel 37 394.7347 2 787.4548 -0.0004 20.36 R S 0

8600 SVVSCDTDFGVCAHCYGR 57.021465@C:5,57.021465@C:12,57.021465@C:15 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 102 1045.4293 2 2088.8440 -0.0011 37.43 R D 0

8601 SVVSGATPVMR JW2101 ECK2107 metG methionyl-tRNA synthetase 54 552.2972 2 1102.5798 -0.0006 29.16 K D 0

8602 SVVSQPENGLYHFTWPLDSNAATGMWHIR JW2504 ECK2516 yfhM conserved protein 71 1105.1991 3 3312.5755 -0.0021 62.81 R A 0

8603 SVYIAEQLADYFR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 66 787.8968 2 1573.7790 0.0014 64.50 R S 0

8604 SWDYLYEPDPK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 64 706.8227 2 1411.6308 0.0013 46.79 K A 0

8605 SWFGYTEGFR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 62 625.2860 2 1248.5574 0.0010 52.23 R E 0

8606 SWGSDAK JW2647 ECK2666 ygaM predicted protein 26 375.6744 2 749.3342 -0.0001 19.32 K G 0

8607 SWGSDAKGEAEAAR JW2647 ECK2666 ygaM predicted protein 88 717.8336 2 1433.6526 -0.0008 26.40 K S 0

8608 SWLVDYFK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 26 529.2713 2 1056.5280 0.0000 58.26 K Q 0

8609 SWQNFMDNFITIR JW3775 ECK3797 hemX uroporphyrinogen III methylase 60 836.4011 2 1670.7876 0.0001 69.21 K R 0

8610 SWSFGEVK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 29 470.2328 2 938.4510 0.0012 41.26 R K 0

8611 SWSFGEVKKPETINYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 46 647.6669 3 1939.9789 -0.0004 40.86 R T 0

8612 SWTGLISTGITYK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 91 713.8829 2 1425.7512 0.0008 53.19 K F 0

8613 SWTGLISTGITYKF JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 75 787.4167 2 1572.8188 0.0000 61.45 K - 0

8614 SWWQLSNSEESSPFR JW3794 ECK3815 pldA outer membrane phospholipase A 87 920.4188 2 1838.8230 0.0007 56.62 K E 0

8615 SYAAQDVK JW3221 ECK3240 yhdA conserved inner membrane protein 35 441.2217 2 880.4288 -0.0001 19.27 R T 0

8616 SYALQPVPSTQASIR JW3361 ECK3385 yrfF predicted inner membrane protein 53 809.4325 2 1616.8504 -0.0018 37.49 R G 0

8617 SYALQPVPSTQASIRGEESEQIELLNIR JW3361 ECK3385 yrfF predicted inner membrane protein 43 1043.5462 3 3127.6168 0.0019 54.06 R K 0

8618 SYGEAWASYPVLKR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 17 542.9472 3 1625.8198 -0.0005 44.63 R Y 0

8619 SYGTDVTLGFPINEYNSLR JW0172 ECK0176 yaeT conserved protein 76 1073.5275 2 2145.0404 0.0027 58.89 K A 0

8620 SYLDKTHQFYEK JW2314 ECK2311 dedA conserved inner membrane protein 27 520.2561 3 1557.7465 0.0002 32.75 R H 0

8621 SYNLNQQLLQR JW5943 ECK3514 yhjK predicted diguanylate cyclase 56 688.8680 2 1375.7214 0.0007 39.32 R H 0

8622 SYPAGDEQVEVLK JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 42 717.8590 2 1433.7034 -0.0004 35.89 R G 0

8623 SYPLDIHNVQDHLK JW0797 ECK0801 dps Fe-binding and storage protein 74 839.9306 2 1677.8466 -0.0009 40.15 K E 0

8624 SYPLDIHNVQDHLKELADR JW0797 ECK0801 dps Fe-binding and storage protein 40 755.0540 3 2262.1402 0.0010 51.58 K Y 0

8625 SYPLDIHNVQDHLKELADRYAIVANDVR JW0797 ECK0801 dps Fe-binding and storage protein 25 1088.8948 3 3263.6626 -0.0060 64.23 K K 0

8626 SYVANDPEK JW5580 ECK3831 tatB TatABCE protein translocation system subunit 15 511.7431 2 1021.4716 0.0000 21.30 R A 0

8627 SYVDCQDKVDELYELQEEWTAK 57.021465@C:5 JW3391 ECK3414 glgP glycogen phosphorylase 79 916.7504 3 2747.2294 0.0020 60.37 R A 0

8628 SYYALAESVK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 28 565.7902 2 1129.5658 0.0003 39.76 R N 0

8629 TAAAADRTGHALLHTLYQQNLK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 71 798.4276 3 2392.2610 -0.0001 40.53 R N 0

8630 TAAILLDTKGPEIR JW1666 ECK1672 pykF pyruvate kinase I 65 499.9588 3 1496.8546 -0.0018 39.44 K T 0

8631 TAANGIEREWLNADELR JW2635 ECK2654 ygaF predicted enzyme 72 653.3286 3 1956.9640 -0.0014 47.53 R E 0

8632 TAAPSPSSSDKP JW5580 ECK3831 tatB TatABCE protein translocation system subunit 65 572.7772 2 1143.5398 -0.0009 19.36 K - 0

8633 TAAQNAFR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 15 439.7275 2 877.4404 -0.0001 20.88 R V 0

8634 TAAVADYYAPIR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 73 655.8407 2 1309.6668 0.0002 40.13 R S 0

8635 TAAVMLLMPR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 15 551.8090 2 1101.6034 -0.0004 49.43 K V 0

8636 TAAYLLPALQHLLDFPR JW2560 ECK2574 srmB ATP-dependent RNA helicase 19 647.0315 3 1938.0727 0.0001 72.92 K K 0

8637 TACEVAEISYK 57.021465@C:3 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 50 635.8031 2 1269.5916 0.0005 33.66 K K 0

8638 TACEVAEISYKK 57.021465@C:3 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 22 699.8502 2 1397.6858 -0.0001 28.26 K F 0

8639 TADAILR JW1805 ECK1814 yoaE fused predicted membrane proteins 27 380.2215 2 758.4284 -0.0001 24.42 R L 0

8640 TADFINNVMIPDALAIGQFNKPWSEIGTGLSDK JW0955 ECK0964 hyaB hydrogenase 1, large subunit 55 1188.2685 3 3561.7837 0.0023 75.53 R C 0

8641 TADFLNR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 15 418.7167 2 835.4188 0.0000 30.01 K M 0

8642 TADKLVLTDSKGEK JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 51 502.2787 3 1503.8143 -0.0001 21.92 R S 0

8643 TADQGTNIQTPAQMAK JW4114 ECK4149 frdB fumarate reductase (anaerobic), Fe-S subunit 61 837.9095 2 1673.8044 0.0001 30.90 R Y 0

8644 TAEDENVVGLQR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 83 665.8337 2 1329.6528 0.0003 29.84 R V 0

8645 TAEDYLGEPVTEAVITVPAYFNDAQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 43 1435.1986 2 2868.3826 0.0008 67.06 K Q 0

8646 TAEWAEFLQR JW1272 ECK1275 yciM conserved protein 78 625.8120 2 1249.6094 0.0004 52.32 K A 0

8647 TAFVLYDDQK JW0934 ECK0942 pqiB paraquat-inducible protein B 68 600.3010 2 1198.5874 0.0004 39.46 K S 0

8648 TAGGKDLRPALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 17 409.5787 3 1225.7143 0.0001 20.10 R I 0

8649 TAGNVGSLK JW3351 ECK3375 damX predicted protein 58 423.7374 2 845.4602 -0.0004 20.08 K S 0

8650 TAGSSGANPFACIAAGIASLWGPAHGGANEAALK 57.021465@C:12 JW0710 ECK0709 gltA citrate synthase 62 1065.8604 3 3194.5594 0.0025 76.90 R M 0

8651 TAGVGSVQLFGSEYAMR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 104 886.9355 2 1771.8564 0.0002 50.82 R I 0

8652 TAGVLGDDLSLNAQQVSGVR JW1941 ECK1956 yedI conserved inner membrane protein 98 1000.5231 2 1999.0316 -0.0018 50.86 K A 0

8653 TAHQLVLSK JW1666 ECK1672 pykF pyruvate kinase I 15 332.8660 3 995.5762 -0.0001 22.43 K G 0

8654 TAIAEGLAWR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 41 544.2982 2 1086.5818 -0.0003 42.19 K I 0

8655 TAIAPVITIDGPSGAGK JW0893 ECK0901 cmk cytidylate kinase 64 784.4382 2 1566.8618 0.0002 43.91 M G 0

8656 TAIHALAR JW3179 ECK3202 gltB glutamate synthase, large subunit 26 426.7560 2 851.4974 -0.0003 20.96 R M 0

8657 TAIMENAHLVLSAASFAESDGTVINNEGR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 49 1006.4928 3 3016.4566 0.0007 59.62 R A 0

8658 TAISDLEVENR JW4215 ECK4251 valS valyl-tRNA synthetase 39 623.8175 2 1245.6204 0.0003 35.61 R E 0

8659 TAISQFEGYIK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 65 628.8300 2 1255.6454 0.0006 49.36 R L 0

8660 TAITGANVNSAK JW2060 ECK2071 mdtB multidrug efflux system, subunit B 86 573.8085 2 1145.6024 -0.0015 21.75 R G 0

8661 TAIVEGLAQR JW2573 ECK2590 clpB protein disaggregation chaperone 73 529.3037 2 1056.5928 0.0001 31.80 K I 0

8662 TALAIDAIINQR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 101 649.8747 2 1297.7348 -0.0006 52.24 K D 0

8663 TALAQYR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 50 411.7268 2 821.4390 -0.0004 23.74 R E 0

8664 TALASSVR JW2660 ECK2679 emrA multidrug efflux system 28 402.7322 2 803.4498 -0.0002 20.09 K Q 0

8665 TALDQGDLLLYAQPIR JW5391 ECK2389 yfeA predicted diguanylate cyclase 68 893.9885 2 1785.9624 -0.0001 57.05 R N 0

8666 TALGNDYHALFSFDDALAGR JW2507 ECK2520 pepB aminopeptidase B 50 718.6811 3 2153.0215 0.0035 62.01 K L 0

8667 TALIDHLDTMAER JW0797 ECK0801 dps Fe-binding and storage protein 65 495.9170 3 1484.7292 -0.0002 43.58 R A 0

8668 TALIMPICNEDVNR 15.994915@M:5,57.021465@C:8 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 72 831.4025 2 1660.7904 -0.0008 38.01 R V 0

8669 TALITGALQGIGEGIAR JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 60 820.9706 2 1639.9266 0.0009 56.49 K T 0

8670 TALNVSGSMTAGTLTSQWLK JW1718 ECK1727 ydjN predicted transporter 73 1033.5330 2 2065.0514 0.0000 56.71 R Q 0

8671 TALVANPWQLGNVAAMLER JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 113 1027.5459 2 2053.0772 -0.0007 68.70 K A 0

8672 TALVMGSASPQDLVQAVEK 15.994915@M:5 JW0473 ECK0478 copA copper transporter 86 980.5060 2 1958.9974 -0.0008 49.61 R A 0

8673 TALVMGSASPQDLVQAVEKAGYGAEAIEDDAK JW0473 ECK0478 copA copper transporter 33 1078.8673 3 3233.5801 0.0039 70.32 R R 0

8674 TAMAPKPATTTTVTR JW5927 ECK3028 ygiB conserved outer membrane protein 72 773.9169 2 1545.8192 0.0008 21.46 K G 0

8675 TANDFYIPEDEPFK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 31 843.3887 2 1684.7628 0.0007 52.59 K I 0

8676 TANDGVDALNVLSK JW5917 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 82 708.8700 2 1415.7254 -0.0001 44.70 K N 0

8677 TANEVQQAANAIFDR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 96 824.4086 2 1646.8026 0.0015 52.60 R V 0

8678 TANSGYLTR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 47 491.7511 2 981.4876 -0.0003 21.86 K R 0
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8679 TAPHIMVVER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 24 384.8787 3 1151.6143 0.0021 30.01 K D 0

8680 TAQALLQGLGGLDTLYAEPEKIAGLSFR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 110 978.1977 3 2931.5713 0.0008 70.58 K G 0

8681 TAQEAEALAR JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 75 530.2744 2 1058.5342 -0.0013 23.24 K Q 0

8682 TAQEAVSPDEAAR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 65 672.8225 2 1343.6304 -0.0013 21.69 K I 0

8683 TAQELDKAVAEATPYEPAGK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 56 697.0194 3 2088.0364 -0.0012 39.37 K A 0

8684 TASIPINSNLIVHVGNNVR JW4180 ECK4217 ytfN conserved protein 16 673.3765 3 2017.1077 0.0007 46.39 K I 0

8685 TASLAQEGATSSAVGFNIQLNDCDTNVASK 57.021465@C:23 JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 26 1023.8196 3 3068.4370 0.0013 50.43 R A 0

8686 TASSDLYQLFR JW2766 ECK2790 ygdH conserved protein 17 650.8305 2 1299.6464 0.0005 52.59 R N 0

8687 TASSGDYNKNQYYGITAGPAYR JW0799 ECK0803 ompX outer membrane protein 27 799.7085 3 2396.1037 0.0002 37.57 R I 0

8688 TASVTPSSAVPK JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 25 572.8139 2 1143.6132 -0.0003 23.04 K S 0

8689 TATFQQEVAESILAGIK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 76 903.4861 2 1804.9576 0.0005 66.78 K A 0

8690 TATPATASQFYTVK JW2640 ECK2659 ygaU predicted protein 27 743.3832 2 1484.7518 0.0007 38.04 K S 0

8691 TAVAEYPTK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 33 490.2583 2 978.5020 -0.0002 19.48 R S 0

8692 TAVDTTNTGVATYASGR JW1490 ECK1489 yddB predicted porin protein 119 842.9107 2 1683.8068 0.0005 30.23 K T 0

8693 TAVNVIGYTDSTGGHDLNMR JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 40 707.6722 3 2119.9948 -0.0008 42.00 K L 0

8694 TAWIHEQAK JW1327 ECK1329 uspE stress-induced protein 22 361.8575 3 1082.5507 -0.0002 24.02 R Y 0

8695 TAWIPLK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 34 414.7521 2 827.4896 -0.0008 42.33 R Q 0

8696 TAYWELVR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 18 519.2752 2 1036.5358 0.0017 44.87 R D 0

8697 TAYWELVRDHFAILK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 34 621.3374 3 1860.9904 0.0017 58.06 R V 0

8698 TCAFIDAEHALDPIYAR 57.021465@C:2 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 86 981.9726 2 1961.9306 0.0001 55.32 K K 0

8699 TCIHGDQVLAQPLGADRK 57.021465@C:2 JW5741 ECK4175 rnr exoribonuclease R, RNase R 63 495.5078 4 1978.0021 -0.0032 30.56 K G 0

8700 TCPTGAIHFGTK 57.021465@C:2 JW1471 ECK1469 fdnH formate dehydrogenase-N, Fe-S (beta) subunit, nitrate-inducible 51 645.3194 2 1288.6242 0.0009 30.22 K K JW3864

8701 TCPTGAIHFGTK 57.021465@C:2 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 36 645.3193 2 1288.6240 0.0007 29.59 K E JW3864

8702 TDADAADLITSDCDPYDSEFITGER 57.021465@C:13 JW3975 ECK4007 aceA isocitrate lyase 106 1389.0903 2 2776.1660 0.0003 56.99 R T 0

8703 TDAQNTAAYIGNGDR JW2203 ECK2207 ompC outer membrane porin protein C 126 783.8610 2 1565.7074 0.0003 29.02 R A 0

8704 TDAQNTAAYIGNGDRAETYTGGLK JW2203 ECK2207 ompC outer membrane porin protein C 81 1244.0901 2 2486.1656 -0.0017 38.75 R Y 0

8705 TDDFTFNYGWTYNK JW0172 ECK0176 yaeT conserved protein 23 886.3842 2 1770.7538 0.0013 54.73 K L 0

8706 TDDFTFNYGWTYNKLDR JW0172 ECK0176 yaeT conserved protein 34 719.3294 3 2154.9664 0.0015 53.13 K G 0

8707 TDDPVEAIEQMEIELSR JW0907 ECK0915 mukB fused chromosome partitioning proteins 113 987.9704 2 1973.9262 0.0010 73.19 R L 0

8708 TDGDQVQINNVNILGR JW0755 ECK0761 ybhC predicted pectinesterase 89 878.4526 2 1754.8906 -0.0005 45.89 R Q 0

8709 TDGLDPDQAVVDFYSLGLGEIYPIAASHGR JW5403 ECK2507 der predicted GTP-binding protein 38 1059.5241 3 3175.5505 0.0041 77.28 K G 0

8710 TDGSSTLASFGER JW1606 ECK1609 ydgA conserved protein 78 664.3099 2 1326.6052 0.0000 35.43 K V 0

8711 TDGVNLGGVR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 28 494.2648 2 986.5150 0.0005 30.78 K A 0

8712 TDIAQLLGK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 61 479.7821 2 957.5496 0.0002 46.05 M D 0

8713 TDIAQLLGKDADNLLQHR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 80 674.3638 3 2020.0696 -0.0006 57.88 M C 0

8714 TDIDKIR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 13 430.7456 2 859.4766 0.0003 40.29 K T 0

8715 TDIENEVEQNDDGTYSQYGK JW0790 ECK0794 fiu predicted iron outer membrane transporter 103 1152.9911 2 2303.9676 0.0011 38.83 R K 0

8716 TDINQALNR JW2573 ECK2590 clpB protein disaggregation chaperone 65 522.7748 2 1043.5350 -0.0009 28.87 R L 0

8717 TDINQALNRLPQVEGTGGDVQPSQDLVR JW2573 ECK2590 clpB protein disaggregation chaperone 109 1007.5181 3 3019.5325 0.0002 51.45 R V 0

8718 TDIVEYVR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 56 497.7639 2 993.5132 0.0002 36.36 K A 0

8719 TDKETPYVPIPEGGVK JW5791 ECK4344 yjiY predicted inner membrane protein 18 577.3045 3 1728.8917 -0.0017 38.28 R I 0

8720 TDKLTSLR JW0007 ECK0008 talB transaldolase B 17 311.8503 3 932.5291 -0.0002 23.12 M Q 0

8721 TDKPQPVNALLK JW5503 ECK3026 tolC transport channel 45 662.3851 2 1322.7556 -0.0002 30.83 K E 0

8722 TDKVYYHHTGHIGGIK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 27 457.2386 4 1824.9253 -0.0020 22.27 R Q 0

8723 TDLDKLVIEMETNGTIDPEEAIR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 35 868.1030 3 2601.2872 0.0028 66.56 R R 0

8724 TDLDKLVIEMETNGTIDPEEAIRR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 66 920.1359 3 2757.3859 0.0005 62.59 R A 0

8725 TDLNDTESDSTTLVASR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 123 912.9259 2 1823.8372 -0.0012 34.60 R Y 0

8726 TDSTVKQPIVDEGSNAAFDIVYSDAQGVK JW2504 ECK2516 yfhM conserved protein 75 1018.8341 3 3053.4805 -0.0026 55.29 R K 0

8727 TDTLLEISVLPLDSYAKPDIEANYQGR JW3474 ECK3490 slp outer membrane lipoprotein 73 1007.8527 3 3020.5363 0.0021 64.63 K L 0

8728 TDTPIQKVPQSISVVTAEEMALHQPK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 54 949.8360 3 2846.4862 0.0014 52.43 K S 0

8729 TDTPSLETPQAAR JW5012 ECK0154 clcA chloride channel, voltage-gated 64 693.8460 2 1385.6774 -0.0012 29.55 K L 0

8730 TDVKEMVELDQ JW5448 ECK2805 ygdI predicted protein 74 661.8112 2 1321.6078 0.0007 29.41 R - 0

8731 TDVLALPLPQQR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 28 675.8906 2 1349.7666 0.0000 48.87 R L 0

8732 TDVLDLTINTR JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 81 630.8434 2 1259.6722 0.0001 48.53 K G 0

8733 TDVLIDEVR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 43 530.2876 2 1058.5606 -0.0002 40.23 K A 0

8734 TDVMDAALRQPLSEFDTQPVGQVISR JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 59 958.4869 3 2872.4389 0.0001 60.03 R V 0

8735 TEAINANYHAPEIAFSAPYLSEMVR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 78 932.1222 3 2793.3448 0.0016 59.49 R Q 0

8736 TEALIFGSHDNSTLEMTQR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 50 717.3441 3 2149.0105 -0.0006 45.58 K M 0

8737 TEDILLLQTNPQWQSIFDTYGVLPR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 24 983.1789 3 2946.5149 0.0022 77.70 R H 0

8738 TEEEQFAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 52 505.2328 2 1008.4510 -0.0001 22.09 K T 0

8739 TEEFDAIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 36 476.7348 2 951.4550 0.0002 30.58 K I 0

8740 TEEFDAIKIALASPDMIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 67 1010.5256 2 2019.0366 0.0020 61.28 K S 0

8741 TEFLFMDRDALPTEEEQFAAYK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 76 884.4166 3 2650.2280 0.0019 61.01 R A 0

8742 TEGKQSPFSFVLSFNPADVQPNAR JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 72 1318.6598 2 2635.3050 0.0020 62.12 R I 0

8743 TEGVGLHGVAR JW5837 ECK2081 yegR predicted protein 74 548.2989 2 1094.5832 -0.0002 22.69 K L 0

8744 TEKEAIDAGTTWWEGDLFQGKPDWK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 61 727.8503 4 2907.3721 0.0006 58.22 R K 0

8745 TEKEWDKADAAFDNR JW1575 ECK1578 ynfB predicted protein 47 599.2794 3 1794.8164 -0.0008 31.02 R D 0

8746 TELFLVEGDSAGGSAK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 62 790.8938 2 1579.7730 0.0001 46.81 R Q 0

8747 TELKEALASLELPEGMGLIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 76 1135.1281 2 2268.2416 0.0018 66.17 R T 0

8748 TELLKELDR JW0099 ECK0102 yacF conserved protein 44 558.8166 2 1115.6186 0.0001 35.07 R Q 0

8749 TELLNDVAGALALDDKLGR JW1699 ECK1707 btuD vitamin B12 transporter subunit -!- ATP-binding component of ABC superfamily 48 662.0285 3 1983.0637 0.0000 60.71 R S 0

8750 TEMDEYIR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 43 528.7371 2 1055.4596 0.0004 33.40 K N 0

8751 TENLYILPASQTR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 43 753.4019 2 1504.7892 0.0007 44.48 R D 0

8752 TENTIETGVGYSTDVGPR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 57 948.4525 2 1894.8904 -0.0004 37.86 R V 0

8753 TEPGDENNQDISALVGK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 89 893.9265 2 1785.8384 0.0003 41.38 K V 0

8754 TEPKPVAQTPK JW3351 ECK3375 damX predicted protein 26 598.3372 2 1194.6598 -0.0010 18.31 K R 0

8755 TEPLQITTELPGR JW0452 ECK0457 acrA multidrug efflux system 80 727.8952 2 1453.7758 -0.0017 46.59 K T 0

8756 TEPLTETPELSAK JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 34 708.3663 2 1414.7180 -0.0011 34.37 M Y 0

8757 TEPTYTLYATFDNIGGLK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 88 1002.5014 2 2002.9882 -0.0005 60.73 R A 0

8758 TEQATTTDELAFTRPYGEQEK JW3974 ECK4006 aceB malate synthase A 75 1208.0693 2 2414.1240 0.0004 39.05 M Q 0

8759 TEQQYENATR JW1178 ECK1177 dadA D-amino acid dehydrogenase 65 620.2837 2 1238.5528 0.0001 19.08 R D 0

8760 TEQTQPAAPAKPTSDIPN JW3142 ECK3164 secG preprotein translocase membrane subunit 67 933.4653 2 1864.9160 -0.0007 27.79 K - 0

8761 TERGEPQINFDDIELDDTDDRRPTR JW3351 ECK3375 damX predicted protein 38 751.6060 4 3002.3949 -0.0017 42.89 R A 0

8762 TESFAQLFEESLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 39 764.8805 2 1527.7464 0.0007 64.16 M E 0

8763 TESFAQLFEESLKEIETRPGSIVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 63 922.8159 3 2765.4259 0.0023 72.65 M G 0

8764 TETLEEQTLEEAIEEEK JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 51 1010.9780 2 2019.9414 0.0044 53.93 K Q 0

8765 TETQQTFVNGLLGFITLGIYTPLEAR JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 17 961.5161 3 2881.5265 0.0037 80.54 K V 0

8766 TETTPALEVYR JW3967 ECK3995 zraS sensory histidine kinase in two-component regulatory system with ZraR 13 640.3304 2 1278.6462 0.0007 35.75 K L 0

8767 TEVDELTR JW0638 ECK0636 ybeL conserved protein 15 481.7434 2 961.4722 0.0006 28.44 R A 0

8768 TEVELLK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 36 416.2445 2 830.4744 -0.0005 32.05 R T 0

8769 TEVYPIGIEPK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 43 623.3399 2 1244.6652 0.0000 39.72 R E 0

8770 TEYYPAQLSGGQQQR JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 57 863.4147 2 1724.8148 0.0029 33.31 R V 0

8771 TFADVDEAQALR JW0473 ECK0478 copA copper transporter 68 668.3301 2 1334.6456 -0.0010 39.99 K L 0

8772 TFAHVDPVKEPIPVIPTCHYMMGGIPTK 57.021465@C:18 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 68 1045.8663 3 3134.5771 0.0014 50.41 R V 0

8773 TFALAQKYDR JW0328 ECK0334 codA cytosine deaminase 30 404.8838 3 1211.6296 -0.0002 31.71 K L 0

8774 TFCAHAPGAVEPLQSAIK 57.021465@C:3 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 70 948.9857 2 1895.9568 0.0005 38.89 K Y 0

8775 TFCIPHGGGGPGMGPIGVK 57.021465@C:3 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 20 613.6391 3 1837.8955 -0.0012 43.87 K A 0

8776 TFDLDELVTTLSGGNGAGK JW0907 ECK0915 mukB fused chromosome partitioning proteins 92 947.9736 2 1893.9326 0.0006 72.70 R S 0

8777 TFDNGVICASEQSVVVVDSVYDAVR 57.021465@C:8 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 86 1365.1600 2 2728.3054 0.0039 70.13 K E 0

8778 TFDNGVICASEQSVVVVDSVYDAVRER 57.021465@C:8 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 90 1005.4897 3 3013.4473 0.0021 69.63 K F 0

8779 TFEAIQYYLLK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 51 694.8765 2 1387.7384 -0.0002 58.48 K A 0

8780 TFFPDFSK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 31 494.7426 2 987.4706 0.0004 48.46 K V 0

8781 TFGEAACQQELEAFLAHR 57.021465@C:7 JW1615 ECK1618 add adenosine deaminase 39 693.3305 3 2076.9697 0.0009 55.25 R D 0

8782 TFGFGAGREDVWEPDLDVNWGDEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 86 913.7495 3 2738.2267 0.0017 61.67 R A 0

8783 TFGMEGLFR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 52 529.2607 2 1056.5068 0.0006 52.80 R Q 0

8784 TFGVQAK JW1615 ECK1618 add adenosine deaminase 17 375.7107 2 749.4068 -0.0003 21.86 R L 0

8785 TFGYYNAGQDCTAACR 57.021465@C:11,57.021465@C:15 JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 123 927.8805 2 1853.7464 0.0004 34.30 R I 0

8786 TFHIGGAASR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 65 339.5139 3 1015.5199 -0.0001 25.47 R A 0

8787 TFLDQTGGLWASGALYGK JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 94 942.9785 2 1883.9424 0.0006 62.07 R L 0

8788 TFLEHGIR JW1615 ECK1618 add adenosine deaminase 54 486.7666 2 971.5186 -0.0003 30.22 K A 0

8789 TFLLTANMHF JW0790 ECK0794 fiu predicted iron outer membrane transporter 62 597.8026 2 1193.5906 0.0003 57.98 R - 0

8790 TFLVEIGTEELPPK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 30 786.9301 2 1571.8456 0.0009 53.57 K A 0

8791 TFLVTIGDR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 27 511.2873 2 1020.5600 -0.0004 43.90 K S 0

8792 TFMETPLAHPQR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 26 476.5746 3 1426.7020 -0.0008 33.73 K G 0

8793 TFNEFFVRPLR JW4121 ECK4156 psd phosphatidylserine decarboxylase 34 475.9261 3 1424.7565 -0.0001 49.12 R D 0

8794 TFNFFINQPLVR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 69 748.4072 2 1494.7998 0.0015 59.82 K K 0

8795 TFNIPGGK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 36 417.2295 2 832.4444 0.0001 31.80 R G 0

8796 TFNQMSSELHK JW2453 ECK2464 narQ sensory histidine kinase in two-component regulatory system with NarP (NarL) 22 441.2116 3 1320.6130 -0.0003 29.78 K L 0

8797 TFPVQFPLLR JW0773 ECK0779 ybhP predicted DNase 30 609.3560 2 1216.6974 0.0005 59.73 R L 0

8798 TFQGLILTLQDYWAR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 90 912.9873 2 1823.9600 0.0030 76.08 R Q 0

8799 TFREQFGLELPR JW2163 ECK2169 spr predicted peptidase, outer membrane lipoprotein 13 498.2686 3 1491.7840 0.0006 45.91 R S 0

8800 TFSNAIAEVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 31 554.2934 2 1106.5722 0.0003 34.84 K E 0

8801 TFTAKPETVKR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 28 426.5781 3 1276.7125 -0.0015 19.59 K D 0

8802 TFTDAAEVIGEAWESR JW2101 ECK2107 metG methionyl-tRNA synthetase 30 891.4183 2 1780.8220 -0.0047 62.07 K E 0
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8803 TFTDVQGDTHE JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 72 625.2701 2 1248.5256 -0.0003 26.74 K - 0

8804 TFTPSESLSSLSLFLSLAR JW0861 ECK0868 ybjX conserved protein 99 1028.5528 2 2055.0910 0.0022 77.36 R G 0

8805 TFWITNQQTMTAR JW3927 ECK3946 yijP conserved inner membrane protein 79 799.3938 2 1596.7730 0.0011 45.45 K N 0

8806 TGAALTLDGATFSSETTLNNGTNTIPFQAR JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 20 1023.8434 3 3068.5084 0.0032 58.35 R Y 0

8807 TGAFHAAIAAGVPIIPVCVSTTSNK 57.021465@C:18 JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 46 828.1088 3 2481.3046 -0.0005 52.35 K I 0

8808 TGAQEYAPHVINTPLAFLIK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 73 728.4012 3 2182.1818 0.0032 60.95 K S 0

8809 TGAVINVK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 49 401.2450 2 800.4754 -0.0002 24.16 K K 0

8810 TGAWSSLLDIIPSMAK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 36 845.4482 2 1688.8818 0.0011 72.55 R A 0

8811 TGCLVCLDSCPVGIVSNATYTYGAVEK 57.021465@C:3,57.021465@C:6,57.021465@C:10 JW5283 ECK1749 ydjY predicted protein 17 978.7943 3 2933.3611 0.0003 58.17 K R 0

8812 TGCLVCLDSCPVGIVSNATYTYGAVEKR 57.021465@C:3,57.021465@C:6,57.021465@C:10 JW5283 ECK1749 ydjY predicted protein 99 1030.8280 3 3089.4622 0.0000 55.42 K G 0

8813 TGDDNITWENDDK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 97 761.8182 2 1521.6218 0.0000 31.26 R T 0

8814 TGDDNITWENDDKTGSLVWAGDTYWR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 83 1005.7851 3 3014.3335 0.0017 58.16 R I 0

8815 TGDEWVK JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 50 417.7027 2 833.3908 -0.0011 26.87 K A 0

8816 TGDIGLFR JW2667 ECK2692 alaS alanyl-tRNA synthetase 53 439.7403 2 877.4660 0.0002 38.91 R I 0

8817 TGDTVNDEDISNTIR JW0172 ECK0176 yaeT conserved protein 95 825.3841 2 1648.7536 -0.0003 34.03 R A 0

8818 TGDVKQPNDPGEITNEVTPIKVGDTLYLCTAHQR 57.021465@C:29 JW0120 ECK0123 gcd glucose dehydrogenase 82 1256.2951 3 3765.8635 0.0004 49.75 R L 0

8819 TGEQFERPVTVGYMYMLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 67 717.0201 3 2148.0385 0.0000 52.24 R L 0

8820 TGFNDSLLDIR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 68 625.8229 2 1249.6312 0.0010 52.04 R Y 0

8821 TGGDAPDQTTTIVR JW2294 ECK2291 pta phosphate acetyltransferase 77 716.3570 2 1430.6994 -0.0008 26.22 R A 0

8822 TGGLADVIGALPAAQIADGVDAR JW3392 ECK3415 glgA glycogen synthase 95 1076.0746 2 2150.1346 0.0015 65.91 K V 0

8823 TGGSLDAWFK JW4025 ECK4057 yjcD predicted permease 76 541.2694 2 1080.5242 0.0002 48.48 R I 0

8824 TGGVLALVSTPSYDPNLFVDGISSK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 60 1269.1601 2 2536.3056 -0.0004 68.08 R D 0

8825 TGHALLHTLYQQNLK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 80 868.9755 2 1735.9364 -0.0004 33.92 R N 0

8826 TGHTDKAGYNLVASATEGQMR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 62 736.3552 3 2206.0438 0.0001 34.66 K L 0

8827 TGIAFDDSPVPAQNR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 49 794.3917 2 1586.7688 -0.0001 39.14 R S 0

8828 TGIPDADKVNIQIADGK JW2640 ECK2659 ygaU predicted protein 83 877.9676 2 1753.9206 -0.0004 39.88 K A 0

8829 TGISAAFLGNTAEQVIDHLR JW1327 ECK1329 uspE stress-induced protein 67 705.0400 3 2112.0982 0.0018 67.79 R C 0

8830 TGIVHYDKDVCTGCR 57.021465@C:11,57.021465@C:14 JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 55 594.2744 3 1779.8014 -0.0019 24.72 K Y 0

8831 TGKYDAVIALGTVIR JW0405 ECK0409 ribE riboflavin synthase beta chain 41 526.3066 3 1575.8980 -0.0003 48.81 K G 0

8832 TGLILDIFAQR JW4131 ECK4169 hflX predicted GTPase 75 623.8614 2 1245.7082 0.0002 63.07 R A 0

8833 TGLLSSSAASGVPQVENLENKGQ JW3140 ECK3161 argG argininosuccinate synthetase 40 762.7245 3 2285.1517 0.0017 48.86 K - 0

8834 TGLPGVAWVR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 54 528.3040 2 1054.5934 0.0011 46.44 K V 0

8835 TGLQHLTVINQSHQQYLQK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 67 746.0658 3 2235.1756 -0.0005 34.88 K D 0

8836 TGNIFVLDR JW0120 ECK0123 gcd glucose dehydrogenase 19 517.7851 2 1033.5556 0.0001 42.81 K R 0

8837 TGNIFVLDRR JW0120 ECK0123 gcd glucose dehydrogenase 38 595.8355 2 1189.6564 -0.0004 36.84 K N 0

8838 TGNTDSLALQNIGLETDSR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 93 1002.9956 2 2003.9766 0.0007 47.89 R G 0

8839 TGPEAILELEHMGLPFSR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 77 999.0123 2 1996.0100 0.0012 63.88 K L 0

8840 TGPEAILELEHMGLPFSRLDDGR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 68 851.7641 3 2552.2705 0.0012 64.95 K I 0

8841 TGPYNLLFLFSIGIDKTK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 22 676.3790 3 2026.1152 0.0014 72.15 K A JW4092

8842 TGQEMPMEMADLNAVLGEVIAAESGYER JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 112 1004.4665 3 3010.3777 0.0055 80.06 R E 0

8843 TGQPLLLSLLVR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 77 655.4143 2 1308.8140 0.0012 67.31 R N 0

8844 TGRYHFEQSSTTTQPAR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 79 656.3169 3 1965.9289 -0.0005 22.71 K - 0

8845 TGSITSVQAVYVPADDLTDPSPATTFAHLDATVVLSR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 73 1272.6500 3 3814.9282 0.0017 66.19 K Q 0

8846 TGSLNLYVMDLASGQIR JW5100 ECK0729 tolB periplasmic protein 108 919.4772 2 1836.9398 -0.0005 61.98 K Q 0

8847 TGSVYIVKPK JW2943 ECK2970 glcB malate synthase G 43 364.5532 3 1090.6378 -0.0009 23.98 R M 0

8848 TGSYFRDVLEEVIDDLKTR JW2019 ECK2028 wbbI conserved protein 43 752.7228 3 2255.1466 0.0031 74.99 R - 0

8849 TGTLFAMEQMGVAPDLTTFAK JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 81 1115.0505 2 2228.0864 0.0007 64.42 R S 0

8850 TGTLSMTIQAMLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 40 711.8760 2 1421.7374 0.0005 59.53 K G 0

8851 TGTLTEGKPQVVAVK JW0473 ECK0478 copA copper transporter 57 764.4402 2 1526.8658 -0.0010 27.08 K T 0

8852 TGTLTVGKPR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 66 515.3062 2 1028.5978 -0.0001 20.02 K V 0

8853 TGTTAGAGYNLVASATQGDMR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 109 1021.4844 2 2040.9542 0.0007 47.01 K L 0

8854 TGVGVQDVLER JW2553 ECK2567 lepA GTP binding membrane protein 72 586.8169 2 1171.6192 -0.0004 40.85 K L 0

8855 TGVINQYYR JW2132 ECK2137 sanA predicted protein 20 557.2867 2 1112.5588 -0.0026 32.59 R Y 0

8856 TGVLPEAVNEALSGSVAWDGK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 69 1050.5344 2 2099.0542 0.0008 62.69 K V 0

8857 TGVMADEIAQVMQENLAR JW1336 ECK1339 ydaN predicted Zn(II) transporter 122 988.4842 2 1974.9538 0.0035 63.74 R R 0

8858 TGVPVVWIK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 75 499.8057 2 997.5968 0.0008 44.61 R R 0

8859 TGVPVVWIKR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 33 385.5729 3 1153.6969 -0.0004 38.54 R E 0

8860 TGVSNTLENEFK JW0173 ECK0177 hlpA periplasmic chaperone 54 669.8298 2 1337.6450 -0.0013 41.66 K G 0

8861 TGVVFCQYPEGVR 57.021465@C:6 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 80 756.3691 2 1510.7236 -0.0003 41.02 K F 0

8862 TGVVFCQYPEGVRFGEEEDDIAR 57.021465@C:6 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 73 891.7464 3 2672.2174 -0.0003 50.70 K L 0

8863 TGVVLAPDGGILGK JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 42 648.8793 2 1295.7440 -0.0009 45.13 R M 0

8864 TGWLDTVAVR JW4135 ECK4173 purA adenylosuccinate synthetase 16 559.3030 2 1116.5914 -0.0014 47.27 R R 0

8865 TGYLTLGGSQR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 63 576.8037 2 1151.5928 -0.0007 35.10 K V 0

8866 THAGIEQAISR JW3975 ECK4007 aceA isocitrate lyase 62 591.8149 2 1181.6152 -0.0001 23.69 R G 0

8867 THAPVDFDTAVASTITSHDAGYINK JW0886 ECK0894 pflB pyruvate formate lyase I 79 658.5720 4 2630.2589 -0.0024 50.39 R Q 0

8868 THEIPYIWPQAVEQQVAGLKEEVPEEAK JW5741 ECK4175 rnr exoribonuclease R, RNase R 39 805.4155 4 3217.6329 0.0032 61.04 R A 0

8869 THGSALFTR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 37 495.2617 2 988.5088 -0.0001 23.86 R G 0

8870 THGVDTDYPLDHEFITGGEYR JW5625 ECK3691 gyrB DNA gyrase, subunit B 33 808.0366 3 2421.0880 0.0005 44.95 R R 0

8871 THIVHLPDAIAR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 46 671.8828 2 1341.7510 -0.0007 32.83 K D 0

8872 THLLHAVGNGIMAR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 61 497.2736 3 1488.7990 0.0007 31.75 K K 0

8873 THLNFQR JW3318 ECK3343 prkB predicted phosphoribulokinase 22 458.2428 2 914.4710 -0.0011 23.16 R V 0

8874 THNQGVFDVYTPDILR JW0886 ECK0894 pflB pyruvate formate lyase I 45 625.6518 3 1873.9336 0.0011 52.06 K C 0

8875 THREGLPAADFSVFYHLISIDR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 70 636.8309 4 2543.2945 0.0026 63.18 R N 0

8876 THSFSLSFELAEPLHIR JW1490 ECK1489 yddB predicted porin protein 31 662.0147 3 1983.0223 0.0009 53.79 K Q 0

8877 TIADKQADTNQEQAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 34 830.9106 2 1659.8066 0.0002 17.15 K T 0

8878 TIAELVEQFNLPIEK JW0190 ECK0194 proS prolyl-tRNA synthetase 34 872.4811 2 1742.9476 0.0022 67.73 K T 0

8879 TIAGEIGSSTMPHK JW1117 ECK1117 purB adenylosuccinate lyase 71 714.8610 2 1427.7074 -0.0004 30.97 K V 0

8880 TIAGNIEELENISR JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 76 779.9074 2 1557.8002 0.0004 52.83 K L 0

8881 TIALELQQLK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 31 578.8500 2 1155.6854 -0.0008 45.65 M K 0

8882 TIAMGSSDGLR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 43 554.2766 2 1106.5386 -0.0004 29.41 R R 0

8883 TIAMGSSDGLRR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 34 421.8866 3 1262.6380 -0.0020 26.48 R G 0

8884 TIDKLAELQER JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 61 439.2453 3 1314.7141 -0.0001 32.37 K F 0

8885 TIESLPEDLR JW2557 ECK2571 rpoE RNA polymerase, sigma 24 (sigma E) factor 28 586.8118 2 1171.6090 0.0007 40.13 R M 0

8886 TIFHLMPCAEQK 57.021465@C:8 JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 41 737.8633 2 1473.7120 0.0013 41.65 K L 0

8887 TIHTCNAPSPAATSAIPIGAHIVSK 57.021465@C:5 JW2635 ECK2654 ygaF predicted enzyme 54 838.7755 3 2513.3047 -0.0012 38.40 R V 0

8888 TIHVSAVTLGNIFNDIIDMDK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 57 772.7354 3 2315.1844 0.0014 75.10 K M 0

8889 TIHVSAVTLGNIFNDIIDMDKMER JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 18 911.4642 3 2731.3708 0.0036 71.85 K R 0

8890 TIIMPVDVFEMELSDK JW0600 ECK0601 uspG universal stress protein UP12 74 933.9655 2 1865.9164 0.0010 71.36 K A 0

8891 TIIMPVDVFEMELSDKAVR JW0600 ECK0601 uspG universal stress protein UP12 20 731.7152 3 2192.1238 0.0018 66.72 K H 0

8892 TIIRDEPELDTQLRPK JW3980 ECK4012 yjbB predicted transporter 44 642.0214 3 1923.0424 -0.0001 36.87 K H 0

8893 TIKEYADHIWHIDPVRL JW3391 ECK3414 glgP glycogen phosphorylase 24 527.2839 4 2105.1065 0.0006 52.72 R - 0

8894 TILNLVNAGNSASGLATSGK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 72 944.5103 2 1887.0060 0.0000 48.69 K G 0

8895 TILSQMK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 22 410.7332 2 819.4518 -0.0006 29.34 R K 0

8896 TILSQMKK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 36 474.7812 2 947.5478 0.0004 26.02 R - 0

8897 TILVPIDISDSELTQR JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 63 900.4914 2 1798.9682 0.0006 58.72 R V 0

8898 TILWNGPVGVFEFPNFR JW2893 ECK2922 pgk phosphoglycerate kinase 68 997.0201 2 1992.0256 -0.0002 72.12 K K 0

8899 TINSQLDYSLNSLK JW1606 ECK1609 ydgA conserved protein 99 798.4171 2 1594.8196 -0.0006 47.30 K V 0

8900 TIPSINYIGYLEANELLTGK JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 26 1105.0931 2 2208.1716 0.0038 68.99 K T 0

8901 TIPSVLTALFCAR 57.021465@C:11 JW3702 ECK3717 phoU DNA-binding transcriptional regulator 53 724.9013 2 1447.7880 0.0023 68.53 R S 0

8902 TIQDLPGK JW2504 ECK2516 yfhM conserved protein 19 436.2475 2 870.4804 -0.0007 25.84 R W 0

8903 TIQDLPGKWQAQTSFSAEQLTGEK JW2504 ECK2516 yfhM conserved protein 38 888.4489 3 2662.3249 0.0009 50.49 R A 0

8904 TIQLLEGELPSPINPPSGCVFR 57.021465@C:19 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 70 1212.6340 2 2423.2534 0.0015 62.01 K T 0

8905 TIQQGFEAAK JW3116 ECK3135 yraM conserved protein 47 546.7876 2 1091.5606 -0.0006 27.71 R N 0

8906 TIQVLQR JW2573 ECK2590 clpB protein disaggregation chaperone 45 429.2639 2 856.5132 0.0003 28.16 R R 0

8907 TIQVSMVQGDIPQSLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 94 872.4693 2 1742.9240 0.0003 50.59 K W 0

8908 TIQVSMVQGDIPQSLKWDEGQLLNTLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 124 1014.5388 3 3040.5946 0.0042 66.26 K I 0

8909 TISANDLENAR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 55 602.3019 2 1202.5892 0.0002 30.97 R S 0

8910 TISGQDALPNISDAER JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 23 843.9186 2 1685.8226 0.0006 40.57 K I 0

8911 TISGTGLGLAIVQR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 34 693.4093 2 1384.8040 0.0002 46.46 R I 0

8912 TISYNLPVYNAFGMIEQEIPK JW0985 ECK0991 cbpA curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 43 1214.1177 2 2426.2208 0.0017 74.49 R T 0

8913 TITDVFEPGSTVKPMVVMTALQR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 44 840.7782 3 2519.3128 -0.0001 59.54 R G 0

8914 TITIAELR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 36 458.7767 2 915.5388 -0.0001 38.61 K D 0

8915 TITIAELRDEKGELLVPER JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 48 728.0740 3 2181.2002 -0.0003 46.58 K K 0

8916 TIVDVLDATTTLYNAK JW5503 ECK3026 tolC transport channel 69 869.4669 2 1736.9192 -0.0003 63.48 R Q 0

8917 TIVDVLDATTTLYNAKQELANAR JW5503 ECK3026 tolC transport channel 66 840.7821 3 2519.3245 0.0015 64.73 R Y 0

8918 TIVMAGSVTDNFSTR JW0120 ECK0123 gcd glucose dehydrogenase 132 799.8955 2 1597.7764 -0.0006 42.64 K E 0

8919 TIVSDGKPQTDNDTGMISYK JW5448 ECK2805 ygdI predicted protein 48 724.0159 3 2169.0259 -0.0002 33.64 R D 0

8920 TIVSDGKPQTDNDTGMISYKDANGNK JW5448 ECK2805 ygdI predicted protein 56 923.7712 3 2768.2918 -0.0006 32.30 R Q 0

8921 TIVSDGKPQTDNDTGMISYKDANGNKQQINR JW5448 ECK2805 ygdI predicted protein 67 852.9163 4 3407.6361 -0.0014 31.75 R T 0

8922 TIVVYGTR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 40 454.7639 2 907.5132 0.0005 28.32 K - 0

8923 TIYQIEMMPEKVDNVQQTLDALR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 58 912.4640 3 2734.3702 0.0030 62.21 R S 0

8924 TIYTQVFEIDNGIEKR JW2367 ECK2366 evgS hybrid sensory histidine kinase in two-component regulatory system with EvgA 17 642.6707 3 1924.9903 0.0008 49.61 R C 0

8925 TKDQFVQPVVK JW1728 ECK1737 osmE DNA-binding transcriptional regulator 70 644.8662 2 1287.7178 -0.0008 26.83 R D 0

8926 TKESYKVPYGAVLAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 21 551.9780 3 1652.9122 -0.0014 33.26 R G 0
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8927 TKIVAQAQAEIEAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 108 828.9489 2 1655.8832 -0.0009 37.03 R K 0

8928 TKNNPVLIGEPGVGK JW2573 ECK2590 clpB protein disaggregation chaperone 72 761.9324 2 1521.8502 -0.0013 30.13 R T 0

8929 TKPHVNVGTIGHVDHGK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 71 898.4813 2 1794.9480 -0.0009 21.77 R T JW3943

8930 TKSWTLVR JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 38 495.7900 2 989.5654 -0.0004 29.26 K V 0

8931 TLAASGIK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 21 380.7319 2 759.4492 0.0002 22.99 R D 0

8932 TLAEAER JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 20 395.2083 2 788.4020 -0.0008 18.30 R Q 0

8933 TLAGPLNFTLPAGQR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 107 778.4332 2 1554.8518 0.0000 52.91 K A 0

8934 TLAQEVLGTTK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 82 580.8299 2 1159.6452 0.0003 40.60 R V 0

8935 TLAQMPINPLFISDFNR JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 60 989.0177 2 1976.0208 0.0019 65.63 K V 0

8936 TLAQQLIDFGEIKR JW3203 ECK3223 degQ serine endoprotease, periplasmic 38 544.6418 3 1630.9036 -0.0006 54.45 R G 0

8937 TLAVVGESGCGK 57.021465@C:10 JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 74 589.2975 2 1176.5804 -0.0005 25.46 K S 0

8938 TLCVVQEGFPTYGGLEGGAMER 57.021465@C:3 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 148 1186.0560 2 2370.0974 -0.0010 55.43 R L 0

8939 TLDAAAALAAANK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 74 600.8328 2 1199.6510 0.0001 41.40 R R 0

8940 TLDAAAALAAANKR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 70 678.8828 2 1355.7510 -0.0010 36.28 R V 0

8941 TLDDDAAAGVVAQLQAEQGVEK JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 132 1114.5555 2 2227.0964 -0.0003 55.06 K V 0

8942 TLDDDAAAGVVAQLQAEQGVEKVNYLSR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 67 987.5040 3 2959.4902 0.0014 59.11 K E 0

8943 TLDDVIEGADIFLGCSGPK 57.021465@C:15 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 96 1003.9911 2 2005.9676 0.0010 70.31 R V 0

8944 TLDDVIEGADIFLGCSGPKVLTQEMVK 57.021465@C:15 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 77 979.1651 3 2934.4735 0.0017 73.24 R K 0

8945 TLDEVQLTLDDK JW2504 ECK2516 yfhM conserved protein 98 695.3592 2 1388.7038 0.0004 44.48 R G 0

8946 TLDEVQLTLDDKGR JW2504 ECK2516 yfhM conserved protein 21 534.9493 3 1601.8261 0.0001 39.29 R G 0

8947 TLDSIVR JW2132 ECK2137 sanA predicted protein 32 402.2346 2 802.4546 -0.0002 30.71 R T 0

8948 TLDTIKGEGWAAIVADLR JW2497 ECK2509 yfgM conserved protein 36 643.6863 3 1928.0371 0.0005 61.63 K G 0

8949 TLDTIKGEGWAAIVADLRGEALLSK JW2497 ECK2509 yfgM conserved protein 47 657.6159 4 2626.4345 0.0015 66.23 K G 0

8950 TLEEEEIAATVAK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 72 702.3666 2 1402.7186 -0.0005 41.44 R C 0

8951 TLELMEEVAK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 22 581.8053 2 1161.5960 0.0009 44.57 R R 0

8952 TLENLASQGYIR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 67 682.8608 2 1363.7070 -0.0025 41.25 K A 0

8953 TLESSAVVIGQR JW2018 ECK2027 wbbJ predicted acyl transferase 92 630.3510 2 1258.6874 -0.0007 33.74 R V 0

8954 TLEWATSSPPPFYNFAVVPHVHER JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 97 1391.1937 2 2780.3728 0.0017 57.71 R D 0

8955 TLFEPGEMVR JW3945 ECK3973 nusG transcription termination factor 13 589.7973 2 1177.5800 0.0000 43.13 K V 0

8956 TLFGDHERFEQTYFSTFK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 17 564.0207 4 2252.0537 -0.0002 51.14 R N 0

8957 TLGADALEPK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 40 507.7771 2 1013.5396 0.0004 32.03 R R 0

8958 TLGEGIAQLLSAQILAGQYER JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 84 1116.1060 2 2230.1974 0.0017 72.34 R Q 0

8959 TLGEMNGDAELR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 29 653.3083 2 1304.6020 -0.0010 33.34 K G 0

8960 TLGFLLNNLR JW5128 ECK0951 yccS predicted inner membrane protein 52 580.8429 2 1159.6712 -0.0001 55.95 K A 0

8961 TLGLTGEEK JW1268 ECK1271 acnA aconitate hydratase 1 33 474.2558 2 946.4970 -0.0001 25.46 K I 0

8962 TLGLTGEEKIDIGDLQNLQPGATVPVTLTR JW1268 ECK1271 acnA aconitate hydratase 1 55 1050.5737 3 3148.6993 0.0013 61.55 K A 0

8963 TLGMYNSGR JW2479 ECK2490 yfgC predicted peptidase 22 499.7395 2 997.4644 -0.0006 25.77 R N 0

8964 TLGSGVIMDQR JW3204 ECK3224 degS serine endoprotease, periplasmic 76 588.8052 2 1175.5958 -0.0011 33.88 R G 0

8965 TLGSKGVFTFDPGFTSTASCESK 57.021465@C:20 JW0710 ECK0709 gltA citrate synthase 51 808.7183 3 2423.1331 0.0017 49.20 R I 0

8966 TLGSLRPDKR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 23 571.8358 2 1141.6570 0.0003 21.55 R R 0

8967 TLGWVAR JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 28 401.7320 2 801.4494 -0.0002 35.14 R - 0

8968 TLIAYHKGDAATVESVDR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 60 649.3373 3 1944.9901 -0.0003 31.70 R M 0

8969 TLIDELNLLR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 61 600.3537 2 1198.6928 0.0007 64.33 K E 0

8970 TLIEQMLSR JW3221 ECK3240 yhdA conserved inner membrane protein 40 545.8007 2 1089.5868 0.0016 51.05 R G 0

8971 TLIETGHPK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 42 498.2797 2 994.5448 0.0002 20.92 K R 0

8972 TLILDDAAIAGLEYTLPK JW3630 ECK3645 yicH conserved protein 26 959.0331 2 1916.0516 0.0011 67.79 K N 0

8973 TLIVDGYRGELLVDPEPVLLQEYQR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 43 972.5226 3 2914.5460 0.0019 65.05 R L 0

8974 TLLAETLAR JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 60 494.2957 2 986.5768 0.0009 41.44 K L 0

8975 TLLGAAAR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 38 386.7378 2 771.4610 0.0008 25.76 K K 0

8976 TLLIIDANLGQAR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 124 699.4092 2 1396.8038 0.0001 51.38 K A 0

8977 TLLMAGVSHDLR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 53 438.2395 3 1311.6967 -0.0003 39.44 R T 0

8978 TLLNDKGYQEVITYSFVDPK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 56 777.4034 3 2329.1884 0.0041 55.02 K V 0

8979 TLLTQVAPPGVTAHVVDVAK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 41 672.7216 3 2015.1430 0.0014 49.19 K M 0

8980 TLLVTTGSEAVENAVK JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 86 816.4463 2 1630.8780 0.0003 49.22 K I 0

8981 TLLVWCGENR 57.021465@C:6 JW2115 ECK2119 mlrA DNA-binding transcriptional regulator 36 624.3138 2 1246.6130 0.0002 43.66 R T 0

8982 TLNAEIVFVMSQGTDTPEQLKER JW2294 ECK2291 pta phosphate acetyltransferase 79 869.4421 3 2605.3045 -0.0014 59.85 K I 0

8983 TLNDAVEVK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 66 494.7693 2 987.5240 0.0003 26.87 R H 0

8984 TLPPEVMANIEAK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 46 471.5868 3 1411.7386 0.0006 45.27 R Y 0

8985 TLPVNGVSDALVSEGNLLSR JW5832 ECK1954 yedQ predicted diguanylate cyclase 117 1021.0505 2 2040.0864 0.0013 58.26 R E 0

8986 TLQEQYPNDTDLLGR JW3391 ECK3414 glgP glycogen phosphorylase 62 881.9339 2 1761.8532 -0.0001 44.60 K A 0

8987 TLQGHVSSIGR JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 57 577.8170 2 1153.6194 -0.0009 23.12 K A 0

8988 TLQLLAAGAR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 23 507.3086 2 1012.6026 -0.0002 38.24 R E 0

8989 TLQPGLSLVVPFMDR JW0478 ECK0483 ybbK predicted protease, membrane anchored 66 836.9589 2 1671.9032 0.0014 64.66 K I 0

8990 TLQPGLSLVVPFMDRIGR JW0478 ECK0483 ybbK predicted protease, membrane anchored 34 667.0434 3 1998.1084 -0.0001 64.87 K K 0

8991 TLQPVSGSEIDLQLR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 77 828.4521 2 1654.8896 0.0006 47.01 R C 0

8992 TLQSDAGQLVGGHYEVSGHSIR JW0938 ECK0946 ycbZ predicted peptidase 82 578.5408 4 2310.1341 -0.0010 41.39 R L 0

8993 TLQYGEALDDLLTAIK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 109 882.4759 2 1762.9372 0.0020 73.96 R N 0

8994 TLQYGEALDDLLTAIKNK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 40 669.3648 3 2005.0726 -0.0004 67.65 R Q 0

8995 TLSDQACQEMDSK 57.021465@C:7 JW2903 ECK2931 yggG predicted peptidase 87 756.8192 2 1511.6238 0.0006 29.59 K A 0

8996 TLSQQGHQILAAAR JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 61 498.6108 3 1492.8106 -0.0003 32.50 R H 0

8997 TLSVAIGDK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 26 452.2609 2 902.5072 -0.0001 30.28 K V 0

8998 TLSVAIGDKVK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 55 565.8419 2 1129.6692 -0.0014 31.33 K K 0

8999 TLSVSATPSTDPIK JW5258 ECK1580 ynfC predicted protein 50 708.8822 2 1415.7498 -0.0010 35.70 K K 0

9000 TLTATLPAYLNALTGK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 61 549.9827 3 1646.9263 0.0020 62.05 K G 0

9001 TLTDKLTNIDNTWNQR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 83 966.9925 2 1931.9704 0.0003 45.24 K T 0

9002 TLTISDNGVGMTRDEVIDHLGTIAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 25 664.8460 4 2655.3549 0.0012 53.69 R S 0

9003 TLTKAVAEAYYASR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 15 515.2764 3 1542.8074 0.0031 67.12 R E 0

9004 TLTLKPTSLK JW4180 ECK4217 ytfN conserved protein 30 367.9006 3 1100.6800 -0.0004 31.34 K G 0

9005 TLTLLGENTEEGR JW1264 ECK1266 sohB predicted inner membrane peptidase 30 716.8678 2 1431.7210 0.0004 42.67 R E 0

9006 TLTLLGENTEEGREK JW1264 ECK1266 sohB predicted inner membrane peptidase 48 845.4358 2 1688.8570 -0.0010 36.41 R F 0

9007 TLTLSGMLAEAIR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 108 688.3846 2 1374.7546 0.0005 63.88 R R 0

9008 TLTLSGMLAEAIRR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 28 766.4349 2 1530.8552 0.0000 58.92 R I 0

9009 TLTNGCICCSR 57.021465@C:6,57.021465@C:8,57.021465@C:9 JW5790 ECK4342 yjiA predicted GTPase 18 671.2888 2 1340.5630 -0.0004 26.20 K S 0

9010 TLTQTLNEK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 36 524.2863 2 1046.5580 -0.0027 25.92 K S 0

9011 TLVAEPSVFLLDEPLSNLDAALR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 70 1242.1745 2 2482.3344 0.0025 76.01 R V 0

9012 TLVFELEWNK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 26 639.8403 2 1277.6660 0.0005 56.75 R L 0

9013 TLVLNNNGK JW2176 ECK2182 yejM predicted hydrolase, inner membrane 21 486.7773 2 971.5400 0.0001 24.38 K Y 0

9014 TLVLVIGESTQR JW3927 ECK3946 yijP conserved inner membrane protein 66 658.3824 2 1314.7502 -0.0005 45.81 R G 0

9015 TLVQGHYAALDMR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 69 737.8772 2 1473.7398 0.0001 37.61 K L 0

9016 TLVTNSYIEGDVDIVSGR JW0755 ECK0761 ybhC predicted pectinesterase 104 969.4942 2 1936.9738 -0.0003 51.66 R G 0

9017 TLWNTDTDR JW4218 ECK4254 yjgP conserved inner membrane protein 36 561.2649 2 1120.5152 0.0004 33.71 R A 0

9018 TLYGALEHNFTDAWSGFVR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 93 1092.5295 2 2183.0444 0.0009 66.26 K G 0

9019 TLYMQGSLK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 41 520.7756 2 1039.5366 -0.0005 32.40 R F 0

9020 TLYMQGSLKF JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 40 594.3107 2 1186.6068 0.0012 49.09 R - 0

9021 TLYYQNTR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 18 529.7664 2 1057.5182 -0.0009 25.94 K D 0

9022 TMACGIAGLSVAADSLSAIK 57.021465@C:4 JW0886 ECK0894 pflB pyruvate formate lyase I 76 968.4985 2 1934.9824 0.0020 59.76 R Y 0

9023 TMAQLFR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 35 433.7310 2 865.4474 -0.0006 39.06 K D 0

9024 TMDIGGDKELPYMNFPKEENPFLGWR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 31 771.8712 4 3083.4557 0.0037 62.81 R A 0

9025 TMEEALELANDTQYGLGAGVWSR JW3561 ECK3577 aldB aldehyde dehydrogenase B 116 1256.0956 2 2510.1766 0.0020 64.30 K N 0

9026 TMEGFGIHTFR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 59 648.3135 2 1294.6124 -0.0005 41.34 R L 0

9027 TMEYGNAR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 21 471.2105 2 940.4064 -0.0008 21.42 R D 0

9028 TMFIGGLQGAK JW0861 ECK0868 ybjX conserved protein 44 561.8018 2 1121.5890 -0.0013 41.41 R W 0

9029 TMGDATRGEEAIALALK JW2504 ECK2516 yfhM conserved protein 52 582.9738 3 1745.8996 0.0014 48.21 K T 0

9030 TMIPGVPQIDAESYILIDYNSGK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 33 842.0942 3 2523.2608 0.0042 66.99 K V 0

9031 TMLDTMNHGGR JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 45 411.5222 3 1231.5448 0.0009 26.93 R I 0

9032 TMLELLETPPAGEVVTG JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 18 886.9552 2 1771.8958 0.0045 55.97 R - 0

9033 TMLYAINGGVDEK JW0886 ECK0894 pflB pyruvate formate lyase I 52 705.8502 2 1409.6858 -0.0002 40.06 K L 0

9034 TMNLGTVSEER JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 32 618.7977 2 1235.5808 -0.0007 31.29 R R 0

9035 TMNLGTVSEERR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 26 696.8485 2 1391.6824 -0.0003 27.48 R S 0

9036 TMPGVNLTGNSTSGQR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 64 810.3937 2 1618.7728 -0.0005 33.01 R G 0

9037 TMQQFLR JW5832 ECK1954 yedQ predicted diguanylate cyclase 37 462.2418 2 922.4690 -0.0005 34.88 R N 0

9038 TMTVISEQVIK JW0790 ECK0794 fiu predicted iron outer membrane transporter 30 624.8471 2 1247.6796 0.0001 40.26 R D 0

9039 TMTVISEQVIKDQGATNLTDALK JW0790 ECK0794 fiu predicted iron outer membrane transporter 88 826.1041 3 2475.2905 0.0014 53.06 R N 0

9040 TMVHWWSQK JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 44 601.7923 2 1201.5700 -0.0003 37.54 R E 0

9041 TMVIVTHEMSFAR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 71 761.3812 2 1520.7478 -0.0001 42.65 R D 0

9042 TMYNFNFNVLDPYIVRPVAVAWR JW2343 ECK2340 vacJ predicted lipoprotein 98 929.1478 3 2784.4216 0.0006 69.47 R D 0

9043 TNDDFFEMMK JW3756 ECK3775 rho transcription termination factor 62 639.2623 2 1276.5100 -0.0003 54.18 K R 0

9044 TNESFQHVTCR 57.021465@C:10 JW0120 ECK0123 gcd glucose dehydrogenase 59 689.8119 2 1377.6092 -0.0004 23.18 K G 0

9045 TNEVVWK JW0120 ECK0123 gcd glucose dehydrogenase 57 438.2345 2 874.4544 -0.0005 28.27 K K 0

9046 TNFSLTGPLGDEFSFR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 67 894.4332 2 1786.8518 -0.0008 61.72 R L 0

9047 TNFTFLSYFQNEPETGYYGWLPK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 47 1401.6593 2 2801.3040 0.0027 73.55 K E 0

9048 TNGSLNAAEATETLR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 117 774.3868 2 1546.7590 0.0004 34.25 R N 0

9049 TNIIQAQTR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 42 522.7933 2 1043.5720 -0.0003 24.21 R V 0

9050 TNISTIFIR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 15 532.8088 2 1063.6030 0.0004 46.13 R T 0
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9051 TNLDYTR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 25 441.7192 2 881.4238 -0.0005 24.08 K I 0

9052 TNLFMKPIFSQAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 46 518.2815 3 1551.8227 -0.0006 47.18 K K 0

9053 TNLIGAVAR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 28 457.7743 2 913.5340 -0.0004 32.92 R V 0

9054 TNLQEAQPLGNGK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 87 685.3575 2 1368.7004 0.0007 26.05 R K 0

9055 TNLTEVQVAR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 69 565.8120 2 1129.6094 0.0003 29.00 K F 0

9056 TNLTPDKLGVVALDPDALSISGLHNYVK JW5760 ECK4255 yjgQ conserved inner membrane protein 85 984.2012 3 2949.5818 0.0006 59.42 K Y 0

9057 TNNLMADPEGSFFSVEGGEIR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 61 1135.5234 2 2269.0322 0.0002 58.98 K A 0

9058 TNNPEQLEK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 27 536.7657 2 1071.5168 -0.0027 20.46 K V 0

9059 TNNPPSAQIKPGEYGFPLK JW3561 ECK3577 aldB aldehyde dehydrogenase B 29 686.6937 3 2057.0593 0.0011 41.54 M L 0

9060 TNNSIASSHILALNYDHWHYSVVAR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 46 717.8602 4 2867.4117 0.0015 48.29 R Y 0

9061 TNSPFLPFDCSQIIWNDAR 57.021465@C:10 JW3361 ECK3385 yrfF predicted inner membrane protein 64 1141.0392 2 2280.0638 0.0005 65.00 K S 0

9062 TNSTWPTTWFAPR JW2773 ECK2797 fucI L-fucose isomerase 29 782.8809 2 1563.7472 0.0003 55.77 R L 0

9063 TNTPITSGGSDDSLEASHISDLFLR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 47 878.4276 3 2632.2610 -0.0008 57.06 R Q 0

9064 TNTTDVATFK JW2924 ECK2952 ansB periplasmic L-asparaginase II 50 549.2775 2 1096.5404 0.0003 25.68 K S 0

9065 TNTVSTAEVGAR JW0903 ECK0911 ycbC conserved inner membrane protein 74 603.3095 2 1204.6044 -0.0004 22.46 K V 0

9066 TNVFNEQVR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 54 553.7832 2 1105.5518 0.0002 31.59 K Y 0

9067 TNVPHIFAIGDIVGQPMLAHK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 73 753.4086 3 2257.2040 0.0000 56.17 R G 0

9068 TNYDAYYSPGSPLLDTR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 37 966.9535 2 1931.8924 0.0023 48.05 R K 0

9069 TPAAEITPR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 66 478.2637 2 954.5128 -0.0005 21.57 K V 0

9070 TPAALITALNQQGYQLGLFSSDGFTSPLYR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 29 1077.2231 3 3228.6475 0.0019 75.86 R Q 0

9071 TPAIPYEDLSVAR JW1178 ECK1177 dadA D-amino acid dehydrogenase 64 716.3784 2 1430.7422 0.0018 45.97 R Y 0

9072 TPAPDWLAGYWQTK JW1913 ECK1927 yedD predicted protein 69 817.4042 2 1632.7938 0.0003 57.48 K G 0

9073 TPAPDWLAGYWQTKGPQR JW1913 ECK1927 yedD predicted protein 81 691.3501 3 2071.0285 0.0010 51.77 K A 0

9074 TPASFEPSIDYVVTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 83 827.4225 2 1652.8304 0.0007 48.17 R I 0

9075 TPDAHFFTEVR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 41 660.3220 2 1318.6294 -0.0012 38.39 R Y JW1463

9076 TPDTELFLLPGMANR JW4220 ECK4256 yjgR predicted ATPase 29 837.9301 2 1673.8456 0.0009 59.88 R H 0

9077 TPEGTITAFMHMVEYR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 66 628.2992 3 1881.8758 0.0005 64.81 R R 0

9078 TPEGYASGSLGPTTAGR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 61 811.3941 2 1620.7736 -0.0007 32.68 K M 0

9079 TPELMQK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 48 423.7231 2 845.4316 -0.0001 24.08 R T 0

9080 TPELNLFK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 61 481.2714 2 960.5282 0.0002 44.11 K E 0

9081 TPEQLTPEQR JW3904 ECK3925 ftsN essential cell division protein 51 599.8073 2 1197.6000 0.0011 23.68 K Q 0

9082 TPETHPLTWR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 42 619.3197 2 1236.6248 -0.0003 30.72 R L 0

9083 TPEYDELFSGDPIWATESIGGMGLDGR JW0886 ECK0894 pflB pyruvate formate lyase I 78 1457.1666 2 2912.3186 0.0011 71.50 R T 0

9084 TPEYPSHLIWSPNHHK JW3598 ECK3613 rfaK lipopolysaccharide core biosynthesis 34 648.3234 3 1941.9484 -0.0002 35.42 R S 0

9085 TPGGAPSTSEEVLEELALDYPLPK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 72 1257.1351 2 2512.2556 -0.0028 67.63 K V 0

9086 TPGGYTIWNTGAAWQVTK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 72 975.9886 2 1949.9626 -0.0010 53.62 K D 0

9087 TPGNIAAIRPMK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 54 634.8607 2 1267.7068 -0.0002 31.61 R D 0

9088 TPGNIAAIRPMKDGVIADFFVTEK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 14 648.3476 4 2589.3613 -0.0013 56.05 R M 0

9089 TPHWLIK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 20 447.7631 2 893.5116 -0.0007 33.30 R Q 0

9090 TPIISESYSPDESPSSDAK JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 79 1005.4620 2 2008.9094 -0.0019 36.14 R N 0

9091 TPITNLITQTEIALSQSR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 19 662.7005 3 1985.0797 0.0003 73.02 R S 0

9092 TPLAVLQSTLR JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 49 599.8613 2 1197.7080 0.0000 52.12 K S 0

9093 TPLAVLR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 48 385.2500 2 768.4854 -0.0004 32.67 R G 0

9094 TPLIISGPAEDSSEMYK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 69 919.4490 2 1836.8834 0.0020 47.51 R R 0

9095 TPLIISGPAEDSSEMYKR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 76 665.3341 3 1992.9805 -0.0021 41.95 R V 0

9096 TPLKSYPLDIHNVQDHLK JW0797 ECK0801 dps Fe-binding and storage protein 37 706.7159 3 2117.1259 -0.0010 41.11 K E 0

9097 TPLNGIVGLSR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 34 563.8324 2 1125.6502 -0.0003 42.51 R I 0

9098 TPLNGVIGFTR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 68 587.8322 2 1173.6498 -0.0007 46.20 R L 0

9099 TPLYGIIGNLDLLQTK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 106 880.0036 2 1757.9926 0.0000 67.01 R E 0

9100 TPNPGNTMSEQLGDK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 79 794.8672 2 1587.7198 -0.0002 30.35 R - 0

9101 TPNQAQYIANILDHDITFGVGPAGTGK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 52 933.4769 3 2797.4089 0.0054 65.43 R T 0

9102 TPPAAVLLK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 23 455.2920 2 908.5694 -0.0001 36.29 K K 0

9103 TPPGAGDEIQLTDAIDMLIEKETVEAYHMK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 28 829.6587 4 3314.6057 0.0006 73.66 K G 0

9104 TPQAASPLASWLSYLENLHSK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 49 771.7348 3 2312.1826 0.0024 71.60 R T 0

9105 TPQTIGEELLDYR JW0907 ECK0915 mukB fused chromosome partitioning proteins 64 767.8913 2 1533.7680 0.0005 53.54 R N 0

9106 TPSFAHLQQIPAAIR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 88 825.4600 2 1648.9054 0.0006 44.51 R G 0

9107 TPTISDEVK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 47 495.2609 2 988.5072 -0.0004 25.74 R Q 0

9108 TPTISDEVKQEMLAVATR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 107 995.0198 2 1988.0250 0.0002 57.59 R E 0

9109 TPVFLGDDLTDESGFAVVNR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 145 1076.5324 2 2151.0502 0.0018 58.81 R L 0

9110 TPYLYFVADGK JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 67 637.3269 2 1272.6392 0.0003 49.95 K G 0

9111 TPYNDELAMGLQQK JW1490 ECK1489 yddB predicted porin protein 85 804.3901 2 1606.7656 -0.0005 41.78 K I 0

9112 TQANLSETLFKPR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 19 502.2752 3 1503.8038 -0.0009 39.96 M F 0

9113 TQDVLLVAQYQFDFGLRPSIAYTK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 57 925.1590 3 2772.4552 0.0065 64.75 K S 0

9114 TQENEIKRPIQDLEHEPIKPLDNSEK JW3490 ECK3507 yhjD conserved inner membrane protein 45 775.9024 4 3099.5805 -0.0029 37.71 M G 0

9115 TQEQQVVAACDK 57.021465@C:10 JW2448 ECK2459 talA transaldolase A 80 688.8272 2 1375.6398 -0.0004 22.78 K L 0

9116 TQEVANAASQVAAFPR JW0893 ECK0901 cmk cytidylate kinase 50 830.4270 2 1658.8394 0.0019 40.69 R V 0

9117 TQEVVAQEQK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 63 580.3011 2 1158.5876 -0.0005 18.46 R D 0

9118 TQFTGDTASLLVENGR JW2462 ECK2473 nlpB lipoprotein 101 854.9282 2 1707.8418 -0.0010 44.43 R G 0

9119 TQGAAAFEGAVIAYEPVWAIGTGK JW3890 ECK3911 tpiA triosephosphate isomerase 47 1204.1194 2 2406.2242 0.0022 67.11 K S 0

9120 TQGLGPANPIASNSTAEGK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 92 906.9582 2 1811.9018 0.0005 31.74 R A 0

9121 TQGNWGEVVLTR JW3809 ECK3826 rmuC predicted recombination limiting protein 73 680.3542 2 1358.6938 -0.0005 42.33 K V 0

9122 TQGVELEIR JW1633 ECK1637 slyB outer membrane lipoprotein 57 522.7880 2 1043.5614 0.0003 35.61 K K 0

9123 TQGVELEIRKDDGNTIMVVQK JW1633 ECK1637 slyB outer membrane lipoprotein 51 791.7525 3 2372.2357 -0.0013 41.65 K Q 0

9124 TQIFIIR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 36 445.7765 2 889.5384 0.0000 42.78 R D 0

9125 TQIFIIRDQDREVLVNK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 19 696.3917 3 2086.1533 -0.0002 41.43 R K 0

9126 TQIGSLSGGNQQK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 58 659.3427 2 1316.6708 0.0024 21.18 R V 0

9127 TQKPLYAR JW5701 ECK3346 yhfK conserved inner membrane protein 19 488.7823 2 975.5500 -0.0001 19.16 R D 0

9128 TQLDSAGYR JW1100 ECK1100 mfd transcription-repair coupling factor 13 505.7486 2 1009.4826 -0.0003 23.59 R H 0

9129 TQLENTEIQWLEAQR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 82 929.9690 2 1857.9234 0.0014 52.37 R R 0

9130 TQLENTEIQWLEAQRR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 38 672.3490 3 2014.0252 0.0019 48.66 R Q 0

9131 TQLIDVIAEK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 27 565.3276 2 1128.6406 0.0016 44.06 K A 0

9132 TQLIDVIAEKAELSK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 28 553.3168 3 1656.9286 -0.0012 51.72 K T 0

9133 TQLNEAEANVTVAK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 82 744.3888 2 1486.7630 0.0003 30.56 R A 0

9134 TQLPSGSELSLYDIAPVTPGVAVDLSHIPTAVK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 113 1125.9392 3 3374.7958 -0.0015 67.37 K I 0

9135 TQLQDAVPMTLGQEFR 15.994915@M:9 JW4099 ECK4133 aspA aspartate ammonia-lyase 67 925.4586 2 1848.9026 -0.0014 48.72 R A 0

9136 TQMSAAHTPEQITR JW3592 ECK3607 kbl glycine C-acetyltransferase 23 524.2592 3 1569.7558 -0.0011 23.76 R A 0

9137 TQPAMPANMELTDGGQR JW1200 ECK1197 lolB chaperone for lipoproteins 57 908.9185 2 1815.8224 -0.0021 37.43 K I 0

9138 TQQEAYVFAPATLSNIYYGFLAVNSR JW0755 ECK0761 ybhC predicted pectinesterase 58 975.1604 3 2922.4594 0.0041 77.72 R F 0

9139 TQQEIPNAETMK JW3808 ECK3825 udp uridine phosphorylase 69 695.3376 2 1388.6606 0.0000 29.78 R Q 0

9140 TQQIEELQK JW3975 ECK4007 aceA isocitrate lyase 51 558.7978 2 1115.5810 -0.0011 26.20 R E 0

9141 TQQIEELQKEWTQPR JW3975 ECK4007 aceA isocitrate lyase 116 957.4889 2 1912.9632 -0.0011 41.94 R W 0

9142 TQSDEQTATQWINWLGR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 105 1017.4885 2 2032.9624 0.0021 63.29 R Y 0

9143 TQTAPVATPQELADYDAIIFGTPTR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 80 1338.6801 2 2675.3456 0.0013 63.68 K F 0

9144 TQTLSQLENSGAFIER JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 106 897.4559 2 1792.8972 0.0018 46.86 M H 0

9145 TQTQLQQQHLENQINNNSQR JW3413 ECK3432 yhhA conserved protein 39 808.0655 3 2421.1747 0.0003 27.89 K V 0

9146 TQTYNADAIEVLTGLEPVR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 128 1045.5416 2 2089.0686 -0.0004 62.23 M R 0

9147 TQVMTMGGMVEQQLSDAITAMHNQDSDLAK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 68 1084.1666 3 3249.4780 0.0007 74.33 R R 0

9148 TQVNNAVSVDEK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 79 652.3275 2 1302.6404 -0.0012 22.97 K D 0

9149 TQVVVLGAGPAGYSAAFR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 109 882.4744 2 1762.9342 -0.0024 49.95 K C 0

9150 TRCPIAGPECAK 57.021465@C:3,57.021465@C:10 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 30 680.3287 2 1358.6428 -0.0007 21.67 R T 0

9151 TRDAINNVEAYFEQHPALLK JW3460 ECK3478 pitA phosphate transporter, low-affinity 85 777.0692 3 2328.1858 -0.0006 53.76 R Q 0

9152 TRELEKLENSLGGIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 16 562.9841 3 1685.9305 -0.0007 43.36 R D 0

9153 TRKPGEIQPYK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 35 439.5820 3 1315.7242 -0.0006 19.81 K R 0

9154 TRLDWQK JW1490 ECK1489 yddB predicted porin protein 17 473.7588 2 945.5030 -0.0001 24.92 K F 0

9155 TRLEIATVPLDSGARPTLGEPSR JW1795 ECK1804 yeaY predicted lipoprotein 52 1218.6640 2 2435.3134 0.0003 43.49 K G 0

9156 TRPEGVPSRY JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 13 581.3043 2 1160.5940 0.0002 21.63 K - 0

9157 TRPVLEGSFR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 42 581.3218 2 1160.6290 -0.0011 28.95 K H 0

9158 TRWGYGDGLGGK JW0172 ECK0176 yaeT conserved protein 17 422.8792 3 1265.6158 0.0005 31.66 R E 0

9159 TSAEALQQAIDDNFWQAEYR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 34 1178.5454 2 2355.0762 -0.0004 61.25 K D 0

9160 TSAMLSEIITEDREHLSLIQR JW0046 ECK0048 kefC potassium:proton antiporter 76 814.7603 3 2441.2591 0.0007 54.99 R H 0

9161 TSAPIISR JW5062 ECK0451 ylaB conserved inner membrane protein 46 422.7476 2 843.4806 -0.0007 24.44 K Y 0

9162 TSAQQQQLTSWQEQGHDIFPLGI JW2115 ECK2119 mlrA DNA-binding transcriptional regulator 58 1306.6411 2 2611.2676 0.0009 63.26 R - 0

9163 TSASLAALWQVVNQIGGK JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 59 615.0077 3 1842.0013 0.0014 71.54 K E 0

9164 TSASLAALWQVVNQIGGKER JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 23 710.0571 3 2127.1495 0.0059 68.13 K Y 0

9165 TSASQYALFVEDEWR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 105 901.4232 2 1800.8318 -0.0001 56.99 K I 0

9166 TSAVVEETR JW3775 ECK3797 hemX uroporphyrinogen III methylase 68 496.2563 2 990.4980 -0.0001 19.55 K E 0

9167 TSDVNAAPGYQNFVGFETGANGR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 37 1186.5483 2 2371.0820 -0.0009 49.37 R R 0

9168 TSEGFFR JW3975 ECK4007 aceA isocitrate lyase 47 422.2037 2 842.3928 0.0006 32.21 R T 0

9169 TSELAQSLSSWPK JW0955 ECK0964 hyaB hydrogenase 1, large subunit 91 717.3669 2 1432.7192 -0.0006 46.75 K S 0

9170 TSELSTDDIIQAITPAVR JW1506 ECK1506 ego fused AI2 transporter subunits -!- ATP-binding components of ABC superfamily 52 965.5105 2 1929.0064 0.0010 61.76 K E 0

9171 TSFRLER JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 21 454.7499 2 907.4852 -0.0023 25.99 R R 0

9172 TSGLLGEQYLALNVGFEDPELGTAILK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 18 950.1707 3 2847.4903 -0.0003 70.97 R D 0

9173 TSGLLGEQYLALNVGFEDPELGTAILKDGDTIQDTK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 135 1274.6502 3 3820.9288 0.0029 69.43 R S 0

9174 TSGNWLR JW3630 ECK3645 yicH conserved protein 44 417.2170 2 832.4194 0.0003 28.96 R D 0
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9175 TSGVGDVQLFGSQYAMR JW0451 ECK0456 acrB multidrug efflux system protein 104 908.4384 2 1814.8622 0.0001 50.28 R I 0

9176 TSHITVVVSDR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 66 607.3301 2 1212.6456 -0.0007 26.17 R - 0

9177 TSLDSPLPVQVLEASPK JW2415 ECK2417 cysA sulfate/thiosulfate transporter subunit -!- ATP-binding component of ABC superfamily 35 890.9885 2 1779.9624 0.0007 55.35 R G 0

9178 TSLGQSIAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 20 452.7584 2 903.5022 -0.0003 21.40 K A 0

9179 TSLLDYIR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 24 490.7744 2 979.5342 0.0004 54.50 K S 0

9180 TSLVIAHR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 67 448.7689 2 895.5232 -0.0007 23.03 R L 0

9181 TSLYLSMELPVFIWDK JW2019 ECK2028 wbbI conserved protein 68 971.5057 2 1940.9968 0.0010 75.12 K A 0

9182 TSNNADKLAAIAAPAEIFLLEDGIDGWK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 37 981.8423 3 2942.5051 0.0026 76.20 R K 0

9183 TSNNADKLAAIAAPAEIFLLEDGIDGWKK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 25 768.6570 4 3070.5989 0.0013 69.42 R A 0

9184 TSQAAPVQAQPR JW3904 ECK3925 ftsN essential cell division protein 78 627.3334 2 1252.6522 -0.0002 19.72 R Q 0

9185 TSQDADFTAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 34 542.2515 2 1082.4884 0.0004 16.11 K T 0

9186 TSQLITPLFEYSGACSGCGETPYIK 57.021465@C:15,57.021465@C:18 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 78 1390.1516 2 2778.2886 0.0005 58.83 R L 0

9187 TSQNSVYGYGVCSDPANAYSK 57.021465@C:12 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 107 1134.4971 2 2266.9796 -0.0004 40.20 K Q 0

9188 TSSALDTLLR JW3221 ECK3240 yhdA conserved inner membrane protein 17 538.8011 2 1075.5876 0.0003 44.17 R E 0

9189 TSTFLDVYIER JW0886 ECK0894 pflB pyruvate formate lyase I 73 672.3458 2 1342.6770 0.0002 52.66 R D 0

9190 TSTGLALK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 16 395.7371 2 789.4596 0.0000 22.59 R K 0

9191 TSTGLALKK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 42 459.7844 2 917.5542 -0.0003 19.50 R T 0

9192 TSYEIQNK JW3166 ECK3188 yrbK conserved protein 48 491.7450 2 981.4754 -0.0012 21.28 R Q 0

9193 TSYEPQEATSMMALCINGK 57.021465@C:15 JW1818 ECK1828 htpX predicted endopeptidase 16 1065.9778 2 2129.9410 -0.0020 49.85 K S 0

9194 TTAGLEVR JW3395 ECK3418 glgB 1,4-alpha-glucan branching enzyme 47 423.7379 2 845.4612 0.0005 20.94 K A 0

9195 TTALLTDMNQVLASSAGNAVEVR JW4345 ECK4374 deoA thymidine phosphorylase 52 1181.1079 2 2360.2012 0.0007 62.07 R E 0

9196 TTDELDAIFFGR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 73 692.8411 2 1383.6676 0.0005 61.68 K G 0

9197 TTDVEATVNQIK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 88 659.8462 2 1317.6778 0.0002 33.92 R A 0

9198 TTDVTGTIELPEGVEMVMPGDNIK 15.994915@M:16,15.994915@M:18 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 43 1289.6182 2 2577.2218 0.0028 50.65 R M JW3943

9199 TTEQSWQQQTR JW3904 ECK3925 ftsN essential cell division protein 68 696.8291 2 1391.6436 0.0007 21.15 R T 0

9200 TTEYIDAMPIAASEK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 85 820.3978 2 1638.7810 0.0000 43.02 K A 0

9201 TTFADVAGCDEAK 57.021465@C:9 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 54 692.8062 2 1383.5978 0.0002 32.32 K E 0

9202 TTFADVAGCDEAKEEVAELVEYLR 57.021465@C:9 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 102 1358.1451 2 2714.2756 0.0012 70.92 K E 0

9203 TTFADVAGCDEAKEEVAELVEYLREPSR 57.021465@C:9 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 86 1062.1760 3 3183.5062 0.0032 68.40 K F 0

9204 TTFISTISHELR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 50 702.8777 2 1403.7408 -0.0001 46.50 K T 0

9205 TTGEHEVSFQVHSEVFAK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 46 677.9970 3 2030.9692 -0.0006 35.87 R V 0

9206 TTGLHAAGK JW2155 ECK2161 fruK fructose-1-phosphate kinase 13 428.2380 2 854.4614 0.0005 25.41 K G 0

9207 TTIADIEK JW0172 ECK0176 yaeT conserved protein 27 445.7449 2 889.4752 -0.0004 28.44 R G 0

9208 TTIADIEKGLEDFYYSVGK JW0172 ECK0176 yaeT conserved protein 106 1075.0388 2 2148.0630 0.0003 78.37 R Y 0

9209 TTIADIEKGLEDFYYSVGKYSASVK JW0172 ECK0176 yaeT conserved protein 64 928.8050 3 2783.3932 0.0028 78.16 R A 0

9210 TTIAEQASLQQK JW1623 ECK1627 rsxG predicted oxidoreductase 87 659.3537 2 1316.6928 -0.0007 28.65 K A 0

9211 TTITEYNNDGK JW1490 ECK1489 yddB predicted porin protein 23 628.2939 2 1254.5732 0.0005 20.52 K T 0

9212 TTIVSVR JW3903 ECK3924 hslV peptidase component of the HslUV protease 27 388.2372 2 774.4598 -0.0002 24.30 M R 0

9213 TTLAGDTLDNSNGIVWDMAWLYR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 83 1306.6263 2 2611.2380 0.0003 73.17 R Y 0

9214 TTLANIVANEMGVNLR JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 68 572.6419 3 1714.9039 0.0002 63.35 K T 0

9215 TTLDQLLDIVQGPDYPTEAEIITSR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 51 1394.7169 2 2787.4192 0.0014 73.59 K A 0

9216 TTLFIPVR JW2504 ECK2516 yfhM conserved protein 39 473.7897 2 945.5648 0.0001 43.29 R A 0

9217 TTLIDAR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 14 395.2268 2 788.4390 -0.0003 25.49 R R 0

9218 TTLPDSAHVASASTIPNR JW0849 ECK0856 ybjP predicted lipoprotein 94 919.4735 2 1836.9324 -0.0005 32.69 R D 0

9219 TTLPDSAHVASASTIPNRDAR JW0849 ECK0856 ybjP predicted lipoprotein 46 727.3730 3 2179.0972 -0.0009 31.01 R N 0

9220 TTLSLGYSM JW1711 ECK1720 ydiY conserved protein 22 486.7391 2 971.4636 0.0003 50.73 R - 0

9221 TTLTAAITTVLAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 114 652.3954 2 1302.7762 0.0003 58.09 K T JW3943

9222 TTLTLQVIAAAQR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 63 693.4083 2 1384.8020 -0.0018 49.00 K E 0

9223 TTPSIIAYTQDGETLVGQPAKR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 39 782.7471 3 2345.2195 -0.0033 48.74 R Q 0

9224 TTQDGVEAAR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 23 524.2567 2 1046.4988 -0.0005 28.74 K M 0

9225 TTQYGFFIDSSR JW0878 ECK0886 dmsB dimethyl sulfoxide reductase, anaerobic, subunit B 67 711.3382 2 1420.6618 -0.0004 46.97 M C JW1581

9226 TTSSAAIATGLAQK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 108 660.3616 2 1318.7086 -0.0006 30.12 K G 0

9227 TTTFYMVVGIVPR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 15 742.4026 2 1482.7906 0.0002 57.68 K D 0

9228 TTTGDGIVAGLQVLAAMAR JW3143 ECK3165 glmM phosphoglucosamine mutase 20 615.6686 3 1843.9840 0.0014 73.21 K N 0

9229 TTTQNEILR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 46 538.2902 2 1074.5658 -0.0010 26.40 K L 0

9230 TTTSNGHNPFRN JW5503 ECK3026 tolC transport channel 59 673.3161 2 1344.6176 0.0006 20.41 R - 0

9231 TTVTSGGLQR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 38 510.2776 2 1018.5406 -0.0001 18.41 K V 0

9232 TVAAMDVLAPGIGEIIGGSQR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 34 1028.0492 2 2054.0838 0.0009 65.78 K E 0

9233 TVAAMDVLAPGIGEIIGGSQREER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 73 823.7637 3 2468.2693 -0.0002 62.00 K L 0

9234 TVAATPPAEPVPK JW5108 ECK0797 ybiO predicted mechanosensitive channel 30 639.3585 2 1276.7024 -0.0002 26.32 R I 0

9235 TVAFNTNGEMVAPNGSIGFR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 120 1041.5065 2 2080.9984 -0.0015 48.75 K W 0

9236 TVALNNITLDIPAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 29 755.9334 2 1509.8522 0.0008 52.27 K C 0

9237 TVALVGR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 38 358.2265 2 714.4384 -0.0003 25.40 K S 0

9238 TVAVTPDYAEIAK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 37 689.3668 2 1376.7190 0.0004 38.19 K L 0

9239 TVAVTPDYAEIAKLCDLWLAPK 57.021465@C:15 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 21 825.4390 3 2473.2952 0.0026 67.78 K Q 0

9240 TVDALGNVHYDDNQVILK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 106 1007.5152 2 2013.0158 -0.0008 43.41 R G 0

9241 TVDALGNVHYDDNQVILKGPK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 72 766.0687 3 2295.1843 -0.0017 40.83 R G 0

9242 TVDALMR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 41 403.2155 2 804.4164 0.0000 27.83 K L 0

9243 TVDELNR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 31 423.7196 2 845.4246 0.0003 20.79 R T 0

9244 TVDGPSHKDWR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 16 433.2142 3 1296.6208 -0.0002 20.07 K G 0

9245 TVDQAKAVVEELAR JW1692 ECK1700 pps phosphoenolpyruvate synthase 18 510.2821 3 1527.8245 -0.0011 45.29 R Q 0

9246 TVDQLTLNEMAVIAGLPK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 78 957.0263 2 1912.0380 0.0042 65.02 K A 0

9247 TVDVTIR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 16 402.2345 2 802.4544 -0.0004 25.85 R R 0

9248 TVDVTIRR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 26 480.2851 2 958.5556 -0.0004 22.73 R I 0

9249 TVDYETLMK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 17 550.2710 2 1098.5274 0.0008 39.96 K V 0

9250 TVEIQIR JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 18 429.7554 2 857.4962 -0.0009 39.64 K T 0

9251 TVEQLLK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 15 415.7525 2 829.4904 -0.0005 34.16 K L 0

9252 TVETPDLR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 41 465.7483 2 929.4820 0.0002 25.78 K T 0

9253 TVEVGPLANMLVK JW2962 ECK2988 hybC hydrogenase 2, large subunit 16 685.8895 2 1369.7644 0.0006 53.56 K L 0

9254 TVEVTLR JW2889 ECK2918 yggE conserved protein 20 409.2422 2 816.4698 -0.0006 27.08 R Q 0

9255 TVFGNVALPLELDNTPKDEVK JW0195 ECK0199 metN DL-methionine transporter subunit -!- ATP-binding component of ABC superfamily 33 767.0776 3 2298.2110 0.0002 55.49 R R 0

9256 TVFIGSFNFDPR JW5150 ECK1032 ymdC predicted hydrolase 60 700.3541 2 1398.6936 0.0005 57.29 K S 0

9257 TVFLIGGAK JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 48 453.2761 2 904.5376 -0.0005 40.91 K D 0

9258 TVGAGVVAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 17 401.2450 2 800.4754 -0.0002 20.22 R V JW3943

9259 TVGELHLR JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 27 462.7667 2 923.5188 0.0000 27.65 R T 0

9260 TVGWIAHWSEMHSDGMK JW0710 ECK0709 gltA citrate synthase 82 986.4458 2 1970.8770 0.0004 45.39 R I 0

9261 TVHCCELQDILQNQYSALITNIGK 57.021465@C:4,57.021465@C:5 JW2962 ECK2988 hybC hydrogenase 2, large subunit 46 940.1342 3 2817.3808 0.0019 66.26 R G 0

9262 TVHSLTQALAK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 29 584.8377 2 1167.6608 -0.0003 29.10 R F 0

9263 TVIGFGSPNK JW2449 ECK2460 tktB transketolase 2, thiamin-binding 19 510.2796 2 1018.5446 -0.0001 32.19 R A 0

9264 TVINQVTYLPIASEVTDVNR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 89 1116.5977 2 2231.1808 0.0010 57.47 K Y 0

9265 TVLAVSDSK JW1242 ECK1244 kch voltage-gated potassium channel 69 460.2586 2 918.5026 0.0005 24.11 K N 0

9266 TVLDFLLMLCSVGQHYPGFETDIHGAK 57.021465@C:10 JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 41 762.8795 4 3047.4889 0.0005 79.83 R Q 0

9267 TVLENIIEGPVIVK JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 44 762.4565 2 1522.8984 0.0015 57.19 R G 0

9268 TVLGSMELDEMLSQR JW0478 ECK0483 ybbK predicted protease, membrane anchored 88 854.9168 2 1707.8190 0.0019 59.43 R D 0

9269 TVLIPFENKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 32 406.2396 3 1215.6970 -0.0005 38.47 K D 0

9270 TVLMVTHR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 39 478.7708 2 955.5270 -0.0002 24.95 K L 0

9271 TVLSSIYQDQR JW5291 ECK1784 yeaJ predicted diguanylate cyclase 57 655.3406 2 1308.6666 -0.0007 38.71 R T 0

9272 TVLVVQDPFTSYYDAQVVADFVR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 45 878.1152 3 2631.3238 0.0018 73.76 R L 0

9273 TVMLAFDHGYFQGPTTGLER JW1510 ECK1510 lsrF predicted aldolase 42 747.3653 3 2239.0741 0.0008 53.25 K I 0

9274 TVMLESWR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 33 511.2604 2 1020.5062 0.0000 42.20 K W 0

9275 TVNGVILEALEEIPVAGTR JW5415 ECK2609 yfjD predicted inner membrane protein 19 991.0514 2 1980.0882 -0.0009 71.57 R V 0

9276 TVNLSFR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 25 418.7348 2 835.4550 -0.0002 34.21 R V 0

9277 TVNMMELIR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 53 553.7885 2 1105.5624 0.0001 51.04 K N 0

9278 TVNNDTLTIR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 62 573.8097 2 1145.6048 0.0009 29.33 K E 0

9279 TVNVADIESVVAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 48 686.8756 2 1371.7366 0.0008 49.84 K I 0

9280 TVPMFNEALAELNK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 76 788.9060 2 1575.7974 0.0009 59.80 K I 0

9281 TVPYEVAEIRPQVGGIIIK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 34 694.7372 3 2081.1898 0.0013 51.20 R R 0

9282 TVPYEVAEIRPQVGGIIIKR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 38 1119.6524 2 2237.2902 0.0006 46.84 R N 0

9283 TVQAALDIAR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 64 529.3034 2 1056.5922 -0.0005 35.11 R Y 0

9284 TVQGASTLTQQLVK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 90 737.4173 2 1472.8200 0.0002 37.66 R N 0

9285 TVQQAIDEGYR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 38 640.3175 2 1278.6204 0.0001 32.24 R G 0

9286 TVSSIMTSR JW5336 ECK2057 yegH fused predicted membrane proteins 56 491.2552 2 980.4958 -0.0003 26.70 R H 0

9287 TVVIDFDIGLR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 67 624.3533 2 1246.6920 -0.0001 57.68 K N 0

9288 TVVTAVSQAVR JW0915 ECK0923 pepN aminopeptidase N 81 565.8296 2 1129.6446 -0.0008 35.87 K H 0

9289 TVWEEVSGGLDIMK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 31 782.3902 2 1562.7658 0.0008 60.02 K I 0

9290 TVWLPWIK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 16 521.8081 2 1041.6016 0.0005 60.55 K L 0

9291 TVWLPWIKLEKPDAR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 21 618.0214 3 1851.0424 0.0015 54.56 K L 0

9292 TVYDNVAIPLIIAGASGDDIR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 90 1087.0786 2 2172.1426 0.0000 67.02 R R 0

9293 TVYDNVAIPLIIAGASGDDIRR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 31 777.0885 3 2328.2437 0.0000 62.17 R R 0

9294 TVYHSPGAPDIR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 43 438.2253 3 1311.6541 -0.0031 27.21 K E 0

9295 TVYSTENPDLLVLEFR JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 118 948.4913 2 1894.9680 0.0005 60.22 K N 0

9296 TWELGTR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 29 431.7242 2 861.4338 -0.0006 34.15 R Y 0

9297 TWESYHLIR JW2556 ECK2570 rseA anti-sigma factor 30 602.8087 2 1203.6028 -0.0007 38.65 K D 0

9298 TWFELAPK JW4113 ECK4148 frdC fumarate reductase (anaerobic), membrane anchor subunit 20 496.2663 2 990.5180 0.0006 49.67 K A 0
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9299 TWLLAQADFLVK JW3775 ECK3797 hemX uroporphyrinogen III methylase 85 702.8981 2 1403.7816 0.0004 63.81 K L 0

9300 TWYMSVNTHF JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 19 643.2875 2 1284.5604 0.0006 51.34 R - 0

9301 TYGSNSELLLGNAGTVSDLGEDFGHEFYEAELK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 144 1188.2219 3 3561.6439 0.0016 68.48 R Y 0

9302 TYIGSMPGK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 19 477.2412 2 952.4678 -0.0010 27.96 R L 0

9303 TYLAVAAAVDALER JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 87 731.8987 2 1461.7828 0.0002 59.72 K Q 0

9304 TYLYQGIAER JW3664 ECK3679 ibpA heat shock chaperone 64 607.3142 2 1212.6138 -0.0001 36.92 R N 0

9305 TYMDTAVSPFYFVSNAPR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 79 1033.4893 2 2064.9640 0.0026 60.65 R E 0

9306 TYNESLPPAK JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 19 560.2875 2 1118.5604 -0.0004 26.88 R F 0

9307 TYNFGLYPAGDEWQLALSDGETGK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 94 1316.6140 2 2631.2134 0.0005 64.18 K N 0

9308 TYNFGLYPAGDEWQLALSDGETGKNYLSDAFK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 28 1190.8954 3 3569.6644 0.0016 68.63 K F 0

9309 TYNPQDIEQPLYEHWEK JW4215 ECK4251 valS valyl-tRNA synthetase 17 730.6754 3 2189.0044 -0.0020 49.13 K Q 0

9310 TYVPADDYR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 27 550.2568 2 1098.4990 0.0008 27.88 R V 0

9311 VAAASAGGIVGSLSQSQLGNLGEK JW2903 ECK2931 yggG predicted peptidase 123 1107.5900 2 2213.1654 0.0002 52.58 R L 0

9312 VAALAEAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 30 400.7347 2 799.4548 -0.0004 21.23 R L 0

9313 VAALNGLNR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 50 464.2717 2 926.5288 -0.0009 27.80 R L 0

9314 VAALVGEVLPDGMVNIIGVGSCPSR 57.021465@C:22 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 38 1255.6595 2 2509.3044 0.0011 67.12 K G 0

9315 VAASQGVELGAGIEIVDPEVVR JW2294 ECK2291 pta phosphate acetyltransferase 39 736.7346 3 2207.1820 0.0021 58.24 R E 0

9316 VAASTEGILR JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 21 508.7915 2 1015.5684 0.0023 29.04 K Q 0

9317 VAAVKAPGFGDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 42 594.3299 2 1186.6452 -0.0006 27.59 K R 0

9318 VAAVKAPGFGDRR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 53 448.5894 3 1342.7464 -0.0006 24.90 K K 0

9319 VACETYVK 57.021465@C:3 JW2909 ECK2937 metK methionine adenosyltransferase 1 58 485.2392 2 968.4638 0.0001 22.05 R T 0

9320 VACPECDIPVIYGDTQK 57.021465@C:3,57.021465@C:6 JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 68 982.9582 2 1963.9018 -0.0002 46.00 K S 0

9321 VADAMLAQGVI JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 44 544.2946 2 1086.5746 0.0004 51.53 K - 0

9322 VADGATVVSTSTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 112 632.3305 2 1262.6464 -0.0003 25.37 R N 0

9323 VADILESNAR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 80 544.2908 2 1086.5670 0.0002 31.06 R Q 0

9324 VADISLLQ JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 26 429.7503 2 857.4860 0.0003 47.67 R - 0

9325 VADITLDPK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 72 486.2740 2 970.5334 0.0000 31.71 R T 0

9326 VADLDPSFHDLTEADFQETFNVGSFASGK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 55 1048.8189 3 3143.4349 -0.0012 66.52 K E 0

9327 VADLFEAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 62 460.7454 2 919.4762 -0.0001 36.51 R R 0

9328 VADRVSLTLR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 47 377.2275 3 1128.6607 -0.0007 31.87 R D 0

9329 VADWQIAAILNIGQR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 42 556.6459 3 1666.9159 0.0003 66.19 K A 0

9330 VAEEAGVYK JW0887 ECK0895 focA formate transporter 45 483.2503 2 964.4860 -0.0005 22.05 K A 0

9331 VAEETPHLIHK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 27 425.2346 3 1272.6820 -0.0008 22.37 K V 0

9332 VAEFFGKEPR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 44 590.3108 2 1178.6070 -0.0013 30.42 K K 0

9333 VAEMLAPVLTGNDLILVQGAGNIGK JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 47 831.7972 3 2492.3698 0.0026 68.42 R I 0

9334 VAEMSER JW5676 ECK3471 rbbA fused ribosome-associated ATPases 30 411.1947 2 820.3748 0.0000 17.96 R F 0

9335 VAENGYIAIALNDTTEVVIK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 57 1067.0756 2 2132.1366 0.0001 62.78 K R 0

9336 VAENGYIAIALNDTTEVVIKR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 54 763.7523 3 2288.2351 -0.0027 81.09 K D 0

9337 VAEPGEVLAAGGR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 112 613.3300 2 1224.6454 -0.0007 34.18 R V 0

9338 VAESVIPEIK JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 53 542.8161 2 1083.6176 0.0000 38.90 R H 0

9339 VAEVAQEEVVEPK JW4180 ECK4217 ytfN conserved protein 114 713.8744 2 1425.7342 -0.0008 31.34 K I 0

9340 VAEVGITGLNADFLR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 114 787.9309 2 1573.8472 0.0009 55.90 K Q 0

9341 VAFAGLK JW2203 ECK2207 ompC outer membrane porin protein C 24 353.2182 2 704.4218 -0.0003 33.34 R F JW2918

9342 VAFDGVVNDPMK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 70 646.3202 2 1290.6258 -0.0019 42.55 R M 0

9343 VAFENIEDAAR JW1615 ECK1618 add adenosine deaminase 59 617.8070 2 1233.5994 0.0005 39.42 R H 0

9344 VAFINTGFLDR JW2943 ECK2970 glcB malate synthase G 60 626.8380 2 1251.6614 0.0002 52.97 R T 0

9345 VAFMPWNGYNFEDSILVSER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 73 1187.5626 2 2373.1106 0.0006 70.01 R V 0

9346 VAFQAVIK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 59 438.2709 2 874.5272 -0.0003 36.51 R A 0

9347 VAFSGGEFQLNADR JW1606 ECK1609 ydgA conserved protein 67 755.8678 2 1509.7210 -0.0002 45.68 K D 0

9348 VAFSGGEFQLNADRDGK JW1606 ECK1609 ydgA conserved protein 42 604.2957 3 1809.8653 0.0005 40.35 K A 0

9349 VAFTALVEK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 47 489.2870 2 976.5594 0.0001 41.50 K A 0

9350 VAFTGSTEVGQQIMQYATQNIIPVTLELGGK JW3561 ECK3577 aldB aldehyde dehydrogenase B 59 1098.5758 3 3292.7056 0.0042 79.70 K S 0

9351 VAGADLWEELMAR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 107 730.8643 2 1459.7140 0.0011 64.48 R A 0

9352 VAGEALSRPVVSDGLVLIHTSNGQLQALNEADGAVK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 117 1210.3142 3 3627.9208 -0.0011 56.10 K W 0

9353 VAGFSPIPAMSMVSYASGAR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 86 999.9929 2 1997.9712 0.0010 60.41 R Y 0

9354 VAGQDVATLDADALAQLRR JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 26 661.6919 3 1982.0539 -0.0007 50.28 R E 0

9355 VAHECILDIRPLKEETGISELDIAKR 57.021465@C:5 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 16 752.1588 4 3004.6061 0.0044 48.45 R L 0

9356 VAIKGPLTTPVGGGIR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 25 512.6470 3 1534.9192 -0.0002 38.49 R S 0

9357 VAILSKPLPLAEQR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 14 512.3164 3 1533.9274 0.0032 41.65 K Q 0

9358 VAITIAR JW0405 ECK0409 ribE riboflavin synthase beta chain 54 372.2422 2 742.4698 -0.0003 28.59 R F 0

9359 VALADKYFAK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 28 375.8814 3 1124.6224 -0.0007 34.57 R R 0

9360 VALAENDLHVPTFTK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 66 827.9435 2 1653.8724 -0.0001 45.44 K L 0

9361 VALAGAQDYYGVVPDLTCLGK 57.021465@C:18 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 75 1105.5617 2 2209.1088 -0.0001 60.70 R I 0

9362 VALAQAQGQLAK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 92 599.3512 2 1196.6878 0.0001 30.20 K D 0

9363 VALDDFGMGYAGLR JW5943 ECK3514 yhjK predicted diguanylate cyclase 107 742.8638 2 1483.7130 0.0000 55.09 R Q 0

9364 VALDNVNIK JW4180 ECK4217 ytfN conserved protein 42 493.2874 2 984.5602 -0.0001 35.49 R I 0

9365 VALDPLTGPMPYQGR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 75 807.9193 2 1613.8240 0.0004 48.50 K E 0

9366 VALELVK JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 53 386.2522 2 770.4898 -0.0003 35.10 R E 0

9367 VALIENAEFVEGSDKLLR JW2101 ECK2107 metG methionyl-tRNA synthetase 63 668.3657 3 2002.0753 0.0017 52.78 R L 0

9368 VALLNIGEEEVK JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 77 657.3694 2 1312.7242 0.0005 49.22 R G 0

9369 VALLNIGEEEVKGLDSIR JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 77 652.3654 3 1954.0744 0.0008 58.07 R D 0

9370 VALLSHSNFGSSDCPSSSK 57.021465@C:14 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 113 990.4594 2 1978.9042 -0.0012 33.75 R M 0

9371 VALPDVPK JW1268 ECK1271 acnA aconitate hydratase 1 30 419.7554 2 837.4962 0.0003 34.51 R A 0

9372 VALPPDAVLTVTLSDASLADAPSK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 168 1176.1394 2 2350.2642 0.0011 63.76 K V 0

9373 VALPPDAVLTVTLSDASLADAPSKVLAQK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 97 964.2096 3 2889.6070 0.0008 65.67 K A 0

9374 VALPPLSNSFISLVK JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 32 528.9838 3 1583.9296 0.0009 64.81 R D 0

9375 VALQDAGLSVSDIDDVILVGGQTR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 120 1221.1485 2 2440.2824 0.0015 64.89 K M 0

9376 VALTGLTMAEK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 78 567.3153 2 1132.6160 -0.0001 39.37 R F 0

9377 VALVDGQR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 42 429.2448 2 856.4750 -0.0016 23.91 R L 0

9378 VALYGIDYLMK JW0886 ECK0894 pflB pyruvate formate lyase I 65 643.3468 2 1284.6790 0.0003 56.79 R D 0

9379 VAMLSYSTGTSGAGSDVEK JW2294 ECK2291 pta phosphate acetyltransferase 115 930.4377 2 1858.8608 -0.0010 38.16 R V 0

9380 VAMLSYSTGTSGAGSDVEKVR JW2294 ECK2291 pta phosphate acetyltransferase 63 705.6843 3 2114.0311 -0.0002 36.49 R E 0

9381 VAMTEAAK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 30 410.7151 2 819.4156 -0.0004 18.89 R A 0

9382 VAMTLTGAK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 41 446.2520 2 890.4894 -0.0001 29.98 K S 0

9383 VAMVSMTGSVSAGEK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 63 727.3546 2 1452.6946 -0.0007 34.91 K I 0

9384 VANAFAQEWQK JW3116 ECK3135 yraM conserved protein 75 646.3252 2 1290.6358 0.0001 37.78 R L 0

9385 VANLAEAQPDREIEK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 14 561.6278 3 1681.8616 -0.0020 28.94 K R 0

9386 VANLGSLGDQVNVK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 82 707.3882 2 1412.7618 -0.0004 38.92 K A 0

9387 VAPEFSAFLTR JW4299 ECK4327 yjiN conserved inner membrane protein 51 619.3331 2 1236.6516 0.0013 52.67 R H 0

9388 VAPITTGDVVLQSAR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 77 763.9311 2 1525.8476 0.0012 41.24 R S 0

9389 VAPMQSFSLGK JW2500 ECK2512 yfgA conserved protein 66 582.8079 2 1163.6012 0.0004 41.11 K R 0

9390 VAPMQSFSLGKR JW2500 ECK2512 yfgA conserved protein 54 660.8578 2 1319.7010 -0.0010 36.67 K R 0

9391 VAPTTELFPMSK JW5761 ECK4262 yjgB predicted alcohol dehydrogenase, Zn-dependent and NAD(P)-binding 46 660.8474 2 1319.6802 0.0007 45.39 K I 0

9392 VAQALDDLQNAQNDLASYNSQLVSLQTQPER JW0454 ECK0459 kefA fused mechanosensitive channel proteins 69 1143.9009 3 3428.6809 0.0000 61.71 R V 0

9393 VAQSDSVINGLK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 47 615.8372 2 1229.6598 -0.0017 32.30 K E 0

9394 VAQSDSVINGLKEENQK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 59 620.3210 3 1857.9412 -0.0021 31.92 K L 0

9395 VAQSLGVPR JW0903 ECK0911 ycbC conserved inner membrane protein 30 463.7746 2 925.5346 0.0001 28.41 R E 0

9396 VAQVGKPLELYHYPADR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 54 652.6818 3 1955.0236 -0.0030 37.37 R F 0

9397 VAQVLYQELDIGAVAITDREK JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 15 777.7571 3 2330.2495 0.0012 57.09 K L 0

9398 VAQYISFLELNQIAK JW2889 ECK2918 yggE conserved protein 79 868.9832 2 1735.9518 0.0010 60.76 R K 0

9399 VAQYISFLELNQIAKK JW2889 ECK2918 yggE conserved protein 20 622.3575 3 1864.0507 0.0050 55.38 R D 0

9400 VASVFINR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 33 453.2634 2 904.5122 -0.0007 31.51 K L 0

9401 VATEFSETAPATLK JW2893 ECK2922 pgk phosphoglycerate kinase 95 732.8823 2 1463.7500 -0.0007 37.94 R S 0

9402 VATIQTLGGSGALK JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 49 658.3822 2 1314.7498 -0.0008 36.46 R V 0

9403 VATISGSDAK JW3775 ECK3797 hemX uroporphyrinogen III methylase 46 474.7535 2 947.4924 0.0000 18.91 K T 0

9404 VATISGSDAKTWLLAQADFLVKLAGR JW3775 ECK3797 hemX uroporphyrinogen III methylase 119 911.1764 3 2730.5074 0.0007 75.26 K K 0

9405 VATITLNPAYDLVGFCPEIERGEVNLVK 57.021465@C:16 JW2155 ECK2161 fruK fructose-1-phosphate kinase 21 1039.8808 3 3116.6206 -0.0010 65.41 R T 0

9406 VATLEDATEMVNLYR 15.994915@M:10 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 87 870.9268 2 1739.8390 -0.0009 46.89 K D 0

9407 VATNLAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 30 372.7217 2 743.4288 -0.0001 18.92 K N 0

9408 VAVATIGAVLPGDFK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 84 729.4224 2 1456.8302 0.0013 52.95 R I 0

9409 VAVDSEVTVR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 44 537.7928 2 1073.5710 -0.0007 27.82 R G 0

9410 VAVEAGIADYWYK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 31 742.8744 2 1483.7342 -0.0004 53.09 R Y JW2449

9411 VAVFTQGANAEAAK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 89 688.8622 2 1375.7098 0.0003 28.74 R A 0

9412 VAVFTQGANAEAAKAAGAELVGMEDLADQIK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 51 1030.1916 3 3087.5530 -0.0017 65.44 R K 0

9413 VAVGAALLSMPVR JW0172 ECK0176 yaeT conserved protein 86 642.3788 2 1282.7430 0.0000 50.83 R T 0

9414 VAVLEQR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 32 407.7428 2 813.4710 0.0003 23.27 R V 0

9415 VAVLGAAGGIGQALALLLK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 94 868.0479 2 1734.0812 0.0046 78.46 K T 0

9416 VAYDFGPQMADLNLAFGVK JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 119 1028.5142 2 2055.0138 0.0002 66.03 R N 0

9417 VAYDTAHYCLLDTLGCGLEALEYPACK 57.021465@C:9,57.021465@C:16,57.021465@C:26 JW0325 ECK0331 prpD 2-methylcitrate dehydratase 55 1035.1448 3 3102.4126 -0.0011 72.37 K K 0

9418 VAYNVTWNSEPPESAPEHTDRR JW1711 ECK1720 ydiY conserved protein 93 852.4016 3 2554.1830 -0.0007 35.55 K T 0

9419 VCHEVGLDAGEVVIGSDIETLSDDELANLAQR 57.021465@C:2 JW4201 ECK4237 mgtA magnesium transporter 57 1142.2230 3 3423.6472 0.0008 71.79 K T 0

9420 VCLELGGK 57.021465@C:2 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 33 438.2361 2 874.4576 -0.0006 31.51 K A 0

9421 VCLELGGKAPAIVMDDADLELAVK 57.021465@C:2 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 41 843.1102 3 2526.3088 0.0015 59.98 K A 0

9422 VCLGAEK 57.021465@C:2 JW1843 ECK1855 pykA pyruvate kinase II 29 388.7021 2 775.3896 -0.0002 20.52 R I 0
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9423 VCNVEFQPLR 57.021465@C:2 JW5189 ECK1194 ychM predicted transporter 62 631.3214 2 1260.6282 -0.0003 39.66 R T 0

9424 VCYNGEWYNTR 57.021465@C:2 JW5063 ECK0452 ylaC predicted inner membrane protein 53 731.3140 2 1460.6134 -0.0009 35.95 R F 0

9425 VDAASVQLDDK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 77 580.7934 2 1159.5722 0.0002 27.79 K Q 0

9426 VDANNHTVTMLVQINGR JW5283 ECK1749 ydjY predicted protein 26 627.9914 3 1880.9524 -0.0003 41.82 R F 0

9427 VDAVYIVATPGEIAFIKPMIAMR JW3116 ECK3135 yraM conserved protein 56 835.7932 3 2504.3578 0.0044 66.58 R N 0

9428 VDDGGTLDVR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 68 523.7594 2 1045.5042 0.0003 26.61 R N 0

9429 VDDIELSLSK JW2287 ECK2284 yfbQ predicted aminotransferase 37 559.8010 2 1117.5874 0.0008 40.26 R F 0

9430 VDDKVPLFAVVSR JW3392 ECK3415 glgA glycogen synthase 34 482.2768 3 1443.8086 0.0000 48.17 K L 0

9431 VDDLAVDLVER JW0886 ECK0894 pflB pyruvate formate lyase I 42 622.3303 2 1242.6460 0.0004 47.39 R F 0

9432 VDDLDIHAYR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 63 406.2034 3 1215.5884 0.0001 33.28 K Y 0

9433 VDEPLNVEGK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 17 550.2853 2 1098.5560 0.0003 30.46 K A 0

9434 VDFSKFGEIEEVELGR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 71 927.4680 2 1852.9214 0.0007 55.95 K I 0

9435 VDGAEVVVK JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 30 458.2612 2 914.5078 0.0006 26.74 K R 0

9436 VDGAWELSDNLK JW2504 ECK2516 yfhM conserved protein 46 673.8329 2 1345.6512 -0.0002 46.24 K E 0

9437 VDGGAVANNFLMQFQSDILGTR JW3897 ECK3918 glpK glycerol kinase 38 1177.0843 2 2352.1540 0.0008 77.16 R V 0

9438 VDGLHYFSDNK JW2203 ECK2207 ompC outer membrane porin protein C 51 647.8063 2 1293.5980 -0.0010 34.42 K D 0

9439 VDGLHYFSDNKDVDGDQTYMR JW2203 ECK2207 ompC outer membrane porin protein C 83 1238.0477 2 2474.0808 0.0000 42.59 K L 0

9440 VDGNLNSFELTGQAGADNHFNSR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 86 821.7140 3 2462.1202 -0.0009 42.59 K W 0

9441 VDGQLIALHFQEGQQVK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 41 637.3422 3 1909.0048 -0.0011 44.48 R A 0

9442 VDGQPLTQWVTFVMLVR 15.994915@M:14 JW0171 ECK0175 yaeL zinc metallopeptidase 65 1003.0331 2 2004.0516 0.0013 75.10 K D 0

9443 VDIITGTLGK JW3592 ECK3607 kbl glycine C-acetyltransferase 36 508.8033 2 1015.5920 0.0006 43.40 R A 0

9444 VDKSQETTHFGFQTVAK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 22 481.4954 4 1921.9525 -0.0008 32.79 M E 0

9445 VDLAQLVK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 62 443.2738 2 884.5330 -0.0001 43.02 R T 0

9446 VDLLNQHSNR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 68 598.3124 2 1194.6102 -0.0002 24.52 R S 0

9447 VDLSTFSDEEVMR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 86 764.3528 2 1526.6910 -0.0012 50.15 K L 0

9448 VDMALVGDIK 15.994915@M:3 JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 42 538.7867 2 1075.5588 0.0005 33.61 K S 0

9449 VDNVQILSAKPANMFER JW5195 ECK1246 tonB membrane spanning protein in TonB-ExbB-ExbD complex 18 644.6736 3 1930.9990 0.0054 73.07 R E 0

9450 VDNWQAGLENALVSGR JW1376 ECK1378 ydbH predicted protein 65 864.9380 2 1727.8614 0.0024 57.17 K L 0

9451 VDPNFPFAMLFPGSR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 58 847.9224 2 1693.8302 0.0015 73.21 R T 0

9452 VDQLSNDVNAMR 15.994915@M:11 JW1667 ECK1673 lpp murein lipoprotein 77 689.3248 2 1376.6350 -0.0003 25.69 K S 0

9453 VDRPTAECAAALDKAPLPTPLP 57.021465@C:8 JW1913 ECK1927 yedD predicted protein 77 1152.1073 2 2302.2000 0.0009 47.13 R - 0

9454 VDSASEFK JW2667 ECK2692 alaS alanyl-tRNA synthetase 46 441.7141 2 881.4136 0.0006 23.04 R G 0

9455 VDSSGFQTEPVAADGK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 103 804.3811 2 1606.7476 0.0002 31.23 K L 0

9456 VDTLRPGQGVGLAVAR JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 42 536.9773 3 1607.9101 -0.0007 35.83 R E 0

9457 VDVPWAR JW4180 ECK4217 ytfN conserved protein 35 421.7297 2 841.4448 0.0003 40.98 R I 0

9458 VDWQGLEIIEEMR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 81 809.4014 2 1616.7882 0.0015 64.80 R R 0

9459 VDWQGLEIIEEMRR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 21 591.9701 3 1772.8885 0.0005 59.40 R N 0

9460 VDYSTFLQEVNNDQVR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 62 963.9636 2 1925.9126 0.0007 55.58 K E 0

9461 VEAAQATER JW3454 ECK3472 yhiI predicted HlyD family secretion protein 26 487.7494 2 973.4842 0.0014 11.55 R R 0

9462 VEAGVIKDQLNQYLKPFGYFFAPELSTSNR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 48 1144.5928 3 3430.7566 0.0004 71.75 R A 0

9463 VEATLAPLALLTK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 78 670.4130 2 1338.8114 -0.0007 61.64 R T 0

9464 VEAVNMDER JW5741 ECK4175 rnr exoribonuclease R, RNase R 61 531.7474 2 1061.4802 -0.0009 23.14 R K 0

9465 VECLELDNLMETAYATAVSANFR 57.021465@C:3 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 56 873.0813 3 2616.2221 0.0022 79.89 R T 0

9466 VEDALHATR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 59 506.2643 2 1010.5140 -0.0004 20.28 R A 0

9467 VEEINDDNHAEGLIGYVR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 32 681.6630 3 2041.9672 -0.0034 43.13 R E 0

9468 VEGFMLGELDMLK JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 64 741.3732 2 1480.7318 0.0011 65.57 R N 0

9469 VEGGQHLNVNVLR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 21 478.9320 3 1433.7742 0.0002 33.79 R R 0

9470 VEGGVVDLNTLK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 37 622.3481 2 1242.6816 -0.0003 40.84 K A 0

9471 VEGTVLNQR JW5878 ECK2532 csiE stationary phase inducible protein 84 508.2801 2 1014.5456 -0.0001 23.79 R L 0

9472 VEGWENAEAAK JW4185 ECK4222 ppa inorganic pyrophosphatase 27 602.2852 2 1202.5558 -0.0008 29.86 K A 0

9473 VEITGPVER JW3974 ECK4006 aceB malate synthase A 18 500.2771 2 998.5396 0.0000 27.79 R K 0

9474 VEKEGADQPSILP JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 45 691.8618 2 1381.7090 0.0001 38.45 K - 0

9475 VEKPGVLEVPTAENVR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 27 579.6545 3 1735.9417 -0.0051 37.59 R G 0

9476 VELGAEDYSTVAR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 93 705.3488 2 1408.6830 -0.0004 35.85 R Y 0

9477 VELVGPFSVR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 26 551.8163 2 1101.6180 -0.0003 48.43 R D 0

9478 VELWKASL JW5241 ECK1484 yddV predicted diguanylate cyclase 14 473.2750 2 944.5354 0.0023 46.96 R - 0

9479 VEMNVQYR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 52 519.7555 2 1037.4964 0.0000 28.39 R V 0

9480 VEQAFELTDASAER JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 67 783.3744 2 1564.7342 -0.0027 38.54 K S 0

9481 VEQISQPDVNINLVTLNAK JW4180 ECK4217 ytfN conserved protein 85 1048.0742 2 2094.1338 0.0017 52.00 R G 0

9482 VERGDVISDGPEAPHDILR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 31 519.5187 4 2074.0457 0.0016 37.88 R L 0

9483 VESLAVDEGDAIK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 36 673.3456 2 1344.6766 -0.0007 37.07 R A 0

9484 VESLAVDEGDAIKAGQVLGELDHKPYEIALMQAK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 46 910.2252 4 3636.8717 0.0010 63.01 R A 0

9485 VETGSGIGFGATVK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 21 661.8518 2 1321.6890 0.0013 35.26 R A 0

9486 VEVAGWVEDPDTYPMAAK JW0913 ECK0921 asnS asparaginyl tRNA synthetase 55 989.4676 2 1976.9206 0.0016 53.87 K R 0

9487 VEVETPEENTGDVIGDLSR JW3302 ECK3327 fusA protein chain elongation factor EF-G 90 1029.9969 2 2057.9792 0.0039 49.57 K R 0

9488 VEVVEAQSATTPEEK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 83 808.9039 2 1615.7932 -0.0009 26.35 K A 0

9489 VEYDGLSNSQPLR JW5283 ECK1749 ydjY predicted protein 71 739.3682 2 1476.7218 0.0009 35.49 K V 0

9490 VEYIRGPR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 14 330.5221 3 988.5445 -0.0009 24.22 R S 0

9491 VFATYAK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 25 400.2209 2 798.4272 -0.0004 25.66 R W 0

9492 VFAYATHPIFSGNAANNLR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 94 1032.0260 2 2062.0374 -0.0009 43.95 R N 0

9493 VFDFFEALAEDR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 80 729.8490 2 1457.6834 0.0008 70.85 K G 0

9494 VFEALLVGSDSLTDLAVLK JW3204 ECK3224 degS serine endoprotease, periplasmic 66 995.5596 2 1989.1046 0.0013 72.40 R I 0

9495 VFGQVDDAK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 54 489.7480 2 977.4814 -0.0004 25.58 R L 0

9496 VFIKPGNGK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 34 480.2869 2 958.5592 -0.0007 20.37 R I 0

9497 VFIMDDAEQFMPNYLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 77 994.9664 2 1987.9182 0.0010 66.93 R F 0

9498 VFITDHNHGSFK JW2018 ECK2027 wbbJ predicted acyl transferase 34 467.9019 3 1400.6839 0.0000 27.93 K H 0

9499 VFMADFEDSLAPDWNK JW3974 ECK4006 aceB malate synthase A 93 942.9277 2 1883.8408 0.0008 61.66 K V 0

9500 VFMQPASEGTGIIAGGAMR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 149 946.9715 2 1891.9284 0.0001 46.63 R A 0

9501 VFNFIENPYRPVTFDYLMVSPQNSR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 30 1011.8357 3 3032.4853 -0.0002 66.04 R R 0

9502 VFNGGAVK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 24 396.2240 2 790.4334 -0.0003 20.47 K G 0

9503 VFNMNKPGALR JW0166 ECK0170 pyrH uridylate kinase 39 416.2292 3 1245.6658 0.0006 31.21 R R 0

9504 VFPAIDYNR JW3756 ECK3775 rho transcription termination factor 16 547.7851 2 1093.5556 0.0001 39.24 R S 0

9505 VFPVKPLR JW5415 ECK2609 yfjD predicted inner membrane protein 31 478.3080 2 954.6014 -0.0001 31.00 K E 0

9506 VFQEEIFGPVLAVTTFK JW3561 ECK3577 aldB aldehyde dehydrogenase B 53 642.3529 3 1924.0369 0.0023 68.77 R T 0

9507 VFQTHSPVVDSISVK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 54 548.2978 3 1641.8716 -0.0012 37.62 R R 0

9508 VFQWLLR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 43 481.2845 2 960.5544 0.0000 54.04 R I 0

9509 VFTEVTVGGPLSNNK JW1843 ECK1855 pykA pyruvate kinase II 44 781.4148 2 1560.8150 0.0003 42.52 K G 0

9510 VFTYYTPK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 13 509.7661 2 1017.5176 0.0006 34.38 R E 0

9511 VFTYYTPKEESIK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 55 802.9146 2 1603.8146 0.0013 35.27 R L 0

9512 VFTYYTPKEESIKLFHDYLDLHR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 19 729.3742 4 2913.4677 -0.0024 55.47 R S 0

9513 VFVAEPSVEDTIAILR JW2573 ECK2590 clpB protein disaggregation chaperone 115 879.9859 2 1757.9572 0.0010 62.43 K G 0

9514 VGAATEVEMK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 81 517.7623 2 1033.5100 -0.0013 25.74 K E 0

9515 VGAATEVEMKEK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 73 646.3312 2 1290.6478 -0.0010 21.74 K K 0

9516 VGACTLVAADSETVDR 57.021465@C:4 JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 53 832.4016 2 1662.7886 0.0003 35.35 R A 0

9517 VGAGPFPTELFDETGEFLCK 57.021465@C:19 JW4135 ECK4173 purA adenylosuccinate synthetase 40 1107.5251 2 2213.0356 0.0006 69.64 R Q 0

9518 VGDAPITPDFVLK JW3143 ECK3165 glmM phosphoglucosamine mutase 39 686.3795 2 1370.7444 -0.0002 51.32 R L 0

9519 VGDAVQADVDEAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 37 672.8232 2 1343.6318 0.0001 27.77 K R 0

9520 VGDFAVAVGNPFGLGQTATSGIVSALGR JW3203 ECK3223 degQ serine endoprotease, periplasmic 43 887.8050 3 2660.3932 0.0008 70.83 R S 0

9521 VGDGTQDNLSGCEK 57.021465@C:12 JW3722 ECK3738 asnA asparagine synthetase A 66 740.3223 2 1478.6300 -0.0009 21.63 R A 0

9522 VGDIVIFNDGYGVK JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 84 748.3928 2 1494.7710 -0.0008 50.19 K S 0

9523 VGDIVVSDEAR JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 81 580.3012 2 1158.5878 -0.0003 31.12 K Y 0

9524 VGDNDNLSALAAILAGADK JW0232 ECK0243 proB gamma-glutamate kinase 95 914.4757 2 1826.9368 -0.0006 66.96 K L 0

9525 VGDTLYLCTAHQR 57.021465@C:8 JW0120 ECK0123 gcd glucose dehydrogenase 65 511.9211 3 1532.7415 0.0010 32.27 K L 0

9526 VGDTVIEFDLPLLEEK JW2410 ECK2412 crr glucose-specific enzyme IIA component of PTS 50 908.9834 2 1815.9522 0.0016 67.91 K A 0

9527 VGDVLVTSGLGGR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 95 615.3463 2 1228.6780 0.0004 39.29 R F 0

9528 VGDVLVTSGLGGRFPEGYPVAVVSSVK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 61 897.1569 3 2688.4489 0.0001 56.99 R L 0

9529 VGDYTVAIGNPFGLGETVTSGIVSALGR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 15 917.4844 3 2749.4314 0.0027 79.87 R S 0

9530 VGDYVFGLK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 46 499.2711 2 996.5276 -0.0003 44.89 K A 0

9531 VGEALEYGIVGINTGIISNEVAPFGGIK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 41 939.8398 3 2816.4976 0.0016 70.79 R A 0

9532 VGEENIFIFGHTVEQVK JW5689 ECK3404 malP maltodextrin phosphorylase 54 649.3392 3 1944.9958 0.0013 53.69 K A 0

9533 VGEENSVTAIIQR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 87 708.3774 2 1414.7402 -0.0013 39.27 R A 0

9534 VGEEVEIVGIK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 57 586.3322 2 1170.6498 0.0002 41.06 K E JW3943

9535 VGEEVEIVGIKETQK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 76 829.4537 2 1656.8928 -0.0006 36.32 K S JW3943

9536 VGELSGGER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 53 452.2298 2 902.4450 -0.0008 19.93 R G 0

9537 VGEQLMEVLMLHK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 36 763.9074 2 1525.8002 0.0007 59.22 R N 0

9538 VGESAWDNNK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 37 560.2568 2 1118.4990 -0.0002 22.45 K I 0

9539 VGESLDR JW0172 ECK0176 yaeT conserved protein 52 388.2008 2 774.3870 -0.0001 21.02 R T 0

9540 VGESLDRTTIADIEKGLEDFYYSVGK JW0172 ECK0176 yaeT conserved protein 69 969.1544 3 2904.4414 0.0022 76.74 R Y 0

9541 VGFGYGK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 24 364.1922 2 726.3698 -0.0002 26.68 R A 0

9542 VGFLAIANK JW0590 ECK0591 cstA carbon starvation protein 62 466.7818 2 931.5490 0.0000 42.45 K F 0

9543 VGGIDPLIGR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 27 498.7957 2 995.5768 0.0004 40.26 R E 0

9544 VGGMAEIVGFNTELLQPR JW1178 ECK1177 dadA D-amino acid dehydrogenase 85 966.0071 2 1929.9996 0.0015 61.96 R R 0

9545 VGGMVMPGSVQR JW2185 ECK2189 ccmE periplasmic heme chaperone 46 609.3101 2 1216.6056 -0.0001 33.21 R D 0

9546 VGGPGNIASCGNCMTR 57.021465@C:10,57.021465@C:13 JW2422 ECK2424 murP fused predicted enzyme IIBC components of PTS 38 825.8610 2 1649.7074 0.0002 29.08 R L 0
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9547 VGGRVESLAVDEGDAIK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 97 857.9521 2 1713.8896 0.0000 36.98 R A 0

9548 VGGSTYQVPVEVRPVR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 61 581.6559 3 1741.9459 -0.0016 36.14 R R 0

9549 VGGSTYQVPVEVRPVRR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 29 633.6901 3 1898.0485 0.0000 33.00 R N 0

9550 VGGVATYR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 56 411.7269 2 821.4392 -0.0004 21.08 R N 0

9551 VGIDLPYHAGATYNIELNGDLK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 38 791.7416 3 2372.2030 0.0019 55.36 K N 0

9552 VGIGPGSICTTR 57.021465@C:9 JW5401 ECK2504 guaB IMP dehydrogenase 60 609.3184 2 1216.6222 -0.0011 33.01 K I 0

9553 VGIGWTAR JW5761 ECK4262 yjgB predicted alcohol dehydrogenase, Zn-dependent and NAD(P)-binding 42 430.2427 2 858.4708 -0.0004 35.94 R S 0

9554 VGILLEQR JW0777 ECK0782 ybhS predicted transporter subunit -!- membrane component of ABC superfamily 40 464.2836 2 926.5526 -0.0022 37.68 R S 0

9555 VGINELLR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 14 457.2768 2 912.5390 -0.0001 29.61 K T 0

9556 VGINGFGR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 49 410.2272 2 818.4398 -0.0001 31.59 K I JW5906

9557 VGIVYNYANASDLPAK JW2924 ECK2952 ansB periplasmic L-asparaginase II 68 847.9408 2 1693.8670 -0.0004 42.40 K A 0

9558 VGKEFASEPVWFGDSDR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 33 642.6399 3 1924.8979 0.0023 45.96 K A 0

9559 VGKEGVITVEDGTGLQDELDVVEGMQFDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 101 1045.8438 3 3134.5096 0.0019 63.34 K G 0

9560 VGLDGVEFLGASASEWINGGIR JW1823 ECK1833 yebT conserved protein 17 749.7190 3 2246.1352 0.0020 74.31 K I 0

9561 VGLETLLGVLNASSR JW5165 ECK1118 hflD predicted lysogenization regulator 63 764.9389 2 1527.8632 0.0011 69.83 R Q 0

9562 VGLFGGAGVGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 50 481.2770 2 960.5394 0.0002 37.98 K T 0

9563 VGLIAGSGGGSPR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 75 564.3116 2 1126.6086 -0.0009 27.07 R F 0

9564 VGLLDNSR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 40 437.2429 2 872.4712 -0.0005 29.08 K M 0

9565 VGLLPNLINR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 17 554.8455 2 1107.6764 0.0001 51.95 K Y 0

9566 VGLLTGDVAQK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 62 550.8190 2 1099.6234 -0.0002 34.46 R K 0

9567 VGLNPQALFNQGVSLDDVR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 64 1021.5382 2 2041.0618 0.0025 61.02 R T 0

9568 VGLSFSLPIYQGGMVNSQVK JW5503 ECK3026 tolC transport channel 35 1062.5626 2 2123.1106 0.0022 61.26 K Q 0

9569 VGMAGSNVALHVNNLFDR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 56 638.6590 3 1912.9552 -0.0025 48.76 R E 0

9570 VGMALGNASIATDAYATAYR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 53 672.6666 3 2014.9780 -0.0003 51.40 R L 0

9571 VGMPTMAVTGVGK JW1510 ECK1510 lsrF predicted aldolase 28 624.3279 2 1246.6412 -0.0001 40.22 K D 0

9572 VGNLAFLDVTGR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 85 631.3486 2 1260.6826 0.0001 51.93 K I 0

9573 VGPALTFALR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 72 522.8139 2 1043.6132 0.0005 48.09 K E JW3101

9574 VGPELVAWTDGK JW0831 ECK0838 ybjL predicted transporter 38 636.3347 2 1270.6548 -0.0009 45.65 R N 0

9575 VGPVPIFYSPYLQLPVGDK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 77 1045.0724 2 2088.1302 0.0006 68.43 K R 0

9576 VGPVPIFYSPYLQLPVGDKR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 64 1123.1219 2 2244.2292 -0.0015 61.31 K R 0

9577 VGQILEEPLLINTSLSK JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 97 927.5329 2 1853.0512 0.0003 57.06 K E 0

9578 VGSCGAVLPHVK 57.021465@C:4 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 34 408.5564 3 1222.6474 -0.0017 27.24 R L 0

9579 VGSLGWANK JW2203 ECK2207 ompC outer membrane porin protein C 58 466.2539 2 930.4932 0.0010 30.54 R A 0

9580 VGSLLGEK JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 57 401.7370 2 801.4594 -0.0002 28.34 R L 0

9581 VGSVETSTFDTQK JW0934 ECK0942 pqiB paraquat-inducible protein B 64 699.8413 2 1397.6680 0.0006 27.82 R R 0

9582 VGSVETSTFDTQKR JW0934 ECK0942 pqiB paraquat-inducible protein B 37 777.8913 2 1553.7680 -0.0005 25.58 R N 0

9583 VGSYTVVDALVR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 92 639.8565 2 1277.6984 0.0005 47.48 K Y 0

9584 VGTVTPNVAEAVK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 38 642.8626 2 1283.7106 0.0021 32.24 K N 0

9585 VGVENLVNAVPQLK JW2924 ECK2952 ansB periplasmic L-asparaginase II 44 740.4302 2 1478.8458 0.0001 55.12 K D 0

9586 VGVGVMLNDLF JW3794 ECK3815 pldA outer membrane phospholipase A 74 590.3079 2 1178.6012 0.0007 64.67 R - 0

9587 VGVINGAEQDVAEVAK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 102 799.9228 2 1597.8310 -0.0001 45.09 K K 0

9588 VGVINGAEQDVAEVAKK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 21 576.3167 3 1725.9283 0.0023 40.46 K V 0

9589 VGVIVGAEQQVAEVAQK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 89 862.9808 2 1723.9470 0.0001 48.35 K V 0

9590 VGVKNPLFLLDEIDKMSSDMR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 39 803.0842 3 2406.2308 0.0019 66.58 K G 0

9591 VGVLDIPGFYVGLTDDVK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 20 954.0119 2 1906.0092 0.0005 71.93 K V 0

9592 VGVLSNDFFVNLLDMR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 118 919.9784 2 1837.9422 0.0025 76.44 R Y 0

9593 VGVNQVVGVNLFDVYR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 69 889.4837 2 1776.9528 0.0005 60.59 K G 0

9594 VGVPSVLVSR JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 26 506.8112 2 1011.6078 0.0001 40.44 R F 0

9595 VGVTVLMATHDINLISR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 92 613.6773 3 1838.0101 0.0016 54.46 R R 0

9596 VGVYSSPHLVR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 42 405.2278 3 1212.6616 0.0002 29.68 K Y 0

9597 VGYHAGQHIR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 13 379.8681 3 1136.5825 -0.0014 19.02 R F 0

9598 VGYINDQYVLNPTQDELK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 95 1055.0290 2 2108.0434 0.0008 52.26 R E 0

9599 VGYINDQYVLNPTQDELKESK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 82 818.4109 3 2452.2109 -0.0012 45.23 R L 0

9600 VGYLVVSTDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 98 554.8022 2 1107.5898 -0.0025 35.80 R G 0

9601 VHEGRPHIQDR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 14 672.3499 2 1342.6852 -0.0002 17.15 K I 0

9602 VHFEIKDGK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 23 358.1978 3 1071.5716 0.0002 24.01 K Q 0

9603 VHIINLEK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 40 483.2924 2 964.5702 -0.0002 30.66 K T 0

9604 VHLEPTINLPLSNNWGSINTEAK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 82 1274.1644 2 2546.3142 0.0014 55.49 R L 0

9605 VHLFSATLR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 23 522.3034 2 1042.5922 -0.0002 37.29 R D 0

9606 VHLITCHNDMAK 57.021465@C:6 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 44 480.2355 3 1437.6847 -0.0011 23.50 K N 0

9607 VHMPCNGILR 57.021465@C:5 JW4121 ECK4156 psd phosphatidylserine decarboxylase 30 399.5392 3 1195.5958 0.0004 33.05 R E 0

9608 VHSTYGNVDVLK JW5118 ECK0885 dmsA dimethyl sulfoxide reductase, anaerobic, subunit A 29 666.3509 2 1330.6872 -0.0009 30.24 R A 0

9609 VHTAIVVQDPTMQR JW1411 ECK1407 ydcF conserved protein 27 532.2834 3 1593.8284 -0.0014 32.22 R R 0

9610 VHTSNYSIQGFTK JW3564 ECK3580 selA selenocysteine synthase 50 741.3732 2 1480.7318 0.0008 33.26 K A 0

9611 VHTSYHQAVTATGR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 33 764.3869 2 1526.7592 0.0002 19.00 R L 0

9612 VHVTDYTNASR JW3897 ECK3918 glpK glycerol kinase 14 421.5429 3 1261.6069 0.0018 23.41 R T 0

9613 VIAAGANVVR JW1843 ECK1855 pykA pyruvate kinase II 43 485.2954 2 968.5762 -0.0004 25.43 K M 0

9614 VIAAGNGCTDDLQLEHLPANTDIR 57.021465@C:8 JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 30 865.0940 3 2592.2602 0.0001 45.73 R V 0

9615 VIADCGCEGR 57.021465@C:5,57.021465@C:7 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 60 568.7440 2 1135.4734 -0.0015 19.07 K A 0

9616 VIADCGCEGRA 57.021465@C:5,57.021465@C:7 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 73 604.2634 2 1206.5122 0.0002 20.36 K - 0

9617 VIADYEER JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 48 497.7457 2 993.4768 0.0001 23.51 K K 0

9618 VIAEDKLPPKEATHK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 15 559.3176 3 1674.9310 0.0005 19.69 R S 0

9619 VIAGTGSDMYSAIIGAIGALRGPK JW0324 ECK0330 prpC 2-methylcitrate synthase 18 773.4231 3 2317.2475 0.0011 73.04 R H 0

9620 VIANANFTGR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 77 531.7882 2 1061.5618 0.0001 28.32 R A 0

9621 VIARPFIGDK JW4346 ECK4375 deoB phosphopentomutase 15 372.5573 3 1114.6501 0.0003 30.98 R A 0

9622 VIASCFFEASTR 57.021465@C:5 JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 66 694.3373 2 1386.6600 -0.0001 44.99 K T 0

9623 VIASELGEER JW3974 ECK4006 aceB malate synthase A 36 551.7907 2 1101.5668 0.0002 27.40 K F 0

9624 VIASTQPAQTTVYLEQPEAIDYKR JW0328 ECK0334 codA cytosine deaminase 21 907.8079 3 2720.4019 -0.0003 43.18 K - 0

9625 VIAVPGK JW1913 ECK1927 yedD predicted protein 26 342.2260 2 682.4374 -0.0003 22.05 R L 0

9626 VIDALQQR JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 30 471.7716 2 941.5286 -0.0007 26.90 K G 0

9627 VIDGADGAR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 57 437.2242 2 872.4338 -0.0014 18.30 R F 0

9628 VIDGQINLR JW3974 ECK4006 aceB malate synthase A 44 514.2980 2 1026.5814 -0.0008 32.86 K D 0

9629 VIDIWAAANDR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 41 622.3259 2 1242.6372 0.0016 48.34 K V 0

9630 VIDIWAAANDRVSK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 25 519.9509 3 1556.8309 -0.0001 45.73 K A 0

9631 VIDLMCPFAK 57.021465@C:6 JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 63 597.3067 2 1192.5988 0.0004 54.04 K G 0

9632 VIDRTGLILDIFAQR JW4131 ECK4169 hflX predicted GTPase 54 577.3374 3 1728.9904 0.0016 61.51 R A 0

9633 VIEDISSTDSQAAHNLALSIDER JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 53 828.7454 3 2483.2144 0.0004 48.29 R L 0

9634 VIEGDKNVNMMEVAIDEACVR 57.021465@C:19 JW3702 ECK3717 phoU DNA-binding transcriptional regulator 48 798.0483 3 2391.1231 -0.0001 52.36 R I 0

9635 VIEIAVK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 48 386.2523 2 770.4900 -0.0001 32.98 R G 0

9636 VIELGTQVEI JW5609 ECK3741 trkD potassium transporter 60 550.8136 2 1099.6126 0.0001 55.30 R - 0

9637 VIEPVKR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 30 420.7685 2 839.5224 -0.0004 18.24 R T 0

9638 VIEQAIK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 35 400.7474 2 799.4802 0.0000 22.48 K D 0

9639 VIEQAIKDGIPLSVIEAAQQSPVYK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 14 899.5006 3 2695.4800 0.0004 58.21 K M 0

9640 VIEQGNVMVLGGDMRDPK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 53 653.3326 3 1956.9760 -0.0002 40.48 R H 0

9641 VIEQTVR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 45 422.7480 2 843.4814 0.0000 19.92 R E 0

9642 VIETFGASEGGNK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 93 654.8251 2 1307.6356 0.0000 27.98 K G 0

9643 VIFETQSTHK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 58 595.3140 2 1188.6134 -0.0004 23.40 K M 0

9644 VIFLTADAFGVLPPVSR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 27 901.5148 2 1801.0150 0.0011 66.40 K L 0

9645 VIFLVPHGWAVDIPAMLMASQGQK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 80 870.1309 3 2607.3709 0.0004 72.69 K M 0

9646 VIGCLSK 57.021465@C:4 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 32 388.7204 2 775.4262 0.0000 23.51 K L 0

9647 VIGEQQMK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 42 466.7471 2 931.4796 -0.0001 21.91 R E 0

9648 VIGHEYFHNWTGNR JW0915 ECK0923 pepN aminopeptidase N 49 577.2773 3 1728.8101 -0.0022 36.07 R V 0

9649 VIGHLAHGNLEYK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 40 725.8929 2 1449.7712 -0.0015 27.86 K H 0

9650 VIGHLAHGNLEYKHPYLEDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 32 591.0578 4 2360.2021 -0.0004 32.16 K D 0

9651 VIGIGSPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 50 399.7452 2 797.4758 0.0000 28.55 K A 0

9652 VIGQNEAVDAVSNAIR JW2573 ECK2590 clpB protein disaggregation chaperone 28 828.4397 2 1654.8648 0.0010 46.78 R R 0

9653 VIGQNEAVDAVSNAIRR JW2573 ECK2590 clpB protein disaggregation chaperone 42 604.6623 3 1810.9651 0.0003 45.11 R S 0

9654 VIGSTTYQEFSNIFEKDR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 18 712.0201 3 2133.0385 0.0005 54.16 R A 0

9655 VIGTATSENGAQAISDYLGANGK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 71 746.3736 3 2236.0990 0.0018 50.45 K G 0

9656 VIGVAEEK JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 43 422.7422 2 843.4698 -0.0004 22.62 R Q 0

9657 VIGVGGGGGNAVEHMVR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 104 804.9171 2 1607.8196 -0.0006 35.32 K E 0

9658 VIGYTDLPGR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 56 545.7981 2 1089.5816 -0.0002 37.33 K L 0

9659 VIGYTDLPGRLPTQSSQLYGTNLVNLLK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 110 1020.8962 3 3059.6668 0.0012 63.65 K L 0

9660 VIHDISEMNR JW1692 ECK1700 pps phosphoenolpyruvate synthase 48 405.2044 3 1212.5914 -0.0007 26.88 K I 0

9661 VIHVVDKK JW2504 ECK2516 yfhM conserved protein 42 469.2951 2 936.5756 -0.0001 14.40 R S 0

9662 VIIAAHGNSLR JW0738 ECK0744 gpmA phosphoglyceromutase 1 66 575.8380 2 1149.6614 -0.0004 25.07 R A 0

9663 VIIMDEPTDALTDTETESLFR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 65 1198.5813 2 2395.1480 0.0016 62.16 K V 0

9664 VIIVHALR JW3512 ECK3530 dppB dipeptide transporter-!- membrane component of ABC superfamily 31 307.5397 3 919.5973 0.0006 31.46 R N 0

9665 VIKNHFASEYIYNAYKDEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 73 778.0581 3 2331.1525 -0.0010 37.49 K T 0

9666 VIKPIMDGLTPIAK JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 40 499.3016 3 1494.8830 -0.0015 44.59 R Q 0

9667 VILAGEVTTPVTVR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 93 727.9317 2 1453.8488 -0.0015 42.85 K G 0

9668 VILVNSNPATIMTDPEMADATYIEPIHWEVVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 42 1208.9410 3 3623.8012 0.0007 68.28 R K 0

9669 VIMEGHQGDEYDEALSTLAELEDIGWK JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 74 1016.8105 3 3047.4097 0.0028 75.17 R V 0

9670 VIMEGHQGDEYDEALSTLAELEDIGWKVR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 16 826.6515 4 3302.5769 0.0003 72.36 R L 0
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9671 VIMPYSTADGGNK JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 22 676.8287 2 1351.6428 -0.0013 32.23 K G 0

9672 VINDKGENGWLEIPIDQLVPGDIIK JW4201 ECK4237 mgtA magnesium transporter 28 925.8367 3 2774.4883 0.0027 70.95 R L 0

9673 VINDNFGIIEGLMTTVHATTATQK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 80 858.7796 3 2573.3170 0.0012 67.42 K T 0

9674 VINESTNQNAAVK JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 94 694.3620 2 1386.7094 -0.0008 21.49 K R 0

9675 VINESTNQNAAVKR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 14 515.2764 3 1542.8074 -0.0042 68.98 K I 0

9676 VINNDPQIGDK JW3391 ECK3414 glgP glycogen phosphorylase 34 606.8152 2 1211.6158 0.0012 24.66 K L 0

9677 VINQLTGGLAGMAK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 88 686.8843 2 1371.7540 -0.0004 44.25 K G 0

9678 VINSGQVCNCAER 57.021465@C:8,57.021465@C:10 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 80 753.8430 2 1505.6714 0.0000 24.12 R V 0

9679 VINVINGK JW3474 ECK3490 slp outer membrane lipoprotein 24 428.7666 2 855.5186 0.0009 28.14 K T 0

9680 VINYLNK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 41 432.2529 2 862.4912 0.0001 27.52 K L 0

9681 VIPATILGIQSDR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 72 691.9040 2 1381.7934 0.0006 47.82 K V 0

9682 VIPSIAYTEPEVAWVGLTEK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 72 1101.5891 2 2201.1636 0.0016 63.02 K E 0

9683 VIPSIAYTEPEVAWVGLTEKEAK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 61 1265.6760 2 2529.3374 0.0009 61.29 K E 0

9684 VIPSIAYTEPEVAWVGLTEKEAKEK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 20 697.6261 4 2786.4753 0.0012 56.26 K G 0

9685 VIPYAGNVVTSDIAYAFGTPPSDAEAIK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 23 956.1555 3 2865.4447 0.0009 66.17 K V 0

9686 VIPYAGNVVTSDIAYAFGTPPSDAEAIKVR JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 24 1041.2126 3 3120.6160 0.0029 63.47 K H 0

9687 VIPYWNETILPR JW0738 ECK0744 gpmA phosphoglyceromutase 1 64 750.9146 2 1499.8146 0.0011 55.54 R M 0

9688 VIQDNLK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 17 415.2424 2 828.4702 -0.0003 19.02 R K 0

9689 VIRPDILPVIK JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 39 421.6110 3 1261.8112 -0.0010 45.67 K A 0

9690 VISAPVPMTPLQEFWHYFKR JW3511 ECK3529 dppC dipeptide transporter -!- membrane component of ABC superfamily 16 612.3247 4 2445.2697 0.0028 68.41 K N 0

9691 VISEQQQIQEK JW5066 ECK0485 ybbM predicted inner membrane protein 67 665.3539 2 1328.6932 -0.0003 23.96 R L 0

9692 VISQDRELVSETLEMLQTCYQQLGK 57.021465@C:19 JW1272 ECK1275 yciM conserved protein 57 990.1632 3 2967.4678 -0.0004 72.79 R T 0

9693 VISQVEAQR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 49 515.2875 2 1028.5604 -0.0009 21.84 K K 0

9694 VISVQEMHAQIK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 15 461.5865 3 1381.7377 -0.0011 32.96 K - 0

9695 VITDKPIIK JW0954 ECK0963 hyaA hydrogenase 1, small subunit 14 342.8899 3 1025.6479 -0.0006 24.83 K V 0

9696 VITLTGK JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 21 366.2368 2 730.4590 0.0001 25.82 K D 0

9697 VIVAAPVIAELNMPR JW2504 ECK2516 yfhM conserved protein 47 796.9633 2 1591.9120 0.0001 56.89 K F 0

9698 VIVNVVAE JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 43 421.7531 2 841.4916 0.0007 38.43 K - 0

9699 VIVPPMTSEMMNLVK JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 16 844.9435 2 1687.8724 0.0014 60.89 R N 0

9700 VIVSGEWLLNHQGQLIK JW5127 ECK0943 ymbA conserved protein 86 967.5455 2 1933.0764 -0.0021 51.01 K R 0

9701 VIVSGLQR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 58 436.2717 2 870.5288 0.0002 27.67 R I 0

9702 VIVSQLHR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 61 476.2904 2 950.5662 0.0002 24.07 R S 0

9703 VIWGPNWEELLGGEFEKR JW1462 ECK1461 narY nitrate reductase 2 (NRZ), beta subunit 18 720.3692 3 2158.0858 0.0011 67.44 K A 0

9704 VIYQAGFTDR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 48 585.3007 2 1168.5868 -0.0008 34.92 K Q 0

9705 VKAEMENLR 15.994915@M:5 JW2594 ECK2610 grpE heat shock protein 14 553.2876 2 1104.5606 0.0010 49.21 R R 0

9706 VKAPVIVQFSNGGASFIAGK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 89 664.0410 3 1989.1012 -0.0036 49.31 K G 0

9707 VKDEKPQLSLLLQVLTDEKR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 72 784.7885 3 2351.3437 0.0013 57.15 R F 0

9708 VKDKWAHTSVQDR JW3561 ECK3577 aldB aldehyde dehydrogenase B 54 523.9426 3 1568.8060 0.0000 19.83 K A 0

9709 VKDSLKDSFDDSSANLFK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 65 672.6684 3 2014.9834 -0.0014 44.55 K L 0

9710 VKEVVDFCHR 57.021465@C:8 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 59 644.8268 2 1287.6390 -0.0004 26.97 R F 0

9711 VKGDEELGGISIYAFNENR JW5760 ECK4255 yjgQ conserved inner membrane protein 126 1056.0235 2 2110.0324 -0.0006 50.24 R R 0

9712 VKGDEELGGISIYAFNENRR JW5760 ECK4255 yjgQ conserved inner membrane protein 27 756.3867 3 2266.1383 0.0041 47.04 R L 0

9713 VKGGFTVELNGIR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 42 463.9340 3 1388.7802 0.0026 41.64 K A 0

9714 VKHPSEIVNVGDEITVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 66 622.0102 3 1863.0088 -0.0014 35.42 R V 0

9715 VKMEESLQEMAQAAEQASQSK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 31 775.0347 3 2322.0823 -0.0008 52.61 R S 0

9716 VKNPDFFK JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 39 332.1831 3 993.5275 -0.0008 29.05 R R 0

9717 VKNPDFFKR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 36 384.2170 3 1149.6292 -0.0002 26.84 R V 0

9718 VKNPGLWELPFGTTAR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 58 893.4856 2 1784.9566 -0.0007 52.62 R E 0

9719 VKNWLER JW0454 ECK0459 kefA fused mechanosensitive channel proteins 35 472.7688 2 943.5230 -0.0009 30.11 K A 0

9720 VKPESLPAFISQWEYR JW2504 ECK2516 yfhM conserved protein 71 975.5102 2 1949.0058 0.0012 58.47 R N 0

9721 VKPFIEHCALAPLPGEGSFAGSILSHDFVEAALMR 57.021465@C:8 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 48 1256.3081 3 3765.9025 0.0015 66.47 R R 0

9722 VKPITLR JW4072 ECK4104 proP proline/glycine betaine transporter 15 413.7791 2 825.5436 0.0001 23.43 K D 0

9723 VKQDYLMTAIMGGASNITQPTSDVNSWTWSR JW0790 ECK0794 fiu predicted iron outer membrane transporter 58 1153.2220 3 3456.6442 -0.0002 66.26 R T 0

9724 VKTLLNEK JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 17 472.7922 2 943.5698 -0.0004 23.27 R A 0

9725 VLADGQFYR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 52 534.7762 2 1067.5378 -0.0022 33.89 R V 0

9726 VLAEGNADEK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 52 523.2615 2 1044.5084 -0.0003 18.62 K L 0

9727 VLAEGNADEKLDPASLTK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 84 935.9918 2 1869.9690 0.0008 37.14 K I 0

9728 VLAEQALAQPTTDELMTLVNK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 53 762.4069 3 2284.1989 0.0005 62.45 K F 0

9729 VLAEQNADVR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 65 557.7957 2 1113.5768 -0.0010 23.14 K R 0

9730 VLAGVWSQEAASIAQEIK JW5127 ECK0943 ymbA conserved protein 132 950.5123 2 1899.0100 -0.0001 62.55 K R 0

9731 VLALDMGALVAGAK JW2573 ECK2590 clpB protein disaggregation chaperone 122 664.8842 2 1327.7538 0.0006 56.91 R Y 0

9732 VLANQSLALNSGVQIR JW4177 ECK4214 ytfL predicted inner membrane protein 97 841.9804 2 1681.9462 -0.0013 42.20 R N 0

9733 VLAPDTAGK JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 44 436.2478 2 870.4810 -0.0001 21.87 K F 0

9734 VLAPDTAGKFYPNQDCSSLGQ 57.021465@C:16 JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 68 1134.5334 2 2267.0522 -0.0006 43.44 K - 0

9735 VLAQKAVR JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 13 442.7873 2 883.5600 -0.0002 17.50 K T 0

9736 VLASGTPQELVEK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 71 685.8796 2 1369.7446 -0.0007 34.94 K R 0

9737 VLASGTPQELVEKR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 20 509.6223 3 1525.8451 -0.0012 32.33 K G 0

9738 VLAYEVR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 29 425.2453 2 848.4760 0.0004 30.42 K M 0

9739 VLAYYKPEGELCTR 57.021465@C:12 JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 18 566.9566 3 1697.8480 0.0034 34.88 R N 0

9740 VLCIADDEQDALTQLAAVLAVGSQVLWPDDALHR 57.021465@C:3 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 25 926.4759 4 3701.8745 0.0021 80.56 R Q 0

9741 VLCLQDEIADHTLK 57.021465@C:3 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 76 827.9268 2 1653.8390 -0.0006 46.57 R M 0

9742 VLDGGLFFSAADVK JW0818 ECK0824 yliF predicted diguanylate cyclase 76 719.8824 2 1437.7502 -0.0002 56.53 R K 0

9743 VLDIIDILFSDTVK JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 78 795.9537 2 1589.8928 0.0013 80.25 R A 0

9744 VLDKILNYTNTEMK JW1427 ECK1424 ydcL predicted lipoprotein 62 841.4446 2 1680.8746 -0.0009 45.20 K E 0

9745 VLDLASPIGR JW3756 ECK3775 rho transcription termination factor 79 520.8089 2 1039.6032 0.0006 43.29 R G 0

9746 VLDLIAHISK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 57 554.8396 2 1107.6646 -0.0006 44.12 K - 0

9747 VLDTGSGIPDYALSR JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 113 782.4039 2 1562.7932 -0.0007 43.89 K I 0

9748 VLEASGLR JW3809 ECK3826 rmuC predicted recombination limiting protein 47 422.7480 2 843.4814 0.0000 25.84 R E 0

9749 VLENAEGDR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 33 501.7459 2 1001.4772 -0.0006 20.36 R T 0

9750 VLENAEGDRTTPSIIAYTQDGETLVGQPAKR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 74 1110.5701 3 3328.6885 -0.0014 47.64 R Q 0

9751 VLEQSAESVPEYGK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 72 768.3827 2 1534.7508 -0.0006 33.36 R A 0

9752 VLESAIANAEHNDGADIDDLK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 103 737.3569 3 2209.0489 -0.0010 45.20 K V 0

9753 VLESAIANAEHNDGADIDDLKVTK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 64 846.7606 3 2537.2600 -0.0008 43.75 K I 0

9754 VLESGVDILIGTTGR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 62 765.4299 2 1528.8452 -0.0008 52.65 K L 0

9755 VLEVQGMK JW1843 ECK1855 pykA pyruvate kinase II 14 452.2519 2 902.4892 -0.0002 30.18 K V 0

9756 VLEVSNLR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 48 465.2744 2 928.5342 0.0000 32.23 K K 0

9757 VLGANFDGSK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 48 504.2616 2 1006.5086 0.0002 29.55 R N 0

9758 VLGCYPSENVVPVDPT 57.021465@C:4 JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 19 873.4250 2 1744.8354 0.0013 48.52 K - 0

9759 VLGDKIQLVGDDLFVTNTK JW2750 ECK2773 eno enolase 51 692.3848 3 2074.1326 0.0016 54.99 K I 0

9760 VLGHLGLER JW5571 ECK3864 bipA GTP-binding protein 28 331.8662 3 992.5768 0.0000 30.73 K I 0

9761 VLGTDGFGR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 39 461.2429 2 920.4712 -0.0004 31.85 R S 0

9762 VLHATQELVTLGLAKPILIGRPNVIEMR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 42 771.2048 4 3080.7901 0.0005 57.51 R I 0

9763 VLHMLEAR JW1941 ECK1956 yedI conserved inner membrane protein 32 484.7707 2 967.5268 -0.0004 30.15 K K 0

9764 VLHNHSEELTLR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 46 483.2596 3 1446.7570 -0.0008 25.57 K L 0

9765 VLHPLPR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 26 416.2633 2 830.5120 -0.0006 22.88 K V 0

9766 VLHSAWLNSHYQTGLK JW4201 ECK4237 mgtA magnesium transporter 31 618.6607 3 1852.9603 0.0018 36.27 R N 0

9767 VLHVIPQEYAIDYQEGIKNPVGLSGVR JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 59 749.4070 4 2993.5989 0.0017 52.43 R M 0

9768 VLICAAGK 57.021465@C:4 JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 42 416.2412 2 830.4678 -0.0005 24.18 R H 0

9769 VLIDRGEVK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 23 514.8084 2 1027.6022 -0.0003 23.73 K K 0

9770 VLIEATSNQVNQFGGYTGMTPADFR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 140 1358.6559 2 2715.2972 0.0009 55.80 K E 0

9771 VLIEQAIEQPLDPQR JW1835 ECK1847 yebE conserved protein 48 874.9809 2 1747.9472 0.0004 49.25 R L 0

9772 VLILDEPTR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 45 528.3087 2 1054.6028 0.0007 39.16 K G 0

9773 VLINLLENAVK JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 45 613.3795 2 1224.7444 0.0004 57.88 R Y 0

9774 VLKADQEFDGLYNELLLEMAR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 49 823.0904 3 2466.2494 0.0029 72.67 R N 0

9775 VLLEIADLK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 39 507.3158 2 1012.6170 0.0003 49.19 K V 0

9776 VLLICDATHALPIQVLR 57.021465@C:5 JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 69 966.5588 2 1931.1030 0.0005 60.31 R N 0

9777 VLLPAFPDIR JW3392 ECK3415 glgA glycogen synthase 52 570.8429 2 1139.6712 0.0010 58.16 R R 0

9778 VLLPAFPDIRR JW3392 ECK3415 glgA glycogen synthase 34 432.9314 3 1295.7724 0.0010 48.90 R G 0

9779 VLLQLALTQTK JW2924 ECK2952 ansB periplasmic L-asparaginase II 26 614.3881 2 1226.7616 0.0019 49.56 R D 0

9780 VLLQLALTQTKDPQQIQQIFNQY JW2924 ECK2952 ansB periplasmic L-asparaginase II 84 910.8330 3 2729.4772 0.0020 67.53 R - 0

9781 VLLVGQSPNAELSAR JW3119 ECK3138 yraP predicted protein 77 777.4350 2 1552.8554 -0.0019 40.23 K A 0

9782 VLLYTDGRPDKPYHGQIGFVSPTAEFTPK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 27 809.1716 4 3232.6573 0.0014 47.73 K T 0

9783 VLMQAQQALLNAEIDQQR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 47 690.3664 3 2068.0774 0.0039 52.70 K K 0

9784 VLMQAQQALLNAEIDQQRK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 63 733.0635 3 2196.1687 0.0004 48.05 K S 0

9785 VLMQDFTGVPAVVDLAAMR JW1268 ECK1271 acnA aconitate hydratase 1 42 1017.0315 2 2032.0484 -0.0002 69.34 R E 0

9786 VLNEVTHYYLTK JW0451 ECK0456 acrB multidrug efflux system protein 62 740.3956 2 1478.7766 -0.0003 38.37 K E 0

9787 VLNGEEINNDMLVSMLLNSGHGIFSDNDELETK JW1242 ECK1244 kch voltage-gated potassium channel 66 1216.5794 3 3646.7164 0.0034 74.02 R A 0

9788 VLNLLEMPR JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 63 542.8129 2 1083.6112 0.0002 52.29 R S 0

9789 VLNLNQR JW5336 ECK2057 yegH fused predicted membrane proteins 46 428.7535 2 855.4924 -0.0002 26.55 R T 0

9790 VLNNEIILVTCGSAFK 57.021465@C:11 JW3302 ECK3327 fusA protein chain elongation factor EF-G 57 889.4794 2 1776.9442 -0.0001 54.07 R N 0

9791 VLNNGDLGENK JW1666 ECK1672 pykF pyruvate kinase I 64 586.7986 2 1171.5826 -0.0006 21.45 K G 0

9792 VLPELNGK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 13 435.2582 2 868.5018 0.0001 29.58 K L 0

9793 VLPITIHGDAAVTGQGVVQETLNMSK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 70 893.4774 3 2677.4104 -0.0004 56.84 K A 0

9794 VLPLTGVVSPR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 19 569.3528 2 1136.6910 -0.0008 43.62 K T 0
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9795 VLPYDRFETDKWDVMDADVR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 29 824.0618 3 2469.1636 0.0000 52.51 K F 0

9796 VLQLINAYR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 64 545.3244 2 1088.6342 0.0000 44.06 K F 0

9797 VLQNHLR JW2635 ECK2654 ygaF predicted enzyme 50 440.2617 2 878.5088 0.0002 19.03 R S 0

9798 VLQQVTDYYLTK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 80 735.8951 2 1469.7756 -0.0010 43.28 K E 0

9799 VLRDDDNKPLVYEPGLHFK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 56 752.3982 3 2254.1728 -0.0017 39.84 K I 0

9800 VLRDDDNKPLVYEPGLHFKIPFIETVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 60 1061.5798 3 3181.7176 -0.0001 57.15 K M 0

9801 VLRDGDTLLVQVK JW0172 ECK0176 yaeT conserved protein 63 728.4299 2 1454.8452 -0.0005 37.35 R E 0

9802 VLSEITSSLNK JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 64 595.8350 2 1189.6554 0.0000 37.22 K D 0

9803 VLSESDFQVNQLLDILR JW5058 ECK0420 yajQ predicted nucleotide binding protein 68 995.0362 2 1988.0578 0.0001 72.16 K A 0

9804 VLSHAAGLISSSLR JW5832 ECK1954 yedQ predicted diguanylate cyclase 79 705.9064 2 1409.7982 -0.0008 37.77 R A 0

9805 VLSMGDFSTELCGGTHASR 57.021465@C:12 JW2667 ECK2692 alaS alanyl-tRNA synthetase 25 675.6444 3 2023.9114 0.0023 49.12 R T 0

9806 VLTEAAVAGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 26 479.7820 2 957.5494 0.0000 24.69 R R 0

9807 VLTEAAVAGKR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 48 557.8318 2 1113.6490 -0.0016 23.43 R D 0

9808 VLTGGVDANALHRPK JW3756 ECK3775 rho transcription termination factor 23 516.6267 3 1546.8583 0.0001 28.90 K R 0

9809 VLTMFDLR 15.994915@M:4 JW1716 ECK1725 yniC predicted hydrolase 15 337.5161 3 1009.5265 -0.0002 20.61 K D 0

9810 VLTQEMVK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 45 474.2651 2 946.5156 0.0000 26.67 K K 0

9811 VLTQEMVKKMAR 15.994915@M:6 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 18 725.3977 2 1448.7808 -0.0035 55.82 K A 0

9812 VLTQTMVTSADEGGLHTK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 71 944.4776 2 1886.9406 -0.0002 36.21 R D 0

9813 VLVCVPVGATQVER 57.021465@C:4 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 60 763.9218 2 1525.8290 0.0004 42.81 R R 0

9814 VLVDVNK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 26 393.7396 2 785.4646 -0.0001 27.01 R A 0

9815 VLVDWHR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 42 462.7557 2 923.4968 -0.0008 32.86 R A 0

9816 VLVEGLQR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 39 457.2768 2 912.5390 -0.0003 31.15 K A 0

9817 VLVIHYTADDFDSSLATLTDK JW0851 ECK0858 ybjR predicted amidase and lipoprotein 50 775.3938 3 2323.1596 0.0012 58.23 K Q 0

9818 VLVLVAAPEGIAALEK JW2483 ECK2494 upp uracil phosphoribosyltransferase 45 796.9855 2 1591.9564 0.0016 58.32 K A 0

9819 VLVMYAGR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 45 454.7541 2 907.4936 -0.0013 34.41 K T 0

9820 VLVNDKGGNLMVLPLDQMLK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 70 1099.1080 2 2196.2014 0.0005 60.33 K G 0

9821 VLVPTQEAIQK JW3975 ECK4007 aceA isocitrate lyase 41 613.3610 2 1224.7074 -0.0003 32.57 K L 0

9822 VLVTLGGR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 35 407.7607 2 813.5068 -0.0004 32.32 K Y 0

9823 VLVTTLTK JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 29 437.7842 2 873.5538 0.0004 30.91 R R 0

9824 VLVVEDNALLR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 44 620.8662 2 1239.7178 -0.0009 44.90 R H 0

9825 VLVVGGSQGAR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 58 521.8030 2 1041.5914 -0.0017 25.21 R I 0

9826 VLVVSADVYRPAAIK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 16 534.3188 3 1599.9346 -0.0001 41.05 K Q 0

9827 VLYEMDGVPEELAR JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 31 810.9001 2 1619.7856 -0.0008 51.14 K E 0

9828 VLYPDDSTYSGR JW3391 ECK3414 glgP glycogen phosphorylase 45 686.8224 2 1371.6302 -0.0004 33.39 R E 0

9829 VLYQSFPQAER JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 68 669.3458 2 1336.6770 -0.0004 37.05 K A 0

9830 VMAEEGLPPK JW0451 ECK0456 acrB multidrug efflux system protein 31 535.7808 2 1069.5470 -0.0007 28.00 R E 0

9831 VMAEKLEFNGQDLQR JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 29 593.3013 3 1776.8821 -0.0008 39.87 R I 0

9832 VMALTIDGGVTLWTQSDLLHR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 43 776.0793 3 2325.2161 0.0009 63.90 R L 0

9833 VMAQAWTADDFGSNESK JW2504 ECK2516 yfhM conserved protein 100 928.9098 2 1855.8050 0.0003 43.73 R V 0

9834 VMDLAAFTLAR JW0166 ECK0170 pyrH uridylate kinase 91 604.3288 2 1206.6430 -0.0001 55.95 K D 0

9835 VMDTLHQAGYLK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 19 459.2397 3 1374.6973 0.0007 33.97 K I 0

9836 VMEALNAASLR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 101 587.8160 2 1173.6174 -0.0001 39.79 R Q 0

9837 VMEELYPR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 52 518.7602 2 1035.5058 -0.0001 34.82 R L 0

9838 VMELHNDGTYVEEITDYVLMMK JW5427 ECK2653 ygaT predicted protein 52 877.4118 3 2629.2136 0.0020 73.94 R I 0

9839 VMENLLLESADKLLR 15.994915@M:2 JW5790 ECK4342 yjiA predicted GTPase 28 880.4871 2 1758.9596 0.0048 60.73 R Y 0

9840 VMFHQMR JW0120 ECK0123 gcd glucose dehydrogenase 41 474.7309 2 947.4472 0.0003 24.64 R Y 0

9841 VMGFIGGTSDRPAPISDKEVDAIMNR JW3945 ECK3973 nusG transcription termination factor 22 694.8492 4 2775.3677 -0.0007 51.25 R L 0

9842 VMGQALPELVDQVVEVVQR JW0626 ECK0624 ybeD conserved protein 62 1055.0721 2 2108.1296 -0.0003 76.35 K H 0

9843 VMIAMALLCRPK 57.021465@C:9 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 36 468.2625 3 1401.7657 -0.0001 50.81 R L 0

9844 VMIDNNRPPAVLR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 63 498.9454 3 1493.8144 0.0008 33.15 R N 0

9845 VMIHQPLGGYQGQATDIEIHAR JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 67 609.3127 4 2433.2217 -0.0005 40.36 R E 0

9846 VMILDSGDPNGPLSR 15.994915@M:2 JW0636 ECK0634 rlpB minor lipoprotein 92 793.8958 2 1585.7770 0.0000 40.28 K A 0

9847 VMLAESMRPEHEGVTILSSSELR 15.994915@M:2 JW5528 ECK3140 yraR predicted nucleoside-diphosphate-sugar epimerase 14 863.0984 3 2586.2734 -0.0047 79.82 R K 0

9848 VMLKVEELR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 50 558.8254 2 1115.6362 -0.0009 34.32 R Q 0

9849 VMLLFTNPTDVER JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 70 767.9005 2 1533.7864 0.0004 54.42 R L 0

9850 VMLLFTNPTDVERLVEGGVK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 13 739.7358 3 2216.1856 -0.0021 51.76 R I 0

9851 VMLSELFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 35 497.7732 2 993.5318 0.0001 52.76 R I 0

9852 VMLVDALTR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 77 509.2919 2 1016.5692 0.0005 48.19 R S 0

9853 VMMSSLR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 46 412.2121 2 822.4096 0.0005 28.80 K Q 0

9854 VMNLDRFDLL JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 53 618.3271 2 1234.6396 0.0017 59.76 K - 0

9855 VMPQFKVDGK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 38 574.8096 2 1147.6046 -0.0014 31.18 R M 0

9856 VMQAQGSQLTNK JW2535 ECK2548 glyA serine hydroxymethyltransferase 89 652.8344 2 1303.6542 -0.0011 22.21 R Y 0

9857 VMQDLAEEGMTMVIVTHEIGFAEK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 47 893.4348 3 2677.2826 0.0024 71.34 K V 0

9858 VMSAPQLYVGQEAR JW1795 ECK1804 yeaY predicted lipoprotein 107 774.8953 2 1547.7760 -0.0006 40.98 R F 0

9859 VMSDAFIK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 50 455.7388 2 909.4630 0.0001 34.60 K A 0

9860 VMSDAFIKAEMELFAAQAK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 62 700.6893 3 2099.0461 0.0030 66.18 K E 0

9861 VMSTGQTYNADR JW2553 ECK2567 lepA GTP binding membrane protein 69 671.8062 2 1341.5978 -0.0005 23.17 K L 0

9862 VMVEGEDEAQVTEFAHR JW3143 ECK3165 glmM phosphoglucosamine mutase 24 649.6351 3 1945.8835 -0.0006 38.66 R I 0

9863 VMVIGAGVAGLAAIGAANSLGAIVR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 47 751.1038 3 2250.2896 0.0015 73.50 K A 0

9864 VMVPSASQFTPMGR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 83 754.3734 2 1506.7322 -0.0001 46.28 R I 0

9865 VNAALAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 49 343.7133 2 685.4120 -0.0002 18.55 R A 0

9866 VNADIVNK JW2101 ECK2107 metG methionyl-tRNA synthetase 46 436.7455 2 871.4764 0.0002 19.98 R V 0

9867 VNAEYVEAFTK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 74 635.8211 2 1269.6276 0.0036 41.64 R G 0

9868 VNAEYVEAFTKGEVK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 88 842.4325 2 1682.8504 -0.0011 44.05 R G 0

9869 VNAGHGLTYHNVK JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 28 705.3676 2 1408.7206 -0.0004 21.50 K A 0

9870 VNAISAGPIR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 68 499.2930 2 996.5714 -0.0001 28.95 R T 0

9871 VNALCAR 57.021465@C:5 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 28 402.2131 2 802.4116 -0.0003 20.31 R L 0

9872 VNAPLDDEIALLNPGTTLVSFIWPAQNPELMQK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 24 1212.2993 3 3633.8761 0.0009 80.32 K L 0

9873 VNCAALPESLLESELFGHEK 57.021465@C:3 JW2214 ECK2213 atoC fused response regulator of ato opeon, in two-component system with AtoS 16 748.3719 3 2242.0939 -0.0001 60.96 K G 0

9874 VNDAIFYYAR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 45 616.3091 2 1230.6036 0.0003 43.82 K F 0

9875 VNDDVAAQQATNAK JW2718 ECK2743 ftsB cell division protein 118 722.8549 2 1443.6952 -0.0002 22.48 R L 0

9876 VNDQEISR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 48 480.7409 2 959.4672 0.0001 18.99 K G 0

9877 VNDQEISRGQFENAFNSER JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 30 747.3488 3 2239.0246 -0.0007 41.04 K N 0

9878 VNEALASLK JW5128 ECK0951 yccS predicted inner membrane protein 31 472.7741 2 943.5336 -0.0002 29.52 R Q 0

9879 VNEDEMYPGEAGIDIYNLTK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 103 1136.0281 2 2270.0416 0.0005 57.37 K Y 0

9880 VNEDLGLLSEEK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 73 673.3458 2 1344.6770 -0.0001 43.21 K A 0

9881 VNEELPWPDDLVVR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 71 840.9333 2 1679.8520 0.0002 57.66 R L 0

9882 VNEELPWPDDLVVRLPQ JW3454 ECK3472 yhiI predicted HlyD family secretion protein 49 673.6902 3 2018.0488 0.0015 65.52 R - 0

9883 VNEIETYMDGVHLICTTAK 57.021465@C:15 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 82 1097.5298 2 2193.0450 0.0005 54.99 R V 0

9884 VNEIETYMDGVHLICTTAKVDR 57.021465@C:15 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 37 855.4215 3 2563.2427 0.0015 54.20 R S 0

9885 VNEVNFDKPENAR JW3756 ECK3775 rho transcription termination factor 60 766.3785 2 1530.7424 -0.0001 26.04 K N 0

9886 VNFYLAGR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 49 470.2561 2 938.4976 0.0002 38.60 R A 0

9887 VNGGVVPWSPK JW3630 ECK3645 yicH conserved protein 52 570.3138 2 1138.6130 -0.0004 37.27 R A 0

9888 VNHAPANAQEHEAARPSPQHQYQPPYASAQPR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 23 887.6796 4 3546.6893 0.0005 25.34 R Q 0

9889 VNHLVEALTHLR JW3684 ECK3699 trmE GTPase 54 467.9370 3 1400.7892 0.0003 43.64 R I 0

9890 VNICYFALSPEDEAR 57.021465@C:4 JW3116 ECK3135 yraM conserved protein 67 892.4201 2 1782.8256 0.0010 54.89 R D 0

9891 VNICYFALSPEDEARDAAR 57.021465@C:4 JW3116 ECK3135 yraM conserved protein 77 733.0158 3 2196.0256 -0.0013 49.02 R H 0

9892 VNIFGGK JW3391 ECK3414 glgP glycogen phosphorylase 42 367.7133 2 733.4120 -0.0003 32.86 R A 0

9893 VNINGGAPQR JW5100 ECK0729 tolB periplasmic protein 59 513.2780 2 1024.5414 0.0001 12.53 K I 0

9894 VNKLELNYDNFMEEFTAILHR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 87 1298.6482 2 2595.2818 0.0027 71.59 R Q 0

9895 VNLIASQIQR JW5408 ECK2558 yfhB conserved protein 78 571.3379 2 1140.6612 -0.0002 35.74 R G 0

9896 VNLPASTSTPQPRPEKPVYLSVK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 41 836.7994 3 2507.3764 0.0014 37.57 K A 0

9897 VNLVEQLESLSVTK JW4121 ECK4156 psd phosphatidylserine decarboxylase 108 779.9390 2 1557.8634 0.0021 64.87 K I 0

9898 VNNFWETSGLNILETLAR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 78 1039.0408 2 2076.0670 0.0030 77.22 K L 0

9899 VNNLSEQYK JW1264 ECK1266 sohB predicted inner membrane peptidase 55 547.7768 2 1093.5390 -0.0013 24.36 R E 0

9900 VNNLSEQYKEMKEELAAALMDSHQQK 15.994915@M:20 JW1264 ECK1266 sohB predicted inner membrane peptidase 26 763.3714 4 3049.4565 0.0079 55.33 R Q 0

9901 VNNVDPAKLQESSPLPVLGAVPWSFDLIATR JW2294 ECK2291 pta phosphate acetyltransferase 49 1111.9332 3 3332.7778 0.0009 73.73 K A 0

9902 VNPADDIEVINTELALADLDTCER 57.021465@C:22 JW1194 ECK1191 ychF predicted GTP-binding protein 58 1343.6489 2 2685.2832 0.0030 70.09 K A 0

9903 VNPGGSVSDTVISAGGGQSLQGR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 115 1072.0408 2 2142.0670 0.0004 39.44 R A 0

9904 VNPIDFENSEGNLGLSNAVLQHLASK JW1117 ECK1117 purB adenylosuccinate lyase 16 922.8073 3 2765.4001 0.0018 60.96 K L 0

9905 VNPIDFENSEGNLGLSNAVLQHLASKLPVSR JW1117 ECK1117 purB adenylosuccinate lyase 19 830.4413 4 3317.7361 -0.0005 64.29 K W 0

9906 VNPVVPEVVNQVCFK 57.021465@C:13 JW4099 ECK4133 aspA aspartate ammonia-lyase 103 864.4610 2 1726.9074 -0.0003 51.83 K V 0

9907 VNPYSAGMGLMPGHVYR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 42 616.9682 3 1847.8828 0.0016 45.86 K A 0

9908 VNQLGVAEPVVQR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 71 470.2685 3 1407.7837 0.0002 34.95 R Q 0

9909 VNQVAEVLQLAHLLDR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 91 909.5157 2 1817.0168 0.0010 67.68 R K 0

9910 VNQVAEVLQLAHLLDRKPK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 20 724.4265 3 2170.2577 -0.0009 58.92 R A 0

9911 VNSFCNIDSAVLLPEVWVGR 57.021465@C:5 JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 23 1138.0801 2 2274.1456 -0.0010 70.15 R S 0

9912 VNSMYQTAQPHVYAVGDVIGYPSLASAAYDQGR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 116 1176.8998 3 3527.6776 -0.0005 55.44 K I 0

9913 VNSPGGSVTASEVIR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 97 736.8885 2 1471.7624 -0.0007 33.95 R A 0

9914 VNVAGMTPDNMAPLCEAIVAVL 57.021465@C:15 JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 33 1143.0703 2 2284.1260 -0.0004 80.41 R - 0

9915 VNVDAGNR JW0172 ECK0176 yaeT conserved protein 26 422.7171 2 843.4196 -0.0002 17.70 R F 0

9916 VNVDGTLK JW4180 ECK4217 ytfN conserved protein 29 423.2400 2 844.4654 0.0000 22.35 K G 0

9917 VNVTGGTEPVVNTVSGWR JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 80 936.4855 2 1870.9564 0.0026 45.51 K Q 0

9918 VPAGMTMMYHAQER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 52 541.2472 3 1620.7198 -0.0014 35.49 R I 0
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9919 VPATAIR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 22 364.2261 2 726.4376 -0.0012 20.97 R L 0

9920 VPAYDPEAVAEHAIGMMMTLNR JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 98 806.0544 3 2415.1414 0.0030 73.69 R R 0

9921 VPDLENQVK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 38 521.2825 2 1040.5504 0.0003 29.39 R T 0

9922 VPFFAPNMR JW0934 ECK0942 pqiB paraquat-inducible protein B 19 539.7789 2 1077.5432 0.0002 45.29 K Q 0

9923 VPFFTISGSDFVEMFVGVGASR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 116 1175.0841 2 2348.1536 0.0024 80.17 K V 0

9924 VPGDSEVK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 18 415.7164 2 829.4182 0.0001 18.77 R Q 0

9925 VPGIAAAAPYINFTGLVESGANLR JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 84 1201.1482 2 2400.2818 0.0018 68.59 K A 0

9926 VPGSPDQVDVVYK JW0172 ECK0176 yaeT conserved protein 73 701.8640 2 1401.7134 -0.0005 36.27 R V 0

9927 VPGTQFQLDPVQAAFNIGAMIR JW0325 ECK0331 prpD 2-methylcitrate dehydratase 34 791.7514 3 2372.2324 0.0013 74.94 R W 0

9928 VPHIGDVVLAIGNPYNLGQTITQGIISATGR JW3204 ECK3224 degS serine endoprotease, periplasmic 120 1058.9152 3 3173.7238 0.0042 79.21 R I 0

9929 VPLAPDIDAAIIAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 71 717.9192 2 1433.8238 -0.0004 52.66 R G 0

9930 VPLGNANLIGREELQHAR JW2660 ECK2679 emrA multidrug efflux system 33 663.0321 3 1986.0745 -0.0014 38.14 R D 0

9931 VPLHTLR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 37 418.2609 2 834.5072 -0.0004 22.69 R A 0

9932 VPNGVSGTVIDVQVFTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 62 894.4863 2 1786.9580 0.0002 53.07 R D 0

9933 VPQDYVTQSGPLR JW5655 ECK3541 yiaF conserved protein 51 730.3810 2 1458.7474 0.0007 35.15 R E 0

9934 VPQSISVVTAEEMALHQPK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 59 688.6965 3 2063.0677 -0.0044 47.75 K S 0

9935 VPQTEEELER JW3859 ECK3881 yiiD predicted acetyltransferase 68 615.3040 2 1228.5934 0.0000 25.83 R Y 0

9936 VPTGATTQDAEVDDAK JW2924 ECK2952 ansB periplasmic L-asparaginase II 105 809.3834 2 1616.7522 -0.0007 25.31 R Y 0

9937 VPTPNVSVVDLTVR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 72 748.4272 2 1494.8398 -0.0008 49.49 R L 0

9938 VPTPNVSVVDLTVRLEK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 50 622.6943 3 1865.0611 -0.0010 53.22 R A 0

9939 VPTVDTSNPFAAK JW3318 ECK3343 prkB predicted phosphoribulokinase 32 673.8508 2 1345.6870 -0.0008 42.06 R G 0

9940 VPVDGEITQGEAWLDEAMLTGEPIPQQK JW0473 ECK0478 copA copper transporter 22 1017.8387 3 3050.4943 0.0037 71.04 R G 0

9941 VPVINPNSMAALGIEVVDVR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 60 698.3857 3 2092.1353 0.0002 66.49 K I 0

9942 VPVIYAPAK JW0120 ECK0123 gcd glucose dehydrogenase 42 479.2921 2 956.5696 0.0001 33.34 K T 0

9943 VPVTFVPR JW3475 ECK3491 yhiF predicted DNA-binding ranscriptional regulator 13 457.7766 2 913.5386 0.0000 34.96 K T 0

9944 VPYIAQVMNDAPAVASTDYMK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 138 1142.5530 2 2283.0914 0.0000 58.60 R L 0

9945 VPYNFLEVNMQGIQVWHLR JW3474 ECK3490 slp outer membrane lipoprotein 92 1172.1073 2 2342.2000 0.0007 65.02 K E 0

9946 VPYSFMVPIFGGR JW1214 ECK1217 narK nitrate/nitrite transporter 46 735.3851 2 1468.7556 0.0019 64.24 R R JW1464

9947 VQAHVIDKY JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 18 358.1973 3 1071.5701 -0.0013 24.63 K - 0

9948 VQALADAAR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 53 457.7566 2 913.4986 0.0005 20.24 R E 0

9949 VQAQIQGDEIR JW5058 ECK0420 yajQ predicted nucleotide binding protein 22 628.8337 2 1255.6528 0.0008 26.65 K V 0

9950 VQAVDMTELR JW2773 ECK2797 fucI L-fucose isomerase 37 581.3003 2 1160.5860 0.0001 36.57 K R 0

9951 VQENIEAVNTVLEEIDAHEIPTLLVMNK JW4131 ECK4169 hflX predicted GTPase 61 1054.5516 3 3160.6330 0.0004 74.15 R I 0

9952 VQGKDEVILTLNK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 17 486.2839 3 1455.8299 0.0002 34.43 R S 0

9953 VQIEVQIR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 17 492.7955 2 983.5764 0.0001 37.53 K D 0

9954 VQLHWDEKR JW0637 ECK0635 leuS leucyl-tRNA synthetase 19 404.2155 3 1209.6247 -0.0008 27.71 K T 0

9955 VQLLGSGSILR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 64 571.8473 2 1141.6800 -0.0018 46.76 K H 0

9956 VQLTFNNLK JW1606 ECK1609 ydgA conserved protein 53 538.8085 2 1075.6024 -0.0002 41.54 K T 0

9957 VQLTFNNLKTDGSSTLASFGER JW1606 ECK1609 ydgA conserved protein 60 795.7396 3 2384.1970 -0.0001 54.12 K V 0

9958 VQMLAQAAEEHPLHGGTGIAHTR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 30 606.8107 4 2423.2137 0.0007 33.09 K W 0

9959 VQNALQSVPGVTQAR JW0473 ECK0478 copA copper transporter 58 784.4309 2 1566.8472 -0.0006 36.57 R V 0

9960 VQNAMYNASQQLQQIR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 102 946.4771 2 1890.9396 0.0026 45.74 R S 0

9961 VQNASYQVAAYLADEIAK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 130 977.4999 2 1952.9852 0.0010 59.61 K L JW3485

9962 VQNASYQVAAYLADEIAK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 26 652.0032 3 1952.9878 0.0033 59.79 K L JW3485

9963 VQNNQISGGQLGGMPQAADQQLNASIIVQTR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 82 1079.5534 3 3235.6384 0.0016 52.49 K L 0

9964 VQNQDLGSGKLTLK JW1606 ECK1609 ydgA conserved protein 24 500.9510 3 1499.8312 0.0005 31.23 K V 0

9965 VQQDGSQVLLR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 49 621.8439 2 1241.6732 0.0004 29.75 K D 0

9966 VQQPEFAAAK JW3975 ECK4007 aceA isocitrate lyase 43 544.7903 2 1087.5660 -0.0002 28.06 K D 0

9967 VQSELGQSLATRPELEDIEASAR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 64 833.7614 3 2498.2624 0.0011 46.93 R F 0

9968 VQSMPEINDADK 15.994915@M:4 JW0172 ECK0176 yaeT conserved protein 52 681.8136 2 1361.6126 -0.0006 22.53 R T 0

9969 VQSMPEINDADKTVK 15.994915@M:4 JW0172 ECK0176 yaeT conserved protein 28 845.9189 2 1689.8232 -0.0011 25.56 R L 0

9970 VQTEVAQLSDDDPQAR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 69 886.4268 2 1770.8390 0.0006 32.48 K K 0

9971 VQTGDGINNDVDTK JW0736 ECK0742 ybgS conserved protein 67 738.3532 2 1474.6918 0.0019 22.01 K T 0

9972 VQTGDGINNDVDTKTDGTTQ JW0736 ECK0742 ybgS conserved protein 81 1039.9778 2 2077.9410 0.0010 25.61 K - 0

9973 VQTLLASQSNPGR JW2635 ECK2654 ygaF predicted enzyme 99 685.8743 2 1369.7340 0.0027 28.94 K T 0

9974 VRAECLLK 57.021465@C:5 JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 35 330.1913 3 987.5521 -0.0013 25.90 K L 0

9975 VRDMFEQAK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 37 562.2817 2 1122.5488 -0.0004 26.22 R K 0

9976 VRDMFEQAKK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 46 626.3287 2 1250.6428 -0.0013 22.84 R A 0

9977 VRIDPIIVAQDGSLSGPGMACTTVAK 57.021465@C:21 JW0628 ECK0626 rlpA minor lipoprotein 90 886.1312 3 2655.3718 -0.0006 49.52 K Q 0

9978 VRNDMGLTNVEIMIPFVR JW1692 ECK1700 pps phosphoenolpyruvate synthase 43 702.0400 3 2103.0982 0.0013 62.91 R T 0

9979 VRPGVQVK JW0452 ECK0457 acrA multidrug efflux system 25 441.7794 2 881.5442 -0.0004 17.37 K A 0

9980 VRQYLTK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 20 454.2710 2 906.5274 -0.0013 19.45 K E 0

9981 VRTPSFAHLQQIPAAIR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 28 635.6989 3 1904.0749 0.0005 41.91 R G 0

9982 VRYEQSVAEEAVVAPVVEETVAAEPIVQEAPAPR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 56 1211.6317 3 3631.8733 -0.0001 58.84 K T 0

9983 VSAALDKVGLLDK JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 56 443.5975 3 1327.7707 -0.0004 40.10 R A 0

9984 VSAELNRPFAIR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 40 686.8873 2 1371.7600 -0.0022 37.28 K G 0

9985 VSAINAASEK JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 74 495.2667 2 988.5188 0.0000 20.86 R L 0

9986 VSANMILPYPPGVPLLMPGEMLTK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 15 856.7938 3 2567.3596 0.0029 73.24 R E 0

9987 VSAVLMEQGQMIWQQR 15.994915@M:11 JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 88 960.4754 2 1918.9362 -0.0030 49.59 R I 0

9988 VSDAASNDTESLAGAEQAAGVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 169 1045.9955 2 2089.9764 0.0002 38.98 K A 0

9989 VSDLQETLIGR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 49 615.8392 2 1229.6638 0.0023 41.53 K F 0

9990 VSDLSVPQLVLSFIPK JW1718 ECK1727 ydjN predicted transporter 32 871.5103 2 1741.0060 0.0035 79.74 K N 0

9991 VSDPSYFNDFDNK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 86 774.3361 2 1546.6576 0.0000 41.94 K Y 0

9992 VSDPSYFNDFDNKYGSSTDGYATQK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 82 936.0751 3 2805.2035 -0.0008 43.37 K F 0

9993 VSDYDGYNQFVVHR JW5100 ECK0729 tolB periplasmic protein 64 849.8968 2 1697.7790 -0.0008 38.30 R S 0

9994 VSEQGVGELTASTPLQEQAIADALDGDYR JW2425 ECK2427 yfeY predicted protein 104 1011.8271 3 3032.4595 0.0019 62.87 K L 0

9995 VSFDLWPGETLSLVGESGSGK JW5897 ECK0819 yliA fused predicted peptide transport subunits -!- ATP-binding components of ABC superfamily 80 1083.0433 2 2164.0720 0.0033 68.58 K S 0

9996 VSFFGPFYGGYNVIALDR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 103 1011.5101 2 2021.0056 0.0009 68.64 K E 0

9997 VSFFGPFYGGYNVIALDREYR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 18 824.0776 3 2469.2110 -0.0007 64.53 K H 0

9998 VSFPVEWGAYR JW2504 ECK2516 yfhM conserved protein 49 655.8297 2 1309.6448 -0.0007 51.94 K L 0

9999 VSGEGHITCGHCR 57.021465@C:9,57.021465@C:12 JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 40 735.3226 2 1468.6306 0.0006 17.61 R N 0

10000 VSGGSYEYFEGMGLPELISEVK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 56 1196.0763 2 2390.1380 0.0028 69.57 K K 0

10001 VSGMDCAACAR 57.021465@C:6,57.021465@C:9 JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 86 599.2437 2 1196.4728 -0.0007 23.27 K K 0

10002 VSILGGGLAGWQR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 35 657.3694 2 1312.7242 -0.0009 51.59 K D 0

10003 VSIMMGR JW1272 ECK1275 yciM conserved protein 40 397.2068 2 792.3990 0.0004 31.47 R V 0

10004 VSISTTMGAGVAVDQAGLSASVN JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 39 1068.0384 2 2134.0622 0.0047 63.74 K - 0

10005 VSKADLEIFVDPLGKPLPFSEVTGSK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 26 694.1317 4 2772.4977 0.0028 62.25 K G 0

10006 VSKEETFGPLAPLFR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 21 564.3106 3 1689.9100 0.0010 56.43 K F 0

10007 VSLAADPVEEIKVGFDILK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 43 681.7173 3 2042.1301 0.0002 66.51 R S 0

10008 VSLDDPEALTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 53 594.3115 2 1186.6084 0.0003 39.92 K I 0

10009 VSLDKVIETMYETGKDMNAK JW1803 ECK1812 sdaA L-serine deaminase I 64 758.0454 3 2271.1144 0.0018 60.75 R Y 0

10010 VSLELGGNAPFIVFDDADLDKAVEGALASK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 66 1021.1963 3 3060.5671 0.0016 75.38 K F 0

10011 VSLIAGVSK JW2667 ECK2692 alaS alanyl-tRNA synthetase 53 437.2732 2 872.5318 -0.0012 32.48 K D 0

10012 VSLITSDGIK JW0452 ECK0457 acrA multidrug efflux system 29 516.8001 2 1031.5856 -0.0007 36.32 K F 0

10013 VSNASALGR JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 64 437.7405 2 873.4664 -0.0004 20.55 M N 0

10014 VSNILAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 55 372.7344 2 743.4542 0.0002 24.48 R S 0

10015 VSQALDILTYTNKK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 29 531.9660 3 1592.8762 -0.0012 42.67 K A 0

10016 VSQALETVTTTAEK JW3490 ECK3507 yhjD conserved inner membrane protein 112 739.3910 2 1476.7674 0.0002 32.09 K V 0

10017 VSQALETVTTTAEKVQR JW3490 ECK3507 yhjD conserved inner membrane protein 71 931.0048 2 1859.9950 -0.0003 38.77 K Q 0

10018 VSQASDSYYYR JW2261 ECK2260 elaB conserved protein 64 669.8017 2 1337.5888 0.0000 28.03 R A 0

10019 VSQWLVEYTQQR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 82 768.8940 2 1535.7734 0.0002 47.05 R L 0

10020 VSSFTSAPR JW2406 ECK2408 cysZ predicted inner membrane protein 62 476.2484 2 950.4822 0.0001 23.06 M S 0

10021 VSSSEGVTVGPVLMGVAKPVHVLTPIASVR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 52 747.4240 4 2985.6669 -0.0018 53.81 R R 0

10022 VSSTTPSSGEYLLEMSGINK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 32 1050.5112 2 2099.0078 -0.0013 51.83 M S 0

10023 VSTHVFR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 28 423.2350 2 844.4554 -0.0002 22.00 K V 0

10024 VSVADVSK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 47 402.7266 2 803.4386 -0.0002 21.01 R V 0

10025 VSVADVSKVDQAGLK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 43 505.9508 3 1514.8306 0.0001 37.76 R K 0

10026 VSVADVSKVDQAGLKK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 15 548.6489 3 1642.9249 -0.0004 31.92 R L 0

10027 VSVFGYDLEKDVVNAK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 50 594.9810 3 1781.9212 0.0012 52.74 R R 0

10028 VSVGQEPACVK 57.021465@C:9 JW1471 ECK1469 fdnH formate dehydrogenase-N, Fe-S (beta) subunit, nitrate-inducible 17 587.2997 2 1172.5848 -0.0011 26.05 R T 0

10029 VSVPTMDAAEAFK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 71 683.3397 2 1364.6648 0.0002 48.09 R L 0

10030 VSVSGSGNVAQYAIEK JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 13 804.9150 2 1607.8154 -0.0001 36.45 R A 0

10031 VSVSIFGR JW3945 ECK3973 nusG transcription termination factor 46 432.7502 2 863.4858 -0.0006 41.06 K A 0

10032 VSYFGQK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 21 414.7161 2 827.4176 -0.0002 26.65 R M 0

10033 VSYPIYHIDNIVKPVSK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 26 493.7774 4 1971.0805 -0.0024 44.53 R A 0

10034 VTADDVELIHFPF JW0513 ECK0517 lpxH UDP-2,3-diacylglucosamine pyrophosphatase 93 751.8809 2 1501.7472 0.0019 68.47 K - 0

10035 VTAEDVLKPGTADILVPR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 73 632.0263 3 1893.0571 0.0000 50.12 R N 0

10036 VTAIHPATGISESELLTLAAAVEQGATHPLAQAIVR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 94 909.7500 4 3634.9709 0.0028 73.29 R E 0

10037 VTATAIDQVQVELPMPNR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 78 991.5229 2 1981.0312 0.0010 54.25 K Q 0

10038 VTATYSLR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 54 455.7530 2 909.4914 -0.0005 26.71 K D 0

10039 VTATYSLRDDGGLNVINK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 58 646.0094 3 1935.0064 0.0004 40.25 K G 0

10040 VTAVEAKEDGIYVTMEGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 61 647.3278 3 1938.9616 0.0007 40.85 K K 0

10041 VTDAEIAEVLAR JW2573 ECK2590 clpB protein disaggregation chaperone 45 643.8514 2 1285.6882 0.0004 48.48 K W 0

10042 VTDYLQMGQEVPVK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 77 803.9105 2 1605.8064 -0.0008 47.09 K V 0
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10043 VTDYLQMGQEVPVKVLEVDR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 79 773.4074 3 2317.2004 0.0015 55.76 K Q 0

10044 VTEADIHIASQLMDR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 80 849.9274 2 1697.8402 -0.0004 45.40 R M 0

10045 VTEAFFSALPLMLK JW1606 ECK1609 ydgA conserved protein 62 783.9359 2 1565.8572 0.0046 71.40 K G 0

10046 VTEHHETPGLGDKIELR JW1623 ECK1627 rsxG predicted oxidoreductase 13 483.5048 4 1929.9901 -0.0007 29.44 R L 0

10047 VTEQGEMIR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 52 531.7660 2 1061.5174 0.0000 21.88 R F 0

10048 VTESELVQR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 87 530.7855 2 1059.5564 0.0005 26.78 R S 0

10049 VTFSTPDGDVTAVNDLNFSLR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 106 1134.5614 2 2267.1082 0.0012 59.50 R A 0

10050 VTGDTDITVSTMLLK JW4180 ECK4217 ytfN conserved protein 26 797.4234 2 1592.8322 -0.0008 53.42 R V 0

10051 VTGEMTVDPSVVTLLR JW1823 ECK1833 yebT conserved protein 98 858.9637 2 1715.9128 0.0000 55.72 K E 0

10052 VTGETNTDDLSPAPDAWSRPDIPLHALAMLK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 28 833.6708 4 3330.6541 -0.0014 61.52 K N 0

10053 VTGLADEPK JW4180 ECK4217 ytfN conserved protein 31 465.2503 2 928.4860 -0.0005 20.84 R A 0

10054 VTGLADEPKAEIFSDPAMSQQAALSYLLR JW4180 ECK4217 ytfN conserved protein 108 1041.2016 3 3120.5830 0.0029 64.08 R G 0

10055 VTGQALTVNEK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 74 580.3194 2 1158.6242 -0.0003 24.62 K G 0

10056 VTIHTARPGIVIGK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 35 731.4484 2 1460.8822 -0.0006 31.08 R K 0

10057 VTIIPRGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 22 456.2928 2 910.5710 -0.0001 25.58 K A 0

10058 VTILTPGMDEQGNMSEEGIPAALVAK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 27 891.1156 3 2670.3250 0.0006 59.45 K F 0

10059 VTIPGSDNEYYK JW0172 ECK0176 yaeT conserved protein 69 693.3327 2 1384.6508 -0.0001 35.93 K V 0

10060 VTKEDLYYR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 22 396.2081 3 1185.6025 -0.0005 26.89 R Y 0

10061 VTKPEAGHFAK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 39 395.5520 3 1183.6342 -0.0006 19.25 R A 0

10062 VTLALDVWQSLLHMRWQFR 15.994915@M:14 JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 13 604.5748 4 2414.2701 0.0020 58.26 R D 0

10063 VTLDTATYVPIDDDHK JW0172 ECK0176 yaeT conserved protein 58 601.6314 3 1801.8724 -0.0009 40.51 K W 0

10064 VTLDTATYVPIDDDHKWVVLGR JW0172 ECK0176 yaeT conserved protein 51 629.0814 4 2512.2965 0.0002 53.52 K T 0

10065 VTLEIEQR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 55 494.2773 2 986.5400 0.0004 31.62 R Y 0

10066 VTLEPLER JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 20 478.7742 2 955.5338 0.0001 34.96 K G 0

10067 VTLNAPGR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 35 414.2406 2 826.4666 0.0006 23.76 R H 0

10068 VTLPQQTAPELEEFHEDM JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 43 1057.4915 2 2112.9684 0.0011 54.85 R - 0

10069 VTLTLRPAPANTGVIYR JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 18 614.6909 3 1841.0509 -0.0013 41.16 K R 0

10070 VTLWQGLADQSNLNGVDAVINLAGEPIADKR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 135 1093.2439 3 3276.7099 -0.0005 70.38 R W 0

10071 VTNPEKYLYSVTSPDDSLR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 46 728.6986 3 2183.0740 -0.0005 47.31 R Q 0

10072 VTPGVPVLIGGTDVVLR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 65 564.6736 3 1690.9990 0.0009 58.02 K G 0

10073 VTPTSEDELGK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 57 588.2936 2 1174.5726 0.0009 23.80 R L 0

10074 VTPTSEDELGKLAQDFNQLASTLEK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 80 912.1316 3 2733.3730 0.0022 75.14 R N 0

10075 VTQNGAVWR JW0628 ECK0626 rlpA minor lipoprotein 61 515.7759 2 1029.5372 0.0017 26.82 R I 0

10076 VTQPIIGPLR JW2919 ECK2947 yggT predicted inner membrane protein 21 547.3397 2 1092.6648 -0.0006 38.29 K R 0

10077 VTQPIIGPLRR JW2919 ECK2947 yggT predicted inner membrane protein 13 625.3900 2 1248.7654 -0.0012 33.03 K V 0

10078 VTQVAFDK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 55 454.2477 2 906.4808 -0.0002 24.27 R T 0

10079 VTQVAFDKTGTLTVGKPR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 91 640.0297 3 1917.0673 -0.0012 34.95 R V 0

10080 VTSDARIR JW2893 ECK2922 pgk phosphoglycerate kinase 21 459.2627 2 916.5108 0.0019 36.01 K A 0

10081 VTSNSVMNSFFIPR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 82 799.9038 2 1597.7930 0.0007 55.10 K L 0

10082 VTSPISGR JW0452 ECK0457 acrA multidrug efflux system 20 408.7319 2 815.4492 -0.0008 23.13 K I 0

10083 VTTAFTFIK JW3119 ECK3138 yraP predicted protein 45 514.2948 2 1026.5750 0.0000 45.11 R - 0

10084 VTTENGEVFLMGLVTER JW3119 ECK3138 yraP predicted protein 80 947.9819 2 1893.9492 -0.0013 65.04 K E 0

10085 VTTIIQGGTSSVTALTGSTEESQF JW3975 ECK4007 aceA isocitrate lyase 35 1207.6014 2 2413.1882 0.0022 56.35 K - 0

10086 VTVEGHADER JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 25 556.7703 2 1111.5260 0.0003 17.91 K G 0

10087 VTVKDAIAADQLFTTLMGDAVEPR JW5625 ECK3691 gyrB DNA gyrase, subunit B 22 854.4482 3 2560.3228 0.0022 73.97 R R 0

10088 VTVPTLK JW0985 ECK0991 cbpA curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 30 379.2447 2 756.4748 0.0004 31.10 K E 0

10089 VTVQSLDVVR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 69 558.3245 2 1114.6344 -0.0001 37.66 R V 0

10090 VTVVATGIGMDKRPEITLVTNK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 47 781.4419 3 2341.3039 0.0000 44.26 R Q 0

10091 VTVYGLPIVAAR JW5905 ECK1406 hrpA ATP-dependent helicase 18 629.8793 2 1257.7440 -0.0005 50.04 K K 0

10092 VTYDPVSK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 24 454.7399 2 907.4652 0.0001 22.99 K E 0

10093 VTYGEHVFDFGKPFEK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 30 633.9809 3 1898.9209 0.0005 47.02 K L 0

10094 VVAAVEAQLK JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 64 514.3108 2 1026.6070 -0.0002 32.08 K K 0

10095 VVADAIAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 18 393.7394 2 785.4642 -0.0004 22.11 K F 0

10096 VVADAIAKFNIDADK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 13 795.4318 2 1588.8490 0.0030 45.98 K V 0

10097 VVADDQAPAEQSLR JW4166 ECK4204 cycA D-alanine/D-serine/glycine transporter 61 749.8783 2 1497.7420 -0.0003 28.69 K R 0

10098 VVADDQAPAEQSLRR JW4166 ECK4204 cycA D-alanine/D-serine/glycine transporter 29 552.2883 3 1653.8431 -0.0005 25.78 K N 0

10099 VVADFLSSVGVDR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 89 682.3644 2 1362.7142 -0.0001 53.18 K V 0

10100 VVADIAGVPAQINIAEVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 57 918.0236 2 1834.0326 0.0014 53.68 K K 0

10101 VVADVDTLDHLYLR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 31 543.6264 3 1627.8574 0.0004 51.54 R V 0

10102 VVAGLLNVVIFPTGR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 87 777.9721 2 1553.9296 0.0003 65.19 R H 0

10103 VVAILLNDEVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 35 620.8665 2 1239.7184 -0.0002 45.15 R S 0

10104 VVAKDYIDESTGELICAANMELSLDLLAK 57.021465@C:16 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 75 1061.2053 3 3180.5941 0.0007 77.40 K L 0

10105 VVALGSAAQDK JW5761 ECK4262 yjgB predicted alcohol dehydrogenase, Zn-dependent and NAD(P)-binding 38 529.7950 2 1057.5754 -0.0014 24.33 R G 0

10106 VVALLGGK JW2962 ECK2988 hybC hydrogenase 2, large subunit 30 378.7524 2 755.4902 -0.0003 33.87 R T 0

10107 VVAVTACPTGVAHTFMAAEAIETEAK 57.021465@C:7 JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 62 892.1122 3 2673.3148 0.0004 53.96 R K 0

10108 VVDGVVK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 15 358.2210 2 714.4274 -0.0002 22.78 K T 0

10109 VVDILALGQNIAK JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 46 677.4088 2 1352.8030 0.0003 56.41 K T 0

10110 VVDIPQMGTHSTADTVGLTALGVVAAAVGVHAVASAVDQR 15.994915@M:7 JW0954 ECK0963 hyaA hydrogenase 1, small subunit 19 975.7629 4 3899.0225 0.0015 76.00 R R 0

10111 VVDQLAHIDLTLAQAVAK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 48 635.6990 3 1904.0752 0.0020 57.93 R N 0

10112 VVEDVSLTVNSGEIVGLLGPNGAGK JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 42 808.7709 3 2423.2909 0.0002 62.29 R T 0

10113 VVEEAPAPGITPELR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 44 789.4290 2 1576.8434 -0.0027 39.81 K R 0

10114 VVEGLPVMALNVNNVDVNFFR JW2504 ECK2516 yfhM conserved protein 99 1173.6178 2 2345.2210 0.0008 70.70 K V 0

10115 VVEPLITLAK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 23 541.8447 2 1081.6748 0.0001 44.58 R T 0

10116 VVGDHMGMLATVMNGLAMR JW0166 ECK0170 pyrH uridylate kinase 36 668.3281 3 2001.9625 0.0005 62.77 R D 0

10117 VVGGWNGESK JW2049 ECK2058 asmA predicted assembly protein 29 516.7589 2 1031.5032 -0.0003 24.32 R L 0

10118 VVGLDMGTGSAFSLLPAQNATGNWIK JW2660 ECK2679 emrA multidrug efflux system 72 883.1235 3 2646.3487 0.0010 67.53 K V 0

10119 VVGQLGQVLGPR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 62 611.8673 2 1221.7200 0.0006 42.48 R G 0

10120 VVIGASIR JW3827 ECK3842 hemG protoporphyrin oxidase, flavoprotein 15 407.7609 2 813.5072 0.0001 29.08 R Y 0

10121 VVIGPVK JW3904 ECK3925 ftsN essential cell division protein 41 356.2416 2 710.4686 -0.0005 27.42 R G 0

10122 VVINKDTTTIIDGVGEEAAIQGR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 117 1200.1423 2 2398.2700 -0.0003 47.74 R V 0

10123 VVISGLQK JW0452 ECK0457 acrA multidrug efflux system 51 422.2684 2 842.5222 -0.0003 27.91 R V 0

10124 VVKVWPSILQQIAIAK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 26 598.3733 3 1792.0981 0.0005 59.86 R T 0

10125 VVLADINESMLK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 99 666.3656 2 1330.7166 0.0001 50.75 K M 0

10126 VVLASNGSQVTVSPR JW1633 ECK1637 slyB outer membrane lipoprotein 63 757.4203 2 1512.8260 0.0001 32.76 R - 0

10127 VVLEHNTENTPGLAALDTIR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 74 721.7191 3 2162.1355 0.0023 45.95 R L 0

10128 VVLGLVTPDEGVIKR JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 26 532.3224 3 1593.9454 0.0000 46.09 R N 0

10129 VVLPEGEEAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 27 549.7927 2 1097.5708 -0.0008 29.30 R V 0

10130 VVLTIPAPADANSEEVTEILLTAAR JW4120 ECK4155 yjeP predicted mechanosensitive channel 44 1297.2067 2 2592.3988 -0.0022 71.30 R R 0

10131 VVMEKPLGTSLATSQEINDQVGEYFEECQVYR 57.021465@C:28 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 88 1240.5917 3 3718.7533 0.0036 59.69 R I 0

10132 VVMGEKEGTLITE JW0166 ECK0170 pyrH uridylate kinase 44 703.3658 2 1404.7170 0.0000 38.46 R - 0

10133 VVMMPLEASSLMGSIAGIAELVK 15.994915@M:12 JW0478 ECK0483 ybbK predicted protease, membrane anchored 33 788.0867 3 2361.2383 0.0026 75.04 K D 0

10134 VVMMPLEASSLMGSIAGIAELVKDSANKR JW0478 ECK0483 ybbK predicted protease, membrane anchored 48 1006.5329 3 3016.5769 0.0009 80.12 K T 0

10135 VVMTADAVK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 13 467.2575 2 932.5004 0.0003 23.85 K Q 0

10136 VVMTEELLPAPIPASK JW0587 ECK0588 entB isochorismatase 45 847.9744 2 1693.9342 0.0019 51.16 R A 0

10137 VVMTGPSK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 14 409.7258 2 817.4370 0.0002 19.95 K D 0

10138 VVMTGPSKDNTPMFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 20 584.2996 3 1749.8770 -0.0024 37.28 K G 0

10139 VVNDNAPQTAKEPDYLDIPAFLR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 53 862.7784 3 2585.3134 0.0008 60.40 K K 0

10140 VVNDNAPQTAKEPDYLDIPAFLRK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 38 679.3593 4 2713.4081 0.0006 54.26 K Q 0

10141 VVNIASYQVSPNDVVSIR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 49 980.5284 2 1959.0422 -0.0003 51.02 R E 0

10142 VVNLASR JW2101 ECK2107 metG methionyl-tRNA synthetase 30 379.7295 2 757.4444 -0.0001 22.92 K N 0

10143 VVNTLGAPIDGK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 84 592.3379 2 1182.6612 0.0005 31.55 R G 0

10144 VVNTLGAPIDGKGPLDHDGFSAVEAIAPGVIER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 92 1105.5843 3 3313.7311 0.0003 58.19 R Q 0

10145 VVNVGDVVEVMVLDIDEER JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 72 1065.0437 2 2128.0728 0.0006 79.95 K R 0

10146 VVNVGDVVEVMVLDIDEERR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 30 762.3983 3 2284.1731 -0.0004 74.59 K R 0

10147 VVPDSFTHGTSQQR JW2460 ECK2471 ypfJ conserved protein 59 779.8831 2 1557.7516 -0.0019 24.96 R Y 0

10148 VVPEAFPEQSVPEGK JW2182 ECK2186 ccmH heme lyase, CcmH subunit 36 806.9133 2 1611.8120 -0.0024 39.50 R R 0

10149 VVPESADYACIR 57.021465@C:10 JW0889 ECK0897 ycaP conserved inner membrane protein 34 690.3328 2 1378.6510 -0.0041 34.46 K C 0

10150 VVPLFPIYDGK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 48 624.3555 2 1246.6964 0.0003 54.56 R T 0

10151 VVRPYIR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 27 451.7819 2 901.5492 -0.0006 22.82 K E 0

10152 VVSDYLAK JW1268 ECK1271 acnA aconitate hydratase 1 34 447.7502 2 893.4858 0.0000 29.03 K A 0

10153 VVSLPSTDIFDAQDEEYR JW2449 ECK2460 tktB transketolase 2, thiamin-binding 71 1042.4949 2 2082.9752 0.0006 54.39 R E 0

10154 VVSLPSTDIFDAQDEEYRESVLPSNVAAR JW2449 ECK2460 tktB transketolase 2, thiamin-binding 88 1069.8654 3 3206.5744 0.0012 58.34 R V 0

10155 VVSMPSTDAFDKQDAAYR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 20 667.6497 3 1999.9273 -0.0037 39.28 R E 0

10156 VVSMVEFEK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 54 534.2761 2 1066.5376 0.0007 38.51 R A 0

10157 VVSVETAQAAR JW0944 ECK0952 yccF conserved inner membrane protein 58 565.8120 2 1129.6094 0.0003 25.07 R E 0

10158 VVTLEDSR JW2925 ECK2953 yggN predicted protein 20 459.7483 2 917.4820 0.0003 22.30 R K 0

10159 VVVDIEDVNLNSVLK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 118 828.4649 2 1654.9152 0.0011 59.32 R G 0

10160 VVVETPVGLNER JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 40 656.3669 2 1310.7192 -0.0001 38.73 R Q 0

10161 VVVGLLLGEVIR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 52 633.9112 2 1265.8078 0.0007 62.75 R T 0

10162 VVVGQEPACVK 57.021465@C:9 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 67 593.3185 2 1184.6224 0.0000 25.69 R T 0

10163 VVVTNENVLGK JW3662 ECK3677 yidE predicted transporter 69 586.3377 2 1170.6608 0.0000 30.89 R R 0

10164 VVVTNENVLGKR JW3662 ECK3677 yidE predicted transporter 22 443.2611 3 1326.7615 -0.0003 27.64 R I 0

10165 VVVYDMPGTTR JW5403 ECK2507 der predicted GTP-binding protein 52 619.3156 2 1236.6166 -0.0006 35.44 R D 0

10166 VVYAGNALR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 37 481.7739 2 961.5332 -0.0013 27.18 R G 0
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10167 VVYDISGKPPATIEWE JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 34 902.4610 2 1802.9074 -0.0017 50.79 R - 0

10168 VVYGGYDTK JW1200 ECK1197 lolB chaperone for lipoproteins 17 501.2501 2 1000.4856 -0.0010 25.48 K T 0

10169 VVYMHSER JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 33 510.7505 2 1019.4864 0.0007 19.87 K F 0

10170 VVYRPDINQGNYLTANDVSK JW2598 ECK2613 smpA small membrane lipoprotein 66 756.0540 3 2265.1402 0.0013 40.44 R I 0

10171 VWADNTDFVK JW2660 ECK2679 emrA multidrug efflux system 41 597.7932 2 1193.5718 0.0001 39.02 K E 0

10172 VWADNTDFVKEGDVLVTLDPTDAR JW2660 ECK2679 emrA multidrug efflux system 16 892.7769 3 2675.3089 0.0009 59.67 K Q 0

10173 VWDSVLSEEAVLAFEYGYATAEPR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 37 901.4386 3 2701.2940 0.0028 76.00 R T 0

10174 VWEEEIKPLWEK JW2183 ECK2187 ccmG periplasmic thioredoxin of cytochrome c-type biogenesis 51 793.4158 2 1584.8170 -0.0017 50.03 R Y 0

10175 VWFGDKSEVNLGAGEAGSVTIPR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 128 1195.1112 2 2388.2078 0.0004 50.51 R G 0

10176 VWHAPDNFR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 49 381.1894 3 1140.5464 -0.0002 31.94 K F 0

10177 VWLANPER JW2970 ECK2995 yghZ aldo-keto reductase 41 492.7664 2 983.5182 -0.0006 34.63 M Y 0

10178 VWLGENVTVLPGTIIGNGVVVGANSVVR JW2018 ECK2027 wbbJ predicted acyl transferase 16 940.5311 3 2818.5715 0.0007 67.68 R G 0

10179 VWLQADDIDLKPWLGK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 36 633.0123 3 1896.0151 0.0006 60.78 R W 0

10180 VWPSILQQIAIAK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 47 733.9407 2 1465.8668 0.0011 62.92 K T 0

10181 VWQALETVQLAELAR JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 32 863.9787 2 1725.9428 0.0016 60.77 R S 0

10182 VWQLPAAVYGR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 31 420.5678 3 1258.6816 -0.0006 50.58 K M 0

10183 VWSNSGDLQNVYWDVLER JW2891 ECK2920 mscS mechanosensitive channel 117 1090.5246 2 2179.0346 0.0012 63.49 R I 0

10184 VWTFHLR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 28 479.7667 2 957.5188 0.0004 42.32 K K 0

10185 VWTNCYHAYPAHAAFGGYK 57.021465@C:5 JW3561 ECK3577 aldB aldehyde dehydrogenase B 100 1107.0046 2 2211.9946 -0.0003 38.41 R Q 0

10186 VWVLDFK JW1264 ECK1266 sohB predicted inner membrane peptidase 44 453.7577 2 905.5008 -0.0002 55.83 R G 0

10187 VYAADQLFATLDPTLR JW4131 ECK4169 hflX predicted GTPase 82 897.4758 2 1792.9370 0.0012 65.97 R R 0

10188 VYAAQSTHLPLK JW3262 ECK3287 secY preprotein translocase membrane subunit 69 664.3714 2 1326.7282 -0.0013 30.63 R V 0

10189 VYAGNEHNHAAQQPQVLDI JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 38 702.0119 3 2103.0139 0.0004 37.39 K - 0

10190 VYDALEVQNGNER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 40 753.8624 2 1505.7102 -0.0008 33.33 R L 0

10191 VYDYAINPNK JW1823 ECK1833 yebT conserved protein 58 598.8005 2 1195.5864 -0.0009 30.99 K Q 0

10192 VYGYNNIPDEPVQASLIMGTHR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 63 825.4086 3 2473.2040 -0.0019 52.15 R E 0

10193 VYIDVINTGTPIPQEER JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 70 972.5079 2 1943.0012 0.0013 50.45 R A 0

10194 VYLAEEGGR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 51 497.2537 2 992.4928 0.0002 23.83 R K 0

10195 VYLGEDFRL JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 41 556.2927 2 1110.5708 -0.0001 52.33 R - 0

10196 VYLNDELMGVLPVTK JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 21 845.9582 2 1689.9018 0.0007 58.95 K E 0

10197 VYLPVIR JW0831 ECK0838 ybjL predicted transporter 13 430.2735 2 858.5324 -0.0003 42.67 K A 0

10198 VYLVIEK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 41 432.2657 2 862.5168 0.0005 36.05 K M 0

10199 VYQLAETK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 52 476.2609 2 950.5072 -0.0001 24.15 K T 0

10200 VYQLLAELITSDVR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 91 810.4543 2 1618.8940 0.0011 66.69 K L 0

10201 VYRPSAWAAHGMDIEGQDYR JW2773 ECK2797 fucI L-fucose isomerase 47 774.6954 3 2321.0644 -0.0004 40.17 K A 0

10202 VYSGLMDMMTDNEVEAVIGHEMGHVALGHVK JW2903 ECK2931 yggG predicted peptidase 68 1123.8637 3 3368.5693 0.0029 65.86 R K 0

10203 VYSGVVNSGDTVLNSVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 96 869.4549 2 1736.8952 0.0007 42.58 R A 0

10204 VYTDVSYLACAK 57.021465@C:10 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 94 695.3395 2 1388.6644 -0.0002 40.32 K K 0

10205 VYTSPSTPVQGK JW5378 ECK2308 dedD conserved protein 34 632.3322 2 1262.6498 -0.0008 21.96 R I 0

10206 VYTTTPK JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 22 405.2237 2 808.4328 -0.0003 18.44 R K 0

10207 VYVEGAWNR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 32 547.2751 2 1092.5356 0.0005 33.77 K V 0

10208 VYVFTPK JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 17 427.2448 2 852.4750 0.0005 33.99 R G 0

10209 VYVMSEAK JW0451 ECK0456 acrB multidrug efflux system protein 44 463.7357 2 925.4568 -0.0011 24.59 K Y 0

10210 VYVQAGTPFR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 70 569.3061 2 1136.5976 -0.0002 34.39 K M 0

10211 VYYDLLEQR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 50 599.8085 2 1197.6024 -0.0005 44.38 K R 0

10212 VYYHHTGHIGGIK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 43 494.5931 3 1480.7575 0.0000 21.28 K Q 0

10213 WADLVILAPATADLIAR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 44 603.6801 3 1808.0185 -0.0010 70.97 K V 0

10214 WAESCLEFQVAQEIGR 57.021465@C:5 JW5878 ECK2532 csiE stationary phase inducible protein 84 961.9580 2 1921.9014 0.0023 56.79 R H 0

10215 WAIAVGDQR JW2501 ECK2513 yfgB predicted enzyme 48 508.2689 2 1014.5232 -0.0014 37.32 K V 0

10216 WCHGNLMNFR 57.021465@C:2 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 19 445.5341 3 1333.5805 -0.0005 39.99 R L 0

10217 WCYKPFEDLIQPAR 57.021465@C:2 JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 27 608.3026 3 1821.8860 -0.0012 54.93 K A 0

10218 WDAAQSLLATYIK JW0915 ECK0923 pepN aminopeptidase N 87 740.3962 2 1478.7778 0.0010 61.27 R L 0

10219 WDASAGSDWQPK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 100 674.3016 2 1346.5886 -0.0005 37.27 R N 0

10220 WDAVPVLDAGGLDAFQR JW5189 ECK1194 ychM predicted transporter 31 915.4612 2 1828.9078 -0.0030 63.15 K F 0

10221 WDEGQLLNTLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 61 658.8459 2 1315.6772 0.0000 53.96 K I 0

10222 WDEKWGYDYTGNADNNANFGK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 73 822.3525 3 2464.0357 0.0001 46.26 K A 0

10223 WDEVGVDVVAEATGLFLTDETARK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 35 874.4412 3 2620.3018 -0.0003 78.19 K H 0

10224 WDFAPLQSLELEAGYSR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 101 991.4878 2 1980.9610 0.0030 68.70 R Q 0

10225 WDLGDIIGAR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 62 558.2969 2 1114.5792 0.0022 61.38 K G 0

10226 WDLGDILGAK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 52 544.2928 2 1086.5710 0.0000 63.28 K G 0

10227 WDRDELPDVIDALANEMQR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 69 762.6991 3 2285.0755 0.0009 71.46 R Q 0

10228 WDWQPEPVNEALNAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 49 608.9607 3 1823.8603 0.0011 54.70 R V 0

10229 WDYNTPIEETLEALNDVVK JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 122 1125.0529 2 2248.0912 0.0013 80.29 R A 0

10230 WEEIACR 57.021465@C:6 JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 35 482.2211 2 962.4276 -0.0003 30.62 R A 0

10231 WEGGMVR JW3630 ECK3645 yicH conserved protein 28 417.6996 2 833.3846 -0.0008 27.25 R T 0

10232 WEGITRPYSAEDVVK JW3975 ECK4007 aceA isocitrate lyase 56 875.4436 2 1748.8726 -0.0006 40.19 R L 0

10233 WEQYGPELLR JW0190 ECK0194 proS prolyl-tRNA synthetase 20 645.8276 2 1289.6406 0.0002 45.98 R F 0

10234 WEYGSPR JW0451 ECK0456 acrB multidrug efflux system protein 15 447.7080 2 893.4014 -0.0018 27.26 R L 0

10235 WEYGSPRLER JW0451 ECK0456 acrB multidrug efflux system protein 25 431.5507 3 1291.6303 -0.0006 32.81 R Y 0

10236 WFFIYPEQGIATVNEIAFPANTPVYFK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 35 1054.8727 3 3161.5963 0.0059 79.27 K V 0

10237 WFFSVPQSDAHLVLAQTAGGLSCFFVPR 57.021465@C:23 JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 34 1046.5282 3 3136.5628 0.0035 76.28 K F 0

10238 WFSWVSFNGTNIDDSNQQAFAR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 100 1295.5911 2 2589.1676 0.0004 64.30 R K 0

10239 WGIHSTYSDNLLMLTLGR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 28 693.0236 3 2076.0490 0.0028 62.25 K G 0

10240 WGVWSGSANLNAAAATFNR JW3630 ECK3645 yicH conserved protein 112 996.9877 2 1991.9608 0.0007 56.57 K V 0

10241 WGYDYTGNADNNANFGK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 23 953.9044 2 1905.7942 0.0025 41.92 K A 0

10242 WGYGDGLGGK JW0172 ECK0176 yaeT conserved protein 48 505.2395 2 1008.4644 -0.0021 35.51 R E 0

10243 WHLTQQVIMPPQPIDPWFYGGR JW1795 ECK1804 yeaY predicted lipoprotein 47 889.4491 3 2665.3255 -0.0009 63.46 R G 0

10244 WHVWPQLSILSGR JW2049 ECK2058 asmA predicted assembly protein 20 789.9306 2 1577.8466 0.0000 58.16 R M 0

10245 WHYDPELK JW0120 ECK0123 gcd glucose dehydrogenase 30 544.2628 2 1086.5110 -0.0024 32.11 K T 0

10246 WIGELWQNYLNTVAANR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 100 1024.5214 2 2047.0282 0.0008 71.22 R Q 0

10247 WIGEVYPTSHFLTIAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 36 630.6686 3 1888.9840 0.0005 53.84 R G 0

10248 WIGNPYKK JW3927 ECK3946 yijP conserved inner membrane protein 23 335.8553 3 1004.5441 -0.0001 27.94 R N 0

10249 WIVEAAR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 35 422.7373 2 843.4600 -0.0002 33.13 R K 0

10250 WIVEAARK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 28 486.7845 2 971.5544 -0.0007 28.44 R R 0

10251 WKEGEATLAPSLDLVGKI JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 13 964.0301 2 1926.0456 -0.0006 57.18 K - 0

10252 WKGTLSNTR JW4180 ECK4217 ytfN conserved protein 42 531.7882 2 1061.5618 0.0000 22.09 R F 0

10253 WLAAIHAEPMK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 63 633.8367 2 1265.6588 -0.0002 37.71 R L 0

10254 WLAQGTIYPDVIESAASATGK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 62 1089.5574 2 2177.1002 -0.0001 58.41 K A 0

10255 WLASGPR JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 35 393.7163 2 785.4180 -0.0003 27.83 R C 0

10256 WLFELNAK JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 36 510.7791 2 1019.5436 -0.0003 54.03 K Q 0

10257 WLGDSSLQPLVNLVQHHETSYR JW4340 ECK4369 yjjU predicted esterase 23 860.4385 3 2578.2937 0.0008 60.38 R D 0

10258 WLGGMLTNWK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 58 603.3107 2 1204.6068 0.0006 57.84 R T 0

10259 WLGTADRMEADLVPK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 20 567.9592 3 1700.8558 0.0003 47.05 R H 0

10260 WLHSLHSTLLSR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 17 483.9366 3 1448.7880 -0.0008 38.33 R E 0

10261 WLIDALQR JW3512 ECK3530 dppB dipeptide transporter-!- membrane component of ABC superfamily 29 507.7903 2 1013.5660 0.0002 53.06 R R 0

10262 WLILTIPNGYEAGEIVASAR JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 74 725.0603 3 2172.1591 0.0010 67.09 K A 0

10263 WLLPQLKPEQR JW0485 ECK0490 ybbP predicted inner membrane protein 22 469.9422 3 1406.8048 0.0013 46.38 K W 0

10264 WLLTQPEILMLDEPTR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 56 978.0191 2 1954.0236 0.0002 66.15 R G 0

10265 WLPLPGGLR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 14 504.8030 2 1007.5914 -0.0001 51.06 R G 0

10266 WLQWHWK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 15 542.2796 2 1082.5446 -0.0003 47.97 R G JW1470

10267 WLSTQESNALFLAAR JW2504 ECK2516 yfhM conserved protein 88 853.9471 2 1705.8796 0.0010 53.89 R T 0

10268 WLTGQPGER JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 19 522.2669 2 1042.5192 -0.0003 28.78 K I 0

10269 WLVNTVATQAR JW1818 ECK1828 htpX predicted endopeptidase 54 629.8491 2 1257.6836 0.0006 40.84 R Q 0

10270 WLVTEGLK JW0452 ECK0457 acrA multidrug efflux system 21 473.2748 2 944.5350 0.0019 43.23 K A 0

10271 WLWDDIAPMPELR JW0933 ECK0941 pqiA paraquat-inducible membrane protein A 56 821.4094 2 1640.8042 0.0021 71.21 R Q 0

10272 WMIEELR JW5905 ECK1406 hrpA ATP-dependent helicase 43 488.7498 2 975.4850 0.0003 48.74 R V 0

10273 WMVQCGSFR 57.021465@C:5 JW3904 ECK3925 ftsN essential cell division protein 44 585.7631 2 1169.5116 0.0006 40.96 R G 0

10274 WMWQMLR JW1178 ECK1177 dadA D-amino acid dehydrogenase 17 525.7542 2 1049.4938 -0.0001 56.43 K N 0

10275 WNAIMTVLR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 29 552.3050 2 1102.5954 -0.0002 53.01 R A 0

10276 WNDGVSFPIQSGHGCLGCAENGFWDR 57.021465@C:15,57.021465@C:18 JW0954 ECK0963 hyaA hydrogenase 1, small subunit 66 989.4288 3 2965.2646 -0.0016 55.70 R G 0

10277 WNGVTVTPK JW2992 ECK3015 ygiW conserved protein 45 501.2741 2 1000.5336 -0.0006 31.98 R D 0

10278 WNMLHPLETPR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 61 697.3554 2 1392.6962 -0.0009 45.86 R V 0

10279 WNMLLSLR JW3071 ECK3091 yqjK conserved protein 60 516.7869 2 1031.5592 0.0007 56.18 R S 0

10280 WPGETQREWGRPIK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 13 580.6386 3 1738.8940 0.0036 52.05 K K 0

10281 WQAGADMVLAK 15.994915@M:7 JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 29 603.3021 2 1204.5896 -0.0014 33.08 K R 0

10282 WQALPMLEQPVAAGEMSPVINPAEPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 83 1402.2120 2 2802.4094 0.0010 62.76 K D 0

10283 WQATHPR JW3927 ECK3946 yijP conserved inner membrane protein 34 448.2302 2 894.4458 -0.0002 18.58 K D 0

10284 WQGAACSEAHLMEMR 57.021465@C:6 JW5062 ECK0451 ylaB conserved inner membrane protein 34 592.9252 3 1775.7538 -0.0004 39.35 R R 0

10285 WQGDNLTLININVYSKPPVNIR JW3965 ECK3993 yjaH conserved protein 31 852.1310 3 2553.3712 0.0007 57.85 R A 0

10286 WQLFAESGETCR 57.021465@C:11 JW1733 ECK1742 astE succinylglutamate desuccinylase 64 742.3357 2 1482.6568 0.0007 46.96 R A 0

10287 WQPANAPLSVNHQGLSAASTISFNLPTGK JW2061 ECK2072 mdtC multidrug efflux system, subunit C 21 1002.8525 3 3005.5357 -0.0001 54.09 K S 0

10288 WQPINDYGAK JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 13 596.2947 2 1190.5748 0.0029 42.81 K V 0

10289 WQSTRPYDR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 21 604.7941 2 1207.5736 0.0002 23.66 R F 0

10290 WQSTSVNDVLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 67 652.8327 2 1303.6508 -0.0012 40.57 R R 0
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10291 WQVLDKR JW0790 ECK0794 fiu predicted iron outer membrane transporter 35 472.7692 2 943.5238 -0.0001 28.46 K L 0

10292 WRPEYGYFAK JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 35 439.5525 3 1315.6357 0.0007 40.55 R Q 0

10293 WSDGLHQAVEAK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 73 670.8327 2 1339.6508 -0.0012 29.66 R E 0

10294 WSDGTPVTAQDFVYSWQR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 68 1071.9985 2 2141.9824 0.0018 58.24 K S 0

10295 WSDIKLPDFLSFFGGK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 55 619.6581 3 1855.9525 0.0015 76.32 R R 0

10296 WSDIKLPDFLSFFGGKR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 76 671.6917 3 2012.0533 0.0014 69.87 R F 0

10297 WSDQQLTFLMR JW0915 ECK0923 pepN aminopeptidase N 69 712.8534 2 1423.6922 0.0004 57.62 K H 0

10298 WSGTVTVDTTIQEHR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 33 577.2876 3 1728.8410 -0.0021 36.40 K D 0

10299 WSIVGAYYYDTNANK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 66 882.9144 2 1763.8142 -0.0012 53.75 R Q 0

10300 WSLDHFTQGEITNTTMLFYPGVMISR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 59 1015.4936 3 3043.4590 0.0016 70.71 R T 0

10301 WSLMPKDESMNIR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 21 536.2619 3 1605.7639 -0.0003 45.65 K Y 0

10302 WSTFFAEQR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 56 586.2801 2 1170.5456 -0.0002 45.53 R I 0

10303 WSWPYAGFPLSGR JW1376 ECK1378 ydbH predicted protein 23 762.3758 2 1522.7370 0.0013 63.37 R L 0

10304 WTADVEAGK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 24 488.7398 2 975.4650 -0.0011 26.37 R W 0

10305 WTDDDLYGIIR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 56 683.8359 2 1365.6572 0.0007 56.00 R A 0

10306 WTEVIGMEHIR JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 61 685.8476 2 1369.6806 -0.0006 41.37 R D 0

10307 WTGIPVSR JW2573 ECK2590 clpB protein disaggregation chaperone 27 458.2557 2 914.4968 -0.0006 35.85 R M 0

10308 WTHVNIPLVVSR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 40 474.2731 3 1419.7975 -0.0013 47.11 K I 0

10309 WTLEGIETR JW2343 ECK2340 vacJ predicted lipoprotein 27 552.7879 2 1103.5612 0.0001 45.19 K A 0

10310 WTPIMSTVMEIGYDNVESQR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 14 786.0369 3 2355.0889 0.0013 67.14 K T 0

10311 WTSTAIITQPDVGQIAGYNNAMNVIYGQAAPK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 47 1131.5704 3 3391.6894 0.0022 63.18 K V 0

10312 WTVNLDMPSLSLR 15.994915@M:7 JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 68 774.3982 2 1546.7818 0.0004 55.34 K G 0

10313 WTVNLDMPSLSLRGESAPTTAFGAAVVGGDNGR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 102 1116.2210 3 3345.6412 0.0001 62.56 K V 0

10314 WTWPAGENDGSVALLK JW4121 ECK4156 psd phosphatidylserine decarboxylase 76 872.4398 2 1742.8650 0.0022 55.47 R G 0

10315 WVDKSGLLDTLQNNGVGCIAFTPLAQGLLTGK 57.021465@C:18 JW2970 ECK2995 yghZ aldo-keto reductase 44 1129.5982 3 3385.7728 0.0022 73.16 R Y 0

10316 WVDPSFDQSK JW1427 ECK1424 ydcL predicted lipoprotein 22 604.7822 2 1207.5498 -0.0012 36.81 R Y 0

10317 WVDPSFDQSKYDSIVWNPITYYPVPKPSTQVGQK JW1427 ECK1424 ydcL predicted lipoprotein 30 993.2485 4 3968.9649 0.0024 62.98 R V 0

10318 WVKELDHK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 23 527.7867 2 1053.5588 -0.0019 22.31 K K 0

10319 WVLASDFPFTR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 47 669.8459 2 1337.6772 0.0005 61.52 K E 0

10320 WVNALVSELNDKEQHGSQWK JW5625 ECK3691 gyrB DNA gyrase, subunit B 22 592.7973 4 2367.1601 -0.0005 47.04 R F 0

10321 WVTFTAR JW0938 ECK0946 ycbZ predicted peptidase 17 440.7375 2 879.4604 0.0001 39.56 R H 0

10322 WWTVGIRPMYK 15.994915@M:9 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 18 484.9200 3 1451.7382 -0.0002 45.58 K W 0

10323 WYASIHETQNDR JW1315 ECK1318 ycjF conserved inner membrane protein 38 760.3499 2 1518.6852 0.0001 29.67 R E 0

10324 WYDLEEALADVVR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 104 789.8942 2 1577.7738 0.0013 71.00 R - 0

10325 WYHEGLDAFEHTCPTGR 57.021465@C:13 JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 19 519.7309 4 2074.8945 -0.0010 42.57 R T 0

10326 WYPEFFR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 33 522.7505 2 1043.4864 -0.0001 53.42 R I 0

10327 WYVVQAFSGFEGR JW3945 ECK3973 nusG transcription termination factor 63 773.3773 2 1544.7400 -0.0011 61.07 R V 0

10328 YADEGDDYPQR JW0464 ECK0469 hemH ferrochelatase 74 664.7728 2 1327.5310 -0.0007 23.11 R C 0

10329 YADEVVR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 41 426.2166 2 850.4186 0.0002 20.34 R T 0

10330 YADGISVVR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 60 490.2636 2 978.5126 -0.0007 31.22 K S 0

10331 YADMLAMSAK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 40 550.7593 2 1099.5040 -0.0002 39.84 K K 0

10332 YADMLAMSAKK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 60 614.8061 2 1227.5976 -0.0014 31.49 K D 0

10333 YADQPAFVNMGEVMTFR JW1794 ECK1803 fadD acyl-CoA synthetase (long-chain-fatty-acid--CoA ligase) 65 988.4540 2 1974.8934 -0.0033 61.89 R K 0

10334 YADVGSFDYGR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 66 625.2767 2 1248.5388 -0.0023 37.77 K N 0

10335 YAEIADHLGLSAPGDR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 76 842.9173 2 1683.8200 -0.0015 41.45 R T 0

10336 YAELSVAGGPFATLLAHR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 52 625.0042 3 1871.9908 0.0014 59.80 R Q 0

10337 YAELSVAGGPFATLLAHRQEEI JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 67 1186.6160 2 2371.2174 0.0002 60.39 R - 0

10338 YAFHGALQDLK JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 40 631.8299 2 1261.6452 -0.0003 37.16 R S 0

10339 YAGHDFFVK JW1714 ECK1723 yniA predicted phosphotransferase/kinase 35 361.8466 3 1082.5180 -0.0005 33.36 R C 0

10340 YAGQDIVSNASCTTNCLAPLAK 57.021465@C:12,57.021465@C:16 JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 107 1177.5591 2 2353.1036 -0.0006 47.83 K V 0

10341 YAGQDKVNPGSIILSAEMMLR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 47 765.0615 3 2292.1627 0.0022 68.62 K H 0

10342 YAGRPASASPAVGYMSVHQK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 71 1039.0175 2 2076.0204 -0.0006 29.84 R Q 0

10343 YAGVGDIIK JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 34 468.2632 2 934.5118 -0.0005 37.67 R I 0

10344 YAHIGTGNFNEK JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 52 450.8858 3 1349.6356 -0.0009 26.33 R T 0

10345 YAHLNANWLEMNNR JW2453 ECK2464 narQ sensory histidine kinase in two-component regulatory system with NarP (NarL) 38 582.6109 3 1744.8109 0.0006 45.71 R L 0

10346 YAHRIPFLVK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 26 415.2483 3 1242.7231 -0.0005 36.94 R L 0

10347 YAIALNLER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 33 531.8008 2 1061.5870 0.0001 46.41 R D 0

10348 YAIAPAFTWRPDDK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 21 550.9476 3 1649.8210 0.0006 48.45 R T 0

10349 YAITFWLLSANPSINR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 61 622.6689 3 1864.9849 0.0015 69.38 R G 0

10350 YAIVANDVR JW0797 ECK0801 dps Fe-binding and storage protein 66 510.7775 2 1019.5404 0.0005 30.11 R K 0

10351 YAIVANDVRK JW0797 ECK0801 dps Fe-binding and storage protein 49 383.5522 3 1147.6348 -0.0002 25.91 R A 0

10352 YALEAWSDALR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 76 647.8251 2 1293.6356 0.0004 52.90 K M 0

10353 YALLEIPSDKVPR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 43 500.9525 3 1499.8357 0.0010 46.42 R F 0

10354 YALLELSLLGQDQDDLAESDQQ JW3132 ECK3151 nlpI conserved protein 107 1232.5904 2 2463.1662 0.0009 71.28 R - 0

10355 YALPGIGNNWQVILK JW2305 ECK2302 hisQ histidine/lysine/arginine/ornithine transporter subunit -!- membrane component of ABC superfamily 36 843.4724 2 1684.9302 0.0001 61.81 R S 0

10356 YAMIGDPTGALTR 15.994915@M:3 JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 61 691.3423 2 1380.6700 -0.0007 39.38 K N 0

10357 YANNDMQELEAR JW3592 ECK3607 kbl glycine C-acetyltransferase 68 727.3225 2 1452.6304 0.0001 32.23 R L 0

10358 YAPDEVHTFNSLLQYYDGEADMPGGLSR 15.994915@M:22 JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 79 1054.4776 3 3160.4110 0.0026 61.58 K A 0

10359 YAPDMNHVTAAQYQAAMR JW0960 ECK0969 appC cytochrome bd-II oxidase, subunit I 45 679.9801 3 2036.9185 -0.0012 38.10 R G 0

10360 YAPFEIPSEIYAQWDAK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 46 1014.4908 2 2026.9670 -0.0006 66.64 K E 0

10361 YAQVDVIK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 27 468.2634 2 934.5122 -0.0001 29.70 R S 0

10362 YASPEYIQATLPK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 56 740.8878 2 1479.7610 0.0001 44.62 R Y 0

10363 YASSILALNATTGK JW0120 ECK0123 gcd glucose dehydrogenase 51 705.3852 2 1408.7558 -0.0003 42.15 R L 0

10364 YAVSVATR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 26 433.7400 2 865.4654 -0.0004 25.10 R N 0

10365 YCDSVVCHINGYQGIQAALEK 57.021465@C:2,57.021465@C:7 JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 84 809.0474 3 2424.1204 0.0001 48.95 R K 0

10366 YCHSTVETSLLLSGNR 57.021465@C:2 JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 16 612.9685 3 1835.8837 0.0001 39.09 R A 0

10367 YCLEFVEISAR 57.021465@C:2 JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 76 693.8401 2 1385.6656 0.0007 53.08 K Q 0

10368 YCMVACPYNVPK 57.021465@C:2,57.021465@C:6 JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 72 751.3354 2 1500.6562 -0.0001 40.91 R Y 0

10369 YDANNIYLAANYGETR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 97 924.4316 2 1846.8486 0.0001 44.32 K N 0

10370 YDANNIYLAAQYTQTYNATR JW2203 ECK2207 ompC outer membrane porin protein C 135 1177.5565 2 2353.0984 0.0010 51.10 K V 0

10371 YDAVLVAIGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 17 538.8090 2 1075.6034 0.0008 44.80 R V 0

10372 YDDGALTAEMGLFLINFNNQYDSNQTNDTVTAR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 23 1237.9010 3 3710.6812 0.0017 78.05 R G 0

10373 YDDLIAIQK JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 51 539.7928 2 1077.5710 0.0004 38.88 K Q 0

10374 YDDQGYPLGK JW5258 ECK1580 ynfC predicted protein 45 578.2696 2 1154.5246 0.0003 29.49 R T 0

10375 YDEAPSNVAQAVIEAR JW3302 ECK3327 fusA protein chain elongation factor EF-G 95 866.9289 2 1731.8432 0.0005 46.79 K G 0

10376 YDFKGNFDLEGLER JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 34 568.2743 3 1701.8011 0.0014 50.80 R G 0

10377 YDIPVVMDSAR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 56 633.3130 2 1264.6114 -0.0008 44.91 K F 0

10378 YDKDYSSYPYQTVK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 54 878.9061 2 1755.7976 -0.0016 32.54 R M 0

10379 YDKYTDNASETQPLGYASGAYAWQLTDNAK JW1711 ECK1720 ydiY conserved protein 101 1114.5132 3 3340.5178 0.0019 53.30 R F 0

10380 YDRPNGCLLNPR 57.021465@C:7 JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 25 492.2453 3 1473.7141 -0.0005 31.09 K C 0

10381 YDRYHLIR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 31 379.2048 3 1134.5926 -0.0008 26.08 R N 0

10382 YDSFDSALR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 52 537.2487 2 1072.4828 0.0003 37.17 K N 0

10383 YDSHLLPGGQK JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 25 405.5434 3 1213.6084 -0.0008 29.13 R R 0

10384 YDSIVWNPITYYPVPKPSTQVGQK JW1427 ECK1424 ydcL predicted lipoprotein 76 927.4817 3 2779.4233 0.0012 56.65 K V 0

10385 YDSSATLDEMK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 70 630.2762 2 1258.5378 -0.0008 31.85 R Q 0

10386 YDSTHGRFDGTVEVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 34 570.9406 3 1709.8000 -0.0009 26.77 K D 0

10387 YDTYNTIITLGK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 90 701.3670 2 1400.7194 0.0008 50.28 R G 0

10388 YDVMNDLMSFGIHR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 31 566.5977 3 1696.7713 0.0011 60.43 K L 0

10389 YDVVISR JW3662 ECK3677 yidE predicted transporter 42 426.2348 2 850.4550 0.0001 31.12 R L 0

10390 YDYDNYLSNHNISPR JW1490 ECK1489 yddB predicted porin protein 47 624.2827 3 1869.8263 -0.0019 40.95 R F 0

10391 YDYNNPFGALHK JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 41 480.2297 3 1437.6673 -0.0004 43.58 K C 0

10392 YDYSNPATLFTLSDIGVSAHR JW2504 ECK2516 yfhM conserved protein 104 1164.0684 2 2326.1222 -0.0007 61.36 R Y 0

10393 YEADLDELQIR JW0907 ECK0915 mukB fused chromosome partitioning proteins 13 682.8385 2 1363.6624 0.0005 46.31 R L 0

10394 YEDFELGGTFK JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 44 653.3032 2 1304.5918 -0.0006 48.06 R Y 0

10395 YEDIDVLDFR JW5063 ECK0452 ylaC predicted inner membrane protein 59 642.8086 2 1283.6026 -0.0007 54.21 R V 0

10396 YEDLLNKQPLLR JW4120 ECK4155 yjeP predicted mechanosensitive channel 15 501.2846 3 1500.8320 0.0021 43.22 R Q 0

10397 YEEDNSPLGVIGSFTYTEK JW0799 ECK0803 ompX outer membrane protein 114 1075.0026 2 2147.9906 0.0008 60.75 R S 0

10398 YELHHHVQITDPAIVAAATLSHR JW2573 ECK2590 clpB protein disaggregation chaperone 67 645.5918 4 2578.3381 -0.0021 43.21 R Y 0

10399 YEQPGVAVK JW4180 ECK4217 ytfN conserved protein 35 495.7664 2 989.5182 0.0000 22.59 R A 0

10400 YETIDAPQIDDLMAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 51 875.9206 2 1749.8266 0.0024 53.50 K R 0

10401 YETVTAEELLSPMADK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 108 898.9352 2 1795.8558 0.0010 54.08 R S 0

10402 YEYSVAEYYTER JW2577 ECK2593 yfiO predicted lipoprotein 79 786.8475 2 1571.6804 0.0025 41.80 K G 0

10403 YFAPFEPAQIQALIPLAK JW0851 ECK0858 ybjR predicted amidase and lipoprotein 80 1009.0612 2 2016.1078 -0.0005 71.39 K D 0

10404 YFASCIR 57.021465@C:5 JW3561 ECK3577 aldB aldehyde dehydrogenase B 38 458.7206 2 915.4266 -0.0007 30.88 R A 0

10405 YFATGAATPGAANADATFK JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 138 922.9443 2 1843.8740 0.0000 39.20 R V 0

10406 YFFGNILWQTR JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 50 722.8735 2 1443.7324 0.0025 62.41 R A 0

10407 YFGTDGIR JW3143 ECK3165 glmM phosphoglucosamine mutase 39 464.7295 2 927.4444 -0.0005 32.93 K G 0

10408 YFIEQPPLTSYDELDRR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 22 714.6882 3 2141.0428 0.0000 49.84 R M 0

10409 YFKQDAGVGQWIDLMAR JW1241 ECK1243 cls cardiolipin synthase 1 44 666.6688 3 1996.9846 0.0018 58.46 R M 0

10410 YFLATVGK JW4340 ECK4369 yjjU predicted esterase 22 449.7558 2 897.4970 0.0010 38.15 R L 0

10411 YFMAVDYR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 16 532.7475 2 1063.4804 0.0007 41.26 R F 0

10412 YFMAVDYRF JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 13 606.2818 2 1210.5490 0.0010 55.27 R - 0

10413 YFNLPTILTTSFETGPNGPLVPELK JW0880 ECK0888 ycaC predicted hydrolase 83 1374.7287 2 2747.4428 0.0007 74.75 K A 0

10414 YFNVYGPR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 23 508.2534 2 1014.4922 -0.0001 37.43 R E 0
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10415 YFPVYANDGK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 42 587.2827 2 1172.5508 0.0007 34.87 K L 0

10416 YFREEFEAGIK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 21 463.5653 3 1387.6741 -0.0031 36.65 K Q 0

10417 YFREEFEAGIKQPFSNTHLINGIQPNLLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 28 851.7004 4 3402.7725 0.0002 55.85 K E 0

10418 YFSLATR JW1510 ECK1510 lsrF predicted aldolase 36 429.2296 2 856.4446 0.0004 35.11 R I 0

10419 YGADGAVIDIGLTTVK JW0566 ECK0569 ybdG predicted mechanosensitive channel 97 796.9311 2 1591.8476 0.0019 51.89 K V 0

10420 YGADIYDIYGQVIEGQGR JW2504 ECK2516 yfhM conserved protein 114 1008.9867 2 2015.9588 -0.0001 59.54 R L 0

10421 YGAHGTSHFYVTQEAAK JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 37 622.9634 3 1865.8684 -0.0012 26.70 R M 0

10422 YGEPTPQALLESAMR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 76 831.9116 2 1661.8086 0.0003 57.00 K H 0

10423 YGEVSFFLGTDDLGR JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 80 838.4020 2 1674.7894 0.0004 59.97 R D 0

10424 YGEVSFFLGTDDLGRDVLSR JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 42 749.3746 3 2245.1020 0.0004 62.18 R L 0

10425 YGGIGLGLSIVSR JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 24 646.3708 2 1290.7270 -0.0026 53.03 R I 0

10426 YGGLLWGEHGK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 31 406.2080 3 1215.6022 -0.0015 37.26 K G 0

10427 YGGVAVLK JW4125 ECK4163 yjeF predicted carbohydrate kinase 22 403.7420 2 805.4694 -0.0003 29.37 R G 0

10428 YGHESGEIWHR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 35 457.5460 3 1369.6162 -0.0002 26.21 R M 0

10429 YGIEDYLEIK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 67 621.8164 2 1241.6182 0.0003 58.56 K Y 0

10430 YGIEKPYEK JW1117 ECK1117 purB adenylosuccinate lyase 38 563.7921 2 1125.5696 -0.0009 25.29 R L 0

10431 YGILGVEMEAAGIYGVAAEFGAK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 54 1158.5848 2 2315.1550 0.0044 75.37 K A 0

10432 YGKADPLAFWLSDQLAR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 55 651.0082 3 1950.0028 0.0028 61.88 R K 0

10433 YGLAMVR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 35 405.2204 2 808.4262 -0.0003 35.07 R Q 0

10434 YGLPAPVGYACTTPR 57.021465@C:11 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 83 811.9035 2 1621.7924 0.0001 43.35 R E 0

10435 YGNGAAGGVVNIITK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 87 717.3912 2 1432.7678 0.0005 42.21 R K 0

10436 YGNGWIK JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 41 419.2168 2 836.4190 0.0010 32.10 R V 0

10437 YGPALASHAPQGK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 21 432.8950 3 1295.6632 0.0009 24.58 K L 0

10438 YGPQSVGGVVNFVTR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 32 790.4144 2 1578.8142 -0.0012 49.86 R A 0

10439 YGQAIGHIGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 45 348.5258 3 1042.5556 -0.0005 23.87 K L 0

10440 YGQLGWTPLYYLNQHFDR JW5312 ECK1895 otsA trehalose-6-phosphate synthase 46 757.7048 3 2270.0926 0.0015 63.08 K K 0

10441 YGSSTDGYATQK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 69 639.2850 2 1276.5554 -0.0017 20.69 K F 0

10442 YGTLPLVR JW3392 ECK3415 glgA glycogen synthase 46 459.7738 2 917.5330 -0.0003 39.01 K R 0

10443 YGVAPSVAFGLGTANR JW0790 ECK0794 fiu predicted iron outer membrane transporter 106 790.4150 2 1578.8154 0.0001 47.95 R L 0

10444 YGVDEVER JW1177 ECK1176 ycgB conserved protein 60 483.7300 2 965.4454 0.0001 25.92 R L 0

10445 YGVGIFDSIATLTLR JW4180 ECK4217 ytfN conserved protein 73 813.4491 2 1624.8836 0.0011 69.83 K Y 0

10446 YGVTDLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 46 412.2193 2 822.4240 0.0005 31.91 R S 0

10447 YGYAYPR JW0172 ECK0176 yaeT conserved protein 44 445.2137 2 888.4128 -0.0002 27.86 R V 0

10448 YGYAYPRVQSMPEINDADKTVK JW0172 ECK0176 yaeT conserved protein 23 637.0655 4 2544.2329 0.0010 40.67 R L 0

10449 YGYDVKPDMTPR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 27 481.2310 3 1440.6712 0.0005 31.89 R E 0

10450 YHFEQSSTTTQPAR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 90 826.8866 2 1651.7586 -0.0004 24.19 R - 0

10451 YHIKPENVVAHADIAPQR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 45 515.2772 4 2057.0797 -0.0010 32.09 R K 0

10452 YHIKPENVVAHADIAPQRK JW0851 ECK0858 ybjR predicted amidase and lipoprotein 26 547.3005 4 2185.1729 -0.0029 30.49 R D 0

10453 YHLDDISMHR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 58 429.5362 3 1285.5868 -0.0006 32.29 K L 0

10454 YHLNDPIMTQYFSYLK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 94 1016.9958 2 2031.9770 0.0006 58.35 K Q 0

10455 YHNRALLLVKGGCAVNCR 57.021465@C:13,57.021465@C:17 JW4106 ECK4140 yjeK predicted lysine aminomutase 20 701.0336 3 2100.0790 -0.0043 66.39 K Y 0

10456 YHPHGDSAVYDTIVR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 52 577.2813 3 1728.8221 0.0000 32.89 K M 0

10457 YHQLTLTTGYDGSYR JW5878 ECK2532 csiE stationary phase inducible protein 44 592.2842 3 1773.8308 -0.0016 37.38 R V 0

10458 YHSETEMMR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 23 592.2472 2 1182.4798 0.0001 21.02 R Y 0

10459 YHVSNYQPSPMVR JW2889 ECK2918 yggE conserved protein 61 789.3796 2 1576.7446 -0.0009 31.32 R M 0

10460 YIAETFLEDAR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 55 664.3300 2 1326.6454 -0.0002 48.58 K E 0

10461 YICGEETALINSLEGR 57.021465@C:3 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 84 912.9434 2 1823.8722 -0.0001 58.95 R R 0

10462 YIDKELSNR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 41 379.8682 3 1136.5828 0.0000 22.98 R Y 0

10463 YIDKVMTR JW3262 ECK3287 secY preprotein translocase membrane subunit 50 513.2764 2 1024.5382 0.0008 23.00 K L 0

10464 YIDQFVQPK JW5427 ECK2653 ygaT predicted protein 54 569.3010 2 1136.5874 0.0009 35.49 R D 0

10465 YIEPQLPDVATLK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 35 743.9113 2 1485.8080 0.0002 53.47 R D 0

10466 YIEQFVANSNK JW3857 ECK3879 rbn tRNA processing exoribonuclease BN 85 656.8298 2 1311.6450 -0.0008 34.14 R M 0

10467 YIFELNPDHVLVK JW0462 ECK0467 htpG molecular chaperone HSP90 family 53 793.9324 2 1585.8502 -0.0002 52.54 K R 0

10468 YIFELNPDHVLVKR JW0462 ECK0467 htpG molecular chaperone HSP90 family 34 581.6576 3 1741.9510 -0.0004 46.47 K A 0

10469 YIGASSMHASQFAQALELQK JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 26 727.3649 3 2179.0729 -0.0004 48.69 R Q 0

10470 YIGSMHK JW0790 ECK0794 fiu predicted iron outer membrane transporter 28 418.2101 2 834.4056 -0.0001 19.07 R G 0

10471 YIKELESR JW3904 ECK3925 ftsN essential cell division protein 25 346.5259 3 1036.5559 0.0005 24.25 R Q 0

10472 YILAVEGNPPLGEQGMFCISSGRPFIEK 57.021465@C:18 JW0954 ECK0963 hyaA hydrogenase 1, small subunit 36 1037.1886 3 3108.5440 0.0028 59.98 K L 0

10473 YINELQANPAK JW2449 ECK2460 tktB transketolase 2, thiamin-binding 60 630.8333 2 1259.6520 0.0011 28.41 K I 0

10474 YINIGVAVDTPNGLVVPVFK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 75 1058.0966 2 2114.1786 0.0010 67.78 K D 0

10475 YINIGVAVDTPNGLVVPVFKDVNKK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 24 675.6342 4 2698.5077 0.0019 57.33 K G 0

10476 YIPGQPELALNDLTR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 18 850.4549 2 1698.8952 0.0011 51.65 R S 0

10477 YIQTVWGLGYVFVPDGSK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 30 1015.0254 2 2028.0362 0.0006 68.19 R A 0

10478 YIQTVWGLGYVFVPDGSKA JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 53 1050.5441 2 2099.0736 0.0008 68.14 R - 0

10479 YISDIDSYVK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 28 601.7999 2 1201.5852 -0.0014 40.71 K S 0

10480 YITIENNDALAQLAGHTR JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 43 667.3453 3 1999.0141 0.0017 49.24 K N 0

10481 YIVALDQGTTSSR JW3897 ECK3918 glpK glycerol kinase 85 705.8653 2 1409.7160 0.0009 35.60 K A 0

10482 YIVNEVQDVYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 45 699.3556 2 1396.6966 -0.0021 41.48 R L 0

10483 YIYALGGNEAATR JW3729 ECK3744 rbsC D-ribose transporter subunit -!- membrane component of ABC superfamily 90 699.8540 2 1397.6934 -0.0005 36.09 R L 0

10484 YIYKLEQALDAM JW5821 ECK1181 emtA lytic murein endotransglycosylase E 77 729.3713 2 1456.7280 0.0008 55.99 R - 0

10485 YKDYSVNDLVASSFPVSAK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 39 697.3530 3 2089.0372 0.0003 51.70 K L 0

10486 YKFDTIADNENLNISSK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 103 986.4867 2 1970.9588 0.0003 43.67 K G 0

10487 YKPGSGISSR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 15 351.1895 3 1050.5467 0.0008 18.74 R V 0

10488 YKVVPESADYACIR 57.021465@C:12 JW0889 ECK0897 ycaP conserved inner membrane protein 41 557.6115 3 1669.8127 -0.0007 35.39 R C 0

10489 YLAEEHFK JW0913 ECK0921 asnS asparaginyl tRNA synthetase 18 346.1747 3 1035.5023 -0.0003 26.71 R A 0

10490 YLAENFIAFFNR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 58 752.8826 2 1503.7506 -0.0003 68.77 R D 0

10491 YLAESIR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 17 426.2344 2 850.4542 -0.0006 27.11 R M 0

10492 YLAIANYEDR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 49 614.3036 2 1226.5926 -0.0004 38.07 R F JW1462

10493 YLAQTQNASDLIGGVSK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 73 882.9595 2 1763.9044 -0.0010 44.29 K S 0

10494 YLDAILEQYHQGR JW5128 ECK0951 yccS predicted inner membrane protein 18 535.9391 3 1604.7955 0.0008 46.23 R D 0

10495 YLDGLSIIVEAPEAGSLGIGTPVLFR JW1823 ECK1833 yebT conserved protein 96 1344.2356 2 2686.4566 -0.0015 75.91 R G 0

10496 YLDIQIVLK JW5756 ECK4245 yjgK conserved protein 56 552.8371 2 1103.6596 0.0007 53.85 R G 0

10497 YLDLIANDK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 30 532.7850 2 1063.5554 0.0005 40.79 R S 0

10498 YLDLISNDESR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 40 662.8217 2 1323.6288 -0.0017 42.62 R N 0

10499 YLDMAQQYQHLGPLYEVPEGLR JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 33 874.0997 3 2619.2773 -0.0018 57.77 K N 0

10500 YLEHYEFR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 28 386.1855 3 1155.5347 -0.0003 33.75 R L 0

10501 YLGAREEPSSFASYGTWAR JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 49 716.6762 3 2147.0068 -0.0003 45.79 R T 0

10502 YLGGEELTEAEIK JW3302 ECK3327 fusA protein chain elongation factor EF-G 95 726.3672 2 1450.7198 0.0007 41.64 K G 0

10503 YLGGSVHATAGTLR JW0849 ECK0856 ybjP predicted lipoprotein 90 701.8750 2 1401.7354 -0.0011 29.59 R Q 0

10504 YLGSFDAQSPEK JW2019 ECK2028 wbbI conserved protein 56 671.3195 2 1340.6244 -0.0003 34.16 K I 0

10505 YLGTIMSPWAAK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 30 669.3498 2 1336.6850 0.0001 51.87 R R 0

10506 YLGTWYEIAR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 66 636.3245 2 1270.6344 -0.0002 50.13 R F 0

10507 YLGVLLYDADAIER JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 120 805.9261 2 1609.8376 0.0025 58.62 R A 0

10508 YLLCNADEMEPGTYK 57.021465@C:4 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 63 902.4003 2 1802.7860 0.0005 43.18 R D 0

10509 YLLCNADEMEPGTYKDR 57.021465@C:4 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 56 692.3119 3 2073.9139 0.0002 39.28 R L 0

10510 YLLDSVSR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 53 476.7584 2 951.5022 -0.0003 35.99 R S 0

10511 YLLGTEHGIQGK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 53 658.3535 2 1314.6924 -0.0007 31.55 K D 0

10512 YLNESTHEMR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 36 427.1958 3 1278.5656 -0.0007 21.10 R Y 0

10513 YLNFNQLSQYTEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 89 824.4040 2 1646.7934 -0.0005 49.95 R A 0

10514 YLNFNQLSQYTEKADGVIFQTAV JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 40 883.7778 3 2648.3116 -0.0006 68.28 R - 0

10515 YLNLSGK JW5371 ECK2243 yfaZ predicted outer membrane porin protein 38 397.7239 2 793.4332 -0.0001 29.64 R D 0

10516 YLPVAHGILEY JW0556 ECK0559 ybcH predicted protein 17 637.8427 2 1273.6708 0.0002 50.11 R - 0

10517 YLQDPGMMSIPYADNLK JW2504 ECK2516 yfhM conserved protein 94 978.4655 2 1954.9164 -0.0004 55.79 R A 0

10518 YLQDYGMGPETPLGEPK 15.994915@M:7 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 59 955.9470 2 1909.8794 0.0026 40.60 R N 0

10519 YLQPANDEPWLGILAGISTDDGSQAWR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 31 1487.2236 2 2972.4326 0.0022 78.01 R Y 0

10520 YLSDHPK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 20 430.2191 2 858.4236 0.0000 16.19 K L JW3485

10521 YLSDHPKLQGIAQQNSFK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 74 1037.5397 2 2073.0648 0.0006 35.62 K H JW1488

10522 YLSLLPYTDR JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 17 620.8322 2 1239.6498 -0.0001 50.22 R H 0

10523 YLSLLPYTDRHQ JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 40 753.3903 2 1504.7660 -0.0013 44.53 R - 0

10524 YLSLLTGELPR JW1411 ECK1407 ydcF conserved protein 77 631.3614 2 1260.7082 0.0004 53.13 R L 0

10525 YLSQAGAGLMELDYLPSDK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 144 1036.0066 2 2069.9986 0.0008 57.57 R V 0

10526 YLSQAGAGLMELDYLPSDKVYEDEHPNDDSSR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 43 904.4107 4 3613.6137 -0.0016 56.33 R R 0

10527 YLSVIPAEDVIAATEK JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 68 859.9644 2 1717.9142 0.0004 56.58 K L 0

10528 YLSVIPAEDVIAATEKLLPEDAPSADR JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 22 961.8380 3 2882.4922 0.0007 73.02 K N 0

10529 YLTEQGFQVR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 32 620.8194 2 1239.6242 -0.0005 37.69 R S 0

10530 YLTGLGTITAANTVTVR JW5338 ECK2070 mdtA multidrug efflux system, subunit A 91 875.9887 2 1749.9628 0.0003 49.44 R S 0

10531 YLVDHEWVR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 34 608.8094 2 1215.6042 0.0005 37.27 K R 0

10532 YLVGDCQLAHITNASLSHPSR 57.021465@C:6 JW1376 ECK1378 ydbH predicted protein 22 585.5443 4 2338.1481 -0.0008 42.67 R W 0

10533 YLVIQGIK JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 30 467.2920 2 932.5694 0.0000 42.05 R S 0

10534 YLVSVGGALNSR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 84 618.3401 2 1234.6656 -0.0013 41.50 R G 0

10535 YLYSMGEHPSTSDQDNSFK JW0172 ECK0176 yaeT conserved protein 39 735.9845 3 2204.9317 -0.0003 37.36 R T 0

10536 YLYSVTSPDDSLR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 26 758.3711 2 1514.7276 0.0023 41.86 K Q 0

10537 YLYYNPSVAK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 33 609.3133 2 1216.6120 -0.0007 36.18 K T 0

10538 YMAGDPTAGK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 29 505.7340 2 1009.4534 -0.0004 21.97 R L 0
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10539 YMANAMGPEGVR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 57 648.2967 2 1294.5788 -0.0010 30.92 R V 0

10540 YMELGPR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 34 433.2151 2 864.4156 -0.0008 30.04 K D 0

10541 YMGDIMADDENTAK JW1446 ECK1445 yncD predicted iron outer membrane transporter 20 787.3286 2 1572.6426 -0.0010 38.48 R A 0

10542 YMGYYQLK JW3794 ECK3815 pldA outer membrane phospholipase A 29 533.2575 2 1064.5004 0.0004 37.34 K I 0

10543 YMHSLER JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 37 468.2236 2 934.4326 -0.0004 21.11 R K 0

10544 YMPGKPAWYMYDSCQSK 57.021465@C:14 JW0755 ECK0761 ybhC predicted pectinesterase 66 1056.4552 2 2110.8958 0.0008 42.49 K R 0

10545 YMSQDKIK JW2019 ECK2028 wbbI conserved protein 20 506.7604 2 1011.5062 0.0003 19.55 K D 0

10546 YNAFFQPAEGVHWLH JW5637 ECK3654 yicN conserved protein 25 605.9583 3 1814.8531 0.0001 54.64 R - 0

10547 YNFNDVDELLAAIGGGDIR JW2755 ECK2778 relA (p)ppGpp synthetase I/GTP pyrophosphokinase 30 1026.5072 2 2050.9998 0.0039 76.53 R L 0

10548 YNGELIK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 42 418.7292 2 835.4438 0.0000 26.25 R S 0

10549 YNGEPLTGTGK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 62 568.7825 2 1135.5504 -0.0005 25.54 R I 0

10550 YNGILNQMGMTADQYAQALR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 103 1129.5387 2 2257.0628 0.0010 61.71 R N 0

10551 YNGIPSMEILGEAAAGK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 69 860.9333 2 1719.8520 0.0020 56.13 R S 0

10552 YNGKPAAGIAIK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 38 401.5678 3 1201.6816 -0.0002 25.49 R L 0

10553 YNGLPSMEILGQAAPGK JW0451 ECK0456 acrB multidrug efflux system protein 65 873.4480 2 1744.8814 -0.0004 55.04 R S 0

10554 YNGTVNHYFLCDR 57.021465@C:11 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 76 829.8724 2 1657.7302 -0.0004 37.21 R G 0

10555 YNHIPDTSSLSIR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 27 751.8832 2 1501.7518 -0.0006 36.37 R T 0

10556 YNLVPSDVISQIK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 37 738.4091 2 1474.8036 0.0006 53.93 K V 0

10557 YNMELTLEEAVR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 60 734.3614 2 1466.7082 0.0008 55.95 R G 0

10558 YNPDALMTDLPKPLR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 28 581.9748 3 1742.9026 0.0000 50.93 K L 0

10559 YNPDVDDAPR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 64 581.2617 2 1160.5088 -0.0010 24.74 R M 0

10560 YNRNQLPELIEQINASGYGLTLGVHTR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 30 764.9037 4 3055.5857 0.0018 62.43 R I 0

10561 YNTLGGVCLNVGCIPSK 57.021465@C:8,57.021465@C:13 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 67 926.4589 2 1850.9032 0.0014 49.55 R A 0

10562 YNYLINQLNIK JW5503 ECK3026 tolC transport channel 95 698.3856 2 1394.7566 0.0008 49.56 R S 0

10563 YPAGNITGWR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 30 567.7880 2 1133.5614 -0.0003 38.02 R L 0

10564 YPAVDGALPYTIDSK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 18 805.4104 2 1608.8062 0.0028 46.70 R T 0

10565 YPEYNFYR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 40 576.2610 2 1150.5074 -0.0008 40.34 K M 0

10566 YPHEFSGGQCQR 57.021465@C:10 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 46 489.2137 3 1464.6193 -0.0013 23.73 R I 0

10567 YPLADGAK JW4215 ECK4251 valS valyl-tRNA synthetase 32 417.7214 2 833.4282 0.0000 25.20 R T 0

10568 YPLADYALTPDMAIVDANLVMDMPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 34 923.1179 3 2766.3319 0.0000 78.84 K S 0

10569 YPLISELK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 35 481.7806 2 961.5466 -0.0017 44.31 R Q 0

10570 YPNLHLAGK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 50 506.7821 2 1011.5496 -0.0004 31.48 K T 0

10571 YPVDAQLK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 47 467.2555 2 932.4964 -0.0003 30.39 K A 0

10572 YQAFTQADLTNLR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 80 770.8912 2 1539.7678 -0.0002 45.54 R A 0

10573 YQDALVELAELREPVDAFFDK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 39 823.4169 3 2467.2289 0.0017 71.57 R V 0

10574 YQGEYVAGLAVK JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 22 649.3427 2 1296.6708 -0.0006 37.80 R L 0

10575 YQGGHNAGHTLVINGEK JW4135 ECK4173 purA adenylosuccinate synthetase 41 598.9676 3 1793.8810 0.0001 23.08 R T 0

10576 YQISVKPQGYQQAVTVK JW2462 ECK2473 nlpB lipoprotein 92 969.0258 2 1936.0370 -0.0048 37.52 R L 0

10577 YQLANCYMGR 57.021465@C:6 JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 57 638.2841 2 1274.5536 0.0000 35.16 R A 0

10578 YQLNMWSK JW5760 ECK4255 yjgQ conserved inner membrane protein 48 535.2605 2 1068.5064 0.0003 42.13 R I 0

10579 YQLTELAR JW2294 ECK2291 pta phosphate acetyltransferase 66 497.2717 2 992.5288 -0.0002 35.98 R K 0

10580 YQNVGGGCTHWGTIPSK 57.021465@C:8 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 31 621.2929 3 1860.8569 -0.0009 33.91 R A 0

10581 YQQEPGVSGPLK JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 41 651.8387 2 1301.6628 0.0012 28.71 K V 0

10582 YQQHGMAPLTQEQKPVAK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 57 685.3540 3 2053.0402 -0.0014 23.82 R V 0

10583 YQQLEAALDDAPENREEAVDA JW0438 ECK0442 mdlA fused predicted multidrug transporter subunits -!- ATP-binding components of ABC superfamily 69 1174.0378 2 2346.0610 -0.0001 44.29 R - 0

10584 YQTLLDSIQGR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 58 647.3426 2 1292.6706 -0.0018 47.09 K S 0

10585 YQWQNYGAANENEWDGYR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 103 1132.4750 2 2262.9354 -0.0001 48.54 K F 0

10586 YQWQNYGAANENEWDGYRFK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 40 847.0413 3 2538.1021 0.0034 48.86 K I 0

10587 YQWQNYGAANENEWDGYRFKIK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 44 695.8266 4 2779.2773 -0.0005 49.65 K Y 0

10588 YRDAHSGMSGPNAAMR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 59 574.2595 3 1719.7567 -0.0001 22.19 R R 0

10589 YRDHHDDEFIR JW3461 ECK3479 yhiO predicted universal stress (ethanol tolerance) protein B 28 501.5633 3 1501.6681 -0.0016 22.36 R R 0

10590 YRDLVDSLINFGDHYQVLADYR JW3391 ECK3414 glgP glycogen phosphorylase 36 668.8340 4 2671.3069 0.0037 67.64 R S 0

10591 YRDNSEPLVSLETR JW5677 ECK3470 yhhJ predicted transporter subunit -!- membrane component of ABC superfamily 64 839.9232 2 1677.8318 -0.0003 36.16 R M 0

10592 YRLGETGDAIAK JW3069 ECK3089 yqjD conserved protein 63 647.3430 2 1292.6714 -0.0009 29.18 R Q 0

10593 YRLGETGDAIAKQTR JW3069 ECK3089 yqjD conserved protein 21 560.3005 3 1677.8797 0.0000 28.90 R V 0

10594 YRLGNECETYAELK 57.021465@C:7 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 42 582.6114 3 1744.8124 0.0033 34.73 K L 0

10595 YRPNNQIGFYQSITADGNWGDEK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 112 891.7490 3 2672.2252 -0.0004 49.59 K L 0

10596 YRQGELLNR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 34 574.8125 2 1147.6104 0.0006 24.13 R V 0

10597 YRYEDIDVLDFR JW5063 ECK0452 ylaC predicted inner membrane protein 30 802.3913 2 1602.7680 0.0003 52.66 R V 0

10598 YRYEEDNSPLGVIGSFTYTEK JW0799 ECK0803 ompX outer membrane protein 97 1234.5850 2 2467.1554 0.0012 56.95 K S 0

10599 YSANLGANGK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 33 497.7517 2 993.4888 0.0010 18.14 K V 0

10600 YSDHIALPVEIEKR JW0462 ECK0467 htpG molecular chaperone HSP90 family 32 418.2279 4 1668.8825 -0.0009 40.43 K E 0

10601 YSDNESQLASVMAHEISHVTQR JW2479 ECK2490 yfgC predicted peptidase 44 626.2974 4 2501.1605 -0.0001 53.66 R H 0

10602 YSDVGLVTPLR JW5312 ECK1895 otsA trehalose-6-phosphate synthase 63 610.3384 2 1218.6622 0.0014 41.46 R D 0

10603 YSELLLSELGQGTADWVPNFDGTLQEPK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 23 1036.5122 3 3106.5148 0.0012 73.39 K M 0

10604 YSELTLTGVLQK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 27 676.3768 2 1350.7390 -0.0004 48.30 R S 0

10605 YSGFLNNYSDLK JW1427 ECK1424 ydcL predicted lipoprotein 21 710.8415 2 1419.6684 0.0015 46.60 K E 0

10606 YSIGQPFVYPR JW0710 ECK0709 gltA citrate synthase 47 663.8454 2 1325.6762 -0.0005 46.63 K N 0

10607 YSIIQTK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 22 426.7450 2 851.4754 0.0002 27.94 R T 0

10608 YSISQLAAAGLTPQQPLGNHQQASLLR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 83 954.8468 3 2861.5186 0.0037 54.36 K L 0

10609 YSITAGEYR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 35 530.2590 2 1058.5034 0.0001 32.06 R S 0

10610 YSLLTQHTDPEK JW5701 ECK3346 yhfK conserved inner membrane protein 24 477.9088 3 1430.7046 0.0003 29.36 K A 0

10611 YSLSDRIR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 22 505.2749 2 1008.5352 0.0001 28.53 R Y 0

10612 YSPNWSHSNK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 19 407.1878 3 1218.5416 -0.0002 22.51 K V 0

10613 YSPQGSNIMIK JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 19 619.3163 2 1236.6180 0.0009 31.60 R L 0

10614 YSQIFMIGPSAHEVGVGYR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 100 1056.0233 2 2110.0320 0.0015 48.80 R Y 0

10615 YSQTGTLK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 29 449.2373 2 896.4600 -0.0002 18.72 R F 0

10616 YSRFPEVPLFGR JW0907 ECK0915 mukB fused chromosome partitioning proteins 13 489.9294 3 1466.7664 -0.0006 51.44 R A 0

10617 YSSLIFTPR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 65 542.2964 2 1082.5782 0.0023 44.17 R G 0

10618 YSSNIALMCGSGCAGAHK 57.021465@C:9,57.021465@C:13 JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 35 628.6114 3 1882.8124 -0.0002 31.99 R E 0

10619 YSSRPPEILLTHPLPESR JW2479 ECK2490 yfgC predicted peptidase 43 698.0445 3 2091.1117 0.0004 41.29 R L 0

10620 YSSTISDPDTNVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 28 713.8375 2 1425.6604 -0.0020 26.30 R Q 0

10621 YSSWVSYYEGIK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 40 741.3514 2 1480.6882 0.0008 51.76 R L 0

10622 YSTEMMNVISAGLDK JW2462 ECK2473 nlpB lipoprotein 123 829.8916 2 1657.7686 -0.0005 54.64 R S 0

10623 YSTEMMNVISAGLDKSATDAANAAQNR JW2462 ECK2473 nlpB lipoprotein 109 943.7765 3 2828.3077 0.0007 58.29 R A 0

10624 YSVAEIFDSIDLTQR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 91 878.9429 2 1755.8712 0.0033 67.54 K L 0

10625 YSVSDMINR 15.994915@M:6 JW3887 ECK3908 pfkA 6-phosphofructokinase I 29 550.7556 2 1099.4966 -0.0002 27.54 R G 0

10626 YSYDMLGEAALTAADAQAYMVSYQQAIHAIGK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 53 1150.8842 3 3449.6308 0.0037 78.09 R A 0

10627 YSYVDENGETK JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 58 652.7856 2 1303.5566 -0.0001 23.43 K T 0

10628 YTAAITGAEGK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 66 541.2800 2 1080.5454 0.0004 22.92 R I 0

10629 YTADDAEEMIGK JW1200 ECK1197 lolB chaperone for lipoproteins 50 671.7954 2 1341.5762 0.0004 37.96 R L 0

10630 YTADDAEEMIGKLTGMPIPLNSLR JW1200 ECK1197 lolB chaperone for lipoproteins 15 879.1085 3 2634.3037 0.0003 72.43 R Q 0

10631 YTDGIYVFWSK JW1631 ECK1635 ydhA predicted lipoprotein 57 689.8378 2 1377.6610 0.0005 58.15 R G 0

10632 YTDMPMLVMLEER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 71 814.3805 2 1626.7464 0.0010 63.53 R D 0

10633 YTDSGGSLQISAGQR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 87 770.3737 2 1538.7328 0.0003 29.65 R D 0

10634 YTEALQQIGSSSNSK JW0478 ECK0483 ybbK predicted protease, membrane anchored 119 806.8942 2 1611.7738 -0.0001 30.49 K V 0

10635 YTELLNLVNEEILQLQEK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 46 730.3950 3 2188.1632 0.0004 75.61 R L 0

10636 YTFADVASYR JW4028 ECK4060 actP acetate transporter 69 596.7854 2 1191.5562 0.0002 45.11 R L 0

10637 YTGEQETLPLSPQWILR JW0938 ECK0946 ycbZ predicted peptidase 37 1016.0321 2 2030.0496 0.0024 61.30 R Q 0

10638 YTGHLIDFNVR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 50 667.8462 2 1333.6778 0.0000 41.64 R A 0

10639 YTGSSYGDPANSFK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 23 747.3308 2 1492.6470 0.0000 32.68 R V 0

10640 YTIDLTER JW2573 ECK2590 clpB protein disaggregation chaperone 42 505.7610 2 1009.5074 -0.0006 38.47 K A 0

10641 YTIMRPVSIEAGYR JW5371 ECK2243 yfaZ predicted outer membrane porin protein 57 828.4322 2 1654.8498 -0.0003 42.37 R Y 0

10642 YTLAGTEVSALLGR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 105 725.8989 2 1449.7832 0.0006 56.99 R M 0

10643 YTLSLMVLER JW5165 ECK1118 hflD predicted lysogenization regulator 72 612.8372 2 1223.6598 0.0014 55.24 R K 0

10644 YTNGGLTVTPGIGVQWNSENQNEYYYGVSR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 46 1122.8610 3 3365.5612 0.0023 55.99 R K 0

10645 YTPDVVENICGTPK 57.021465@C:10 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 28 796.8843 2 1591.7540 -0.0011 39.54 R D JW1470

10646 YTPNVADATEAQIQQATK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 129 974.9841 2 1947.9536 -0.0002 45.94 R D 0

10647 YTPNVADATEAQIQQATKDSIPR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 107 1259.1332 2 2516.2518 0.0011 50.62 R V 0

10648 YTQDISALEK JW2061 ECK2072 mdtC multidrug efflux system, subunit C 54 584.2983 2 1166.5820 0.0002 34.00 R M 0

10649 YTQLIER JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 23 461.7526 2 921.4906 -0.0014 26.88 R L 0

10650 YTTYIPVQDPK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 44 662.8433 2 1323.6720 0.0009 37.31 R L 0

10651 YTTYIPVQDPKLLDNLLTK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 55 1118.1174 2 2234.2202 0.0004 61.54 R N 0

10652 YVAEAITEEWR JW3811 ECK3828 yigP conserved protein 82 683.8353 2 1365.6560 -0.0004 45.30 R M 0

10653 YVAGQPAER JW5017 ECK0209 yafD conserved protein 29 495.7538 2 989.4930 0.0000 19.19 R I 0

10654 YVDEQAPWVVAK JW2101 ECK2107 metG methionyl-tRNA synthetase 45 702.8614 2 1403.7082 -0.0002 42.72 R Q 0

10655 YVDVGATYYFNK JW2203 ECK2207 ompC outer membrane porin protein C 87 720.3458 2 1438.6770 0.0001 43.57 K N JW5078

10656 YVDYFLPIVADAEAGFGGVLNAFELMK JW3975 ECK4007 aceA isocitrate lyase 31 983.8303 3 2948.4691 0.0019 80.93 R A 0

10657 YVDYVLGILK JW4135 ECK4173 purA adenylosuccinate synthetase 14 591.8419 2 1181.6692 -0.0003 58.71 R A 0

10658 YVESQVYQGVVENLASEQAAR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 86 1170.5777 2 2339.1408 0.0015 54.02 R M 0

10659 YVFIHGGPR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 36 523.2820 2 1044.5494 -0.0010 30.50 R V 0

10660 YVIANNNLWASPLDQQLR JW5127 ECK0943 ymbA conserved protein 24 1058.0532 2 2114.0918 0.0009 57.72 K N 0

10661 YVILPLALR JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 46 529.3422 2 1056.6698 0.0004 56.00 R R 0

10662 YVILPLALRR JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 20 405.2639 3 1212.7699 -0.0007 47.46 R M 0
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10663 YVLAVAADQLPLFDELCKR 57.021465@C:17 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 55 741.0615 3 2220.1627 0.0015 64.60 R E 0

10664 YVLLPNAYR JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 16 554.8109 2 1107.6072 -0.0005 43.11 R V 0

10665 YVLQVAPEDCTGCNLCVEVCPAK 57.021465@C:10,57.021465@C:13,57.021465@C:16,57.021465@C:20 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 26 894.7398 3 2681.1976 0.0018 52.05 K D 0

10666 YVLQVAPEDCTGCNLCVEVCPAKDR 57.021465@C:10,57.021465@C:13,57.021465@C:16,57.021465@C:20 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 58 985.1157 3 2952.3253 0.0013 46.62 K Q 0

10667 YVLSADIWPELER JW2027 ECK2036 galF predicted subunit with GalU 33 795.9111 2 1589.8076 -0.0012 61.98 R T 0

10668 YVMKPMLPIR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 38 624.3535 2 1246.6924 -0.0005 40.83 R R 0

10669 YVMKPMLPIRR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 29 468.6048 3 1402.7926 -0.0016 36.24 R D 0

10670 YVPEDRPIVVTGAVYNLTK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 17 712.0569 3 2133.1489 0.0018 47.31 K T 0

10671 YVPIAVK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 37 395.2471 2 788.4796 0.0000 31.28 K I 0

10672 YVSDELNTWVR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 69 691.3404 2 1380.6662 -0.0011 46.86 R S 0

10673 YVSDSFR JW1692 ECK1700 pps phosphoenolpyruvate synthase 16 437.2088 2 872.4030 0.0003 25.57 R D 0

10674 YVSLKDTIR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 38 547.8134 2 1093.6122 -0.0009 31.63 K G 0

10675 YVTSDTFTLR JW1299 ECK1301 pspC transcriptional activator 65 601.8065 2 1201.5984 0.0006 42.42 R S 0

10676 YVTWQIYDNIAATTSPSSGEGLQETR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 44 963.1296 3 2886.3670 -0.0003 58.92 R L 0

10677 YVVALNLAPATPR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 85 692.9010 2 1383.7874 0.0001 46.23 K W 0

10678 YVVDDEKLQNFSVDTQLQSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 29 786.0603 3 2355.1591 -0.0004 45.70 K F 0

10679 YVVHNVAHR JW3841 ECK3863 glnA glutamine synthetase 47 547.7969 2 1093.5792 0.0011 18.61 K F 0

10680 YVYCHNPAPFYK 57.021465@C:4 JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 29 520.2431 3 1557.7075 -0.0002 33.46 R G 0

10681 YWDLSSGWQR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 48 649.3008 2 1296.5870 -0.0017 50.38 R A 0

10682 YWDVELR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 46 490.7453 2 979.4760 -0.0002 44.92 R E JW3485

10683 YWDVELR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 31 490.7456 2 979.4766 0.0004 46.84 R E JW3485

10684 YWFESLAGIPCDVEIASEFR 57.021465@C:11 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 21 1195.0625 2 2388.1104 0.0008 75.00 R Y 0

10685 YWGFVPEANLVGR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 35 754.3885 2 1506.7624 0.0005 57.69 R A 0

10686 YWHDGGQWNDDAELNFGNGNFNVR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 101 1413.1084 2 2824.2022 0.0008 53.30 R S 0

10687 YYEDVLHGQTGYEEVEVNNR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 50 805.3679 3 2413.0819 -0.0004 41.33 R G 0

10688 YYGGCEYVDIVEQLAIDR 57.021465@C:5 JW2535 ECK2548 glyA serine hydroxymethyltransferase 17 1082.0088 2 2162.0030 0.0041 68.98 R A 0

10689 YYGGNILDMGLR JW1490 ECK1489 yddB predicted porin protein 80 686.3399 2 1370.6652 -0.0001 52.78 R D 0

10690 YYGVAYGYSK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 32 585.7768 2 1169.5390 -0.0002 34.77 R G 0

10691 YYGYVTQPWFIGHSQR JW5832 ECK1954 yedQ predicted diguanylate cyclase 40 667.9918 3 2000.9536 0.0002 49.66 R E 0

10692 YYLATGGGDISQAEVLLK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 120 949.4989 2 1896.9832 0.0000 55.24 R R 0

10693 YYLATGGGDISQAEVLLKR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 26 685.3683 3 2053.0831 -0.0013 50.30 R K 0

10694 YYLGNADEIAAK JW0738 ECK0744 gpmA phosphoglyceromutase 1 83 664.3300 2 1326.6454 -0.0001 37.04 R A 0

10695 YYLNAGVPIEIK JW1327 ECK1329 uspE stress-induced protein 44 690.3815 2 1378.7484 -0.0012 49.42 K V 0

10696 YYLSLGDLDSATALFK JW3132 ECK3151 nlpI conserved protein 98 888.9568 2 1775.8990 0.0009 68.41 K L 0

10697 YYPHLYGEK JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 31 585.2850 2 1168.5554 0.0001 31.69 K E 0

10698 YYQHLNR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 42 497.2490 2 992.4834 0.0006 19.62 R L 0

10699 YYSTAEQYK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 43 576.7640 2 1151.5134 -0.0001 22.14 K N 0

10700 YYTATSSGQLPSGSSPYDR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 110 1018.9640 2 2035.9134 0.0011 34.82 R D 0

10701 YYTATSSGQLPSGSSPYDRDTR JW4251 ECK4281 fecA KpLE2 phage-like element; ferric citrate outer membrane transporter 53 803.7030 3 2408.0872 -0.0008 32.00 R S 0

10702 YYWPHSR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 32 504.7373 2 1007.4600 -0.0013 29.54 R I 0
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Supplementary Table S6-C Peptide identified from relA  KO cells based on the PTS protocol.

Peptide # Peptide sequence Modification site
Accession

number
ECK

number
Gene Protein name

Mascot peptide
score

Observed
m/z

Charge
Observed
mass (Da)

Mass error
(Da)

Retention
time (min)

Forward
residue

Backword
residue

Other proteins

1 AAAAIAGELGLEFK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 38 680.8779 2 1359.7412 0.0015 52.69 R A 0

2 AAAAPVTGPLADDPIQETITFDDFAK JW2101 ECK2107 metG methionyl-tRNA synthetase 111 1337.6657 2 2673.3168 -0.0006 63.75 K V 0

3 AAAAVLAK JW2944 ECK2971 glcG conserved protein 64 357.7287 2 713.4428 -0.0007 20.47 K - 0

4 AAADLISR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 80 408.7322 2 815.4498 -0.0002 25.56 K D 0

5 AAADRLNTSNNTK JW0628 ECK0626 rlpA minor lipoprotein 53 688.3501 2 1374.6856 0.0006 16.75 R V 0

6 AAAEADDIFGELSSGK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 101 790.8757 2 1579.7368 0.0003 51.08 K N 0

7 AAAEADDIFGELSSGKNAPK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 44 664.3292 3 1989.9658 0.0014 45.24 K T 0

8 AAAESSIQVK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 65 502.2746 2 1002.5346 0.0001 21.20 R N 0

9 AAAFEGELIPASQIDR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 80 844.4369 2 1686.8592 0.0015 48.03 K L 0

10 AAAFEGELIPASQIDRLATLPTYEEAIAR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 72 1039.5475 3 3115.6207 0.0018 64.51 K L 0

11 AAAIAYAR JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 18 403.7294 2 805.4442 -0.0004 22.13 R E 0

12 AAAICAER 57.021465@C:5 JW2294 ECK2291 pta phosphate acetyltransferase 63 431.2158 2 860.4170 -0.0004 19.24 K G 0

13 AAAIGIAMGSGTDVALETADAALTHNHLR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 76 712.6166 4 2846.4373 0.0027 60.44 K G 0

14 AAALAAADAR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 88 450.7478 2 899.4810 -0.0013 20.77 R I 0

15 AAALAAADARIPLAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 16 474.9523 3 1421.8351 -0.0005 36.58 R M 0

16 AAAQLQQGLADTSDENLK JW2497 ECK2509 yfgM conserved protein 76 936.9684 2 1871.9222 -0.0003 36.26 K A 0

17 AAASHLVR JW1611 ECK1614 hdhA 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 47 412.7406 2 823.4666 0.0003 16.58 K N 0

18 AAATQEMTLVDTPNAK JW0190 ECK0194 proS prolyl-tRNA synthetase 71 830.9140 2 1659.8134 -0.0004 35.96 R T 0

19 AAATQHNLEVLASR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 97 740.8964 2 1479.7782 -0.0011 30.28 R G 0

20 AAATQPAEALR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 41 549.7982 2 1097.5818 -0.0010 23.70 R Y 0

21 AAATQPAEALRYE JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 37 695.8511 2 1389.6876 -0.0012 33.42 R - 0

22 AAAVEQLQVWGQR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 64 728.3882 2 1454.7618 -0.0012 42.86 R N 0

23 AACPRCGTTLTVAWDAPR 57.021465@C:3,57.021465@C:6 JW0933 ECK0941 pqiA paraquat-inducible membrane protein A 17 668.3243 3 2001.9511 -0.0003 54.87 K Q 0

24 AADAAFAEWGQTTPK JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 104 782.3756 2 1562.7366 0.0002 42.54 R V 0

25 AADAHGIPFTLSTVSVCPIEEVAPAIK 57.021465@C:17 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 46 931.8214 3 2792.4424 0.0004 60.51 K R 0

26 AADALRLPDWDAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 45 481.2523 3 1440.7351 -0.0011 45.78 R I 0

27 AADEGLEVK JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 38 466.2398 2 930.4650 -0.0008 23.28 K G 0

28 AADEIYFVPEGTPLSTQLVK JW5415 ECK2609 yfjD predicted inner membrane protein 67 1089.5725 2 2177.1304 0.0049 59.47 R F 0

29 AADGQMVPFSAFSSSR JW0451 ECK0456 acrB multidrug efflux system protein 80 829.3854 2 1656.7562 -0.0003 48.40 R W 0

30 AADIRSDEEQTSTTTDTPATPAR JW0636 ECK0634 rlpB minor lipoprotein 72 812.0489 3 2433.1249 -0.0005 25.55 R V 0

31 AADIVLQAAIAAGAPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 130 740.4302 2 1478.8458 0.0002 52.05 K D 0

32 AADLVDALGQENNPEWK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 115 935.4528 2 1868.8910 0.0007 50.74 R T 0

33 AADMTGADIEAMTR JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 52 726.8269 2 1451.6392 0.0009 40.64 K S 0

34 AAEAVIIDTIRK JW2517 ECK2530 suhB inositol monophosphatase 15 433.9260 3 1298.7562 0.0003 38.05 K S 0

35 AAEELEKEGINCNLTLLFSFAQAR 57.021465@C:12 JW2448 ECK2459 talA transaldolase A 26 908.7944 3 2723.3614 0.0025 68.34 R A 0

36 AAEFGVLVR JW0473 ECK0478 copA copper transporter 80 481.2771 2 960.5396 0.0004 39.63 R D 0

37 AAEFGVLVRDADALQR JW0473 ECK0478 copA copper transporter 18 865.9622 2 1729.9098 -0.0012 44.12 R A 0

38 AAEGIAPKPLDANQMAALVELLK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 73 788.4393 3 2362.2961 0.0031 66.10 R N 0

39 AAEGWAR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 48 380.6905 2 759.3664 0.0001 21.44 K G 0

40 AAEHVYNVLR JW0323 ECK0329 prpB 2-methylisocitrate lyase 18 391.2121 3 1170.6145 -0.0001 27.54 R Q 0

41 AAEIIHIGQAIMEQK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 75 826.4448 2 1650.8750 -0.0013 48.43 R G 0

42 AAELAGNDTIPVEITR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 29 835.4408 2 1668.8670 -0.0012 43.36 R V 0

43 AAENFDNVTR JW2049 ECK2058 asmA predicted assembly protein 67 568.7696 2 1135.5246 -0.0011 25.42 K L 0

44 AAEQLIR JW0636 ECK0634 rlpB minor lipoprotein 43 400.7348 2 799.4550 -0.0001 24.20 R K JW2200

45 AAESALNIDVPVNAQYIR JW2962 ECK2988 hybC hydrogenase 2, large subunit 23 972.5126 2 1943.0106 -0.0006 50.58 R N 0

46 AAESRPAPFLIHQESNVIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 60 745.4063 3 2233.1971 0.0002 38.67 K A 0

47 AAETIFNGGAVPGW JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 20 695.3438 2 1388.6730 0.0005 60.45 K - 0

48 AAEVFGR JW4345 ECK4374 deoA thymidine phosphorylase 22 375.2006 2 748.3866 -0.0002 23.29 K M 0

49 AAFADMWFTLK JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 62 650.8235 2 1299.6324 0.0003 63.39 K K 0

50 AAFDDAIAAR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 83 510.7592 2 1019.5038 0.0002 33.16 K E 0

51 AAFDDAIAARENEQQYIR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 54 694.3402 3 2079.9988 0.0014 41.71 K E 0

52 AAFDFAVEHQSVER JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 69 803.3860 2 1604.7574 -0.0009 39.21 K W 0

53 AAFDQWVAK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 58 518.2667 2 1034.5188 0.0003 40.27 R A 0

54 AAFQPVFLEVVDESYR JW5060 ECK0429 bolA regulator of penicillin binding proteins and beta lactamase transcription (morphogene) 76 935.4738 2 1868.9330 0.0022 65.32 R H 0

55 AAFSDFSK JW2577 ECK2593 yfiO predicted lipoprotein 58 436.7113 2 871.4080 0.0004 30.22 R L 0

56 AAFSNDMVYMEK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 67 703.3103 2 1404.6060 0.0007 40.79 K Y 0

57 AAGAELVGMEDLADQIK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 97 865.9361 2 1729.8576 0.0019 55.33 K K 0

58 AAGAELVGMEDLADQIKK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 60 929.9827 2 1857.9508 0.0003 51.06 K G 0

59 AAGAELVGMEDLADQIKKGEMNFDVVIASPDAMR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 114 1197.9207 3 3590.7403 -0.0015 72.31 K V 0

60 AAGATTANITQAIEQMR JW2573 ECK2590 clpB protein disaggregation chaperone 99 873.9437 2 1745.8728 -0.0002 49.74 K G 0

61 AAGCSTLVFTVDMPTPGAR 57.021465@C:4 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 53 975.9755 2 1949.9364 0.0026 53.73 K Y 0

62 AAGEAPAAPQVTAEDASASLAELLNAGLGGSDNE JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 42 1056.5039 3 3166.4899 -0.0002 77.61 R - 0

63 AAGEPLPAVVPAGPDNPMGLYALYIGR JW0803 ECK0809 ybiS conserved protein 45 1355.2074 2 2708.4002 0.0006 69.07 R L 0

64 AAGGLWFGWSGETGNEDQPLKK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 56 783.3816 3 2347.1230 -0.0002 53.03 K V 0

65 AAGLGIAYHAKPK JW4351 ECK4380 serB 3-phosphoserine phosphatase 29 648.8744 2 1295.7342 -0.0007 22.36 K V 0

66 AAGLHLQESIAEQGALR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 63 882.4733 2 1762.9320 -0.0005 39.52 R D 0

67 AAGLHLQESIAEQGALRDASESDVEASLDR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 37 785.3870 4 3137.5189 -0.0035 48.82 R L 0

68 AAGLSQYEHLIDDAIAWGK JW2448 ECK2459 talA transaldolase A 59 686.6820 3 2057.0242 0.0023 65.79 K K 0

69 AAGLSQYEHLIDDAIAWGKK JW2448 ECK2459 talA transaldolase A 63 729.3801 3 2185.1185 0.0019 62.20 K N 0

70 AAGMMGLTAEMLAR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 69 711.8488 2 1421.6830 0.0001 55.14 K M 0

71 AAGMVSANLR JW4180 ECK4217 ytfN conserved protein 44 495.2630 2 988.5114 -0.0009 26.60 K L 0

72 AAGNVDDQINR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 43 586.7857 2 1171.5568 -0.0013 21.07 R V 0

73 AAGSLVK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 36 323.1996 2 644.3846 -0.0010 18.38 R R 0

74 AAGVETEVFFEVEADPTLSIVR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 52 1190.1080 2 2378.2014 0.0008 74.45 K K 0

75 AAGVETEVFFEVEADPTLSIVRK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 49 836.4394 3 2506.2964 0.0010 60.77 K G 0

76 AAGYELGKDITLAMDCAASEFYKDGK 57.021465@C:16 JW2750 ECK2773 eno enolase 72 942.1113 3 2823.3121 0.0027 68.48 K Y 0

77 AAHSFNLLDAR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 22 405.5473 3 1213.6201 -0.0002 36.30 K K 0

78 AAIAAAQANPNAK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 84 605.8303 2 1209.6460 -0.0005 20.57 R I 0

79 AAIDNAIHQAQELANGFHR JW2889 ECK2918 yggE conserved protein 56 692.6846 3 2075.0320 0.0023 56.65 K K 0

80 AAIDQQLR JW1835 ECK1847 yebE conserved protein 36 457.7564 2 913.4982 0.0001 24.15 R G 0

81 AAIEAAGGKIEE JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 67 579.8036 2 1157.5926 -0.0001 27.76 R - 0

82 AAIEYAIANDRDSVTLVHK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 66 696.0358 3 2085.0856 0.0002 40.54 R G 0

83 AAILNYSR JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 44 454.2526 2 906.4906 -0.0016 29.53 K G 0

84 AAISQASDVAALDNVR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 109 800.9178 2 1599.8210 -0.0005 40.94 K V 0

85 AAISQASDVAALDNVRVEYLGK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 44 764.0728 3 2289.1966 0.0001 51.67 K K 0

86 AAISQASDVAALDNVRVEYLGKK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 26 605.3301 4 2417.2913 -0.0001 47.26 K G 0

87 AAITAAYR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 54 418.7347 2 835.4548 -0.0004 23.79 R R 0

88 AAITAEIR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 50 422.7488 2 843.4830 0.0017 26.43 K L 0

89 AAIVGLTK JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 41 386.7500 2 771.4854 0.0000 28.64 K S 0

90 AAKPAQPEVVEALQSALNALEER JW4120 ECK4155 yjeP predicted mechanosensitive channel 52 812.1029 3 2433.2869 0.0006 70.50 K K 0

91 AALAAGGEAAK JW1596 ECK1599 ydgH predicted protein 60 465.2560 2 928.4974 -0.0004 18.94 R K 0

92 AALADFIVDNR JW2019 ECK2028 wbbI conserved protein 59 602.8203 2 1203.6260 0.0013 49.47 K I 0

93 AALAHINSLPR JW5942 ECK3515 bcsC cellulose synthase subunit 19 388.2278 3 1161.6616 -0.0002 29.54 R A 0

94 AALASALGEYFER JW0888 ECK0896 ycaO conserved protein 69 699.3567 2 1396.6988 0.0002 54.36 K L 0

95 AALELAEQR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 48 500.7747 2 999.5348 -0.0001 29.20 K E 0

96 AALELEPNNSNTQAALGYALWDSGDIAQSR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 34 1059.1819 3 3174.5239 0.0023 61.77 R E 0

97 AALEMFKPGEYDLVLLDIQLPDMTGLDISR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 30 1121.9119 3 3362.7139 -0.0003 79.50 K E 0

98 AALESTLAAITESLKEGDAVQLVGFGTFK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 68 989.5298 3 2965.5676 0.0027 78.88 K V 0

99 AALGSVSYIIHGLMR JW2070 ECK2082 yegS conserved protein 32 529.9609 3 1586.8609 0.0007 59.71 K M 0

100 AALIDCLAPDR 57.021465@C:6 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 60 607.8134 2 1213.6122 -0.0002 41.92 R R 0

101 AALIDCLAPDRR 57.021465@C:6 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 46 457.5782 3 1369.7128 -0.0008 37.33 R V 0

102 AALIDCLAPDRRVEIEVK 57.021465@C:6 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 36 1034.5646 2 2067.1146 0.0000 44.89 R G 0

103 AALQISQSGQTCALLSK 57.021465@C:12 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 80 888.4706 2 1774.9266 0.0020 43.05 R V 0

104 AALQNTILK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 58 486.2976 2 970.5806 -0.0005 32.37 K G 0

105 AAMEDVLK JW2662 ECK2681 luxS S-ribosylhomocysteinase 34 438.7279 2 875.4412 -0.0010 32.67 K V 0

106 AANAGGVATSGLEMAQNAAR JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 105 930.4555 2 1858.8964 0.0010 43.30 K L 0

107 AANDDLLNSFWLLDSEKGEAR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 77 788.7211 3 2363.1415 0.0023 63.27 K C 0

108 AANIIGIQIEFAK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 92 694.4011 2 1386.7876 0.0005 54.84 K V 0

109 AANIIVK JW4113 ECK4148 frdC fumarate reductase (anaerobic), membrane anchor subunit 48 364.7365 2 727.4584 -0.0007 23.41 K D 0

110 AANIIVKDEK JW4113 ECK4148 frdC fumarate reductase (anaerobic), membrane anchor subunit 43 550.8192 2 1099.6238 0.0001 20.61 K M 0

111 AANKFPAIIYGGK JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 35 450.5906 3 1348.7500 -0.0004 38.27 R E 0

112 AANPNGFLVYFSDHGEEVYDTPPHK JW3927 ECK3946 yijP conserved inner membrane protein 19 701.8295 4 2803.2889 0.0012 52.87 K T 0

113 AANYPFIADDMDNLVLPASLKPLQHK JW1693 ECK1701 ydiA conserved protein 37 721.1287 4 2880.4857 0.0011 60.37 R L 0

114 AAPATPAAPAQPGLLSR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 27 794.9437 2 1587.8728 -0.0005 35.85 K F 0

115 AAPCIIFIDEIDAVGR 57.021465@C:4 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 63 587.3067 3 1758.8983 0.0008 66.07 K Q 0

116 AAPEGGHKPNALFAR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 52 768.4080 2 1534.8014 0.0011 22.90 K F 0

117 AAPEITR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 40 379.2138 2 756.4130 0.0001 19.96 K E 0

118 AAPENAVANAYDMVINGYEVGGGSVR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 23 875.4185 3 2623.2337 0.0001 63.65 K I 0

119 AAPSYEELSNSQELLETGIK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 22 1090.0413 2 2178.0680 -0.0012 52.45 R V 0

120 AAPTPAKPMGPNDYMVIGLAR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 56 724.0428 3 2169.1066 -0.0008 46.91 K I 0

121 AAQEDILK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 61 444.2454 2 886.4762 0.0003 25.40 K A 0

122 AAQEIVNSGK JW5280 ECK1721 pfkB 6-phosphofructokinase II 20 508.7716 2 1015.5286 -0.0011 19.77 K A 0

123 AAQGEAVPDAATAASH JW0263 ECK0271 yagG CP4-6 prophage; predicted sugar transporter 26 733.8475 2 1465.6804 0.0008 24.88 R - 0

124 AAQGIGAGLLTAR JW1315 ECK1318 ycjF conserved inner membrane protein 79 599.8495 2 1197.6844 0.0015 39.92 R L 0

125 AAQSLVNQR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 26 493.7725 2 985.5304 -0.0001 20.74 R Q 0

126 AAQTQSSGLTAR JW1069 ECK1067 flgK flagellar hook-filament junction protein 1 79 595.8100 2 1189.6054 0.0004 19.12 R Y 0

127 AAQYVASHPGEVCPAK 57.021465@C:13 JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 74 842.9085 2 1683.8024 -0.0015 22.77 K W 0

128 AASAAGLSIHVPFAPGR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 64 811.4437 2 1620.8728 -0.0008 46.87 K V 0

129 AASAAGLSIHVPFAPGRVDAR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 40 688.3760 3 2062.1062 -0.0009 45.06 K Q 0
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130 AASEAVKDAALSCDQFFVNHR 57.021465@C:13 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 80 779.3748 3 2335.1026 0.0010 42.71 R W 0

131 AASHLNDELK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 44 549.2822 2 1096.5498 -0.0014 20.48 R G 0

132 AASHLNDELKGAWAAR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 51 570.6281 3 1708.8625 -0.0020 35.73 R T 0

133 AASIEALK JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 68 401.7371 2 801.4596 0.0000 26.55 R I 0

134 AASIPDATER JW0088 ECK0091 murG N-acetylglucosaminyl transferase 56 515.7620 2 1029.5094 0.0003 23.83 R V 0

135 AASLLEDILETR JW1923 ECK1937 fliG flagellar motor switching and energizing component 89 665.8645 2 1329.7144 0.0004 65.81 R D 0

136 AASSQMLDR JW1218 ECK1221 narI nitrate reductase 1, gamma (cytochrome b(NR)) subunit 20 489.7375 2 977.4604 0.0005 21.48 R K 0

137 AASSQMLDRK JW1218 ECK1221 narI nitrate reductase 1, gamma (cytochrome b(NR)) subunit 51 553.7844 2 1105.5542 -0.0008 19.07 R G 0

138 AASTENEKDLYQR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 78 762.8679 2 1523.7212 -0.0003 21.25 R Q 0

139 AASVALFSGHASQGASTITQQLAR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 17 791.4142 3 2371.2208 -0.0037 45.97 R N 0

140 AATAEVAIVAIQK JW4026 ECK4058 yjcE predicted cation/proton antiporter 34 642.8794 2 1283.7442 -0.0007 39.41 R M 0

141 AATAGNGNEAAIEAQAAGVEQR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 96 1050.0091 2 2098.0036 -0.0002 35.90 R L 0

142 AATALQLEQVLR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 37 656.8826 2 1311.7506 -0.0003 48.64 K E 0

143 AATDNGGSLIK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 29 523.7773 2 1045.5400 -0.0004 24.09 K E 0

144 AATEAAEKAK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 13 330.5134 3 988.5184 -0.0005 16.85 K A 0

145 AATFAASLGLK JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 57 525.3027 2 1048.5908 -0.0009 43.50 K V 0

146 AATHDVLAGLTAR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 70 648.3556 2 1294.6966 -0.0026 36.25 R E 0

147 AATILAEQLEAFVDLR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 97 880.4839 2 1758.9532 0.0017 71.73 R D 0

148 AATVWMAAFRESHSQPERNNFLAR 15.994915@M:6 JW5385 ECK2351 yfdN CPS-53 (KpLE1) prophage; predicted protein 14 935.7905 3 2804.3497 -0.0069 57.84 R R 0

149 AATYEQIK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 46 462.2451 2 922.4756 -0.0003 22.31 K A 0

150 AAVAFLGTAIDAGHTNVLALQSSAAGSATNVGVQILDR JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 21 1227.3204 3 3678.9394 0.0064 66.61 K T 0

151 AAVAGIAMGLVK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 83 550.8284 2 1099.6422 0.0000 46.63 K E 0

152 AAVDKALSNNMTRDTLNR 15.994915@M:11 JW1853 ECK1865 yebC conserved protein 22 669.3426 3 2005.0060 0.0049 79.88 R A 0

153 AAVEEGVVAGGGVALIR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 95 784.4433 2 1566.8720 -0.0010 43.78 R V 0

154 AAVEGIPALKK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 23 548.8391 2 1095.6636 -0.0015 29.51 K Q 0

155 AAVEQATINLQYANVTSPITGVSGK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 127 1266.6682 2 2531.3218 -0.0012 53.09 K S 0

156 AAVFHEGMSIIER JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 33 730.3714 2 1458.7282 -0.0006 40.96 R D 0

157 AAVFHEGMSIIERDR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 37 577.6253 3 1729.8541 -0.0029 39.42 R A 0

158 AAVLCFAAESVATDCQR 57.021465@C:5,57.021465@C:15 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 94 934.9353 2 1867.8560 0.0003 46.75 R E 0

159 AAVLMESQMQQLIGILVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 57 1000.5558 2 1999.0970 0.0012 78.33 R E 0

160 AAVLPANLIQAQR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 48 682.9041 2 1363.7936 0.0002 44.64 R D 0

161 AAVLVEVNR JW3511 ECK3529 dppC dipeptide transporter -!- membrane component of ABC superfamily 32 485.7879 2 969.5612 0.0006 29.99 R D 0

162 AAVLVEVNRDYVTASR JW3511 ECK3529 dppC dipeptide transporter -!- membrane component of ABC superfamily 38 881.9757 2 1761.9368 -0.0005 38.39 R V 0

163 AAVLVKK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 53 364.7552 2 727.4958 0.0001 16.03 K V 0

164 AAVTMPSSK JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 31 446.2345 2 890.4544 0.0013 22.19 K L 0

165 AAVVVPDNVLFEGGK JW4312 ECK4339 hsdM DNA methylase M 33 757.9142 2 1513.8138 -0.0002 50.94 R G 0

166 AAVVVTDPR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 49 464.2660 2 926.5174 -0.0011 24.43 R T 0

167 AAYAVVDDGKR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 67 582.8037 2 1163.5928 -0.0006 21.34 K T 0

168 AAYEVSNLELAIINLTMTNIR 15.994915@M:17 JW0478 ECK0483 ybbK predicted protease, membrane anchored 27 789.0867 3 2364.2383 0.0024 75.62 R T 0

169 AAYSSGKPAIGVGAGNTPVVIDETADIK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 106 901.1393 3 2700.3961 -0.0010 44.49 K R 0

170 AAYSSGKPAIGVGAGNTPVVIDETADIKR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 96 953.1728 3 2856.4966 -0.0014 41.01 K A 0

171 ACAEAGVFLISPFVGR 57.021465@C:2 JW2448 ECK2459 talA transaldolase A 17 847.4410 2 1692.8674 0.0017 62.52 R I JW0007

172 ACAEDDPQLSGR 57.021465@C:2 JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 56 659.7880 2 1317.5614 -0.0005 21.99 K H 0

173 ACATSFQAVANVAESLMAGTIR 57.021465@C:2 JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 76 1134.5608 2 2267.1070 0.0033 76.28 R A 0

174 ACELIHQLPHQQQTPVIAVTAHAMAGQK 57.021465@C:2 JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 45 770.1496 4 3076.5693 -0.0008 42.28 R E 0

175 ACFKPVEELL 57.021465@C:2 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 36 603.3157 2 1204.6168 0.0007 49.58 R - 0

176 ACGKPVNYHFAPR 57.021465@C:2 JW0742 ECK0748 galE UDP-galactose-4-epimerase 36 506.2545 3 1515.7417 0.0011 23.22 K R 0

177 ACHGLFPK 57.021465@C:2 JW0861 ECK0868 ybjX conserved protein 26 465.2359 2 928.4572 -0.0016 25.96 K R 0

178 ACIGIITNPVNTTVAIAAEVLK 57.021465@C:2 JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 84 756.7601 3 2267.2585 0.0027 77.93 K K 0

179 ACIGIITNPVNTTVAIAAEVLKK 57.021465@C:2 JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 52 799.4580 3 2395.3522 0.0014 72.18 K A 0

180 ACQNYGPLYK 57.021465@C:2 JW2773 ECK2797 fucI L-fucose isomerase 38 607.2870 2 1212.5594 -0.0003 29.63 R R 0

181 ACQVACSEWNDIR 57.021465@C:2,57.021465@C:6 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 94 804.8487 2 1607.6828 0.0007 36.93 K D JW1471

182 ACVDIGYR 57.021465@C:2 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 25 477.2292 2 952.4438 0.0003 29.29 K G 0

183 ADAALLDEMINNIQFIPGDFTR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 81 1232.6127 2 2463.2108 0.0005 79.35 K A 0

184 ADAASGLPLLQLGVALK JW2504 ECK2516 yfhM conserved protein 18 818.9857 2 1635.9568 0.0010 66.72 R T 0

185 ADAATAISELNALGVK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 87 772.4200 2 1542.8254 0.0002 56.61 R G 0

186 ADAFAVIVK JW3890 ECK3911 tpiA triosephosphate isomerase 57 467.2739 2 932.5332 0.0001 40.43 K A 0

187 ADAVVVLENDLHR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 62 725.8864 2 1449.7582 0.0007 45.32 R H 0

188 ADCLGIIGVAR 57.021465@C:3 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 50 572.8111 2 1143.6076 0.0006 42.67 R D 0

189 ADDALWR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 59 423.7087 2 845.4028 -0.0003 32.36 R R 0

190 ADDFIEALFAR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 14 634.3206 2 1266.6266 0.0022 68.07 K E 0

191 ADDKLIAAAEACIAELNLNAVR 57.021465@C:12 JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 95 1171.1128 2 2340.2110 0.0003 69.35 K G 0

192 ADDPFIK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 35 403.2081 2 804.4016 -0.0001 30.65 R S 0

193 ADEGYDVVGTVR JW2248 ECK2247 yfbF undecaprenyl phosphate-L-Ara4FN transferase 30 640.8100 2 1279.6054 0.0010 34.93 K Q 0

194 ADEQILDIGDASAQELAEILK JW2893 ECK2922 pgk phosphoglycerate kinase 98 1121.5768 2 2241.1390 0.0015 74.77 K N 0

195 ADEYVRENPWTGVGIGAAIGVVLGVLLSRR JW3069 ECK3089 yqjD conserved protein 29 1056.5811 3 3166.7215 -0.0035 80.44 R - 0

196 ADFLSDPNK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 38 503.7459 2 1005.4772 0.0006 30.34 K I 0

197 ADFLSDPNKITPVFVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 43 606.9963 3 1817.9671 -0.0005 51.38 K F 0

198 ADFTDAVIDNAFEGGYMAGR JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 107 1060.4726 2 2118.9306 -0.0010 63.51 K Y 0

199 ADGAMDAGNMLKPALAR JW2573 ECK2590 clpB protein disaggregation chaperone 68 851.4235 2 1700.8324 -0.0013 40.78 K G 0

200 ADGAYLYDVDGK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 27 643.7990 2 1285.5834 0.0008 36.42 K A 0

201 ADGINPEELLGNSSAAAPR JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 56 941.4670 2 1880.9194 -0.0033 50.30 K A 0

202 ADGLSIILVSSEMPEVLGMSDR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 63 1160.0831 2 2318.1516 0.0018 74.17 K I 0

203 ADGSQEVVPCR 57.021465@C:10 JW1268 ECK1271 acnA aconitate hydratase 1 71 609.2823 2 1216.5500 -0.0006 22.56 R C 0

204 ADGVIFQTAV JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 56 510.7721 2 1019.5296 0.0009 49.08 K - 0

205 ADHDTFWFDTTR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 63 756.3325 2 1510.6504 0.0027 45.87 R L 0

206 ADHPLTTPPPK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 40 391.8802 3 1172.6188 -0.0002 19.15 K E 0

207 ADHPLTTPPPKER JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 31 365.4479 4 1457.7625 -0.0004 18.25 K T 0

208 ADIDYNTSEAHTTYGVIGVK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 56 718.6830 3 2153.0272 -0.0005 39.34 R V 0

209 ADILSPVKETGTLLGVVSSQAAELCGLK 57.021465@C:25 JW1504 ECK1504 ydeV predicted sugar kinase 70 952.8514 3 2855.5324 0.0009 72.74 R A 0

210 ADISSDQIAAIGITNQR JW3897 ECK3918 glpK glycerol kinase 69 886.9606 2 1771.9066 0.0002 44.84 K E 0

211 ADKDVEELLETR JW1377 ECK1379 ynbE predicted lipoprotein 65 709.3618 2 1416.7090 -0.0006 40.67 K S 0

212 ADKNNVLVK JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 34 500.7939 2 999.5732 0.0019 17.97 R L 0

213 ADKPLVGTGMER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 44 637.3321 2 1272.6496 0.0001 24.28 R A 0

214 ADLDDIK JW1510 ECK1510 lsrF predicted aldolase 34 395.2028 2 788.3910 -0.0006 26.12 M D 0

215 ADLDDIKDGKDFR JW1510 ECK1510 lsrF predicted aldolase 32 503.2508 3 1506.7306 -0.0007 33.00 M T 0

216 ADLEIFVDPLGKPLPFSEVTGSK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 74 820.4412 3 2458.3018 0.0023 66.36 K G 0

217 ADLIVDTSEMSVHELAEMLR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 33 753.7049 3 2258.0929 0.0008 72.64 R T 0

218 ADLLTLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 48 401.2451 2 800.4756 0.0000 38.73 K A 0

219 ADLMKQR 15.994915@M:4 JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 16 439.2320 2 876.4494 0.0007 31.59 K G 0

220 ADLNVPVKDGK JW2893 ECK2922 pgk phosphoglycerate kinase 54 578.3216 2 1154.6286 -0.0009 24.08 R V 0

221 ADLPLLSHNLPADFAALR JW0003 ECK0004 thrC threonine synthase 36 645.3553 3 1933.0441 0.0020 60.66 R K 0

222 ADLPRPYR JW5482 ECK2960 speC ornithine decarboxylase, constitutive 14 494.2735 2 986.5324 0.0028 28.78 K L 0

223 ADLQAQLDSLNK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 82 658.3460 2 1314.6774 -0.0005 41.44 K Q 0

224 ADLVFGSNSVLR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 60 639.3470 2 1276.6794 0.0019 46.17 R A 0

225 ADMLQQECEALLVDFPEQEKELR 57.021465@C:8 JW4349 ECK4378 lplA lipoate-protein ligase A 77 931.1143 3 2790.3211 0.0006 62.11 R E 0

226 ADNDLVDMIK JW4285 ECK4313 uxuA mannonate hydrolase 42 567.2793 2 1132.5440 0.0006 46.36 R Q 0

227 ADNDMAPLQQK JW3432 ECK3451 yhhM conserved protein 41 615.7932 2 1229.5718 0.0009 26.11 K L 0

228 ADNPFDLLLPAAMAK JW0887 ECK0895 focA formate transporter 58 793.9152 2 1585.8158 -0.0015 69.78 K V 0

229 ADNSMFIGNDPVTDETMITALNALTEGK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 55 990.1359 3 2967.3859 0.0018 76.72 K K 0

230 ADNSMFIGNDPVTDETMITALNALTEGKK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 57 1032.8339 3 3095.4799 0.0008 70.57 K D 0

231 ADNVVLENGGR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 22 572.2916 2 1142.5686 0.0007 24.45 K L 0

232 ADPLAFWLSDQLAR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 71 801.9167 2 1601.8188 -0.0013 68.37 K K 0

233 ADPLNEEEMSR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 69 645.7851 2 1289.5556 0.0000 29.50 K L 0

234 ADQEFDGLYNELLLEMAR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 75 1064.0071 2 2125.9996 0.0007 72.55 K N 0

235 ADQINEAYER JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 61 604.7813 2 1207.5480 0.0012 25.15 R M 0

236 ADQIQWSAGIEPGDPR JW3975 ECK4007 aceA isocitrate lyase 60 870.4215 2 1738.8284 0.0010 43.86 R Y 0

237 ADSVASALITQGVDASR JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 91 830.9283 2 1659.8420 -0.0008 48.69 R I 0

238 ADTALWALYDSQGNPMPLMAR JW0902 ECK0910 ycbJ conserved protein 78 1161.0559 2 2320.0972 -0.0008 64.69 K S 0

239 ADTGFGVMTEEELK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 68 763.8559 2 1525.6972 0.0002 46.22 R L 0

240 ADTHHAQGPGK JW3070 ECK3090 yqjE conserved inner membrane protein 20 559.7704 2 1117.5262 -0.0003 13.19 M S 0

241 ADVAPSNLAIVGR JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 92 641.8592 2 1281.7038 -0.0002 38.20 K Y 0

242 ADVAWDTTK JW4180 ECK4217 ytfN conserved protein 29 503.7459 2 1005.4772 0.0005 28.50 K E 0

243 ADVPTVSLVGYTNAGK JW4131 ECK4169 hflX predicted GTPase 43 796.4204 2 1590.8262 0.0009 45.97 K S 0

244 ADVQGSVEAISDSLLK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 70 816.4280 2 1630.8414 0.0000 58.82 K L 0

245 ADVSISVTELGSLLDHTGPHLEAEEYIAR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 104 1041.5263 3 3121.5571 0.0003 65.00 K T 0

246 ADVVLPNQFQALR JW5943 ECK3514 yhjK predicted diguanylate cyclase 36 735.9063 2 1469.7980 -0.0010 47.96 R K 0

247 ADWDKAAYTK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 49 584.7850 2 1167.5554 -0.0006 25.92 R V 0

248 ADYADSLTENGTHGSDSVESAAR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 59 785.0108 3 2352.0106 0.0005 33.89 R E 0

249 ADYVSITDDEALEAFK JW1253 ECK1255 trpB tryptophan synthase, beta subunit 17 893.9220 2 1785.8294 -0.0014 56.57 R T 0

250 AEAAEINLR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 52 493.7670 2 985.5194 0.0002 28.40 R S 0

251 AEAAPAATGGGIPGMLPWPK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 33 631.3299 3 1890.9679 0.0016 55.93 R V 0

252 AEAAPAATGGGIPGMLPWPKVDFSK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 78 823.4264 3 2467.2574 0.0003 60.37 R F 0

253 AEAFEESVR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 40 519.2481 2 1036.4816 -0.0008 26.35 K M 0

254 AEAFLNTELTWDGIQQPLLGHK JW2101 ECK2107 metG methionyl-tRNA synthetase 53 827.7639 3 2480.2699 0.0000 60.80 R V 0

255 AEAGDVANAILDGTDAVMLSGESAK JW1666 ECK1672 pykF pyruvate kinase I 39 1203.0780 2 2404.1414 -0.0014 67.03 R G 0

256 AEAIHYIGDLVQR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 64 742.8962 2 1483.7778 -0.0005 42.45 K T 0

257 AEAMGVALSDINQTISTAFGSSYVNDFLNQGR 15.994915@M:4 JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 32 1131.5409 3 3391.6009 0.0019 76.44 K V 0

258 AEANPALHPGQSAAIYLK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 30 617.6634 3 1849.9684 -0.0003 36.70 R G 0

259 AEAPAAAPAAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 35 484.2639 2 966.5132 -0.0001 17.84 K A 0

260 AEAPAAAPAAKAEGK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 48 451.5768 3 1351.7086 -0.0008 18.22 K S 0
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261 AEAQVIIEQANK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 101 657.3563 2 1312.6980 -0.0006 32.23 K R 0

262 AEAQVIIEQANKR JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 75 735.4067 2 1468.7988 -0.0008 29.77 K R 0

263 AEAVCSQDAMDDIILASDVVMVAR 57.021465@C:5 JW1843 ECK1855 pykA pyruvate kinase II 106 1290.1113 2 2578.2080 0.0003 72.48 R G 0

264 AEAVTCAVMQAK 57.021465@C:6 JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 96 639.8120 2 1277.6094 -0.0014 30.06 R E 0

265 AECELLNNEVR 57.021465@C:3 JW3809 ECK3826 rmuC predicted recombination limiting protein 74 673.8217 2 1345.6288 -0.0007 33.97 R S 0

266 AEDLSAHLMR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 64 571.7844 2 1141.5542 -0.0007 30.49 R S 0

267 AEDSPLGGLR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 20 507.7647 2 1013.5148 0.0006 32.84 K L 0

268 AEEAAEMAISSPLLEDIDLSGAR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 41 1194.5846 2 2387.1546 0.0020 64.54 R G 0

269 AEFETTFADLGLK JW5531 ECK3150 deaD ATP-dependent RNA helicase 91 721.3644 2 1440.7142 0.0005 56.12 M A 0

270 AEFGEVDILVNNAGITR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 108 909.4735 2 1816.9324 0.0005 56.29 R D 0

271 AEFYSEVLTIVVDGK JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 73 835.4377 2 1668.8608 -0.0003 67.88 K E 0

272 AEGEILLDGDNILTNSQDIALLR JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 124 1242.1539 2 2482.2932 0.0017 67.37 R A 0

273 AEGKSEFAENDAYVHATPLIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 106 1159.5746 2 2317.1346 0.0009 38.83 K R 0

274 AEGKSEFAENDAYVHATPLIRR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 56 619.3143 4 2473.2281 -0.0067 35.44 K L 0

275 AEGLFKEER JW3592 ECK3607 kbl glycine C-acetyltransferase 51 539.7797 2 1077.5448 -0.0006 25.06 R I 0

276 AEGPAKGQPMLNTAIDAAEMILTLAPETNGQVAVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 28 1183.9481 3 3548.8225 0.0006 79.63 K A 0

277 AEGSQHISYQFSGEWR JW2425 ECK2427 yfeY predicted protein 67 941.4291 2 1880.8436 -0.0006 39.02 K G 0

278 AEGYALAGR JW2479 ECK2490 yfgC predicted peptidase 55 454.2353 2 906.4560 0.0001 25.19 R L 0

279 AEGYALAGRLDQAISLLSSASSQVK JW2479 ECK2490 yfgC predicted peptidase 48 845.7853 3 2534.3341 0.0001 68.47 R L 0

280 AEHQYLNQLSAQGIR JW2183 ECK2187 ccmG periplasmic thioredoxin of cytochrome c-type biogenesis 81 864.4426 2 1726.8706 -0.0044 35.29 R V 0

281 AEIEGEIGDSHMGLAAR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 91 878.4193 2 1754.8240 -0.0016 36.85 K M 0

282 AEIFSDPAMSQQAALSYLLR JW4180 ECK4217 ytfN conserved protein 101 1106.0588 2 2210.1030 -0.0010 65.25 K G 0

283 AEITASLVK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 58 466.2767 2 930.5388 0.0002 32.45 M E 0

284 AEITLDYQLK JW1477 ECK1476 osmC osmotically inducible, stress-inducible membrane protein 61 597.3244 2 1192.6342 0.0004 44.23 K S 0

285 AEIVASFER JW4185 ECK4222 ppa inorganic pyrophosphatase 43 511.2696 2 1020.5246 0.0006 34.79 K A 0

286 AEKALDDVK JW2261 ECK2260 elaB conserved protein 58 494.7684 2 987.5222 -0.0015 19.00 R K 0

287 AEKALDDVKK JW2261 ECK2260 elaB conserved protein 58 558.8162 2 1115.6178 -0.0007 16.89 R R 0

288 AEKINALETVTIASK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 14 529.9693 3 1586.8861 -0.0017 38.04 R A 0

289 AEKLPQVASPLTFATEEEIR JW0190 ECK0194 proS prolyl-tRNA synthetase 86 743.7306 3 2228.1700 0.0011 52.46 K A 0

290 AELAKMEPFFPSGLK JW0451 ECK0456 acrB multidrug efflux system protein 35 555.6292 3 1663.8658 0.0016 50.36 R I 0

291 AELDEYREELVSHFAR JW5539 ECK3222 yhcB conserved protein 63 655.3216 3 1962.9430 -0.0004 51.74 K S 0

292 AELDGKPVIVCSTGIGGPSTSIAVEELAQLGIR 57.021465@C:11 JW3808 ECK3825 udp uridine phosphorylase 89 1113.2609 3 3336.7609 0.0009 67.12 R T 0

293 AELEGIIK JW3775 ECK3797 hemX uroporphyrinogen III methylase 24 436.7582 2 871.5018 0.0005 35.90 K Q 0

294 AELGKIK JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 28 379.7421 2 757.4696 -0.0002 26.91 R Q 0

295 AELGTQLNELESLDSLGSDR JW1070 ECK1068 flgL flagellar hook-filament junction protein 125 1074.0273 2 2146.0400 0.0012 58.98 R A 0

296 AELGWTIR JW4180 ECK4217 ytfN conserved protein 38 473.2612 2 944.5078 -0.0002 41.95 R L 0

297 AELKSLSDTLEEVLSSSGEK JW3069 ECK3089 yqjD conserved protein 45 708.0307 3 2121.0703 0.0015 60.24 R S 0

298 AELLQYQLK JW5416 ECK2612 recN recombination and repair protein 16 553.3167 2 1104.6188 0.0009 39.90 R E 0

299 AELMAVLAHAGMTR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 34 490.9233 3 1469.7481 -0.0001 49.46 K S 0

300 AELSHLLGEK JW0902 ECK0910 ycbJ conserved protein 24 366.2048 3 1095.5926 0.0003 34.09 R L 0

301 AELYHLR JW4026 ECK4058 yjcE predicted cation/proton antiporter 26 451.2477 2 900.4808 -0.0008 26.91 R A 0

302 AEMELFAAQAK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 76 604.8026 2 1207.5906 -0.0001 40.15 K E 0

303 AENISVAQYCQMANYLAENAPLQES 57.021465@C:10 JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 34 1407.6397 2 2813.2648 0.0012 65.64 R - 0

304 AENITAQPFDAVIFHGDSDQLR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 83 1222.5962 2 2443.1778 0.0010 54.08 K A 0

305 AENMLWHK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 35 514.7526 2 1027.4906 -0.0002 29.01 R L 0

306 AENMLWHKLPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 44 683.8683 2 1365.7220 -0.0007 33.58 R S 0

307 AENPDLISGENSAAALLEK JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 102 971.4918 2 1940.9690 0.0000 51.54 R I 0

308 AENQYYGTGR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 47 579.7622 2 1157.5098 -0.0002 20.88 M R 0

309 AENQYYGTGRR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 14 438.8765 3 1313.6077 -0.0035 19.08 M K 0

310 AEPAKPKAPR JW0192 ECK0196 rcsF predicted outer membrane protein, signal 25 532.8149 2 1063.6152 0.0015 13.99 K A 0

311 AEPVVPELR JW0171 ECK0175 yaeL zinc metallopeptidase 31 505.2875 2 1008.5604 0.0001 36.08 R H 0

312 AEQAALQADKR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 73 600.8197 2 1199.6248 -0.0010 17.58 R I 0

313 AEQAGDNLSCIMVTYPSTHGVYEETIR 57.021465@C:10 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 47 1014.4707 3 3040.3903 -0.0004 51.34 K E 0

314 AEQISMIFQDPMTSLNPYMR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 74 1186.5578 2 2371.1010 0.0000 67.99 R V 0

315 AEQLEENVQALNNLTFSTK JW2970 ECK2995 yghZ aldo-keto reductase 91 1075.0421 2 2148.0696 -0.0001 54.92 R E 0

316 AEQWATGLK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 53 502.2639 2 1002.5132 -0.0002 32.08 K Y 0

317 AEQWATGLKYDANNIYLAANYGETR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 17 944.7913 3 2831.3521 0.0006 53.90 K N 0

318 AERLEDGSYR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 17 598.2885 2 1194.5624 -0.0004 20.05 R L 0

319 AESIGDAMK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 54 461.2215 2 920.4284 0.0012 25.39 K K 0

320 AESIGDAMKK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 49 525.2681 2 1048.5216 -0.0006 21.35 K V 0

321 AESMNLLVAEHNR JW3597 ECK3612 rfaL O-antigen ligase 63 495.2485 3 1482.7237 -0.0012 34.04 R L 0

322 AETAAKR JW1366 ECK1367 stfR Rac prophage; predicted tail fiber protein 17 373.7107 2 745.4068 -0.0013 27.39 R A 0

323 AETASPEVMADCPR 57.021465@C:12 JW0120 ECK0123 gcd glucose dehydrogenase 34 767.3378 2 1532.6610 0.0011 29.41 K R 0

324 AETASPEVMADCPRR 57.021465@C:12 JW0120 ECK0123 gcd glucose dehydrogenase 22 563.9274 3 1688.7604 -0.0006 24.98 K I 0

325 AETLYYIVK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 14 550.3064 2 1098.5982 0.0022 40.72 K G 0

326 AETNIQYEGR JW1178 ECK1177 dadA D-amino acid dehydrogenase 48 590.7830 2 1179.5514 -0.0006 22.63 R Q 0

327 AETYFVALDDTGHVINSGYQTCAEYDTDPQAAK 57.021465@C:22 JW1728 ECK1737 osmE DNA-binding transcriptional regulator 48 1217.5459 3 3649.6159 0.0005 53.40 K - 0

328 AETYTGGLK JW2203 ECK2207 ompC outer membrane porin protein C 38 470.2426 2 938.4706 -0.0002 22.68 R Y 0

329 AETYTGGLKYDANNIYLAAQYTQTYNATR JW2203 ECK2207 ompC outer membrane porin protein C 95 1092.1934 3 3273.5584 0.0007 52.99 R V 0

330 AEVLINAIDDPQTNLQLTEMVK JW0046 ECK0048 kefC potassium:proton antiporter 24 1228.1416 2 2454.2686 0.0010 60.97 K E 0

331 AEVTGSGKKPWR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 78 658.3598 2 1314.7050 0.0006 19.94 R Q 0

332 AEWHQLVADLQR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 44 733.3809 2 1464.7472 -0.0001 45.90 R E 0

333 AEYLESPTIDER JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 60 711.8409 2 1421.6672 -0.0002 36.74 K E 0

334 AEYLESPTIDEREQEVLVR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 33 759.3851 3 2275.1335 0.0003 44.14 K T 0

335 AEYSPAFFGEELFAELR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 91 988.4760 2 1974.9374 0.0012 74.86 R K 0

336 AEYTPHVDTGDYIIVLNADK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 42 745.3707 3 2233.0903 -0.0001 50.90 K V 0

337 AEYTPHVDTGDYIIVLNADKVAVTGNK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 52 726.6250 4 2902.4709 -0.0005 52.32 K R 0

338 AEYVFNNLYIPDAQEYR JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 29 1053.0026 2 2103.9906 0.0005 57.53 R H 0

339 AFAAMHK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 33 388.1999 2 774.3852 0.0005 20.02 R E 0

340 AFADIVK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 21 382.2210 2 762.4274 -0.0002 34.08 R I 0

341 AFAEENWWYLPVDAQLSGDEPAK JW0898 ECK0906 lpxK lipid A 4'kinase 29 1318.6195 2 2635.2244 0.0014 67.94 R L 0

342 AFAENWLGK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 22 518.2662 2 1034.5178 -0.0006 43.42 R R 0

343 AFAENWLGKR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 84 596.3167 2 1190.6188 -0.0007 38.22 R L 0

344 AFASDNATVVIGTSLDPDMNDELR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 40 1276.1061 2 2550.1976 0.0069 57.04 R V 0

345 AFCDQNGIR 57.021465@C:3 JW2635 ECK2654 ygaF predicted enzyme 69 540.7479 2 1079.4812 -0.0005 24.25 K Y 0

346 AFDDVMAGK JW2861 ECK2888 dsbC protein disulfide isomerase II 38 477.2236 2 952.4326 0.0003 33.02 K S 0

347 AFDFACLPNEGVGLAR 57.021465@C:6 JW1692 ECK1700 pps phosphoenolpyruvate synthase 97 868.9246 2 1735.8346 -0.0006 56.34 R L 0

348 AFDLGITHFDLANNYGPPPGSAEENFGR JW2970 ECK2995 yghZ aldo-keto reductase 61 1002.8056 3 3005.3950 0.0004 60.20 K L 0

349 AFDQIDNAPEEK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 54 688.8207 2 1375.6268 0.0013 29.61 R A JW3943

350 AFDQIDNAPEEKAR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 61 535.2616 3 1602.7630 -0.0008 27.43 R G JW3943

351 AFDTLPEMIMTPHQAWQR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 41 724.6849 3 2171.0329 0.0036 57.96 R Q 0

352 AFDTRPEVK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 46 531.7825 2 1061.5504 -0.0002 22.45 R E 0

353 AFEAEPQLPEIYEADEEVKALIDMAR JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 22 993.1560 3 2976.4462 0.0036 78.14 K K 0

354 AFEQCAGFLR 57.021465@C:5 JW3370 ECK3394 yhgF predicted transcriptional accessory protein 26 599.7865 2 1197.5584 -0.0017 39.83 K I 0

355 AFERFTQHGPLAMLPMSDGR 15.994915@M:16 JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 14 570.0279 4 2276.0825 -0.0004 34.53 R C 0

356 AFFDSNNDDMLVK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 83 758.3424 2 1514.6702 -0.0009 49.33 K L 0

357 AFFTELLAAGVK JW1241 ECK1243 cls cardiolipin synthase 1 99 633.8583 2 1265.7020 0.0000 62.09 R I 0

358 AFGELAMTPQSQALR JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 43 810.4140 2 1618.8134 -0.0004 44.91 R S 0

359 AFGESLVAYRPPIDTR JW1463 ECK1462 narZ nitrate reductase 2 (NRZ), alpha subunit 41 597.9840 3 1790.9302 -0.0014 46.45 R S 0

360 AFGGGADFVMLGGMLAGHEESGGR JW0101 ECK0104 guaC GMP reductase 18 775.0247 3 2322.0523 0.0001 60.71 K I 0

361 AFGLEDR JW0438 ECK0442 mdlA fused predicted multidrug transporter subunits -!- ATP-binding components of ABC superfamily 25 404.2034 2 806.3922 0.0000 31.13 K Q 0

362 AFIATEDSR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 43 505.2502 2 1008.4858 -0.0018 25.74 K F 0

363 AFIDFLQNTVMR JW5655 ECK3541 yiaF conserved protein 91 727.8772 2 1453.7398 0.0010 65.57 K S 0

364 AFIEENALK JW5625 ECK3691 gyrB DNA gyrase, subunit B 52 517.7795 2 1033.5444 0.0001 35.00 R A 0

365 AFIGLELVPGTR JW4312 ECK4339 hsdM DNA methylase M 35 636.8697 2 1271.7248 0.0010 55.81 R R 0

366 AFITPLSLQAVSGYPVSDSLLDPAAEAAMGHIELGK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 81 1223.6354 3 3667.8844 0.0035 73.33 K W 0

367 AFKPASTNK JW3116 ECK3135 yraM conserved protein 28 482.2663 2 962.5180 -0.0005 15.63 K I 0

368 AFLDEVDQLSQQNISMDLPETLQSQAMLEK JW3775 ECK3797 hemX uroporphyrinogen III methylase 25 1141.2233 3 3420.6481 0.0051 72.50 K L 0

369 AFLGRPVTGQTLDVR JW5487 ECK2973 glcE glycolate oxidase FAD binding subunit 37 543.9737 3 1628.8993 -0.0006 38.46 K C 0

370 AFLIDDAK JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 20 446.7424 2 891.4702 0.0001 36.24 R D 0

371 AFLIDDAKDIQEEWVK JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 71 960.4912 2 1918.9678 0.0003 59.37 R E 0

372 AFLNDKLDLAQAEAIADLIDASSEQAAR JW3684 ECK3699 trmE GTPase 91 987.1728 3 2958.4966 0.0030 72.17 R S 0

373 AFLNELAR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 38 467.2618 2 932.5090 0.0012 39.91 K L 0

374 AFLPGSLVDVRPVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 15 763.4443 2 1524.8740 -0.0037 48.79 R D 0

375 AFLQTGAPR JW5878 ECK2532 csiE stationary phase inducible protein 54 480.7665 2 959.5184 -0.0005 29.42 K G 0

376 AFLVNIEKA JW1470 ECK1468 fdnG formate dehydrogenase-N, alpha subunit, nitrate-inducible 49 502.7922 2 1003.5698 -0.0004 43.92 K - 0

377 AFNEALPLTGVVLTK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 69 786.9536 2 1571.8926 0.0004 55.10 K V 0

378 AFNEALPLTGVVLTKVDGDAR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 31 729.3992 3 2185.1758 0.0016 57.27 K G 0

379 AFNEMQPIVDR JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 54 660.3245 2 1318.6344 0.0004 38.54 K Q 0

380 AFNFGIGK JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 48 427.2319 2 852.4492 -0.0001 41.07 R N 0

381 AFNHMAAGVK JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 54 523.2659 2 1044.5172 -0.0002 22.83 R Q 0

382 AFNLDVQR JW3203 ECK3223 degQ serine endoprotease, periplasmic 38 481.7565 2 961.4984 0.0004 34.50 K G 0

383 AFNYPISLTGK JW2049 ECK2058 asmA predicted assembly protein 52 605.8270 2 1209.6394 0.0000 47.05 K M 0

384 AFPGLNGMDLAK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 25 617.3193 2 1232.6240 0.0017 48.24 R E 0

385 AFRDDPEANPLK JW1579 ECK1582 ynfE oxidoreductase subunit 13 458.2340 3 1371.6802 0.0018 43.37 K T 0

386 AFSGIVAGNVK JW2766 ECK2790 ygdH conserved protein 80 531.7993 2 1061.5840 -0.0029 33.51 R E 0

387 AFSIDGPVLVDVVVAK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 125 814.9667 2 1627.9188 0.0004 60.52 R E 0

388 AFSIDGPVLVDVVVAKEELAIPPQIK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 25 916.5246 3 2746.5520 -0.0002 70.28 R L 0

389 AFSIGGGQADALMLEK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 61 804.4089 2 1606.8032 0.0008 50.48 K G 0

390 AFSILLK JW4099 ECK4133 aspA aspartate ammonia-lyase 50 396.2547 2 790.4948 -0.0005 45.07 R E 0

391 AFSILLKEEVK JW4099 ECK4133 aspA aspartate ammonia-lyase 42 426.2552 3 1275.7438 0.0001 42.35 R N 0
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392 AFSQAVSGLNAAATNLDVIGNNIANSATYGFK JW1063 ECK1061 flgE flagellar hook protein 79 1067.2052 3 3198.5938 -0.0007 73.13 M S 0

393 AFSQVCVGHLGK 57.021465@C:6 JW1463 ECK1462 narZ nitrate reductase 2 (NRZ), alpha subunit 47 651.8345 2 1301.6544 -0.0007 32.02 K E 0

394 AFTDFFAR JW0176 ECK0180 lpxA UDP-N-acetylglucosamine acetyltransferase 28 487.7401 2 973.4656 -0.0002 51.80 K S 0

395 AFTDMQGLSLFQLSK JW1070 ECK1068 flgL flagellar hook-filament junction protein 92 843.4330 2 1684.8514 0.0021 62.76 K - 0

396 AFTGVGGTPLFIEK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 82 718.8924 2 1435.7702 -0.0008 50.62 R A 0

397 AFTGVGGTPLFIEKADGAYLYDVDGK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 49 902.1220 3 2703.3442 0.0008 59.25 R A 0

398 AFTNYLPGFNIPMLPR JW1279 ECK1281 rnb ribonuclease II 13 617.6598 3 1849.9576 0.0026 67.91 R E 0

399 AFTSEEFTHFLEELTK JW2750 ECK2773 eno enolase 55 643.6477 3 1927.9213 0.0010 70.20 K Q 0

400 AFYEALK JW5283 ECK1749 ydjY predicted protein 31 421.2263 2 840.4380 0.0000 34.10 K E 0

401 AFYPTDAK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 36 456.7257 2 911.4368 -0.0020 27.38 R I 0

402 AGAAWGVDPQLITAIIAIESGGNPNAVSK JW5821 ECK1181 emtA lytic murein endotransglycosylase E 86 1410.7489 2 2819.4832 0.0015 78.34 K S 0

403 AGADLIFSYFALDLAEKK JW0361 ECK0366 hemB porphobilinogen synthase 28 658.0200 3 1971.0382 0.0030 69.76 R I 0

404 AGALIAPIQIVEER JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 18 740.4302 2 1478.8458 0.0003 55.01 R T 0

405 AGAPFGPGANPMHGR JW0886 ECK0894 pflB pyruvate formate lyase I 83 718.8461 2 1435.6776 -0.0002 31.04 R D 0

406 AGAPLLACEVVPSQEETLAQTAHWITER 57.021465@C:8 JW2243 ECK2242 yfaY conserved protein 32 1026.5179 3 3076.5319 0.0030 64.47 R R 0

407 AGAWYSYK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 33 473.2265 2 944.4384 -0.0008 33.37 K G 0

408 AGAWYSYKGEK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 47 630.3061 2 1258.5976 -0.0005 29.42 K I 0

409 AGDEGKLFGSIGTR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 72 704.3646 2 1406.7146 -0.0007 36.29 K D 0

410 AGDIAAAIGLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 39 500.2955 2 998.5764 0.0005 44.66 R D 0

411 AGDIAAAIGLKDVTTGDTLCDPDAPIILER 57.021465@C:20 JW3302 ECK3327 fusA protein chain elongation factor EF-G 33 1027.8644 3 3080.5714 0.0015 61.31 R M 0

412 AGDIITSLNGKPLNSFAELR JW3203 ECK3223 degQ serine endoprotease, periplasmic 51 706.0512 3 2115.1318 -0.0005 53.80 K S 0

413 AGDITVAIEIPPNFGR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 22 835.4492 2 1668.8838 0.0004 55.26 R D 0

414 AGDLAAMLTNLEPHDVLFIDEIHR JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 30 673.3466 4 2689.3573 0.0040 70.28 K L 0

415 AGDLLAEIDPSQFK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 86 752.3883 2 1502.7620 0.0003 58.93 K V 0

416 AGDMQLPQVNGFR JW0473 ECK0478 copA copper transporter 77 716.8536 2 1431.6926 -0.0002 44.90 K T 0

417 AGDMVIDGSVR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 26 560.2770 2 1118.5394 0.0005 31.43 R G 0

418 AGDNAPMAYIELVDR JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 95 817.8957 2 1633.7768 -0.0002 55.52 R S 0

419 AGDNAPMAYIELVDRSEKAEAAAE JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 41 841.0676 3 2520.1810 0.0007 54.78 R - 0

420 AGDQIQSGVDAAIKPGNTLPMR 15.994915@M:21 JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 56 752.3871 3 2254.1395 0.0017 38.33 K N 0

421 AGDRPINLR JW4359 ECK4388 rob DNA-binding transcriptional activator 45 337.8612 3 1010.5618 -0.0002 21.27 K C 0

422 AGDRVVISGLQK JW0452 ECK0457 acrA multidrug efflux system 37 621.8627 2 1241.7108 0.0017 27.89 K V 0

423 AGDVITSLNGKPISSFAALR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 68 673.0407 3 2016.1003 -0.0002 51.41 K A 0

424 AGEEFTIDVTFPEEYHAENLK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 67 813.7166 3 2438.1280 0.0002 54.88 K G 0

425 AGEFAEPICELELELLSGDTR 57.021465@C:9 JW3026 ECK3044 ygiF predicted adenylate cyclase 74 1175.0680 2 2348.1214 0.0009 74.79 K A 0

426 AGEHIGICSVCSAHPLVIEAALAFDR 57.021465@C:8,57.021465@C:11 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 90 931.7994 3 2792.3764 0.0026 57.49 K N 0

427 AGEITWPAPPIQVSAQPQAAQK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 78 1144.6053 2 2287.1960 -0.0001 51.26 R A 0

428 AGELIGMVAQQVGGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 125 729.3927 2 1456.7708 0.0000 49.36 K G 0

429 AGENVGVLLR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 64 514.2989 2 1026.5832 0.0010 36.74 R G JW3943

430 AGEQGYSVPTDAINR JW2504 ECK2516 yfhM conserved protein 35 789.3804 2 1576.7462 -0.0018 34.70 R G 0

431 AGEQQIIIGK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 94 528.8059 2 1055.5972 -0.0002 28.80 K G 0

432 AGETLGIVGESGSGK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 65 681.3487 2 1360.6828 -0.0006 32.22 R S 0

433 AGETYNIGGHNEKK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 21 506.5829 3 1516.7269 -0.0002 18.60 K N 0

434 AGEVLSNR JW2275 ECK2274 nuoJ NADH:ubiquinone oxidoreductase, membrane subunit J 66 423.2270 2 844.4394 -0.0009 19.56 R K 0

435 AGEVLSNRK JW2275 ECK2274 nuoJ NADH:ubiquinone oxidoreductase, membrane subunit J 40 325.1855 3 972.5347 -0.0004 16.11 R D 0

436 AGFAQVFVLK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 68 540.3161 2 1078.6176 0.0002 53.43 K E 0

437 AGFEEPMLQNFGSSHDIMVR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 94 1133.0250 2 2264.0354 0.0001 52.62 K M 0

438 AGFLAAIAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 71 431.2632 2 860.5118 -0.0001 43.21 K G 0

439 AGFLAAIAKGEAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 84 623.8607 2 1245.7068 -0.0013 40.37 K S 0

440 AGFTITDVNPDFVIVGETR JW0661 ECK0663 nagD UMP phosphatase 43 684.3533 3 2050.0381 0.0009 62.59 K S 0

441 AGGAGALLVSRPLDIDLPQLIVK JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 57 772.7930 3 2315.3572 -0.0005 63.89 K D 0

442 AGGASSFLADRVEEEGEVR JW2734 ECK2759 cysJ sulfite reductase, alpha subunit, flavoprotein 80 660.3201 3 1977.9385 -0.0007 40.71 R V 0

443 AGGGSATLSMGQAAAR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 71 703.3464 2 1404.6782 0.0003 27.95 K F 0

444 AGGKHNDLENVGYTAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 55 567.9477 3 1700.8213 -0.0017 23.34 R H 0

445 AGGLTVSHLR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 46 505.7913 2 1009.5680 0.0012 25.67 K V 0

446 AGGMGLILGR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 86 472.7709 2 943.5272 0.0000 41.91 R K 0

447 AGGMGLILGRK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 20 358.2145 3 1071.6217 -0.0006 33.82 R A 0

448 AGGPLYLYR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 65 505.2766 2 1008.5386 -0.0006 39.77 K L 0

449 AGGRIPLIIGR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 44 374.9083 3 1121.7031 -0.0003 37.60 R G 0

450 AGGVFTDEAIDAYIALR JW3841 ECK3863 glnA glutamine synthetase 73 891.4569 2 1780.8992 -0.0003 62.98 K R 0

451 AGGYFNQQIVEPIAGK JW4350 ECK4379 ytjB conserved protein 53 846.4413 2 1690.8680 0.0001 46.60 K N 0

452 AGGYLTDGTELHDTNFAR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 60 646.6376 3 1936.8910 -0.0007 39.71 K I 0

453 AGHGSRREIESIIEAGR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 13 613.3268 3 1836.9586 0.0032 52.17 R V 0

454 AGIAGGADSSSVLPIGVSK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 51 843.4576 2 1684.9006 0.0010 44.17 R K 0

455 AGIALNDNFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 52 581.3173 2 1160.6200 0.0010 41.52 K L 0

456 AGIGINAGR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 23 414.7372 2 827.4598 -0.0014 24.73 R I 0

457 AGIKHNVLNAK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 46 388.8996 3 1163.6770 -0.0004 19.48 K F 0

458 AGILAQVPAGR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 70 526.8138 2 1051.6130 -0.0008 34.08 R L 0

459 AGINLNK JW1299 ECK1301 pspC transcriptional activator 59 365.2162 2 728.4178 -0.0002 22.49 M K 0

460 AGIQPIPGR JW5189 ECK1194 ychM predicted transporter 54 454.7683 2 907.5220 -0.0019 27.10 R L 0

461 AGIVEFAQALSAR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 74 666.8671 2 1331.7196 -0.0001 54.83 K G 0

462 AGIVGADGQTHQGAFDLSYLR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 71 726.0312 3 2175.0718 0.0010 49.10 R C 0

463 AGKPLLIIAEDVEGEALATLVVNTMR 15.994915@M:25 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 47 913.8378 3 2738.4916 0.0028 79.34 K G 0

464 AGLADPNRPIGSFLFLGPTGVGK JW2573 ECK2590 clpB protein disaggregation chaperone 14 1142.6252 2 2283.2358 -0.0018 59.72 R T 0

465 AGLADPNRPIGSFLFLGPTGVGKTELCK 57.021465@C:27 JW2573 ECK2590 clpB protein disaggregation chaperone 48 729.6417 4 2914.5377 0.0002 56.58 R A 0

466 AGLANLK JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 17 343.7134 2 685.4122 0.0000 20.32 K A 0

467 AGLENQLPHHFKDTLR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 71 625.9987 3 1874.9743 -0.0007 34.54 R I 0

468 AGLGMMDGVLENVPSAR JW2483 ECK2494 upp uracil phosphoribosyltransferase 101 858.9237 2 1715.8328 -0.0007 54.61 R I 0

469 AGLGYVHNSLSNMQPQVAMWR JW0172 ECK0176 yaeT conserved protein 83 1180.0758 2 2358.1370 0.0009 50.58 R Y 0

470 AGLIGFSK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 41 396.7342 2 791.4538 -0.0002 35.96 K S 0

471 AGLINSGGAAGGETDLSDAVR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 122 965.9765 2 1929.9384 -0.0008 41.99 R T 0

472 AGLLPEDK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 23 421.7347 2 841.4548 0.0004 29.41 K V 0

473 AGLMLFNALVGKPEFR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 70 588.3277 3 1761.9613 0.0013 60.42 R K 0

474 AGLMPADEAIAK JW5403 ECK2507 der predicted GTP-binding protein 67 593.8104 2 1185.6062 0.0000 35.53 R H 0

475 AGLNEINLPELQAGSSIMPAK 15.994915@M:18 JW4099 ECK4133 aspA aspartate ammonia-lyase 62 1085.0660 2 2168.1174 0.0028 54.21 R V 0

476 AGLNEIR JW2889 ECK2918 yggE conserved protein 49 386.7200 2 771.4254 0.0015 23.93 K S 0

477 AGLPVAVNK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 34 434.7663 2 867.5180 0.0002 28.46 K S 0

478 AGLVDILGASGAENVQGEVQQK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 70 1092.0694 2 2182.1242 0.0013 53.76 K L 0

479 AGLYAQTLPAQLSQLPACGE 57.021465@C:18 JW1623 ECK1627 rsxG predicted oxidoreductase 59 1044.5258 2 2087.0370 0.0014 57.93 R - 0

480 AGMAVGLAGLFIEAHPDPEHAK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 35 744.3809 3 2230.1209 0.0004 55.14 R C 0

481 AGMDSHGFGMASVR JW3592 ECK3607 kbl glycine C-acetyltransferase 65 711.8158 2 1421.6170 -0.0010 34.22 K F 0

482 AGMNPVDYTVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 65 597.7950 2 1193.5754 0.0004 35.81 K S 0

483 AGMVAGVIVNR JW3808 ECK3825 udp uridine phosphorylase 59 543.8076 2 1085.6006 -0.0008 35.68 R T 0

484 AGNDANRQELLTTLQNLSNDELLPVAR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 54 989.1829 3 2964.5269 0.0005 65.55 R A 0

485 AGNDREPIGR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 17 542.7779 2 1083.5412 -0.0009 14.23 M K 0

486 AGNKGAEAALTALEMINVLK JW0405 ECK0409 ribE riboflavin synthase beta chain 69 672.0381 3 2013.0925 -0.0002 65.02 K A 0

487 AGNVAADGVIK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 54 507.7821 2 1013.5496 -0.0010 25.40 K T 0

488 AGPAILNTLLTAINER JW3725 ECK3740 yieN fused predicted transcriptional regulators 64 833.9782 2 1665.9418 0.0005 71.47 K Q 0

489 AGPGSLGPVNMPIPVVIDR JW0190 ECK0194 proS prolyl-tRNA synthetase 80 945.0193 2 1888.0240 0.0000 58.93 K T 0

490 AGPLAGYPVVDMGIR JW3302 ECK3327 fusA protein chain elongation factor EF-G 47 758.4028 2 1514.7910 -0.0004 52.36 K L 0

491 AGPLIAR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 63 349.2212 2 696.4278 -0.0004 22.37 K G 0

492 AGPTWTPTAK JW0803 ECK0809 ybiS conserved protein 25 515.2717 2 1028.5288 -0.0002 27.96 K M 0

493 AGQGSYDALGAGMYTLLSVPK JW5760 ECK4255 yjgQ conserved inner membrane protein 83 1050.0276 2 2098.0406 0.0001 63.41 K D 0

494 AGQLNPDTR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 20 486.2490 2 970.4834 0.0002 19.98 K I 0

495 AGQLSPGDPVLFR JW0934 ECK0942 pqiB paraquat-inducible protein B 50 678.8672 2 1355.7198 0.0000 43.63 K G 0

496 AGQSFSSGNYQHVK JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 46 503.9078 3 1508.7016 0.0007 22.58 R L 0

497 AGQTFTFTTDK JW1666 ECK1672 pykF pyruvate kinase I 47 608.7961 2 1215.5776 0.0004 34.09 K S 0

498 AGQTSMIAR JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 43 467.7423 2 933.4700 -0.0001 20.89 R L 0

499 AGQVLGELDHKPYEIALMQAK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 55 771.0751 3 2310.2035 -0.0007 47.17 K A 0

500 AGQWFGETLIADDALR JW4299 ECK4327 yjiN conserved inner membrane protein 103 881.9415 2 1761.8684 -0.0001 61.13 R A 0

501 AGQYAYR JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 35 414.7037 2 827.3928 0.0003 19.58 K D 0

502 AGSALTAEIGLMR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 55 645.3475 2 1288.6804 -0.0004 47.10 R A 0

503 AGSGALTLGQPNSPGVPADFAK JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 70 1028.0286 2 2054.0426 -0.0007 46.21 K Y 0

504 AGSPKSVAAVGHDAK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 42 465.5844 3 1393.7314 0.0001 17.26 R Q 0

505 AGSRGPTLLEDFILR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 47 548.9736 3 1643.8990 -0.0005 58.43 R E 0

506 AGSVIVDLAAQNGGNCEYTVPGEIFTTENGVK 57.021465@C:16 JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 15 1104.2025 3 3309.5857 0.0032 59.70 K V 0

507 AGTDPDEAVQQVQNQLQSAMR JW2454 ECK2465 acrD aminoglycoside/multidrug efflux system 81 1143.5439 2 2285.0732 0.0026 59.19 K K 0

508 AGTDSLFQTGFDFSDSLDDDGVYSYR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 116 1439.6206 2 2877.2266 0.0012 68.07 K L 0

509 AGTLTALSYPADDIK JW1874 ECK1886 tap methyl-accepting protein IV 36 768.4012 2 1534.7878 0.0000 45.36 K T 0

510 AGTPEKLDLNPIGTGPFQLQQYQK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 34 881.7975 3 2642.3707 0.0004 53.14 K D 0

511 AGTYATTLPAGR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 26 589.8112 2 1177.6078 -0.0012 27.90 R E 0

512 AGVDAPIDIGR JW2133 ECK2139 yeiT predicted oxidoreductase 41 542.2930 2 1082.5714 -0.0005 36.93 R L 0

513 AGVDFEIVNNESDPR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 76 831.3918 2 1660.7690 -0.0002 42.55 K F 0

514 AGVEVDDR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 57 430.7090 2 859.4034 -0.0002 20.15 K G 0

515 AGVHFGHQTR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 43 555.2844 2 1108.5542 0.0017 18.81 K Y 0

516 AGVLAEVR JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 43 407.7424 2 813.4702 -0.0005 28.24 K R 0

517 AGVNGGSGIALTGSPITLR JW3116 ECK3135 yraM conserved protein 109 870.9841 2 1739.9536 0.0006 46.92 R A 0

518 AGVPAGVFNVVTGSAGAVGNELTSNPLVR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 114 1377.2331 2 2752.4516 0.0009 68.41 R K 0

519 AGVPCVPGSDGPLGDDMDKNR 57.021465@C:5 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 32 719.6611 3 2155.9615 -0.0011 39.11 K A 0

520 AGVPVQDMEMWQFHPTGIAGAGVLVTEGCR 57.021465@C:29 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 35 1071.8481 3 3212.5225 0.0019 62.04 R G 0

521 AGVSASIINVGNGEYR JW1909 ECK1923 fliD flagellar filament capping protein 80 803.9120 2 1605.8094 -0.0017 41.47 K L 0

522 AGVSVAQAQYDLMLAGYR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 30 638.3246 3 1911.9520 0.0006 55.41 K N 0
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523 AGVSVAQAQYDLMLAGYRNEEIAQAAAAVK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 99 1036.8648 3 3107.5726 0.0016 61.59 K Q 0

524 AGVVASQDQVDDLLDSLGF JW1870 ECK1882 cheZ chemotaxis regulator 114 974.9790 2 1947.9434 0.0008 80.23 K - 0

525 AGVWPLEDNPLVNAPHIQSELVAEWAHPYSR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 115 1165.9203 3 3494.7391 0.0019 69.89 K E 0

526 AGVYDKNKLFGVTTLDIIR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 16 708.3998 3 2122.1776 -0.0010 52.66 K S 0

527 AGWCADYNEPTSFLNTMLSNSSMNTAHYK 57.021465@C:4 JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 88 1104.1459 3 3309.4159 -0.0006 64.76 R S 0

528 AGWYNHYGR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 47 562.2570 2 1122.4994 -0.0001 27.96 R V 0

529 AGYGAEAIEDDAK JW0473 ECK0478 copA copper transporter 86 655.2987 2 1308.5828 -0.0004 30.81 K R 0

530 AGYGAEAIEDDAKR JW0473 ECK0478 copA copper transporter 60 489.2357 3 1464.6853 0.0010 28.60 K R 0

531 AGYGAEAIEDDAKRR JW0473 ECK0478 copA copper transporter 29 541.2687 3 1620.7843 -0.0012 28.17 K E 0

532 AGYNLVASATEGQMR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 89 784.3796 2 1566.7446 -0.0013 40.47 K L 0

533 AGYSKWHLQR JW4359 ECK4388 rob DNA-binding transcriptional activator 15 415.8882 3 1244.6428 0.0012 26.16 K M 0

534 AGYSLRDEQAAEEPQASR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 35 659.9797 3 1976.9173 -0.0014 27.39 K L 0

535 AGYSLVVADR JW5526 ECK3113 garR tartronate semialdehyde reductase 16 525.7819 2 1049.5492 -0.0014 30.63 K N 0

536 AHALFTR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 40 408.2297 2 814.4448 -0.0001 23.94 R D 0

537 AHATGEVDDSKFNVLGGSIAYGHPFAATGAR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 69 779.8848 4 3115.5101 -0.0010 46.88 R M 0

538 AHEFLHEMNR JW4198 ECK4234 treC trehalose-6-P hydrolase 59 642.3029 2 1282.5912 0.0035 24.21 R D 0

539 AHEFTFQQLR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 62 638.8261 2 1275.6376 0.0017 36.23 R R 0

540 AHELGLKPR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 40 340.8695 3 1019.5867 -0.0008 20.02 R A 0

541 AHFGFNMPILYNAR JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 23 550.9453 3 1649.8141 0.0004 53.58 R R 0

542 AHGGENIHIISK JW1666 ECK1672 pykF pyruvate kinase I 61 638.3438 2 1274.6730 -0.0001 22.65 K I 0

543 AHGTIAEVVNHFK JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 51 474.9217 3 1421.7433 0.0019 37.01 K K 0

544 AHGTIAEVVNHFKK JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 53 517.6193 3 1549.8361 -0.0003 34.05 K R 0

545 AHHYPSELSGGQQQR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 69 847.9034 2 1693.7922 0.0001 20.46 R V 0

546 AHIEEMKK JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 49 493.2596 2 984.5046 -0.0016 15.43 R A 0

547 AHIVELVR JW0232 ECK0243 proB gamma-glutamate kinase 38 468.7845 2 935.5544 -0.0008 28.80 R Q 0

548 AHKDLDLAK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 42 505.7849 2 1009.5552 -0.0003 18.23 R A 0

549 AHKDLDLAKASATDQLK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 57 457.0005 4 1823.9729 -0.0014 27.48 R K 0

550 AHKPGSATIALNKR JW2601 ECK2616 smpB trans-translation protein 17 488.6196 3 1462.8370 0.0000 19.16 K A 0

551 AHLAPFVPGHSVVQIEGMLTR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 71 753.7407 3 2258.2003 0.0009 52.73 K Q 0

552 AHLLKPYLTSR JW0566 ECK0569 ybdG predicted mechanosensitive channel 29 433.5909 3 1297.7509 0.0002 29.22 K H 0

553 AHPDVFNILLQVLDDGR JW2573 ECK2590 clpB protein disaggregation chaperone 44 961.5108 2 1921.0070 0.0013 77.88 K L 0

554 AHPHLLAER JW3725 ECK3740 yieN fused predicted transcriptional regulators 29 348.5299 3 1042.5679 0.0007 20.51 M I 0

555 AHPLSLGMLGMHGVR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 55 525.9463 3 1574.8171 -0.0003 41.43 K S 0

556 AHQTLWR JW1773 ECK1782 yeaH conserved protein 35 456.2458 2 910.4770 -0.0003 22.03 R E 0

557 AHRPIIDELQER JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 48 492.9356 3 1475.7850 0.0005 30.59 R M 0

558 AHTTMLQVDAPYSDGR JW5942 ECK3515 bcsC cellulose synthase subunit 47 587.9458 3 1760.8156 0.0003 35.37 K M 0

559 AHVGDFIFTSK JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 33 611.3167 2 1220.6188 -0.0001 41.37 R L 0

560 AHVKGESTEALLPNMVATSLAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 73 756.4070 3 2266.1992 0.0001 45.28 R L 0

561 AHYDDEVAYITER JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 71 791.3622 2 1580.7098 -0.0008 37.66 R G 0

562 AHYVLMNVEAPQEVIDELETTFR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 83 1352.6682 2 2703.3218 0.0004 73.91 K F 0

563 AIAEQLK JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 30 386.7319 2 771.4492 0.0003 22.11 K Y 0

564 AIAESIGIHVEK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 84 633.8547 2 1265.6948 -0.0031 34.18 K S 0

565 AIAETLAAR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 59 458.2666 2 914.5186 0.0001 27.62 R G 0

566 AIAFAVGK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 20 388.7369 2 775.4592 0.0000 32.73 R M 0

567 AIAGDSVSGLGTGGMSTK JW0232 ECK0243 proB gamma-glutamate kinase 77 804.8984 2 1607.7822 -0.0003 34.57 R L 0

568 AIAQVGTISANSDETVGK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 87 880.9547 2 1759.8948 -0.0004 33.46 K L 0

569 AIAQVGTISANSDETVGKLIAEAMDKVGK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 30 729.8895 4 2915.5289 0.0016 65.20 K E 0

570 AIASDCADGMTK 57.021465@C:6 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 90 620.2712 2 1238.5278 0.0007 22.46 R L 0

571 AIATPDR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 19 372.2063 2 742.3980 0.0008 19.08 K A 0

572 AIATPDRAAFDQWVAK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 68 880.4604 2 1758.9062 0.0010 45.41 K A 0

573 AIDACITR 57.021465@C:5 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 52 460.2368 2 918.4590 -0.0002 26.29 K L 0

574 AIDDHTLEVTLSEPVPYFYK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 49 1169.0866 2 2336.1586 0.0010 59.94 K L 0

575 AIDDLVK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 41 387.2237 2 772.4328 -0.0003 31.67 K G 0

576 AIDDLVKGFEELDTSK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 29 593.9721 3 1778.8945 0.0008 62.29 K - 0

577 AIDEAELVALGK JW3564 ECK3580 selA selenocysteine synthase 77 614.8427 2 1227.6708 -0.0001 46.17 K E 0

578 AIDKPFLLPIEDVFSISGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 75 1059.0860 2 2116.1574 0.0007 69.54 R G JW3943

579 AIDLIDEAASSIR JW2573 ECK2590 clpB protein disaggregation chaperone 115 687.3673 2 1372.7200 0.0002 54.99 K M 0

580 AIDLLNQVGIPDPASR JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 104 839.9601 2 1677.9056 0.0007 57.22 R L 0

581 AIDMHISNLR JW3883 ECK3905 cpxR DNA-binding response regulator in two-component regulatory system with CpxA 33 390.5411 3 1168.6015 -0.0006 35.18 R R 0

582 AIDQAELMADCQISSVYLALSGK 57.021465@C:11 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 57 1242.1116 2 2482.2086 0.0004 71.51 R H 0

583 AIDVASVVR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 54 465.2742 2 928.5338 -0.0004 36.10 K Q 0

584 AIDVNGVK JW2667 ECK2692 alaS alanyl-tRNA synthetase 48 408.2341 2 814.4536 -0.0012 24.02 K L 0

585 AIEAEITAQASQGATPVLLAVDGK JW0473 ECK0478 copA copper transporter 49 785.0922 3 2352.2548 0.0011 57.39 K A 0

586 AIEEFGPYK JW2766 ECK2790 ygdH conserved protein 35 527.2676 2 1052.5206 0.0029 34.92 R I 0

587 AIEIKVPDIGADEVEITEILVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 61 798.7848 3 2393.3326 0.0020 70.21 M V 0

588 AIELLGTMQGGYNIHPLIDALDDAK 15.994915@M:8 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 56 895.4586 3 2683.3540 0.0014 62.79 K L 0

589 AIELLHR JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 31 426.2583 2 850.5020 -0.0005 28.77 R V 0

590 AIENFYISNNK JW4099 ECK4133 aspA aspartate ammonia-lyase 67 656.8300 2 1311.6454 -0.0005 37.43 R I 0

591 AIEPLLLEYLQAGER JW3829 ECK3849 mobA molybdopterin-guanine dinucleotide synthase 51 857.9732 2 1713.9318 0.0018 67.40 R R 0

592 AIEPLLLEYLQAGERR JW3829 ECK3849 mobA molybdopterin-guanine dinucleotide synthase 15 624.3517 3 1870.0333 0.0021 62.17 R V 0

593 AIETGEVVYADGNEVPYR JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 52 991.4782 2 1980.9418 -0.0011 42.63 K C 0

594 AIFDELDIDIDPR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 86 766.3863 2 1530.7580 0.0015 61.50 K A 0

595 AIFMDQGR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 24 469.2306 2 936.4466 -0.0021 31.83 R I 0

596 AIFPNPDHTLLPGMFVR JW0452 ECK0457 acrA multidrug efflux system 62 963.0094 2 1924.0042 0.0013 57.91 R A 0

597 AIFPNPNGDLLPGMYVTALVDEGSR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 57 1323.6658 2 2645.3170 0.0012 72.39 R Q 0

598 AIGDQWVVTSGLQAGDR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 91 886.9499 2 1771.8852 0.0000 49.09 K V 0

599 AIGDQWVVTSGLQAGDRVIVSGLQR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 95 875.8087 3 2624.4043 0.0009 60.84 K I 0

600 AIGEAKDDDTADILTAASR JW0797 ECK0801 dps Fe-binding and storage protein 120 966.9784 2 1931.9422 -0.0013 39.45 K D 0

601 AIGFVGIEPK JW0171 ECK0175 yaeL zinc metallopeptidase 28 515.8004 2 1029.5862 0.0003 41.85 K V 0

602 AIGFVGIEPKVIPLPDEYK JW0171 ECK0175 yaeL zinc metallopeptidase 31 695.7265 3 2084.1577 0.0018 56.84 K V 0

603 AIHTLWNVLDELDQAWLPVEK JW0738 ECK0744 gpmA phosphoglyceromutase 1 59 1245.6560 2 2489.2974 0.0020 78.65 R S 0

604 AIIDTPPVLVR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 36 597.3665 2 1192.7184 0.0004 47.43 R D 0

605 AIIFANTK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 29 439.2603 2 876.5060 -0.0008 31.22 R H 0

606 AIIGLVK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 37 357.2494 2 712.4842 -0.0005 34.73 R A 0

607 AIINDILAGMLDAGHAK JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 41 574.9785 3 1721.9137 0.0002 69.28 R V 0

608 AIISDVNASDEDRWNAVLK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 17 706.0284 3 2115.0634 0.0039 48.08 K L 0

609 AIKPLIEDIPAFTYDLPLLYK JW5382 ECK2346 yfdI CPS-53 (KpLE1) prophage; predicted inner membrane protein 52 811.7947 3 2432.3623 0.0018 73.03 R L 0

610 AILAAAGIAEDVK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 70 621.3588 2 1240.7030 0.0003 43.56 K I 0

611 AILAAAGIAEDVKISELSEGQIDTLRDEVAK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 44 807.1864 4 3224.7165 0.0026 61.51 K F 0

612 AILALSDNDADNAFVVLSAK JW1242 ECK1244 kch voltage-gated potassium channel 76 683.0287 3 2046.0643 0.0010 61.38 R D 0

613 AILAQHPDVQIIVTDDGLQHYR JW0898 ECK0906 lpxK lipid A 4'kinase 18 626.3327 4 2501.3017 -0.0010 47.47 K L 0

614 AILDGHIVLSR JW1925 ECK1939 fliI flagellum-specific ATP synthase 78 597.3537 2 1192.6928 0.0000 40.03 R R 0

615 AILDSEDDAELAHH JW1718 ECK1727 ydjN predicted transporter 66 768.3518 2 1534.6890 -0.0009 32.84 K - 0

616 AILPQAAR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 37 420.2582 2 838.5018 -0.0006 25.91 R V 0

617 AILWMIVPK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 55 535.8253 2 1069.6360 0.0002 58.29 R G 0

618 AIMNQTR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 37 417.2184 2 832.4222 -0.0002 18.51 R T 0

619 AIMQHYQAR JW2287 ECK2284 yfbQ predicted aminotransferase 50 559.2824 2 1116.5502 0.0004 21.26 K G 0

620 AIMQHYQARGMR JW2287 ECK2284 yfbQ predicted aminotransferase 13 487.9104 3 1460.7094 -0.0036 30.78 K D 0

621 AIMVCDEPSTMELK 57.021465@C:5 JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 84 812.3754 2 1622.7362 0.0008 42.86 K V 0

622 AIMVNGR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 34 380.7103 2 759.4060 0.0000 20.55 K V 0

623 AINAARMALR 15.994915@M:7 JW1803 ECK1812 sdaA L-serine deaminase I 13 551.8110 2 1101.6074 -0.0003 62.03 K R 0

624 AINALANPTTNSYKR JW3841 ECK3863 glnA glutamine synthetase 57 545.2931 3 1632.8575 -0.0008 29.28 K L 0

625 AINASLQR JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 32 436.7503 2 871.4860 -0.0014 23.33 K S 0

626 AINEDAAGNYIHYGVR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 64 881.9278 2 1761.8410 -0.0023 37.97 K E 0

627 AINEEIVSLLPLGLLVHDQESNR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 103 1280.1929 2 2558.3712 0.0009 73.61 R T 0

628 AINMMSR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 42 411.7018 2 821.3890 0.0003 25.36 K L 0

629 AINPLEVEYVR JW1929 ECK1943 fliM flagellar motor switching and energizing component 15 651.8564 2 1301.6982 0.0004 46.15 K S 0

630 AINYGYTDDR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 55 594.2701 2 1186.5256 0.0001 27.72 K V 0

631 AINYGYTDDRVYSK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 68 832.8990 2 1663.7834 -0.0008 31.50 K L 0

632 AIPNYNVMGLAK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 31 645.8477 2 1289.6808 0.0007 45.60 R A 0

633 AIQAALDELQK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 59 600.3357 2 1198.6568 0.0012 39.54 R N 0

634 AIQELGTGEALISFLDAK JW4220 ECK4256 yjgR predicted ATPase 74 938.5077 2 1875.0008 0.0020 66.83 K G 0

635 AIQHGLAIAAGIK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 67 631.8822 2 1261.7498 -0.0007 34.49 R A 0

636 AIQQQIENPLAQQILSGELVPGK JW2573 ECK2590 clpB protein disaggregation chaperone 55 1237.6849 2 2473.3552 0.0012 62.23 R V 0

637 AIQQQIENPLAQQILSGELVPGKVIR JW2573 ECK2590 clpB protein disaggregation chaperone 27 948.2105 3 2841.6097 0.0020 61.83 R L 0

638 AIQVTTGAK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 43 444.7609 2 887.5072 -0.0004 20.94 R K 0

639 AIQYNQAIAALNR JW0907 ECK0915 mukB fused chromosome partitioning proteins 59 723.3966 2 1444.7786 0.0000 42.60 R A 0

640 AISDPDNIDAEFAVLVR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 110 922.9737 2 1843.9328 0.0013 61.44 R S 0

641 AISDVADQQSHLSFDEFLAVAAK JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 13 821.4114 3 2461.2124 -0.0001 61.40 R Q 0

642 AISIVDR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 22 387.2294 2 772.4442 -0.0001 26.94 R Y 0

643 AISIVENALAIYGAPIYVR JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 31 678.3862 3 2032.1368 0.0011 69.19 R H 0

644 AISLSGEAQSGR JW1606 ECK1609 ydgA conserved protein 92 588.3038 2 1174.5930 -0.0011 26.02 K I 0

645 AISLSGEAQSGRIDAVNEYNQK JW1606 ECK1609 ydgA conserved protein 34 784.0592 3 2349.1558 -0.0004 38.49 K V 0

646 AISLSVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 16 373.2318 2 744.4490 -0.0004 29.83 R A 0

647 AISSSQENASTESKQ JW3481 ECK3497 mdtE multidrug resistance efflux transporter 45 783.8656 2 1565.7166 -0.0002 17.93 R - 0

648 AISTIAESK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 50 460.2577 2 918.5008 -0.0014 21.51 K R 0

649 AISTIAESKR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 54 538.3085 2 1074.6024 -0.0009 20.05 K F 0

650 AISVYDENNR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 37 590.7831 2 1179.5516 -0.0004 26.18 R L 0

651 AISYYDYALK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 31 603.8074 2 1205.6002 0.0034 43.52 R T 0

652 AITDDIASLSAVSQVDYDGIILK JW3775 ECK3797 hemX uroporphyrinogen III methylase 125 1204.1339 2 2406.2532 0.0002 68.28 R L 0

653 AITGSNKRPLK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 13 395.5749 3 1183.7029 -0.0007 17.31 R S 0
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654 AITMVDELK JW1117 ECK1117 purB adenylosuccinate lyase 32 510.2758 2 1018.5370 0.0002 38.45 R - 0

655 AITQYIGDNAK JW4220 ECK4256 yjgR predicted ATPase 26 597.3123 2 1192.6100 0.0012 32.01 R S 0

656 AIVEAAHEFGR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 72 600.3112 2 1198.6078 -0.0016 29.88 R F 0

657 AIVGGIAR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 32 378.7399 2 755.4652 -0.0001 25.45 K L 0

658 AIVNLLYGGK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 51 524.3136 2 1046.6126 0.0002 46.89 R R 0

659 AIVNLLYGGKR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 63 602.3638 2 1202.7130 -0.0004 40.28 R V 0

660 AIVQLEDGVQISSGDTLAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 124 986.5217 2 1971.0288 0.0016 49.42 K I 0

661 AIWADPK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 24 400.7184 2 799.4222 -0.0006 29.31 K E 0

662 AIWEQELTDMR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 19 696.3333 2 1390.6520 -0.0031 44.36 R Q 0

663 AIYDQSVESDSSLIPDVKPNVPWVR JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 68 938.8155 3 2813.4247 0.0010 58.28 R L 0

664 AKAEAQVIIEQANK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 84 756.9224 2 1511.8302 -0.0004 30.11 K R 0

665 AKAEAQVIIEQANKR JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 92 834.9726 2 1667.9306 -0.0012 28.22 K R 0

666 AKAEQAGDNLSCIMVTYPSTHGVYEETIR 57.021465@C:12 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 70 810.8872 4 3239.5197 -0.0028 47.44 R E 0

667 AKAPFIALNMAAIPK 15.994915@M:10 JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 18 786.4523 2 1570.8900 -0.0005 56.98 R D 0

668 AKDFEDAVEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 63 576.2819 2 1150.5492 -0.0013 24.18 R A 0

669 AKDFEDAVEKAEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 70 740.3698 2 1478.7250 -0.0002 27.68 R L 0

670 AKDVEGIGDVDLVNYFEVGATYYFNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 57 976.1436 3 2925.4090 0.0015 73.34 K N 0

671 AKEFGRPQR JW3136 ECK3156 rbfA 30s ribosome binding factor 28 544.8015 2 1087.5884 -0.0003 17.32 M V 0

672 AKEILGATATLEFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 19 507.2877 3 1518.8413 0.0005 41.93 R L 0

673 AKGAMALFGEKYDER JW2667 ECK2692 alaS alanyl-tRNA synthetase 25 562.6156 3 1684.8250 0.0007 35.49 K V 0

674 AKGDALEMLDR JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 61 609.8119 2 1217.6092 0.0018 34.96 R E 0

675 AKGEEGLTR JW1715 ECK1724 yniB predicted inner membrane protein 36 480.7591 2 959.5036 0.0000 15.63 K E 0

676 AKGEIFSGLPENGIAIMNADNNDWLNWQSVIGSR JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 41 1239.6087 3 3715.8043 -0.0012 71.90 K K 0

677 AKHPLFVTNVDDTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 60 806.9238 2 1611.8330 -0.0039 29.95 R L 0

678 AKHPLFVTNVDDTRLDDIAAWTYR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 54 705.1142 4 2816.4277 0.0031 53.75 R A 0

679 AKIELSSAQQTDVNLPYITADATGPK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 53 911.1438 3 2730.4096 0.0021 49.39 K H 0

680 AKLEIIDNPNDAEMAIVLGDSIPNDSALNGK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 87 1079.8834 3 3236.6284 0.0050 61.82 K N 0

681 AKLESLVEDLVNR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 82 743.4175 2 1484.8204 0.0005 54.83 R S 0

682 AKLGEVATDSKPR JW1264 ECK1266 sohB predicted inner membrane peptidase 51 457.9239 3 1370.7499 -0.0020 19.23 K V 0

683 AKLHDYYKDEVVK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 30 536.6184 3 1606.8334 -0.0022 24.61 M K 0

684 AKLQAVLDNGK JW4345 ECK4374 deoA thymidine phosphorylase 36 386.2275 3 1155.6607 -0.0005 25.54 R A 0

685 AKLTLNGDTAVELDVLKGTLGQDVIDIR JW0710 ECK0709 gltA citrate synthase 63 989.8837 3 2966.6293 0.0005 64.75 K T 0

686 AKNPDIEIIAR JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 43 620.3562 2 1238.6978 -0.0004 30.90 R A 0

687 AKNYYDITLALAGICQSAR 57.021465@C:15 JW5165 ECK1118 hflD predicted lysogenization regulator 42 710.0335 3 2127.0787 0.0005 57.15 M L 0

688 AKPGQDFFPLTVNYQER JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 43 670.6745 3 2009.0017 0.0011 47.61 K T 0

689 AKPVLLEPIMK JW3302 ECK3327 fusA protein chain elongation factor EF-G 42 413.5897 3 1237.7473 0.0003 38.74 K V 0

690 AKPVLLEPIMKVEVETPEENTGDVIGDLSR JW3302 ECK3327 fusA protein chain elongation factor EF-G 115 1093.5780 3 3277.7122 0.0008 57.65 K R 0

691 AKQDLEMEALTFKPEEWGMK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 84 1191.0790 2 2380.1434 -0.0009 54.21 K R 0

692 AKQDLEMEALTFKPEEWGMKR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 57 635.0678 4 2536.2421 -0.0034 50.20 K G 0

693 AKQPGLDFQSAK JW3262 ECK3287 secY preprotein translocase membrane subunit 63 645.3461 2 1288.6776 0.0001 26.66 M G 0

694 AKQSPNTMSDMAAFEK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 102 878.4055 2 1754.7964 -0.0003 32.98 K L 0

695 AKTVYSTENPDLLVLEFR JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 48 699.0404 3 2094.0994 -0.0004 53.67 K N 0

696 ALAAALGQIEK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 65 542.8218 2 1083.6290 0.0002 38.83 K Q 0

697 ALAAALGQIEKQFGKGSIMR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 21 697.0576 3 2088.1510 -0.0002 54.40 K L 0

698 ALAADPQVLLMDEPFGALDPVTR JW2117 ECK2122 yehX predicted transporter subunit -!- ATP-binding component of ABC superfamily 68 1220.1341 2 2438.2536 0.0022 69.85 R G 0

699 ALAAEQSEVSPEQR JW5291 ECK1784 yeaJ predicted diguanylate cyclase 79 757.8756 2 1513.7366 -0.0005 25.81 R R 0

700 ALADGATDYLER JW2703 ECK2728 mutS methyl-directed mismatch repair protein 78 647.8176 2 1293.6206 0.0005 39.26 R L 0

701 ALADITDPATGAVIVK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 84 777.9410 2 1553.8674 0.0009 47.13 K K 0

702 ALADITDPATGAVIVKK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 40 561.6606 3 1681.9600 -0.0015 41.01 K G 0

703 ALAEHGIVFGEPK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 59 684.3685 2 1366.7224 -0.0020 36.35 K T 0

704 ALAESIGITVEK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 51 615.8508 2 1229.6870 0.0004 40.44 K S 0

705 ALAFHPR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 35 406.2323 2 810.4500 0.0001 21.81 R M 0

706 ALAGAGLTCTTFENGAEVLEALASK 57.021465@C:9 JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 44 832.0881 3 2493.2425 0.0002 71.65 R T 0

707 ALAINLVDPAAAGTVIEK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 31 883.5071 2 1764.9996 0.0011 56.55 K A 0

708 ALALLEQAVEIEQLFREDNGAIR JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 96 866.8022 3 2597.3848 0.0036 76.17 R I 0

709 ALALWMK JW2296 ECK2293 yfcD predicted NUDIX hydrolase 18 416.7408 2 831.4670 -0.0006 45.62 K R 0

710 ALAMRPEVILFDEPTSALDPELVGEVLNTIR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 37 1136.9403 3 3407.7991 -0.0020 78.78 R Q 0

711 ALANALNIPLDQLSAR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 90 840.4760 2 1678.9374 0.0008 56.03 K I 0

712 ALANFMFDSDEAMVR JW2573 ECK2590 clpB protein disaggregation chaperone 53 858.8892 2 1715.7638 -0.0009 56.54 K I 0

713 ALAPLGNLIAFDVHSTDYCGDFSNPEGVAETVR 57.021465@C:19 JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 78 1179.2312 3 3534.6718 -0.0009 65.72 R S 0

714 ALAQLLCR 57.021465@C:7 JW3564 ECK3580 selA selenocysteine synthase 67 472.7709 2 943.5272 -0.0001 39.18 R I 0

715 ALAVKPK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 34 363.7473 2 725.4800 0.0001 16.80 R M 0

716 ALCDEHGIMLIADEVQSGAGR 57.021465@C:3 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 53 748.0249 3 2241.0529 0.0010 54.46 R T 0

717 ALCEAVAAR 57.021465@C:3 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 69 480.7501 2 959.4856 -0.0002 23.17 R D 0

718 ALDAIIASVTESLK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 51 715.9093 2 1429.8040 0.0013 68.65 R E 0

719 ALDALLDYQDYPIPAAK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 57 938.9888 2 1875.9630 0.0012 60.96 R R 0

720 ALDAYYALQQK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 55 642.3353 2 1282.6560 0.0003 39.71 K V 0

721 ALDDAIASVDKFR JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 46 474.2525 3 1419.7357 0.0000 47.07 K S 0

722 ALDDVKK JW2261 ECK2260 elaB conserved protein 49 394.7292 2 787.4438 -0.0002 14.06 K R 0

723 ALDDVKKR JW2261 ECK2260 elaB conserved protein 48 472.7796 2 943.5446 -0.0004 15.61 K V 0

724 ALDGELR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 53 387.2112 2 772.4078 0.0000 24.30 K D 0

725 ALDGVSFNLER JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 70 610.8171 2 1219.6196 0.0000 46.13 K G 0

726 ALDILTATPPDVFNHNLENVPR JW0623 ECK0621 lipA lipoate synthase 17 816.0966 3 2445.2680 0.0028 58.49 R I 0

727 ALDIRPPAQPLALVSGAR JW2462 ECK2473 nlpB lipoprotein 46 615.6946 3 1844.0620 -0.0011 50.41 K T 0

728 ALDLSAEEK JW1194 ECK1191 ychF predicted GTP-binding protein 66 488.2534 2 974.4922 0.0002 28.50 R A 0

729 ALDNVNLK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 53 443.7532 2 885.4918 -0.0002 27.90 K V 0

730 ALEAAGVPVIGTSPDAIDR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 51 926.4937 2 1850.9728 -0.0009 48.63 R A 0

731 ALEAAGVPVIGTSPDAIDRAEDRER JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 17 652.8371 4 2607.3193 -0.0059 43.30 R F 0

732 ALEDMGFYCVDNLPVVLLPDLAR 57.021465@C:9 JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 67 1310.6620 2 2619.3094 0.0018 78.67 R T 0

733 ALEEAGAEVEVK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 70 622.8220 2 1243.6294 -0.0002 30.55 K - 0

734 ALEEVGLTEAQAQEMYR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 71 969.4674 2 1936.9202 0.0003 46.46 R Y 0

735 ALEGDAEWEAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 57 609.7850 2 1217.5554 -0.0009 32.23 K I JW3943

736 ALEGDAEWEAKILELAGFLDSYIPEPER JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 44 1054.5285 3 3160.5637 0.0034 80.37 K A JW3943

737 ALEGELSR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 62 437.7351 2 873.4556 0.0001 24.53 R T 0

738 ALEGGINFFDTANSYSDGSSEEIVGR JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 114 1368.1254 2 2734.2362 0.0004 59.11 R A 0

739 ALEIEEMQLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 62 602.3181 2 1202.6216 0.0000 45.80 R Q 0

740 ALELARPLLR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 48 576.3668 2 1150.7190 0.0004 39.72 R S 0

741 ALELLKPLLEDEK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 39 504.2958 3 1509.8656 0.0000 53.94 R A 0

742 ALEMIDMHGGDLFSEE JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 62 897.3900 2 1792.7654 0.0006 59.12 K - 0

743 ALENALLEFPGCAMVISHDR 57.021465@C:12 JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 54 748.3713 3 2242.0921 0.0046 59.36 R W 0

744 ALENALLEFPGCAMVISHDRWFLDR 57.021465@C:12 JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 45 740.8695 4 2959.4489 0.0014 67.73 R I 0

745 ALENGEQVK JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 13 494.2590 2 986.5034 0.0003 28.21 R L 0

746 ALERGEGQPGDIETLEQLCR 57.021465@C:19 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 65 1136.0556 2 2270.0966 0.0005 43.59 R F 0

747 ALESFQGTGR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 78 533.2695 2 1064.5244 -0.0007 26.51 R R 0

748 ALESTELLAENSADLPK JW4120 ECK4155 yjeP predicted mechanosensitive channel 91 900.9647 2 1799.9148 -0.0004 47.49 R D 0

749 ALFADPEQPR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 58 572.2930 2 1142.5714 -0.0006 34.50 K T 0

750 ALFATGNFEDVR JW0172 ECK0176 yaeT conserved protein 56 670.3362 2 1338.6578 0.0010 46.19 R V 0

751 ALFDQVLPAER JW1623 ECK1627 rsxG predicted oxidoreductase 14 629.8418 2 1257.6690 -0.0026 49.14 K Y 0

752 ALFDVQIK JW3391 ECK3414 glgP glycogen phosphorylase 42 467.2740 2 932.5334 0.0003 45.80 K R 0

753 ALFQLDPERAHEFTFQQLR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 30 782.7382 3 2345.1928 0.0011 54.84 K R 0

754 ALFSSVR JW1668 ECK1674 ynhG conserved protein 37 390.2240 2 778.4334 -0.0002 32.51 K T 0

755 ALFTYVK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 35 421.2444 2 840.4742 -0.0003 38.29 K E 0

756 ALGADEVVNSR JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 45 565.7937 2 1129.5728 0.0001 27.78 K N 0

757 ALGANIER JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 58 422.2371 2 842.4596 -0.0013 23.43 R V 0

758 ALGGASGGYTAAR JW3592 ECK3607 kbl glycine C-acetyltransferase 79 576.2933 2 1150.5720 -0.0010 22.92 K K 0

759 ALGGLDIMALVAGK JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 71 664.8841 2 1327.7536 0.0004 67.32 K Q 0

760 ALGIDAR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 43 358.2086 2 714.4026 0.0002 25.18 K V 0

761 ALGIELLR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 35 442.7820 2 883.5494 0.0003 47.61 K F 0

762 ALGIPTVMGADIQPSVLHR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 15 659.0315 3 1974.0727 0.0007 53.44 R R 0

763 ALGLNDELAHSSIR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 96 748.3964 2 1494.7782 -0.0007 38.20 R F 0

764 ALGMAVVAMGGGR JW4345 ECK4374 deoA thymidine phosphorylase 73 595.3123 2 1188.6100 -0.0006 42.72 R R 0

765 ALGMLAVDNQAR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 75 629.8322 2 1257.6498 -0.0001 37.41 R V 0

766 ALGSPIR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 35 357.2185 2 712.4224 -0.0007 24.53 R G 0

767 ALGVTFFLPEGDAISASR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 29 925.9873 2 1849.9600 0.0027 63.62 R Q 0

768 ALGVTTGILPWNFPFFLIARK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 35 787.7881 3 2360.3425 0.0017 79.22 R M 0

769 ALGWKPQETFESGIRK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 34 616.3318 3 1845.9736 -0.0003 38.90 R T 0

770 ALGYYQPTIEFDLRPPPK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 26 702.3737 3 2104.0993 -0.0002 52.20 K K 0

771 ALHSDPVEAWASIIEDADK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 53 1034.0025 2 2065.9904 -0.0052 65.49 K A 0

772 ALHSDPVEAWASIIEDADKAK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 60 756.0503 3 2265.1291 0.0015 60.72 K S 0

773 ALIAAPLR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 27 412.7714 2 823.5282 0.0003 34.56 K I 0

774 ALIAQEPLLGAK JW3116 ECK3135 yraM conserved protein 41 612.3717 2 1222.7288 0.0003 43.71 R E 0

775 ALIDAAR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 56 365.2161 2 728.4176 -0.0004 25.61 R N 0

776 ALIEDSVSR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 37 495.2668 2 988.5190 0.0002 27.85 K V 0

777 ALIEDSVSRVDTGSVLVESAGETMNNIVNAVTR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 49 1149.5870 3 3445.7392 0.0034 76.84 K V 0

778 ALIGFAGPR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 36 451.2664 2 900.5182 0.0001 39.77 K V 0

779 ALIHDVPEEYAIHK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 52 545.6219 3 1633.8439 -0.0025 36.06 K E 0

780 ALIHDVPEEYAIHKEK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 71 946.4999 2 1890.9852 0.0013 31.72 K E 0

781 ALIHDVPEEYAIHKEKEFTFNK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 50 665.3442 4 2657.3477 -0.0014 41.83 K I 0

782 ALILEPK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 35 392.2523 2 782.4900 -0.0002 32.30 R L 0

783 ALILRPK JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 22 405.7817 2 809.5488 0.0001 25.34 R V 0

784 ALIMAPTR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 33 436.7548 2 871.4950 0.0001 30.88 R E 0
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785 ALINLSLCFPER 57.021465@C:8 JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 77 716.8847 2 1431.7548 0.0005 58.34 R S 0

786 ALIPFGGIK JW0886 ECK0894 pflB pyruvate formate lyase I 13 458.2868 2 914.5590 0.0002 47.71 R M 0

787 ALISNPTVIGAIMVQR 15.994915@M:13 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 106 849.9815 2 1697.9484 -0.0014 49.54 R G 0

788 ALIVTDR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 17 394.2372 2 786.4598 0.0000 26.33 R F 0

789 ALIVTDRFLFNNGYADQITSVLK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 66 1299.7004 2 2597.3862 0.0010 65.59 R A 0

790 ALKEPARPMVAIVGGSK JW2893 ECK2922 pgk phosphoglycerate kinase 14 575.3343 3 1722.9811 -0.0003 31.76 K V 0

791 ALLAAFDFPFR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 70 634.3454 2 1266.6762 0.0001 66.25 R K 0

792 ALLAAFDFPFRK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 40 698.3931 2 1394.7716 0.0007 57.42 R - 0

793 ALLDFFLSR JW1163 ECK1162 minE cell division topological specificity factor 70 541.3056 2 1080.5966 -0.0001 67.83 M K 0

794 ALLDNNIVPVINENDAVATAEIK JW0232 ECK0243 proB gamma-glutamate kinase 67 1218.6525 2 2435.2904 -0.0003 59.79 R V 0

795 ALLDTLLR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 49 457.7870 2 913.5594 -0.0001 54.31 K R 0

796 ALLDWQQAISWR JW4180 ECK4217 ytfN conserved protein 53 743.8941 2 1485.7736 0.0009 62.51 K G 0

797 ALLEFDDQEPQLQNEIR JW1692 ECK1700 pps phosphoenolpyruvate synthase 94 1029.5108 2 2057.0070 0.0005 52.70 R E 0

798 ALLENTELSAR JW3903 ECK3924 hslV peptidase component of the HslUV protease 81 608.8305 2 1215.6464 0.0005 35.44 R E 0

799 ALLEVSGNVTDK JW0105 ECK0108 nadC quinolinate phosphoribosyltransferase 77 623.3377 2 1244.6608 -0.0004 36.67 K T 0

800 ALLFVENR JW5531 ECK3150 deaD ATP-dependent RNA helicase 35 481.2768 2 960.5390 -0.0001 41.29 R E 0

801 ALLHVAK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 21 376.2449 2 750.4752 0.0001 18.12 K V 0

802 ALLLKEDEIVIDR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 13 509.6313 3 1525.8721 0.0005 45.17 K K 0

803 ALLLKEDEIVIDRK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 24 552.3293 3 1653.9661 -0.0003 39.88 K K 0

804 ALLLLQK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 49 399.7761 2 797.5376 0.0003 40.72 R E 0

805 ALLMEMLEQVVAR JW5943 ECK3514 yhjK predicted diguanylate cyclase 29 751.9081 2 1501.8016 0.0021 74.57 K K 0

806 ALLNIFDIAGSALTAQSQR JW1061 ECK1059 flgC flagellar component of cell-proximal portion of basal-body rod 48 663.6970 3 1988.0692 0.0000 73.14 M L 0

807 ALLNPCSLLLLDEPAASLDAHSEQR 57.021465@C:6 JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 95 911.8011 3 2732.3815 0.0013 63.46 R V 0

808 ALLNSMVIGVTEGFTK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 105 840.4555 2 1678.8964 0.0001 63.78 R K 0

809 ALLNSMVIGVTEGFTKK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 43 603.3379 3 1806.9919 0.0005 59.61 R L 0

810 ALLPLVEEK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 16 506.3079 2 1010.6012 0.0001 46.05 R A 0

811 ALLPLVEEKADR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 18 451.9294 3 1352.7664 0.0000 40.44 R K 0

812 ALLQGLQEEGR JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 100 607.3299 2 1212.6452 -0.0010 37.55 R K 0

813 ALLQISEPGLSAAPHQR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 51 596.6636 3 1786.9690 0.0001 42.25 M R 0

814 ALLQLHSGIDR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 23 408.2349 3 1221.6829 -0.0003 35.80 K A 0

815 ALLRDSPILILDEATSALDTESER JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 62 876.7962 3 2627.3668 0.0016 71.64 R A 0

816 ALLSMAIR JW1692 ECK1700 pps phosphoenolpyruvate synthase 33 437.7625 2 873.5104 -0.0001 42.89 K A 0

817 ALLSVSDKAGIVEFAQALSAR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 34 716.0684 3 2145.1834 0.0041 62.69 R G 0

818 ALLTESQPWWPADWGSYAGLFIR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 61 1332.6665 2 2663.3184 0.0012 79.99 K M 0

819 ALLTNVHGLNLENWQEELAQAK JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 95 831.1019 3 2490.2839 -0.0026 60.02 K E 0

820 ALLWGAPGYLFFQVAR JW1655 ECK1659 mdtK multidrug efflux system transporter 26 904.9972 2 1807.9798 0.0025 73.62 R N 0

821 ALMAEGDKAIEGTDR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 72 788.8850 2 1575.7554 -0.0007 29.91 R S 0

822 ALMATEGVNIEFTDSGIKR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 25 684.6863 3 2051.0371 0.0014 46.99 K I 0

823 ALMEYDESLR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 49 613.7899 2 1225.5652 0.0003 38.44 R S 0

824 ALMEYDESLRSELR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 28 856.4185 2 1710.8224 -0.0022 43.36 R K 0

825 ALMGANMQR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 75 496.2440 2 990.4734 -0.0004 25.88 R Q 0

826 ALMNGGQVILADEPTGALDSHSGEEVMAILHQLR JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 35 893.9511 4 3571.7753 -0.0011 67.15 R D 0

827 ALMSAVPIPDPDLEK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 13 798.4215 2 1594.8284 0.0009 52.41 R N 0

828 ALMSAVPIPDPDLEKNK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 49 613.3295 3 1836.9667 0.0012 47.24 R T 0

829 ALNAAGFR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 32 410.2274 2 818.4402 0.0004 26.95 R I 0

830 ALNDKGITDILVVDNLKDGTK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 31 561.3124 4 2241.2205 -0.0011 49.84 K F 0

831 ALNFLTPHQK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 56 584.8271 2 1167.6396 -0.0004 34.82 K W JW1463

832 ALNFLVR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 55 416.7556 2 831.4966 -0.0001 44.11 R K 0

833 ALNFLVRK JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 34 480.8027 2 959.5908 -0.0008 34.22 R A 0

834 ALNLLHSAGVK JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 57 561.8351 2 1121.6556 -0.0001 33.93 K S 0

835 ALNLQDK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 41 401.2269 2 800.4392 0.0000 22.33 M Q 0

836 ALNLQDKQAIVAEVSEVAK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 121 1013.5625 2 2025.1104 -0.0001 50.97 M G 0

837 ALNNATFSK JW2504 ECK2516 yfhM conserved protein 48 483.2559 2 964.4972 -0.0006 23.34 K D 0

838 ALNNATFSKDYEK JW2504 ECK2516 yfhM conserved protein 30 500.9156 3 1499.7250 -0.0007 27.19 K T 0

839 ALNPEHPVIR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 22 573.3239 2 1144.6332 -0.0020 25.75 R G 0

840 ALNVEEQSVQETEQEER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 74 1009.4695 2 2016.9244 0.0009 34.83 K V 0

841 ALNVMLK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 16 394.7386 2 787.4626 0.0000 33.97 R N 0

842 ALNYTTEQILDLFFEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 38 973.0017 2 1943.9888 0.0008 76.81 R V 0

843 ALPAIADAVK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 23 484.7923 2 967.5700 -0.0001 37.52 R G 0

844 ALPAIADAVKGDIAILADSGIR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 69 1075.6128 2 2149.2110 0.0004 70.53 R N 0

845 ALPAWFASLGDFHTSQYQVLTR JW0107 ECK0110 ampE predicted inner membrane protein 55 836.7614 3 2507.2624 0.0026 65.81 K L 0

846 ALPDDKLQLIVAIADPTAWIAEGSK JW1279 ECK1281 rnb ribonuclease II 41 879.1505 3 2634.4297 0.0028 75.89 K L 0

847 ALPDDKLQLIVAIADPTAWIAEGSKLDK JW1279 ECK1281 rnb ribonuclease II 38 748.6659 4 2990.6345 0.0017 74.77 K A 0

848 ALPDEERQEIIDIVTSWPGVSGAHDLR JW3886 ECK3907 fieF zinc transporter 73 1001.8457 3 3002.5153 0.0054 68.59 R T 0

849 ALPEFAQDKER JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 54 652.3351 2 1302.6556 -0.0011 29.20 R L 0

850 ALPGYGDGEIQATISGLALPGETVADQHK JW2504 ECK2516 yfhM conserved protein 77 970.1612 3 2907.4618 0.0004 59.87 R Q 0

851 ALPNQPIK JW2504 ECK2516 yfhM conserved protein 15 440.7660 2 879.5174 -0.0004 24.61 K L 0

852 ALPPELAQEYLQSCEIAIQR 57.021465@C:14 JW5701 ECK3346 yhfK conserved inner membrane protein 48 777.0668 3 2328.1786 0.0002 61.27 R C 0

853 ALPSAVSER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 64 465.2564 2 928.4982 0.0004 24.28 K I 0

854 ALPVGTLLVELIYVVEAQAPK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 22 741.7719 3 2222.2939 0.0012 80.97 K Q 0

855 ALPVLEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 25 385.2445 2 768.4744 -0.0001 31.67 R I 0

856 ALQAEAAVEAVAQAMR JW3564 ECK3580 selA selenocysteine synthase 52 543.6190 3 1627.8352 0.0001 60.10 R S 0

857 ALQECMQHNFSVFR 57.021465@C:5 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 79 883.9087 2 1765.8028 0.0000 43.00 K E 0

858 ALQEYCAK 57.021465@C:6 JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 34 491.7355 2 981.4564 -0.0025 22.16 K H 0

859 ALQGEQGVVECAYVEGDGQYAR 57.021465@C:11 JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 90 1200.0523 2 2398.0900 0.0042 42.58 R F 0

860 ALQLLAR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 33 392.7555 2 783.4964 -0.0001 35.40 R A 0

861 ALQNNAIEEFKR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 39 478.2562 3 1431.7468 -0.0002 32.72 K Y 0

862 ALQSMWETWQEMHEPGTRR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 51 791.7002 3 2372.0788 -0.0003 48.85 R S 0

863 ALRAETNIQYEGR JW1178 ECK1177 dadA D-amino acid dehydrogenase 44 507.5983 3 1519.7731 -0.0013 26.52 K Q 0

864 ALREEGYR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 35 497.2589 2 992.5032 -0.0007 18.66 K V 0

865 ALRGDVASR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 26 315.5139 3 943.5199 0.0001 17.46 R R 0

866 ALRPLPDKFHGLQDQEAR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 45 523.5321 4 2090.0993 -0.0028 33.73 K Y 0

867 ALRPLPDKFHGLQDQEVR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 51 707.0523 3 2118.1351 0.0017 35.53 K Y 0

868 ALRQELLLK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 41 361.9010 3 1082.6812 0.0000 33.65 R N 0

869 ALSHTLLMFDNFYDVEEK 15.994915@M:8 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 34 730.0133 3 2187.0181 -0.0015 55.58 K A 0

870 ALSHTLLMFDNFYDVEEKAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 69 791.0596 3 2370.1570 0.0004 56.42 K A 0

871 ALSMDAVQK JW2449 ECK2460 tktB transketolase 2, thiamin-binding 49 481.7525 2 961.4904 0.0002 27.74 R A JW5478

872 ALSNPDLYEGDGELR JW0462 ECK0467 htpG molecular chaperone HSP90 family 48 824.8939 2 1647.7732 -0.0008 40.19 R V 0

873 ALSVPCSDSK 57.021465@C:6 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 46 532.2579 2 1062.5012 -0.0004 24.23 K A 0

874 ALSYNNIADTDAALECVKEFAEPACVIVK 57.021465@C:16,57.021465@C:25 JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 89 1071.1927 3 3210.5563 -0.0013 65.44 K H 0

875 ALTDDERAQLLYER JW3132 ECK3151 nlpI conserved protein 16 564.9566 3 1691.8480 0.0003 38.54 R G 0

876 ALTEANGDIELAIENMR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 70 930.4625 2 1858.9104 0.0010 57.29 K K 0

877 ALTEETGTTIEIEDDGTVK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 87 1011.4887 2 2020.9628 -0.0059 42.75 R I 0

878 ALTFCEAEMDNLTR 57.021465@C:5 JW0907 ECK0915 mukB fused chromosome partitioning proteins 104 835.8792 2 1669.7438 -0.0002 49.30 K K 0

879 ALTGLSPDEIVNQVK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 57 792.4355 2 1582.8564 -0.0002 50.43 K D 0

880 ALTICTVSDHIR 57.021465@C:5 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 72 693.3626 2 1384.7106 -0.0027 37.05 K T 0

881 ALTLQEK JW5503 ECK3026 tolC transport channel 22 401.7369 2 801.4592 -0.0004 23.35 R A 0

882 ALTMSLAER JW5312 ECK1895 otsA trehalose-6-phosphate synthase 65 496.2659 2 990.5172 0.0004 34.60 R I 0

883 ALTNLVGNGVATIVVAK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 90 820.4902 2 1638.9658 -0.0010 53.71 R W 0

884 ALTNLVGNGVATIVVAKWVKELDHK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 34 669.6367 4 2674.5177 0.0009 64.97 R K 0

885 ALTQVGLVLRPFLPEQVR JW5486 ECK2972 glcF glycolate oxidase iron-sulfur subunit 13 679.4059 3 2035.1959 0.0016 60.43 R A 0

886 ALTTISPHDAQELIAR JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 84 868.4704 2 1734.9262 -0.0002 44.46 M G 0

887 ALTVSPDQVLQLTPEK JW4334 ECK4363 holD DNA polymerase III, psi subunit 23 869.9834 2 1737.9522 0.0009 53.65 R I 0

888 ALVAVNLASEEPYHNALNEK JW1327 ECK1329 uspE stress-induced protein 52 728.0429 3 2181.1069 0.0004 45.86 K L 0

889 ALVDELELAQLSANNR JW4120 ECK4155 yjeP predicted mechanosensitive channel 69 878.4665 2 1754.9184 0.0022 55.05 K Q 0

890 ALVGIFLNDQYVK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 53 740.4138 2 1478.8130 -0.0003 55.78 R G 0

891 ALVGSGIEAQVNGER JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 124 750.3936 2 1498.7726 -0.0013 36.03 R V 0

892 ALVQESIYER JW3561 ECK3577 aldB aldehyde dehydrogenase B 54 604.3196 2 1206.6246 0.0002 33.85 R F 0

893 ALVSHPREPLSR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 23 454.5923 3 1360.7551 -0.0025 20.79 K D 0

894 ALVSPEAIGSLIVTK JW1913 ECK1927 yedD predicted protein 82 749.4483 2 1496.8820 0.0006 57.15 R E 0

895 ALVSPEAIGSLIVTKEGDTLDCR 57.021465@C:22 JW1913 ECK1927 yedD predicted protein 20 815.4287 3 2443.2643 0.0014 60.58 R Q 0

896 ALWLLAGSASRLPEAGEDLELK JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 51 780.4256 3 2338.2550 0.0018 60.13 R M 0

897 ALYPCPLHGISEDDAIASIHR 57.021465@C:5 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 13 584.5435 4 2334.1449 0.0021 46.99 R I 0

898 ALYTIGEVALLCDINPVTLR 57.021465@C:12 JW2115 ECK2119 mlrA DNA-binding transcriptional regulator 20 744.4090 3 2230.2052 0.0019 70.45 M A 0

899 ALYTVVTEGK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 25 540.7999 2 1079.5852 -0.0011 35.10 R A 0

900 AMAIHEHIR JW2344 ECK2341 yfdC predicted inner membrane protein 58 539.2847 2 1076.5548 -0.0001 21.47 R Q 0

901 AMASGVSACLATPFK 57.021465@C:9 JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 56 755.8734 2 1509.7322 0.0002 45.79 K I 0

902 AMAWEEHDE JW3897 ECK3918 glpK glycerol kinase 15 559.2173 2 1116.4200 0.0018 30.09 R - 0

903 AMEAPLR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 43 394.2102 2 786.4058 0.0000 24.56 R Q 0

904 AMEIVYDEADLRR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 41 790.8900 2 1579.7654 -0.0010 39.57 R Y 0

905 AMELLTGK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 54 431.7388 2 861.4630 0.0001 33.00 R S 0

906 AMELLTGKSEK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 23 402.8847 3 1205.6323 -0.0003 27.23 R Q 0

907 AMEMVAASK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 19 469.2275 2 936.4404 -0.0003 23.34 K M 0

908 AMGATPMQIVR JW0194 ECK0198 metI DL-methionine transporter subunit -!- membrane component protein of ABC superfamily 20 587.8071 2 1173.5996 -0.0001 36.79 R K 0

909 AMGCNTTGVR 57.021465@C:4 JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 40 533.7420 2 1065.4694 -0.0001 18.77 R G 0

910 AMGIPSSMFTVIFAMAR JW0710 ECK0709 gltA citrate synthase 35 915.4596 2 1828.9046 0.0009 79.57 K T 0

911 AMGLPLLAVSGVEADDVIGTLAR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 87 1134.6193 2 2267.2240 0.0045 76.53 K E 0

912 AMGVDYAAEYLQR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 76 743.8531 2 1485.6916 -0.0006 47.45 R F 0

913 AMIALSSINK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 21 524.2969 2 1046.5792 -0.0001 38.42 R A 0

914 AMIEAGAAAVHFEDQLASVK JW3975 ECK4007 aceA isocitrate lyase 93 1029.5202 2 2057.0258 0.0007 54.44 K K 0

915 AMIEAGAAAVHFEDQLASVKK JW3975 ECK4007 aceA isocitrate lyase 111 1093.5676 2 2185.1206 0.0005 49.10 K C 0
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916 AMIFEPFFQGSHQR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 14 565.6079 3 1693.8019 -0.0017 51.85 R K 0

917 AMLANMR JW2517 ECK2530 suhB inositol monophosphatase 38 403.7042 2 805.3938 0.0001 25.95 K D 0

918 AMLEQQAWIGLMDQAR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 82 930.9587 2 1859.9028 0.0006 59.96 R A 0

919 AMLGDVAAQVLLLQSR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 92 842.9749 2 1683.9352 0.0010 65.89 K D 0

920 AMLHFCENPGK 57.021465@C:6 JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 54 652.2995 2 1302.5844 -0.0005 30.63 R I 0

921 AMLHFCENPGKIQSR 57.021465@C:6 JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 44 596.6274 3 1786.8604 -0.0005 33.07 R A 0

922 AMLNIANMGYFSSDR JW3391 ECK3414 glgP glycogen phosphorylase 84 845.3899 2 1688.7652 0.0002 55.72 K T 0

923 AMLNTLNVGPTLDPR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 43 806.4301 2 1610.8456 0.0006 48.14 R F 0

924 AMLQDIATLTGGTVISEEIGMELEK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 77 1325.1733 2 2648.3320 0.0033 77.94 K A 0

925 AMLQDIATLTGGTVISEEIGMELEKATLEDLGQAK 15.994915@M:21 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 73 1231.2939 3 3690.8599 0.0015 80.16 K R 0

926 AMLTQSEIK JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 39 510.7735 2 1019.5324 0.0003 28.80 K L 0

927 AMMDNLQTETVINR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 36 818.3967 2 1634.7788 0.0032 42.17 K D 0

928 AMMDNLQTETVINRDGQEEK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 93 1161.5388 2 2321.0630 0.0004 38.24 K Q 0

929 AMQASVDAAQATLK JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 95 702.8605 2 1403.7064 -0.0013 33.63 K Q 0

930 AMQEVLQQFAHVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 23 510.2697 3 1527.7873 0.0004 47.30 K D 0

931 AMSDDEPKQDKTSQDADFTAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 71 1164.5191 2 2327.0236 0.0013 23.71 K T 0

932 AMSEHDMLPSEPVTIVLSQMGWVR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 16 905.1106 3 2712.3100 0.0026 71.81 K S 0

933 AMSELLGEAPVQDAAEIAAQNKR JW2422 ECK2424 murP fused predicted enzyme IIBC components of PTS 15 804.7445 3 2411.2117 0.0002 50.82 K Q 0

934 AMTDVTGFGLLGHLSEMCQGAGVQAR 57.021465@C:18 JW1753 ECK1762 selD selenophosphate synthase 65 902.7655 3 2705.2747 0.0021 62.14 K V 0

935 AMTLLKK JW1272 ECK1275 yciM conserved protein 16 402.7541 2 803.4936 -0.0002 21.03 R G 0

936 AMTPANYIGR JW1117 ECK1117 purB adenylosuccinate lyase 19 547.2764 2 1092.5382 -0.0003 33.32 K A 0

937 AMVAGTLANFQHPTLK JW2100 ECK2106 mrp antiporter inner membrane protein 81 849.9531 2 1697.8916 -0.0007 42.94 R H 0

938 AMVGGSEPQFAGYNR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 90 792.3666 2 1582.7186 -0.0011 35.69 R A 0

939 AMVQGITQNNAQIVFEALMSNLR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 57 850.1060 3 2547.2962 0.0023 76.21 K K 0

940 AMVQGITQNNAQIVFEALMSNLRK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 101 1338.7010 2 2675.3874 -0.0012 71.01 K E 0

941 AMVQGITQNNAQIVFEALMSNLRKEAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 49 751.8985 4 3003.5649 0.0016 66.88 K I 0

942 AMVSNTATVLR JW4201 ECK4237 mgtA magnesium transporter 63 581.8161 2 1161.6176 0.0001 30.79 K V 0

943 AMYSIAK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 27 392.2070 2 782.3994 -0.0002 25.63 K K 0

944 ANAATGNLNILLPMVTSLDEVDEAR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 42 1314.1729 2 2626.3312 0.0041 72.36 R R 0

945 ANAFDIDLHIKPEYR JW1823 ECK1833 yebT conserved protein 24 601.3123 3 1800.9151 -0.0006 45.70 R N 0

946 ANAKFEVK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 34 453.7557 2 905.4968 -0.0002 19.55 K A 0

947 ANALLADGLK JW0675 ECK0676 pgm phosphoglucomutase 39 493.2875 2 984.5604 0.0001 37.67 R G 0

948 ANATAWLK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 69 437.7423 2 873.4700 -0.0008 32.83 K D 0

949 ANATAWLKDNPETAK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 55 543.9449 3 1628.8129 -0.0031 33.41 K E 0

950 ANAVLLHSCEVTSGTPGCYR 57.021465@C:9,57.021465@C:18 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 82 1096.5146 2 2191.0146 -0.0003 34.63 K Q 0

951 ANAVPMVR JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 14 429.2365 2 856.4584 -0.0005 26.45 R E 0

952 ANDAAGDGTTTATVLAQAIITEGLK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 75 801.4185 3 2401.2337 0.0000 68.93 K A 0

953 ANDAAGDGTTTATVLAQAIITEGLKAVAAGMNPMDLKR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 52 939.9877 4 3755.9217 0.0031 80.27 K G 0

954 ANDIALK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 71 372.7160 2 743.4174 -0.0002 22.76 R C 0

955 ANDIDVPAALIDSEIDVLR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 79 1020.0356 2 2038.0566 -0.0016 70.49 K R 0

956 ANDIDVPAALIDSEIDVLRR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 37 732.3943 3 2194.1611 0.0018 66.90 K Q 0

957 ANDIVVALLQEK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 79 656.8777 2 1311.7408 0.0011 55.59 K G 0

958 ANEAYLQGQLGNPK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 66 751.8839 2 1501.7532 0.0008 33.57 K G 0

959 ANEAYMALIMDAR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 87 734.8501 2 1467.6856 0.0006 54.25 K Y 0

960 ANEGTLLLDEIGEMPLVLQAK JW2214 ECK2213 atoC fused response regulator of ato opeon, in two-component system with AtoS 73 1127.6049 2 2253.1952 0.0027 74.71 R L 0

961 ANEGTLLLDEIGEMPLVLQAKLLR 15.994915@M:14 JW2214 ECK2213 atoC fused response regulator of ato opeon, in two-component system with AtoS 17 884.8288 3 2651.4646 0.0078 66.10 R I 0

962 ANEIKHPVGR JW2748 ECK2771 ygcF conserved protein 31 374.2119 3 1119.6139 -0.0009 16.26 R V 0

963 ANELMEEFHIEHLR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 41 589.9545 3 1766.8417 0.0007 46.12 R D 0

964 ANEVNLLLQK JW2894 ECK2923 epd D-erythrose 4-phosphate dehydrogenase 80 571.3330 2 1140.6514 0.0012 41.12 K A 0

965 ANEVRPVLACR 57.021465@C:10 JW1279 ECK1281 rnb ribonuclease II 39 428.8985 3 1283.6737 -0.0031 24.08 R M 0

966 ANGAEIDDGAINGIK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 95 729.3653 2 1456.7160 0.0002 34.79 R V 0

967 ANGLVDSLGDFDDAVAK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 52 853.9159 2 1705.8172 0.0014 55.12 K A 0

968 ANGLVDSLGDFDDAVAKAAELAK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 44 764.0575 3 2289.1507 0.0018 68.93 K V 0

969 ANHRPSELSGGER JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 57 470.5678 3 1408.6816 0.0008 17.19 R Q 0

970 ANIGGINK JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 24 393.7271 2 785.4396 0.0001 21.07 R V 0

971 ANISDSYVLLR JW2601 ECK2616 smpB trans-translation protein 53 625.8410 2 1249.6674 0.0009 44.87 K D 0

972 ANISVHEPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 54 511.7726 2 1021.5306 0.0000 20.40 R Q 0

973 ANLDLASVVPELDMYDRNWPIR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 45 863.1045 3 2586.2917 0.0015 69.77 K T 0

974 ANLPLSYPMTAR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 54 667.3504 2 1332.6862 0.0003 44.78 R R 0

975 ANLPPLLSVPVGEK JW2555 ECK2569 rseB anti-sigma factor 31 717.4221 2 1432.8296 0.0007 53.31 K A 0

976 ANLVNKPLPR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 22 374.5644 3 1120.6714 -0.0002 23.80 K L 0

977 ANNAINDMVR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 29 559.2745 2 1116.5344 -0.0001 29.56 R Q 0

978 ANNTTGFTR JW4002 ECK4034 dgkA diacylglycerol kinase 42 491.2410 2 980.4674 -0.0002 19.54 M I 0

979 ANNVGELEK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 50 487.2512 2 972.4878 0.0003 21.38 K H 0

980 ANNVGELEKHK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 46 619.8279 2 1237.6412 -0.0002 17.91 K D 0

981 ANNVGELEKHKDKPVIVVDGSGMQCQEPANALTK 57.021465@C:25 JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 56 919.9662 4 3675.8357 0.0008 36.61 K A 0

982 ANPAFDTEKAIQELGTGEALISFLDAK JW4220 ECK4256 yjgR predicted ATPase 76 950.4909 3 2848.4509 0.0014 77.14 R G 0

983 ANPWQQFAETHNK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 46 785.8730 2 1569.7314 -0.0009 38.45 K G 0

984 ANPWQQFAETHNKGDRVEGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 26 771.3772 3 2311.1098 0.0003 33.50 K I 0

985 ANQGIMEFVEMFK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 66 772.3683 2 1542.7220 0.0009 70.43 R A 0

986 ANQGIMEFVEMFKAPIK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 53 651.6714 3 1951.9924 0.0025 67.58 R V 0

987 ANQLAELAHQR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 46 625.8335 2 1249.6524 -0.0003 28.52 R T 0

988 ANQLWSEVLDNAAFEAEQMGK 15.994915@M:19 JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 106 1184.0499 2 2366.0852 0.0004 63.94 K S 0

989 ANQMRPMVVQSSEDFYLAK JW2479 ECK2490 yfgC predicted peptidase 66 738.6940 3 2213.0602 -0.0007 44.18 R A 0

990 ANQRLDNMATK JW1667 ECK1673 lpp murein lipoprotein 46 631.3197 2 1260.6248 0.0005 19.10 R Y 0

991 ANQVPQQVLSLLQG JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 56 747.9178 2 1493.8210 0.0008 62.98 K - 0

992 ANRLEELFVSLVNEK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 57 880.9805 2 1759.9464 -0.0003 65.70 K Q 0

993 ANSHAPEAVVEGASR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 53 747.8685 2 1493.7224 0.0002 22.63 R A 0

994 ANSSTTTAAEPLK JW2294 ECK2291 pta phosphate acetyltransferase 73 645.8308 2 1289.6470 0.0007 20.76 R M 0

995 ANTGVTLEPINSQNAPK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 31 877.4583 2 1752.9020 0.0015 35.08 K G 0

996 ANTGVTLEPINSQNAPKGHFFLHPR JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 38 687.1121 4 2744.4193 0.0044 40.47 K A 0

997 ANTSSMDYYHQLR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 72 793.3560 2 1584.6974 -0.0017 31.25 K Y 0

998 ANVSQVMHIIGDVAGR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 26 556.2950 3 1665.8632 0.0009 53.62 R D 0

999 ANWLNQLQSLLGQSSSSTSSSADQGLVK JW1835 ECK1847 yebE conserved protein 29 1453.7264 2 2905.4382 -0.0035 71.65 M L 0

1000 APAATSTPAPK JW3351 ECK3375 damX predicted protein 27 506.2767 2 1010.5388 -0.0008 17.42 K E 0

1001 APAEPQRYDAVLVAIGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 49 609.3353 3 1824.9841 -0.0006 45.47 K V 0

1002 APAIVMDDADLELAVK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 87 835.9374 2 1669.8602 0.0006 53.02 K A 0

1003 APAKESAPAAAAPAAQPALAAR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 95 1001.0470 2 2000.0794 -0.0008 26.59 K S 0

1004 APAPEYVPEAPR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 29 648.8311 2 1295.6476 -0.0033 32.14 R H 0

1005 APDFLKDIGGLETNR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 56 549.2900 3 1644.8482 0.0010 51.75 K I 0

1006 APDGKTHELSS JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 21 571.2779 2 1140.5412 0.0001 16.58 R - 0

1007 APEAVIAK JW4215 ECK4251 valS valyl-tRNA synthetase 59 399.7393 2 797.4640 -0.0006 21.22 R E 0

1008 APECFYIEQK 57.021465@C:4 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 56 642.7999 2 1283.5852 -0.0004 35.25 K L 0

1009 APEESEYLNLIANAAR JW0938 ECK0946 ycbZ predicted peptidase 110 880.9444 2 1759.8742 0.0002 55.88 K T 0

1010 APFVILMVGVNGVGK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 48 750.9333 2 1499.8520 -0.0013 62.11 K T 0

1011 APGEWVHSVAAPHELPALLAR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 56 741.0675 3 2220.1807 0.0005 49.71 K I 0

1012 APGFGDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 38 360.1773 2 718.3400 0.0003 20.78 K R 0

1013 APGFGDRR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 23 438.2279 2 874.4412 0.0003 19.27 K K 0

1014 APHTPVDTASLLELLAR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 52 602.0042 3 1802.9908 0.0019 62.33 R Y 0

1015 APILEALNDLGYEKPSPIQAECIPHLLNGR 57.021465@C:22 JW5531 ECK3150 deaD ATP-dependent RNA helicase 36 832.9399 4 3327.7305 0.0019 63.06 K D 0

1016 APIVHALR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 51 438.7742 2 875.5338 -0.0003 21.80 K G 0

1017 APLEIADGQATISWLNNNK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 24 685.6888 3 2054.0446 0.0013 57.40 R G 0

1018 APLFAGR JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 48 366.2139 2 730.4132 0.0006 27.89 R H 0

1019 APLIITVVAK JW1754 ECK1763 ydjA predicted oxidoreductase 26 512.8421 2 1023.6696 0.0004 45.17 R C 0

1020 APLSALR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 44 364.2266 2 726.4386 -0.0002 25.77 R S 0

1021 APLVMVVDHQR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 47 422.2328 3 1263.6766 0.0008 32.24 K T 0

1022 APMILALANPEPEILPPLAK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 72 1049.6035 2 2097.1924 0.0017 66.50 R E 0

1023 APNEAVSSVR JW2504 ECK2516 yfhM conserved protein 65 515.2686 2 1028.5226 -0.0025 20.73 K F 0

1024 APNLGQLYGFYGNPNLDPEK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 126 1104.0425 2 2206.0704 0.0009 57.01 K S 0

1025 APRPVDEPR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 14 346.1890 3 1035.5452 -0.0010 17.59 K T 0

1026 APSLLQLSPDWTSNSCR 57.021465@C:16 JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 97 966.4676 2 1930.9206 -0.0001 54.18 K G 0

1027 APSTFNPLYSMDR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 72 749.8540 2 1497.6934 0.0012 47.11 K A 0

1028 APTEPSAGGEVK JW3904 ECK3925 ftsN essential cell division protein 18 571.7884 2 1141.5622 0.0008 19.78 R T 0

1029 APTEPSAGGEVKTPEQLTPEQR JW3904 ECK3925 ftsN essential cell division protein 82 774.7238 3 2321.1496 -0.0003 31.72 R Q 0

1030 APTPLWMK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 19 472.2572 2 942.4998 0.0001 38.34 K E 0

1031 APVAAPSQSVATGAVNEIHTSPYSK JW2734 ECK2759 cysJ sulfite reductase, alpha subunit, flavoprotein 30 828.0900 3 2481.2482 -0.0019 38.43 R D 0

1032 APVALLDFAASAR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 91 651.3645 2 1300.7144 0.0006 54.56 R L 0

1033 APVDLIPLLEVAGGAFR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 31 869.4987 2 1736.9828 0.0003 77.15 K E 0

1034 APVFQSR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 35 402.7218 2 803.4290 0.0000 21.68 R M 0

1035 APVIFANEVATGLFGHLVGAIAGGSVYRK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 18 729.4044 4 2913.5885 0.0020 76.96 K S 0

1036 APVIVFDDADIEAVVEGVR JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 38 1007.5293 2 2013.0440 0.0021 69.37 K T 0

1037 APVQLLGR JW0049 ECK0051 apaG protein associated with Co2+ and Mg2+ efflux 23 427.2676 2 852.5206 0.0025 33.02 R Y 0

1038 APVSGWVTNLTTR JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 65 701.3780 2 1400.7414 0.0002 46.74 R I 0

1039 APVVVPAGVDVK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 44 575.8452 2 1149.6758 0.0000 36.62 K I 0

1040 AQAAANIAQLTVNR JW0452 ECK0457 acrA multidrug efflux system 121 720.8997 2 1439.7848 0.0005 37.41 K Y 0

1041 AQAAANIAQLTVNRYQK JW0452 ECK0457 acrA multidrug efflux system 53 620.6736 3 1858.9990 -0.0024 37.40 K L 0

1042 AQACVSAGNTGALMGLAK 57.021465@C:4 JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 87 860.4296 2 1718.8446 0.0002 42.97 R L 0

1043 AQAFEQDR JW0173 ECK0177 hlpA periplasmic chaperone 48 482.7282 2 963.4418 0.0008 20.06 K A 0

1044 AQALGVSINDINTTLGAAWGGSYVNDFIDR JW0451 ECK0456 acrB multidrug efflux system protein 55 1046.8550 3 3137.5432 0.0015 74.22 K G 0

1045 AQAMYGGSLLSTQQGLWAK JW5760 ECK4255 yjgQ conserved inner membrane protein 122 1005.5094 2 2009.0042 0.0002 53.20 R D 0

1046 AQASTHGIGK JW2893 ECK2922 pgk phosphoglycerate kinase 34 485.2586 2 968.5026 -0.0012 14.20 R F 0
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1047 AQAVGAADSLK JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 57 515.7795 2 1029.5444 -0.0010 22.84 K T 0

1048 AQAYVEAGAEMLFPEAITELAMYR JW0323 ECK0329 prpB 2-methylisocitrate lyase 32 892.1020 3 2673.2842 0.0025 78.26 R Q 0

1049 AQCLAHDLPDPLEPLEIDGTLLPR 57.021465@C:3 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 55 1342.1908 2 2682.3670 -0.0016 64.85 R Y 0

1050 AQEELGYQPVITLDEGIEK JW5819 ECK0859 ybjS predicted NAD(P)H oxidoreductase with NAD(P)-binding Rossmann-fold domain 95 1066.5420 2 2131.0694 0.0010 53.83 R T 0

1051 AQEIQQAYELIK JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 16 717.3856 2 1432.7566 0.0005 44.01 K Q 0

1052 AQELGIEVIDEAEMLR JW2403 ECK2406 ligA DNA ligase, NAD(+)-dependent 19 908.4601 2 1814.9056 -0.0028 63.25 K L 0

1053 AQESQKAELEGIIK JW3775 ECK3797 hemX uroporphyrinogen III methylase 79 772.4195 2 1542.8244 -0.0009 33.32 K Q 0

1054 AQEVLLDR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 51 472.2640 2 942.5134 0.0001 28.69 R S 0

1055 AQEVTADNNQQAASGAQPEQSK JW0452 ECK0457 acrA multidrug efflux system 73 1136.5262 2 2271.0378 0.0015 20.47 K S 0

1056 AQEVTADNNQQAASGAQPEQSKS JW0452 ECK0457 acrA multidrug efflux system 101 1180.0421 2 2358.0696 0.0013 20.37 K - 0

1057 AQEYTVEQLNHGR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 84 772.8762 2 1543.7378 0.0000 27.16 M K 0

1058 AQFCLAGNR 57.021465@C:4 JW2635 ECK2654 ygaF predicted enzyme 43 518.7540 2 1035.4934 0.0015 29.69 K A 0

1059 AQFDQFLR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 40 512.7635 2 1023.5124 -0.0014 43.62 R M 0

1060 AQFGGQR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 26 382.1958 2 762.3770 -0.0003 16.40 K F 0

1061 AQFNPFDLYLGTSAGAQNLSAFICNQPGYAR 57.021465@C:24 JW4340 ECK4369 yjjU predicted esterase 57 1131.2108 3 3390.6106 0.0013 73.84 R K 0

1062 AQFPDTPYIARPGNINAWDNEDFVK JW0880 ECK0888 ycaC predicted hydrolase 51 960.1318 3 2877.3736 0.0013 55.14 K A 0

1063 AQFVYTMHR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 49 576.7844 2 1151.5542 -0.0004 31.11 M V 0

1064 AQGHIVAGQTPLYEIK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 62 862.9699 2 1723.9252 -0.0005 35.59 K K 0

1065 AQGHIVAGQTPLYEIKK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 52 464.0123 4 1852.0201 -0.0007 30.72 K - 0

1066 AQGIEVLLDDRK JW0190 ECK0194 proS prolyl-tRNA synthetase 45 452.9208 3 1355.7406 -0.0003 40.35 R E 0

1067 AQGLDLTIPVDK JW2504 ECK2516 yfhM conserved protein 73 635.3558 2 1268.6970 -0.0006 46.67 R T 0

1068 AQGLDLTIPVDKTWNR JW2504 ECK2516 yfhM conserved protein 69 913.9913 2 1825.9680 -0.0005 49.54 R H 0

1069 AQGNMPAYGYTPPYTDGAK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 86 1001.4546 2 2000.8946 0.0008 39.64 K L 0

1070 AQGVQLTAK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 57 458.2661 2 914.5176 -0.0008 21.43 K L 0

1071 AQIIQQAGNSVLAK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 101 720.9118 2 1439.8090 -0.0005 34.77 K A 0

1072 AQILLGEFEPAEIVLEELNENAR JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 15 1299.1770 2 2596.3394 0.0011 79.90 R S 0

1073 AQIVGMNVGTLK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 58 615.8472 2 1229.6798 -0.0004 40.31 R I 0

1074 AQLAFEGFDSK JW3904 ECK3925 ftsN essential cell division protein 79 606.7987 2 1211.5828 0.0006 42.76 R I 0

1075 AQLAIYDYIK JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 54 599.3295 2 1196.6444 0.0003 50.65 R S 0

1076 AQLETVDSAPVQALR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 92 799.4306 2 1596.8466 -0.0005 40.62 R E 0

1077 AQLGSNSTMK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 36 518.7584 2 1035.5022 0.0004 19.97 K K 0

1078 AQLGSNSTMKK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 19 582.8058 2 1163.5970 0.0003 16.51 K H 0

1079 AQLLADLADLDVLSTEDLK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 137 1022.0467 2 2042.0788 0.0006 72.22 K N 0

1080 AQLLADLADLDVLSTEDLKNR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 29 771.7487 3 2312.2243 0.0021 66.71 K R 0

1081 AQLLDSDGLLR JW2343 ECK2340 vacJ predicted lipoprotein 26 600.8335 2 1199.6524 0.0014 45.61 R Q 0

1082 AQLLSQIQQQR JW3071 ECK3091 yqjK conserved protein 76 656.8713 2 1311.7280 0.0022 34.23 K L 0

1083 AQLLYER JW3132 ECK3151 nlpI conserved protein 42 446.7480 2 891.4814 0.0001 28.32 R G 0

1084 AQLNDATFAASPEGK JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 80 760.3730 2 1518.7314 0.0001 33.56 R T 0

1085 AQLPTTMTLMALGMLPK 15.994915@M:7,15.994915@M:10 JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 13 616.9944 3 1847.9614 0.0054 48.11 K A 0

1086 AQLQEIAQTK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 51 565.3137 2 1128.6128 -0.0011 26.10 R A 0

1087 AQLSTIESDEVTPDRR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 23 606.3058 3 1815.8956 -0.0008 31.09 R F 0

1088 AQMDGLEGYPVYTR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 47 800.3770 2 1598.7394 -0.0004 42.85 R K 0

1089 AQMDGLEGYPVYTRK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 29 576.6184 3 1726.8334 -0.0013 37.50 R V 0

1090 AQMEQQFSANFFGAHQLTMR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 43 781.3658 3 2341.0756 0.0022 52.28 R L 0

1091 AQNAQVAAGQLGGTPPVK JW0451 ECK0456 acrB multidrug efflux system protein 123 853.9627 2 1705.9108 -0.0003 31.30 K G 0

1092 AQNAQVAAGQLGGTPPVKGQQLNASIIAQTR JW0451 ECK0456 acrB multidrug efflux system protein 107 1029.8938 3 3086.6596 0.0012 42.17 K L 0

1093 AQNFEAVAQYQFDFGLRPSLAYLQSK JW2203 ECK2207 ompC outer membrane porin protein C 51 997.8387 3 2990.4943 0.0017 64.58 K G 0

1094 AQNLNVHLIGR JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 34 412.2385 3 1233.6937 -0.0007 33.92 R A 0

1095 AQNSNLNSDQLVTLQVSNSGDQPLWLR JW2504 ECK2516 yfhM conserved protein 86 999.8396 3 2996.4970 0.0016 58.88 K M 0

1096 AQNVIVFK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 33 459.7741 2 917.5336 0.0002 33.31 K R 0

1097 AQNVIVFKR JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 43 537.8237 2 1073.6328 -0.0017 29.37 K S 0

1098 AQPEWEALPAIER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 57 755.3879 2 1508.7612 -0.0010 47.93 R A 0

1099 AQPVGGLNEK JW0938 ECK0946 ycbZ predicted peptidase 31 506.7739 2 1011.5332 -0.0016 21.14 R I 0

1100 AQQIVDATDK JW0007 ECK0008 talB transaldolase B 37 544.7824 2 1087.5502 -0.0007 21.42 R L 0

1101 AQQIVDATDKLAVNIGLEILK JW0007 ECK0008 talB transaldolase B 40 751.4341 3 2251.2805 0.0017 67.55 R L 0

1102 AQQLTLTAPEMTALVGGMR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 67 663.3482 3 1987.0228 -0.0005 59.87 K V 0

1103 AQQPPIR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 24 405.2350 2 808.4554 -0.0001 19.21 K I 0

1104 AQQYQQQLGQK JW0628 ECK0626 rlpA minor lipoprotein 83 660.3383 2 1318.6620 -0.0009 21.74 R F 0

1105 AQSDLAK JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 21 366.6978 2 731.3810 -0.0003 23.78 K A 0

1106 AQSLDALSSMANIAGYR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 68 884.4385 2 1766.8624 0.0004 56.79 R A 0

1107 AQSVTLDYK JW2553 ECK2567 lepA GTP binding membrane protein 61 512.7689 2 1023.5232 -0.0004 28.48 K A 0

1108 AQSVVDYLISK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 83 611.8377 2 1221.6608 0.0003 48.49 R G 0

1109 AQSVVDYLISKGIPADKISAR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 45 744.4192 3 2230.2358 0.0037 55.38 R G 0

1110 AQTFTLVAK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 17 489.7845 2 977.5544 -0.0002 33.15 K D 0

1111 AQTILEAQGEVAR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 95 693.3728 2 1384.7310 0.0000 32.79 K F 0

1112 AQTISFEDFITYKGEQGAK JW1194 ECK1191 ychF predicted GTP-binding protein 30 711.6884 3 2132.0434 0.0009 53.64 R E 0

1113 AQTKTEEFDAIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 42 690.8529 2 1379.6912 -0.0019 26.40 K I 0

1114 AQTKTEEFDAIKIALASPDMIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 39 612.8254 4 2447.2725 -0.0003 54.94 K S 0

1115 AQTTAENIINTLVIQ JW5682 ECK3456 dcrB periplasmic protein 48 814.9466 2 1627.8786 0.0005 63.84 K - 0

1116 AQVAELAR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 38 429.2457 2 856.4768 0.0002 23.72 R A 0

1117 AQVAINDGNPDEAER JW3381 ECK3405 malT DNA-binding transcriptional activator, maltotriose-ATP-binding 33 799.8733 2 1597.7320 -0.0012 26.30 R L 0

1118 AQVAQIAGKPSSEVSMIHAR JW1728 ECK1737 osmE DNA-binding transcriptional regulator 101 1040.5522 2 2079.0898 0.0003 32.20 R G 0

1119 AQVESALQK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 28 487.2690 2 972.5234 -0.0005 21.10 R A 0

1120 AQVFTDSLNPAPLEALAGR JW4349 ECK4378 lplA lipoate-protein ligase A 88 985.5208 2 1969.0270 0.0002 59.96 R L 0

1121 AQVGTMPVGSK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 32 537.7845 2 1073.5544 0.0006 24.19 R L 0

1122 AQVINTNSLSLITQNNINK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 120 1043.0687 2 2084.1228 0.0004 49.21 M N 0

1123 AQVINTNSLSLITQNNINKNQSALSSSIER JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 45 815.1828 4 3256.7021 0.0008 52.03 M L 0

1124 AQVRPLAVGVHNDR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 63 511.2867 3 1530.8383 0.0004 22.30 R Q 0

1125 AQVSEADVIHLKPGQK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 37 573.9842 3 1718.9308 -0.0008 30.60 K A 0

1126 AQVVVLDSNTR JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 69 601.3312 2 1200.6478 0.0015 29.72 R R 0

1127 AQVYALNTSDGTVAWQTK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 142 976.9899 2 1951.9652 0.0012 44.43 K V 0

1128 AQYDTVLANEVTAR JW5503 ECK3026 tolC transport channel 96 775.8945 2 1549.7744 0.0008 41.21 R N 0

1129 AQYLIDQLLAEAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 94 752.4124 2 1502.8102 0.0009 62.63 R K 0

1130 AQYLYVPYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 50 586.8084 2 1171.6022 -0.0003 41.07 R D 0

1131 AQYLYVPYRDQSDIYNYDSSLLQSDYSGLFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 95 1247.2569 3 3738.7489 0.0012 67.38 R D 0

1132 AQYTSMAK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 46 450.2181 2 898.4216 -0.0002 20.38 K M 0

1133 AQYVVTR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 30 418.7346 2 835.4546 -0.0006 21.51 R D 0

1134 ARAEKALDDVK JW2261 ECK2260 elaB conserved protein 41 405.8947 3 1214.6623 0.0004 18.65 K K 0

1135 ARAEVEVDAK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 51 544.2913 2 1086.5680 0.0011 18.42 R T 0

1136 ARDEAIAYLSK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 39 412.8909 3 1235.6509 -0.0002 30.23 K R 0

1137 AREALGLPHSDVFR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 18 523.2828 3 1566.8266 -0.0001 36.71 K Q 0

1138 AREELRK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 18 301.1785 3 900.5137 -0.0005 13.75 R Q 0

1139 AREVPAAIQK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 59 361.5484 3 1081.6234 -0.0010 19.67 K A 0

1140 ARIAGINIPDHK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 27 435.5858 3 1303.7356 -0.0005 33.88 M H 0

1141 ARIHLTPAER JW3460 ECK3478 pitA phosphate transporter, low-affinity 13 388.5596 3 1162.6570 0.0000 21.96 R E 0

1142 ARIIVVTSGKGGVGK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 18 481.3005 3 1440.8797 0.0018 22.06 M T 0

1143 ARIPPELLQQHLEYVK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 63 645.3669 3 1933.0789 0.0003 41.69 K T 0

1144 ARLDVSTTESLLIDKAQQLTLTAPEMTALVGGMR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 98 1210.6468 3 3628.9186 0.0017 74.84 R V 0

1145 ARLEEGLNPNAILVPQQGVTR JW0452 ECK0457 acrA multidrug efflux system 76 1138.1300 2 2274.2454 0.0011 45.02 R T 0

1146 ARLEKGEVLENLIPEAFAVVR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 28 589.0871 4 2352.3193 0.0029 61.73 R E 0

1147 ARLEQMPVNEYLDLYVI JW0325 ECK0331 prpD 2-methylcitrate dehydratase 30 1033.5345 2 2065.0544 -0.0010 66.80 R - 0

1148 ARLPGGQLEQAR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 52 648.3644 2 1294.7142 0.0037 24.19 K E 0

1149 ARNDQLFAEIDDLNGGQEALEER JW2718 ECK2743 ftsB cell division protein 60 868.4165 3 2602.2277 0.0018 54.85 K A 0

1150 ARNELSMTRPGETFYR JW2718 ECK2743 ftsB cell division protein 39 643.3193 3 1926.9361 -0.0011 34.40 R L 0

1151 ARNEQDGGDLVYFQGHISPGVYAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 85 883.7647 3 2648.2723 -0.0008 44.69 R A 0

1152 ARPAEQPAPVK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 34 582.3298 2 1162.6450 -0.0007 16.95 K - 0

1153 ARPESQELNILR JW2516 ECK2529 yfhQ predicted methyltransferase 60 713.3934 2 1424.7722 -0.0012 32.99 R G 0

1154 ARPHQLEAIVEK JW1738 ECK1747 xthA exonuclease III 44 695.8951 2 1389.7756 0.0028 24.24 R H 0

1155 ARPYSGYENFDFEIPVGGGVSDCYTR 57.021465@C:23 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 82 986.1115 3 2955.3127 -0.0008 55.01 K V 0

1156 ARSPHYIVMNDK 15.994915@M:9 JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 58 723.8617 2 1445.7088 0.0004 19.64 R K 0

1157 ARSPHYIVMNDKK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 53 520.2764 3 1557.8074 -0.0010 20.65 R H 0

1158 ARSPVSIGGVVVGR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 92 677.4014 2 1352.7882 -0.0006 36.04 K V 0

1159 ARVEDALHATR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 50 619.8335 2 1237.6524 -0.0003 23.10 K A 0

1160 ASADPQGNPWDPK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 42 691.8207 2 1381.6268 0.0006 30.85 R R 0

1161 ASAEEIQDHQCEILR 57.021465@C:11 JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 35 600.2850 3 1797.8332 0.0018 31.25 R - 0

1162 ASAFTHVLLLK JW5803 ECK0781 ybhR predicted transporter subunit -!- membrane component of ABC superfamily 42 600.3610 2 1198.7074 0.0001 43.23 R S 0

1163 ASAIVTNR JW1692 ECK1700 pps phosphoenolpyruvate synthase 38 416.2378 2 830.4610 0.0001 19.30 K G 0

1164 ASAQLETIK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 32 480.7721 2 959.5296 0.0009 24.19 K T 0

1165 ASATDQLK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 47 417.2218 2 832.4290 0.0000 18.61 K K 0

1166 ASATDQLKK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 28 481.2690 2 960.5234 -0.0006 16.29 K A 0

1167 ASATMIGDDETNWGTK JW5633 ECK3680 yidQ conserved outer membrane protein 96 848.8780 2 1695.7414 0.0004 38.11 R S 0

1168 ASAVGSHTTLSR JW0473 ECK0478 copA copper transporter 79 593.8119 2 1185.6092 -0.0009 18.76 R I 0

1169 ASDGETYQLNFIDTPGHVDFSYEVSR JW2553 ECK2567 lepA GTP binding membrane protein 104 983.1177 3 2946.3313 0.0004 58.73 K S 0

1170 ASDGGQTVSGVVK JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 90 602.8122 2 1203.6098 0.0003 22.83 K T 0

1171 ASDLVDGLGESNNPQWK JW1463 ECK1462 narZ nitrate reductase 2 (NRZ), alpha subunit 84 915.4376 2 1828.8606 0.0015 44.81 R T 0

1172 ASEAATSAR JW1366 ECK1367 stfR Rac prophage; predicted tail fiber protein 16 432.2140 2 862.4134 -0.0009 20.30 K D 0

1173 ASEDEVSAVFEMPLAQALHLGR JW1802 ECK1811 yeaB predicted NUDIX hydrolase 54 790.7309 3 2369.1709 0.0023 70.51 R Y 0

1174 ASEGELLAQVEPEDLIK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 31 920.9811 2 1839.9476 0.0011 56.50 K F 0

1175 ASEISALIVEEGGK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 51 701.8749 2 1401.7352 0.0002 45.34 R I 0

1176 ASELLGGVR JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 76 451.2585 2 900.5024 -0.0004 30.08 R G 0

1177 ASENMTPQDYIGHHLNNLQLDLR JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 87 1340.1513 2 2678.2880 0.0010 53.39 M T 0
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1178 ASEVDEALQR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 70 559.2780 2 1116.5414 0.0003 27.62 K A 0

1179 ASFDKANR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 17 454.7323 2 907.4500 -0.0012 15.33 K S 0

1180 ASFVTLQDVGGR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 68 625.3314 2 1248.6482 0.0019 41.13 K I JW4090

1181 ASFVTLQDVGGR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 79 625.3314 2 1248.6482 0.0020 41.60 K I JW4090

1182 ASGANSILAELSNEAVALSMDDAVR JW1510 ECK1510 lsrF predicted aldolase 121 1252.6183 2 2503.2220 -0.0005 75.96 R L 0

1183 ASGLEVSENAIR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 58 623.3247 2 1244.6348 -0.0012 33.45 R D 0

1184 ASGLEVSENAIRDGIASAILPGR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 24 766.0799 3 2295.2179 -0.0003 61.46 R F 0

1185 ASGMDTLYAR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 83 542.7578 2 1083.5010 -0.0008 31.16 K C 0

1186 ASGTDEAVVLVPPIR JW5571 ECK3864 bipA GTP-binding protein 39 762.4250 2 1522.8354 -0.0001 47.33 R M 0

1187 ASGTEHHGGVCFLIK 57.021465@C:11 JW2565 ECK2579 yfiF predicted methyltransferase 29 538.2680 3 1611.7822 -0.0007 32.17 K K 0

1188 ASHAQTGVGNISDSNYR JW2166 ECK2172 yejB predicted oligopeptide transporter subunit -!- membrane component of ABC superfamily 42 592.9468 3 1775.8186 -0.0002 24.26 R G 0

1189 ASIFHIEGDPDHPVNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 45 601.9656 3 1802.8750 0.0050 35.07 K G 0

1190 ASINTDDPGVQGVDIIHEYTVAAPAAGLSR JW1615 ECK1618 add adenosine deaminase 51 1013.1798 3 3036.5176 0.0022 56.02 R E 0

1191 ASISSLGVGSGLDLSSILDSLTAAQK JW1909 ECK1923 fliD flagellar filament capping protein 117 1245.6691 2 2489.3236 0.0013 77.81 M A 0

1192 ASIWALGPLVAR JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 57 627.3723 2 1252.7300 0.0008 57.98 R F 0

1193 ASLADIIVLAGVVGVEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 72 827.4933 2 1652.9720 0.0008 74.54 K A 0

1194 ASLAGVSGLDALVGGNYIGMMPGK JW1823 ECK1833 yebT conserved protein 84 1139.5828 2 2277.1510 0.0013 66.15 K G 0

1195 ASLATESFISAASFQETTR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 59 673.0006 3 2015.9800 0.0001 53.15 K V 0

1196 ASLEQAQAQLAQAELNLQDSTLIAPSDGTLLTR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 20 1156.2726 3 3465.7960 0.0007 70.21 K A 0

1197 ASLGVDKDVYLTIPR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 104 823.9588 2 1645.9030 -0.0008 45.29 R G 0

1198 ASLNGHLEQAAHR JW4299 ECK4327 yjiN conserved inner membrane protein 49 468.5758 3 1402.7056 -0.0008 21.18 R V 0

1199 ASLPTIELALK JW2893 ECK2922 pgk phosphoglycerate kinase 22 578.3529 2 1154.6912 0.0002 51.95 R Q 0

1200 ASLSGTQTIK JW2573 ECK2590 clpB protein disaggregation chaperone 58 503.2822 2 1004.5498 -0.0003 22.73 K A 0

1201 ASLTNLTPELK JW5580 ECK3831 tatB TatABCE protein translocation system subunit 23 593.8378 2 1185.6610 0.0005 42.19 K A 0

1202 ASLTQSTTLFK JW1874 ECK1886 tap methyl-accepting protein IV 20 598.8293 2 1195.6440 -0.0009 37.92 R S 0

1203 ASLVWDEAQK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 43 573.7931 2 1145.5716 -0.0001 36.28 K L 0

1204 ASMDELR 15.994915@M:3 JW5580 ECK3831 tatB TatABCE protein translocation system subunit 20 419.1922 2 836.3698 0.0000 16.94 K Q 0

1205 ASNFADYLLK JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 25 571.2979 2 1140.5812 -0.0003 49.67 R N 0

1206 ASNLELAGLEGIRPLAAK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 57 912.0226 2 1822.0306 -0.0005 49.82 R L 0

1207 ASNLTAVIPDYSK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 35 689.8641 2 1377.7136 -0.0004 44.22 R E 0

1208 ASNQGEPVILDINADAGK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 58 906.4599 2 1810.9052 -0.0009 45.28 R A 0

1209 ASNQGEPVILDINADAGKAYADTVER JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 28 906.4507 3 2716.3303 -0.0001 53.09 R L 0

1210 ASPSLLDGIVVEYYGTPTPLR JW0167 ECK0171 frr ribosome recycling factor 118 1124.5974 2 2247.1802 0.0015 64.93 R Q 0

1211 ASPTLTFTDINR JW2162 ECK2168 yeiU undecaprenyl pyrophosphate phosphatase 68 668.3480 2 1334.6814 -0.0016 41.10 R V 0

1212 ASQVAILNANYIASR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 25 795.9332 2 1589.8518 -0.0006 45.44 K L 0

1213 ASSAIPGFYR JW4340 ECK4369 yjjU predicted esterase 22 534.7766 2 1067.5386 -0.0014 37.19 R S 0

1214 ASSDHLVR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 30 442.7320 2 883.4494 -0.0017 14.24 K A JW5598

1215 ASSGLNEDEIQK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 78 645.8123 2 1289.6100 0.0001 25.17 K M 0

1216 ASSSFMLAK JW0938 ECK0946 ycbZ predicted peptidase 27 471.2417 2 940.4688 0.0001 32.41 R A 0

1217 ASSSQMLDKR JW1460 ECK1459 narV nitrate reductase 2 (NRZ), gamma subunit 29 561.7821 2 1121.5496 -0.0003 18.29 R G 0

1218 ASSVLGPR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 61 393.7269 2 785.4392 -0.0002 22.40 K V 0

1219 ASTISNVVR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 67 473.7695 2 945.5244 0.0002 24.75 K K 0

1220 ASTLDTVVFDK JW0473 ECK0478 copA copper transporter 28 598.3142 2 1194.6138 0.0007 42.19 R T 0

1221 ASTLDTVVFDKTGTLTEGKPQVVAVK JW0473 ECK0478 copA copper transporter 66 902.1636 3 2703.4690 -0.0005 46.25 R T 0

1222 ASTPLGVGGFGAAR JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 62 630.8380 2 1259.6614 -0.0008 38.82 K A 0

1223 ASTTMDVQSAADDTGLPMLVVR JW2462 ECK2473 nlpB lipoprotein 123 1139.5569 2 2277.0992 0.0011 57.23 R G 0

1224 ASTWLNHFDADSLR JW2101 ECK2107 metG methionyl-tRNA synthetase 20 544.9307 3 1631.7703 0.0011 47.00 K Y 0

1225 ASVDAILK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 46 408.7447 2 815.4748 -0.0003 32.21 K A 0

1226 ASVDIGISR JW2504 ECK2516 yfhM conserved protein 66 459.2562 2 916.4978 0.0000 30.44 R L 0

1227 ASVEDWETMIDTNNK JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 84 876.8910 2 1751.7674 0.0003 52.67 K G 0

1228 ASVEIDR JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 48 395.2086 2 788.4026 -0.0001 21.19 K K 0

1229 ASVEIDRK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 51 459.2558 2 916.4970 -0.0007 18.25 K I 0

1230 ASVESNFALR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 84 547.2851 2 1092.5556 -0.0007 35.22 R E 0

1231 ASVQLQNVTK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 61 544.3087 2 1086.6028 -0.0004 27.10 M A 0

1232 ASYNVEGAFQASNK JW0424 ECK0428 yajG predicted lipoprotein 88 743.3514 2 1484.6882 -0.0012 35.18 R N 0

1233 ASYPLYANLEK JW1823 ECK1833 yebT conserved protein 36 634.8298 2 1267.6450 0.0003 39.94 K A 0

1234 ASYTLTEPQLTAPLK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 42 816.9458 2 1631.8770 0.0001 47.07 K K 0

1235 ASYTLTEPQLTAPLKK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 20 587.6651 3 1759.9735 0.0015 41.10 K G 0

1236 ASYTMEFLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 60 545.2681 2 1088.5216 0.0005 43.47 R Y 0

1237 ASYTMEFLKYDEAPSNVAQAVIEAR JW3302 ECK3327 fusA protein chain elongation factor EF-G 93 1402.1845 2 2802.3544 0.0011 60.41 R G 0

1238 ASYVLNSSELHAPLQK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 91 878.9644 2 1755.9142 -0.0013 39.64 K N 0

1239 ATAAEVFGLPLETVTSEQR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 33 1010.0238 2 2018.0330 0.0010 60.32 R R 0

1240 ATAALLTEK JW2773 ECK2797 fucI L-fucose isomerase 14 459.2687 2 916.5228 0.0000 27.73 K L 0

1241 ATAAMMVPFDSIK JW1596 ECK1599 ydgH predicted protein 49 691.3462 2 1380.6778 -0.0003 51.78 K F 0

1242 ATADYEVTR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 73 513.2486 2 1024.4826 0.0002 12.73 R T 0

1243 ATAIWMSFDKQEGEWPTGLR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 61 1162.0634 2 2322.1122 0.0019 57.84 R L 0

1244 ATALILDKDDVVQLR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 79 835.4776 2 1668.9406 -0.0004 45.41 K E 0

1245 ATALTEAVNR JW3361 ECK3385 yrfF predicted inner membrane protein 76 523.2854 2 1044.5562 -0.0002 25.71 K Q 0

1246 ATDEEIAAVEPLYK JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 45 774.8931 2 1547.7716 -0.0002 44.37 R A 0

1247 ATDESKELFEGR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 69 691.3331 2 1380.6516 -0.0004 29.20 K D 0

1248 ATDGHVAWLGK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 35 385.5364 3 1153.5874 -0.0006 30.59 K E 0

1249 ATDLVLAFLPFEK JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 32 732.4112 2 1462.8078 0.0006 70.70 R A 0

1250 ATEFSPFELTK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 44 635.3218 2 1268.6290 0.0001 50.15 R A 0

1251 ATEQLSSMEMMAVDPLRR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 50 689.0007 3 2063.9803 0.0001 52.32 R V 0

1252 ATFGNMGMNDEETVALIAGGHTLGK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 38 845.4055 3 2533.1947 0.0007 55.73 R T 0

1253 ATFNSEEK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 24 463.2165 2 924.4184 -0.0004 18.89 R K 0

1254 ATFPNELSLSELK JW3143 ECK3165 glmM phosphoglucosamine mutase 90 724.8853 2 1447.7560 0.0003 50.57 K I 0

1255 ATFVVDPQGIIQAIEVTAEGIGR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 121 1192.6453 2 2383.2760 0.0014 80.54 R D 0

1256 ATGASVVLFDHALSPAQER JW4131 ECK4169 hflX predicted GTPase 68 657.0097 3 1968.0073 0.0009 45.09 K N 0

1257 ATGATGDGTQPGDVDYTVSTTR JW1446 ECK1445 yncD predicted iron outer membrane transporter 76 1085.4977 2 2168.9808 -0.0014 31.93 K F 0

1258 ATGAVITDWRPEDPAFWQQR JW1214 ECK1217 narK nitrate/nitrite transporter 56 782.0542 3 2343.1408 0.0011 54.70 R G 0

1259 ATGDGPSQVNY JW3781 ECK3803 yifL predicted lipoprotein 19 554.7485 2 1107.4824 -0.0009 26.96 R - 0

1260 ATGDIATVHHLPPTLMAQWYFGDASSK JW1248 ECK1250 ompW outer membrane protein W 87 972.1451 3 2913.4135 0.0015 55.68 R F 0

1261 ATGDKVPAGATSVDR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 82 482.2509 3 1443.7309 -0.0010 20.48 R L 0

1262 ATGDVEFR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 56 447.7192 2 893.4238 -0.0005 24.69 R N 0

1263 ATGFPIAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 23 402.7345 2 803.4544 0.0003 28.67 K V 0

1264 ATGIDFDVR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 54 497.2537 2 992.4928 0.0001 37.49 R K 0

1265 ATGIDFDVRK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 43 561.3002 2 1120.5858 -0.0019 30.99 R A 0

1266 ATGLDALFDATIK JW4346 ECK4375 deoB phosphopentomutase 72 668.3615 2 1334.7084 0.0003 59.98 K E 0

1267 ATGLDALFDATIKEMK JW4346 ECK4375 deoB phosphopentomutase 61 575.3028 3 1722.8866 0.0003 64.22 K E 0

1268 ATGQTLALSAIPR JW1504 ECK1504 ydeV predicted sugar kinase 48 649.8731 2 1297.7316 -0.0037 42.28 R L 0

1269 ATGTSEMAPALVAAFGGK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 95 839.9272 2 1677.8398 0.0003 54.27 K E 0

1270 ATGTSEMAPALVAAFGGKENITNLDACITR 57.021465@C:27 JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 82 1027.1776 3 3078.5110 -0.0005 60.14 K L 0

1271 ATGVPLAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 16 378.7340 2 755.4534 -0.0006 21.71 K V 0

1272 ATIAPANSEYAK JW2903 ECK2931 yggG predicted peptidase 34 618.3165 2 1234.6184 -0.0009 23.79 K R 0

1273 ATIAPANSEYAKR JW2903 ECK2931 yggG predicted peptidase 28 464.5798 3 1390.7176 -0.0028 21.19 K L 0

1274 ATIDAYIPPQSLEEMWDIPGLQER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 44 1386.6817 2 2771.3488 0.0012 72.26 K L 0

1275 ATIDGLENMNSPEMVAAK 15.994915@M:14 JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 100 953.9479 2 1905.8812 0.0000 41.11 R R 0

1276 ATIDGLENMNSPEMVAAKR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 96 1024.0009 2 2045.9872 -0.0002 40.61 R G 0

1277 ATIVNAGSSDFLEGEQVEYSR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 54 1136.5410 2 2271.0674 0.0019 48.62 K V 0

1278 ATIWELLEVEK JW3979 ECK4011 metH homocysteine-N5-methyltetrahydrofolate transmethylase, B12-dependent 55 665.8666 2 1329.7186 0.0006 64.68 K H 0

1279 ATLEDLGQAK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 35 523.2792 2 1044.5438 -0.0013 31.13 K R 0

1280 ATLEDLGQAKR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 70 601.3302 2 1200.6458 -0.0003 26.89 K V 0

1281 ATLESIAYQTR JW3897 ECK3918 glpK glycerol kinase 78 626.8301 2 1251.6456 -0.0003 36.34 R D 0

1282 ATLGEVGNAEHMLR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 84 749.3769 2 1496.7392 -0.0013 37.72 R V 0

1283 ATLHNMK JW0473 ECK0478 copA copper transporter 27 407.7155 2 813.4164 -0.0002 15.67 R Q 0

1284 ATLIVEDDGPGIAPENR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 107 883.9493 2 1765.8840 -0.0005 40.39 R E 0

1285 ATLKPEGQAALDQLYSQLSNLDPK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 91 1300.6822 2 2599.3498 0.0005 62.03 K D 0

1286 ATLKPEGQAALDQLYSQLSNLDPKDGSVVVLGYTDR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 105 1287.9994 3 3860.9764 -0.0033 66.74 K I 0

1287 ATLLGLGLR JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 56 457.2951 2 912.5756 0.0001 47.67 K R 0

1288 ATLPAIGR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 48 399.7451 2 797.4756 -0.0002 30.60 K L 0

1289 ATLTPISNQQSSFTAK JW1909 ECK1923 fliD flagellar filament capping protein 34 847.4415 2 1692.8684 0.0002 36.03 K L 0

1290 ATLWILDEPFTAIDVNGVDR JW5366 ECK2193 ccmA heme exporter subunit -!- ATP-binding component of ABC superfamily 103 1123.0796 2 2244.1446 0.0019 74.49 R L 0

1291 ATMAGELTMIHGVPAGCDER 57.021465@C:17 JW0107 ECK0110 ampE predicted inner membrane protein 42 705.9921 3 2114.9545 -0.0001 43.37 R E 0

1292 ATNAKPVYK JW0166 ECK0170 pyrH uridylate kinase 20 496.2812 2 990.5478 -0.0019 15.49 M R 0

1293 ATNLGLVGER JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 66 515.2880 2 1028.5614 0.0001 31.85 K S 0

1294 ATNLLYTR JW0797 ECK0801 dps Fe-binding and storage protein 29 476.2666 2 950.5186 0.0002 30.66 K N 0

1295 ATPAVINNDGLNYVPTNR JW5791 ECK4344 yjiY predicted inner membrane protein 92 964.9940 2 1927.9734 -0.0018 42.79 R Y 0

1296 ATPHINAEMGDFADVVLMPGDPLR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 19 856.0869 3 2565.2389 0.0033 62.04 M A 0

1297 ATPHINAEMGDFADVVLMPGDPLRAK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 27 692.0994 4 2764.3685 0.0010 58.28 M Y 0

1298 ATPLGAVTK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 15 429.2583 2 856.5020 0.0002 26.20 K F 0

1299 ATPPQSGAQPPAR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 36 639.3331 2 1276.6516 -0.0008 19.34 R A 0

1300 ATPSSTDQMLR JW2555 ECK2569 rseB anti-sigma factor 61 603.7925 2 1205.5704 -0.0005 26.03 R T 0

1301 ATPVELDFSQVEKA JW3945 ECK3973 nusG transcription termination factor 46 767.3942 2 1532.7738 0.0016 49.02 R - 0

1302 ATQGVYPPASTVKPYVAVSALSAGVITR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 43 935.1829 3 2802.5269 -0.0011 53.61 R N 0

1303 ATSELQQAQIVVQLGSSLTGKR JW5374 ECK2258 menD bifunctional 2-oxoglutarate decarboxylase -!- SHCHC synthase 16 772.0964 3 2313.2674 0.0021 57.43 K L 0

1304 ATSGVPGKFQTAIELVIGFVNGSVK JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 67 840.4679 3 2518.3819 0.0025 80.09 K D 0

1305 ATSTSGDTLFQK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 34 628.3113 2 1254.6080 -0.0011 29.08 K H 0

1306 ATSTSGDTLFQKHEGFKDAYR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 58 787.0488 3 2358.1246 0.0004 32.71 K I 0

1307 ATTDSGMTTNNPTLQTTPTDDQFTNNGGR JW3116 ECK3135 yraM conserved protein 88 1019.4552 3 3055.3438 0.0012 38.57 R V 0

1308 ATTITSGGTPVQIDNTAGSATANLGAVSLVK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 76 1458.2704 2 2914.5262 0.0014 52.75 K L 0
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1309 ATVAFAR JW3944 ECK3972 secE preprotein translocase membrane subunit 25 368.2111 2 734.4076 0.0002 24.22 K E 0

1310 ATVELLNR JW0797 ECK0801 dps Fe-binding and storage protein 72 458.2666 2 914.5186 0.0002 31.99 K Q 0

1311 ATVFIFPDLNTGNTTYK JW2294 ECK2291 pta phosphate acetyltransferase 76 951.4862 2 1900.9578 0.0007 59.30 R A 0

1312 ATVILAHTIK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 52 533.8343 2 1065.6540 -0.0006 27.98 K G 0

1313 ATVLATGGAGR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 91 487.2752 2 972.5358 0.0006 21.10 R I 0

1314 ATVLGHIQR JW3887 ECK3908 pfkA 6-phosphofructokinase I 64 497.7934 2 993.5722 0.0002 24.69 R G 0

1315 ATVNQLVR JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 45 450.7666 2 899.5186 -0.0002 25.92 M K 0

1316 ATVSRPVSHQR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 14 619.3417 2 1236.6688 0.0002 13.99 R M 0

1317 ATVTGDGLSQEAK JW2640 ECK2659 ygaU predicted protein 59 638.8223 2 1275.6300 -0.0006 23.67 K E 0

1318 ATWESVK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 39 410.7137 2 819.4128 0.0002 25.28 R A 0

1319 ATYSINNDGITLHLNGADDLGLIQR JW2507 ECK2520 pepB aminopeptidase B 43 895.4594 3 2683.3564 0.0000 56.36 K A 0

1320 ATYTQTHMDFIIEAFK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 37 958.4672 2 1914.9198 0.0013 57.51 R H 0

1321 ATYTQTHMDFIIEAFKHVKENAANIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 44 755.8881 4 3019.5233 0.0010 59.55 R G 0

1322 ATYYSNDFR JW4107 ECK4141 efp Elongation factor EF-P 21 568.7553 2 1135.4960 0.0027 30.20 M A 0

1323 AVAAALEQMPR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 71 578.8106 2 1155.6066 -0.0003 35.86 K F 0

1324 AVAAGMNPMDLK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 60 609.3047 2 1216.5948 0.0004 39.75 K R 0

1325 AVAAGMNPMDLKR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 79 687.3545 2 1372.6944 -0.0010 33.91 K G 0

1326 AVAAVNGPIAQALIGK JW2750 ECK2773 eno enolase 53 746.9456 2 1491.8766 -0.0006 48.68 K D 0

1327 AVAEACGSQAVIVR 57.021465@C:6 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 81 715.8747 2 1429.7348 0.0002 29.33 K T 0

1328 AVAEATPYEPAGK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 37 652.3298 2 1302.6450 -0.0006 25.62 K A 0

1329 AVAEGANMPTTIEATELFQQAGVLFAPGK JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 45 987.8398 3 2960.4976 0.0024 73.38 K A 0

1330 AVAEGASKVDGAEVVVK JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 82 543.6329 3 1627.8769 -0.0013 28.35 R R 0

1331 AVAEVYASSDAHEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 90 738.8517 2 1475.6888 -0.0003 21.96 R F 0

1332 AVAFALFGLQDR JW5571 ECK3864 bipA GTP-binding protein 64 654.3591 2 1306.7036 0.0003 59.75 K G 0

1333 AVAGQANLLDKDGQIIDGGK JW4025 ECK4057 yjcD predicted permease 32 661.6881 3 1982.0425 -0.0007 39.14 R A 0

1334 AVAHPELFLSEAK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 64 706.3824 2 1410.7502 -0.0004 38.66 R G 0

1335 AVAKVEEHIADALEK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 49 541.6296 3 1621.8670 -0.0004 35.68 K G 0

1336 AVALLAVRDPLR JW0473 ECK0478 copA copper transporter 18 431.9381 3 1292.7925 -0.0004 44.12 K S 0

1337 AVALLAVRDPLRSDSVAALQR JW0473 ECK0478 copA copper transporter 45 741.0973 3 2220.2701 -0.0002 48.04 K L 0

1338 AVANMVVNAAR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 32 558.3027 2 1114.5908 -0.0008 31.90 R Y 0

1339 AVASVLMSK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 72 453.2599 2 904.5052 0.0000 30.37 R T 0

1340 AVAVDSGVTAVAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 98 594.3352 2 1186.6558 0.0000 28.84 R R 0

1341 AVAVDSGVTAVAKR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 74 672.3851 2 1342.7556 -0.0012 26.97 R G 0

1342 AVAVYADQAK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 65 518.2769 2 1034.5392 -0.0003 23.02 K D 0

1343 AVDELNLITQK JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 83 622.3473 2 1242.6800 -0.0019 43.01 R N 0

1344 AVDGIETPDWDAVR JW0171 ECK0175 yaeL zinc metallopeptidase 82 772.3731 2 1542.7316 0.0002 48.07 K L 0

1345 AVDGVTLR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 67 415.7407 2 829.4668 0.0010 26.49 K L 0

1346 AVDKFEYR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 13 343.1786 3 1026.5140 0.0005 24.19 K R 0

1347 AVDLFLDMLK JW1272 ECK1275 yciM conserved protein 58 582.8203 2 1163.6260 0.0001 64.47 K E 0

1348 AVDLISNVAGDRVTYR JW2507 ECK2520 pepB aminopeptidase B 40 583.6480 3 1747.9222 0.0005 42.56 R I 0

1349 AVDSAWEGR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 46 495.7353 2 989.4560 -0.0006 27.14 K A 0

1350 AVDSMIPIGR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 23 529.7871 2 1057.5596 0.0006 40.63 K G 0

1351 AVDTLPNNK JW3221 ECK3240 yhdA conserved inner membrane protein 17 486.2610 2 970.5074 -0.0009 21.21 K M 0

1352 AVEAFTR JW3592 ECK3607 kbl glycine C-acetyltransferase 55 397.2137 2 792.4128 -0.0001 23.73 R I 0

1353 AVEDLVNTQIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 47 629.3432 2 1256.6718 -0.0006 39.96 R R 0

1354 AVEDLVNTQIRR JW2667 ECK2692 alaS alanyl-tRNA synthetase 19 471.9309 3 1412.7709 -0.0027 35.21 R N 0

1355 AVEENTGADAELMLADIIEAR JW1272 ECK1275 yciM conserved protein 97 1116.0445 2 2230.0744 -0.0043 70.91 R D 0

1356 AVEFQDILK JW4099 ECK4133 aspA aspartate ammonia-lyase 60 531.7953 2 1061.5760 0.0003 48.98 K M 0

1357 AVEGSSFPQVALLVR JW0190 ECK0194 proS prolyl-tRNA synthetase 23 786.9416 2 1571.8686 0.0016 54.38 K G 0

1358 AVEGTPFECLK 57.021465@C:9 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 23 625.8079 2 1249.6012 -0.0001 40.33 R D 0

1359 AVEGTPFECLKDAFVGPTLIAYSMEHPGAAAR 57.021465@C:9 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 72 1135.8919 3 3404.6539 0.0007 71.26 R L 0

1360 AVEIAEAVK JW4131 ECK4169 hflX predicted GTPase 43 465.2688 2 928.5230 0.0001 29.20 K A 0

1361 AVEIGSFLLGR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 90 581.3347 2 1160.6548 -0.0006 56.32 R D 0

1362 AVEIGSFLLGRDPK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 60 751.4221 2 1500.8296 -0.0004 50.07 R T 0

1363 AVEIGSFLLGRDPKTGK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 43 894.5036 2 1786.9926 -0.0014 46.02 R Q 0

1364 AVEKFDPER JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 15 364.1886 3 1089.5440 -0.0015 22.34 R G 0

1365 AVELFSLMMQER JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 54 727.3623 2 1452.7100 -0.0005 61.48 K A 0

1366 AVEPGTVLNEGGTVFTVSLTRPVWVR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 39 928.8398 3 2783.4976 0.0005 62.75 R A 0

1367 AVEQALEDNCPLICFSASGGAR 57.021465@C:10,57.021465@C:14 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 114 1183.0501 2 2364.0856 0.0018 53.02 R M 0

1368 AVEQVSTEMFR JW1268 ECK1271 acnA aconitate hydratase 1 49 648.8163 2 1295.6180 0.0001 39.06 R K 0

1369 AVESGDKKPLR JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 51 600.3400 2 1198.6654 -0.0015 14.19 K T 0

1370 AVESLQR JW1272 ECK1275 yciM conserved protein 19 401.7245 2 801.4344 0.0000 19.87 K V 0

1371 AVETIDFMTAHWAHLPYDFLGR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 60 864.0898 3 2589.2476 0.0002 67.75 R V 0

1372 AVETLILDEADR JW2560 ECK2574 srmB ATP-dependent RNA helicase 19 672.8537 2 1343.6928 -0.0003 46.02 R M 0

1373 AVEYFLK JW1117 ECK1117 purB adenylosuccinate lyase 45 435.2421 2 868.4696 0.0002 37.79 K E 0

1374 AVFHVQSSGR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 30 544.2850 2 1086.5554 -0.0017 19.59 R N 0

1375 AVFNGLINVAQHAIK JW1671 ECK1677 sufD component of SufBCD complex 34 532.3077 3 1593.9013 0.0023 51.79 R T 0

1376 AVGDGVAVKPTDK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 48 628.8454 2 1255.6762 -0.0009 22.02 K I 0

1377 AVGDGVAVKPTDKIVVSPAAGTIVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 29 598.8505 4 2391.3729 -0.0010 39.59 K I 0

1378 AVGEELCPALGLTIPVGK 57.021465@C:7 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 78 912.5003 2 1822.9860 -0.0002 57.00 K D 0

1379 AVGLDHR JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 26 384.2114 2 766.4082 -0.0003 16.55 K A 0

1380 AVGLHYFSK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 49 511.2764 2 1020.5382 -0.0011 32.37 K G 0

1381 AVGLLGNAK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 33 421.7580 2 841.5014 -0.0006 29.57 K G 0

1382 AVGLPGDKVTYDPVSK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 48 823.4440 2 1644.8734 0.0011 35.88 R E 0

1383 AVGPYFDETPLKDSLGATLQELQLDGDVNAR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 44 1111.5600 3 3331.6582 0.0009 69.54 K L 0

1384 AVGPYVVTK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 43 467.2739 2 932.5332 0.0002 27.64 K A 0

1385 AVGVHQSAYK JW0660 ECK0662 asnB asparagine synthetase B 46 530.2823 2 1058.5500 -0.0008 17.02 R - 0

1386 AVGVLHLPLGDENR JW2504 ECK2516 yfhM conserved protein 31 497.2757 3 1488.8053 0.0005 44.56 R R 0

1387 AVGVLHLPLGDENRR JW2504 ECK2516 yfhM conserved protein 31 549.3093 3 1644.9061 0.0002 38.76 R L 0

1388 AVHQALDAEHR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 51 623.8179 2 1245.6212 -0.0001 17.16 R T 0

1389 AVIDIGGQDSK JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 62 551.7915 2 1101.5684 0.0018 30.67 R V 0

1390 AVIENYAQYAGVKPEQVLVSR JW2003 ECK2016 hisC histidinol-phosphate aminotransferase 55 778.7518 3 2333.2336 -0.0042 48.70 K G 0

1391 AVIESENSAERDQLLENLQEGMEVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 83 1416.1907 2 2830.3668 0.0015 53.63 R G 0

1392 AVIFALPFEPAAEAPDEEYDLWLSTGR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 16 1003.1628 3 3006.4666 0.0014 76.80 K V 0

1393 AVIPVAGLGMHMLPATK JW2027 ECK2036 galF predicted subunit with GalU 65 853.4782 2 1704.9418 0.0000 51.00 K A 0

1394 AVITATQMMESMITNPMPTR JW1843 ECK1855 pykA pyruvate kinase II 73 1112.0354 2 2222.0562 -0.0005 64.12 R A 0

1395 AVITGDVTQIDLPR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 102 749.4172 2 1496.8198 0.0000 46.94 K N 0

1396 AVITGLGIVSSIGNNQQEVLASLR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 141 1220.1815 2 2438.3484 -0.0009 65.50 R E 0

1397 AVIVIMGDDPKEDLAVLAK JW5682 ECK3456 dcrB periplasmic protein 29 666.3716 3 1996.0930 0.0015 56.38 K R 0

1398 AVKEELNR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 50 479.7693 2 957.5240 -0.0003 17.63 R L 0

1399 AVKNPQQQTTTEEA JW1879 ECK1891 motA proton conductor component of flagella motor 64 772.8813 2 1543.7480 0.0001 19.19 R - 0

1400 AVLAETEQK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 14 494.7686 2 987.5226 -0.0010 21.07 K V 0

1401 AVLANLTAGR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 70 493.2926 2 984.5706 -0.0009 33.35 R T 0

1402 AVLCPGVEITFKDEINNTEQR 57.021465@C:4 JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 26 811.7405 3 2432.1997 -0.0009 49.61 K W 0

1403 AVLDTCR 57.021465@C:6 JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 36 417.7103 2 833.4060 -0.0004 21.22 K Q 0

1404 AVLEGVPEQPLTPPPGIVTVNIDR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 41 1256.1945 2 2510.3744 -0.0001 58.17 K S 0

1405 AVLEVAGVHNVLAK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 47 473.9487 3 1418.8243 -0.0003 40.38 R A 0

1406 AVLGNAANEEIMQLAHLECAK 57.021465@C:19 JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 49 761.3803 3 2281.1191 -0.0004 56.39 R W 0

1407 AVLHVALR JW3985 ECK4017 pgi glucosephosphate isomerase 28 439.7821 2 877.5496 -0.0002 28.41 R N 0

1408 AVLLGGDILDTQPLPVELAETLGK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 106 1231.6922 2 2461.3698 0.0020 76.37 R S 0

1409 AVLLPGDLSDEKFAR JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 24 544.2982 3 1629.8728 0.0001 45.10 K S 0

1410 AVLPEMIAR JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 13 500.2865 2 998.5584 0.0001 40.44 K K 0

1411 AVLPGMVER JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 15 486.2708 2 970.5270 0.0001 35.06 R N 0

1412 AVLSLAQR JW4303 ECK4331 yjiR fused predicted DNA-binding transcriptional regulator -!- predicted aminotransferase 22 429.2637 2 856.5128 -0.0002 30.99 R H 0

1413 AVLVAGGVEAEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 61 571.8242 2 1141.6338 -0.0004 29.91 R L 0

1414 AVLVAGGVEAEKLDKLPR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 102 933.0468 2 1864.0790 0.0008 39.59 R D 0

1415 AVLVKQEEVINIANIQSR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 64 675.3883 3 2023.1431 0.0006 44.70 R L 0

1416 AVLYPEYVQTFAR JW1823 ECK1833 yebT conserved protein 69 778.9090 2 1555.8034 0.0000 50.05 K G 0

1417 AVLYVIAEELGISR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 49 766.9378 2 1531.8610 0.0000 69.38 R A 0

1418 AVMCVDDPVIR 57.021465@C:4 JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 60 637.8156 2 1273.6166 0.0008 38.39 R E 0

1419 AVMLQASTALNK JW1874 ECK1886 tap methyl-accepting protein IV 39 623.8445 2 1245.6744 -0.0007 35.49 R A 0

1420 AVNLNEGTLTLNDSTVTTDVIAQR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 125 1273.1593 2 2544.3040 0.0009 53.44 K G 0

1421 AVNPNIRDDELTAIESNR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 31 676.3427 3 2026.0063 -0.0016 39.51 R Q 0

1422 AVPADFNGGSFGR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 32 647.8121 2 1293.6096 -0.0006 36.91 K G 0

1423 AVPAQAAYLTLWTMQQVVQR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 82 1137.6073 2 2273.2000 0.0009 72.49 R G 0

1424 AVPVCGHLGLTPQSVNIFGGYK 57.021465@C:5 JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 76 1157.6054 2 2313.1962 0.0022 52.89 R V 0

1425 AVPVGQWESGQALGLSK JW0846 ECK0853 artQ arginine transporter subunit -!-membrane component of ABC superfamily 74 863.9596 2 1725.9046 -0.0004 47.92 K S 0

1426 AVQAGIPLAR JW4291 ECK4319 iadA isoaspartyl dipeptidase 32 498.3035 2 994.5924 0.0002 32.34 R V 0

1427 AVQAVVHHNETADR JW1510 ECK1510 lsrF predicted aldolase 80 773.8897 2 1545.7648 0.0000 17.38 K A 0

1428 AVQDVILK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 47 443.2738 2 884.5330 0.0000 33.90 K N 0

1429 AVQDVILKNGALNAAIVGQPAYK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 43 785.1129 3 2352.3169 0.0003 51.86 K I 0

1430 AVQEQVASEK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 55 544.7828 2 1087.5510 0.0001 18.84 R A 0

1431 AVQEQVASEKAELAK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 73 800.9301 2 1599.8456 -0.0011 27.11 R L 0

1432 AVQLGGVALGTTQVINSK JW0797 ECK0801 dps Fe-binding and storage protein 139 878.5018 2 1754.9890 0.0000 47.01 R T 0

1433 AVQLNSLSGFCLTK 57.021465@C:11 JW4135 ECK4173 purA adenylosuccinate synthetase 93 769.4056 2 1536.7966 -0.0004 50.43 R L 0

1434 AVQNAMR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 39 395.2053 2 788.3960 -0.0002 17.75 R L 0

1435 AVQPGAQISPTTPLMAVVPATNMWVDANFK JW2660 ECK2679 emrA multidrug efflux system 45 1052.2080 3 3153.6022 0.0032 71.16 R E 0

1436 AVQQQAQAREEVEDAVEVR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 62 719.0290 3 2154.0652 -0.0012 35.70 K L 0

1437 AVRTEGKQSPFSFVLSFNPADVQPNAR JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 24 741.3848 4 2961.5101 0.0003 58.55 K I 0

1438 AVSEATAEVDVISAAALSEQQLAK JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 95 1201.1278 2 2400.2410 0.0026 61.67 R I 0

1439 AVSGLQVR JW2504 ECK2516 yfhM conserved protein 44 415.2481 2 828.4816 -0.0002 23.99 K L 0
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1440 AVSLAINSR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 29 465.7714 2 929.5282 -0.0012 29.61 R T 0

1441 AVSMARPYNAK JW3462 ECK3480 uspA universal stress global response regulator 43 604.3161 2 1206.6176 -0.0003 21.42 K V 0

1442 AVSQQDLDTAATEMAVK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 105 889.4356 2 1776.8566 0.0003 43.00 K Q 0

1443 AVSTLPADVQAK JW3351 ECK3375 damX predicted protein 38 600.3349 2 1198.6552 -0.0005 28.55 K N 0

1444 AVSTTDQMLQK JW1065 ECK1063 flgG flagellar component of cell-distal portion of basal-body rod 60 611.3107 2 1220.6068 -0.0002 26.13 K L 0

1445 AVTAAVEELK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 36 515.7925 2 1029.5704 -0.0002 32.06 K A 0

1446 AVTAAVEELKALSVPCSDSK 57.021465@C:16 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 47 692.3608 3 2074.0606 -0.0009 48.38 K A 0

1447 AVTAEVEAALGNR JW3143 ECK3165 glmM phosphoglucosamine mutase 110 650.8451 2 1299.6756 -0.0027 41.16 K G 0

1448 AVTAHHTVLVSNIIGVER JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 83 639.3620 3 1915.0642 0.0003 37.21 R N 0

1449 AVTDKPSLLMCK 57.021465@C:11 JW5478 ECK2930 tktA transketolase 1, thiamin-binding 44 681.8599 2 1361.7052 0.0006 32.81 R T 0

1450 AVTELNQHAPLAMVGDGINDAPAMK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 39 855.0930 3 2562.2572 0.0002 47.91 K A 0

1451 AVTLSANDQMQSAEEYR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 104 956.9381 2 1911.8616 -0.0015 38.17 R Q 0

1452 AVTLYLGAVAATVR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 90 702.9142 2 1403.8138 0.0003 53.03 R E 0

1453 AVTNVAELNALVER JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 56 749.9153 2 1497.8160 0.0009 49.68 M V 0

1454 AVTPGTYQVPQPMVESMYVPQWR JW2504 ECK2516 yfhM conserved protein 42 888.7699 3 2663.2879 0.0001 59.20 R A 0

1455 AVTQTAQACDLVIFGAK 57.021465@C:9 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 85 896.9669 2 1791.9192 0.0003 48.86 M G 0

1456 AVVDYLIKNPEFFIR JW3783 ECK3805 yigA conserved protein 39 912.5066 2 1822.9986 0.0005 60.65 R N 0

1457 AVVEALK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 52 365.2287 2 728.4428 -0.0003 24.82 K R 0

1458 AVVEALKR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 57 443.2783 2 884.5420 -0.0023 20.47 K Y 0

1459 AVVEELAR JW1692 ECK1700 pps phosphoenolpyruvate synthase 50 443.7533 2 885.4920 0.0001 27.57 K Q 0

1460 AVVESIQR JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 27 451.2586 2 900.5026 -0.0002 22.81 K V 0

1461 AVVLTVGTFLDGK JW3719 ECK3734 gidA glucose-inhibited cell-division protein 18 660.3812 2 1318.7478 -0.0019 55.59 K I 0

1462 AVVMDHDANIISVSQR JW3897 ECK3918 glpK glycerol kinase 102 877.9459 2 1753.8772 -0.0008 37.29 R E 0

1463 AVVNKPAVLLADEPTGNLDDALSEGILR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 100 964.1894 3 2889.5464 0.0018 59.82 R L 0

1464 AVVTFCR 57.021465@C:6 JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 17 426.7228 2 851.4310 -0.0014 28.41 R R 0

1465 AVVTPLPR JW0172 ECK0176 yaeT conserved protein 26 426.7688 2 851.5230 0.0002 29.47 K N 0

1466 AVYADTEGFVSEMDTR JW4345 ECK4374 deoA thymidine phosphorylase 84 895.8993 2 1789.7840 0.0012 47.36 K A 0

1467 AVYFPHQASNYDPDYDYECATQDGAK 57.021465@C:19 JW0172 ECK0176 yaeT conserved protein 77 1009.0912 3 3024.2518 0.0011 42.69 K D 0

1468 AVYHPSCSLAR 57.021465@C:7 JW5041 ECK0305 ykgE predicted oxidoreductase 39 630.8113 2 1259.6080 -0.0001 24.42 R K 0

1469 AVYLIIEDC 57.021465@C:9 JW5042 ECK0307 ykgG predicted transporter 30 548.2735 2 1094.5324 0.0006 54.75 K - 0

1470 AVYQGAGVSAK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 70 525.7823 2 1049.5500 -0.0006 21.93 K N 0

1471 AWAALSEFTGR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 75 604.8066 2 1207.5986 0.0000 51.37 K D 0

1472 AWAEQLYLSMCHEVQK 57.021465@C:11 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 71 664.9819 3 1991.9239 0.0006 54.92 R Q 0

1473 AWASGTMWR JW2962 ECK2988 hybC hydrogenase 2, large subunit 23 533.2512 2 1064.4878 0.0017 40.86 K G 0

1474 AWDKNELAYITEAPSLVEPENVTR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 48 915.7967 3 2744.3683 0.0025 58.01 R D 0

1475 AWDPQQGEILLNDSPIASLNEAALR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 100 1361.1962 2 2720.3778 0.0010 67.56 R Q 0

1476 AWFQVEDDGPGIAPEQR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 70 957.9529 2 1913.8912 0.0004 50.08 R K 0

1477 AWFTVLGDPLTR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 57 688.3705 2 1374.7264 -0.0032 61.78 K Y 0

1478 AWFTVLGDPLTRYEGQIK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 53 698.7062 3 2093.0968 0.0022 60.99 K D 0

1479 AWGEVVVSK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 25 487.7691 2 973.5236 0.0004 33.21 K D 0

1480 AWHSSSETIAK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 51 608.8021 2 1215.5896 0.0012 19.99 K I 0

1481 AWILMDYASGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 79 627.8131 2 1253.6116 0.0002 54.31 R V 0

1482 AWIVGKEHYDLGNDLFSR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 52 707.3561 3 2119.0465 -0.0021 50.67 R M 0

1483 AWLEEEMGIKK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 16 445.2320 3 1332.6742 -0.0005 42.31 K - 0

1484 AWLFGTNFNYAF JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 88 725.8438 2 1449.6730 0.0014 76.22 K - 0

1485 AWQCGTVQLDFSLPSR 57.021465@C:4 JW1709 ECK1717 thrS threonyl-tRNA synthetase 73 932.9542 2 1863.8938 0.0001 55.95 R L 0

1486 AWQEIEQADR JW3684 ECK3699 trmE GTPase 40 623.2965 2 1244.5784 -0.0001 32.16 R V 0

1487 AWQPGGAGTDFLTEAHLDLPMEFESIGK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 63 1006.4833 3 3016.4281 0.0004 68.99 K A 0

1488 AWQVYGVPPEIIVGIIGVETR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 44 766.0947 3 2295.2623 -0.0006 77.19 R W 0

1489 AWRLDLENAILIHDPQLELAPQR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 18 678.6217 4 2710.4577 0.0021 62.27 R E 0

1490 AWSTIKPIR JW1272 ECK1275 yciM conserved protein 21 357.8818 3 1070.6236 -0.0002 30.64 R G 0

1491 AWTIPVGATAPQAAGK JW1194 ECK1191 ychF predicted GTP-binding protein 90 769.9195 2 1537.8244 -0.0008 43.58 R I 0

1492 AYADTVER JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 48 462.7247 2 923.4348 0.0000 21.19 K L 0

1493 AYDAYSFHVLPR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 66 480.2419 3 1437.7039 -0.0002 43.81 K I 0

1494 AYDINLTDLLEEEIDPALGNGGLGR JW5689 ECK3404 malP maltodextrin phosphorylase 115 1329.6670 2 2657.3194 0.0011 76.72 K L 0

1495 AYDLGADVR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 62 490.2464 2 978.4782 0.0012 31.38 R Q 0

1496 AYEAYDFHEVVQR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 35 542.9232 3 1625.7478 0.0005 38.79 K L 0

1497 AYEDAETVTGVINGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 102 783.8856 2 1565.7566 -0.0007 39.30 K V 0

1498 AYEEAAQRLPGTMR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 46 531.5993 3 1591.7761 -0.0017 31.03 R Q 0

1499 AYELYLSEKQ JW1510 ECK1510 lsrF predicted aldolase 78 622.3137 2 1242.6128 -0.0004 37.60 R - 0

1500 AYENSFSGNQDVMVMSPDSDFFR 15.994915@M:15 JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 133 1330.0573 2 2658.1000 -0.0003 53.92 R Y 0

1501 AYFTGAPTR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 16 492.2512 2 982.4878 0.0006 26.53 K A 0

1502 AYGDWLANPLSPGGR JW3314 ECK3339 kefG component of potassium effux complex with KefB 48 787.3923 2 1572.7700 0.0016 54.43 R - 0

1503 AYGLFSEESELAQTLR JW2174 ECK2180 yejK nucleotide associated protein 114 907.4522 2 1812.8898 0.0004 59.34 K L 0

1504 AYGNNASRPIPVR JW5794 ECK4349 mdoB phosphoglycerol transferase I 48 472.2559 3 1413.7459 -0.0018 24.28 K V 0

1505 AYGQFEPPALYDHVVK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 13 611.9770 3 1832.9092 -0.0006 46.23 K M 0

1506 AYGSTNPINVVR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 67 645.8433 2 1289.6720 -0.0007 34.09 K A 0

1507 AYIDYVGSWGPMVLGHNHPAIR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 34 614.0612 4 2452.2157 0.0047 55.83 K N 0

1508 AYILEAEGIR JW0478 ECK0483 ybbK predicted protease, membrane anchored 63 567.8110 2 1133.6074 -0.0005 41.55 R Q 0

1509 AYIVSQGHLIAHGTPTEILQDEHVKR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 48 728.8900 4 2911.5309 0.0005 39.07 R V 0

1510 AYKAQTILEAQGEVAR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 17 583.3161 3 1746.9265 -0.0001 34.87 R F 0

1511 AYLVYNATDTVTVK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 66 779.4124 2 1556.8102 0.0017 43.05 R G 0

1512 AYNTVVPASGK JW3756 ECK3775 rho transcription termination factor 45 553.7961 2 1105.5776 0.0008 24.93 R V 0

1513 AYPQEAAEFTR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 41 641.8071 2 1281.5996 0.0008 33.08 K R 0

1514 AYQGAPIAITVEGANILTR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 108 979.5391 2 1957.0636 0.0005 56.32 R S 0

1515 AYQSQDIIR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 52 547.2857 2 1092.5568 0.0004 27.70 M R 0

1516 AYQSQDIIRR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 28 625.3353 2 1248.6560 -0.0015 24.43 M S 0

1517 AYREEAIIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 30 546.8055 2 1091.5964 -0.0010 23.75 R S 0

1518 AYRPGDVLTTMSGQTVEVLNTDAEGR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 74 927.4556 3 2779.3450 0.0003 56.21 R L 0

1519 AYSFDEVIVDSNGK JW5283 ECK1749 ydjY predicted protein 85 772.3676 2 1542.7206 0.0004 46.29 K K 0

1520 AYSGEGAIADDAGNVSR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 91 826.8792 2 1651.7438 0.0001 31.15 R N 0

1521 AYSLLEQLR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 54 546.8061 2 1091.5976 0.0002 48.04 K S 0

1522 AYSTDSNMLGATHEAK JW3140 ECK3161 argG argininosuccinate synthetase 22 565.9262 3 1694.7568 -0.0002 27.11 K D 0

1523 AYTLNYTCPTFIDKPGIR 57.021465@C:8 JW2703 ECK2728 mutS methyl-directed mismatch repair protein 20 710.6948 3 2129.0626 0.0009 46.61 R I 0

1524 AYTPAWAEQITGVSR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 122 825.4173 2 1648.8200 -0.0009 49.62 K S 0

1525 AYVVGEGALIHELYK JW0661 ECK0663 nagD UMP phosphatase 18 554.6348 3 1660.8826 0.0001 48.79 K A 0

1526 AYVVQLGALK JW5378 ECK2308 dedD conserved protein 72 531.3214 2 1060.6282 0.0001 44.33 K N 0

1527 AYYDTDDATTK JW3775 ECK3797 hemX uroporphyrinogen III methylase 52 632.2725 2 1262.5304 0.0001 23.88 R A 0

1528 CADAVKEYGIK 57.021465@C:1 JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 60 627.3136 2 1252.6126 0.0004 25.19 R N 0

1529 CADLGLETVIVER 57.021465@C:1 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 39 737.8821 2 1473.7496 -0.0001 50.05 R Y 0

1530 CAGFNNVDLDAAK 57.021465@C:1 JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 83 697.8220 2 1393.6294 -0.0002 36.98 R E 0

1531 CAIITGAGAGIGK 57.021465@C:1 JW1611 ECK1614 hdhA 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 64 594.8225 2 1187.6304 -0.0028 33.21 K E 0

1532 CANPEWTK 57.021465@C:1 JW0889 ECK0897 ycaP conserved inner membrane protein 27 503.2268 2 1004.4390 0.0004 22.57 R A 0

1533 CDEFTPDSLK 57.021465@C:1 JW2296 ECK2293 yfcD predicted NUDIX hydrolase 24 606.2661 2 1210.5176 0.0001 35.85 R A 0

1534 CDGPSALPLAK 57.021465@C:1 JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 56 564.7890 2 1127.5634 -0.0010 32.52 K L 0

1535 CDILEPGTLQGYDRDPR 57.021465@C:1 JW3841 ECK3863 glnA glutamine synthetase 25 668.9858 3 2003.9356 -0.0016 42.10 R S 0

1536 CDLLVIKPDQYQTPVELDDEEDD 57.021465@C:1 JW1327 ECK1329 uspE stress-induced protein 23 917.0853 3 2748.2341 0.0018 56.81 R - 0

1537 CDLMTNMVFEFTDTQGVMGMHYAR 57.021465@C:1 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 85 952.0760 3 2853.2062 0.0010 70.65 K H 0

1538 CDMVDDEELLELVEMEVR 57.021465@C:1 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 97 1112.4951 2 2222.9756 0.0011 75.80 K E JW3943

1539 CDSCGQVLYR 57.021465@C:1,57.021465@C:4 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 78 629.2709 2 1256.5272 -0.0005 26.72 K A 0

1540 CEEIWGHLAADGHR 57.021465@C:1 JW3753 ECK3772 rhlB ATP-dependent RNA helicase 23 550.9193 3 1649.7361 -0.0009 35.96 R V 0

1541 CELLIPIRR 57.021465@C:1 JW4359 ECK4388 rob DNA-binding transcriptional activator 29 585.3444 2 1168.6742 -0.0008 38.39 R - 0

1542 CELTSEAK 57.021465@C:1 JW5042 ECK0307 ykgG predicted transporter 40 469.2184 2 936.4222 0.0001 19.50 R A 0

1543 CEQSANINAYWEPNTLR 57.021465@C:1 JW1575 ECK1578 ynfB predicted protein 88 1033.4734 2 2064.9322 -0.0001 46.27 K C 0

1544 CGEDLNYAR 57.021465@C:1 JW1843 ECK1855 pykA pyruvate kinase II 24 549.2368 2 1096.4590 -0.0016 24.62 R R 0

1545 CGEVGWLVCAIK 57.021465@C:1,57.021465@C:9 JW2553 ECK2567 lepA GTP binding membrane protein 89 696.3443 2 1390.6740 0.0004 54.17 K D 0

1546 CGIVGLPNVGK 57.021465@C:1 JW1194 ECK1191 ychF predicted GTP-binding protein 49 557.3081 2 1112.6016 0.0005 40.06 K S 0

1547 CGLDGVVCSAQEAVR 57.021465@C:1,57.021465@C:8 JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 84 810.8769 2 1619.7392 -0.0003 45.63 K F 0

1548 CGLTPQYEQLENIQK 57.021465@C:1 JW1700 ECK1708 btuE predicted glutathione peroxidase 64 910.9462 2 1819.8778 0.0004 43.14 K A 0

1549 CGVEVTQTK 57.021465@C:1 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 45 511.2526 2 1020.4906 -0.0003 19.47 K V 0

1550 CHLFREDGTACR 57.021465@C:1,57.021465@C:11 JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 35 507.8946 3 1520.6620 0.0006 23.21 R R 0

1551 CHPYVLEEMEAAK 57.021465@C:1 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 50 526.2428 3 1575.7066 0.0006 38.63 R N 0

1552 CHSIMNCVSVCPK 57.021465@C:1,57.021465@C:7,57.021465@C:11 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 71 796.3465 2 1590.6784 0.0009 32.01 R G 0

1553 CHSIMNCVSVCPKGLNPTR 57.021465@C:1,57.021465@C:7,57.021465@C:11 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 34 744.0163 3 2229.0271 -0.0006 36.18 R A 0

1554 CHYPLDDAGRPTL 57.021465@C:1 JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 54 757.8559 2 1513.6972 -0.0012 37.16 K - 0

1555 CIEHLLQR 57.021465@C:1 JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 37 534.7841 2 1067.5536 -0.0009 30.57 R Q 0

1556 CIFCGLCEEACPTTAIQLTPDFEMGEYK 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 22 1114.1494 3 3339.4264 -0.0003 64.88 R R 0

1557 CIFCGLCEEACPTTAIQLTPDFEMGEYKR 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 123 1166.1834 3 3495.5284 0.0006 60.70 R Q 0

1558 CIFDNISLTVPR 57.021465@C:1 JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 72 717.8742 2 1433.7338 0.0002 55.85 R G 0

1559 CIGCHTCSVTCK 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 52 741.8018 2 1481.5890 0.0006 19.25 K N JW1462

1560 CINGITANK 57.021465@C:1 JW4099 ECK4133 aspA aspartate ammonia-lyase 50 495.7546 2 989.4946 -0.0017 22.07 K E 0

1561 CINGSTDERPDQLVAMR 57.021465@C:1 JW1336 ECK1339 ydaN predicted Zn(II) transporter 19 654.6434 3 1960.9084 -0.0010 36.67 R V 0

1562 CINKLEEITSGDLIVDGLK 57.021465@C:1 JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 112 1059.0613 2 2116.1080 -0.0006 56.86 R V 0

1563 CINKLEEITSGDLIVDGLKVNDPK 57.021465@C:1 JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 65 668.3561 4 2669.3953 0.0007 54.52 R V 0

1564 CIVDSSGEALSAALAIGNIELVKPNQK 57.021465@C:1 JW5280 ECK1721 pfkB 6-phosphofructokinase II 72 933.1633 3 2796.4681 -0.0009 65.64 R E 0

1565 CIYVAIGQK 57.021465@C:1 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 52 526.2833 2 1050.5520 -0.0011 33.82 K A 0

1566 CKIEQAPGQHGAR 57.021465@C:1 JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 54 484.5772 3 1450.7098 -0.0001 16.64 K K 0

1567 CKTEEEIVER 57.021465@C:1 JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 43 646.8109 2 1291.6072 -0.0005 21.07 K G 0

1568 CLATGYSCR 57.021465@C:1,57.021465@C:8 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 45 544.2361 2 1086.4576 -0.0009 22.93 R S 0

1569 CLEAAMDHDKK 57.021465@C:1 JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 39 439.8698 3 1316.5876 0.0023 19.18 R I 0

1570 CLFIPGDWLGR 57.021465@C:1 JW3725 ECK3740 yieN fused predicted transcriptional regulators 26 667.3400 2 1332.6654 0.0005 62.43 K I 0
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1571 CLLLDEPTSALDIAHQVDVLSLVHR 57.021465@C:1 JW0147 ECK0150 fhuC iron-hydroxamate transporter subunit -!- ATP-binding component of ABC superfamily 76 704.3764 4 2813.4765 0.0020 67.93 R L 0

1572 CLLVSYSDKPLGLF 57.021465@C:1 JW3561 ECK3577 aldB aldehyde dehydrogenase B 63 806.4263 2 1610.8380 0.0003 62.08 K - 0

1573 CLNGLAAGEYLEGHTSMIR 57.021465@C:1 JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 60 698.0036 3 2090.9890 0.0014 48.79 R R 0

1574 CLPQLENAGMLR 57.021465@C:1 JW1194 ECK1191 ychF predicted GTP-binding protein 42 701.3522 2 1400.6898 -0.0005 44.76 K A 0

1575 CLVILSR 57.021465@C:1 JW5158 ECK1094 ycfP conserved protein 26 430.7549 2 859.4952 0.0003 36.37 R N 0

1576 CMTIPSDQLYLPGHDYVDR 57.021465@C:1 JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 94 1140.5252 2 2279.0358 0.0007 49.42 R V 0

1577 CNAAFLPDVPFPDTLHLESDLATALAASR 57.021465@C:1 JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 26 1038.1840 3 3111.5302 -0.0035 77.31 R N 0

1578 CNADEQAAQAVLELAQ 57.021465@C:1 JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 81 865.9043 2 1729.7940 0.0000 59.88 R - 0

1579 CNNEVGNTLTLEQLK 57.021465@C:1 JW2133 ECK2139 yeiT predicted oxidoreductase 89 866.9307 2 1731.8468 0.0006 43.90 K A 0

1580 CPDHDVPLAAQTVSQMVDNVLSQPEGK 57.021465@C:1 JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 21 979.1350 3 2934.3832 -0.0020 69.17 R R 0

1581 CPFHQGGHDQSAGAGTTTR 57.021465@C:1 JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 53 496.9727 4 1983.8617 0.0011 19.01 K D 0

1582 CPHAMEICSSAPPLEEFTPGR 57.021465@C:1,57.021465@C:8 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 45 796.0257 3 2385.0553 0.0001 46.85 R L 0

1583 CPIAGPECAK 57.021465@C:1,57.021465@C:8 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 25 551.7549 2 1101.4952 0.0005 21.84 R T 0

1584 CPMVVGYR 57.021465@C:1 JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 16 491.2361 2 980.4576 0.0004 29.81 K M 0

1585 CQLAELPSAGVSWETDDNGFVIK 57.021465@C:1 JW5258 ECK1580 ynfC predicted protein 67 846.0732 3 2535.1978 0.0024 59.94 K A 0

1586 CQQFATR 57.021465@C:1 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 35 455.7135 2 909.4124 -0.0002 18.75 R V 0

1587 CQSTNDAYPTGFR 57.021465@C:1 JW4099 ECK4133 aspA aspartate ammonia-lyase 26 758.8276 2 1515.6406 -0.0006 30.20 K I 0

1588 CRPVGVLK 57.021465@C:1 JW4185 ECK4222 ppa inorganic pyrophosphatase 29 464.7733 2 927.5320 -0.0003 12.74 R M 0

1589 CSEFGDAIIENM 57.021465@C:1 JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 31 693.2895 2 1384.5644 0.0006 57.77 K - 0

1590 CSEIIHMK 57.021465@C:1 JW0889 ECK0897 ycaP conserved inner membrane protein 50 509.2466 2 1016.4786 0.0004 23.57 R A 0

1591 CSFIYTEGCDFTLFGVNYENKDNPK 57.021465@C:1,57.021465@C:9 JW2019 ECK2028 wbbI conserved protein 59 1006.7815 3 3017.3227 0.0015 60.04 K Y 0

1592 CSLHPQCK 57.021465@C:1,57.021465@C:7 JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 20 343.8247 3 1028.4523 -0.0009 15.97 R L 0

1593 CSLVWCHPLER 57.021465@C:1,57.021465@C:6 JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 39 486.2321 3 1455.6745 -0.0005 40.10 R R 0

1594 CTAVVADVRDPASVAAAIKR 57.021465@C:1 JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 25 518.2836 4 2069.1053 0.0004 40.76 R A 0

1595 CTLCVDR 57.021465@C:1,57.021465@C:4 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 42 462.2073 2 922.4000 -0.0001 22.47 K V JW1471

1596 CVACNLCAVACPVGCISLQK 57.021465@C:1,57.021465@C:4,57.021465@C:7,57.021465@C:11,57.021465@C:15 JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 31 1140.5259 2 2279.0372 0.0020 48.83 R A 0

1597 CVDTSMGLTPLEGLVMGTR 57.021465@C:1 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 106 1018.9947 2 2035.9748 0.0008 65.29 K S 0

1598 CVEALKER 57.021465@C:1 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 38 335.5109 3 1003.5109 -0.0010 19.35 K F 0

1599 CVGIQNEQLVHHDIIDAIENMK 57.021465@C:1 JW3887 ECK3908 pfkA 6-phosphofructokinase I 21 644.8212 4 2575.2557 0.0034 56.19 R R 0

1600 CVGLDAWGNK 57.021465@C:1 JW5382 ECK2346 yfdI CPS-53 (KpLE1) prophage; predicted inner membrane protein 20 560.2666 2 1118.5186 0.0008 37.57 K F 0

1601 CVGVTAGASAPDILVQNVVAR 57.021465@C:1 JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 69 1049.0605 2 2096.1064 0.0017 53.95 K L 0

1602 CVIVPNDQMETPHYHVLR 57.021465@C:1 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 46 736.6937 3 2207.0593 -0.0023 38.35 R V 0

1603 CVNMVADLWHAPAPK 57.021465@C:1 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 99 854.9182 2 1707.8218 -0.0006 47.58 R N JW3485

1604 CVNMVADLWHAPAPK 57.021465@C:1 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 103 854.9186 2 1707.8226 0.0002 48.43 R N JW3485

1605 CVSNVAGDGEKR 57.021465@C:1 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 42 646.3065 2 1290.5984 -0.0001 17.19 R K 0

1606 CVVEIKPR 57.021465@C:1 JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 25 334.1918 3 999.5536 0.0000 23.49 K G 0

1607 CVWNLLK 57.021465@C:1 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 14 466.7545 2 931.4944 -0.0004 28.55 R Q JW1470

1608 CWQLGDANPILFIHDVGAGGLSNAMPELVSDGGR 57.021465@C:1 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 115 1189.5772 3 3565.7098 0.0015 76.19 R G 0

1609 DAAFEKINEAR JW5503 ECK3026 tolC transport channel 26 632.3202 2 1262.6258 0.0003 27.86 R S 0

1610 DAALSCDQFFVNHR 57.021465@C:6 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 80 840.3830 2 1678.7514 -0.0008 41.60 K W 0

1611 DAAPDATFR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 38 482.2302 2 962.4458 0.0000 26.21 K I 0

1612 DAAYHFQGDADNDQLSVTPLVGLGK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 44 877.7614 3 2630.2624 0.0012 54.05 R S 0

1613 DADALVEK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 23 430.7215 2 859.4284 -0.0003 23.91 R S 0

1614 DADELLAILASK JW4198 ECK4234 treC trehalose-6-P hydrolase 52 629.8481 2 1257.6816 0.0001 65.10 R S 0

1615 DADEYLR JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 44 441.2038 2 880.3930 0.0005 27.84 R E 0

1616 DADGTTRLEYSDVK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 40 785.3720 2 1568.7294 -0.0023 27.87 R I 0

1617 DADNLESAQQAK JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 17 645.3020 2 1288.5894 -0.0001 21.20 K L 0

1618 DADNLLQHR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 53 541.2721 2 1080.5296 -0.0016 26.16 K C 0

1619 DADTLLEVSETSKR JW0129 ECK0132 panC pantothenate synthetase 86 782.3964 2 1562.7782 -0.0005 36.42 R A 0

1620 DAEALYGLLKEEMGEILAK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 96 1047.0462 2 2092.0778 0.0018 78.12 R V 0

1621 DAEVVLVEGLVPTR JW2294 ECK2291 pta phosphate acetyltransferase 14 748.9197 2 1495.8248 0.0002 56.98 K K 0

1622 DAEVVLVEGLVPTRK JW2294 ECK2291 pta phosphate acetyltransferase 76 812.9671 2 1623.9196 0.0000 51.23 K H 0

1623 DAEYDLVHEMEASLMELMSSSLK JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 42 876.7344 3 2627.1814 0.0009 80.73 R Q 0

1624 DAFVGPTLIAYSMEHPGAAAR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 76 1087.5385 2 2173.0624 -0.0001 57.36 K L 0

1625 DAFWEMK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 52 463.7075 2 925.4004 0.0001 46.35 R E 0

1626 DAFWEMKEK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 21 592.2761 2 1182.5376 -0.0003 38.66 R G 0

1627 DAGDDEAMFYDEDYVTALEHGLPPTAGLGIGIDR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 108 1208.5555 3 3622.6447 0.0036 72.77 K M 0

1628 DAGEKLWDAVTGQHDKDDQAK JW2640 ECK2659 ygaU predicted protein 25 582.5274 4 2326.0805 -0.0021 45.22 K K 0

1629 DAGFQAFADK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 47 535.2509 2 1068.4872 -0.0003 37.60 K V 0

1630 DAGFQAFADKVLDAAVAGK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 64 631.9953 3 1892.9641 0.0010 69.21 K I 0

1631 DAGIEASQIGYVNAHGTSTPAGDKAEAQAVK JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 34 764.8781 4 3055.4833 -0.0011 35.52 R T 0

1632 DAGINTDNIVALGLVYQF JW2203 ECK2207 ompC outer membrane porin protein C 61 961.9966 2 1921.9786 0.0001 78.71 R - 0

1633 DAGLNIAPFITLTR JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 32 751.4234 2 1500.8322 0.0022 64.81 R A 0

1634 DAGNIIIDDDDISLLPLHAR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 58 726.0465 3 2175.1177 0.0007 61.43 R A 0

1635 DAGVDIDAGNALVGR JW2484 ECK2495 purM phosphoribosylaminoimidazole synthetase 82 721.8654 2 1441.7162 0.0001 43.41 K I 0

1636 DAGYTAVISHR JW2750 ECK2773 eno enolase 75 595.3013 2 1188.5880 -0.0007 28.79 K S 0

1637 DAHSGMSGPNAAMR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 53 701.3031 2 1400.5916 -0.0008 22.01 R R 0

1638 DAIAADQLFTTLMGDAVEPR JW5625 ECK3691 gyrB DNA gyrase, subunit B 36 1067.5287 2 2133.0428 0.0017 75.75 K R 0

1639 DAIDALFDANR JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 67 610.7992 2 1219.5838 0.0006 54.57 R F 0

1640 DAINNVEAYFEQHPALLK JW3460 ECK3478 pitA phosphate transporter, low-affinity 43 691.3533 3 2071.0381 0.0006 62.04 R Q 0

1641 DAIPTQSVLTITSNVVYGK JW0886 ECK0894 pflB pyruvate formate lyase I 91 1003.5449 2 2005.0752 0.0019 61.06 R K 0

1642 DAIPTQSVLTITSNVVYGKK JW0886 ECK0894 pflB pyruvate formate lyase I 48 1067.5913 2 2133.1680 0.0000 56.53 R T 0

1643 DAISAMWDELEEDSEE JW1018 ECK1021 ycdY conserved protein 60 934.8726 2 1867.7306 0.0002 77.66 R - 0

1644 DAKDQAGIDKIMIDLDGTENK JW2750 ECK2773 eno enolase 24 764.0469 3 2289.1189 0.0032 51.14 K S 0

1645 DAKVENQTGVR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 29 608.8177 2 1215.6208 0.0000 17.67 K T 0

1646 DALAGESTRPR JW1336 ECK1339 ydaN predicted Zn(II) transporter 62 586.8042 2 1171.5938 -0.0006 19.48 R V 0

1647 DALDIEWR JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 52 509.2534 2 1016.4922 -0.0005 47.41 R N 0

1648 DALLAPPAWQEGGSMAHLLGTDDVGR JW3511 ECK3529 dppC dipeptide transporter -!- membrane component of ABC superfamily 15 893.1065 3 2676.2977 0.0011 62.34 R D 0

1649 DALNSGSAGTEDEVTTPAADNAIAEAAER JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 114 1423.6504 2 2845.2862 0.0014 46.41 R V 0

1650 DALNSGSAGTEDEVTTPAADNAIAEAAERVTAETK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 75 1159.2151 3 3474.6235 -0.0001 57.97 R G 0

1651 DALPEYIEIFFSSPSAR JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 63 971.4839 2 1940.9532 0.0013 77.41 K N 0

1652 DALPLMENAYR 15.994915@M:6 JW2577 ECK2593 yfiO predicted lipoprotein 21 654.8170 2 1307.6194 0.0014 37.35 R Q 0

1653 DALPTEEEQFAAYK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 63 806.3810 2 1610.7474 0.0010 43.84 R A 0

1654 DALQELER JW5062 ECK0451 ylaB conserved inner membrane protein 50 487.2515 2 972.4884 0.0008 37.14 K W 0

1655 DALSLFVAR JW2117 ECK2122 yehX predicted transporter subunit -!- ATP-binding component of ABC superfamily 44 496.2823 2 990.5500 0.0002 52.77 R G 0

1656 DALVADFPGLTR JW5403 ECK2507 der predicted GTP-binding protein 70 637.8407 2 1273.6668 0.0002 53.46 R D 0

1657 DAMVPMGGLLCMK 57.021465@C:11 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 81 711.8345 2 1421.6544 0.0005 57.51 K D 0

1658 DAMVPMGGLLCMKDDSFFDVYTECR 57.021465@C:11,57.021465@C:24 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 48 986.4268 3 2956.2586 0.0013 70.42 K T 0

1659 DANDTGSTEVQVALLTAQINHLQGHFAEHKK JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 21 843.9285 4 3371.6849 -0.0010 54.36 R D 0

1660 DANFSLEGLTGFTMYGK JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 37 925.9351 2 1849.8556 -0.0001 66.56 R T 0

1661 DANGINSNATSASLQLTQSIFDMSK JW5503 ECK3026 tolC transport channel 100 1307.1278 2 2612.2410 0.0023 67.57 R W 0

1662 DANYIAQNAEGVTVNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 71 867.9241 2 1733.8336 0.0004 38.41 R W 0

1663 DAPASISVITQEDLQR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 111 871.9495 2 1741.8844 -0.0002 46.92 K K 0

1664 DAPLVASLSVNQK JW2734 ECK2759 cysJ sulfite reductase, alpha subunit, flavoprotein 48 671.3723 2 1340.7300 0.0000 42.39 K I 0

1665 DAPYFGFEIPNAPGK JW2101 ECK2107 metG methionyl-tRNA synthetase 53 811.8962 2 1621.7778 0.0002 57.61 R Y 0

1666 DAQSALTVSETTFGR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 43 791.8880 2 1581.7614 -0.0020 44.12 K D 0

1667 DAQSALTVSETTFGRDFNEALVHQVVVAYAAGAR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 30 899.2049 4 3592.7905 -0.0003 71.84 K Q 0

1668 DAQVLDELMGER JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 101 688.3300 2 1374.6454 0.0005 56.18 R T 0

1669 DASDLLR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 29 395.2086 2 788.4026 -0.0002 31.92 R K 0

1670 DASESDVEASLDR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 60 697.3072 2 1392.5998 -0.0007 32.96 R L 0

1671 DASESDVEASLDRLNR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 70 888.9217 2 1775.8288 0.0002 41.97 R W 0

1672 DASGTINVDIDHKR JW2992 ECK3015 ygiW conserved protein 45 514.2631 3 1539.7675 0.0035 26.67 K W 0

1673 DASGVGALIVGDGK JW1909 ECK1923 fliD flagellar filament capping protein 30 629.8354 2 1257.6562 -0.0002 43.66 K K 0

1674 DASGVGALIVGDGKK JW1909 ECK1923 fliD flagellar filament capping protein 94 693.8827 2 1385.7508 -0.0006 37.62 K T 0

1675 DASVDVGVSYMHGQSVK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 84 889.9226 2 1777.8306 0.0001 36.30 K I 0

1676 DASVVVVSSAISADNPEIVAAHEAR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 108 836.4293 3 2506.2661 -0.0003 50.25 R I 0

1677 DATESIINALAVSDPLVVPLSFTR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 116 1264.6847 2 2527.3548 0.0015 80.42 K N 0

1678 DATGIDPVSLIAFDK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 43 781.4099 2 1560.8052 0.0018 62.90 R V 0

1679 DATGIDPVSLIAFDKVVMTADAVK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 26 826.1047 3 2475.2923 -0.0009 71.20 R Q 0

1680 DATNKAADIVLQAAIAAGAPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 89 1005.0558 2 2008.0970 0.0018 58.77 K D 0

1681 DATSATTTTSLGGLFK JW2140 ECK2146 folE GTP cyclohydrolase I 96 785.9020 2 1569.7894 0.0008 50.39 R S 0

1682 DAVGCADSFVR 57.021465@C:5 JW2647 ECK2666 ygaM predicted protein 52 598.7729 2 1195.5312 0.0021 36.73 R E 0

1683 DAVGELDALIESSGIDRR JW2788 ECK2816 recB exonuclease V (RecBCD complex), beta subunit 32 639.3291 3 1914.9655 0.0007 68.07 R K 0

1684 DAVNGTISYTNEAGK JW3974 ECK4006 aceB malate synthase A 108 770.3675 2 1538.7204 -0.0009 31.37 R I 0

1685 DAVSQIITFGTMAAK JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 103 776.9069 2 1551.7992 0.0026 63.57 R A 0

1686 DAWATGNPALR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 70 586.2961 2 1170.5776 -0.0006 35.67 K G 0

1687 DAYSFHTSQESLQETYDAMYAAYSK JW0190 ECK0194 proS prolyl-tRNA synthetase 51 969.4204 3 2905.2394 0.0007 60.95 K I 0

1688 DAYVLAEGQNELQVPMTYTDAAGNTFTK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 63 1016.4820 3 3046.4242 0.0011 59.65 K T 0

1689 DCFALECEAVK 57.021465@C:2,57.021465@C:7 JW1692 ECK1700 pps phosphoenolpyruvate synthase 66 671.2933 2 1340.5720 -0.0021 40.40 R R 0

1690 DCFALECEAVKR 57.021465@C:2,57.021465@C:7 JW1692 ECK1700 pps phosphoenolpyruvate synthase 66 749.3444 2 1496.6742 -0.0010 35.45 R V 0

1691 DCPQDIMPLTELFVAR 57.021465@C:2 JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 34 952.9665 2 1903.9184 0.0013 71.48 R F 0

1692 DCVLVDDMIDTGGTLCK 57.021465@C:2,57.021465@C:16 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 94 956.4294 2 1910.8442 0.0018 58.70 R A 0

1693 DDAAGQAIANR JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 80 551.2670 2 1100.5194 -0.0016 21.77 K F 0

1694 DDAGQTLTTDWVQWNR JW2462 ECK2473 nlpB lipoprotein 89 953.4408 2 1904.8670 0.0017 56.77 R L 0

1695 DDAGQTLTTDWVQWNRLDEDEQYR JW2462 ECK2473 nlpB lipoprotein 81 985.4449 3 2953.3129 0.0015 60.24 R G 0

1696 DDDNKPLVYEPGLHFK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 52 629.6474 3 1885.9204 -0.0005 41.14 R I 0

1697 DDDNKPLVYEPGLHFKIPFIETVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 42 704.3736 4 2813.4653 0.0012 59.44 R M 0

1698 DDDPSFDELVALAVETGR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 84 974.9607 2 1947.9068 0.0006 72.76 R E 0

1699 DDDPSFDELVALAVETGREGVK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 28 1181.5745 2 2361.1344 0.0008 71.41 R A 0

1700 DDDSTSWGEAFK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 27 679.2806 2 1356.5466 -0.0003 43.89 R R 0

1701 DDDSYDEDVEDDEGVGEVR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 99 1079.4150 2 2156.8154 0.0012 38.43 R V 0
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1702 DDDTADILTAASR JW0797 ECK0801 dps Fe-binding and storage protein 113 682.3206 2 1362.6266 0.0004 42.01 K D 0

1703 DDEILTHPVFNR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 59 728.3646 2 1454.7146 -0.0007 40.52 R Y 0

1704 DDELTAIESNR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 54 631.7969 2 1261.5792 0.0007 37.17 R Q 0

1705 DDGGDMADGFYPVLSWLTWPMSVGK JW2343 ECK2340 vacJ predicted lipoprotein 74 1372.6217 2 2743.2288 -0.0011 80.96 R W 0

1706 DDGGLNVINK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 58 522.7698 2 1043.5250 0.0003 31.28 R G 0

1707 DDGNTIMVVQK JW1633 ECK1637 slyB outer membrane lipoprotein 59 610.3023 2 1218.5900 -0.0013 31.49 K Q 0

1708 DDGSYVPGR JW1463 ECK1462 narZ nitrate reductase 2 (NRZ), alpha subunit 23 483.2198 2 964.4250 0.0001 24.31 R M 0

1709 DDGTTSCGCWIFAGSWTPEGNQMAR 57.021465@C:7,57.021465@C:9 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 17 935.3885 3 2803.1437 0.0011 62.78 R R 0

1710 DDHVLDAVLPPDIPIPSIAEVQR JW1963 ECK1977 amn AMP nucleosidase 37 837.1154 3 2508.3244 0.0019 67.38 R A 0

1711 DDIFWAK JW3863 ECK3885 fdoI formate dehydrogenase-O, cytochrome b556 subunit 38 447.7216 2 893.4286 0.0003 44.19 R N 0

1712 DDIIDVMK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 40 474.7384 2 947.4622 -0.0011 44.08 K K 0

1713 DDIIDVMKK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 50 538.7864 2 1075.5582 0.0000 37.69 K L 0

1714 DDIVWTYSGVRPLCDDESDSPQAITR 57.021465@C:14 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 54 999.1296 3 2994.3670 0.0004 53.10 R D 0

1715 DDKQFTWR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 37 548.2643 2 1094.5140 -0.0004 32.05 R G 0

1716 DDLLLEEGAVELPEGEFNAAFNPEAVVK JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 25 1005.8355 3 3014.4847 0.0088 71.88 R V 0

1717 DDLNLVLATAAK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 54 622.3490 2 1242.6834 0.0015 49.56 R L 0

1718 DDLSGMDVAR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 54 539.7452 2 1077.4758 -0.0003 32.98 R K 0

1719 DDMPEATR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 21 467.7004 2 933.3862 0.0000 20.30 R V 0

1720 DDPGPLFPWQQLAQQGIGAWPDAQR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 47 1396.1831 2 2790.3516 0.0003 75.47 K V 0

1721 DDSFFDVYTECR 57.021465@C:11 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 76 777.3142 2 1552.6138 -0.0001 54.37 K T 0

1722 DDTAVPLLAPNQDIYLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 37 957.5035 2 1912.9924 0.0030 57.01 R E 0

1723 DDTAVPLLAPNQDIYLRENIR JW3775 ECK3797 hemX uroporphyrinogen III methylase 29 809.4278 3 2425.2616 0.0016 53.62 R S 0

1724 DDTWVTLR JW2992 ECK3015 ygiW conserved protein 28 503.2538 2 1004.4930 0.0003 42.07 R G 0

1725 DDVAFQIINDELYLDGNAR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 75 1091.0268 2 2180.0390 0.0004 68.19 R Q JW3485

1726 DDVAFQIINDELYLDGNAR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 124 1091.0272 2 2180.0398 0.0012 67.77 R Q JW3485

1727 DDVNFLK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 28 425.7188 2 849.4230 -0.0001 36.48 R H 0

1728 DDYNPETEQYTLTISQR JW0915 ECK0923 pepN aminopeptidase N 37 1036.9744 2 2071.9342 0.0008 44.72 K T 0

1729 DEALHLTGTQHMLNLLR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 31 654.6777 3 1961.0113 -0.0041 50.05 R S 0

1730 DEGGRHTPFFK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 25 645.8145 2 1289.6144 -0.0009 27.89 K G JW3943

1731 DEGYISDSGDAEPAETMK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 94 957.8993 2 1913.7840 0.0004 35.39 R V 0

1732 DEKVAFSGGEFQLNADRDGK JW1606 ECK1609 ydgA conserved protein 34 728.3498 3 2182.0276 -0.0014 39.96 K A 0

1733 DELSDALKR JW2517 ECK2530 suhB inositol monophosphatase 56 523.7773 2 1045.5400 -0.0003 33.27 R - 0

1734 DEMAWLKFFYDAAQK JW1861 ECK1873 torZ trimethylamine N-oxide reductase system III, catalytic subunit 13 931.9421 2 1861.8696 -0.0013 59.84 K G 0

1735 DENITVVWVPGAYELPLAAGALAK JW0405 ECK0409 ribE riboflavin synthase beta chain 74 833.1164 3 2496.3274 0.0011 73.93 K T 0

1736 DENNWQEAAK JW4345 ECK4374 deoA thymidine phosphorylase 38 602.7654 2 1203.5162 0.0007 25.52 K A 0

1737 DENSWLIDGGTPIDDVMR JW4177 ECK4214 ytfL predicted inner membrane protein 26 1016.9689 2 2031.9232 0.0024 63.18 R V 0

1738 DEQDDPLNLK JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 62 593.7838 2 1185.5530 0.0018 37.40 R G 0

1739 DESMNIR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 36 432.6967 2 863.3788 -0.0019 23.50 K Y 0

1740 DEVILTLNK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 41 522.8004 2 1043.5862 0.0000 40.47 K S 0

1741 DEVPWWNVVGDR JW0172 ECK0176 yaeT conserved protein 93 736.3518 2 1470.6890 -0.0002 59.59 R K 0

1742 DEVRPIDTDPNVLVMPADGVISQLGK JW4121 ECK4156 psd phosphatidylserine decarboxylase 89 926.8172 3 2777.4298 0.0029 61.92 R I 0

1743 DEVRPIDTDPNVLVMPADGVISQLGKIEEDKILQAK JW4121 ECK4156 psd phosphatidylserine decarboxylase 52 987.2771 4 3945.0793 0.0026 68.15 R G 0

1744 DFDVTTNATPEQVR JW5808 ECK0142 pcnB poly(A) polymerase I 22 796.8825 2 1591.7504 0.0027 37.22 K K 0

1745 DFEDAVEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 27 476.7169 2 951.4192 0.0007 29.67 K A 0

1746 DFEDAVEKAEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 51 640.8040 2 1279.5934 0.0002 34.55 K L 0

1747 DFEEGVWLSELSDAIETSK JW5427 ECK2653 ygaT predicted protein 97 1078.0082 2 2154.0018 0.0015 75.91 K G 0

1748 DFELNGGIR JW0790 ECK0794 fiu predicted iron outer membrane transporter 29 510.7591 2 1019.5036 0.0000 39.44 R L 0

1749 DFELQEATITDSR JW1823 ECK1833 yebT conserved protein 70 762.8623 2 1523.7100 -0.0003 45.05 R Y 0

1750 DFELSGIGLPK JW3465 ECK3483 prlC oligopeptidase A 50 588.3189 2 1174.6232 -0.0002 54.63 R E 0

1751 DFFAGIR JW0850 ECK0857 ybjQ conserved protein 17 413.2163 2 824.4180 -0.0001 46.52 R D 0

1752 DFFTWNMDGVLK JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 24 736.8480 2 1471.6814 0.0008 67.63 K T 0

1753 DFGESLLVYRPPIDTR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 60 626.6639 3 1876.9699 0.0016 55.47 R S 0

1754 DFGKRPQVLDVPYLLSIQLDSFQK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 80 936.1759 3 2805.5059 -0.0006 69.78 K F 0

1755 DFIENILGAEGR JW1925 ECK1939 fliI flagellum-specific ATP synthase 84 667.3413 2 1332.6680 0.0006 62.90 K A 0

1756 DFIVHVDFPAEVIHAWQTLK JW1411 ECK1407 ydcF conserved protein 42 789.0832 3 2364.2278 0.0010 73.64 R H 0

1757 DFKDESFISQFLSPK JW1177 ECK1176 ycgB conserved protein 23 596.6336 3 1786.8790 0.0010 64.38 R V 0

1758 DFKSDIKR JW0710 ECK0709 gltA citrate synthase 16 336.8536 3 1007.5390 -0.0010 20.64 R - 0

1759 DFLPGMLDATAGGVVQADEQLLESAR JW2296 ECK2293 yfcD predicted NUDIX hydrolase 19 1352.1699 2 2702.3252 0.0031 77.80 K R 0

1760 DFLTLLEQQGELK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 89 767.4124 2 1532.8102 0.0016 67.34 R R 0

1761 DFLTLLEQQGELKR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 63 845.4622 2 1688.9098 0.0001 60.30 R I 0

1762 DFMADISHELR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 18 667.3138 2 1332.6130 -0.0002 54.04 R T 0

1763 DFNCEDIISR 57.021465@C:4 JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 49 634.7824 2 1267.5502 -0.0001 39.86 K K 0

1764 DFNEALVHQVVVAYAAGAR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 107 1015.5266 2 2029.0386 0.0005 60.49 R Q 0

1765 DFNPSGIILSGGPESTTEENSPR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 65 1202.5668 2 2403.1190 0.0000 52.24 R A 0

1766 DFQEEVAK JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 42 483.2319 2 964.4492 -0.0010 26.05 R L 0

1767 DFRNEIVNFVLR JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 46 761.4124 2 1520.8102 0.0003 63.57 K A 0

1768 DFSFSDTLEILGSSGIR JW2635 ECK2654 ygaF predicted enzyme 59 922.4590 2 1842.9034 0.0034 72.95 R R 0

1769 DFSQDVDR JW3927 ECK3946 yijP conserved inner membrane protein 41 491.2170 2 980.4194 -0.0005 26.80 R K 0

1770 DFSQDVDRK JW3927 ECK3946 yijP conserved inner membrane protein 41 555.2645 2 1108.5144 -0.0005 22.72 R Y 0

1771 DFVAAVLPK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 37 480.2817 2 958.5488 0.0001 46.79 R G 0

1772 DFVAAVLPKGTMK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 54 688.8836 2 1375.7526 -0.0007 44.72 R A 0

1773 DFVAAWVK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 44 468.2529 2 934.4912 0.0000 48.50 K V 0

1774 DFVADGGSLIGLVK JW0570 ECK0573 ybdK gamma-glutamyl:cysteine ligase 104 695.8826 2 1389.7506 0.0003 60.01 R K 0

1775 DFVWCQEEPLNQGAWYCSQHHFR 57.021465@C:5,57.021465@C:17 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 73 998.7659 3 2993.2759 -0.0003 52.25 K E 0

1776 DGAEDAQDDLVPSIQDDGCESGACKI 57.021465@C:19,57.021465@C:24 JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 47 1383.0791 2 2764.1436 -0.0004 49.08 R - 0

1777 DGAYVTLR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 40 447.7373 2 893.4600 -0.0006 30.28 R L 0

1778 DGCMHCSDPGCLK 57.021465@C:3,57.021465@C:6,57.021465@C:11 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 35 768.7885 2 1535.5624 -0.0001 22.18 K A 0

1779 DGDGFAWIER JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 17 583.2676 2 1164.5206 0.0007 50.57 R R 0

1780 DGDIMILR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 54 466.7473 2 931.4800 0.0003 42.08 R T 0

1781 DGDISILELNVTLPEAEELK JW1163 ECK1162 minE cell division topological specificity factor 48 1099.5755 2 2197.1364 0.0000 68.99 K - 0

1782 DGDLVLIDAGCEYK 57.021465@C:11 JW2876 ECK2903 pepP proline aminopeptidase P II 105 784.3694 2 1566.7242 0.0006 49.61 R G 0

1783 DGDTAQCLEALAQAGLAGFEDIPVNQLSAGQQR 57.021465@C:7 JW5366 ECK2193 ccmA heme exporter subunit -!- ATP-binding component of ABC superfamily 107 1148.5551 3 3442.6435 0.0011 79.78 R R 0

1784 DGDTLLVQVK JW0172 ECK0176 yaeT conserved protein 73 544.3035 2 1086.5924 0.0004 39.26 R E 0

1785 DGDVMNFLFNV JW1194 ECK1191 ychF predicted GTP-binding protein 45 635.7929 2 1269.5712 0.0013 80.02 K - 0

1786 DGEAFLFGANITPMAVASTHVVCDPTR 57.021465@C:23 JW2601 ECK2616 smpB trans-translation protein 69 959.4620 3 2875.3642 0.0008 64.71 R T 0

1787 DGEDPGYTLYDLSER JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 47 865.3815 2 1728.7484 0.0006 49.80 K L JW3485

1788 DGEDPGYTLYDLSER JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 105 865.3814 2 1728.7482 0.0003 50.21 K L JW3485

1789 DGETVISWEK JW0462 ECK0467 htpG molecular chaperone HSP90 family 22 582.2825 2 1162.5504 -0.0001 40.37 K I 0

1790 DGEVIIVDEHTGR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 84 720.3593 2 1438.7040 -0.0012 31.66 K T 0

1791 DGFVIAGGGGMVVVEELEHALAR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 35 776.0671 3 2325.1795 0.0009 77.86 R G 0

1792 DGFVLGDGAGMLVLEEYEHAK JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 22 750.6974 3 2249.0704 0.0029 66.26 R K 0

1793 DGGFAEYIVVK JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 61 599.3111 2 1196.6076 0.0000 50.86 R R 0

1794 DGGFAEYIVVKR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 29 677.3625 2 1352.7104 0.0017 43.93 R K 0

1795 DGGTHLAGFR JW5625 ECK3691 gyrB DNA gyrase, subunit B 22 344.1733 3 1029.4981 -0.0011 25.72 R A 0

1796 DGGVIASGYNEELDEWRALADGATDYLER JW2703 ECK2728 mutS methyl-directed mismatch repair protein 29 1062.4939 3 3184.4599 0.0012 73.61 R L 0

1797 DGHALSDEEIR JW4345 ECK4374 deoA thymidine phosphorylase 52 621.2917 2 1240.5688 0.0004 24.44 R F 0

1798 DGHLIVNGK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 26 476.7642 2 951.5138 0.0001 20.33 K K 0

1799 DGHLIVNGKK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 34 360.8772 3 1079.6098 0.0012 17.94 K I 0

1800 DGHPLFAGFVK JW2751 ECK2774 pyrG CTP synthetase 29 396.5449 3 1186.6129 -0.0005 45.12 R A 0

1801 DGIASAILPGR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 49 535.3038 2 1068.5930 0.0004 43.64 R F 0

1802 DGIFVEDKESPYVNLIVTR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 93 1097.5733 2 2193.1320 0.0003 56.62 K E 0

1803 DGISALQMDIK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 39 595.8081 2 1189.6016 0.0004 47.05 R I 0

1804 DGISALQMDIKIEGITK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 56 611.3329 3 1830.9769 0.0006 55.71 R E 0

1805 DGISYTFSIVPNALGK JW0886 ECK0894 pflB pyruvate formate lyase I 87 841.4435 2 1680.8724 0.0002 60.86 K D 0

1806 DGISYTFSIVPNALGKDDEVR JW0886 ECK0894 pflB pyruvate formate lyase I 79 1148.5770 2 2295.1394 0.0012 57.63 K K 0

1807 DGISYTFSIVPNALGKDDEVRK JW0886 ECK0894 pflB pyruvate formate lyase I 44 808.7517 3 2423.2333 0.0000 53.73 K T 0

1808 DGLDVGSQLLLSTLTPHTK JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 41 998.0415 2 1994.0684 0.0001 63.45 R G 0

1809 DGLEDYIR JW3897 ECK3918 glpK glycerol kinase 50 490.7378 2 979.4610 0.0000 44.61 R S 0

1810 DGLFCAR 57.021465@C:5 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 41 419.6975 2 837.3804 0.0001 32.63 R I 0

1811 DGLKPVHR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 40 307.8469 3 920.5189 -0.0004 16.73 R R 0

1812 DGLMLTLQNNPPQ JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 55 728.8590 2 1455.7034 0.0007 47.06 R - 0

1813 DGLPWSVK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 24 451.2428 2 900.4710 0.0006 43.82 R I 0

1814 DGMNLVAK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 53 424.2209 2 846.4272 0.0003 28.39 R E 0

1815 DGNIFAPSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 30 474.7427 2 947.4708 -0.0003 31.24 K G 0

1816 DGNIFAPSKGK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 16 567.3014 2 1132.5882 0.0005 25.31 K Q 0

1817 DGNISLLSLPVAER JW4128 ECK4166 mutL methyl-directed mismatch repair protein 43 742.4102 2 1482.8058 0.0016 55.28 R W 0

1818 DGNITVDFDDVVIR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 72 789.3942 2 1576.7738 0.0005 57.10 K G 0

1819 DGNKLDLYGK JW2203 ECK2207 ompC outer membrane porin protein C 34 374.8648 3 1121.5726 0.0009 27.62 K V JW1371 JW1468 JW5319

1820 DGNKLDLYGKVDGLHYFSDNK JW2203 ECK2207 ompC outer membrane porin protein C 53 800.0605 3 2397.1597 -0.0004 47.07 K D 0

1821 DGNKVDLYGK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 53 554.7849 2 1107.5552 -0.0008 22.95 K A 0

1822 DGNLNLTGQAPYK JW2500 ECK2512 yfgA conserved protein 56 695.8514 2 1389.6882 -0.0005 35.63 K L 0

1823 DGNLNLTGQAPYKLK JW2500 ECK2512 yfgA conserved protein 43 816.4408 2 1630.8670 -0.0007 38.29 K I 0

1824 DGNNFVYIER JW5760 ECK4255 yjgQ conserved inner membrane protein 43 613.7937 2 1225.5728 0.0002 39.77 K V 0

1825 DGNRDNAVADGPYVGVNASF JW5371 ECK2243 yfaZ predicted outer membrane porin protein 63 1019.4680 2 2036.9214 0.0026 47.52 K - 0

1826 DGNTIEYDGMTMER JW1913 ECK1927 yedD predicted protein 68 816.3372 2 1630.6598 -0.0005 41.60 R V 0

1827 DGNVEFAWTPNQNHDFTAGYGFDR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 58 920.0688 3 2757.1846 0.0001 55.88 R Q 0

1828 DGNVEFAWTPNQNHDFTAGYGFDRQDR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 23 790.1005 4 3156.3729 0.0018 52.24 R D 0

1829 DGPDNPANGPRPLYNVEK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 44 976.9763 2 1951.9380 -0.0007 32.66 R D 0

1830 DGPLDMR JW0080 ECK0083 mraW S-adenosyl-dependent methyltransferase activity on membrane-located substrates 47 402.1895 2 802.3644 0.0001 30.93 R M 0

1831 DGPSAGIAMCTALVSCLTGNPVR 57.021465@C:10,57.021465@C:16 JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 125 1174.0639 2 2346.1132 0.0002 65.30 K A 0

1832 DGQALQLQLAEER JW2539 ECK2552 yfhG conserved protein 81 735.8806 2 1469.7466 -0.0008 41.95 R Q 0
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1833 DGQDCERWNMLHPLETPR 57.021465@C:5 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 16 564.2584 4 2253.0045 -0.0009 44.74 R V 0

1834 DGQLAQLQGLQDYWR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 74 895.9438 2 1789.8730 -0.0017 59.68 R N 0

1835 DGQLVFTR JW5741 ECK4175 rnr exoribonuclease R, RNase R 19 468.2506 2 934.4866 -0.0005 33.84 R R 0

1836 DGQPATLVAK JW3630 ECK3645 yicH conserved protein 25 500.2774 2 998.5402 0.0006 23.96 R S 0

1837 DGQTTLLDLK JW2504 ECK2516 yfhM conserved protein 59 552.3011 2 1102.5876 0.0007 43.60 K L 0

1838 DGQTTLLDLKLPALDLAEFNIAGAPGYSK JW2504 ECK2516 yfhM conserved protein 54 1011.2054 3 3030.5944 0.0032 75.62 K Q 0

1839 DGQWIATEPLAGLTMDK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 60 923.4566 2 1844.8986 0.0008 61.14 R I 0

1840 DGSEAAQVYITR JW1272 ECK1275 yciM conserved protein 37 655.3227 2 1308.6308 -0.0002 32.24 R Q 0

1841 DGSQVVTLNQGTR JW4218 ECK4254 yjgP conserved inner membrane protein 72 687.8520 2 1373.6894 -0.0004 28.47 R F 0

1842 DGSSVCSGIVSDVSNDDIVR 57.021465@C:6 JW4048 ECK4080 alsA fused D-allose transporter subunits -!- ATP-binding components of ABC superfamily 50 1040.9750 2 2079.9354 -0.0024 48.30 K L 0

1843 DGSVVVLGYTDR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 103 640.8272 2 1279.6398 -0.0011 41.71 K I 0

1844 DGSVVVLGYTDRIGSDAYNQGLSER JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 109 891.1037 3 2670.2893 0.0007 50.85 K R 0

1845 DGSVVVLGYTDRIGSDAYNQGLSERR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 33 943.1371 3 2826.3895 -0.0001 47.57 K A 0

1846 DGTIVSVQGFAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 76 625.3306 2 1248.6466 0.0003 42.50 R G 0

1847 DGTVYSITR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 60 506.2591 2 1010.5036 0.0004 30.37 K - 0

1848 DGTWVMNER JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 27 554.2479 2 1106.4812 -0.0003 35.03 K Y 0

1849 DGVDYHVSADLTGQANHLAATIGADIVK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 32 951.1449 3 2850.4129 -0.0020 63.27 K Q 0

1850 DGVGLLPTVLDVVENPK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 42 882.9911 2 1763.9676 0.0007 70.67 K N 0

1851 DGVGLLPTVLDVVENPKNLK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 22 707.4036 3 2119.1890 0.0001 67.49 K I 0

1852 DGVIADFFVTEK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 76 670.8406 2 1339.6666 0.0007 59.66 K M 0

1853 DGVSVAR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 30 352.1902 2 702.3658 -0.0002 18.96 K E 0

1854 DGWLAGVTWFR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 59 654.3307 2 1306.6468 0.0009 67.58 R N 0

1855 DGWLFTAEHTQSVLK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 80 866.4390 2 1730.8634 0.0007 52.00 K G 0

1856 DGYADGWAQAGTAR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 89 719.8212 2 1437.6278 0.0006 36.70 R A 0

1857 DGYTFVSHQQEVGTGYFDK JW3975 ECK4007 aceA isocitrate lyase 47 726.6649 3 2176.9729 0.0025 44.66 K V 0

1858 DGYYLEPTILFGQNNMR JW3561 ECK3577 aldB aldehyde dehydrogenase B 81 1015.9864 2 2029.9582 0.0015 63.60 K V 0

1859 DHGLPATDVYAMAQVEGAGKPLSNLQNGQMVK JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 43 835.6677 4 3338.6417 0.0029 53.07 R I 0

1860 DHGSLVSLSNFSTVGSLMGNLTR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 79 1196.6001 2 2391.1856 0.0003 67.35 K G 0

1861 DHKLPIR JW0166 ECK0170 pyrH uridylate kinase 21 439.7633 2 877.5120 -0.0014 20.37 R V 0

1862 DHLDDPVIGELR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 70 689.8512 2 1377.6878 -0.0009 40.50 R N 0

1863 DHLLDELDHNWEVLAEPIQTVMR JW1117 ECK1117 purB adenylosuccinate lyase 39 925.1264 3 2772.3574 0.0034 75.05 R R 0

1864 DHTHLALNKEDEK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 27 517.2584 3 1548.7534 0.0003 18.83 R I 0

1865 DHTHLALNKEDEKIR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 33 455.4913 4 1817.9361 -0.0023 23.61 R F 0

1866 DHTLFAK JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 28 416.2213 2 830.4280 -0.0005 23.82 R A 0

1867 DIADAVTAAGVEVAK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 92 715.3806 2 1428.7466 0.0007 49.45 R S 0

1868 DIADAVTAAGVEVAKSEVR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 25 634.3371 3 1899.9895 -0.0007 57.38 R L 0

1869 DIADAVTAAGVEVAKSEVRLPNGVLR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 70 884.1557 3 2649.4453 0.0004 64.73 R T 0

1870 DIAGEPVVADLAK JW0873 ECK0881 ftsK DNA-binding membrane protein required for chromosome resolution and partitioning 40 649.3536 2 1296.6926 0.0002 45.69 K M 0

1871 DIAHGVSR JW0232 ECK0243 proB gamma-glutamate kinase 18 427.7273 2 853.4400 -0.0005 18.60 R Y 0

1872 DIALDYR JW4180 ECK4217 ytfN conserved protein 24 433.2244 2 864.4342 0.0001 34.69 R N 0

1873 DIALGEEFVNK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 78 617.8186 2 1233.6226 -0.0014 44.98 K - 0

1874 DIALTIPNLPADEVPVGKDENDNVEVSR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 49 1007.1795 3 3018.5167 0.0021 56.05 R W 0

1875 DIAVLEDAGVPYQLLESSR JW1178 ECK1177 dadA D-amino acid dehydrogenase 121 1038.0372 2 2074.0598 0.0016 66.12 R L 0

1876 DIAVVVAENVPAADILSECK 57.021465@C:19 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 26 1057.0470 2 2112.0794 0.0022 62.84 R K 0

1877 DIAVVVAENVPAADILSECKK 57.021465@C:19 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 65 747.7318 3 2240.1736 0.0014 57.99 R V 0

1878 DIDGHDAASIKR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 42 433.2211 3 1296.6415 -0.0007 20.70 R A 0

1879 DIDLALDAAHK JW3561 ECK3577 aldB aldehyde dehydrogenase B 83 591.3113 2 1180.6080 -0.0008 37.25 R V 0

1880 DIDLALDAAHKVK JW3561 ECK3577 aldB aldehyde dehydrogenase B 16 470.2643 3 1407.7711 -0.0011 36.63 R D 0

1881 DIDTETLTNSVK JW3598 ECK3613 rfaK lipopolysaccharide core biosynthesis 75 668.3356 2 1334.6566 0.0002 38.95 K R 0

1882 DIDTETLTNSVKR JW3598 ECK3613 rfaK lipopolysaccharide core biosynthesis 76 746.3855 2 1490.7564 -0.0011 35.36 K L 0

1883 DIDTIGIPIHWGYEGVAK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 63 992.5127 2 1983.0108 0.0006 59.60 K K 0

1884 DIDTLISNNALWSK JW0122 ECK0125 can carbonic anhydrase 63 795.4118 2 1588.8090 -0.0006 60.40 K M 0

1885 DIEADTPAR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 46 494.2405 2 986.4664 -0.0004 22.87 R Y 0

1886 DIEALDELLATLTDDKPR JW2748 ECK2771 ygcF conserved protein 71 1014.5291 2 2027.0436 0.0015 78.36 R V 0

1887 DIEEDKAPADLASTFLR JW2500 ECK2512 yfgA conserved protein 21 945.9747 2 1889.9348 -0.0021 55.28 R G 0

1888 DIEPDKFK JW0880 ECK0888 ycaC predicted hydrolase 26 496.2579 2 990.5012 -0.0010 26.16 R N 0

1889 DIEYLQSR JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 26 512.2592 2 1022.5038 0.0006 33.93 R G 0

1890 DIFLLSPDAGAKPGHQVK JW2101 ECK2107 metG methionyl-tRNA synthetase 27 631.6796 3 1892.0170 0.0014 40.96 K - 0

1891 DIFSLTNEEVQELAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 71 868.4413 2 1734.8680 0.0005 66.19 R Q 0

1892 DIGAQYIIIGHSERR JW3890 ECK3911 tpiA triosephosphate isomerase 37 576.6441 3 1726.9105 -0.0009 38.97 K T 0

1893 DIGEPSVLNR JW5791 ECK4344 yjiY predicted inner membrane protein 15 550.2903 2 1098.5660 -0.0009 34.41 K A 0

1894 DIGGLETNR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 54 487.7484 2 973.4822 -0.0006 27.30 K I 0

1895 DIHFEGLQR JW0172 ECK0176 yaeT conserved protein 33 557.7844 2 1113.5542 -0.0025 35.55 K V 0

1896 DIHTLQWVAR JW0162 ECK0165 glnD uridylyltransferase 29 413.5598 3 1237.6576 0.0009 41.75 R R 0

1897 DIHVHVPEGATPK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 46 467.2487 3 1398.7243 -0.0012 28.32 R D 0

1898 DIIKDGILTQWLLTSYSAR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 42 731.7358 3 2192.1856 0.0013 71.63 R K 0

1899 DIKEQEVYMGEIPLMTDNGTFVINGTER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 76 1067.1825 3 3198.5257 0.0043 62.95 K V 0

1900 DILCQYVEYITNIR 57.021465@C:4 JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 41 900.4520 2 1798.8894 -0.0028 75.00 K M 0

1901 DILEVICK 57.021465@C:7 JW1163 ECK1162 minE cell division topological specificity factor 58 495.2705 2 988.5264 0.0001 47.73 K Y 0

1902 DINIYNLSDDTAISYDVIPFIK JW3599 ECK3614 rfaZ lipopolysaccharide core biosynthesis protein 55 1265.1401 2 2528.2656 -0.0029 76.35 K L 0

1903 DINKAGLVDILGASGAENVQGEVQQK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 73 885.1320 3 2652.3742 0.0022 53.23 R L 0

1904 DINQAAGQFSAMQK JW0570 ECK0573 ybdK gamma-glutamyl:cysteine ligase 35 754.8619 2 1507.7092 0.0004 39.56 R V 0

1905 DIPSPSITDVPVGVK JW3506 ECK3523 bcsG predicted inner membrane protein 22 762.4187 2 1522.8228 -0.0014 48.12 R F 0

1906 DIQGLEHFDKVIDIDQSPIGR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 59 799.0800 3 2394.2182 0.0003 55.82 R T 0

1907 DIQLATPPQVGAPATEYAALAELK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 77 1234.1582 2 2466.3018 0.0013 62.39 K A 0

1908 DIQLWQVVFSR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 79 695.8780 2 1389.7414 0.0010 68.52 R G 0

1909 DIQPSVGFASR JW2504 ECK2516 yfhM conserved protein 64 588.8039 2 1175.5932 -0.0002 35.56 R G 0

1910 DIQQFIEKPPGK JW4340 ECK4369 yjjU predicted esterase 13 467.2579 3 1398.7519 0.0012 40.18 R L 0

1911 DIQQTIK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 34 423.2397 2 844.4648 -0.0006 23.16 K L 0

1912 DIQVNIDSK JW4180 ECK4217 ytfN conserved protein 26 516.2729 2 1030.5312 0.0018 31.13 K K 0

1913 DIRDPMELLDEVENELK JW5873 ECK4366 prfC peptide chain release factor RF-3 89 1029.5081 2 2057.0016 0.0031 76.64 R I 0

1914 DISDANFIYR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 60 607.2964 2 1212.5782 0.0007 44.39 K N 0

1915 DISDANFIYRNENVLVGFDELVNFITEEH JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 22 1138.2167 3 3411.6283 0.0024 80.73 K - 0

1916 DISFEAPNAPHVFQK JW3584 ECK3599 secB protein export chaperone 62 850.4258 2 1698.8370 0.0005 44.76 K D 0

1917 DISSANLR JW2889 ECK2918 yggE conserved protein 35 438.2327 2 874.4508 0.0000 25.26 K T 0

1918 DISTSSQKIADIISVIDGIAFQTNILALNAAVEAAR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 60 1243.6743 3 3728.0011 0.0014 80.98 R A 0

1919 DISVQLHTVIAQYPGAELEAK JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 53 761.4064 3 2281.1974 0.0019 56.06 R G 0

1920 DITADVLK JW0173 ECK0177 hlpA periplasmic chaperone 22 437.7477 2 873.4808 0.0001 38.43 K Q 0

1921 DITATVDSIPLITASILAK JW4345 ECK4374 deoA thymidine phosphorylase 49 971.5596 2 1941.1046 0.0013 78.84 R K 0

1922 DITATVDSIPLITASILAKK JW4345 ECK4374 deoA thymidine phosphorylase 29 690.7407 3 2069.2003 0.0021 72.77 R L 0

1923 DITGGLPR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 31 414.7324 2 827.4502 0.0001 31.62 K V 0

1924 DITLAMDCAASEFYK 57.021465@C:8 JW2750 ECK2773 eno enolase 68 867.8899 2 1733.7652 0.0013 60.42 K D 0

1925 DITLTSTCEHHFVTIDGK 57.021465@C:8 JW2140 ECK2146 folE GTP cyclohydrolase I 21 692.0021 3 2072.9845 0.0009 40.73 R A 0

1926 DIVAQFK JW4120 ECK4155 yjeP predicted mechanosensitive channel 26 410.7318 2 819.4490 -0.0001 35.49 K I 0

1927 DIVGYVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 46 411.2294 2 820.4442 0.0000 33.05 K E 0

1928 DIVTDNADDYR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 28 648.7879 2 1295.5612 -0.0017 33.41 R F 0

1929 DIVTDSR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 38 403.2058 2 804.3970 -0.0007 21.66 K G 0

1930 DIVTNTLDAMIVR JW5391 ECK2389 yfeA predicted diguanylate cyclase 93 730.8926 2 1459.7706 0.0001 68.47 K S 0

1931 DIWQLQLR JW5808 ECK0142 pcnB poly(A) polymerase I 20 536.3010 2 1070.5874 0.0001 53.76 R M 0

1932 DKCEQSANINAYWEPNTLR 57.021465@C:3 JW1575 ECK1578 ynfB predicted protein 75 1155.0346 2 2308.0546 0.0004 44.50 R C 0

1933 DKGEAENEAKPIDVK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 66 821.9177 2 1641.8208 0.0000 20.60 K S 0

1934 DKGLILLSCGPYYNVLR 57.021465@C:9 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 40 661.0238 3 1980.0496 -0.0006 57.49 R I 0

1935 DKGSSLVTGIVDAR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 99 709.3853 2 1416.7560 -0.0012 39.43 R L 0

1936 DKIMMGAER JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 38 525.7564 2 1049.4982 -0.0016 22.25 K R 0

1937 DKISAAATR JW2918 ECK2946 yggS predicted enzyme 26 466.7614 2 931.5082 -0.0004 14.22 R C 0

1938 DKISNGNWQSHIGR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 27 806.4027 2 1610.7908 -0.0004 28.03 R S 0

1939 DKLAQDDLLAFYQDDPNDPFR JW3132 ECK3151 nlpI conserved protein 32 832.7282 3 2495.1628 0.0022 61.15 R S 0

1940 DKLAQFTSLQADLENGVNLEQTIR JW0886 ECK0894 pflB pyruvate formate lyase I 64 901.8026 3 2702.3860 -0.0015 63.01 K L 0

1941 DKLEPYFTEGR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 44 677.8351 2 1353.6556 -0.0008 35.50 R Y 0

1942 DKLMNLAR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 34 320.8480 3 959.5222 -0.0001 27.69 R G 0

1943 DKLVSSEVK JW5625 ECK3691 gyrB DNA gyrase, subunit B 32 502.7847 2 1003.5548 -0.0001 19.68 K S 0

1944 DKNDSFR JW0710 ECK0709 gltA citrate synthase 22 441.2088 2 880.4030 -0.0008 15.74 K L 0

1945 DKNFDNIQK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 42 561.2834 2 1120.5522 0.0010 21.37 K A 0

1946 DKPSLIICR 57.021465@C:8 JW2449 ECK2460 tktB transketolase 2, thiamin-binding 36 551.3073 2 1100.6000 -0.0012 31.06 K T 0

1947 DKPVIVVDGSGMQCQEPANALTK 57.021465@C:14 JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 74 819.7417 3 2456.2033 -0.0008 40.49 K A 0

1948 DKTDRIQALAGWIAEQIGADVNHATR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 74 713.1222 4 2848.4597 0.0017 73.43 R A 0

1949 DKTTFISTISHELR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 15 549.9617 3 1646.8633 0.0004 46.55 R T 0

1950 DKTYHYYSLPLAAK JW1268 ECK1271 acnA aconitate hydratase 1 32 557.2908 3 1668.8506 -0.0004 37.86 K S 0

1951 DKVATFPK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 20 453.2584 2 904.5022 0.0005 21.75 R L 0

1952 DKVSQAFWHEWR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 42 530.2598 3 1587.7576 -0.0008 44.42 R K 0

1953 DKVSQAFWHEWRK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 29 572.9576 3 1715.8510 -0.0023 39.12 R G 0

1954 DKWAHTSVQDR JW3561 ECK3577 aldB aldehyde dehydrogenase B 64 671.8282 2 1341.6418 -0.0008 19.91 K A 0

1955 DKWQAVYQDQLGLVDHGLTTSLWK JW1504 ECK1504 ydeV predicted sugar kinase 35 701.1120 4 2800.4189 0.0005 63.01 R A 0

1956 DKYEHHLLLK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 27 432.5751 3 1294.7035 0.0002 25.35 R M 0

1957 DKYGLDVELVTFNDYVLPNEALSK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 27 914.8020 3 2741.3842 0.0042 66.52 K G 0

1958 DLAELNRR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 28 493.7723 2 985.5300 -0.0004 24.59 K L 0

1959 DLAGRDVVAR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 50 536.2988 2 1070.5830 -0.0003 23.52 K S 0

1960 DLAHHQQLSQER JW5416 ECK2612 recN recombination and repair protein 52 487.9110 3 1460.7112 -0.0008 19.38 R A 0

1961 DLALAYSPGVAAPCLEIEKDPLK 57.021465@C:14 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 39 824.1018 3 2469.2836 0.0011 56.34 R A 0

1962 DLALAYSPGVAAPCLEIEKDPLKAYK 57.021465@C:14 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 57 944.8335 3 2831.4787 0.0008 54.77 R Y 0

1963 DLALIEINPLVITK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 90 776.4714 2 1550.9282 0.0000 68.14 R Q 0
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1964 DLALNQAMIPLGSCTMK 57.021465@C:14 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 75 931.9625 2 1861.9104 0.0004 56.80 K L 0

1965 DLANAIR JW2449 ECK2460 tktB transketolase 2, thiamin-binding 15 386.7192 2 771.4238 -0.0001 28.43 K A 0

1966 DLANDGYR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 40 462.2150 2 922.4154 0.0010 24.07 K A 0

1967 DLANSAIDLSDGLISDLGHIVK JW0407 ECK0411 thiL thiamin-monophosphate kinase 35 756.0694 3 2265.1864 0.0011 79.53 R A 0

1968 DLDEIITIAGQELNEK JW0129 ECK0132 panC pantothenate synthetase 76 900.9646 2 1799.9146 -0.0006 71.54 R G 0

1969 DLDGTILATGFPFK JW2517 ECK2530 suhB inositol monophosphatase 85 747.8952 2 1493.7758 -0.0007 65.71 R A 0

1970 DLDKFLWFIESNIE JW0797 ECK0801 dps Fe-binding and storage protein 57 884.9434 2 1767.8722 0.0004 80.41 R - 0

1971 DLDLEASAAAHPVR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 90 732.8755 2 1463.7364 -0.0004 34.92 R V 0

1972 DLDTIANEPLHYDWEALR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 80 1086.0236 2 2170.0326 -0.0004 60.40 K E 0

1973 DLDTIANEPLHYDWEALRESIK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 54 876.7687 3 2627.2843 -0.0024 62.11 K T 0

1974 DLDVTATNR JW0122 ECK0125 can carbonic anhydrase 29 502.7540 2 1003.4934 0.0000 25.83 R E 0

1975 DLEEIPDNVIADLDIHPVK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 92 1073.0577 2 2144.1008 0.0007 65.61 R R 0

1976 DLEEIPDNVIADLDIHPVKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 23 767.7417 3 2300.2033 0.0022 60.97 R I 0

1977 DLEHPIEVPVGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 51 666.8611 2 1331.7076 -0.0008 38.07 K A 0

1978 DLETQSQDGTFDK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 80 742.3308 2 1482.6470 -0.0004 29.99 K L 0

1979 DLETQSQDGTFDKLTK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 49 913.4443 2 1824.8740 0.0000 36.79 K K 0

1980 DLETQSQDGTFDKLTKK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 59 651.9968 3 1952.9686 -0.0005 33.20 K E 0

1981 DLEYLVALAEHR JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 75 714.8779 2 1427.7412 0.0004 60.21 R H 0

1982 DLFEGLLVSDLDGHPAPGVAESWDNKDAK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 59 1032.5047 3 3094.4923 0.0039 63.13 R V 0

1983 DLGAVFLVGIGGK JW3722 ECK3738 asnA asparagine synthetase A 112 623.3636 2 1244.7126 -0.0003 62.49 K L 0

1984 DLGEVSGDSCQASNQDSPPSIPTAR 57.021465@C:10 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 114 1294.5815 2 2587.1484 0.0028 38.89 R K 0

1985 DLGGLIVIDFIDMTPVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 88 937.5093 2 1873.0040 0.0022 80.63 R H 0

1986 DLGIADNDWIEVFNSNGALTAR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 167 1196.0823 2 2390.1500 -0.0002 71.41 K A 0

1987 DLGILTVAVVTKPFNFEGK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 90 683.3862 3 2047.1368 0.0013 66.92 K K 0

1988 DLGILTVAVVTKPFNFEGKK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 55 726.0846 3 2175.2320 0.0016 60.36 K R 0

1989 DLGLIEQIDEK JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 48 636.8379 2 1271.6612 0.0003 49.87 K I 0

1990 DLGLTDESK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 23 489.2428 2 976.4710 -0.0002 28.70 K W 0

1991 DLGNTVIVVEHDEDAIR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 52 632.3206 3 1893.9400 -0.0033 49.28 R A 0

1992 DLGSLIFIDMR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 70 640.3394 2 1278.6642 0.0001 69.07 R D 0

1993 DLGSMDVNEVIEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 76 724.8511 2 1447.6876 0.0012 46.72 K L 0

1994 DLGSMDVNEVIEKLQQEIR JW1709 ECK1717 thrS threonyl-tRNA synthetase 60 739.3798 3 2215.1176 0.0023 71.82 K S 0

1995 DLGYGLLLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 50 496.2949 2 990.5752 0.0002 52.95 K R 0

1996 DLGYGLLLKR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 30 574.3455 2 1146.6764 0.0004 47.76 K Y 0

1997 DLIAAGVDPSDIVLDYAGFR JW2132 ECK2137 sanA predicted protein 108 1054.0386 2 2106.0626 -0.0006 73.29 K T 0

1998 DLIENEQTLDLK JW2504 ECK2516 yfhM conserved protein 40 715.8727 2 1429.7308 0.0008 45.24 K A 0

1999 DLIESELFGHEK JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 66 708.8541 2 1415.6936 0.0004 50.28 K G 0

2000 DLIGWIDQPSVELSNALMHHPDINLILATGGPGMVK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 108 1284.6660 3 3850.9762 0.0012 79.54 K A 0

2001 DLIVDSYIK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 49 533.2952 2 1064.5758 0.0004 47.76 K W 0

2002 DLIVDSYIKWR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 71 704.3848 2 1406.7550 -0.0007 55.25 K I 0

2003 DLIVIGGGINGAGIAADAAGR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 71 627.6783 3 1880.0131 0.0014 55.75 K G 0

2004 DLIVTIGK JW2504 ECK2516 yfhM conserved protein 45 429.7684 2 857.5222 0.0001 40.32 R E 0

2005 DLKDNIALGR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 32 372.2121 3 1113.6145 0.0002 33.67 K K 0

2006 DLKDNIALGRK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 44 621.8616 2 1241.7086 -0.0006 28.39 K N 0

2007 DLLAGIVAK JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 66 450.2817 2 898.5488 0.0000 47.21 R H 0

2008 DLLAPWVPDAPSR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 75 718.8806 2 1435.7466 0.0006 58.29 R A 0

2009 DLLCDPQTSGGLLLAVMPEAENEVK 57.021465@C:4 JW1753 ECK1762 selD selenophosphate synthase 79 1350.1685 2 2698.3224 0.0030 68.66 R A 0

2010 DLLGATNPANALAGTLR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 103 834.4574 2 1666.9002 0.0001 57.21 R A 0

2011 DLLGITK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 29 380.2341 2 758.4536 -0.0001 40.18 R A 0

2012 DLLHSHGTGK JW1315 ECK1318 ycjF conserved inner membrane protein 20 355.5207 3 1063.5403 -0.0007 19.74 R G 0

2013 DLLIWLEGHLDQPLSLDNVAAK JW4359 ECK4388 rob DNA-binding transcriptional activator 83 820.7766 3 2459.3080 0.0021 76.26 R A 0

2014 DLLKEQNNR JW3252 ECK3277 mscL mechanosensitive channel 42 565.3018 2 1128.5890 0.0003 21.16 R S 0

2015 DLLKEQNNRS JW3252 ECK3277 mscL mechanosensitive channel 44 608.8172 2 1215.6198 -0.0009 20.93 R - 0

2016 DLLPLVEGCTVSTK 57.021465@C:9 JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 19 766.4046 2 1530.7946 -0.0017 52.72 R H 0

2017 DLMKIEYVYQSAEQLRNADALTLQAPAQR 15.994915@M:3 JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 17 838.6812 4 3350.6957 0.0027 58.10 R V 0

2018 DLNDAQLK JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 33 458.7402 2 915.4658 -0.0002 25.43 R Y 0

2019 DLNDQFDR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 48 511.7307 2 1021.4468 0.0004 29.95 R I 0

2020 DLNELAEQNLILR JW3386 ECK3409 glpR DNA-binding transcriptional repressor 92 770.9204 2 1539.8262 0.0007 56.37 R H 0

2021 DLNLDATINAPGLDNALPGLGGTAK JW4180 ECK4217 ytfN conserved protein 124 1211.1347 2 2420.2548 0.0001 62.76 K G 0

2022 DLNNESTPMAFENIK JW1427 ECK1424 ydcL predicted lipoprotein 40 861.9045 2 1721.7944 0.0015 47.42 K Q 0

2023 DLPAITLDGHQVEVCANIGTVR 57.021465@C:15 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 59 793.4096 3 2377.2070 0.0008 55.05 K D 0

2024 DLPDLVYMTEAEKIQAIIEDIKER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 72 944.8286 3 2831.4640 0.0014 74.77 K T 0

2025 DLPDLYVDLSTVGEGYAADHLAR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 101 1245.6114 2 2489.2082 0.0008 67.61 K L 0

2026 DLPEADGESFR JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 37 618.2807 2 1234.5468 0.0002 35.35 R S 0

2027 DLPLIASNFR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 55 573.3194 2 1144.6242 0.0002 52.94 R N 0

2028 DLQESVMSIR JW1877 ECK1889 cheA fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 53 589.2979 2 1176.5812 0.0004 44.22 R M 0

2029 DLQFDIVLDPFETMPSFK JW3598 ECK3613 rfaK lipopolysaccharide core biosynthesis 62 1071.5273 2 2141.0400 0.0010 79.06 R H 0

2030 DLQQTTQLLDPAK JW3997 ECK4029 malM maltose regulon periplasmic protein 71 735.8936 2 1469.7726 0.0001 46.29 K A 0

2031 DLRPALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 21 406.7527 2 811.4908 -0.0007 22.91 K I 0

2032 DLSAQDKLVQQDLTDTLATLDKIDR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 88 939.1614 3 2814.4624 0.0013 71.36 K I 0

2033 DLSDVTLGQFAGK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 103 675.8487 2 1349.6828 0.0001 50.62 K R 0

2034 DLSEELQILEAGLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 46 910.4761 2 1818.9376 0.0013 80.33 K I 0

2035 DLSELSTYSFVDNVAFR JW5196 ECK1261 yciO conserved protein 113 981.9755 2 1961.9364 -0.0006 66.54 R L 0

2036 DLSGADMWGATMFDQLVCR 57.021465@C:18 JW0120 ECK0123 gcd glucose dehydrogenase 126 1086.9797 2 2171.9448 0.0010 75.56 K V 0

2037 DLSLNVQLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 16 515.3005 2 1028.5864 -0.0001 44.56 R D 0

2038 DLSPESWR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 13 495.2382 2 988.4618 0.0004 38.03 R K 0

2039 DLTDAAVK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 22 416.7240 2 831.4334 -0.0003 25.08 R M 0

2040 DLTDSTVLR JW1117 ECK1117 purB adenylosuccinate lyase 42 510.2719 2 1018.5292 -0.0003 35.34 R N 0

2041 DLTGDPWGGR JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 32 537.2538 2 1072.4930 -0.0008 38.97 R T 0

2042 DLTVFDATCPLVTK 57.021465@C:9 JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 54 790.4048 2 1578.7950 -0.0014 55.16 R V 0

2043 DLVDSLINFGDHYQVLADYR JW3391 ECK3414 glgP glycogen phosphorylase 69 785.0542 3 2352.1408 0.0022 74.25 R S 0

2044 DLVESAPAALK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 50 557.3111 2 1112.6076 -0.0001 37.92 K E 0

2045 DLVGFGVENAPR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 44 637.3300 2 1272.6454 -0.0008 45.29 R G 0

2046 DLVHAIPLYAIK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 45 676.9005 2 1351.7864 0.0002 54.63 R Q 0

2047 DLVVDMGQFYAQYEK JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 110 903.4251 2 1804.8356 0.0014 61.84 R I 0

2048 DLVVFTDENNSK JW3600 ECK3615 rfaY lipopolysaccharide core biosynthesis protein 21 690.8354 2 1379.6562 -0.0007 42.02 K Y 0

2049 DLVVHPGAGNPDGTVLNALLHYYPPIADVPR JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 18 820.9339 4 3279.7065 0.0023 69.86 R A 0

2050 DLYGHGR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 34 409.2014 2 816.3882 0.0004 18.68 R D 0

2051 DLYGHGRDNSAGLDLANEHR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 37 553.2631 4 2209.0233 -0.0026 31.55 R L 0

2052 DLYRPGETVILNGLLR JW2504 ECK2516 yfhM conserved protein 31 915.0177 2 1828.0208 0.0002 58.20 R D 0

2053 DMAFNSPNSEWK JW3630 ECK3645 yicH conserved protein 41 713.3087 2 1424.6028 -0.0001 40.99 R L 0

2054 DMALIGQALIR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 91 600.8423 2 1199.6700 0.0005 55.23 R D 0

2055 DMALLGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 25 374.2070 2 746.3994 -0.0002 35.05 R A 0

2056 DMEFVQYHPTGLPGSGILMTEGCR 57.021465@C:23 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 22 899.0817 3 2694.2233 -0.0007 58.26 R G 0

2057 DMEMLAPGYTQTLEPR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 73 926.4345 2 1850.8544 0.0002 50.95 R A 0

2058 DMFEQAK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 18 434.6973 2 867.3800 0.0004 27.43 R K 0

2059 DMFEQAKK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 30 498.7442 2 995.4738 -0.0007 22.78 R A 0

2060 DMGGGFLQK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 38 476.7315 2 951.4484 0.0001 35.65 K L 0

2061 DMGGLPDALFVIDADHEHIAIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 31 793.0684 3 2376.1834 0.0051 61.21 K E 0

2062 DMGTGQNVLLITVDGLNYSR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 76 1083.5465 2 2165.0784 -0.0002 65.04 R F 0

2063 DMGTVVFPDAPVK JW0893 ECK0901 cmk cytidylate kinase 34 688.3502 2 1374.6858 0.0004 48.35 R I 0

2064 DMGTVVFPDAPVKIFLDASSEER JW0893 ECK0901 cmk cytidylate kinase 26 841.7535 3 2522.2387 0.0024 70.24 R A 0

2065 DMLYPER JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 23 462.2177 2 922.4208 -0.0009 31.43 R I 0

2066 DMMLLDALIQLK JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 45 702.3858 2 1402.7570 0.0007 78.47 R E 0

2067 DMPNALVEVLR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 19 628.8373 2 1255.6600 0.0006 58.14 R E 0

2068 DMQHALDYLFADGQLK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 90 932.9498 2 1863.8850 0.0025 64.07 R Q 0

2069 DMSLYGLEDYTVVR JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 55 830.8984 2 1659.7822 0.0008 59.51 K H 0

2070 DMTAAELK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 26 439.7178 2 877.4210 -0.0004 27.12 K A 0

2071 DMTCQEFIDLNPK 57.021465@C:4 JW5669 ECK3493 hdeB acid-resistance protein 15 805.8629 2 1609.7112 -0.0004 49.16 K A 0

2072 DMTLMVR JW0566 ECK0569 ybdG predicted mechanosensitive channel 40 433.2172 2 864.4198 0.0002 38.26 K Q 0

2073 DMVCSPGGTTIEAVR 57.021465@C:4 JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 53 796.8727 2 1591.7308 -0.0026 38.27 K V 0

2074 DNADPSGLGNTLGWAWAWPLNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 67 1206.0803 2 2410.1460 0.0007 75.76 R R 0

2075 DNADPSGLGNTLGWAWAWPLNRR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 30 856.4234 3 2566.2484 0.0018 69.92 R I 0

2076 DNANVTIDAVCFIQVIDAPR 57.021465@C:11 JW0478 ECK0483 ybbK predicted protease, membrane anchored 67 1116.0627 2 2230.1108 0.0056 70.75 K A 0

2077 DNAVADGPYVGVNASF JW5371 ECK2243 yfaZ predicted outer membrane porin protein 22 798.3708 2 1594.7270 0.0007 52.50 R - 0

2078 DNEQDMIVK JW0636 ECK0634 rlpB minor lipoprotein 50 546.2554 2 1090.4962 -0.0003 27.87 K E 0

2079 DNEQDMIVKEMYDR JW0636 ECK0634 rlpB minor lipoprotein 67 893.3931 2 1784.7716 0.0008 45.55 K A 0

2080 DNESLSLSILR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 23 623.8355 2 1245.6564 0.0001 51.88 R L 0

2081 DNEVDKILGLEIGADDYITKPFNPR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 108 1416.7242 2 2831.4338 -0.0003 66.16 R E 0

2082 DNFRPDTDYLLTISNDAWFGK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 46 830.0645 3 2487.1717 0.0011 66.93 R S 0

2083 DNFVWVDR JW5794 ECK4349 mdoB phosphoglycerol transferase I 37 525.7539 2 1049.4932 0.0002 44.32 R C 0

2084 DNGCSVAAESTNFTVDLMENAAK 57.021465@C:4 JW4281 ECK4309 fimF minor component of type 1 fimbriae 75 1222.5401 2 2443.0656 0.0025 63.85 R Q 0

2085 DNGDPLLDLPWQITR JW1376 ECK1378 ydbH predicted protein 65 876.9498 2 1751.8850 0.0008 69.26 R Q 0

2086 DNIALGR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 37 379.7114 2 757.4082 0.0001 24.00 K K 0

2087 DNIALGRK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 35 443.7583 2 885.5020 -0.0011 19.95 K N 0

2088 DNIAQLNQEIAVR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 71 742.3968 2 1482.7790 0.0000 44.03 K E 0

2089 DNIFGSIEEDAQRR JW5808 ECK0142 pcnB poly(A) polymerase I 28 825.3981 2 1648.7816 0.0012 47.72 R D 0

2090 DNIGKPMATLFVEYK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 78 863.4481 2 1724.8816 0.0009 50.16 K D 0

2091 DNISLDLGNNAEAVILREDMLPR JW3138 ECK3158 nusA transcription termination/antitermination L factor 27 856.7751 3 2567.3035 0.0020 64.02 R E 0

2092 DNKLQMELVPER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 43 736.3819 2 1470.7492 -0.0007 38.94 R L 0

2093 DNLLLASPGSSDEALSEILR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 30 1050.5454 2 2099.0762 0.0017 65.46 R R 0

2094 DNLLLASPGSSDEALSEILRR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 42 752.7330 3 2255.1772 0.0015 60.62 R V 0
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2095 DNLTGSEQIFYSGFK JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 67 853.4077 2 1704.8008 0.0013 54.65 R E 0

2096 DNLTGSEQIFYSGFKEFVR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 63 746.3676 3 2236.0810 0.0009 64.04 R L 0

2097 DNMAFSPEER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 32 598.2557 2 1194.4968 -0.0007 32.43 R V 0

2098 DNNHRELLTNDPFSSR JW0849 ECK0856 ybjP predicted lipoprotein 47 638.9728 3 1913.8966 -0.0015 36.83 R T 0

2099 DNPETAKEIEKK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 48 701.3635 2 1400.7124 -0.0022 17.83 K V 0

2100 DNPSPLTVVLGK JW0873 ECK0881 ftsK DNA-binding membrane protein required for chromosome resolution and partitioning 33 620.3511 2 1238.6876 0.0006 53.14 R D 0

2101 DNQIVTLTASR JW0424 ECK0428 yajG predicted lipoprotein 100 609.3278 2 1216.6410 -0.0002 35.81 R D 0

2102 DNQLVNAGDLLLTIDKTPFQIAELNAQAQLAK JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 77 1155.9583 3 3464.8531 0.0017 76.97 K A 0

2103 DNSAGLDLANEHR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 82 706.3312 2 1410.6478 -0.0009 27.45 R L 0

2104 DNSDPSGLGNTLGWAWAWPLNRR JW1470 ECK1468 fdnG formate dehydrogenase-N, alpha subunit, nitrate-inducible 14 861.7520 3 2582.2342 -0.0074 59.31 R V 0

2105 DNSEPLVSLETR JW5677 ECK3470 yhhJ predicted transporter subunit -!- membrane component of ABC superfamily 21 680.3412 2 1358.6678 0.0000 41.69 R M 0

2106 DNTLPDLSDDR JW2049 ECK2058 asmA predicted assembly protein 23 630.7886 2 1259.5626 -0.0003 36.43 R G 0

2107 DNTLPDLSDDRGWSFDISSLK JW2049 ECK2058 asmA predicted assembly protein 26 794.3807 3 2380.1203 0.0018 62.88 R V 0

2108 DNTPMFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 40 476.2341 2 950.4536 0.0005 32.80 K G 0

2109 DNTTWSYNSSDR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 53 723.2995 2 1444.5844 -0.0010 30.78 R S 0

2110 DNTWYTGAK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 51 528.2434 2 1054.4722 0.0002 30.23 K L 0

2111 DNVVIYEGELESLRR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 41 896.4662 2 1790.9178 0.0017 48.57 R F 0

2112 DPDFHRR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 13 471.7306 2 941.4466 -0.0002 16.53 R E 0

2113 DPDFYAFIR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 44 572.2771 2 1142.5396 0.0000 56.47 K S 0

2114 DPDIYAIGDCASCPRPEGGFVPPR 57.021465@C:10,57.021465@C:13 JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 66 882.7408 3 2645.2006 0.0001 47.81 R A 0

2115 DPFGAASGGR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 47 467.7217 2 933.4288 -0.0015 25.34 R R 0

2116 DPQQIISGNEK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 57 614.8117 2 1227.6088 -0.0007 28.96 K V 0

2117 DPQQIQQIFNQY JW2924 ECK2952 ansB periplasmic L-asparaginase II 17 761.3720 2 1520.7294 0.0035 58.45 K - 0

2118 DPSLSLYAIPDGDVK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 75 795.4064 2 1588.7982 -0.0001 52.28 K G 0

2119 DQAAIDASCKECDALFALLDAELAK 57.021465@C:9,57.021465@C:12 JW0822 ECK0828 yliJ predicted glutathione S-transferase 89 913.4392 3 2737.2958 0.0020 73.82 R V 0

2120 DQAGIDKIMIDLDGTENK JW2750 ECK2773 eno enolase 59 659.3258 3 1974.9556 -0.0011 53.77 K S 0

2121 DQDREVLVNKK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 19 448.5808 3 1342.7206 0.0001 18.97 R L 0

2122 DQEFSSDLGSR JW0915 ECK0923 pepN aminopeptidase N 71 620.7751 2 1239.5356 -0.0011 30.94 R A 0

2123 DQFNSMK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 35 435.1946 2 868.3746 -0.0002 22.14 R K 0

2124 DQFNSMKK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 27 499.2421 2 996.4696 -0.0001 18.94 R D 0

2125 DQFVQPVVK JW1728 ECK1737 osmE DNA-binding transcriptional regulator 38 530.2951 2 1058.5756 -0.0005 32.03 K D 0

2126 DQFVQPVVKDVK JW1728 ECK1737 osmE DNA-binding transcriptional regulator 43 701.3900 2 1400.7654 -0.0009 32.79 K K 0

2127 DQGATNLTDALK JW0790 ECK0794 fiu predicted iron outer membrane transporter 48 623.8170 2 1245.6194 -0.0007 37.17 K N 0

2128 DQGIDLR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 37 408.7144 2 815.4142 0.0006 26.58 K N 0

2129 DQGPPDLDDIFR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 72 694.3281 2 1386.6416 0.0001 56.65 R K 0

2130 DQITALDLAGDELGFPGSLFLSHFNR JW1615 ECK1618 add adenosine deaminase 29 945.1443 3 2832.4111 0.0028 77.97 R A 0

2131 DQLELENR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 41 508.7540 2 1015.4934 0.0000 27.70 R A 0

2132 DQLLENLQEGMEVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 109 823.4089 2 1644.8032 0.0004 54.29 R G 0

2133 DQLLGVIDPEQAENQIK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 65 955.4969 2 1908.9792 0.0000 54.40 K E 0

2134 DQLLNLANTTDGNGR JW1070 ECK1068 flgL flagellar hook-filament junction protein 17 801.3982 2 1600.7818 0.0014 42.02 R Y 0

2135 DQMLALNVNIPFSHWLR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 47 685.3601 3 2053.0585 0.0017 68.56 R S 0

2136 DQPWPEGGK JW1327 ECK1329 uspE stress-induced protein 15 507.2379 2 1012.4612 -0.0001 27.77 K A 0

2137 DQSDIYNYDSSLLQSDYSGLFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 75 1293.5862 2 2585.1578 0.0021 68.11 R D 0

2138 DQVDYMDVSTQQVVSVGASLIPFLEHDDANR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 73 1150.2157 3 3447.6253 -0.0002 78.85 R A 0

2139 DQVEDYARR JW3979 ECK4011 metH homocysteine-N5-methyltetrahydrofolate transmethylase, B12-dependent 13 384.5200 3 1150.5382 0.0015 21.30 R K 0

2140 DQYDLHPVYK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 14 639.3119 2 1276.6092 0.0005 31.15 R R 0

2141 DREMTVR JW2891 ECK2920 mscS mechanosensitive channel 28 453.7267 2 905.4388 0.0000 17.81 K L 0

2142 DRESGGTGLGLAIVETAIQQHR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 73 770.0721 3 2307.1945 0.0013 56.67 R G 0

2143 DREYQAIMPLK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 28 455.2397 3 1362.6973 0.0006 38.38 R G 0

2144 DRFNVPVSDADIEKLPYITFPEGSEEHTYLHAQR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 95 1325.3169 3 3972.9289 0.0006 55.64 R Q 0

2145 DRGDTYNGQFFTSGPLIDGVLGMK 15.994915@M:23 JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 23 868.7522 3 2603.2348 0.0021 61.88 R A 0

2146 DRGEDALIIYDDLSK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 97 861.9313 2 1721.8480 0.0008 51.90 R Q 0

2147 DRHVEQALNETPEKLNR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 60 513.0171 4 2048.0393 -0.0007 27.43 R D 0

2148 DRIDLER JW3600 ECK3615 rfaY lipopolysaccharide core biosynthesis protein 33 458.7455 2 915.4764 -0.0009 22.71 K H 0

2149 DRIVLNNCQLQNPQR 57.021465@C:8 JW1631 ECK1635 ydhA predicted lipoprotein 42 623.3224 3 1866.9454 -0.0029 31.85 R - 0

2150 DRLDNNDMIDQLEAR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 16 606.6198 3 1816.8376 0.0004 44.21 K I 0

2151 DRLVPIIADEAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 52 456.5925 3 1366.7557 -0.0011 40.12 K T 0

2152 DRMSADGIK JW2903 ECK2931 yggG predicted peptidase 31 496.7452 2 991.4758 0.0001 19.89 R - 0

2153 DRNTAIGAGAGALGGAVLTDGSTLGTLGGAAVGGVIGHQVGK JW1275 ECK1278 osmB lipoprotein 21 929.9985 4 3715.9649 0.0045 64.54 R - 0

2154 DRPMAVNGQVEILPMMYLALSYDHR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 55 730.6135 4 2918.4249 0.0008 70.00 K L 0

2155 DRQQLTALIR JW3811 ECK3828 yigP conserved protein 67 607.3536 2 1212.6926 -0.0012 35.64 R S 0

2156 DRQQYWNALPLEK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 24 554.2861 3 1659.8365 -0.0004 45.18 K A 0

2157 DRTYGGLDR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 30 526.7590 2 1051.5034 -0.0013 20.91 R I 0

2158 DRVEDATLVLSVGDEVEAK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 61 682.3510 3 2044.0312 -0.0012 50.80 R F 0

2159 DRVHLANIMR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 33 408.8923 3 1223.6551 -0.0005 31.53 R K 0

2160 DSAGAAALAGAVGYFVLTK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 15 594.6538 3 1780.9396 0.0036 52.45 K A 0

2161 DSAQEAGHHVVDK JW0765 ECK0771 moaB molybdopterin biosynthesis protein B 68 696.8287 2 1391.6428 -0.0001 17.10 R A 0

2162 DSDGVAGWIK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 57 524.2591 2 1046.5036 0.0003 43.66 K D 0

2163 DSDGVAGWIKDMFGSN JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 67 849.8754 2 1697.7362 0.0007 75.57 K - 0

2164 DSDRILGILASK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 53 429.9137 3 1286.7193 0.0000 46.88 R S 0

2165 DSEQASQLVQYLSTFFRK JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 26 716.3642 3 2146.0708 0.0012 74.77 R N 0

2166 DSFDDSSANLFK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 59 673.2989 2 1344.5832 -0.0002 45.86 K L 0

2167 DSGIAVDLTSAGMR JW0934 ECK0942 pqiB paraquat-inducible protein B 63 696.8425 2 1391.6704 -0.0011 46.20 K V 0

2168 DSGLGVLITDHNVR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 14 499.2668 3 1494.7786 -0.0004 43.10 R E 0

2169 DSGTVLDWK JW4345 ECK4374 deoA thymidine phosphorylase 50 510.7537 2 1019.4928 0.0004 41.18 R S 0

2170 DSHGGKPATGTGIGLAVSR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 65 594.3151 3 1779.9235 0.0006 27.02 K R 0

2171 DSHPMAVMCGITGALAAFYHDSLDVNNPR 57.021465@C:9 JW0710 ECK0709 gltA citrate synthase 103 1053.8199 3 3158.4379 0.0007 74.39 R H 0

2172 DSILEAIDAGIK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 89 622.8406 2 1243.6666 0.0007 59.22 K L 0

2173 DSLDDAISMLR JW5415 ECK2609 yfjD predicted inner membrane protein 80 618.3006 2 1234.5866 0.0003 58.24 R V 0

2174 DSLGETAFNMLLDR JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 100 791.3830 2 1580.7514 0.0011 68.21 K I 0

2175 DSLKDSFDDSSANLFK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 79 894.9182 2 1787.8218 0.0005 48.69 K L 0

2176 DSLLEPTETVVEMVAELHR JW2174 ECK2180 yejK nucleotide associated protein 37 723.3687 3 2167.0843 0.0011 73.40 R V 0

2177 DSLPEGVYNDQFK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 17 756.3532 2 1510.6918 -0.0022 42.29 R K 0

2178 DSMGQSLSGGER JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 42 612.2697 2 1222.5248 0.0001 24.01 R R 0

2179 DSPILILDEATSALDTESER JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 68 1088.0372 2 2174.0598 0.0009 72.37 R A 0

2180 DSQVTDTQWQGLMSQLR JW0556 ECK0559 ybcH predicted protein 32 996.9753 2 1991.9360 -0.0010 58.41 R L 0

2181 DSSLRVPNGVSGTVIDVQVFTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 53 782.7524 3 2345.2354 0.0015 56.56 K D 0

2182 DSVGAVVMGPYADLAEGMK 15.994915@M:8 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 24 963.4540 2 1924.8934 0.0023 52.99 R V 0

2183 DSVIGLSKINR JW2140 ECK2146 folE GTP cyclohydrolase I 14 601.3478 2 1200.6810 -0.0015 23.48 K I 0

2184 DSVLLLEK JW5041 ECK0305 ykgE predicted oxidoreductase 41 458.7714 2 915.5282 0.0006 39.62 R L 0

2185 DSVSYGVVK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 25 477.2509 2 952.4872 0.0007 27.64 K M 0

2186 DSWLALLDEAGMK JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 69 724.8590 2 1447.7034 0.0018 69.40 R G 0

2187 DSYHQNLLWIGHQPGIK JW5366 ECK2193 ccmA heme exporter subunit -!- ATP-binding component of ABC superfamily 55 669.3462 3 2005.0168 -0.0001 43.52 R T 0

2188 DTAIMSYSTK JW0361 ECK0366 hemB porphobilinogen synthase 34 558.7661 2 1115.5176 0.0008 30.99 K F 0

2189 DTASVFR JW0636 ECK0634 rlpB minor lipoprotein 35 398.2034 2 794.3922 -0.0001 26.87 K N 0

2190 DTATFNLPFISLGQVGEGK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 103 997.5157 2 1993.0168 0.0011 69.27 R L 0

2191 DTETDSRLDGLSDAFSVFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 45 711.0032 3 2129.9878 0.0013 62.18 R C 0

2192 DTFGEGFYFDSIR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 77 777.3495 2 1552.6844 0.0011 58.73 R S 0

2193 DTFNTEQVEVIKGPSGTDYGR JW0790 ECK0794 fiu predicted iron outer membrane transporter 86 771.7048 3 2312.0926 0.0004 41.76 R S 0

2194 DTGDAYSFNWSMR JW2766 ECK2790 ygdH conserved protein 59 775.3223 2 1548.6300 -0.0003 52.24 R I 0

2195 DTIGDIIILPR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 33 613.3618 2 1224.7090 0.0012 57.56 K E 0

2196 DTINAPAEELGPSQLAQR JW2507 ECK2520 pepB aminopeptidase B 100 955.4844 2 1908.9542 0.0002 43.16 R A 0

2197 DTLAILLPYAFK JW0845 ECK0852 artM arginine transporter subunit -!- membrane component of ABC superfamily 25 682.8955 2 1363.7764 0.0013 68.64 K R 0

2198 DTLAILLPYAFKR JW0845 ECK0852 artM arginine transporter subunit -!- membrane component of ABC superfamily 40 507.6327 3 1519.8763 0.0002 61.83 K S 0

2199 DTLEDKAENKR JW3392 ECK3415 glgA glycogen synthase 31 440.2244 3 1317.6514 -0.0011 19.04 R Q 0

2200 DTLFSAPIAR JW1859 ECK1871 yecO predicted methyltransferase 53 545.7984 2 1089.5822 0.0005 43.94 R L 0

2201 DTLHLEGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 38 456.7425 2 911.4704 -0.0007 23.10 R E 0

2202 DTLHLEGKELEFK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 53 779.9089 2 1557.8032 -0.0006 40.37 R V 0

2203 DTLPGVALYAWLQAEQR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 32 644.3392 3 1929.9958 0.0009 72.80 R Q 0

2204 DTMLCTCLVNEHDVR 57.021465@C:5,57.021465@C:7 JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 30 621.6109 3 1861.8109 -0.0013 40.25 R I 0

2205 DTNVWEGDYQMVGR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 82 835.3680 2 1668.7214 0.0012 47.74 K Q 0

2206 DTSLAATIQVPELFR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 48 830.9487 2 1659.8828 -0.0003 64.74 K Q 0

2207 DTTLQHPR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 40 484.2514 2 966.4882 -0.0001 17.50 R C 0

2208 DTTQVPSTMK JW0636 ECK0634 rlpB minor lipoprotein 29 554.2711 2 1106.5276 -0.0002 23.17 R V 0

2209 DTTTIIDGVGEEAAIQGR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 86 923.4636 2 1844.9126 0.0011 49.06 K V 0

2210 DTVFWVVKPQIGR JW0934 ECK0942 pqiB paraquat-inducible protein B 62 515.6245 3 1543.8517 0.0006 50.68 K E 0

2211 DTVGNNIGVYDNPNDLSAK JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 59 1003.4771 2 2004.9396 0.0006 41.22 R S 0

2212 DTVLVENTPIDYLDFASPVSGLGSK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 86 1319.1682 2 2636.3218 -0.0003 70.33 R M 0

2213 DVAAELLDIYAQR JW1100 ECK1100 mfd transcription-repair coupling factor 88 738.8887 2 1475.7628 0.0009 63.74 R A 0

2214 DVAEILLEGLR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 78 614.3513 2 1226.6880 0.0010 66.77 R R 0

2215 DVAELVDWFDAR JW3129 ECK3148 yhbW predicted enzyme 69 718.3463 2 1434.6780 0.0002 70.94 R D 0

2216 DVAESDRGFSLAQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 64 761.8779 2 1521.7412 -0.0010 32.28 K M 0

2217 DVAGQAQTGTGKTMAFLTSTFHYLLSHPAIADR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 48 877.1937 4 3504.7457 -0.0003 73.15 R K 0

2218 DVAGYAAGLELFDR JW4346 ECK4375 deoB phosphopentomutase 105 748.8729 2 1495.7312 0.0005 60.03 R R 0

2219 DVAQLKGFYDAIQALVAQR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 30 702.7173 3 2105.1301 0.0033 76.81 R K 0

2220 DVAQLTNPLPK JW0931 ECK0939 ycbY predicted methyltransferase 66 598.3375 2 1194.6604 -0.0003 40.78 K G 0

2221 DVATPEVADIR JW0190 ECK0194 proS prolyl-tRNA synthetase 77 593.3092 2 1184.6038 0.0001 36.88 R N 0

2222 DVDALIDVLVNAR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 87 706.8912 2 1411.7678 0.0007 73.63 R S 0

2223 DVDGDQTYMR JW2203 ECK2207 ompC outer membrane porin protein C 35 600.2532 2 1198.4918 -0.0006 26.55 K L 0

2224 DVDQGYLDFLDTLR JW2309 ECK2306 purF amidophosphoribosyltransferase 47 835.4075 2 1668.8004 0.0010 69.84 K N 0

2225 DVDQGYLDFLDTLRNDDAK JW2309 ECK2306 purF amidophosphoribosyltransferase 37 738.3503 3 2212.0291 0.0007 63.93 K A 0
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2226 DVDSIYKIPGLLK JW2751 ECK2774 pyrG CTP synthetase 74 730.9221 2 1459.8296 0.0011 54.67 K S 0

2227 DVDTLGMADIEK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 76 653.8134 2 1305.6122 0.0001 44.34 R K 0

2228 DVDTLGMADIEKK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 82 717.8608 2 1433.7070 -0.0001 38.10 R I 0

2229 DVDYIVK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 13 426.2291 2 850.4436 0.0000 31.81 R D 0

2230 DVDYIVKDGEVIIVDEHTGR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 76 758.0533 3 2271.1381 -0.0001 47.34 R T 0

2231 DVEGIGDVDLVNYFEVGATYYFNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 31 909.7661 3 2726.2765 0.0014 80.10 K N 0

2232 DVEIVVIDGVR JW0898 ECK0906 lpxK lipid A 4'kinase 36 607.3430 2 1212.6714 0.0001 49.82 R R 0

2233 DVELEKELLIEAQNLGLGAQFGGK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 13 857.7945 3 2570.3617 0.0027 73.93 R Y 0

2234 DVEMGYNHDSNGR JW3794 ECK3815 pldA outer membrane phospholipase A 80 747.3070 2 1492.5994 -0.0007 22.29 R S 0

2235 DVESLNMFAELR JW4198 ECK4234 treC trehalose-6-P hydrolase 72 712.3485 2 1422.6824 0.0012 59.80 R N 0

2236 DVFIDLVCYR 57.021465@C:8 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 69 650.3238 2 1298.6330 0.0002 58.79 R R 0

2237 DVFIDLVCYRR 57.021465@C:8 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 26 728.3744 2 1454.7342 0.0002 52.48 R H 0

2238 DVFLAQIRPK JW4218 ECK4254 yjgP conserved inner membrane protein 54 593.8506 2 1185.6866 -0.0004 41.13 K G 0

2239 DVFLGLDKR JW2667 ECK2692 alaS alanyl-tRNA synthetase 31 531.8006 2 1061.5866 -0.0003 41.96 K N 0

2240 DVFVPIDYIIGGPK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 66 766.9224 2 1531.8302 0.0017 69.64 K M 0

2241 DVFYQPVHPYSIGLLNAVPR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 68 1143.1080 2 2284.2014 0.0011 59.38 R L 0

2242 DVGDMQLYR JW5531 ECK3150 deaD ATP-dependent RNA helicase 32 548.7581 2 1095.5016 -0.0002 37.53 R I 0

2243 DVGDWLYAR JW1279 ECK1281 rnb ribonuclease II 46 547.7670 2 1093.5194 0.0002 50.86 R F 0

2244 DVGTLEAYWK JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 38 591.2958 2 1180.5770 0.0006 50.63 R A 0

2245 DVGVAIIGQTSSLAPADKR JW4345 ECK4374 deoA thymidine phosphorylase 59 949.5211 2 1897.0276 0.0008 43.63 K F 0

2246 DVHPTHYGR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 40 541.2621 2 1080.5096 -0.0004 17.04 R V 0

2247 DVIILLDSITR JW3756 ECK3775 rho transcription termination factor 15 629.3745 2 1256.7344 0.0004 64.71 K L 0

2248 DVILFPAMRPQK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 55 707.8975 2 1413.7804 0.0003 47.35 R - 0

2249 DVIPFPR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 17 422.2399 2 842.4652 0.0002 41.69 R T 0

2250 DVLEAMQADSGIR JW3897 ECK3918 glpK glycerol kinase 103 702.8430 2 1403.6714 -0.0001 49.18 R L 0

2251 DVLEEVIDDLK JW2019 ECK2028 wbbI conserved protein 23 644.3377 2 1286.6608 0.0003 72.21 R T 0

2252 DVLEEVIDDLKTR JW2019 ECK2028 wbbI conserved protein 84 772.9126 2 1543.8106 0.0014 67.71 R - 0

2253 DVLGIPHDAHCLALLPGSR 57.021465@C:11 JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 46 681.0270 3 2040.0592 0.0016 51.79 R G 0

2254 DVLGMAQTGSGK JW5531 ECK3150 deaD ATP-dependent RNA helicase 100 582.2884 2 1162.5622 -0.0029 32.41 R T 0

2255 DVLGSAPTGTGK JW2560 ECK2574 srmB ATP-dependent RNA helicase 30 551.7904 2 1101.5662 -0.0004 26.36 R T 0

2256 DVLIRPK JW0101 ECK0104 guaC GMP reductase 25 420.7690 2 839.5234 0.0006 23.43 K R 0

2257 DVLIVEDIIDSGNTLSK JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 126 915.9891 2 1829.9636 0.0015 68.13 K V 0

2258 DVLLFVDNIYR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 62 683.8721 2 1365.7296 0.0004 64.38 R Y 0

2259 DVLMEEIVANYHANTK JW2294 ECK2291 pta phosphate acetyltransferase 97 923.9539 2 1845.8932 0.0002 53.28 K D 0

2260 DVLMEHVNVLYPMLK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 44 600.9850 3 1799.9332 0.0018 59.96 R A 0

2261 DVLPTPEKVNDAIFYYAR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 33 704.3656 3 2110.0750 0.0014 59.05 K F 0

2262 DVLTAGYGR JW1711 ECK1720 ydiY conserved protein 61 476.2485 2 950.4824 0.0003 30.87 R Q 0

2263 DVMSLAETLTQAQER JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 61 846.4179 2 1690.8212 0.0017 61.04 R G 0

2264 DVMSLAETLTQAQERGEDMGDYGVLCR 57.021465@C:26 JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 102 1015.4636 3 3043.3690 0.0005 66.98 R Y 0

2265 DVNAFAMANGCIR 57.021465@C:11 JW2903 ECK2931 yggG predicted peptidase 93 719.8319 2 1437.6492 0.0000 45.03 K V 0

2266 DVNVFCAPYDLVK 57.021465@C:6 JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 26 770.3800 2 1538.7454 0.0015 57.94 R T 0

2267 DVNVPDIGSDEVEVTEILVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 33 1085.5606 2 2169.1066 0.0014 66.41 K V 0

2268 DVPILNGDKIICSR 57.021465@C:12 JW3662 ECK3677 yidE predicted transporter 13 800.4318 2 1598.8490 0.0040 51.40 K L 0

2269 DVPNEYSIYK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 48 614.2984 2 1226.5822 0.0003 36.96 R E 0

2270 DVPNEYSIYKEK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 52 742.8672 2 1483.7198 0.0005 32.22 R E 0

2271 DVPYDEIIK JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 13 546.2848 2 1090.5550 0.0004 44.04 K A 0

2272 DVQFTYPEQSQQALK JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 52 891.4388 2 1780.8630 -0.0002 42.28 R G 0

2273 DVRPPAELISSMNAQMK JW0478 ECK0483 ybbK predicted protease, membrane anchored 74 943.9767 2 1885.9388 -0.0002 48.81 R A 0

2274 DVRPPAGWEEPGASNNSGDNGSPK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 97 813.3707 3 2437.0903 0.0008 34.05 R A 0

2275 DVSFDLHKGEILGIAGLVGAK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 53 713.7322 3 2138.1748 0.0011 59.96 R R 0

2276 DVSGEGVQQALLK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 91 672.3618 2 1342.7090 -0.0001 40.77 R L 0

2277 DVSIMPFK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 27 468.7475 2 935.4804 0.0019 47.18 R I 0

2278 DVSLQGSTLALPGSSAEGLPGEIK JW3725 ECK3740 yieN fused predicted transcriptional regulators 49 1163.6116 2 2325.2086 0.0023 55.71 R Q 0

2279 DVTAAMAK JW2635 ECK2654 ygaF predicted enzyme 13 403.7075 2 805.4004 0.0000 22.54 R I 0

2280 DVTAEIEIR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 46 523.2799 2 1044.5452 0.0001 39.14 R T 0

2281 DVTFNTGDSEQGIVPCLTR 57.021465@C:16 JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 67 1055.0014 2 2107.9882 0.0038 52.20 R A 0

2282 DVTGHAIGAYIR JW4359 ECK4388 rob DNA-binding transcriptional activator 53 636.8390 2 1271.6634 0.0013 35.10 K A 0

2283 DVTIEEFNAVAHELDPIVAK JW0740 ECK0746 galK galactokinase 98 737.3835 3 2209.1287 0.0020 67.59 R R 0

2284 DVTIIDDGK JW4072 ECK4104 proP proline/glycine betaine transporter 37 488.2532 2 974.4918 -0.0002 31.14 R L 0

2285 DVTIIDDGKLR JW4072 ECK4104 proP proline/glycine betaine transporter 53 622.8456 2 1243.6766 -0.0006 35.69 R K 0

2286 DVTTGDTLCDPDAPIILER 57.021465@C:9 JW3302 ECK3327 fusA protein chain elongation factor EF-G 98 1051.0100 2 2100.0054 0.0009 52.49 K M 0

2287 DVTVTLPDYPGSVPIPLTVYCAK 57.021465@C:21 JW4283 ECK4311 fimH minor component of type 1 fimbriae 40 1253.1518 2 2504.2890 0.0017 66.43 R S 0

2288 DVVDAAVALR JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 62 514.7902 2 1027.5658 -0.0004 41.49 R S 0

2289 DVVENIK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 19 408.7267 2 815.4388 -0.0001 24.87 R L 0

2290 DVVFQYEPVAAGLDYEATLQEEKR JW2054 ECK2063 yegD predicted chaperone 20 924.1245 3 2769.3517 0.0020 60.50 R V 0

2291 DVVIDAK JW3809 ECK3826 rmuC predicted recombination limiting protein 35 380.2160 2 758.4174 0.0001 23.97 K M 0

2292 DVVIGETITVGELANK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 40 829.4537 2 1656.8928 -0.0005 52.16 R M 0

2293 DVVIGMGACTDSK 57.021465@C:9 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 25 676.8143 2 1351.6140 0.0028 34.66 R V 0

2294 DVVISDALTFMAGDR JW5873 ECK4366 prfC peptide chain release factor RF-3 42 805.3990 2 1608.7834 0.0017 66.65 K S 0

2295 DVVTQPQA JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 57 429.2219 2 856.4292 0.0001 24.59 K - 0

2296 DVVVYPHMVIPLFVGR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 14 614.3432 3 1840.0078 0.0007 64.39 R E 0

2297 DWADRPGEENKVEAITMR JW0451 ECK0456 acrB multidrug efflux system protein 30 706.3406 3 2116.0000 -0.0007 38.77 K A 0

2298 DWDVNAAAVR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 73 558.7754 2 1115.5362 0.0003 37.44 R A 0

2299 DWEDGYR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 15 470.6933 2 939.3720 -0.0002 32.39 R Q 0

2300 DWFDFYGYADAPVFFGGNSDAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 94 1245.0400 2 2488.0654 0.0006 76.66 K G 0

2301 DWGVDVFTVPGK JW3941 ECK3965 birA bifunctional biotin-[acetylCoA carboxylase] holoenzyme synthetase -!- DNA-binding transcriptional repressor, bio-5'-AMP-binding 58 660.3360 2 1318.6574 0.0016 57.82 R G 0

2302 DWKPALLDMAGLR JW1504 ECK1504 ydeV predicted sugar kinase 13 743.3976 2 1484.7806 -0.0002 58.42 R A 0

2303 DWLQAIESVIR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 104 665.3621 2 1328.7096 0.0009 79.48 R E 0

2304 DWLQAIESVIREEGVER JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 72 677.0168 3 2028.0286 0.0011 76.31 R A 0

2305 DWNDVIWAITTR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 47 745.3762 2 1488.7378 0.0018 72.06 R M 0

2306 DWQPEVK JW3584 ECK3599 secB protein export chaperone 30 451.2244 2 900.4342 0.0001 29.24 K L 0

2307 DWVVNER JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 19 459.2275 2 916.4404 0.0001 31.60 K I 0

2308 DWWPNQLR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 21 557.7753 2 1113.5360 0.0004 50.87 R V 0

2309 DWYVVDATGK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 33 577.2807 2 1152.5468 0.0017 44.15 R T 0

2310 DYAELLESVADRPDAEMLQTMLLR JW5741 ECK4175 rnr exoribonuclease R, RNase R 72 927.1273 3 2778.3601 0.0032 76.05 R S 0

2311 DYAGVDEGMNGLSTR JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 83 792.8516 2 1583.6886 0.0001 39.24 R F 0

2312 DYAGVDEGMNGLSTRFAFKILSR 15.994915@M:9 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 18 855.0897 3 2562.2473 -0.0066 63.72 R V 0

2313 DYDPSLPELAHDPDQIEQVLLNIVR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 72 963.8262 3 2888.4568 0.0013 79.80 R N 0

2314 DYDTDVYPVPVINYEGDNFWFR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 67 1362.6165 2 2723.2184 0.0005 72.96 K G 0

2315 DYECLCGK 57.021465@C:4,57.021465@C:6 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 15 522.7101 2 1043.4056 0.0005 26.92 K Y 0

2316 DYFAIELN JW3063 ECK3083 uxaC uronate isomerase 22 492.7374 2 983.4602 0.0003 58.21 R - 0

2317 DYFGAHTYK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 31 551.2538 2 1100.4930 0.0003 28.60 R R 0

2318 DYGVGSDVYSVTSFTELAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 137 1033.4897 2 2064.9648 0.0008 61.30 K D 0

2319 DYIDESTGELICAANMELSLDLLAK 57.021465@C:12 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 36 928.7825 3 2783.3257 0.0013 80.23 K L 0

2320 DYIVKDGDVMNFLFNV JW1194 ECK1191 ychF predicted GTP-binding protein 49 944.9629 2 1887.9112 0.0035 76.17 K - 0

2321 DYKGDDPTPAVG JW0454 ECK0459 kefA fused mechanosensitive channel proteins 39 617.7827 2 1233.5508 -0.0006 26.53 R - 0

2322 DYLDGVDVAEGELVVLENVR JW2893 ECK2922 pgk phosphoglycerate kinase 17 1102.5575 2 2203.1004 -0.0004 74.07 K F 0

2323 DYLQSAK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 20 412.7111 2 823.4076 0.0000 22.81 R S 0

2324 DYLWILSR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 56 533.2902 2 1064.5658 0.0004 61.31 R T 0

2325 DYNAASDRIDAQVAR JW1909 ECK1923 fliD flagellar filament capping protein 75 832.9030 2 1663.7914 0.0001 30.31 K Y 0

2326 DYNYDPHYGR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 46 650.2726 2 1298.5306 -0.0009 27.45 K Y 0

2327 DYPATYER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 26 507.7294 2 1013.4442 -0.0011 24.41 R F JW1463

2328 DYPDTQATR JW2577 ECK2593 yfiO predicted lipoprotein 60 533.7437 2 1065.4728 0.0001 20.21 R D 0

2329 DYQEPDPYLDETVNIALDLAK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 79 1211.5860 2 2421.1574 -0.0013 75.26 K L 0

2330 DYSEGASGLLR JW5539 ECK3222 yhcB conserved protein 83 584.2857 2 1166.5568 0.0002 38.09 R T 0

2331 DYSVNDLVASSFPVSAK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 52 899.9470 2 1797.8794 0.0010 58.10 K L 0

2332 DYVAGVNFLLSNQQDK JW1272 ECK1275 yciM conserved protein 101 905.9541 2 1809.8936 0.0039 56.90 R A 0

2333 DYVEGETAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 57 541.7539 2 1081.4932 0.0004 22.05 R K 0

2334 DYVEGETAAKK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 51 605.8014 2 1209.5882 0.0006 19.96 R E 0

2335 DYVPQPAR JW2343 ECK2340 vacJ predicted lipoprotein 35 473.2430 2 944.4714 -0.0001 24.34 R N 0

2336 DYVTASR JW3511 ECK3529 dppC dipeptide transporter -!- membrane component of ABC superfamily 35 406.1997 2 810.3848 -0.0023 20.84 R V 0

2337 EAAASRR JW1278 ECK1280 gmr modulator of Rnase II stability 23 380.7070 2 759.3994 0.0007 14.24 R N 0

2338 EAADIILLEK JW4201 ECK4237 mgtA magnesium transporter 56 557.8216 2 1113.6286 0.0006 45.49 R S 0

2339 EAAEILAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 42 422.7424 2 843.4702 0.0002 24.54 R D 0

2340 EAAEILAKDYGVGSDVYSVTSFTELAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 29 964.4825 3 2890.4257 0.0022 62.16 R D 0

2341 EAAESLFENLFFSEDR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 49 952.4401 2 1902.8656 0.0021 72.41 R Y 0

2342 EAAESLFENLFFSEDRYDLSAVGR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 82 922.4403 3 2764.2991 0.0012 72.22 R M 0

2343 EAAIVTDIAGTTR JW3684 ECK3699 trmE GTPase 70 659.3544 2 1316.6942 0.0007 39.15 R D 0

2344 EADGSTQIFTVPYSSVPLLQR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 46 1154.5950 2 2307.1754 0.0007 61.51 K E 0

2345 EADLHPLAGGER JW1877 ECK1889 cheA fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 48 632.8177 2 1263.6208 0.0002 24.78 R V 0

2346 EAEAFEDKFWSGIELSR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 74 1007.4817 2 2012.9488 0.0009 56.98 R L 0

2347 EAEAYTNEVQPR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 79 703.8304 2 1405.6462 -0.0011 26.58 R A 0

2348 EAEFPTGIMLEQHAIAIPHCEAIHAK 15.994915@M:9,57.021465@C:20 JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 56 977.1490 3 2928.4252 -0.0009 47.43 R E 0

2349 EAEIKELLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 19 536.8160 2 1071.6174 -0.0001 33.99 K L 0

2350 EAEPEIYNAIR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 65 652.8277 2 1303.6408 0.0001 39.95 K R 0

2351 EAEYKDWTIEQITR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 71 891.4392 2 1780.8638 0.0008 45.12 R E 0

2352 EAFDTGVR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 39 447.7193 2 893.4240 -0.0003 25.80 K Y 0

2353 EAFDTGVRYDFK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 50 724.3457 2 1446.6768 -0.0010 39.81 K G 0

2354 EAFIDKIWEWK JW4215 ECK4251 valS valyl-tRNA synthetase 31 732.8800 2 1463.7454 0.0005 59.54 R A 0

2355 EAFKLAAAKLPIK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 24 467.2939 3 1398.8599 0.0002 39.10 R T 0

2356 EAFPGDVFYLHSR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 45 769.3746 2 1536.7346 -0.0015 48.28 R L 0
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2357 EAGGIVSDFTGGHNYMLTGNIVAGNPR 15.994915@M:16 JW2517 ECK2530 suhB inositol monophosphatase 33 921.7771 3 2762.3095 0.0013 51.13 R V 0

2358 EAGGTPGENMTMDNK JW5283 ECK1749 ydjY predicted protein 74 776.3244 2 1550.6342 0.0001 25.48 K E 0

2359 EAGIDEVIAGVLPDGK JW0473 ECK0478 copA copper transporter 113 791.9200 2 1581.8254 0.0004 59.35 K A 0

2360 EAGIDEVIAGVLPDGKAEAIK JW0473 ECK0478 copA copper transporter 76 1048.0691 2 2094.1236 0.0029 56.44 K H 0

2361 EAGIELSDFVR JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 36 618.3175 2 1234.6204 0.0011 51.83 R G 0

2362 EAGKSAIGAGLGSLVGAGIGALSSSKK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 18 597.3387 4 2385.3257 0.0030 57.44 R D 0

2363 EAGLALGLSR JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 23 493.7855 2 985.5564 0.0008 38.40 R W 0

2364 EAGLSDLSLK JW1248 ECK1250 ompW outer membrane protein W 20 516.7823 2 1031.5500 0.0002 38.75 K D 0

2365 EAGVQEADFLANVDK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 93 803.3913 2 1604.7680 -0.0002 48.12 R L 0

2366 EAGVQEADFLANVDKLSEDAFDDQCTGANPR 57.021465@C:25 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 97 1128.1756 3 3381.5050 -0.0006 64.32 R Y 0

2367 EAGVYMR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 54 413.1998 2 824.3850 -0.0001 22.06 R V 0

2368 EAHPGGWLR JW2133 ECK2139 yeiT predicted oxidoreductase 16 511.7620 2 1021.5094 0.0000 28.15 K N 0

2369 EAIASYDWAENAR JW3794 ECK3815 pldA outer membrane phospholipase A 70 748.3443 2 1494.6740 0.0002 40.70 K K 0

2370 EAIDAGTTWWEGDLFQGKPDWK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 57 850.7366 3 2549.1880 0.0018 62.66 K K 0

2371 EAIDAGTTWWEGDLFQGKPDWKK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 68 893.4343 3 2677.2811 -0.0001 57.07 K L 0

2372 EAIFALAQIEQELIAPENR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 29 719.0516 3 2154.1330 0.0011 74.14 R S 0

2373 EAIGYADSVHDYVSR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 96 841.3948 2 1680.7750 0.0006 37.35 R D 0

2374 EAILEAQSVK JW2449 ECK2460 tktB transketolase 2, thiamin-binding 48 544.3033 2 1086.5920 0.0000 29.33 K D 0

2375 EAIRESLLDEAQGADCLMVKPAGAYLDIVR 57.021465@C:16 JW0361 ECK0366 hemB porphobilinogen synthase 45 1101.8951 3 3302.6635 -0.0004 61.49 R E 0

2376 EALAFEQAAVAAETELQALLVR JW2715 ECK2740 truD pseudoruidine synthase 16 781.7573 3 2342.2501 0.0020 80.42 R E 0

2377 EALASLELPEGMGLIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 102 899.4929 2 1796.9712 0.0007 64.32 K T 0

2378 EALETFMKETIDEGLWDTLSAR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 42 852.4165 3 2554.2277 0.0015 75.57 R L 0

2379 EALEWGTTGAGLR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 59 680.8461 2 1359.6776 -0.0006 42.95 K A 0

2380 EALGDQIPLAVISGPTFAK JW3583 ECK3598 gpsA glycerol-3-phosphate dehydrogenase (NAD+) 34 964.0312 2 1926.0478 0.0016 61.24 R E 0

2381 EALGFPMCNK 57.021465@C:8 JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 19 583.7705 2 1165.5264 0.0004 40.35 R D 0

2382 EALGLPHSDVFR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 54 670.8523 2 1339.6900 0.0016 41.64 R Q 0

2383 EALGVLHFK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 47 507.2926 2 1012.5706 0.0001 38.67 R G 0

2384 EALMGVMGDK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 39 525.7510 2 1049.4874 -0.0010 37.00 R Y 0

2385 EALMGVMGDKYVVALNLAPATPR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 16 806.0961 3 2415.2665 0.0012 58.75 R W 0

2386 EALSNALK JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 38 423.2401 2 844.4656 0.0003 27.00 R H 0

2387 EALSYTPGVSVGTR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 81 718.8726 2 1435.7306 0.0000 36.03 K G 0

2388 EALTFDDVLLVPAHSTVLPNTADLSTQLTK JW5401 ECK2504 guaB IMP dehydrogenase 87 1070.5700 3 3208.6882 0.0016 65.71 K T 0

2389 EALVAPLDFTSLR JW5832 ECK1954 yedQ predicted diguanylate cyclase 64 716.3962 2 1430.7778 0.0009 58.46 R D 0

2390 EALYPYSDDLTIVTK JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 28 864.4399 2 1726.8652 -0.0013 52.10 R I 0

2391 EAMGFSEK JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 46 449.7025 2 897.3904 0.0002 25.68 R R 0

2392 EAMSGCLACK 57.021465@C:6,57.021465@C:9 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 52 563.7375 2 1125.4604 -0.0013 24.21 K A 0

2393 EAMVASDAALLASGTAALECMLAK 57.021465@C:20 JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 105 1197.5895 2 2393.1644 0.0004 79.58 R C 0

2394 EANVPVILCSSK 57.021465@C:9 JW1938 ECK1953 yedP conserved protein 16 658.8470 2 1315.6794 -0.0012 37.99 R T 0

2395 EAPGHSVMFPDA JW0306 ECK0312 betT choline transporter of high affinity 15 629.2822 2 1256.5498 0.0002 38.69 R - 0

2396 EAPGQPEPVR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 60 540.2774 2 1078.5402 -0.0004 20.32 K T 0

2397 EAPQTLAQEVDR JW1606 ECK1609 ydgA conserved protein 41 678.8410 2 1355.6674 -0.0006 33.03 K S 0

2398 EAQAENFRK JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 15 546.7752 2 1091.5358 0.0000 33.30 K M 0

2399 EAQFPLR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 18 430.7347 2 859.4548 -0.0004 30.98 K L 0

2400 EAQIEQQLR JW5878 ECK2532 csiE stationary phase inducible protein 49 557.7960 2 1113.5774 -0.0004 26.45 R E 0

2401 EAQKPDTASYR JW4121 ECK4156 psd phosphatidylserine decarboxylase 33 633.3094 2 1264.6042 -0.0006 14.30 K T 0

2402 EAQLDIQSQSQPPTEEQLR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 59 1099.0400 2 2196.0654 -0.0003 37.40 R A 0

2403 EAQPAGNSAMMDALAAAMGK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 42 967.9422 2 1933.8698 0.0002 60.70 R K 0

2404 EAQQLLALENPLPLPAYER JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 64 1083.0849 2 2164.1552 0.0023 61.11 K I 0

2405 EAQSALRPVINLTGTVLHTNLGR JW3564 ECK3580 selA selenocysteine synthase 70 820.7943 3 2459.3611 0.0003 55.89 K A 0

2406 EAQSAVAAAQALLEQR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 58 828.4393 2 1654.8640 0.0003 54.57 K Q 0

2407 EAQVAELAIPTAESQR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 18 856.9451 2 1711.8756 0.0016 42.10 R A 0

2408 EASAGNFADLLAHSDGLIK JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 35 643.6620 3 1927.9642 0.0003 58.19 K N 0

2409 EASGFGADYNAMIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 79 751.3402 2 1500.6658 -0.0009 43.07 R V 0

2410 EATEQSQPAAAPEAPAAEQGE JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 58 1041.4659 2 2080.9172 -0.0013 27.29 K - 0

2411 EATIDVNALAAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 73 608.3327 2 1214.6508 0.0003 38.64 R Q 0

2412 EATIGVTDSLVHLFANR JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 32 614.9959 3 1841.9659 0.0022 60.19 R W 0

2413 EATNPWYNAVYDHVEQAMNDFSAATGR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 55 1019.7857 3 3056.3353 -0.0007 77.45 R Q 0

2414 EATPREVEQALESAVNNAPIWFATPPAER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 18 1065.2016 3 3192.5830 -0.0009 73.64 R A 0

2415 EAVDFLHYYAGQVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 68 834.4120 2 1666.8094 -0.0009 51.36 R D 0

2416 EAVDTTSQPVATEK JW3775 ECK3797 hemX uroporphyrinogen III methylase 78 738.3649 2 1474.7152 0.0002 22.18 R K 0

2417 EAVDTTSQPVATEKK JW3775 ECK3797 hemX uroporphyrinogen III methylase 44 535.2765 3 1602.8077 -0.0023 19.80 R S 0

2418 EAVEIVSEVLK JW0675 ECK0676 pgm phosphoglucomutase 24 608.3452 2 1214.6758 0.0001 50.55 K N 0

2419 EAVNQVIALLDSGALR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 90 834.9679 2 1667.9212 0.0007 65.71 R V 0

2420 EAVQFLTGEYR JW4345 ECK4374 deoA thymidine phosphorylase 76 656.8299 2 1311.6452 -0.0007 42.59 R N 0

2421 EAVQFLTGEYRNPR JW4345 ECK4374 deoA thymidine phosphorylase 36 560.6213 3 1678.8421 -0.0007 38.82 R L 0

2422 EAVSALPGFEFGDIAAENLSR JW2504 ECK2516 yfhM conserved protein 87 1097.0451 2 2192.0756 0.0008 64.12 R T 0

2423 EAYAADITYGTNNEYGFDYLR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 92 1223.5460 2 2445.0774 0.0013 56.13 R D 0

2424 EAYAADITYGTNNEYGFDYLRDNMAFSPEER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 134 1208.1951 3 3621.5635 0.0006 60.53 R V 0

2425 EAYAQLSADDENASFAVR JW1692 ECK1700 pps phosphoenolpyruvate synthase 133 978.9505 2 1955.8864 0.0004 42.60 R S 0

2426 EAYELVAPILTK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 73 673.8821 2 1345.7496 0.0003 52.51 K I 0

2427 ECDALFALLDAELAK 57.021465@C:2 JW0822 ECK0828 yliJ predicted glutathione S-transferase 58 839.9216 2 1677.8286 0.0004 72.72 K V 0

2428 ECFEAYLPASVAWR 57.021465@C:2 JW0660 ECK0662 asnB asparagine synthetase B 75 849.9013 2 1697.7880 0.0009 58.51 R Q 0

2429 ECITSMVSR 57.021465@C:2 JW3584 ECK3599 secB protein export chaperone 37 541.7516 2 1081.4886 -0.0010 32.92 R G 0

2430 ECIVTPR 57.021465@C:2 JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 34 437.7259 2 873.4372 -0.0006 23.41 R L 0

2431 ECRPLSK 57.021465@C:2 JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 21 445.2320 2 888.4494 0.0007 14.29 R T 0

2432 ECSHYCELVSSPEQIPQVLAIAMR 57.021465@C:2,57.021465@C:6 JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 59 939.7840 3 2816.3302 0.0006 62.94 R K 0

2433 ECSTVVSER 57.021465@C:2 JW5779 ECK4306 fimI fimbrial protein involved in type 1 pilus biosynthesis 46 533.7447 2 1065.4748 -0.0013 19.89 R V 0

2434 EDALGEFR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 66 468.7248 2 935.4350 0.0002 34.26 R N 0

2435 EDAQFITWEHPLIR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 38 877.9464 2 1753.8782 -0.0005 51.67 R N 0

2436 EDAVVVDLR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 32 508.2750 2 1014.5354 0.0008 35.73 K Q 0

2437 EDGIYVTMEGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 21 621.2889 2 1240.5632 -0.0012 36.48 K K 0

2438 EDLPPLVALTANVLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 22 796.9676 2 1591.9206 0.0022 74.29 R D 0

2439 EDQDSFALR JW1392 ECK1394 paaJ predicted beta-ketoadipyl CoA thiolase 24 540.7514 2 1079.4882 0.0000 25.22 R S 0

2440 EDTITVTAAPAPQESAWGPAATIAAR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 66 1298.1564 2 2594.2982 0.0006 52.27 K Q 0

2441 EDTPAIRGMINAVSFMVK 15.994915@M:9,15.994915@M:16 JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 13 1006.0016 2 2009.9886 -0.0027 75.16 R V 0

2442 EDVQAYVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 34 476.2426 2 950.4706 -0.0003 27.46 R E 0

2443 EDVWEPDLDVNWGDEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 56 973.4257 2 1944.8368 -0.0009 58.30 R A 0

2444 EEAVVWDILDEVIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 79 843.4413 2 1684.8680 0.0008 79.55 R E 0

2445 EEAVVWDILDEVIREHPVLLNR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 49 882.1410 3 2643.4012 -0.0009 78.61 R A 0

2446 EEDGIVLIDQDK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 55 687.3434 2 1372.6722 0.0001 41.50 R C JW1462

2447 EEDGIVLIDQDKCR 57.021465@C:13 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 36 563.9417 3 1688.8033 -0.0008 36.08 R G JW1462

2448 EEFGGELIDGGPWLK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 78 823.9069 2 1645.7992 0.0005 59.18 R V 0

2449 EEIEGSGILSK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 24 581.3031 2 1160.5916 -0.0009 34.11 R D 0

2450 EEIEGSGILSKDDIIDVMK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 37 697.6895 3 2090.0467 0.0014 54.16 R K 0

2451 EEIEGSGILSKDDIIDVMKK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 53 740.3873 3 2218.1401 -0.0002 50.91 R L 0

2452 EEIKEVR JW3302 ECK3327 fusA protein chain elongation factor EF-G 32 451.7499 2 901.4852 -0.0017 17.92 R A 0

2453 EEILNAVSLAWVDGQSLR JW0325 ECK0331 prpD 2-methylcitrate dehydratase 18 1000.5261 2 1999.0376 0.0002 66.50 R T 0

2454 EEITAVLAAFKPQDQVVLR JW1264 ECK1266 sohB predicted inner membrane peptidase 15 709.7320 3 2126.1742 0.0006 60.47 R L 0

2455 EEKPEFDPILLRPVDDLELTVR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 55 656.6057 4 2622.3937 0.0030 61.56 K S 0

2456 EELLTTQEELQK JW3756 ECK3775 rho transcription termination factor 52 730.8779 2 1459.7412 0.0006 36.17 K M 0

2457 EEPAAAPAPTKEEVLLTEIR JW3252 ECK3277 mscL mechanosensitive channel 45 722.0541 3 2163.1405 -0.0020 44.82 K D 0

2458 EEPSSFASYGTWAR JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 98 794.3571 2 1586.6996 -0.0004 44.79 R T 0

2459 EESEAEQAVARPQVTVIPR JW5808 ECK0142 pcnB poly(A) polymerase I 76 703.7025 3 2108.0857 -0.0005 36.69 R E 0

2460 EETQFWLVTPK JW1823 ECK1833 yebT conserved protein 34 689.3560 2 1376.6974 -0.0001 50.84 R A 0

2461 EEVEDAVEVR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 29 587.7830 2 1173.5514 0.0001 30.00 R L 0

2462 EEVLLTEIR JW3252 ECK3277 mscL mechanosensitive channel 59 551.3110 2 1100.6074 -0.0003 44.69 K D 0

2463 EEVLLTEIRDLLK JW3252 ECK3277 mscL mechanosensitive channel 39 785.9566 2 1569.8986 0.0010 68.02 K E 0

2464 EFADNADKTHGR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 33 454.2128 3 1359.6166 -0.0001 17.30 R S 0

2465 EFADNLDSDFK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 57 650.7881 2 1299.5616 -0.0002 42.64 K V 0

2466 EFADNLDSDFKVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 22 519.2514 3 1554.7324 0.0009 43.48 K Q 0

2467 EFAEATGIDSLAVAIGTAHGMYASAPALDFSR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 67 1080.5282 3 3238.5628 0.0022 72.00 R L 0

2468 EFAEATGIDSLAVAIGTAHGMYASAPALDFSRLENIR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 212 1288.9787 3 3863.9143 -0.0009 73.22 R Q 0

2469 EFASEPVWFGDSDR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 73 821.3631 2 1640.7116 0.0010 51.24 K A 0

2470 EFDAAGISFPYPQMDVNFK JW2891 ECK2920 mscS mechanosensitive channel 69 1088.5070 2 2174.9994 0.0011 64.85 R R 0

2471 EFDAAGISFPYPQMDVNFKR JW2891 ECK2920 mscS mechanosensitive channel 14 778.0407 3 2331.1003 0.0008 59.55 R V 0

2472 EFDAVVIGAGGAGMR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 115 725.3619 2 1448.7092 0.0011 46.05 R A 0

2473 EFELGECLR 57.021465@C:7 JW2551 ECK2565 rnc RNase III 21 576.7715 2 1151.5284 0.0004 43.40 R L 0

2474 EFFDPLR JW4340 ECK4369 yjjU predicted esterase 34 462.2348 2 922.4550 0.0001 47.85 R F 0

2475 EFFGLTKPA JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 19 505.2712 2 1008.5278 -0.0001 43.75 R - 0

2476 EFFGSSQLSQFMDQNNPLSEITHK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 86 928.7701 3 2783.2885 0.0024 66.90 K R 0

2477 EFFGSSQLSQFMDQNNPLSEITHKR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 23 980.8042 3 2939.3908 0.0037 63.87 K R 0

2478 EFGEDVEK JW5505 ECK3033 yqiC conserved protein 27 476.7168 2 951.4190 0.0006 24.76 R K 0

2479 EFGEDVEKK JW5505 ECK3033 yqiC conserved protein 30 540.7641 2 1079.5136 0.0001 20.90 R I 0

2480 EFGPDCVLAVFAELNAAKPK 57.021465@C:6 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 28 726.0427 3 2175.1063 0.0029 72.26 K A 0

2481 EFGVNLAK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 30 439.2426 2 876.4706 0.0002 34.19 R V 0

2482 EFGYAQVEVVNDSALVR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 60 948.4791 2 1894.9436 0.0011 51.89 R G 0

2483 EFHLDNPSQYFTDYVR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 34 677.6465 3 2029.9177 0.0007 57.58 R R 0

2484 EFICIDTGGIDGTEDGVETR 57.021465@C:4 JW5403 ECK2507 der predicted GTP-binding protein 131 1092.4916 2 2182.9686 -0.0003 50.78 R M 0

2485 EFLDEHQK JW2861 ECK2888 dsbC protein disulfide isomerase II 47 523.2514 2 1044.4882 0.0007 22.51 K M 0

2486 EFLDWMPK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 29 533.2574 2 1064.5002 0.0001 57.23 R R 0

2487 EFLQSYQSPEVAK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 55 763.3802 2 1524.7458 -0.0002 37.68 K A 0
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2488 EFNGYQIIPTVSGGLAQIQQR JW0934 ECK0942 pqiB paraquat-inducible protein B 58 1160.1087 2 2318.2028 0.0010 60.25 R L 0

2489 EFNVEANVGKPQVAYR JW3302 ECK3327 fusA protein chain elongation factor EF-G 97 910.9678 2 1819.9210 -0.0006 36.80 R E 0

2490 EFPCPIPK 57.021465@C:4 JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 20 494.2525 2 986.4904 0.0009 36.81 R A 0

2491 EFRPGIETTER JW3897 ECK3918 glpK glycerol kinase 51 667.8385 2 1333.6624 -0.0001 27.13 R N 0

2492 EFSHNVVLAN JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 16 565.2857 2 1128.5568 0.0004 31.95 K - 0

2493 EFSIDVLEEMLEK JW2644 ECK2663 stpA DNA binding protein, nucleoid-associated 71 791.3894 2 1580.7642 -0.0001 72.36 R F 0

2494 EFSKLDYYGLK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 17 454.9029 3 1361.6869 0.0003 40.70 K K 0

2495 EFTFNGIR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 25 492.2511 2 982.4876 0.0004 41.66 K Q 0

2496 EFVFTIADK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 17 535.2821 2 1068.5496 0.0004 48.21 R V 0

2497 EFVFTIADKVGFAR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 78 800.4300 2 1598.8454 -0.0003 55.25 R E 0

2498 EFVMQLASWDTR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 58 741.8556 2 1481.6966 -0.0006 56.22 K R 0

2499 EFVPRLMLPISLSFDHR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 32 686.3720 3 2056.0942 0.0015 62.28 K V 0

2500 EFWLQTDYYK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 35 696.8277 2 1391.6408 0.0010 52.36 R Q 0

2501 EFYEKPTTER JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 36 650.3144 2 1298.6142 0.0000 22.61 R K 0

2502 EFYQVLLPLMQEMGK JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 15 913.4640 2 1824.9134 -0.0019 73.46 R T 0

2503 EGADQPSILP JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 15 513.7591 2 1025.5036 0.0007 42.77 K - 0

2504 EGADVAISYLPVEEEDAQDVK JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 34 1139.0441 2 2276.0736 0.0040 51.42 R K 0

2505 EGADVAISYLPVEEEDAQDVKK JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 59 802.3956 3 2404.1650 0.0004 46.47 R I 0

2506 EGADVLTGGR JW3561 ECK3577 aldB aldehyde dehydrogenase B 14 487.7486 2 973.4826 -0.0003 25.97 K R 0

2507 EGAELAFTYQNDKLK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 77 863.9359 2 1725.8572 -0.0001 38.88 R G 0

2508 EGAGWDSDFLASIGQQLGTAESLELGR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 79 936.4547 3 2806.3423 0.0014 78.70 R L 0

2509 EGAPAQITLYSDNK JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 60 753.8751 2 1505.7356 -0.0006 36.06 R T 0

2510 EGAQVDLTANQLTLATAK JW1374 ECK1376 hslJ heat-inducible protein 122 922.4919 2 1842.9692 0.0006 45.93 K Q 0

2511 EGATTLLWFEHPAER JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 14 586.2941 3 1755.8605 0.0026 51.08 K F 0

2512 EGATVAIPNDPTNLGR JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 49 812.9182 2 1623.8218 0.0002 40.50 K A 0

2513 EGATVTGLDMGFEPLQVAK JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 87 981.9966 2 1961.9786 0.0018 57.95 R L 0

2514 EGCSLEDAVENIDIGGPTMVR 57.021465@C:3 JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 38 1131.5226 2 2261.0306 0.0003 58.72 R S 0

2515 EGDALLQGGSLTGNGSVEK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 99 916.4541 2 1830.8936 -0.0022 39.95 R S 0

2516 EGDAVQLVGFGTFK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 74 734.3773 2 1466.7400 -0.0006 53.42 K V 0

2517 EGDNYVVLSDILGDEDHLGDMDFK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 88 1348.6058 2 2695.1970 0.0011 67.58 K V 0

2518 EGDTLDCR 57.021465@C:7 JW1913 ECK1927 yedD predicted protein 52 483.2032 2 964.3918 -0.0001 19.75 K Q 0

2519 EGDVLLGISTSGNSANVIK JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 92 937.4960 2 1872.9774 -0.0019 49.41 R A 0

2520 EGDVLVTLDPTDAR JW2660 ECK2679 emrA multidrug efflux system 65 750.8798 2 1499.7450 -0.0018 46.56 K Q 0

2521 EGEATLAPSLDLVGK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 35 750.4001 2 1498.7856 -0.0023 48.64 K I 0

2522 EGEATLAPSLDLVGKI JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 72 806.9436 2 1611.8726 0.0007 57.97 K - 0

2523 EGEIDIAK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 31 437.7298 2 873.4450 0.0008 25.35 R R 0

2524 EGEIDIAKR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 62 515.7801 2 1029.5456 0.0002 23.04 R I 0

2525 EGENPYANKR JW5403 ECK2507 der predicted GTP-binding protein 29 589.2835 2 1176.5524 0.0001 17.29 K N 0

2526 EGENVVGSETR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 70 588.7781 2 1175.5416 -0.0001 21.30 K V 0

2527 EGEPAEAEIGVAVIDCGGTLR 57.021465@C:16 JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 30 1072.0222 2 2142.0298 0.0035 53.29 K C 0

2528 EGFDVSK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 35 391.1901 2 780.3656 0.0003 24.52 R F 0

2529 EGFDVSKFIWVQQPGS JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 57 912.4520 2 1822.8894 0.0005 65.32 R - 0

2530 EGFELAVSRPK JW5571 ECK3864 bipA GTP-binding protein 57 616.8349 2 1231.6552 -0.0009 34.07 R V 0

2531 EGFEVTYLAPQR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 45 705.3570 2 1408.6994 0.0008 46.07 R N 0

2532 EGFLAER JW0938 ECK0946 ycbZ predicted peptidase 28 411.2111 2 820.4076 -0.0002 29.27 R M 0

2533 EGFNGMVIK JW2767 ECK2791 sdaC predicted serine transporter 17 497.7556 2 993.4966 0.0013 37.10 R S 0

2534 EGFSALASTIETLAAAER JW2002 ECK2015 hisD bifunctional histidinal dehydrogenase -!- histidinol dehydrogenase 105 918.9718 2 1835.9290 0.0026 72.59 K L 0

2535 EGGGTQVLVLTGVPYENLDLPK JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 31 1150.1132 2 2298.2118 0.0011 61.35 K L 0

2536 EGGIDAYPVDPK JW0090 ECK0093 ddlB D-Alanine:D-alanine ligase 43 630.8088 2 1259.6030 -0.0004 33.59 R E 0

2537 EGGIYTPALR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 32 538.7902 2 1075.5658 -0.0003 35.06 R E 0

2538 EGGIYTPALREIESYDAVLVLGEDVTQTGAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 58 1108.2332 3 3321.6778 0.0049 71.89 R V 0

2539 EGHVVGFMGDGINDAPALR JW4201 ECK4237 mgtA magnesium transporter 22 652.3196 3 1953.9370 0.0003 46.20 R A 0

2540 EGIEPDQPGVVGPIK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 43 767.9073 2 1533.8000 -0.0039 39.07 R Q 0

2541 EGIEPDQPGVVGPIKQIEALQQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 56 825.1154 3 2472.3244 0.0019 51.68 R G 0

2542 EGIMDEGESLYSPANIMLMHHVTAALR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 40 747.1127 4 2984.4217 0.0025 62.64 K A 0

2543 EGINCNLTLLFSFAQAR 57.021465@C:5 JW2448 ECK2459 talA transaldolase A 90 977.4961 2 1952.9776 -0.0002 70.39 K A JW2448

2544 EGINCNLTLLFSFAQAR 57.021465@C:5 JW0007 ECK0008 talB transaldolase B 29 977.4966 2 1952.9786 0.0008 69.97 K A JW2448

2545 EGISDQDLSLLGFILNSGR JW5403 ECK2507 der predicted GTP-binding protein 87 1017.5292 2 2033.0438 0.0010 78.00 R S 0

2546 EGISGLGTLLSGVYIELQPGAK JW0934 ECK0942 pqiB paraquat-inducible protein B 74 1101.6052 2 2201.1958 0.0016 75.69 R G 0

2547 EGITIADAVK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 39 508.7846 2 1015.5546 -0.0003 36.94 R R 0

2548 EGIVLYNNEGAPIWACANVDAR 57.021465@C:16 JW1504 ECK1504 ydeV predicted sugar kinase 38 811.3945 3 2431.1617 0.0026 56.47 R A 0

2549 EGIYVTGFFYPVVPK JW3592 ECK3607 kbl glycine C-acetyltransferase 90 858.4571 2 1714.8996 0.0025 63.01 K G 0

2550 EGLAVYMITK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 45 562.8041 2 1123.5936 -0.0010 45.25 R E 0

2551 EGLDMPEVSLVAILDADKEGFLR JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 69 1259.1483 2 2516.2820 -0.0012 74.98 R S 0

2552 EGLIDPNHSVQIGIR JW2904 ECK2932 speB agmatinase 37 549.9638 3 1646.8696 -0.0044 43.28 K T 0

2553 EGLLEPLAVTER JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 35 663.8670 2 1325.7194 0.0003 50.19 K L 0

2554 EGLNVLQYFISTHGAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 85 902.9710 2 1803.9274 0.0007 60.69 R K 0

2555 EGLNVLQYFISTHGARK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 31 645.0149 3 1932.0229 0.0012 54.93 R G 0

2556 EGLPAADFSVFYHLISIDR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 42 1075.5502 2 2149.0858 0.0015 72.71 R N 0

2557 EGLPAADFSVFYHLISIDRNR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 38 1210.6219 2 2419.2292 0.0008 66.97 R D 0

2558 EGLPQGSITLSGR JW4180 ECK4217 ytfN conserved protein 59 657.8535 2 1313.6924 -0.0014 37.06 K N 0

2559 EGLQFYEVVPVALVVAGTQMATGHR JW1427 ECK1424 ydcL predicted lipoprotein 33 891.4668 3 2671.3786 -0.0005 78.25 K T 0

2560 EGLSEEAAR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 54 481.2323 2 960.4500 -0.0012 21.04 R Q 0

2561 EGLVHISQIADK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 21 437.2418 3 1308.7036 -0.0004 34.20 K R 0

2562 EGNPIESQFNYTLEAAQSSLPMTPMTLR JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 28 1042.5018 3 3124.4836 -0.0010 72.04 R G 0

2563 EGPTVQIGGNIGR JW5012 ECK0154 clcA chloride channel, voltage-gated 27 649.3474 2 1296.6802 0.0016 33.90 R M 0

2564 EGQEVIVQIDKEER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 67 836.4310 2 1670.8474 -0.0001 34.10 R G 0

2565 EGQNLDFVGGAE JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 22 618.2793 2 1234.5440 -0.0025 42.97 K - 0

2566 EGQPVVLYK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 22 516.7900 2 1031.5654 0.0004 29.58 R R 0

2567 EGQPVVLYKR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 50 594.8407 2 1187.6668 0.0007 26.06 R V 0

2568 EGRPSEGETLIAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 69 707.8677 2 1413.7208 -0.0003 25.72 R L 0

2569 EGRVPLHTLR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 30 589.3433 2 1176.6720 -0.0007 23.51 R A 0

2570 EGSDAIYAGTR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 75 570.2703 2 1138.5260 0.0006 25.10 R E 0

2571 EGSDIEAGVSLYQIDPATYQATYDSAK JW0452 ECK0457 acrA multidrug efflux system 33 964.7860 3 2891.3362 0.0013 56.82 K G 0

2572 EGSDIEAGVSLYQIDPATYQATYDSAKGDLAK JW0452 ECK0457 acrA multidrug efflux system 80 1126.2075 3 3375.6007 0.0013 56.76 K A 0

2573 EGSGMVEFSR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 26 549.7481 2 1097.4816 0.0004 31.57 R K 0

2574 EGSKYGIEDYLEIK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 24 822.4125 2 1642.8104 0.0014 48.12 R Y 0

2575 EGTDLFLK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 36 461.7476 2 921.4806 0.0000 38.55 R S 0

2576 EGTELLADQVVGPLTPEQK JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 87 1012.5315 2 2023.0484 0.0012 52.44 R E 0

2577 EGTPVFLVGGKPEVLAQTEAK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 39 724.0635 3 2169.1687 0.0005 46.39 K L 0

2578 EGTRPAVVIPTNEELVIAQDASR JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 54 822.4382 3 2464.2928 0.0008 47.58 K L 0

2579 EGTVEPLPNGK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 31 570.7986 2 1139.5826 0.0004 24.52 K R 0

2580 EGTYPGTR JW5633 ECK3680 yidQ conserved outer membrane protein 24 440.7114 2 879.4082 -0.0003 18.56 K A 0

2581 EGVAGWAGENLPLVR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 87 784.4148 2 1566.8150 -0.0003 53.40 K G 0

2582 EGVCGSDGLNMNGK 15.994915@M:11,57.021465@C:4 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 33 727.3056 2 1452.5966 -0.0007 22.19 R N 0

2583 EGVEDQLILEK JW1715 ECK1724 yniB predicted inner membrane protein 65 636.8375 2 1271.6604 -0.0005 40.54 R A 0

2584 EGVGDVKPFL JW5196 ECK1261 yciO conserved protein 25 530.7873 2 1059.5600 -0.0001 46.18 R - 0

2585 EGVITVEDGTGLQDELDVVEGMQFDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 37 1426.1703 2 2850.3260 0.0031 69.07 K G 0

2586 EGVLYEMEGR JW2487 ECK2498 ppx exopolyphosphatase 51 591.7768 2 1181.5390 0.0004 39.80 R F 0

2587 EGVMIGAGAK JW3582 ECK3597 cysE serine acetyltransferase 47 466.7470 2 931.4794 -0.0002 26.55 R I 0

2588 EGVSKDDAEALKK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 52 463.9109 3 1388.7109 -0.0038 19.85 K A 0

2589 EGVVAVDDRGEVTLINDAAQELLNYR JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 74 953.8217 3 2858.4433 0.0023 72.25 K K 0

2590 EGYEYETQVSIENDAR JW3809 ECK3826 rmuC predicted recombination limiting protein 62 951.9217 2 1901.8288 0.0010 39.50 R S 0

2591 EGYQLDTR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 47 491.2349 2 980.4552 -0.0010 25.45 K R 0

2592 EGYTKVQNASYQVAAYLADEIAK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 18 844.7589 3 2531.2549 0.0005 60.98 R L JW3485

2593 EGYTKVQNASYQVAAYLADEIAK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 25 844.7586 3 2531.2540 -0.0002 60.96 R L JW3485

2594 EHFPHLQIIAR JW0046 ECK0048 kefC potassium:proton antiporter 17 454.2544 3 1359.7414 0.0001 37.14 K A 0

2595 EHGEAHIAAGAK JW2894 ECK2923 epd D-erythrose 4-phosphate dehydrogenase 22 397.5349 3 1189.5829 -0.0012 14.26 R K 0

2596 EHGETSTTAQIR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 34 665.3226 2 1328.6306 -0.0014 17.71 K A 0

2597 EHGVPELAVPR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 31 602.3275 2 1202.6404 -0.0004 33.06 R D 0

2598 EHIFEPFVR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 24 587.3063 2 1172.5980 0.0002 42.00 R L 0

2599 EHILLGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 43 419.2505 2 836.4864 -0.0003 24.91 R Q JW3943

2600 EHIPEADLAPLSVLEQSGLPAK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 66 772.0818 3 2313.2236 0.0019 58.30 R L 0

2601 EHIPVLVYGPK JW4346 ECK4375 deoB phosphopentomutase 46 626.3582 2 1250.7018 -0.0006 38.95 R V 0

2602 EHLALSALLEALPEPVLSVDMK JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 61 792.4354 3 2374.2844 0.0027 73.32 R S 0

2603 EHLGTGDVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 36 478.2458 2 954.4770 0.0000 18.19 K Y 0

2604 EHLQMPEQR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 48 584.2820 2 1166.5494 -0.0008 23.11 R E 0

2605 EHMLQQK JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 15 457.2318 2 912.4490 0.0004 15.95 R V 0

2606 EHNAEVTGFIR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 36 424.8827 3 1271.6263 0.0005 30.73 K F 0

2607 EHNYHPNAVAAGLR JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 43 516.9269 3 1547.7589 -0.0005 25.25 R A 0

2608 EHPVLLNR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 39 489.2804 2 976.5462 0.0008 23.11 R A 0

2609 EHPVLLNRAPTLHR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 17 551.6495 3 1651.9267 -0.0003 28.35 R L 0

2610 EHTHLALHKEDEK JW1463 ECK1462 narZ nitrate reductase 2 (NRZ), alpha subunit 16 529.6022 3 1585.7848 0.0000 12.26 R I 0

2611 EHTQLPAPLLHSTVMMK JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 41 645.0064 3 1931.9974 0.0012 41.91 R L 0

2612 EHTTEHLR JW3069 ECK3089 yqjD conserved protein 40 511.7547 2 1021.4948 0.0007 13.71 K A 0

2613 EHTTEHLRAELK JW3069 ECK3089 yqjD conserved protein 65 732.3846 2 1462.7546 0.0018 20.02 K S 0

2614 EHTTIVK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 31 414.2345 2 826.4544 -0.0005 15.93 R H 0

2615 EHTTLVVIAHR JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 20 425.9107 3 1274.7103 0.0007 26.84 R L 0

2616 EHYDLGNDLFSR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 54 733.3391 2 1464.6636 0.0003 43.48 K M 0

2617 EIAAGNTDLSSR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 82 617.3073 2 1232.6000 0.0003 25.23 R T 0

2618 EIADGLASAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 94 566.2863 2 1130.5580 0.0014 29.91 K A 0
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2619 EIADSLNQLPQQQTDAR JW4120 ECK4155 yjeP predicted mechanosensitive channel 37 963.9799 2 1925.9452 0.0010 38.03 R R 0

2620 EIAFEELGSQAR JW0850 ECK0857 ybjQ conserved protein 99 675.3385 2 1348.6624 0.0002 42.90 R A 0

2621 EIAGGNLANTLTIDGR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 76 807.9257 2 1613.8368 -0.0004 45.47 R S 0

2622 EIALILQR JW3136 ECK3156 rbfA 30s ribosome binding factor 38 478.2993 2 954.5840 -0.0021 42.58 K E 0

2623 EIANAQQGLPSGITLK JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 61 820.4548 2 1638.8950 0.0009 43.56 R L 0

2624 EIAYFFGEGEVCPR 57.021465@C:12 JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 61 837.3855 2 1672.7564 0.0009 52.23 R T 0

2625 EIEEGLINNQILDVR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 86 877.9683 2 1753.9220 0.0010 53.86 R E 0

2626 EIEGLISESVR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 50 616.3289 2 1230.6432 -0.0023 42.45 K L 0

2627 EIEIYKQELR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 44 660.8612 2 1319.7078 -0.0006 33.83 K D 0

2628 EIELEDKFENMGAQMVK 15.994915@M:15 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 83 1013.9773 2 2025.9400 0.0014 44.91 R E 0

2629 EIEQLPMVK 15.994915@M:7 JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 36 551.7949 2 1101.5752 0.0012 33.87 K G 0

2630 EIESIIEAGR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 13 558.7980 2 1115.5814 -0.0008 38.80 R V 0

2631 EIESYDAVLVLGEDVTQTGAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 112 1133.0673 2 2264.1200 0.0028 63.42 R V 0

2632 EIETALYPGSIEVK JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 55 774.9116 2 1547.8086 0.0004 47.46 R M 0

2633 EIETRPGSIVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 22 419.5698 3 1255.6876 -0.0009 24.75 K G 0

2634 EIFEELFPLPSAAECVPGGPSVACSSAK 57.021465@C:15,57.021465@C:24 JW0660 ECK0662 asnB asparagine synthetase B 27 983.8054 3 2948.3944 0.0008 66.22 R A 0

2635 EIGFSSGIYAMK JW5291 ECK1784 yeaJ predicted diguanylate cyclase 30 651.8235 2 1301.6324 -0.0001 46.29 K E 0

2636 EIGFTSTNIDLIYGLPK JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 25 941.0045 2 1879.9944 0.0013 62.84 R Q 0

2637 EIGNGFSELNDAEDQAER JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 50 997.4409 2 1992.8672 0.0012 44.91 R F 0

2638 EIGNGFSELNDAEDQAERFQEQVNAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 71 980.1199 3 2937.3379 0.0004 56.86 R A 0

2639 EIGNGFSELNDAEDQAQR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 89 996.9485 2 1991.8824 0.0005 42.09 R F 0

2640 EIGVETGGSNVQFAVNPK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 90 923.4704 2 1844.9262 -0.0005 41.43 R N 0

2641 EIGYPLVVRPSYVLGGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 21 625.6879 3 1874.0419 0.0005 51.82 K A 0

2642 EIGYVHSDMGFDANSCAVLSAIGK 57.021465@C:16 JW2909 ECK2937 metK methionine adenosyltransferase 1 56 847.7299 3 2540.1679 0.0003 56.53 R Q 0

2643 EIIISALREWMAELGKR JW1897 ECK1911 pgsA phosphatidylglycerophosphate synthetase 37 672.3753 3 2014.1041 0.0007 71.24 R S 0

2644 EIIKDVGVAIIGQTSSLAPADKR JW4345 ECK4374 deoA thymidine phosphorylase 65 794.4512 3 2380.3318 -0.0007 52.88 R F 0

2645 EILAEVYNGDAPA JW5932 ECK3799 hemC hydroxymethylbilane synthase 18 681.3342 2 1360.6538 0.0028 47.40 R - 0

2646 EILAQLSQYPVSTR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 106 802.9356 2 1603.8566 -0.0002 47.28 K L JW4083

2647 EILDVQAR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 25 472.2638 2 942.5130 -0.0003 31.10 R I 0

2648 EILEDYAGGMR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 68 627.2947 2 1252.5748 -0.0009 40.35 R D 0

2649 EILEDYAGGMRDGLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 70 833.9085 2 1665.8024 -0.0008 43.20 R F 0

2650 EILGATATLEFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 69 660.8617 2 1319.7088 0.0004 49.90 K L 0

2651 EILGIHCFGER 57.021465@C:7 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 20 665.8321 2 1329.6496 -0.0002 42.68 K A 0

2652 EILHQLMQQR JW4355 ECK4384 slt lytic murein transglycosylase, soluble 54 648.3477 2 1294.6808 -0.0008 37.67 K G 0

2653 EILLLTLVEK JW5943 ECK3514 yhjK predicted diguanylate cyclase 53 585.8711 2 1169.7276 0.0005 63.74 R L 0

2654 EILNLPEHELNK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 57 724.8906 2 1447.7666 -0.0004 39.15 R L 0

2655 EILPIGASSPIQVDIR JW2837 ECK2865 ygeV predicted DNA-binding transcriptional regulator 53 854.4858 2 1706.9570 0.0004 55.49 R I 0

2656 EILQDSTVTR JW0462 ECK0467 htpG molecular chaperone HSP90 family 27 581.3084 2 1160.6022 -0.0015 27.95 R N 0

2657 EILQTQGLNIEALFRE JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 52 937.5055 2 1872.9964 0.0019 66.35 R - 0

2658 EILSDEPGMSPLEIWCNESQER 57.021465@C:16 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 78 1310.0886 2 2618.1626 -0.0002 62.67 R Y 0

2659 EILSLREPK JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 26 542.8212 2 1083.6278 -0.0010 31.91 R S 0

2660 EILVEHYDNIEQK JW4072 ECK4104 proP proline/glycine betaine transporter 82 815.4102 2 1628.8058 0.0012 36.02 K I 0

2661 EILVEHYDNIEQKIDDIDHEIADLQAK JW4072 ECK4104 proP proline/glycine betaine transporter 100 1069.5334 3 3205.5784 0.0006 65.13 K R 0

2662 EILVEHYDNIEQKIDDIDHEIADLQAKR JW4072 ECK4104 proP proline/glycine betaine transporter 42 841.4293 4 3361.6881 0.0090 63.37 K T 0

2663 EIMQVALNQAK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 58 622.8364 2 1243.6582 -0.0012 38.19 K G 0

2664 EINATLAMR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 45 509.7712 2 1017.5278 0.0001 33.48 R N 0

2665 EINPDLAEQAVSQDEEYR JW3809 ECK3826 rmuC predicted recombination limiting protein 110 1053.4854 2 2104.9562 0.0014 46.17 R L 0

2666 EINPDLAEQAVSQDEEYRLR JW3809 ECK3826 rmuC predicted recombination limiting protein 34 792.3879 3 2374.1419 0.0017 47.05 R S 0

2667 EINVTKK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 14 416.2502 2 830.4858 -0.0002 15.67 R D 0

2668 EIPFLYASSAATYGGR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 80 851.9257 2 1701.8368 0.0007 53.99 R T 0

2669 EIPMRPGQLFMDPK 15.994915@M:4 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 27 837.9209 2 1673.8272 0.0003 40.64 R R JW3485

2670 EIPMRPGQLFMDPK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 31 829.9228 2 1657.8310 -0.0010 45.95 R R JW3485

2671 EIPMRPGQLFMDPKR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 22 605.6517 3 1813.9333 0.0003 42.08 R M JW1488

2672 EIPQVAGSLEEALNELDLDREFLK JW3841 ECK3863 glnA glutamine synthetase 49 910.1398 3 2727.3976 0.0009 76.66 K A 0

2673 EISCVDSAELGK 57.021465@C:4 JW3143 ECK3165 glmM phosphoglucosamine mutase 80 654.3106 2 1306.6066 -0.0010 30.68 K A 0

2674 EISLAPVNK JW2660 ECK2679 emrA multidrug efflux system 16 485.7820 2 969.5494 -0.0001 31.17 R L 0

2675 EISLSEAPNFAEAIINNQIQGR JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 102 1207.6200 2 2413.2254 0.0018 68.73 K T 0

2676 EISMSIK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 38 404.2174 2 806.4202 -0.0005 30.38 R R 0

2677 EISMSIKR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 22 321.8478 3 962.5216 -0.0002 25.01 R L 0

2678 EISNETLQK JW4026 ECK4058 yjcE predicted cation/proton antiporter 42 531.2770 2 1060.5394 -0.0005 21.92 R L 0

2679 EISPYSIVGLSATWDVTK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 74 983.5139 2 1965.0132 0.0038 65.43 K N 0

2680 EISSCSNVWDFQAR 57.021465@C:5 JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 84 849.8806 2 1697.7466 -0.0001 45.92 R R 0

2681 EISTTIAFVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 59 568.8196 2 1135.6246 0.0009 43.16 K A 0

2682 EISVPAAISAWLGVTEPAMYGINLK JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 20 1315.6992 2 2629.3838 0.0014 80.39 R Y 0

2683 EITAEETAELLK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 61 673.8560 2 1345.6974 -0.0001 44.12 R N 0

2684 EITEPQFAYGMEGLLQQR JW3392 ECK3415 glgA glycogen synthase 113 1055.5178 2 2109.0210 0.0010 60.90 R H 0

2685 EITEQYEGK JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 52 548.7615 2 1095.5084 0.0000 22.60 R I 0

2686 EITGGLDDTQLR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 32 659.3360 2 1316.6574 0.0002 36.34 K N 0

2687 EITHQLFLLGCGAQMLK 57.021465@C:11 JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 64 980.0128 2 1958.0110 -0.0008 56.76 R Y 0

2688 EITIAAAK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 24 408.7448 2 815.4750 -0.0002 26.44 K V 0

2689 EITLEPADNAR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 44 614.8118 2 1227.6090 -0.0004 30.26 R L 0

2690 EITPVNIEEELK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 75 707.3777 2 1412.7408 0.0011 50.17 R S 0

2691 EITSTDDFYR JW1666 ECK1672 pykF pyruvate kinase I 34 623.7831 2 1245.5516 0.0004 34.92 K L 0

2692 EIVDIVDYVMNYEISSK JW0325 ECK0331 prpD 2-methylcitrate dehydratase 69 1008.9961 2 2015.9776 0.0016 78.15 R V 0

2693 EIVFTSGATESDNLAIK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 84 897.9600 2 1793.9054 0.0007 47.02 R G 0

2694 EIVSELDK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 15 466.7508 2 931.4870 0.0008 29.40 R H 0

2695 EIVSELDKHIIGQDNAKR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 26 517.0311 4 2064.0953 -0.0012 36.10 R S 0

2696 EIWFLCR 57.021465@C:6 JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 27 512.2578 2 1022.5010 0.0002 54.34 R Q 0

2697 EIWSVSLAEK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 39 581.3112 2 1160.6078 0.0001 45.65 K D 0

2698 EIYDIVLESLETSLR JW2876 ECK2903 pepP proline aminopeptidase P II 27 890.4726 2 1778.9306 0.0004 78.68 R L 0

2699 EIYEQPNAIK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 40 602.8139 2 1203.6132 -0.0003 29.36 K N 0

2700 EKAEAELQETFGQLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 93 860.9411 2 1719.8676 -0.0002 43.14 R I 0

2701 EKDDPQNSTTTDTGETPR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 51 664.6308 3 1990.8706 -0.0011 18.77 R I 0

2702 EKDPSLSFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 48 539.7799 2 1077.5452 -0.0003 26.94 K R 0

2703 EKDPSLSFRR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 31 412.2230 3 1233.6472 0.0006 22.79 K S 0

2704 EKESLPQMLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 32 615.8291 2 1229.6436 -0.0001 33.54 K G 0

2705 EKFAELR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 23 446.7477 2 891.4808 -0.0006 23.31 R A 0

2706 EKGIPYTTVR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 15 582.3243 2 1162.6340 -0.0006 26.26 R K 0

2707 EKGISYETATFPWAASGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 47 657.6592 3 1969.9558 0.0022 47.98 K A 0

2708 EKINCFEDPAFTADYHDPEKR 57.021465@C:5 JW0325 ECK0331 prpD 2-methylcitrate dehydratase 45 646.2948 4 2581.1501 -0.0040 37.62 R A 0

2709 EKITHFDHERIPER JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 39 602.9799 3 1805.9179 0.0005 24.79 R I 0

2710 EKLAALR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 35 400.7531 2 799.4916 0.0002 20.15 R Q 0

2711 EKLALLEQR JW5505 ECK3033 yqiC conserved protein 41 550.3263 2 1098.6380 -0.0017 31.88 R I 0

2712 EKLDNLVFVINCNLQR 57.021465@C:12 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 88 988.0251 2 1974.0356 0.0000 56.78 R L 0

2713 EKLPPGFQR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 32 536.2993 2 1070.5840 -0.0032 25.48 R S 0

2714 EKLTIEPSVK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 38 572.3345 2 1142.6544 -0.0002 26.96 R N 0

2715 EKNNVESVFAVNGFGFAGR JW0451 ECK0456 acrB multidrug efflux system protein 65 681.3417 3 2041.0033 0.0016 53.35 K G 0

2716 EKPAVLGHDEAAYSK JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 105 807.9098 2 1613.8050 0.0002 23.20 K N 0

2717 EKPTWLEVDAGK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 58 686.8588 2 1371.7030 -0.0003 36.15 R M 0

2718 EKPTWLEVDAGKMEGTFK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 88 1033.5176 2 2065.0206 0.0016 48.54 R R 0

2719 EKPTWLEVDAGKMEGTFKR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 21 556.2875 4 2221.1209 0.0008 46.14 R K 0

2720 EKSVEELNTELLNLLR JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 22 634.0183 3 1899.0331 0.0018 64.38 R E 0

2721 EKSVEELNTELLNLLREQFNLR JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 34 672.6150 4 2686.4309 0.0019 74.64 R M 0

2722 EKSVELTR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 32 481.2691 2 960.5236 -0.0003 18.30 R K 0

2723 EKTEEVIAENPGKK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 28 524.6136 3 1570.8190 -0.0012 19.61 R L 0

2724 EKTVLMVTHR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 27 405.2283 3 1212.6631 -0.0018 23.60 R L 0

2725 EKVDATKQYDINEAIALLK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 62 721.3950 3 2161.1632 0.0002 52.18 R E 0

2726 EKWHYDPELK JW0120 ECK0123 gcd glucose dehydrogenase 49 672.8322 2 1343.6498 -0.0011 29.44 K T 0

2727 ELAAFSQFASDLDDATR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 65 928.9374 2 1855.8602 0.0015 62.22 R K 0

2728 ELAAFSQFASDLDDATRK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 89 992.9852 2 1983.9558 0.0021 57.38 R Q 0

2729 ELAASGVMLTSDENVVR 15.994915@M:8 JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 64 903.9492 2 1805.8838 0.0009 40.41 R V 0

2730 ELADRYAIVANDVR JW0797 ECK0801 dps Fe-binding and storage protein 48 802.9231 2 1603.8316 -0.0002 38.58 K K 0

2731 ELADRYAIVANDVRK JW0797 ECK0801 dps Fe-binding and storage protein 53 578.3160 3 1731.9262 -0.0006 34.10 K A 0

2732 ELAEHNGAEGDLEADYQAASDHLNLVQTALR JW0907 ECK0915 mukB fused chromosome partitioning proteins 104 1117.5341 3 3349.5805 -0.0006 58.89 R Q 0

2733 ELAESEGAIER JW0007 ECK0008 talB transaldolase B 75 602.2957 2 1202.5768 -0.0010 25.71 K K 0

2734 ELAESEGAIERK JW0007 ECK0008 talB transaldolase B 56 666.3435 2 1330.6724 -0.0003 22.81 K L 0

2735 ELAETNITQVIVTHEVEVAR JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 39 751.0694 3 2250.1864 0.0009 52.79 R K 0

2736 ELAETNITQVIVTHEVEVARK JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 58 793.7672 3 2378.2798 -0.0006 49.71 R T 0

2737 ELAGWMCDVLDSINDEAVIER 57.021465@C:7 JW2535 ECK2548 glyA serine hydroxymethyltransferase 93 1218.0654 2 2434.1162 0.0018 76.76 K I 0

2738 ELALLAQAMEHDTR JW5832 ECK1954 yedQ predicted diguanylate cyclase 81 799.4033 2 1596.7920 -0.0010 48.94 R G 0

2739 ELALLEGMEISGK JW1606 ECK1609 ydgA conserved protein 46 695.3681 2 1388.7216 -0.0004 58.03 K S 0

2740 ELAQIDQHIADGELNLWQASSDK JW2970 ECK2995 yghZ aldo-keto reductase 79 1291.1313 2 2580.2480 0.0024 56.38 K - 0

2741 ELAVEVGK JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 13 422.7423 2 843.4700 -0.0001 27.39 R A 0

2742 ELAVQIHADAEPLAEATGLK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 96 1038.5528 2 2075.0910 0.0013 49.79 R L 0

2743 ELAVQVAEAMTDFSK JW5531 ECK3150 deaD ATP-dependent RNA helicase 140 819.9061 2 1637.7976 0.0005 60.90 R H 0

2744 ELAYLSADDLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 25 633.3218 2 1264.6290 -0.0008 44.53 R S 0

2745 ELCHLPDLTADCAAEWLETFQAK 57.021465@C:3,57.021465@C:12 JW0907 ECK0915 mukB fused chromosome partitioning proteins 50 906.7569 3 2717.2489 0.0025 69.94 K E 0

2746 ELCQNHNIPVELIQCR 57.021465@C:3,57.021465@C:15 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 62 1011.9955 2 2021.9764 -0.0011 41.84 K V 0

2747 ELDAQPTGFLDSR JW1279 ECK1281 rnb ribonuclease II 42 724.8536 2 1447.6926 -0.0017 43.06 R I 0

2748 ELDDDTLASYQK JW3179 ECK3202 gltB glutamate synthase, large subunit 56 699.3256 2 1396.6366 0.0008 35.47 R Q 0

2749 ELDPMIK JW0886 ECK0894 pflB pyruvate formate lyase I 40 423.2255 2 844.4364 0.0001 31.43 R K 0
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2750 ELDPMIKK JW0886 ECK0894 pflB pyruvate formate lyase I 19 487.2721 2 972.5296 -0.0017 24.97 R I 0

2751 ELDVPVVTDLGSGSLVDLSQYGLPK JW3564 ECK3580 selA selenocysteine synthase 92 1301.1864 2 2600.3582 -0.0003 71.47 K E 0

2752 ELEDVLYSNLEELTR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 66 911.9568 2 1821.8990 -0.0006 68.63 K M 0

2753 ELEETIRPYDMGITLLDVNFQAARPPEEVK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 72 1158.5931 3 3472.7575 0.0028 65.33 R A 0

2754 ELEGALNR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 36 451.2406 2 900.4666 0.0002 24.52 R V 0

2755 ELEKLENSLGGIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 27 477.2678 3 1428.7816 -0.0009 39.14 R D 0

2756 ELEKLENSLGGIKDMGGLPDALFVIDADHEHIAIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 52 1263.3241 3 3786.9505 0.0002 63.73 R E 0

2757 ELFAGVPESR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 19 552.7879 2 1103.5612 0.0002 37.81 R A 0

2758 ELFEEQAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 39 497.2479 2 992.4812 -0.0002 28.68 R R 0

2759 ELGASDEADLQR JW4312 ECK4339 hsdM DNA methylase M 79 652.3105 2 1302.6064 0.0014 28.13 R Q 0

2760 ELGEITR JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 23 409.2243 2 816.4340 0.0000 24.42 K S 0

2761 ELGEMDDAPDENEALKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 18 644.6273 3 1930.8601 0.0022 33.72 K K 0

2762 ELGIPAVVGCGDATER 57.021465@C:10 JW1692 ECK1700 pps phosphoenolpyruvate synthase 81 822.4059 2 1642.7972 -0.0012 44.30 R M 0

2763 ELGITHIISSDLGR JW4358 ECK4387 ytjC phosphoglyceromutase 2, co-factor independent 37 504.2797 3 1509.8173 0.0021 49.20 K T 0

2764 ELGKNLPFTR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 46 587.8328 2 1173.6510 0.0004 35.20 K L 0

2765 ELGLDQAIAEAAEAIPDAR JW1870 ECK1882 cheZ chemotaxis regulator 60 977.0008 2 1951.9870 0.0021 67.88 R D 0

2766 ELGLVPLGYLR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 41 615.3665 2 1228.7184 0.0005 57.90 K S 0

2767 ELGMDPTIHDIR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 31 698.8479 2 1395.6812 -0.0004 37.81 K F 0

2768 ELGPEPMAAAYVQPSR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 69 858.4256 2 1714.8366 0.0018 43.23 R R 0

2769 ELGSVNDFIVDGNR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 66 767.8780 2 1533.7414 -0.0009 47.37 R I 0

2770 ELGTKDDLLEVAMELENIALNDPYFIEK 15.994915@M:13 JW0710 ECK0709 gltA citrate synthase 30 1080.2087 3 3237.6043 0.0042 80.31 K K 0

2771 ELGTKDDLLEVAMELENIALNDPYFIEKK JW0710 ECK0709 gltA citrate synthase 69 838.4331 4 3349.7033 0.0029 80.03 K L 0

2772 ELGVSIIDGFTPVAVEGNK JW2133 ECK2139 yeiT predicted oxidoreductase 27 973.0177 2 1944.0208 0.0004 61.88 R V 0

2773 ELGYAAVDDETTQQTMR JW0003 ECK0004 thrC threonine synthase 107 964.4381 2 1926.8616 -0.0012 38.45 K E 0

2774 ELGYLGSLAICNVPGSSLVR 57.021465@C:11 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 65 1053.0572 2 2104.0998 0.0012 61.12 K E 0

2775 ELHALEENLAIISNSEPAQLLEEER JW1773 ECK1782 yeaH conserved protein 90 949.8170 3 2846.4292 -0.0006 66.28 R L 0

2776 ELHPVAPLLDNLTSALNK JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 14 649.0298 3 1944.0676 -0.0004 59.99 R V 0

2777 ELHQQIR JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 15 462.2564 2 922.4982 -0.0001 17.04 R C 0

2778 ELIDQLR JW5108 ECK0797 ybiO predicted mechanosensitive channel 18 443.7533 2 885.4920 0.0000 36.47 K T 0

2779 ELIIGDR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 37 408.2346 2 814.4546 -0.0002 30.38 R Q 0

2780 ELINAAEFK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 32 517.7793 2 1033.5440 -0.0003 39.40 R Y 0

2781 ELINTTGDYAHIAE JW2715 ECK2740 truD pseudoruidine synthase 39 773.8727 2 1545.7308 -0.0003 43.56 R - 0

2782 ELIPGGVNSPVR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 38 619.3488 2 1236.6830 0.0004 38.56 R A 0

2783 ELISNASDAADKLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 88 751.8934 2 1501.7722 -0.0014 34.95 R F 0

2784 ELITDFGVK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 23 511.2821 2 1020.5496 0.0005 45.05 K K 0

2785 ELITDFGVKK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 39 575.3293 2 1148.6440 -0.0001 37.28 K I 0

2786 ELIYQPTLTEADLSDEQTVTR JW5625 ECK3691 gyrB DNA gyrase, subunit B 130 1211.6033 2 2421.1920 0.0009 51.86 K W 0

2787 ELLDAAIAAK JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 34 507.7953 2 1013.5760 0.0004 40.27 R I 0

2788 ELLDGVSQTLASR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 82 694.8725 2 1387.7304 -0.0002 46.76 R D 0

2789 ELLEDPTR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 32 486.7537 2 971.4928 0.0005 29.45 K L 0

2790 ELLEDPTRLLLDV JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 70 763.4278 2 1524.8410 0.0011 69.03 K - 0

2791 ELLEQNPSFVFFKPQSFAPVK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 31 818.1020 3 2451.2842 0.0002 60.24 R G 0

2792 ELLGMKPDEWR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 17 458.5680 3 1372.6822 0.0012 43.30 K A 0

2793 ELLGQLLLDEIVTR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 86 806.4698 2 1610.9250 0.0008 77.09 K Y 0

2794 ELLGQLLLDEIVTRYDEK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 33 716.3920 3 2146.1542 0.0019 75.87 K N 0

2795 ELLGSPLR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 21 442.7637 2 883.5128 0.0001 36.40 R Q 0

2796 ELLHYCLER 57.021465@C:6 JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 20 411.5412 3 1231.6018 -0.0001 36.69 K E 0

2797 ELLIDESLIGWK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 50 708.3931 2 1414.7716 0.0008 62.35 K E 0

2798 ELLLSNPNSTPDFSVDDSEGVAETNEDF JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 16 1014.4513 3 3040.3321 0.0012 62.46 R - 0

2799 ELLNSLLQGGDTLLLELTK JW4120 ECK4155 yjeP predicted mechanosensitive channel 94 1035.5891 2 2069.1636 0.0016 80.32 R L 0

2800 ELLPGFTAEADQLELLSR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 95 1001.5286 2 2001.0426 0.0008 66.68 R S 0

2801 ELLSIGIQPDILICR 57.021465@C:14 JW2751 ECK2774 pyrG CTP synthetase 77 870.4892 2 1738.9638 -0.0012 63.00 K S 0

2802 ELLSQYDFPGDDTPIVR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 65 982.9838 2 1963.9530 0.0003 54.27 R G JW3943

2803 ELLTNDPFSSR JW0849 ECK0856 ybjP predicted lipoprotein 45 639.8214 2 1277.6282 0.0030 42.81 R T 0

2804 ELLVGFGTQVR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 72 609.8457 2 1217.6768 0.0000 46.55 K S 0

2805 ELMDNMR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 14 454.7018 2 907.3890 -0.0001 27.98 K N 0

2806 ELMPDVELMQK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 60 666.8308 2 1331.6470 0.0006 47.44 K T 0

2807 ELMTISK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 25 411.2257 2 820.4368 0.0004 28.48 R K 0

2808 ELMTISKK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 22 475.2725 2 948.5304 -0.0010 20.66 R A 0

2809 ELMVQHEER JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 50 585.7817 2 1169.5488 -0.0010 20.78 K I 0

2810 ELNADDVVFSFDR JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 71 763.8601 2 1525.7056 0.0008 56.11 R Q 0

2811 ELNAIPAK JW5943 ECK3514 yhjK predicted diguanylate cyclase 21 428.2503 2 854.4860 -0.0001 25.20 R E 0

2812 ELNEFNPQPGEFEQIDEEYKR JW5416 ECK2612 recN recombination and repair protein 29 871.0697 3 2610.1873 0.0000 49.54 K L 0

2813 ELNICTGCGPGAMEAPMK 57.021465@C:5,57.021465@C:8 JW2766 ECK2790 ygdH conserved protein 95 968.4255 2 1934.8364 0.0007 43.36 R G 0

2814 ELNNAVAFNK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 29 560.2927 2 1118.5708 -0.0011 29.32 R A 0

2815 ELNSTQPFQLLETSPQFIYQAQSGLTGR JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 76 1051.8672 3 3152.5798 0.0019 69.93 K D 0

2816 ELNVYLR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 18 453.7558 2 905.4970 0.0001 35.77 K T 0

2817 ELPAALAPMAK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 41 556.3125 2 1110.6104 -0.0003 40.37 K G 0

2818 ELPELTAEFIK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 48 645.3532 2 1288.6918 0.0004 55.18 R R 0

2819 ELPELTAEFIKR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 19 482.6049 3 1444.7929 0.0003 48.34 R F 0

2820 ELPGLIADGR JW0893 ECK0901 cmk cytidylate kinase 61 520.7904 2 1039.5662 0.0001 39.88 R D 0

2821 ELPLTESLALTIDR JW0738 ECK0744 gpmA phosphoglyceromutase 1 83 785.9383 2 1569.8620 0.0007 60.48 K V 0

2822 ELPVPVIGR JW3564 ECK3580 selA selenocysteine synthase 16 490.3005 2 978.5864 0.0003 42.85 R I 0

2823 ELPVVWGVAK JW1941 ECK1956 yedI conserved inner membrane protein 36 549.3212 2 1096.6278 -0.0003 48.35 R G 0

2824 ELQDIGVR JW0907 ECK0915 mukB fused chromosome partitioning proteins 30 465.2562 2 928.4978 0.0000 29.43 R A 0

2825 ELQDTLEAAGDKLQANLLR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 86 700.0433 3 2097.1081 0.0015 59.76 R I 0

2826 ELQLVYNK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 25 503.7818 2 1005.5490 -0.0004 34.53 K A 0

2827 ELQPVLK JW0934 ECK0942 pqiB paraquat-inducible protein B 40 413.7553 2 825.4960 0.0000 28.84 R T 0

2828 ELQTIPK JW4099 ECK4133 aspA aspartate ammonia-lyase 19 414.7451 2 827.4756 0.0004 24.69 K S 0

2829 ELSAALNQQAQR JW4120 ECK4155 yjeP predicted mechanosensitive channel 63 664.8498 2 1327.6850 0.0007 27.30 R M 0

2830 ELSAWMAGAVR JW4349 ECK4378 lplA lipoate-protein ligase A 92 595.8032 2 1189.5918 0.0004 45.85 R - 0

2831 ELSDDLCSLR 57.021465@C:7 JW1279 ECK1281 rnb ribonuclease II 55 604.2838 2 1206.5530 -0.0019 40.66 R A 0

2832 ELSFLNSGVSIR JW5625 ECK3691 gyrB DNA gyrase, subunit B 37 661.3595 2 1320.7044 0.0006 51.19 R L 0

2833 ELSHKLDHEPSAEEIAEQLDKPVDDVSR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 42 797.3946 4 3185.5493 0.0015 45.23 R M 0

2834 ELSWLSFNER JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 38 640.8173 2 1279.6200 0.0004 55.40 K V 0

2835 ELTLLPLNIK JW5878 ECK2532 csiE stationary phase inducible protein 32 577.3631 2 1152.7116 -0.0001 56.80 R H 0

2836 ELTLQPFNHWAFIPVNLILEGVSLLSKPVSLGLR JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 43 1267.7209 3 3800.1409 0.0016 80.82 K L 0

2837 ELTMVFESFGFK JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 20 717.8530 2 1433.6914 0.0014 65.49 R H 0

2838 ELTTVMSNSFGFGGTNATLVMR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 44 1167.0666 2 2332.1186 -0.0006 60.45 R K 0

2839 ELTVIGSWMNYSSPWPGQEWETASR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 51 1456.1714 2 2910.3282 0.0000 70.21 K L 0

2840 ELTVQATTGTNSESDLSSIQDEIK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 143 1283.6221 2 2565.2296 0.0004 49.69 R S 0

2841 ELTVQATTGTNSESDLSSIQDEIKSR JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 65 937.1285 3 2808.3637 0.0012 47.17 R L 0

2842 ELVAHALHR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 40 523.2983 2 1044.5820 -0.0008 22.72 K H 0

2843 ELVEFAGK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 25 446.7425 2 891.4704 0.0003 33.33 K I 0

2844 ELVGEENFYTGIAHGEQER JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 99 1089.5087 2 2177.0028 0.0003 44.00 R L 0

2845 ELVGHQLALPR JW5943 ECK3514 yhjK predicted diguanylate cyclase 15 411.5750 3 1231.7032 -0.0006 35.94 K L 0

2846 ELVHNVALRVEETEDADAFR JW5571 ECK3864 bipA GTP-binding protein 58 771.7197 3 2312.1373 -0.0024 47.44 K V 0

2847 ELVNMIVAQR JW1063 ECK1061 flgE flagellar hook protein 26 586.8269 2 1171.6392 0.0010 43.23 K N 0

2848 ELVQDCR 57.021465@C:6 JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 40 460.2180 2 918.4214 -0.0015 20.27 R S 0

2849 ELVSETLEMLQTCYQQLGK 57.021465@C:13 JW1272 ECK1275 yciM conserved protein 47 1135.5562 2 2269.0978 0.0009 74.39 R T 0

2850 ELVTAAK JW1853 ECK1865 yebC conserved protein 13 366.2186 2 730.4226 0.0001 35.28 R L 0

2851 ELVTMPHHPYTQALIR JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 14 636.0048 3 1904.9926 -0.0004 39.03 K A 0

2852 ELYEVER JW1913 ECK1927 yedD predicted protein 33 469.2354 2 936.4562 0.0011 27.78 R D 0

2853 ELYEVERDGNTIEYDGMTMER JW1913 ECK1927 yedD predicted protein 55 850.7089 3 2549.1049 -0.0001 46.40 R V 0

2854 ELYLGAVVDR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 25 567.8124 2 1133.6102 0.0021 43.47 K S 0

2855 EMANVAYR JW1117 ECK1117 purB adenylosuccinate lyase 21 477.2289 2 952.4432 -0.0004 24.48 K M 0

2856 EMEQTAFSAELTR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 76 756.8528 2 1511.6910 -0.0015 42.03 K A 0

2857 EMFREDEPMPLTSGEFAVLK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 68 776.0426 3 2325.1060 0.0038 57.18 R A 0

2858 EMFTLFGPQFVR JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 24 736.3740 2 1470.7334 0.0004 63.05 K E 0

2859 EMGTGLVVTELMGQGVSAITGDYSR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 14 857.7530 3 2570.2372 0.0016 74.78 K G 0

2860 EMGTVELLTR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 21 574.8032 2 1147.5918 0.0011 42.21 R E 0

2861 EMIISEVR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 25 488.7607 2 975.5068 0.0009 35.34 K N 0

2862 EMIQALADAR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 21 559.2868 2 1116.5590 -0.0007 37.97 K Y 0

2863 EMIYVPGDLFSVNHLTAQNVPNLFAR JW4121 ECK4156 psd phosphatidylserine decarboxylase 30 982.5044 3 2944.4914 0.0010 69.90 R N 0

2864 EMKEELAAALMDSHQQK JW1264 ECK1266 sohB predicted inner membrane peptidase 62 653.6482 3 1957.9228 -0.0010 41.28 K Q 0

2865 EMKELEDR JW4135 ECK4173 purA adenylosuccinate synthetase 52 525.2500 2 1048.4854 -0.0005 20.81 K G 0

2866 EMLIADGIDPNELLNSLAAVK JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 119 1113.5884 2 2225.1622 0.0010 75.23 R S 0

2867 EMLLDAMENPEKYPQLTIR JW0886 ECK0894 pflB pyruvate formate lyase I 74 1146.0743 2 2290.1340 0.0003 57.44 R V 0

2868 EMLPEVR JW3897 ECK3918 glpK glycerol kinase 20 437.2284 2 872.4422 -0.0003 31.94 R R 0

2869 EMLPGIQLESPK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 39 671.3579 2 1340.7012 0.0003 47.98 R I 0

2870 EMLPLCYQEGVAVIPWSPLAR 57.021465@C:6 JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 42 1215.1220 2 2428.2294 0.0012 69.48 R G 0

2871 EMLPVLEAVAK 15.994915@M:2 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 56 608.3365 2 1214.6584 0.0005 45.21 R A 0

2872 EMNGSLGVLAQQLQNAK JW5655 ECK3541 yiaF conserved protein 81 900.9671 2 1799.9196 -0.0003 53.00 R L 0

2873 EMNIADYDAELWQAMEQEK JW2535 ECK2548 glyA serine hydroxymethyltransferase 54 1157.5046 2 2312.9946 0.0017 66.16 R V 0

2874 EMPFYENFYAGGSSTVR JW0172 ECK0176 yaeT conserved protein 90 977.9365 2 1953.8584 0.0018 53.80 K G 0

2875 EMPVNSIWEGSGNIMCLDVLR 57.021465@C:16 JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 88 1210.5745 2 2419.1344 0.0011 69.70 R V 0

2876 EMQDAFAAR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 32 519.7369 2 1037.4592 -0.0008 29.12 R S 0

2877 EMQEIVDSMTIETYK JW2019 ECK2028 wbbI conserved protein 95 908.9214 2 1815.8282 0.0012 52.74 K Q 0

2878 EMQVINR JW5356 ECK2128 yohC predicted inner membrane protein 35 445.2319 2 888.4492 0.0006 23.68 R E 0

2879 EMSRLGVPVVCTVIGEGGSGGALAIGVGDK 57.021465@C:11 JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 18 962.4995 3 2884.4767 -0.0021 74.29 R V 0

2880 EMTLDSR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 35 426.1997 2 850.3848 -0.0006 23.63 R V 0
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2881 EMTSPLSLVISAFAR 15.994915@M:2 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 38 819.4324 2 1636.8502 0.0008 75.90 R V 0

2882 EMVDSMK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 26 420.1856 2 838.3566 0.0002 22.15 R A 0

2883 EMVEANLR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 45 481.2425 2 960.4704 0.0006 26.92 K L 0

2884 EMVELDQ JW5448 ECK2805 ygdI predicted protein 50 432.1946 2 862.3746 0.0005 33.89 K - 0

2885 ENAAGLGLQCTYLTAR 57.021465@C:10 JW5298 ECK1825 yobH predicted protein 18 869.4341 2 1736.8536 0.0021 45.22 K G 0

2886 ENCIFLDNPHQAR 57.021465@C:3 JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 49 538.5871 3 1612.7395 -0.0020 32.82 K R 0

2887 ENDVVLVAGK JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 54 522.2905 2 1042.5664 0.0005 29.81 K G 0

2888 ENELEEAVMSDRDTGAAAEPR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 86 764.0128 3 2289.0166 -0.0013 41.71 R A 0

2889 ENEPFDVALR JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 27 595.2962 2 1188.5778 0.0004 44.46 R R 0

2890 ENEQQYIR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 42 540.2594 2 1078.5042 -0.0001 22.82 R E 0

2891 ENEQQYIREAEAYTNEVQPR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 14 823.0549 3 2466.1429 0.0018 49.44 R A 0

2892 ENESLDNEITAALEVGYLLR JW5832 ECK1954 yedQ predicted diguanylate cyclase 61 1125.0699 2 2248.1252 0.0030 78.06 R L 0

2893 ENFDEWMIPVYAPAPFIPVR JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 21 1196.0971 2 2390.1796 0.0028 75.17 R G 0

2894 ENFDEWMIPVYAPAPFIPVRGEGSR JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 73 959.8063 3 2876.3971 0.0014 67.82 R L 0

2895 ENFEAMQGFHAGWR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 89 840.3725 2 1678.7304 -0.0005 45.18 R K 0

2896 ENISDAMTGLYNR JW5291 ECK1784 yeaJ predicted diguanylate cyclase 83 742.3453 2 1482.6760 -0.0013 46.56 R K 0

2897 ENITNLDACITR 57.021465@C:9 JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 71 710.3487 2 1418.6828 0.0005 39.60 K L 0

2898 ENLSDWDTDSDVLSLLDVVR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 128 1146.0561 2 2290.0976 0.0011 76.75 R N 0

2899 ENNALGAVCAR 57.021465@C:9 JW2133 ECK2139 yeiT predicted oxidoreductase 25 587.7854 2 1173.5562 0.0003 27.20 R V 0

2900 ENNFALPAVNCVGTDSINAVLETAAK 57.021465@C:11 JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 97 1359.6738 2 2717.3330 0.0001 66.63 K V 0

2901 ENNYGLSITFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 47 657.3282 2 1312.6418 0.0007 46.74 K D 0

2902 ENPGWQFSIPDTR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 34 773.8689 2 1545.7232 0.0020 50.40 R I 0

2903 ENPLQIVGTINANHALLAQR JW0323 ECK0329 prpB 2-methylisocitrate lyase 47 724.7346 3 2171.1820 0.0008 56.44 K A 0

2904 ENPWTGVGIGAAIGVVLGVLLSRR JW3069 ECK3089 yqjD conserved protein 47 812.1362 3 2433.3868 0.0013 80.75 R - 0

2905 ENQVVLFEAFK JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 53 662.3509 2 1322.6872 0.0002 53.79 R T 0

2906 ENSEDAREWQSGTFVAPTLIELDDFAELQK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 61 1146.8827 3 3437.6263 0.0001 70.77 R E 0

2907 ENSEDIYAGIEWK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 53 777.3595 2 1552.7044 0.0000 48.88 R A 0

2908 ENTHMLFGDAK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 44 631.7952 2 1261.5758 -0.0003 31.26 K A 0

2909 ENTQEVHAIVPVPIASYLLNEKR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 18 655.8581 4 2619.4033 0.0013 56.54 K S 0

2910 ENVIVGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 25 393.7275 2 785.4404 0.0009 21.92 K L 0

2911 ENVIWFDLHEDEQSLK JW4177 ECK4214 ytfL predicted inner membrane protein 33 667.9902 3 2000.9488 0.0006 54.76 R N 0

2912 ENVMQLFNVLLGDNHGLDIDTLDKDVAHDSR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 75 1165.2395 3 3492.6967 0.0022 74.91 R S 0

2913 ENVTSIIGNGVVLSPAALMK JW4135 ECK4173 purA adenylosuccinate synthetase 108 1007.0567 2 2012.0988 0.0012 62.75 R E 0

2914 EPAILAEISGIVSFGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 52 815.9569 2 1629.8992 0.0015 74.70 K E 0

2915 EPAILAEISGIVSFGKETK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 65 995.0491 2 1988.0836 0.0007 69.54 K G 0

2916 EPALLSGGVTVSGGHVYIGSEK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 49 719.7122 3 2156.1148 0.0034 47.99 K A 0

2917 EPDYLDIPAFLRK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 42 526.2840 3 1575.8302 0.0005 56.76 K Q 0

2918 EPHVDKVETPK JW0107 ECK0110 ampE predicted inner membrane protein 52 639.8366 2 1277.6586 -0.0030 19.59 R A 0

2919 EQAAAQESANLSSK JW2667 ECK2692 alaS alanyl-tRNA synthetase 29 717.3471 2 1432.6796 0.0003 20.57 K A 0

2920 EQAINYLKDDYLPLIR JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 62 655.3550 3 1963.0432 0.0018 56.75 K A 0

2921 EQANVALMFLTGR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 80 725.3805 2 1448.7464 0.0018 60.31 R D 0

2922 EQANVALMFLTGRDNEVDK JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 34 717.3575 3 2149.0507 0.0033 55.49 R I 0

2923 EQAVLMTYYR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 57 637.3158 2 1272.6170 -0.0001 40.21 R N 0

2924 EQCDLLVCGHHHSFINR 57.021465@C:3,57.021465@C:8 JW3894 ECK3915 yiiT stress-induced protein 40 707.9948 3 2120.9626 -0.0009 33.93 K L 0

2925 EQDAPITADQLLAPCDGER 57.021465@C:15 JW3974 ECK4006 aceB malate synthase A 80 1049.9896 2 2097.9646 0.0010 47.72 R T 0

2926 EQDHFVALDTQPK JW1823 ECK1833 yebT conserved protein 69 764.3760 2 1526.7374 0.0010 31.49 K Y 0

2927 EQEVYMGEIPLMTDNGTFVINGTER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 61 1422.1651 2 2842.3156 0.0003 63.87 K V 0

2928 EQGACPWFNETTYAK 57.021465@C:5 JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 45 901.3965 2 1800.7784 0.0007 44.38 K G 0

2929 EQGIAFPNDFRR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 16 483.9126 3 1448.7160 -0.0001 39.01 R D 0

2930 EQGINSVFTQLSEQGIQVLSMR JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 136 1232.6293 2 2463.2440 0.0013 74.31 R N 0

2931 EQGLHFYAAGHHATER JW0700 ECK0699 ybgI conserved metal-binding protein 87 608.6243 3 1822.8511 0.0013 25.34 R G 0

2932 EQGLTPVLCIGETEAENEAGKTEEVCAR 57.021465@C:9,57.021465@C:26 JW3890 ECK3911 tpiA triosephosphate isomerase 45 1030.8165 3 3089.4277 -0.0003 51.87 K Q 0

2933 EQGYMGLHTVGR JW2507 ECK2520 pepB aminopeptidase B 19 449.8875 3 1346.6407 0.0007 30.13 R G 0

2934 EQHVTIPAHQVNAEFFEEGK JW3841 ECK3863 glnA glutamine synthetase 23 578.2842 4 2309.1077 0.0001 41.09 K M 0

2935 EQIEEAAR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 42 473.2353 2 944.4560 -0.0002 19.58 R M 0

2936 EQIIFPEIDYDKVDR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 53 940.4754 2 1878.9362 -0.0001 50.38 R V 0

2937 EQIIFPEIDYDKVDRVR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 13 712.3764 3 2134.1074 0.0017 49.54 R G 0

2938 EQLDGFRR JW3809 ECK3826 rmuC predicted recombination limiting protein 27 510.7643 2 1019.5140 -0.0007 24.37 R Q 0

2939 EQLEIGVNLSGPVDMDLR JW4180 ECK4217 ytfN conserved protein 102 993.0043 2 1983.9940 0.0005 58.73 R A 0

2940 EQLGLSQQAVAER JW2500 ECK2512 yfgA conserved protein 74 714.8748 2 1427.7350 -0.0017 31.91 R L 0

2941 EQLLEVGDFLK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 46 645.8510 2 1289.6874 0.0008 59.66 R K 0

2942 EQLSALMDGETLDSELLNELAHNPEMQK JW2556 ECK2570 rseA anti-sigma factor 45 1052.5015 3 3154.4827 0.0029 69.52 K T 0

2943 EQLSYVIGTEVPVPGGEASAIQSVHITHVEDAANTLR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 39 1296.6642 3 3886.9708 0.0007 93.60 R T 0

2944 EQLTEQLNCYLDLMR 15.994915@M:14,57.021465@C:9 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 104 971.4569 2 1940.8992 0.0020 56.22 R N 0

2945 EQLVLER JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 29 443.7533 2 885.4920 0.0001 29.09 R D 0

2946 EQMLELLQQR 15.994915@M:3 JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 13 652.3374 2 1302.6602 0.0001 33.41 K G 0

2947 EQQGELTSTWDLMLQTR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 77 1018.4920 2 2034.9694 0.0014 60.26 R I 0

2948 EQQLLAEAR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 62 529.2858 2 1056.5570 0.0007 27.97 R S 0

2949 EQQLPFFSLPGTLWR JW5487 ECK2973 glcE glycolate oxidase FAD binding subunit 31 909.9817 2 1817.9488 0.0023 72.42 R I 0

2950 EQQNVSVPMPQLEQANQALVAK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 50 1211.6239 2 2421.2332 0.0010 50.69 R T 0

2951 EQQQDVITR JW0886 ECK0894 pflB pyruvate formate lyase I 62 558.7856 2 1115.5566 -0.0004 20.66 K T 0

2952 EQSQWLGSSNLLGEALR JW4120 ECK4155 yjeP predicted mechanosensitive channel 118 944.4815 2 1886.9484 -0.0002 57.79 R A 0

2953 EQVAYYK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 22 450.7265 2 899.4384 -0.0004 23.36 R E 0

2954 EQVAYYKEDEK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 46 701.3300 2 1400.6454 -0.0004 21.80 R G 0

2955 EQVITDILDQYER JW0306 ECK0312 betT choline transporter of high affinity 61 811.4092 2 1620.8038 0.0043 58.60 K H 0

2956 EQVQQALNAR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 48 578.8066 2 1155.5986 -0.0009 25.33 K K 0

2957 EQVQSMGAEFLELDFKEEAGSGDGYAK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 18 979.1152 3 2934.3238 0.0009 58.39 K V 0

2958 ERAGFEVR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 31 482.2536 2 962.4926 -0.0008 20.45 R D 0

2959 ERAPELMIDGEMHGDAALVEAIRNDR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 34 727.8565 4 2907.3969 0.0001 53.50 R M 0

2960 EREAIVERDEVGAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 14 407.9637 4 1627.8257 -0.0023 21.96 R K 0

2961 ERELPAFR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 30 509.2775 2 1016.5404 0.0001 29.13 R L 0

2962 EREPNITGLGGIFVPSSGIVSYR JW2635 ECK2654 ygaF predicted enzyme 14 816.7673 3 2447.2801 -0.0008 57.43 R D 0

2963 ERFTVLISPHVNK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 30 513.9594 3 1538.8564 -0.0006 36.60 K D 0

2964 ERFTVLISPHVNKDAR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 31 628.0145 3 1881.0217 -0.0006 33.67 K D 0

2965 ERIEGVEFFAVNTDAQALR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 40 722.3717 3 2164.0933 0.0021 53.28 R K 0

2966 ERIEGVEFFAVNTDAQALRK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 19 765.0692 3 2292.1858 -0.0004 47.60 R T 0

2967 ERIQALESILDAEHPNWR JW1298 ECK1300 pspB transcriptional regulator of psp operon 55 726.3750 3 2176.1032 0.0008 52.57 R D 0

2968 ERLDEAQEAAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 37 644.3174 2 1286.6202 -0.0013 20.03 R F 0

2969 ERLDPSEYANVK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 38 710.8565 2 1419.6984 -0.0010 32.16 K A 0

2970 ERLEQAEAER JW0907 ECK0915 mukB fused chromosome partitioning proteins 35 615.8070 2 1229.5994 -0.0005 19.34 R T 0

2971 ERLYIETMEK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 50 656.3338 2 1310.6530 -0.0009 33.36 R V 0

2972 ERMNPETNSIANR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 84 766.3674 2 1530.7202 -0.0005 21.60 R Q 0

2973 ERNEEPEIEEEIDESEDETVDEERVER JW3351 ECK3375 damX predicted protein 96 1111.8170 3 3332.4292 0.0005 45.73 K R 0

2974 ERPDAVLPTMGGQTALNCALELER 57.021465@C:18 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 63 881.1079 3 2640.3019 0.0021 56.19 K Q 0

2975 ERPGVMFADMELIGIPHTIVLGDR JW0190 ECK0194 proS prolyl-tRNA synthetase 67 667.3507 4 2665.3737 0.0018 65.07 K N 0

2976 ERPTIASITFSGNK JW0172 ECK0176 yaeT conserved protein 74 760.9070 2 1519.7994 0.0000 37.34 K S 0

2977 ERQEQQEQEAAELQAVTAIAEGR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 46 862.0923 3 2583.2551 0.0027 53.89 R R 0

2978 ERSPSFGEYYSHPR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 47 571.2656 3 1710.7750 0.0001 28.49 R L 0

2979 ERTELPIGAYQVSGEYAMIK 15.994915@M:18 JW0361 ECK0366 hemB porphobilinogen synthase 45 757.7139 3 2270.1199 -0.0054 47.01 R F 0

2980 ERVVDQLAHIDLTLAQAVAK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 90 730.7467 3 2189.2183 0.0015 60.71 R N 0

2981 ERVYLAEEGGR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 34 426.8853 3 1277.6341 -0.0023 24.55 K K 0

2982 ESADYFR JW2766 ECK2790 ygdH conserved protein 14 444.1983 2 886.3820 0.0000 26.88 K V 0

2983 ESAEPEELVEPFLTR JW1279 ECK1281 rnb ribonuclease II 60 873.4337 2 1744.8528 0.0009 59.36 R F 0

2984 ESALQEHIASVR JW3809 ECK3826 rmuC predicted recombination limiting protein 23 447.2367 3 1338.6883 -0.0008 31.46 R N 0

2985 ESANAIQLR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 17 501.2721 2 1000.5296 -0.0005 27.48 R R 0

2986 ESAPAAAAPAAQPALAAR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 88 817.4360 2 1632.8574 -0.0009 30.15 K S 0

2987 ESAQVFDTK JW4215 ECK4251 valS valyl-tRNA synthetase 13 512.7506 2 1023.4866 -0.0007 24.85 R G 0

2988 ESAVPGVGLGLAICR 57.021465@C:14 JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 36 749.9053 2 1497.7960 -0.0013 49.75 K A 0

2989 ESCGWCTPCR 57.021465@C:3,57.021465@C:6,57.021465@C:9 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 41 656.7470 2 1311.4794 -0.0001 27.22 R D 0

2990 ESDLALMTNAGTEIGVASTK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 116 1004.4995 2 2006.9844 0.0014 52.61 R A 0

2991 ESFHLMVLDLMLPGEDGLSICR 57.021465@C:21 JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 47 844.7485 3 2531.2237 0.0014 74.40 R R 0

2992 ESFSNMR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 36 435.6923 2 869.3700 -0.0001 23.55 R R 0

2993 ESGGTEVVVTFIPEK JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 61 796.4147 2 1590.8148 0.0008 48.81 R T 0

2994 ESGGTEVVVTFIPEKTFTDVQGDTHE JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 94 941.4518 3 2821.3336 0.0041 54.83 R - 0

2995 ESGGTGLGLAIVETAIQQHR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 48 679.6957 3 2036.0653 0.0001 58.09 R G 0

2996 ESGLLGLTEVTSDCR 57.021465@C:14 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 62 818.8968 2 1635.7790 0.0017 50.74 K Y 0

2997 ESIDPIEAVRPAWLTPTVNNIAADLMVR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 101 1031.2134 3 3090.6184 0.0013 74.40 R I 0

2998 ESIEEAVSEVVNALK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 55 808.9227 2 1615.8308 0.0005 79.74 R R 0

2999 ESIEEAVSEVVNALKR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 111 886.9736 2 1771.9326 0.0010 75.09 R L 0

3000 ESIQNQVLEVCGGENIFKDSR 57.021465@C:11 JW0154 ECK0157 btuF vitamin B12 transporter subunit -!- periplasmic-binding component of ABC superfamily 55 808.0604 3 2421.1594 0.0001 50.86 K V 0

3001 ESLADVSDSER JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 44 604.2755 2 1206.5364 0.0000 27.94 R Y 0

3002 ESLEEQTMNMAK JW2773 ECK2797 fucI L-fucose isomerase 78 705.8162 2 1409.6178 0.0012 39.66 R A 0

3003 ESLFWMNVK JW4279 ECK4307 fimC chaperone, periplasmic 42 577.2895 2 1152.5644 0.0006 53.55 R A JW0520

3004 ESLLDEAQGADCLMVKPAGAYLDIVR 57.021465@C:12 JW0361 ECK0366 hemB porphobilinogen synthase 71 945.4744 3 2833.4014 0.0025 64.28 R E 0

3005 ESLMVLR JW1272 ECK1275 yciM conserved protein 35 424.2390 2 846.4634 0.0001 37.71 K D 0

3006 ESLPQMLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 37 487.2606 2 972.5066 0.0004 38.88 K G 0

3007 ESPDYWLEYGNPWEFKR JW3391 ECK3414 glgP glycogen phosphorylase 31 739.3414 3 2215.0024 0.0014 58.51 K H 0

3008 ESPYVNLIVTR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 37 645.8559 2 1289.6972 -0.0007 45.13 K E 0

3009 ESTAYHEAGHAIIGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 76 806.3973 2 1610.7800 0.0000 24.82 K L 0

3010 ESTHEYLK JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 27 503.7457 2 1005.4768 0.0002 19.36 R S 0

3011 ESTVSDIVDSR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 43 604.2939 2 1206.5732 0.0004 33.77 K R 0
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3012 ESVEEVPLQPVNPHSANRPPVVSDAAPDFVK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 29 1108.9002 3 3323.6788 0.0002 46.38 R T 0

3013 ESVGFLVTIK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 17 546.8187 2 1091.6228 0.0002 48.23 R E 0

3014 ESVGFLVTIKELLEDPTR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 62 682.7093 3 2045.1061 0.0016 73.26 R L 0

3015 ESVLPGGAIEGDRDDYAAR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 36 995.9771 2 1989.9396 0.0005 36.76 K L 0

3016 ESVQPRRER JW1379 ECK1381 feaR DNA-binding transcriptional regulator 13 578.8143 2 1155.6140 0.0033 30.30 R Q 0

3017 ESWQDLPQNK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 18 622.7984 2 1243.5822 -0.0010 33.33 K L 0

3018 ESYGYNGDYFLVYPIK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 44 964.4606 2 1926.9066 0.0026 59.14 R V 0

3019 ESYKVPYGAVLAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 53 712.8926 2 1423.7706 -0.0005 38.06 K G 0

3020 ESYTKEDLLASGR JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 42 734.8676 2 1467.7206 0.0002 30.33 R G 0

3021 ETAAIFDLYSHLLSDTR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 19 976.4905 2 1950.9664 -0.0022 66.79 K L 0

3022 ETAAYLTR JW4352 ECK4381 radA predicted repair protein 21 462.7430 2 923.4714 0.0002 25.30 R F 0

3023 ETATTAPVQTASPAQTTATPAAGAK JW3351 ECK3375 damX predicted protein 85 1171.5960 2 2341.1774 0.0012 27.88 K T 0

3024 ETCHEVLK 57.021465@C:3 JW0710 ECK0709 gltA citrate synthase 37 508.2478 2 1014.4810 0.0007 17.49 R E 0

3025 ETDIVTLPIQHDSAAELAQPLDVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 27 868.4568 3 2602.3486 -0.0004 54.35 K D 0

3026 ETDIVTLPIQHDSAAELAQPLDVKDWK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 14 758.8952 4 3031.5517 0.0015 58.36 K K 0

3027 ETDLVTIGNDAWATGNPVFK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 49 1074.5344 2 2147.0542 0.0008 60.82 K G 0

3028 ETEAIGHVVR JW1194 ECK1191 ychF predicted GTP-binding protein 54 555.7981 2 1109.5816 -0.0012 22.36 R C 0

3029 ETFADIGQTLAK JW4346 ECK4375 deoB phosphopentomutase 64 647.3377 2 1292.6608 -0.0004 47.00 R Y 0

3030 ETFEGALK JW0046 ECK0048 kefC potassium:proton antiporter 29 447.7317 2 893.4488 -0.0005 29.55 R T 0

3031 ETGACNVQVIGK 57.021465@C:5 JW3147 ECK3169 yhbY predicted RNA-binding protein 42 638.3218 2 1274.6290 0.0002 26.85 R T 0

3032 ETGEKDALVVMK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 49 660.3471 2 1318.6796 -0.0005 28.86 K G 0

3033 ETGKPIYNAIVWQCR 57.021465@C:14 JW3897 ECK3918 glpK glycerol kinase 37 612.3137 3 1833.9193 -0.0004 43.79 K R 0

3034 ETHSPLQVIFQGSLLESGGRPVTR JW2504 ECK2516 yfhM conserved protein 83 652.8508 4 2607.3741 -0.0029 57.96 K R 0

3035 ETIAKHRHAR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 13 406.8980 3 1217.6722 -0.0020 15.42 M S 0

3036 ETIDEGLWDTLSAR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 82 803.3919 2 1604.7692 0.0011 58.41 K L 0

3037 ETITHHFFVSGIGQK JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 69 850.9410 2 1699.8674 -0.0008 39.09 K K 0

3038 ETLAVCER 57.021465@C:6 JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 35 489.2396 2 976.4646 -0.0002 24.48 R A 0

3039 ETLEDAVKHPEKYPQLTIR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 19 567.5559 4 2266.1945 -0.0011 43.51 R V 0

3040 ETLGDVTHR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 47 514.2616 2 1026.5086 -0.0007 22.91 K I 0

3041 ETLGSYEK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 23 463.7270 2 925.4394 0.0002 23.36 R K 0

3042 ETLGSYEKK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 28 527.7732 2 1053.5318 -0.0023 19.59 R A 0

3043 ETLLTMAER JW0088 ECK0091 murG N-acetylglucosaminyl transferase 73 532.2763 2 1062.5380 0.0002 40.61 R A 0

3044 ETLYESLLSAMYR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 82 788.3898 2 1574.7650 0.0000 69.56 R F 0

3045 ETLYSFDQLK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 52 622.3137 2 1242.6128 -0.0003 45.51 K T 0

3046 ETNYEPQLFLGFATDYR JW3794 ECK3815 pldA outer membrane phospholipase A 41 688.6623 3 2062.9651 0.0014 64.24 R F 0

3047 ETPDLLNFEK JW5905 ECK1406 hrpA ATP-dependent helicase 46 603.3058 2 1204.5970 -0.0005 47.62 R S 0

3048 ETPVPLR JW2049 ECK2058 asmA predicted assembly protein 20 406.2373 2 810.4600 0.0001 25.84 K V 0

3049 ETPYEPMPENVEEIVAQAK JW0590 ECK0591 cstA carbon starvation protein 83 1087.5200 2 2173.0254 0.0006 56.03 K G 0

3050 ETPYVPIPEGGVK JW5791 ECK4344 yjiY predicted inner membrane protein 29 693.3694 2 1384.7242 0.0004 40.82 K I 0

3051 ETQIANMR JW2660 ECK2679 emrA multidrug efflux system 54 481.7399 2 961.4652 0.0002 22.48 K I 0

3052 ETQQMPEVGQR JW2185 ECK2189 ccmE periplasmic heme chaperone 42 651.8089 2 1301.6032 -0.0001 25.76 R L 0

3053 ETSAADVPLAIDHFR JW3561 ECK3577 aldB aldehyde dehydrogenase B 109 821.4146 2 1640.8146 -0.0011 44.66 R Y 0

3054 ETSGVIR JW0120 ECK0123 gcd glucose dehydrogenase 22 381.2113 2 760.4080 0.0001 18.69 R G 0

3055 ETTAQPEGERANLR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 22 524.5971 3 1570.7695 -0.0003 20.21 K V 0

3056 ETTFNELMNQQA JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 22 713.3197 2 1424.6248 0.0007 48.47 K - 0

3057 ETTIVWEKETGKPIYNAIVWQCR 57.021465@C:22 JW3897 ECK3918 glpK glycerol kinase 27 941.1503 3 2820.4291 0.0022 50.86 R R 0

3058 ETTLDPNTRR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 18 601.8099 2 1201.6052 0.0001 19.23 R L 0

3059 ETTSATGKPVLR JW1427 ECK1424 ydcL predicted lipoprotein 24 420.5703 3 1258.6891 0.0010 18.98 K W 0

3060 ETTWFNPGTTSLAEGLPYVGLTEQDVQDAHAR JW2363 ECK2362 dsdA D-serine ammonia-lyase 96 1168.5611 3 3502.6615 -0.0027 64.57 K L 0

3061 ETVDFYDLK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 24 565.2743 2 1128.5340 0.0001 45.10 K G 0

3062 ETVDFYDLKGDLESVLDLTGK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 35 1179.0918 2 2356.1690 0.0005 76.30 K L 0

3063 ETVLNLLALR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 67 571.3506 2 1140.6866 0.0000 60.06 K F 0

3064 ETVPDPFFDAADDVVLVDLPPDDLR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 30 1385.6755 2 2769.3364 -0.0021 73.80 R Q 0

3065 ETVSADVSQFVAGLDQLVSGFDR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 132 1220.6040 2 2439.1934 0.0017 80.58 R T 0

3066 ETWDLFGITFDGHPNLR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 74 1009.4929 2 2016.9712 0.0019 66.42 R R 0

3067 ETWDLFGITFDGHPNLRR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 67 725.3647 3 2173.0723 0.0017 59.87 R I 0

3068 ETYKYADMLAMSAK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 42 811.3834 2 1620.7522 -0.0004 43.01 R K 0

3069 ETYKYADMLAMSAKK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 61 583.9560 3 1748.8462 -0.0014 38.77 R D 0

3070 EVAAQQVSDQQLETAR JW0660 ECK0662 asnB asparagine synthetase B 78 886.9417 2 1771.8688 -0.0011 30.63 K F 0

3071 EVAHLRPR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 33 489.2859 2 976.5572 0.0006 18.18 R T 0

3072 EVAIANPMALPFVSK 15.994915@M:8 JW0120 ECK0123 gcd glucose dehydrogenase 53 801.9324 2 1601.8502 0.0015 50.90 R L 0

3073 EVAQAAIALIDQPK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 99 733.9147 2 1465.8148 0.0008 49.66 R T 0

3074 EVASKANDAAGDGTTTATVLAQAIITEGLK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 78 972.8439 3 2915.5099 0.0012 63.77 K A 0

3075 EVASLCDGDTFSGEQLNLMLQQR 57.021465@C:6 JW0938 ECK0946 ycbZ predicted peptidase 85 1306.1103 2 2610.2060 0.0006 58.97 K E 0

3076 EVAVDDGILGGLKDILFGTTGPR JW4220 ECK4256 yjgR predicted ATPase 60 1172.1321 2 2342.2496 0.0015 77.45 K G 0

3077 EVAVFPAGVADKYWPTVK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 74 989.0275 2 1976.0404 -0.0004 54.43 R R 0

3078 EVDALGGLMAK JW3719 ECK3734 gidA glucose-inhibited cell-division protein 14 552.2920 2 1102.5694 0.0002 44.56 K A 0

3079 EVDFFSIGTNDLTQYTLAVDR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 53 1202.5868 2 2403.1590 -0.0003 71.50 K G 0

3080 EVDIIVTTALIPGKPAPK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 30 931.5537 2 1861.0928 0.0005 50.01 K L 0

3081 EVDVTQLK JW0090 ECK0093 ddlB D-Alanine:D-alanine ligase 14 466.2582 2 930.5018 -0.0004 30.02 K S 0

3082 EVDWTQLDHVIDAVVAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 72 969.5029 2 1936.9912 0.0017 69.17 R I 0

3083 EVEATLMELR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 17 595.8072 2 1189.5998 -0.0014 44.59 K A 0

3084 EVEQALESAVNNAPIWFATPPAER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 44 1320.1605 2 2638.3064 0.0037 67.73 R A 0

3085 EVFGDKSPAISATK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 70 725.3829 2 1448.7512 0.0001 29.17 R A 0

3086 EVFGPVLHVVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 54 626.3638 2 1250.7130 -0.0005 43.09 K Y 0

3087 EVGERPAVK JW5492 ECK2983 yghU predicted S-transferase 42 492.7772 2 983.5398 -0.0001 17.20 K R 0

3088 EVGMDWMSQDLAAR JW1315 ECK1318 ycjF conserved inner membrane protein 88 804.8608 2 1607.7070 -0.0001 52.57 R L 0

3089 EVHDAGGISVGDRWK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 27 542.6056 3 1624.7950 -0.0008 30.43 K A 0

3090 EVHDAPAVR JW3794 ECK3815 pldA outer membrane phospholipase A 45 497.2591 2 992.5036 -0.0002 17.75 K G 0

3091 EVIPFGASLR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 26 544.8084 2 1087.6022 -0.0004 45.47 R Y 0

3092 EVIPPYYSVK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 13 597.8239 2 1193.6332 0.0001 39.21 K E 0

3093 EVIYVDSPSK JW2553 ECK2567 lepA GTP binding membrane protein 48 568.7953 2 1135.5760 0.0000 29.61 R L 0

3094 EVIYVDSPSKLPAVNNIYELR JW2553 ECK2567 lepA GTP binding membrane protein 76 807.1003 3 2418.2791 -0.0004 54.01 R E 0

3095 EVLESRLPGILELSR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 14 570.9966 3 1709.9680 0.0005 52.79 K T 0

3096 EVLIFGGQEVETK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 67 724.8861 2 1447.7576 0.0017 46.43 K R 0

3097 EVLTTNVTPTTGLTPYAR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 67 967.5153 2 1933.0160 0.0003 45.03 R T 0

3098 EVMEALVR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 50 473.7549 2 945.4952 -0.0001 34.36 R H 0

3099 EVNADLIGLSGLITPSLDEMVNVAK JW3979 ECK4011 metH homocysteine-N5-methyltetrahydrofolate transmethylase, B12-dependent 23 1299.6876 2 2597.3606 -0.0015 77.59 K E 0

3100 EVNTGTNLPAQIDLYAVDGDEYK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 32 1263.1062 2 2524.1978 0.0010 55.85 K F JW4083

3101 EVNVPDIGGDEVEVTEVMVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 18 1079.5333 2 2157.0520 0.0010 57.24 K V 0

3102 EVPAAIQK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 40 428.2505 2 854.4864 0.0004 20.89 R A 0

3103 EVPADAYYGVHTLR JW4099 ECK4133 aspA aspartate ammonia-lyase 77 795.8990 2 1589.7834 -0.0004 36.92 R A 0

3104 EVPAFAADAIGYLDAIVASFSEEDAAR JW1117 ECK1117 purB adenylosuccinate lyase 52 933.4560 3 2797.3462 0.0015 80.92 K I 0

3105 EVPFLRR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 18 458.7721 2 915.5296 0.0006 31.63 R Q 0

3106 EVPGVQLTNEGDNR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 48 764.3737 2 1526.7328 0.0003 33.19 K K 0

3107 EVRPDAIICTGR 57.021465@C:9 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 45 693.8614 2 1385.7082 -0.0003 32.14 K S 0

3108 EVSLFSILAK JW2748 ECK2771 ygcF conserved protein 26 553.8265 2 1105.6384 0.0000 61.87 R T 0

3109 EVSNPSAIFLSR JW4352 ECK4381 radA predicted repair protein 44 660.3515 2 1318.6884 0.0004 45.60 R G 0

3110 EVSSLLTDADYR JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 30 684.8355 2 1367.6564 -0.0004 41.95 K S 0

3111 EVSVHREEIYQR JW2666 ECK2691 csrA pleiotropic regulatory protein for carbon source metabolism 33 515.5987 3 1543.7743 -0.0001 23.18 K I 0

3112 EVTTTPLAADDWK JW4135 ECK4173 purA adenylosuccinate synthetase 45 723.8592 2 1445.7038 0.0001 41.72 R G 0

3113 EVTVEDLMK JW0885 ECK0893 pflA pyruvate formate lyase activating enzyme 1 14 532.2707 2 1062.5268 0.0002 45.96 K E 0

3114 EVVDFCHR 57.021465@C:6 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 39 531.2449 2 1060.4752 -0.0007 26.34 K F 0

3115 EVVEEAYAADPEMIASAACDIQAVR 57.021465@C:19 JW3582 ECK3597 cysE serine acetyltransferase 93 1354.6300 2 2707.2454 -0.0015 60.56 R T 0

3116 EVVEQEYR JW3985 ECK4017 pgi glucosephosphate isomerase 33 526.2554 2 1050.4962 -0.0019 22.85 R D 0

3117 EVVIAGPK JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 27 406.7475 2 811.4804 0.0001 25.60 K D 0

3118 EVVIGFGHPVYTIADPR JW0324 ECK0330 prpC 2-methylcitrate synthase 13 624.0003 3 1868.9791 0.0006 49.55 K H 0

3119 EVVLGMAHR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 60 506.2733 2 1010.5320 -0.0010 27.37 R G 0

3120 EVVLPFNKFPGVDPLLGPEMR 15.994915@M:20 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 51 790.7566 3 2369.2480 0.0027 62.67 K S 0

3121 EVVQDPAAGTAGFLIEADRYVK JW4312 ECK4339 hsdM DNA methylase M 19 783.7416 3 2348.2030 0.0018 55.82 R S 0

3122 EVVSLYAHLVQPVLDAQAR JW1315 ECK1318 ycjF conserved inner membrane protein 44 703.3885 3 2107.1437 0.0012 59.31 R R 0

3123 EWANDLDQLINLEK JW5689 ECK3404 malP maltodextrin phosphorylase 73 850.9288 2 1699.8430 0.0013 63.63 K F 0

3124 EWDKADAAFDNR JW1575 ECK1578 ynfB predicted protein 66 719.3232 2 1436.6318 -0.0002 31.98 K D 0

3125 EWGTPCNAQGEAQPLLILGMGK 57.021465@C:6 JW3025 ECK3043 glnE fused deadenylyltransferase -!- adenylyltransferase for glutamine synthetase 13 790.7247 3 2369.1523 0.0015 74.64 R L 0

3126 EWLNADELR JW2635 ECK2654 ygaF predicted enzyme 20 573.2831 2 1144.5516 0.0004 43.17 R E 0

3127 EWQSGTFVAPTLIELDDFAELQK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 70 1319.1583 2 2636.3020 0.0011 73.18 R E 0

3128 EWYFANNYIYDMGR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 56 921.4013 2 1840.7880 0.0001 60.60 K N 0

3129 EYADHIWHIDPVRL JW3391 ECK3414 glgP glycogen phosphorylase 32 588.6338 3 1762.8796 0.0004 50.85 K - 0

3130 EYASFTQEQVDK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 72 722.8330 2 1443.6514 -0.0004 32.38 R I 0

3131 EYASFTQEQVDKIFR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 79 930.9599 2 1859.9052 -0.0002 50.76 R A 0

3132 EYAVQQNINILR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 72 730.8959 2 1459.7772 -0.0010 44.87 R N 0

3133 EYCDLLR 57.021465@C:3 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 26 484.7292 2 967.4438 0.0006 35.51 K R 0

3134 EYCIKPMNCPGHVQIFNQGLK 57.021465@C:3,57.021465@C:9 JW1709 ECK1717 thrS threonyl-tRNA synthetase 45 845.0759 3 2532.2059 -0.0016 42.75 R S 0

3135 EYDAFITNQLR JW1069 ECK1067 flgK flagellar hook-filament junction protein 1 76 685.3412 2 1368.6678 0.0005 45.60 R A 0

3136 EYDLDLITTAPTVVYEVETTSR JW2553 ECK2567 lepA GTP binding membrane protein 75 1258.1276 2 2514.2406 0.0029 69.70 R E 0

3137 EYDTNVLKPFQEVLNDPAPK JW3927 ECK3946 yijP conserved inner membrane protein 77 773.0624 3 2316.1654 0.0015 57.73 R K 0

3138 EYEDKVLTSK JW2703 ECK2728 mutS methyl-directed mismatch repair protein 48 606.3112 2 1210.6078 -0.0002 23.23 K G 0

3139 EYEKPLNVYGYSK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 14 530.5995 3 1588.7767 -0.0006 32.95 R F 0

3140 EYFPANYSAHGRPNIK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 68 932.4602 2 1862.9058 -0.0004 31.00 R D 0

3141 EYLGELFSR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 22 557.2826 2 1112.5506 0.0004 49.41 R G 0

3142 EYLIMTTPYFVPSDDLLHAICTAAQR 57.021465@C:21 JW1241 ECK1243 cls cardiolipin synthase 1 50 1009.1651 3 3024.4735 0.0009 72.94 R G 0
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3143 EYLPASYHEGSK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 28 690.8245 2 1379.6344 -0.0012 26.20 K N 0

3144 EYLPASYHEGSKNPVAR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 72 959.4763 2 1916.9380 0.0000 28.17 K E 0

3145 EYSPLAVK JW4099 ECK4133 aspA aspartate ammonia-lyase 27 453.7502 2 905.4858 0.0000 30.73 K K 0

3146 EYSPLAVKK JW4099 ECK4133 aspA aspartate ammonia-lyase 34 517.7974 2 1033.5802 -0.0006 24.27 K L 0

3147 EYTLASLR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 47 476.7588 2 951.5030 0.0006 38.08 R N 0

3148 EYTLSGSYTF JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 56 584.2641 2 1166.5136 0.0004 52.11 R - 0

3149 EYVLIDTAGVR JW5403 ECK2507 der predicted GTP-binding protein 43 618.3356 2 1234.6566 0.0009 43.12 R K 0

3150 EYWTEYFQIMK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 72 769.3551 2 1536.6956 -0.0002 62.88 K R 0

3151 EYYEKDEELHQVLTQIGSGVFSPEDPGR JW3391 ECK3414 glgP glycogen phosphorylase 68 1074.8464 3 3221.5174 0.0022 60.38 R Y 0

3152 FAAACEHFVSR 57.021465@C:5 JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 37 432.2050 3 1293.5932 0.0007 28.09 R G 0

3153 FAAEIVDISR JW1279 ECK1281 rnb ribonuclease II 35 560.8038 2 1119.5930 0.0007 42.40 R G 0

3154 FAAENKNTYGALASLELAQQFVDKNELEK JW2497 ECK2509 yfgM conserved protein 41 1081.2167 3 3240.6283 -0.0019 60.70 K A 0

3155 FAAEQPENGK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 30 545.7611 2 1089.5076 -0.0014 20.40 R N 0

3156 FAAEQPENGKNHPR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 44 532.2626 3 1593.7660 0.0012 17.91 R N 0

3157 FAALAGAIDEEKVVLESLGSIK JW0361 ECK0366 hemB porphobilinogen synthase 79 754.0867 3 2259.2383 0.0021 70.31 K R 0

3158 FAALAGAIDEEKVVLESLGSIKR JW0361 ECK0366 hemB porphobilinogen synthase 48 806.1202 3 2415.3388 0.0014 65.53 K A 0

3159 FAALTAQNFISDLLVK JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 57 875.9902 2 1749.9658 -0.0006 71.86 R H 0

3160 FAAQAVMGSAK JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 36 540.7788 2 1079.5430 -0.0002 31.51 K M 0

3161 FADFNAGWYASR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 63 702.8203 2 1403.6260 0.0002 48.74 R N 0

3162 FADIHLSR JW3026 ECK3044 ygiF predicted adenylate cyclase 23 320.1748 3 957.5026 -0.0008 32.35 R H 0

3163 FADIVNANINALLEKAEDPQK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 52 771.7416 3 2312.2030 0.0016 63.89 R L 0

3164 FADSESLFR JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 77 536.2589 2 1070.5032 -0.0001 40.60 R E 0

3165 FADVACAGPLLAAELDALGK 57.021465@C:6 JW2893 ECK2922 pgk phosphoglycerate kinase 60 1001.5197 2 2001.0248 0.0008 69.01 K A 0

3166 FAEADAHYHSAPPSR JW1001 ECK1006 putP proline:sodium symporter 70 828.3810 2 1654.7474 -0.0014 22.03 R L 0

3167 FAEADAHYHSAPPSRLQES JW1001 ECK1006 putP proline:sodium symporter 56 704.9962 3 2111.9668 0.0007 27.27 R - 0

3168 FAENAYFIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 56 551.7821 2 1101.5496 0.0001 42.06 R Q 0

3169 FAGDLGQLVAGQIMQSPAGQTQQGQALAATANGIDSNTK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 44 1286.6413 3 3856.9021 0.0006 70.19 R I 0

3170 FAGEEIR JW2117 ECK2122 yehX predicted transporter subunit -!- ATP-binding component of ABC superfamily 40 411.2109 2 820.4072 -0.0007 24.16 R S 0

3171 FAGEQLVK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 58 446.2508 2 890.4870 0.0009 30.51 R G 0

3172 FAGKDVFLK JW5794 ECK4349 mdoB phosphoglycerol transferase I 39 512.7948 2 1023.5750 -0.0003 33.65 R S 0

3173 FAGKPMYR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 51 485.2521 2 968.4896 -0.0006 22.00 K T 0

3174 FAGWTLR JW3794 ECK3815 pldA outer membrane phospholipase A 42 425.7320 2 849.4494 -0.0003 43.61 R D 0

3175 FAIADSGLSVSELVSVAWASASTFR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 53 857.7751 3 2570.3035 0.0018 80.31 K G 0

3176 FAIIDAVNGEEYLSGLAECFHLPEAR 57.021465@C:19 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 87 974.4767 3 2920.4083 0.0017 76.24 K I 0

3177 FAIQIPYALGIIATR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 91 823.9859 2 1645.9572 0.0018 70.01 K S 0

3178 FAIREGGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 18 453.2501 2 904.4856 -0.0023 23.00 R T JW3943

3179 FANSLFVNNWDNR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 68 798.8814 2 1595.7482 0.0001 51.71 R T 0

3180 FANTLLELGIK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 66 609.8581 2 1217.7016 -0.0003 54.06 R K 0

3181 FAPALNVSEEEVTTGLDR JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 23 974.4868 2 1946.9590 0.0006 50.10 R F 0

3182 FAPLNSWPDNVSLDK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 68 851.9255 2 1701.8364 0.0002 53.56 R A 0

3183 FAPLNSWPDNVSLDKAR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 37 643.9993 3 1928.9761 0.0018 48.48 R R 0

3184 FAPYLAK JW2363 ECK2362 dsdA D-serine ammonia-lyase 22 405.2308 2 808.4470 -0.0013 31.07 R A 0

3185 FAQAIHAK JW3975 ECK4007 aceA isocitrate lyase 53 443.2505 2 884.4864 -0.0004 18.81 R Y 0

3186 FAQAIHAKYPGK JW3975 ECK4007 aceA isocitrate lyase 43 665.8669 2 1329.7192 -0.0001 24.36 R L 0

3187 FASLDELK JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 51 461.7478 2 921.4810 0.0003 38.25 R A 0

3188 FASSFYGPFR JW0361 ECK0366 hemB porphobilinogen synthase 45 589.7848 2 1177.5550 -0.0005 47.79 K E 0

3189 FASTHTDSSAQTVSLEDYVSR JW0462 ECK0467 htpG molecular chaperone HSP90 family 35 767.6922 3 2300.0548 -0.0009 41.36 R M 0

3190 FATAGVDVPDSVFYTSAMATADFLR JW0661 ECK0663 nagD UMP phosphatase 74 1326.6367 2 2651.2588 0.0011 76.92 R R 0

3191 FATGDIDHTLLTGVDFMR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 118 1004.9934 2 2007.9722 -0.0001 61.45 K M 0

3192 FATHGGYLLQGK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 65 646.3434 2 1290.6722 0.0002 31.06 R E 0

3193 FATHGGYLLQGKELK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 47 554.6384 3 1660.8934 -0.0004 32.40 R A 0

3194 FATITAYDYSFAK JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 72 749.3665 2 1496.7184 -0.0003 49.52 R L 0

3195 FATLSFDVQK JW0907 ECK0915 mukB fused chromosome partitioning proteins 39 578.3049 2 1154.5952 -0.0019 45.27 R T 0

3196 FATSDLNDLYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 65 657.8198 2 1313.6250 -0.0002 44.25 R R 0

3197 FATSDLNDLYRR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 29 735.8694 2 1469.7242 -0.0020 41.25 R V 0

3198 FAVIGTNWITR JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 46 639.3527 2 1276.6908 -0.0019 53.53 R Q 0

3199 FAVNQYR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 41 449.2323 2 896.4500 -0.0004 27.67 R F 0

3200 FAVQSYAALVLAR JW2504 ECK2516 yfhM conserved protein 99 704.9014 2 1407.7882 0.0008 57.32 K Q 0

3201 FAYGIKDPIYQK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 14 481.5938 3 1441.7596 -0.0009 39.76 K T 0

3202 FAYNINNNGHMLR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 64 782.3784 2 1562.7422 0.0010 36.22 K I 0

3203 FAYVDILQNPDIR JW1646 ECK1650 ydhD conserved protein 63 782.4121 2 1562.8096 0.0004 55.97 R A 0

3204 FCGAEGLNNVITLSTFR 57.021465@C:2 JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 115 949.9752 2 1897.9358 0.0003 59.95 R N 0

3205 FCLPNSR 57.021465@C:2 JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 15 447.2188 2 892.4230 0.0006 30.65 R V 0

3206 FCSTAQQGFNR 57.021465@C:2 JW2501 ECK2513 yfgB predicted enzyme 64 658.2963 2 1314.5780 0.0005 25.28 K N 0

3207 FDAHDFADQAK JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 58 632.7829 2 1263.5512 -0.0008 32.33 R A 0

3208 FDCALGSHAMMR 57.021465@C:3 JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 22 465.8702 3 1394.5888 -0.0004 33.84 R R 0

3209 FDDIAQK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 49 418.7109 2 835.4072 -0.0004 22.42 K V 0

3210 FDDIDLLR JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 33 503.7640 2 1005.5134 0.0003 48.04 R L 0

3211 FDEHFVLDILVDDGHVR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 55 676.0058 3 2024.9956 -0.0001 64.25 R G 0

3212 FDEHHLGADGADRIEFR JW5416 ECK2612 recN recombination and repair protein 33 496.9872 4 1983.9197 0.0012 36.69 K V 0

3213 FDFPDRDDENWLCHSLYLPESESMTR 57.021465@C:13 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 51 1087.1423 3 3258.4051 0.0028 62.14 R R 0

3214 FDFPDRDDENWLCHSLYLPESESMTRR 57.021465@C:13 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 13 1139.1752 3 3414.5038 0.0004 58.55 R S 0

3215 FDFSHNEAMKPEEIR JW2667 ECK2692 alaS alanyl-tRNA synthetase 45 617.2888 3 1848.8446 -0.0021 37.27 R A 0

3216 FDGFVHSIGFAPGDQLDGDYVNAVTR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 68 933.1121 3 2796.3145 0.0001 58.75 K E 0

3217 FDGNACVLLNNNSEQPIGTR 57.021465@C:6 JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 106 1110.0301 2 2218.0456 0.0020 43.50 R I 0

3218 FDGTVEVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 63 447.7322 2 893.4498 0.0003 26.97 R D 0

3219 FDGVLASELADPQLYK JW2101 ECK2107 metG methionyl-tRNA synthetase 107 883.4540 2 1764.8934 0.0000 56.21 R T 0

3220 FDHHSIVGNNWSPALNISQGLGDDFTLK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 99 1028.1727 3 3081.4963 0.0017 59.78 R M 0

3221 FDHRFER JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 19 336.1659 3 1005.4759 -0.0021 20.98 R G 0

3222 FDISVTPQLAAK JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 47 645.3588 2 1288.7030 0.0003 45.63 K A 0

3223 FDKVSNR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 32 433.2297 2 864.4448 -0.0006 15.88 R M 0

3224 FDLEMLK JW3479 ECK3495 hdeD acid-resistance membrane protein 19 448.2336 2 894.4526 0.0005 48.61 K K 0

3225 FDLNPAR JW2504 ECK2516 yfhM conserved protein 18 416.7193 2 831.4240 0.0001 31.32 R N 0

3226 FDMEIEEDLVEEVAR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 101 912.4223 2 1822.8300 0.0005 67.63 R V 0

3227 FDMSEYMER JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 51 604.2410 2 1206.4674 -0.0010 45.21 R H 0

3228 FDPEFEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 25 456.2105 2 910.4064 -0.0007 31.50 R I 0

3229 FDPEFEKISR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 34 423.2157 3 1266.6253 0.0010 35.74 R R 0

3230 FDPSSGCLPK 57.021465@C:7 JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 18 554.2606 2 1106.5066 -0.0001 31.66 K S 0

3231 FDSQQTFTR JW4359 ECK4388 rob DNA-binding transcriptional activator 65 565.2669 2 1128.5192 -0.0008 26.63 R A 0

3232 FDSTDTQLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 61 541.7588 2 1081.5030 -0.0010 26.02 R A 0

3233 FDTIADNENLNISSK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 110 840.9072 2 1679.7998 -0.0003 40.31 K G 0

3234 FDVHTNAEQNLFEPIVR JW5625 ECK3691 gyrB DNA gyrase, subunit B 39 677.0098 3 2028.0076 0.0011 51.47 K V 0

3235 FDVSVEAELGQLGGQEDDVQVNEADALYTNPAQAR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 30 1250.2544 3 3747.7414 -0.0087 65.88 R E 0

3236 FEAVASR JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 15 390.2060 2 778.3974 0.0001 20.97 K W 0

3237 FEAYGWHVIR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 30 426.5523 3 1276.6351 -0.0002 42.89 R D 0

3238 FEELNSTEYQK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 60 694.3222 2 1386.6298 -0.0004 30.35 R R 0

3239 FEELNSTEYQKR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 68 772.3727 2 1542.7308 -0.0006 27.63 R N 0

3240 FEFGPGVR JW1711 ECK1720 ydiY conserved protein 28 454.7346 2 907.4546 -0.0005 38.13 R Y 0

3241 FEGCYHGHADCLLVK 57.021465@C:4,57.021465@C:11 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 42 602.6081 3 1804.8025 -0.0001 32.56 K A 0

3242 FEGNDTSKDAVLR JW0172 ECK0176 yaeT conserved protein 69 726.3591 2 1450.7036 -0.0016 25.50 R R 0

3243 FEGNDTSKDAVLRR JW0172 ECK0176 yaeT conserved protein 45 536.6097 3 1606.8073 0.0010 22.87 R E 0

3244 FEGTALLR JW4218 ECK4254 yjgP conserved inner membrane protein 59 453.7561 2 905.4976 0.0006 36.88 R D 0

3245 FEHDINDNTTIR JW0790 ECK0794 fiu predicted iron outer membrane transporter 26 737.8490 2 1473.6834 -0.0013 27.04 R N 0

3246 FEIYQLIAELAK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 69 719.4032 2 1436.7918 0.0003 76.30 K K 0

3247 FELKPTLEK JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 21 368.8813 3 1103.6221 -0.0005 33.01 R V 0

3248 FENFDINVLR JW2766 ECK2790 ygdH conserved protein 65 633.8272 2 1265.6398 -0.0006 52.53 R R 0

3249 FENFDINVLRR JW2766 ECK2790 ygdH conserved protein 35 474.9209 3 1421.7409 -0.0007 47.41 R E 0

3250 FENGQELPPGTYR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 56 754.3614 2 1506.7082 -0.0020 31.63 R V 0

3251 FEPCGLTQLYGLK 57.021465@C:4 JW3392 ECK3415 glgA glycogen synthase 70 763.3898 2 1524.7650 0.0005 52.70 R Y 0

3252 FEPLNATANQDYQR JW0628 ECK0626 rlpA minor lipoprotein 57 833.8947 2 1665.7748 0.0002 36.05 R D 0

3253 FEQGHPVALNGK JW3140 ECK3161 argG argininosuccinate synthetase 20 432.8943 3 1295.6611 -0.0011 23.30 R T 0

3254 FESEVYILSK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 54 607.8191 2 1213.6236 0.0007 43.96 K D JW3943

3255 FESEVYILSKDEGGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 75 864.9253 2 1727.8360 -0.0005 39.77 K H JW3943

3256 FESEVYILSKDEGGRHTPFFK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 58 829.4165 3 2485.2277 -0.0001 45.49 K G JW3943

3257 FETDKWDVMDADVR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 85 863.8902 2 1725.7658 -0.0009 45.86 R F 0

3258 FEVEKDTIGDIIILPR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 45 620.0158 3 1857.0256 0.0008 57.26 K E 0

3259 FEVGEGIEKVETDFAAEVAAMSK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 50 819.7338 3 2456.1796 0.0013 74.25 R Q 0

3260 FEVPNPNGLLR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 29 628.3435 2 1254.6724 0.0004 49.37 R L 0

3261 FFAERVDKDAVSR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 23 513.9350 3 1538.7832 -0.0008 28.97 K L 0

3262 FFAGAAR JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 47 370.1975 2 738.3804 -0.0008 25.86 R C 0

3263 FFAGGDR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 20 385.1849 2 768.3552 -0.0003 23.47 R S 0

3264 FFDDLTR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 13 457.2242 2 912.4338 -0.0002 40.55 K - 0

3265 FFDNDVNQVPK JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 74 661.8215 2 1321.6284 -0.0018 36.52 R Y 0

3266 FFETQSSK JW1596 ECK1599 ydgH predicted protein 24 487.2347 2 972.4548 -0.0004 23.65 R G 0

3267 FFETVNPLK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 38 547.7979 2 1093.5812 0.0005 44.60 R V 0

3268 FFETVTPIKPDATFVTQR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 69 1049.0549 2 2096.0952 0.0010 49.94 R V 0

3269 FFEVMKGDNVAMVINGDQGTISR JW2425 ECK2427 yfeY predicted protein 81 843.4137 3 2527.2193 -0.0006 53.65 R I 0

3270 FFFDCLAVCVNVKPAPEVR 57.021465@C:5,57.021465@C:9 JW0230 ECK0241 crl DNA-binding transcriptional regulator 50 756.7157 3 2267.1253 0.0020 59.02 R E 0

3271 FFGDDLPDQPAQPFEGLGSGVIINASK JW3203 ECK3223 degQ serine endoprotease, periplasmic 118 1410.1978 2 2818.3810 -0.0003 64.85 K G 0

3272 FFGGLGTLGGGMVLGR JW5012 ECK0154 clcA chloride channel, voltage-gated 65 769.9117 2 1537.8088 0.0013 60.46 K E 0

3273 FFGYTSR JW1195 ECK1192 pth peptidyl-tRNA hydrolase 34 439.2137 2 876.4128 -0.0001 34.45 K V 0
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3274 FFINGIR JW4345 ECK4374 deoA thymidine phosphorylase 32 433.7478 2 865.4810 0.0000 43.38 R D 0

3275 FFQQPALR JW0740 ECK0746 galK galactokinase 27 503.7771 2 1005.5396 0.0001 35.43 R D 0

3276 FFQSTLLHGLPAGWTIYGGTQLADR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 22 917.1419 3 2748.4039 0.0014 63.96 R Y 0

3277 FFQSTLLHGLPAGWTIYGGTQLADRYR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 21 1023.5318 3 3067.5736 0.0068 60.99 R A 0

3278 FFQVYDPAYYDSK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 71 821.8749 2 1641.7352 0.0002 50.69 R T 0

3279 FFSIDGTKLPDAVEEAIEAEMEK JW3143 ECK3165 glmM phosphoglucosamine mutase 52 857.0848 3 2568.2326 0.0022 73.22 K E 0

3280 FFSQPLLLGK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 52 575.3373 2 1148.6600 0.0006 50.41 R N 0

3281 FFTGQITAAGK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 66 570.8052 2 1139.5958 -0.0017 35.53 R V 0

3282 FFTVSDAR JW4028 ECK4060 actP acetate transporter 37 471.7376 2 941.4606 0.0000 34.33 R E 0

3283 FFVASDVHPQTLDVVR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 49 610.6563 3 1828.9471 0.0000 46.50 R T 0

3284 FFWQQTGQDR JW1200 ECK1197 lolB chaperone for lipoproteins 55 656.8072 2 1311.5998 0.0001 44.37 R Y 0

3285 FGADGIVVSNHGGR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 80 693.3495 2 1384.6844 -0.0004 30.31 R Q 0

3286 FGAEVLR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 46 396.2240 2 790.4334 -0.0004 30.89 R A 0

3287 FGAIAGCMVTEGVVK 57.021465@C:7 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 71 769.8875 2 1537.7604 -0.0028 45.73 K R 0

3288 FGAIAGCMVTEGVVKR 57.021465@C:7 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 24 565.6287 3 1693.8643 -0.0002 41.15 K H 0

3289 FGALEYR JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 53 428.2208 2 854.4270 -0.0016 32.68 R S 0

3290 FGANAILAVSLANAK JW2750 ECK2773 eno enolase 124 730.4173 2 1458.8200 0.0006 53.21 K A 0

3291 FGANSVLKPEIK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 53 651.8741 2 1301.7336 -0.0006 35.30 R R 0

3292 FGANVAVR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 70 417.2345 2 832.4544 -0.0011 26.35 R L 0

3293 FGASSLLASLLK JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 69 603.8586 2 1205.7026 0.0008 64.94 R A 0

3294 FGCATRPIPNLPEAR 57.021465@C:3 JW0603 ECK0604 rna ribonuclease I 36 566.9621 3 1697.8645 -0.0026 37.86 R A 0

3295 FGDGHLNER JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 59 522.7457 2 1043.4768 -0.0017 20.58 R I 0

3296 FGDPGVR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 47 374.1926 2 746.3706 -0.0005 22.43 R L 0

3297 FGDVGADTLGHIAEACAK 57.021465@C:16 JW4346 ECK4375 deoB phosphopentomutase 33 611.2934 3 1830.8584 0.0012 44.82 R G 0

3298 FGEAVAAWEMMLKLLPANDTR 15.994915@M:10,15.994915@M:11 JW2182 ECK2186 ccmH heme lyase, CcmH subunit 14 799.0629 3 2394.1669 -0.0044 79.56 R R 0

3299 FGEEEDDIAR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 63 590.7596 2 1179.5046 0.0002 28.61 R L 0

3300 FGEIEEVELGR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 80 639.3230 2 1276.6314 0.0016 44.22 K I 0

3301 FGEIEEVELGRIQK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 26 549.6298 3 1645.8676 0.0000 44.71 K I 0

3302 FGELDYAHMK JW2573 ECK2590 clpB protein disaggregation chaperone 47 404.1902 3 1209.5488 -0.0001 35.98 R E 0

3303 FGETYINR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 62 500.2480 2 998.4814 -0.0007 30.60 K E 0

3304 FGETYINRENFEAMQGFHAGWR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 26 887.4084 3 2659.2034 0.0009 51.81 K K 0

3305 FGFELAAHHDLR JW3125 ECK3144 yhbS predicted acyltransferase with acyl-CoA N-acyltransferase domain 46 471.5737 3 1411.6993 -0.0004 38.85 R C 0

3306 FGFPAQNIVHTESLALGSASFTPMQVAR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 41 992.8415 3 2975.5027 0.0062 62.62 R G 0

3307 FGFPVGPIQLLDEVGIDTGTK JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 52 1102.0872 2 2202.1598 0.0026 77.92 K I 0

3308 FGFTSRK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 26 421.7291 2 841.4436 -0.0010 23.99 K A 0

3309 FGGALMAVK JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 56 447.2494 2 892.4842 0.0001 37.43 R I 0

3310 FGGESVLAGSIIVR JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 86 702.8961 2 1403.7776 0.0003 50.38 R Q 0

3311 FGGKVINVINGK JW3474 ECK3490 slp outer membrane lipoprotein 66 623.3693 2 1244.7240 0.0000 34.46 R T 0

3312 FGGNLTAAEEK JW5283 ECK1749 ydjY predicted protein 67 568.7824 2 1135.5502 -0.0007 27.31 R K 0

3313 FGGNLTAAEEKK JW5283 ECK1749 ydjY predicted protein 50 422.2222 3 1263.6448 -0.0011 23.29 R T 0

3314 FGGQILDTVDIENYISVPKTEGQK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 52 884.4565 3 2650.3477 -0.0014 60.84 R L 0

3315 FGGTSVANAER JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 65 554.7718 2 1107.5290 -0.0018 23.96 K F 0

3316 FGHHGGNHPVKDVEK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 17 553.2784 3 1656.8134 0.0011 12.17 K N 0

3317 FGIDMNTDYTLEEVGK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 128 916.4246 2 1830.8346 0.0000 54.22 R Q 0

3318 FGIDMNTDYTLEEVGKQFDVTR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 103 1289.6107 2 2577.2068 0.0011 63.79 R E 0

3319 FGIGGSNLQGAQR JW2715 ECK2740 truD pseudoruidine synthase 95 652.8387 2 1303.6628 -0.0004 33.12 R W 0

3320 FGIHPVAGR JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 51 477.2693 2 952.5240 -0.0003 27.93 R L 0

3321 FGINENMTHVEK JW1327 ECK1329 uspE stress-induced protein 69 709.8395 2 1417.6644 -0.0016 32.42 K G 0

3322 FGISEGMVMAAGPGGK JW2101 ECK2107 metG methionyl-tRNA synthetase 116 754.8654 2 1507.7162 0.0000 46.51 R D 0

3323 FGISQFSEQVNYQR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 83 851.9125 2 1701.8104 -0.0006 46.79 K A 0

3324 FGLAPLGCGWVIWR 57.021465@C:8 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 20 816.4295 2 1630.8444 0.0001 69.42 K D JW1488

3325 FGLEQVLTQSSWQPPQPR JW0162 ECK0165 glnD uridylyltransferase 33 700.0299 3 2097.0679 0.0035 59.63 R R 0

3326 FGLLEMSR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 52 476.7496 2 951.4846 -0.0001 46.26 R Q 0

3327 FGLLGYEAATLEDVGR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 29 855.9385 2 1709.8624 0.0000 61.13 R E 0

3328 FGLLTDKMPNLLPFQTK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 43 655.0293 3 1962.0661 0.0011 63.29 R L 0

3329 FGLSLVR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 48 396.2422 2 790.4698 -0.0003 43.76 R A 0

3330 FGMAGGSIAANIHLEGDKKPMQGR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 84 829.0858 3 2484.2356 -0.0009 39.69 K A 0

3331 FGNMSGQMR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 45 514.2263 2 1026.4380 0.0005 25.35 R T 0

3332 FGPDAFTVQATR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 50 655.3305 2 1308.6464 0.0002 41.81 R T 0

3333 FGQGEAAPVVAPAPAPAPEVQTK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 84 1116.5865 2 2231.1584 -0.0001 38.33 R H 0

3334 FGREEALNLENK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 36 473.9116 3 1418.7130 -0.0023 31.13 R S 0

3335 FGSELLAK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 42 432.7443 2 863.4740 -0.0012 34.07 K F 0

3336 FGSELLAKFVNILMVDGKK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 49 703.7311 3 2108.1715 0.0011 71.47 K S 0

3337 FGSFVAVDHVNFR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 75 747.8778 2 1493.7410 -0.0006 45.64 R I 0

3338 FGSSISGSHVAIDDIEGAWNSSTQYEGGNK JW3841 ECK3863 glnA glutamine synthetase 75 1038.4745 3 3112.4017 0.0006 54.66 R G 0

3339 FGSTLGHYGVGYGPYVQLPFYGSFTLR JW2343 ECK2340 vacJ predicted lipoprotein 73 995.1641 3 2982.4705 -0.0001 66.12 R D 0

3340 FGSTSELR JW3116 ECK3135 yraM conserved protein 54 448.7271 2 895.4396 -0.0002 23.80 K A 0

3341 FGSVRDEVNELAEELGADVVVIGSR JW0600 ECK0601 uspG universal stress protein UP12 61 887.4560 3 2659.3462 0.0010 77.74 R N 0

3342 FGVAAGSAATLNQGTR JW5280 ECK1721 pfkB 6-phosphofructokinase II 93 760.8947 2 1519.7748 0.0005 33.42 R L 0

3343 FGVDAFITGEVSEQTIHSAR JW0700 ECK0699 ybgI conserved metal-binding protein 59 722.0273 3 2163.0601 0.0003 53.53 R E 0

3344 FGVEDGSVEGLR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 81 632.8121 2 1263.6096 0.0001 39.87 R A 0

3345 FGVPMGYGGPHAAFFAAK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 28 608.9682 3 1823.8828 0.0011 50.00 R D 0

3346 FGVTPAYLVNADVIQIK JW3179 ECK3202 gltB glutamate synthase, large subunit 57 924.5173 2 1847.0200 0.0007 60.85 R V 0

3347 FGWGLTVAIEPPELETR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 25 958.0018 2 1913.9890 0.0003 64.99 R V 0

3348 FGWQAEEAVDIAR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 93 746.3647 2 1490.7148 -0.0005 48.35 R N 0

3349 FGYEFFLADLDGEVR JW3213 ECK3233 tldD predicted peptidase 56 889.4258 2 1776.8370 0.0012 70.45 R A 0

3350 FGYGHYTGIDLAEER JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 19 576.6060 3 1726.7962 0.0011 43.24 K S 0

3351 FGYGYVNLK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 52 530.7769 2 1059.5392 0.0003 43.21 R D 0

3352 FGYGYVNLKDRPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 42 528.9474 3 1583.8204 -0.0003 34.20 R Q 0

3353 FHAGANVGCGR 57.021465@C:9 JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 63 573.2660 2 1144.5174 -0.0021 20.21 K D 0

3354 FHAGQEVLLTGWGVGENHWGGLAEQAR JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 45 730.6128 4 2918.4221 0.0010 54.30 R V 0

3355 FHANEAAIVAQAGYPAAVTIATNMAGR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 18 905.7939 3 2714.3599 0.0000 57.08 K G 0

3356 FHAVGEDSAPVPFVIHLR JW5779 ECK4306 fimI fimbrial protein involved in type 1 pilus biosynthesis 53 664.3539 3 1990.0399 -0.0026 49.27 R E 0

3357 FHAYGQDLIVR JW4180 ECK4217 ytfN conserved protein 52 659.8485 2 1317.6824 -0.0005 37.62 R K 0

3358 FHDWQPDFTPANAR JW0005 ECK0006 yaaA conserved protein 43 567.9306 3 1700.7700 0.0004 41.74 R Q 0

3359 FHFIADK JW5790 ECK4342 yjiA predicted GTPase 39 439.2326 2 876.4506 0.0012 30.82 R Q 0

3360 FHNVTNGITPR JW5689 ECK3404 malP maltodextrin phosphorylase 29 628.3319 2 1254.6492 0.0024 26.70 K R 0

3361 FHVFHDSTNFYGSTGNAR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 38 686.3134 3 2055.9184 -0.0006 35.58 K G 0

3362 FHWKPLAGK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 30 361.8747 3 1082.6023 -0.0003 30.63 R A 0

3363 FIAATNVNDTVPR JW0003 ECK0004 thrC threonine synthase 75 709.3755 2 1416.7364 0.0004 34.59 R F 0

3364 FIASYGTSYK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 60 568.7849 2 1135.5552 0.0003 31.78 R A 0

3365 FIASYGTSYKAPNLGQLYGFYGNPNLDPEK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 46 1108.8788 3 3323.6146 0.0006 58.73 R S 0

3366 FIATNPDTHGR JW0661 ECK0663 nagD UMP phosphatase 19 410.2075 3 1227.6007 0.0012 21.02 R G 0

3367 FICGTQDSHK 57.021465@C:3 JW3592 ECK3607 kbl glycine C-acetyltransferase 25 398.1854 3 1191.5344 -0.0001 18.22 R E 0

3368 FICGTQDSHKELEQK 57.021465@C:3 JW3592 ECK3607 kbl glycine C-acetyltransferase 49 910.4358 2 1818.8570 0.0000 23.01 R L 0

3369 FICIADASK 57.021465@C:3 JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 15 512.7599 2 1023.5052 -0.0006 33.59 K Q 0

3370 FIDAMLAIR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 70 525.2947 2 1048.5748 0.0009 51.15 R A 0

3371 FIDRFSR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 13 314.1717 3 939.4933 0.0007 28.23 R I 0

3372 FIEADFAQVDYTDAVTILENCGR 57.021465@C:21 JW0913 ECK0921 asnS asparaginyl tRNA synthetase 65 1324.1205 2 2646.2264 -0.0008 71.88 R K 0

3373 FIEEEKK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 50 461.7468 2 921.4790 -0.0016 17.66 R G 0

3374 FIEFPEVK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 27 504.7737 2 1007.5328 0.0001 45.62 K G 0

3375 FIEHNPR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 23 304.8276 3 911.4610 -0.0004 18.14 K I 0

3376 FIEQDPEGQYGLEAAFR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 111 985.4685 2 1968.9224 0.0008 52.15 K S 0

3377 FIGELPEECVEEVR 57.021465@C:9 JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 75 853.4092 2 1704.8038 0.0009 47.11 R L 0

3378 FIGHTMADAMPLDPDKNAAR JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 45 543.5147 4 2170.0297 -0.0003 40.58 R D 0

3379 FIGPAGLLAAYR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 59 624.8585 2 1247.7024 -0.0001 56.50 K F 0

3380 FIGSHLAVAFESDPEAEIR JW0907 ECK0915 mukB fused chromosome partitioning proteins 70 1044.5238 2 2087.0330 0.0007 51.59 R Q 0

3381 FILLDEPFAGVDPISVIDIK JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 142 1101.1095 2 2200.2044 0.0013 77.39 K R 0

3382 FILLDEPFAGVDPISVIDIKR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 39 786.4429 3 2356.3069 0.0026 71.92 K I 0

3383 FINELLPVIDSLDR JW2594 ECK2610 grpE heat shock protein 44 822.4544 2 1642.8942 0.0013 68.76 K A 0

3384 FINGLKK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 22 410.2585 2 818.5024 0.0011 21.31 K A 0

3385 FIQSTLHLDIPEDYQER JW0195 ECK0199 metN DL-methionine transporter subunit -!- ATP-binding component of ABC superfamily 50 702.0163 3 2103.0271 -0.0002 49.17 K L 0

3386 FIQVPTTLLSQVDSSVGGK JW3352 ECK3376 aroB 3-dehydroquinate synthase 22 988.5389 2 1975.0632 0.0007 60.22 R T 0

3387 FIREFPDA JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 26 497.7531 2 993.4916 -0.0004 36.89 R - 0

3388 FISNRPCASCEGTR 57.021465@C:7,57.021465@C:10 JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 54 552.2523 3 1653.7351 -0.0001 22.04 K L 0

3389 FITEVAWQAHFVK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 14 525.9488 3 1574.8246 -0.0002 48.65 R N 0

3390 FITFFQGCLMR 57.021465@C:8 JW0885 ECK0893 pflA pyruvate formate lyase activating enzyme 1 55 710.3499 2 1418.6852 0.0013 59.22 R C 0

3391 FITIINNTLSDIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 102 760.4277 2 1518.8408 0.0003 57.61 R R 0

3392 FITIINNTLSDIRR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 34 838.4778 2 1674.9410 -0.0007 51.78 R L 0

3393 FITLVADAR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 18 503.2898 2 1004.5650 -0.0004 40.48 R H 0

3394 FITPDNVQNGVVFWNQYEDALNR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 74 1370.1622 2 2738.3098 0.0010 64.87 K A 0

3395 FIVTPPLFAMK 15.994915@M:10 JW4279 ECK4307 fimC chaperone, periplasmic 42 640.3597 2 1278.7048 0.0002 53.78 R G 0

3396 FIWVQQPGS JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 40 531.2750 2 1060.5354 0.0013 48.73 K - 0

3397 FKAWQPGGAGTDFLTEAHLDLPMEFESIGK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 66 1098.2045 3 3291.5917 0.0007 66.64 K A 0

3398 FKDDVNEVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 35 561.2826 2 1120.5506 -0.0006 21.67 R N 0

3399 FKDHDFAAIADFDMVR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 55 949.4481 2 1896.8816 -0.0013 51.55 R N 0

3400 FKETDLVTIGNDAWATGNPVFK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 61 808.4132 3 2422.2178 0.0010 59.19 K G 0

3401 FKEYWTEYFQIMK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 78 906.9371 2 1811.8596 0.0003 60.00 R R 0

3402 FKGNASVLPADNTLATVTFK JW5283 ECK1749 ydjY predicted protein 74 698.7125 3 2093.1157 -0.0001 46.83 K I 0

3403 FKHPETSTLVR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 31 438.9104 3 1313.7094 0.0003 24.52 R R 0

3404 FKLNDVEDILPESLPLGIR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 29 723.4046 3 2167.1920 0.0032 66.55 R Q 0
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3405 FKLNLGTR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 36 474.7846 2 947.5546 -0.0006 34.69 K E 0

3406 FKLNLGTREMFR 15.994915@M:10 JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 17 764.4090 2 1526.8034 0.0007 30.08 K E 0

3407 FKMPIITFIDTPGAYPGVGAEER JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 60 837.0990 3 2508.2752 0.0030 62.48 R G 0

3408 FKTRPEGVPSRY JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 24 479.5931 3 1435.7575 0.0004 25.19 R - 0

3409 FKTWYHAAPSFINLSIDPDKCNK 57.021465@C:21 JW1504 ECK1504 ydeV predicted sugar kinase 36 688.8448 4 2751.3501 0.0020 49.18 R A 0

3410 FKVGPVPIFYSPYLQLPVGDK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 42 788.7720 3 2363.2942 0.0012 65.25 R R 0

3411 FKVGPVPIFYSPYLQLPVGDKR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 28 630.8566 4 2519.3973 0.0034 60.94 R R 0

3412 FLADDPQAVADLSR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 103 759.3826 2 1516.7506 -0.0016 46.06 R F 0

3413 FLAVPAEALVYTMK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 40 776.9260 2 1551.8374 0.0004 61.20 K G 0

3414 FLAVPAEALVYTMKGDQK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 13 661.0200 3 1980.0382 -0.0008 55.79 K Y 0

3415 FLAYEALLEK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 44 598.8317 2 1195.6488 0.0001 52.98 R Y 0

3416 FLAYEALLEKYPQHHGK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 63 682.0268 3 2043.0586 0.0009 43.11 R I 0

3417 FLDEDEMQR JW0566 ECK0569 ybdG predicted mechanosensitive channel 21 591.7573 2 1181.5000 -0.0023 33.27 R L 0

3418 FLDQVAAK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 52 446.2503 2 890.4860 -0.0002 28.68 R D 0

3419 FLDTQSLVALIR JW4299 ECK4327 yjiN conserved inner membrane protein 76 688.4004 2 1374.7862 -0.0008 63.92 K R 0

3420 FLDVAMR JW0660 ECK0662 asnB asparagine synthetase B 44 426.2258 2 850.4370 0.0000 38.41 K I 0

3421 FLECSESELNR 57.021465@C:4 JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 72 692.3140 2 1382.6134 -0.0002 33.00 R H 0

3422 FLEMLLK JW3564 ECK3580 selA selenocysteine synthase 24 447.2617 2 892.5088 -0.0003 54.27 R - 0

3423 FLENPADPR JW5687 ECK3410 glpG predicted intramembrane serine protease 56 529.7668 2 1057.5190 -0.0002 30.37 R Y 0

3424 FLEVISR JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 38 432.2529 2 862.4912 0.0000 37.78 R T 0

3425 FLFDEYVR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 15 544.7743 2 1087.5340 0.0002 53.74 K Q 0

3426 FLFEKVPVGTR JW0803 ECK0809 ybiS conserved protein 38 431.5835 3 1291.7287 -0.0003 42.08 K V 0

3427 FLFNNGYADQITSVLK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 61 915.4741 2 1828.9336 -0.0022 61.75 R A 0

3428 FLGRNDTER JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 17 369.8557 3 1106.5453 -0.0017 21.77 R R 0

3429 FLGRNDTERR JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 18 632.3314 2 1262.6482 0.0002 19.88 R I 0

3430 FLGVGEKTEALEPFHPDR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 14 511.2641 4 2041.0273 0.0005 45.92 K I 0

3431 FLHDGQWSPK JW0003 ECK0004 thrC threonine synthase 45 607.8010 2 1213.5874 -0.0005 31.90 R A 0

3432 FLHHGIK JW3811 ECK3828 yigP conserved protein 28 426.2480 2 850.4814 0.0001 18.97 K R 0

3433 FLIDSRDTETDSRLDGLSDAFSVFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 29 954.8023 3 2861.3851 0.0018 63.81 R C 0

3434 FLLDGYANETSLLQEMTAR JW5416 ECK2612 recN recombination and repair protein 105 1086.5355 2 2171.0564 -0.0003 67.37 K Y 0

3435 FLLQEVLEK JW0424 ECK0428 yajG predicted lipoprotein 59 559.8265 2 1117.6384 0.0002 54.58 R Q 0

3436 FLNAEIIEDILDR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 94 780.9177 2 1559.8208 0.0014 71.01 K T 0

3437 FLNDPQAFNEAFAR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 113 820.3967 2 1638.7788 -0.0001 51.34 R A 0

3438 FLPDGQRNAIR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 16 643.8511 2 1285.6876 -0.0015 48.35 R L 0

3439 FLPNLHSHR JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 41 560.8039 2 1119.5932 -0.0005 25.29 R F 0

3440 FLPPTPVR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 20 463.7763 2 925.5380 -0.0005 32.81 R M 0

3441 FLPSFIDNIDNLMAK JW2733 ECK2758 cysI sulfite reductase, beta subunit, NAD(P)-binding 100 869.4480 2 1736.8814 0.0007 69.67 R H 0

3442 FLQLYHTR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 34 539.2955 2 1076.5764 -0.0003 33.56 R Y 0

3443 FLREEMGVK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 45 554.7941 2 1107.5736 -0.0010 28.15 K K 0

3444 FLREEMGVKK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 14 412.8973 3 1235.6701 0.0004 24.52 K I 0

3445 FLREGVEDQLILEK JW1715 ECK1724 yniB predicted inner membrane protein 60 844.9640 2 1687.9134 -0.0011 43.30 R A 0

3446 FLSALAGENDPEAK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 89 731.3645 2 1460.7144 -0.0002 38.04 R R 0

3447 FLSAPEAVEYGLVDSILTHRN JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 73 1166.1025 2 2330.1904 -0.0001 67.90 R - 0

3448 FLSELTAAEGLER JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 99 718.3745 2 1434.7344 -0.0009 48.68 R Y 0

3449 FLSGYHQL JW2287 ECK2284 yfbQ predicted aminotransferase 28 482.7482 2 963.4818 0.0004 36.77 R - 0

3450 FLSQPFFVAEVFTGSPGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 107 979.5072 2 1956.9998 0.0012 67.72 R Y 0

3451 FLTDDTR JW5283 ECK1749 ydjY predicted protein 35 434.2146 2 866.4146 0.0013 25.34 R H 0

3452 FLTGYDLR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 49 492.7613 2 983.5080 0.0004 41.37 R H 0

3453 FLTSSNPDHPTGNIFDPR JW5832 ECK1954 yedQ predicted diguanylate cyclase 26 672.3249 3 2013.9529 -0.0015 43.26 R E 0

3454 FLVCNEDIDHIIGYVDSK 57.021465@C:4 JW4177 ECK4214 ytfL predicted inner membrane protein 61 713.0144 3 2136.0214 0.0017 60.85 K D 0

3455 FLVCNEDIDHIIGYVDSKDLLNR 57.021465@C:4 JW4177 ECK4214 ytfL predicted inner membrane protein 32 687.8471 4 2747.3593 0.0005 65.61 K V 0

3456 FLVTIDPLNTETSNFWQNHGELNEVDSSK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 56 1112.2009 3 3333.5809 0.0018 62.67 K I 0

3457 FLWFIESNIE JW0797 ECK0801 dps Fe-binding and storage protein 74 649.3270 2 1296.6394 0.0004 73.80 K - 0

3458 FMAADSHHSIVHAR JW1001 ECK1006 putP proline:sodium symporter 42 526.9243 3 1577.7511 -0.0011 22.76 R R 0

3459 FMADLVAK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 35 447.7410 2 893.4674 -0.0007 37.31 K L 0

3460 FMALGSGVIIDADKGYVVTNNHVVDNATVIK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 84 1087.5708 3 3259.6906 -0.0006 53.56 K V 0

3461 FMASGDTSR JW2504 ECK2516 yfhM conserved protein 48 486.2153 2 970.4160 -0.0018 19.91 R L 0

3462 FMDPLPPMHR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 14 620.8014 2 1239.5882 -0.0011 41.76 R R 0

3463 FMELIDALAQETADMPLHVQTDR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 40 882.0977 3 2643.2713 0.0038 73.62 R V 0

3464 FMGEPEFTIDNADQYPEILR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 97 1193.0570 2 2384.0994 0.0001 61.84 R E 0

3465 FMGEPEFTIDNADQYPEILRER JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 90 890.7550 3 2669.2432 0.0001 57.89 R G 0

3466 FMHLDKDGAIR JW0675 ECK0676 pgm phosphoglucomutase 29 434.8918 3 1301.6536 -0.0015 31.32 R M 0

3467 FMLQDLLGVVSPGLK JW0590 ECK0591 cstA carbon starvation protein 85 808.9583 2 1615.9020 0.0012 74.95 R R 0

3468 FMLQDLLGVVSPGLKR JW0590 ECK0591 cstA carbon starvation protein 66 887.0074 2 1772.0002 -0.0016 68.94 R T 0

3469 FMPLDTENGQVPERLDFELACC 57.021465@C:21,57.021465@C:22 JW0099 ECK0102 yacF conserved protein 56 881.0625 3 2640.1657 0.0000 61.97 R - 0

3470 FMQLQQQISAER JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 87 739.8743 2 1477.7340 -0.0006 38.96 R L 0

3471 FMVANNAELER 15.994915@M:2 JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 65 655.3133 2 1308.6120 -0.0012 31.76 R S 0

3472 FMVMVSSNGGQQHIAK JW5100 ECK0729 tolB periplasmic protein 45 578.6203 3 1732.8391 0.0001 33.89 K Q 0

3473 FNAEVDEPRPGLR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 34 500.5912 3 1498.7518 -0.0011 31.27 R R 0

3474 FNAFGDGVAQLGR JW0755 ECK0761 ybhC predicted pectinesterase 85 676.3413 2 1350.6680 0.0000 46.17 R S 0

3475 FNAIGEAVK JW1596 ECK1599 ydgH predicted protein 21 474.7609 2 947.5072 -0.0003 30.09 R A 0

3476 FNDAVIR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 50 417.7269 2 833.4392 -0.0003 27.10 R S 0

3477 FNDGDFLR JW5689 ECK3404 malP maltodextrin phosphorylase 63 492.2327 2 982.4508 0.0000 39.46 K A 0

3478 FNDSGIVGCLTVTPYYNRPSQEGLYQHFK 57.021465@C:9 JW2463 ECK2474 dapA dihydrodipicolinate synthase 27 848.4109 4 3389.6145 0.0006 52.90 R A 0

3479 FNDSQSLSPWPVSEAMADIVTTSLR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 37 1376.1688 2 2750.3230 0.0010 77.64 R I 0

3480 FNEKLENIER JW3719 ECK3734 gidA glucose-inhibited cell-division protein 14 431.2258 3 1290.6556 -0.0011 29.06 R E 0

3481 FNESEKLLTWGFR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 33 542.9475 3 1625.8207 0.0005 52.18 R F 0

3482 FNGWELDINSR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 61 675.8256 2 1349.6366 0.0002 48.96 K S 0

3483 FNHGAQPPVQSALDGK JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 42 555.9492 3 1664.8258 -0.0014 28.72 R T 0

3484 FNIDADKVNPR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 73 644.8356 2 1287.6566 -0.0005 30.64 K L 0

3485 FNIDSTQVSLTPDKK JW0172 ECK0176 yaeT conserved protein 21 564.9648 3 1691.8726 -0.0003 39.98 R G 0

3486 FNISVGQIYYFTESR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 111 912.4523 2 1822.8900 0.0010 61.46 R T 0

3487 FNLMLETK 15.994915@M:4 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 33 506.2625 2 1010.5104 -0.0002 39.41 K V 0

3488 FNNFINDSLLEGAIDALK JW0405 ECK0409 ribE riboflavin synthase beta chain 112 997.5162 2 1993.0178 0.0022 73.61 R R 0

3489 FNNFINDSLLEGAIDALKR JW0405 ECK0409 ribE riboflavin synthase beta chain 23 717.3795 3 2149.1167 0.0001 69.72 R I 0

3490 FNNQDDALFPNQFVNAR JW5338 ECK2070 mdtA multidrug efflux system, subunit A 61 1005.4778 2 2008.9410 0.0019 51.55 R M 0

3491 FNPIYADHYAMR JW5731 ECK4110 adiA biodegradative arginine decarboxylase 51 749.3510 2 1496.6874 0.0004 38.61 R G 0

3492 FNQGDYFAAVEDKNHSENVSR JW3391 ECK3414 glgP glycogen phosphorylase 46 607.5290 4 2426.0869 -0.0016 37.85 K V 0

3493 FNQIGSLTETLAAIK JW2750 ECK2773 eno enolase 114 803.4463 2 1604.8780 0.0006 57.82 K M 0

3494 FNSLTPEQQR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 32 610.3064 2 1218.5982 -0.0011 25.86 R D 0

3495 FNSSLSEDGQR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 66 620.2838 2 1238.5530 0.0003 24.64 R L 0

3496 FNTLFEK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 40 449.7370 2 897.4594 -0.0001 36.67 R S 0

3497 FNTPVDQLLCDGEQIYGVK 57.021465@C:10 JW1178 ECK1177 dadA D-amino acid dehydrogenase 78 1098.5368 2 2195.0590 0.0021 67.62 R C 0

3498 FNVDYTK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 53 443.7188 2 885.4230 -0.0001 28.16 R V 0

3499 FNVGLVAITDVQNAR JW5503 ECK3026 tolC transport channel 92 808.9415 2 1615.8684 0.0002 54.16 R A 0

3500 FNVPVSDADIEKLPYITFPEGSEEHTYLHAQR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 49 926.4574 4 3701.8005 0.0002 57.58 R Q 0

3501 FNYFIMSK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 65 525.2601 2 1048.5056 0.0005 47.27 K L 0

3502 FPEFRDENIR JW3887 ECK3908 pfkA 6-phosphofructokinase I 32 441.5540 3 1321.6402 -0.0014 35.92 R A 0

3503 FPEKGKTYSINEGNYIK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 17 663.3440 3 1987.0102 0.0049 33.00 R F 0

3504 FPGVEVK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 23 388.2211 2 774.4276 0.0000 30.92 R G 0

3505 FPLAGVHGAER JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 34 577.3088 2 1152.6030 -0.0010 28.85 R R 0

3506 FPLHEMR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 48 465.2367 2 928.4588 0.0000 26.85 R D JW1488

3507 FPLHEMRDDVAFQIINDELYLDGNAR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 140 1031.1697 3 3090.4873 0.0004 66.28 R Q JW1488

3508 FPNDVDPIETR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 58 651.8199 2 1301.6252 0.0000 38.06 R D 0

3509 FPWNFDMR JW2904 ECK2932 speB agmatinase 30 556.7532 2 1111.4918 0.0010 55.81 R E 0

3510 FQADTLAR JW1100 ECK1100 mfd transcription-repair coupling factor 41 461.2425 2 920.4704 -0.0011 27.22 R F 0

3511 FQASDMVR JW2553 ECK2567 lepA GTP binding membrane protein 55 477.2287 2 952.4428 -0.0007 30.79 R V 0

3512 FQASLRD JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 15 418.7156 2 835.4166 -0.0022 25.18 R - 0

3513 FQASWSDLAWK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 68 669.8275 2 1337.6404 0.0000 53.91 R Q 0

3514 FQAYITGMQPMLK JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 79 764.3875 2 1526.7604 -0.0020 50.41 R Y 0

3515 FQDEEVQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 23 525.7457 2 1049.4768 -0.0009 21.15 R D 0

3516 FQDEVGGK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 55 440.2144 2 878.4142 0.0009 21.18 K L 0

3517 FQDVGSFDYGR JW2203 ECK2207 ompC outer membrane porin protein C 72 645.7905 2 1289.5664 -0.0012 39.80 K N 0

3518 FQEQVNAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 61 482.2475 2 962.4804 -0.0016 20.32 R A 0

3519 FQHAVER JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 39 443.7305 2 885.4464 0.0008 17.21 R L 0

3520 FQLADFAPR JW5794 ECK4349 mdoB phosphoglycerol transferase I 41 532.7798 2 1063.5450 -0.0001 49.95 R D 0

3521 FQLSLAFPLWR JW3794 ECK3815 pldA outer membrane phospholipase A 58 689.3883 2 1376.7620 0.0016 70.76 K G 0

3522 FQLTPVDVITAIK JW0451 ECK0456 acrB multidrug efflux system protein 56 722.9244 2 1443.8342 0.0006 62.05 K A 0

3523 FQQIIVMDNGQIIEQGTHAELLAR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 38 908.8091 3 2723.4055 -0.0009 54.25 R Q 0

3524 FQRPYGSYVMENVLFK JW0325 ECK0331 prpD 2-methylcitrate dehydratase 59 660.0014 3 1976.9824 0.0005 52.69 R I 0

3525 FQTPVGPWSLTR JW4180 ECK4217 ytfN conserved protein 39 694.8695 2 1387.7244 -0.0005 52.63 R D 0

3526 FQTTEYPTYK JW0799 ECK0803 ompX outer membrane protein 43 639.3057 2 1276.5968 -0.0008 31.51 K H 0

3527 FQVFGADAMR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 53 571.2766 2 1140.5386 0.0001 44.24 R G 0

3528 FQVFGADAMRGPR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 14 484.5784 3 1450.7134 -0.0006 42.19 R G 0

3529 FRDEGRDVLLFVDNIYR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 32 532.5305 4 2126.0929 0.0018 58.54 K Y 0

3530 FRDEVRPR JW0190 ECK0194 proS prolyl-tRNA synthetase 26 358.8647 3 1073.5723 -0.0008 19.09 K F 0

3531 FRDIQAQPR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 27 565.8072 2 1129.5998 0.0007 17.35 R K JW1463

3532 FREELNETHQLFK JW1264 ECK1266 sohB predicted inner membrane peptidase 59 845.9306 2 1689.8466 -0.0008 35.59 K D 0

3533 FRFNTPVDQLLCDGEQIYGVK 57.021465@C:12 JW1178 ECK1177 dadA D-amino acid dehydrogenase 63 833.7497 3 2498.2273 0.0009 65.29 K C 0

3534 FRPSYFPFTEPSAEVDVMGK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 80 768.7053 3 2303.0941 0.0008 55.06 R N 0

3535 FRPYVGAGINYTTFFDNGFNDHGK JW1248 ECK1250 ompW outer membrane protein W 33 685.0754 4 2736.2725 0.0002 56.23 K E 0
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3536 FRQNLLGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 29 488.2902 2 974.5658 -0.0003 27.07 R R 0

3537 FSAASQPAAPVTK JW0674 ECK0675 seqA regulatory protein for replication initiation 64 637.8399 2 1273.6652 -0.0014 25.92 K E 0

3538 FSADDIQR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 55 476.2300 2 950.4454 -0.0004 28.24 K K 0

3539 FSAGDGGFAPLSAPLFR JW5487 ECK2973 glcE glycolate oxidase FAD binding subunit 44 855.4369 2 1708.8592 0.0019 60.41 R Y 0

3540 FSAPSHIVLENVTFGR JW3630 ECK3645 yicH conserved protein 80 887.4664 2 1772.9182 -0.0027 48.83 R D 0

3541 FSDFALHPK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 20 354.5187 3 1060.5343 0.0001 32.76 K V 0

3542 FSDGEVSVQINENVR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 80 846.9134 2 1691.8122 0.0007 40.29 R G 0

3543 FSDPTVDETTGSVTLR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 21 862.9212 2 1723.8278 0.0014 40.84 K A 0

3544 FSEASGAIEVPADKVHELR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 48 514.5179 4 2054.0425 -0.0008 37.55 R L 0

3545 FSEIYRR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 19 485.7588 2 969.5030 -0.0001 23.12 R S 0

3546 FSELWLR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 34 475.7582 2 949.5018 -0.0002 47.64 K E 0

3547 FSEVCVGHLGK 57.021465@C:5 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 52 616.8079 2 1231.6012 -0.0008 31.47 K E 0

3548 FSEVEQNDKLEWLIR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 78 953.4890 2 1904.9634 0.0003 50.92 R K 0

3549 FSEVEQNDKLEWLIRK JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 56 678.6937 3 2033.0593 0.0012 45.48 R D 0

3550 FSFIDIEPGFDTPQFR JW5871 ECK4336 mcrB 5-methylcytosine-specific restriction enzyme McrBC, subunit McrB 15 958.4660 2 1914.9174 0.0023 66.62 R N 0

3551 FSFSWPLWHNIPQFTSA JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 24 1033.0037 2 2063.9928 0.0035 73.48 R - 0

3552 FSGDSLGDLYELTGVLLPDTPPFETDGR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 28 1004.4902 3 3010.4488 0.0039 79.86 K L 0

3553 FSGGEGINQWYNVTLTEGR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 93 1064.5082 2 2127.0018 -0.0002 54.34 K N 0

3554 FSGVVNPR JW5153 ECK1064 flgH flagellar protein of basal-body outer-membrane L ring 16 438.2392 2 874.4638 -0.0023 24.82 R T 0

3555 FSHLVEPGLNWKPTFIDEVKPVNVEAVR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 41 805.9345 4 3219.7089 0.0007 55.04 K E 0

3556 FSIALLNQAVER JW1411 ECK1407 ydcF conserved protein 81 680.8828 2 1359.7510 0.0000 54.20 R V 0

3557 FSIDDFQK JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 49 500.2429 2 998.4712 0.0004 42.63 R G 0

3558 FSIDKLTNTDLSFGPFK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 73 965.5010 2 1928.9874 -0.0010 59.99 R E 0

3559 FSIGFGK JW0171 ECK0175 yaeL zinc metallopeptidase 32 378.2079 2 754.4012 -0.0002 40.63 R A 0

3560 FSISFIR JW5063 ECK0452 ylaC predicted inner membrane protein 18 435.2476 2 868.4806 0.0000 49.44 R K 0

3561 FSLEGGDALIPMLK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 100 745.9000 2 1489.7854 0.0005 62.10 R E 0

3562 FSLFTLTVDTHHPDGFISR JW5794 ECK4349 mdoB phosphoglycerol transferase I 19 730.7050 3 2189.0932 0.0026 57.38 R T 0

3563 FSLGAGVGVVEHPYK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 49 780.4145 2 1558.8144 0.0000 43.25 K D 0

3564 FSLVEVTQSPSLLLQGMVGSQMPIAVSHGEGR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 61 1118.9114 3 3353.7124 0.0012 72.18 R V 0

3565 FSPAQLDAEALINLLRPLTPR JW2734 ECK2759 cysJ sulfite reductase, alpha subunit, flavoprotein 48 779.1096 3 2334.3070 0.0009 76.85 R L 0

3566 FSPGQRVVLASNGSQVTVSPR JW1633 ECK1637 slyB outer membrane lipoprotein 42 729.3947 3 2185.1623 0.0018 37.08 R - 0

3567 FSPGYMAMAHQLPVAGVVEAVIDGVR JW1615 ECK1618 add adenosine deaminase 29 905.4652 3 2713.3738 0.0017 76.21 R E 0

3568 FSPSVSLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 40 446.7481 2 891.4816 0.0003 33.07 R R 0

3569 FSPSVSLRR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 27 524.7981 2 1047.5816 -0.0008 28.21 R M 0

3570 FSRPVADTTR JW0790 ECK0794 fiu predicted iron outer membrane transporter 34 383.8719 3 1148.5939 0.0001 20.06 K T 0

3571 FSSAFSALAETLDNQEER JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 107 1007.9716 2 2013.9286 0.0007 59.85 R E 0

3572 FSSAFSALAETLDNQEEREK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 64 758.0295 3 2271.0667 0.0011 55.61 R L 0

3573 FSSAFSALAETLDNQEEREKLTIEPSVK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 83 1047.1980 3 3138.5722 0.0002 59.99 R N 0

3574 FSTQMMYQQNMR 15.994915@M:11 JW1070 ECK1068 flgL flagellar hook-filament junction protein 64 790.8358 2 1579.6570 -0.0011 34.32 R G 0

3575 FSTVQGGAGSADTVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 99 726.8567 2 1451.6988 -0.0017 26.73 R D 0

3576 FSTYATWWIR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 47 665.8326 2 1329.6506 0.0001 56.97 K Q JW5437

3577 FSVEAPK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 48 389.2106 2 776.4066 -0.0001 27.68 K T 0

3578 FSVGYAVQNFNATVSTK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 102 916.9633 2 1831.9120 0.0016 51.45 K Q 0

3579 FSVVGYYLYGAPANGNTLQGQLFLRPLR JW2504 ECK2516 yfhM conserved protein 66 1038.8893 3 3113.6461 0.0009 66.57 K E 0

3580 FSVVPPGTGICHQVNLEYLGK 57.021465@C:11 JW1268 ECK1271 acnA aconitate hydratase 1 18 772.4001 3 2314.1785 0.0004 51.37 R A 0

3581 FSVVTPQISAAGVEHLDTILQPYINVEPGR JW1823 ECK1833 yebT conserved protein 66 1084.2415 3 3249.7027 -0.0008 70.46 R G 0

3582 FSWTPTWLPQGFSEVSSSR JW2555 ECK2569 rseB anti-sigma factor 19 1100.0291 2 2198.0436 0.0004 65.85 K R 0

3583 FTAAEFR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 33 421.2137 2 840.4128 -0.0002 30.81 K A 0

3584 FTAEGVQEIDYK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 77 700.3406 2 1398.6666 0.0000 37.61 R D 0

3585 FTAEGVQEIDYKDIATLK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 110 1021.0286 2 2040.0426 0.0012 50.19 R N 0

3586 FTAEGVQEIDYKDIATLKNYITESGK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 14 734.1246 4 2932.4693 -0.0012 60.22 R I 0

3587 FTALGPYIR JW0230 ECK0241 crl DNA-binding transcriptional regulator 46 519.2922 2 1036.5698 -0.0007 43.45 K E 0

3588 FTDMIDGQTITR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 111 699.3400 2 1396.6654 -0.0002 39.86 R Q 0

3589 FTDNVNQTQSDKPVENPGIAAR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 99 801.0625 3 2400.1657 -0.0015 30.04 R F 0

3590 FTDYQTR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 36 465.7191 2 929.4236 -0.0006 21.00 R S 0

3591 FTDYYNLAYNKR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 67 784.3799 2 1566.7452 -0.0015 38.38 K G 0

3592 FTEGAFKDWGYQLAR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 65 596.9619 3 1787.8639 0.0007 48.99 K E 0

3593 FTEVGYVGK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 46 500.2608 2 998.5070 -0.0002 29.82 K E 0

3594 FTEVGYVGKEVDSIIR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 47 604.6563 3 1810.9471 0.0007 50.89 K D 0

3595 FTEVGYVGKEVDSIIRDLTDAAVK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 40 875.7975 3 2624.3707 0.0008 76.33 K M 0

3596 FTGAEFIVHFLEQQGIK JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 24 655.3477 3 1963.0213 0.0009 73.77 R I 0

3597 FTGANTLEVEGENGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 53 783.3750 2 1564.7354 -0.0014 32.16 K T 0

3598 FTGEVSLTGQPFVMEPSK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 75 977.4846 2 1952.9546 -0.0007 51.70 K T 0

3599 FTGIPNFAPELFR JW5873 ECK4366 prfC peptide chain release factor RF-3 37 754.8987 2 1507.7828 0.0005 63.91 K R 0

3600 FTGNVIGDIVDAQYK JW4351 ECK4380 serB 3-phosphoserine phosphatase 96 820.4200 2 1638.8254 0.0001 56.01 K A 0

3601 FTGQVLPTAK JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 21 531.3035 2 1060.5924 0.0008 32.04 K K 0

3602 FTGVDRK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 34 411.7273 2 821.4400 0.0005 17.16 K N 0

3603 FTGWYDVDLSEK JW0738 ECK0744 gpmA phosphoglyceromutase 1 25 730.3405 2 1458.6664 -0.0002 51.46 R G 0

3604 FTIAASFGNVHGVYKPGNVVLTPTILR JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 81 957.8670 3 2870.5792 -0.0016 55.74 R D 0

3605 FTKPVTGGYYFAPSLDK JW2424 ECK2426 yfeX conserved protein 40 630.9926 3 1889.9560 -0.0004 44.06 R L 0

3606 FTLGPEAVVDKVR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 18 477.6050 3 1429.7932 0.0003 44.31 R H 0

3607 FTLVSAQQLSMAK JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 67 712.3844 2 1422.7542 0.0001 47.30 K Q 0

3608 FTNTSGFANK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 61 543.7643 2 1085.5140 -0.0001 24.51 K T 0

3609 FTNVTNGVTPR JW3391 ECK3414 glgP glycogen phosphorylase 53 603.3170 2 1204.6194 -0.0006 28.87 R R 0

3610 FTPETVASLQAEVGTLTK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 25 946.5040 2 1890.9934 -0.0004 58.64 K L 0

3611 FTPQMTVR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 29 490.2550 2 978.4954 -0.0004 30.02 R E 0

3612 FTQPFSLVNQPDAVGAPINAGDFAEQINHIR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 131 1122.9007 3 3365.6803 0.0009 62.92 K N 0

3613 FTSIGPLMEK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 38 561.7958 2 1121.5770 -0.0020 41.87 R I 0

3614 FTSVILATTEDTWGQQFEK JW2460 ECK2471 ypfJ conserved protein 89 1101.0422 2 2200.0698 0.0011 60.98 K M 0

3615 FTTDLTLK JW2049 ECK2058 asmA predicted assembly protein 13 469.7633 2 937.5120 0.0000 38.03 R D 0

3616 FTTFDDVDDATIAEWTGLSR JW1938 ECK1953 yedP conserved protein 43 754.0188 3 2259.0346 0.0015 68.27 K S 0

3617 FTTIHIQELACVSR 57.021465@C:11 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 70 837.9350 2 1673.8554 -0.0004 45.25 R D 0

3618 FTVGIYDDVTNLSLPLPENTLPNSAK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 61 1409.7277 2 2817.4408 -0.0028 66.25 R L 0

3619 FTVLISPHVNK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 64 627.8636 2 1253.7126 -0.0005 37.34 R D 0

3620 FTVLISPHVNKDAR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 61 798.9460 2 1595.8774 -0.0010 34.67 R D 0

3621 FTYSYQFGLFDK JW0230 ECK0241 crl DNA-binding transcriptional regulator 69 758.3624 2 1514.7102 0.0021 56.27 R A 0

3622 FTYSYQFGLFDKAGDWK JW0230 ECK0241 crl DNA-binding transcriptional regulator 50 691.6638 3 2071.9696 0.0017 57.23 R S 0

3623 FVAAVAVDEYQPVTLVYLAR JW2504 ECK2516 yfhM conserved protein 107 1112.6050 2 2223.1954 0.0014 64.10 R A 0

3624 FVAGFIGSPK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 59 511.7873 2 1021.5600 0.0004 39.82 R M 0

3625 FVAINFEPVVGEILEK JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 33 902.4987 2 1802.9828 0.0010 69.36 R I 0

3626 FVAQQKVDSSGFQTEPVAADGK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 60 770.3848 3 2308.1326 -0.0011 33.48 R L 0

3627 FVDEEVLPGTGLDAAAFWR JW2943 ECK2970 glcB malate synthase G 105 1047.0215 2 2092.0284 0.0019 65.45 R N 0

3628 FVDEHTLALDCPDGSVETLTAEK 57.021465@C:11 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 64 849.7357 3 2546.1853 0.0006 47.77 R F 0

3629 FVDLIEIDAASR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 72 674.8591 2 1347.7036 0.0002 52.64 R T 0

3630 FVDRGERPFVLGPTHEEVITDLIR JW0190 ECK0194 proS prolyl-tRNA synthetase 40 699.6267 4 2794.4777 0.0009 51.98 R N 0

3631 FVDVEITDVYPNSLR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 90 883.9521 2 1765.8896 0.0009 54.89 K G 0

3632 FVEFYGDGLDSLPLADR JW1268 ECK1271 acnA aconitate hydratase 1 96 957.4682 2 1912.9218 0.0011 60.14 K A 0

3633 FVELYPVLQQQAQTDGKR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 19 707.3756 3 2119.1050 -0.0013 45.98 R I 0

3634 FVESVDVAVNLGIDAR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 96 852.4521 2 1702.8896 0.0006 83.13 K K 0

3635 FVETVAALAHHEGMGAR JW0328 ECK0334 codA cytosine deaminase 78 599.3017 3 1794.8833 -0.0003 38.41 R V 0

3636 FVFQILR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 46 461.7792 2 921.5438 0.0002 52.20 R S 0

3637 FVGVAGPR JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 27 401.7323 2 801.4500 0.0003 26.10 R M 0

3638 FVHYCPR 57.021465@C:5 JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 35 326.8251 3 977.4535 -0.0007 23.29 K T 0

3639 FVIACGSRPYHPTDVDFTHPR 57.021465@C:5 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 33 618.8025 4 2471.1809 0.0003 38.66 K I 0

3640 FVIGGPMGDCGLTGR 57.021465@C:10 JW2909 ECK2937 metK methionine adenosyltransferase 1 104 768.8682 2 1535.7218 -0.0007 47.37 R K 0

3641 FVIPTSHR JW1462 ECK1461 narY nitrate reductase 2 (NRZ), beta subunit 17 478.7689 2 955.5232 -0.0007 27.75 R E 0

3642 FVKHPIYGK JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 31 544.8160 2 1087.6174 -0.0003 20.52 R F 0

3643 FVLADVK JW1716 ECK1725 yniC predicted hydrolase 13 396.2367 2 790.4588 -0.0001 35.73 R L 0

3644 FVLESPLVNGR JW5065 ECK0482 ybbJ conserved inner membrane protein 36 615.8454 2 1229.6762 -0.0005 47.08 R G 0

3645 FVLESVNGKPVTSDKNPPEISFGEK JW1374 ECK1376 hslJ heat-inducible protein 92 906.8040 3 2717.3902 -0.0011 44.34 R M 0

3646 FVLNQPANARPK JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 63 677.8831 2 1353.7516 -0.0001 27.80 R E 0

3647 FVMPGAALNEDEFR JW5280 ECK1721 pfkB 6-phosphofructokinase II 62 798.3800 2 1594.7454 0.0004 51.62 R Q 0

3648 FVNILMVDGK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 33 568.3128 2 1134.6110 0.0003 49.46 K K 0

3649 FVNILMVDGKK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 55 632.3596 2 1262.7046 -0.0010 43.63 K S 0

3650 FVPAALVEAILNSPR JW5063 ECK0452 ylaC predicted inner membrane protein 75 798.9593 2 1595.9040 0.0005 73.42 R V 0

3651 FVPDTQAPLGIR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 30 657.3632 2 1312.7118 -0.0021 40.81 R Q 0

3652 FVQAYQSDEVYEAANK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 64 931.4344 2 1860.8542 0.0012 36.71 K V 0

3653 FVQAYQSDEVYEAANKVFNGGAVK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 48 878.7655 3 2633.2747 -0.0016 54.58 K G 0

3654 FVQDMVK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 40 433.7256 2 865.4366 -0.0001 28.30 R A 0

3655 FVQQFGNQLAK JW0907 ECK0915 mukB fused chromosome partitioning proteins 58 640.3430 2 1278.6714 -0.0007 34.46 R L 0

3656 FVTDLNQPVSVYMTPK JW5401 ECK2504 guaB IMP dehydrogenase 79 919.9713 2 1837.9280 -0.0003 50.86 R E 0

3657 FVTLEDTPLIGVTQSYSCSLEQISDFR 57.021465@C:18 JW4359 ECK4388 rob DNA-binding transcriptional activator 22 1035.8413 3 3104.5021 0.0007 74.56 K H 0

3658 FVVEGDLR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 28 467.7531 2 933.4916 -0.0003 33.53 K R 0

3659 FVVEGDLRR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 34 545.8035 2 1089.5924 -0.0007 30.35 K E 0

3660 FVVPSSHR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 40 464.7537 2 927.4928 0.0001 24.44 R E 0

3661 FVVQYATDSMTSQGK 15.994915@M:10 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 35 839.3919 2 1676.7692 -0.0023 33.35 K G 0

3662 FVYISLYR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 26 530.7949 2 1059.5752 -0.0001 48.65 R M 0

3663 FWAGYSWQDNSDGSGAVRPDR JW2504 ECK2516 yfhM conserved protein 62 791.0208 3 2370.0406 -0.0009 44.74 R V 0

3664 FWKDSGIAVDLTSAGMR JW0934 ECK0942 pqiB paraquat-inducible protein B 47 618.6449 3 1852.9129 -0.0013 50.22 R V 0

3665 FWLPAGSFATSVVR JW2715 ECK2740 truD pseudoruidine synthase 78 769.4125 2 1536.8104 0.0016 59.55 R E 0

3666 FWNVSGVDANVSISGAK JW1823 ECK1833 yebT conserved protein 66 875.9411 2 1749.8676 -0.0010 49.53 R V 0
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3667 FWSGIELSR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 20 547.7853 2 1093.5560 0.0004 47.03 K L 0

3668 FWVESEKR JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 30 540.7772 2 1079.5398 -0.0001 27.92 R F 0

3669 FYDASSYAGK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 68 554.7509 2 1107.4872 0.0000 28.80 K T 0

3670 FYDAVSTFK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 30 539.2663 2 1076.5180 0.0002 39.14 R I 0

3671 FYDEQGLCDQLYTHLAQALNR 57.021465@C:8 JW5878 ECK2532 csiE stationary phase inducible protein 50 1278.1026 2 2554.1906 -0.0005 65.10 R S 0

3672 FYDIDEGEILMDGHDLR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 93 1019.4646 2 2036.9146 -0.0002 54.59 R E 0

3673 FYDVLLVDTAGR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 104 684.8615 2 1367.7084 -0.0001 53.39 K L 0

3674 FYEHHGVDPVGIFR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 55 558.2792 3 1671.8158 -0.0001 40.83 R A 0

3675 FYGKPDGK JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 14 304.4920 3 910.4542 -0.0008 17.91 K A 0

3676 FYGVQFHPEVTHTR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 61 859.4253 2 1716.8360 -0.0013 35.91 R Q 0

3677 FYHEPSDNLR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 50 426.5348 3 1276.5826 -0.0009 25.85 R L 0

3678 FYLDVQK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 38 456.7447 2 911.4748 -0.0004 36.48 R Q 0

3679 FYLSMEDALMR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 64 688.3226 2 1374.6306 -0.0006 56.96 R I 0

3680 FYPNQDCSSLGQ 57.021465@C:7 JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 49 708.2985 2 1414.5824 0.0002 35.89 K - 0

3681 FYRPLGR JW3785 ECK3807 yigB predicted hydrolase 20 303.5082 3 907.5028 -0.0001 27.43 R I 0

3682 FYTDGPR JW4198 ECK4234 treC trehalose-6-P hydrolase 28 428.2034 2 854.3922 0.0000 23.31 R A 0

3683 FYTEEGIFDLVGNNTPIFFIQDAHK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 95 972.4798 3 2914.4176 -0.0001 73.79 K F 0

3684 FYVINAAK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 34 463.2604 2 924.5062 -0.0006 33.78 R I 0

3685 FYWYDAR JW1090 ECK1090 ycfL predicted protein 14 510.7323 2 1019.4500 0.0000 44.60 R G 0

3686 GAAESVGGAASFPQHITLR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 48 623.6584 3 1867.9534 -0.0008 41.39 K T 0

3687 GAAGFWVENGEIQYPVSEITIAGNLK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 82 1382.2032 2 2762.3918 0.0004 65.56 R D 0

3688 GAAGGHTATHHASAAPARPQPVE JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 41 731.0302 3 2190.0688 0.0009 12.33 K - 0

3689 GAAGTQYDDSNMGQNK 15.994915@M:12 JW5503 ECK3026 tolC transport channel 42 836.8472 2 1671.6798 0.0004 12.50 R V 0

3690 GAANDLR JW5736 ECK4138 yjeI conserved protein 36 358.6880 2 715.3614 0.0001 17.10 R N 0

3691 GAAPQEVVSAIR JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 31 599.3327 2 1196.6508 -0.0005 35.43 K S 0

3692 GAAYSTPDEK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 28 519.7404 2 1037.4662 -0.0003 20.12 R Y 0

3693 GAAYSTPDEKYEK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 55 729.8411 2 1457.6676 0.0002 21.80 R Y 0

3694 GADAPGIALTDGEILSGIFLR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 101 1043.5630 2 2085.1114 0.0009 74.95 K L 0

3695 GADEELVK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 58 430.7215 2 859.4284 -0.0002 22.42 K H 0

3696 GADEGIELLIR JW2003 ECK2016 hisC histidinol-phosphate aminotransferase 23 593.3276 2 1184.6406 0.0005 52.05 R A 0

3697 GADKQVIGQVAADLR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 65 514.2861 3 1539.8365 -0.0004 39.63 K A 0

3698 GADTSNSIYIDGIR JW0790 ECK0794 fiu predicted iron outer membrane transporter 59 741.3652 2 1480.7158 0.0001 40.00 R D 0

3699 GADVALIGTPDGVK JW5475 ECK2910 rpiA ribosephosphate isomerase, constitutive 53 656.8588 2 1311.7030 -0.0003 39.25 R T 0

3700 GADVDLQAEK JW0622 ECK0620 tatE TatABCE protein translocation system subunit 66 523.2608 2 1044.5070 -0.0017 23.92 K L 0

3701 GADVGITMIAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 89 552.2980 2 1102.5814 0.0010 39.89 R S 0

3702 GAEAALTALEMINVLK 15.994915@M:11 JW0405 ECK0409 ribE riboflavin synthase beta chain 98 830.4540 2 1658.8934 0.0021 62.84 K A 0

3703 GAEAMQAAGLK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 49 523.7686 2 1045.5226 0.0000 27.05 K F 0

3704 GAELANSFKPDVIIALGGGSPMDAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 90 1265.1548 2 2528.2950 0.0007 58.60 K I 0

3705 GAEQAETVR JW3904 ECK3925 ftsN essential cell division protein 39 480.7404 2 959.4662 -0.0010 17.44 R A 0

3706 GAEQIYIPVLIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 40 672.4005 2 1342.7864 0.0004 56.06 R K 0

3707 GAEQIYIPVLIKK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 34 491.3010 3 1470.8812 0.0001 48.33 R R 0

3708 GAEQLGIYR JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 29 503.7688 2 1005.5230 -0.0012 31.69 R H 0

3709 GAEVEMLSADFLK JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 73 705.3531 2 1408.6916 0.0008 56.21 R T 0

3710 GAFAMGGMAAFIPSKDEEHNNQVLNK JW3974 ECK4006 aceB malate synthase A 73 926.1109 3 2775.3109 0.0001 49.31 R V 0

3711 GAFAYISDQQK JW1200 ECK1197 lolB chaperone for lipoproteins 55 614.3040 2 1226.5934 0.0004 34.77 R V 0

3712 GAFTGAQTLR JW2214 ECK2213 atoC fused response regulator of ato opeon, in two-component system with AtoS 14 511.2752 2 1020.5358 0.0007 27.88 K Q 0

3713 GAFTGAQTLRQGLFER JW2214 ECK2213 atoC fused response regulator of ato opeon, in two-component system with AtoS 14 584.6443 3 1750.9111 -0.0005 70.38 K A 0

3714 GAFVSEVLPGSGSAK JW3203 ECK3223 degQ serine endoprotease, periplasmic 52 703.3695 2 1404.7244 -0.0004 40.56 R A 0

3715 GAFVSQVLPNSSAAK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 70 738.3971 2 1474.7796 0.0016 39.02 R A 0

3716 GAGEPVSFATV JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 38 517.7615 2 1033.5084 0.0005 45.01 R - 0

3717 GAGLGGGHDER JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 41 513.2412 2 1024.4678 -0.0008 15.52 R E 0

3718 GAGLVDFIHSESR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 67 694.3517 2 1386.6888 -0.0004 45.15 K L 0

3719 GAHIYAEIVGYGATSDGADMVAPSGEGAVR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 80 974.4630 3 2920.3672 0.0010 48.45 R C 0

3720 GAIFGLTR JW3897 ECK3918 glpK glycerol kinase 54 417.7453 2 833.4760 0.0001 39.88 R G 0

3721 GAIIPGLLGVGEPLIYGVTLPR JW2422 ECK2424 murP fused predicted enzyme IIBC components of PTS 57 1103.1541 2 2204.2936 0.0004 73.66 R M 0

3722 GAISAQQLDDDR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 74 644.8100 2 1287.6054 -0.0001 28.85 R A 0

3723 GAISAQQLDDDRAAAESAR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 52 648.9838 3 1943.9296 -0.0002 33.77 R A 0

3724 GAISFDNLSGASASQR JW1823 ECK1833 yebT conserved protein 126 790.8865 2 1579.7584 -0.0005 40.70 K K 0

3725 GAITGVDTSK JW1427 ECK1424 ydcL predicted lipoprotein 33 474.7535 2 947.4924 0.0000 21.16 R E 0

3726 GAITGVDTSKEGLQFYEVVPVALVVAGTQMATGHR JW1427 ECK1424 ydcL predicted lipoprotein 108 1201.2940 3 3600.8602 -0.0011 74.79 R T 0

3727 GAITIATR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 59 401.7424 2 801.4702 -0.0005 24.99 K E 0

3728 GAIVGIIGPNGAGK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 33 612.3590 2 1222.7034 0.0001 39.05 K S 0

3729 GAIVRAEFK JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 31 495.7900 2 989.5654 -0.0003 24.43 R A 0

3730 GAIVTGK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 33 323.2000 2 644.3854 -0.0002 18.61 K V 0

3731 GAKPVHWCVDCR 57.021465@C:8,57.021465@C:11 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 25 495.5671 3 1483.6795 -0.0018 25.95 K S 0

3732 GALDCSGVK 57.021465@C:5 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 58 453.7211 2 905.4276 0.0000 21.38 R D 0

3733 GALDCSGVKDR 57.021465@C:5 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 66 589.2851 2 1176.5556 0.0000 20.10 R K 0

3734 GALDCSGVKDRK 57.021465@C:5 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 17 435.8907 3 1304.6503 -0.0005 17.64 R Q 0

3735 GALDTLGNR JW5165 ECK1118 hflD predicted lysogenization regulator 44 458.7458 2 915.4770 -0.0004 28.10 K I 0

3736 GALDVGATAINEEMK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 96 759.8775 2 1517.7404 0.0010 45.58 R L 0

3737 GALLLDISGVIVDKPDSSQR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 75 695.0513 3 2082.1321 0.0000 57.31 R F 0

3738 GALQQEMTR JW2117 ECK2122 yehX predicted transporter subunit -!- ATP-binding component of ABC superfamily 24 517.2576 2 1032.5006 -0.0015 24.10 R I 0

3739 GALVDDIVYTIALTAIQSAQQQ JW2294 ECK2291 pta phosphate acetyltransferase 14 773.4128 3 2317.2166 0.0000 81.37 R - 0

3740 GAMALFGEK JW2667 ECK2692 alaS alanyl-tRNA synthetase 63 462.2366 2 922.4586 0.0004 40.42 K Y 0

3741 GAMALFGEKYDER JW2667 ECK2692 alaS alanyl-tRNA synthetase 48 743.8532 2 1485.6918 -0.0004 40.00 K V 0

3742 GAMSFGK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 28 349.1703 2 696.3260 -0.0004 23.22 K S 0

3743 GAMTNHWVDIK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 41 636.3132 2 1270.6118 -0.0009 34.82 R N JW1470

3744 GANEAIDFNDELR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 80 732.3419 2 1462.6692 0.0003 42.89 R N 0

3745 GANFDKYAGQDIVSNASCTTNCLAPLAK 57.021465@C:18,57.021465@C:22 JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 94 996.1399 3 2985.3979 0.0019 48.15 K V 0

3746 GANFGYDNLVVDMLGFSIMKK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 32 773.7224 3 2318.1454 0.0014 74.20 R V 0

3747 GANFIAVHEMLDGFR JW0797 ECK0801 dps Fe-binding and storage protein 69 838.9144 2 1675.8142 0.0002 55.42 R T 0

3748 GANFIAVHEMLDGFRTALIDHLDTMAER JW0797 ECK0801 dps Fe-binding and storage protein 76 1048.5196 3 3142.5370 0.0041 77.03 R A 0

3749 GANKEEAEKLAR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 65 439.2369 3 1314.6889 -0.0003 18.03 R E 0

3750 GANQVVMGER JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 37 530.7635 2 1059.5124 -0.0007 22.86 R E 0

3751 GAPQDAEQMGISLAEELLNNGAR JW5932 ECK3799 hemC hydroxymethylbilane synthase 28 795.3901 3 2383.1485 0.0048 76.22 R E 0

3752 GAQATDIVVLVVAADDGVMPQTIEAIQHAK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 20 1020.8732 3 3059.5978 0.0017 73.22 R A 0

3753 GAQLASDDNMLPDSQR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 113 859.3943 2 1716.7740 0.0003 35.49 R G 0

3754 GAQLFVTR JW3138 ECK3158 nusA transcription termination/antitermination L factor 26 446.2557 2 890.4968 -0.0006 31.40 R S 0

3755 GAQNGCIIAGDNPDAALALEK 57.021465@C:6 JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 103 1049.5160 2 2097.0174 0.0014 45.37 K A 0

3756 GAQTIEATSVK JW3361 ECK3385 yrfF predicted inner membrane protein 76 552.7978 2 1103.5810 -0.0011 22.87 K Q 0

3757 GAQVENIQR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 51 507.7686 2 1013.5226 -0.0027 20.93 R F 0

3758 GASAVPLVGR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 21 463.7755 2 925.5364 0.0019 30.62 K A 0

3759 GASGIDGLLSTAAGVQR JW5374 ECK2258 menD bifunctional 2-oxoglutarate decarboxylase -!- SHCHC synthase 23 786.9208 2 1571.8270 0.0004 51.49 R A 0

3760 GASIITTSSIQAYQPSPHLLDYAATK JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 18 911.8082 3 2732.4028 0.0007 52.79 K A 0

3761 GASIYNPWR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 47 532.2696 2 1062.5246 -0.0001 41.35 K N 0

3762 GASIYNPWRNPK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 49 701.8647 2 1401.7148 -0.0005 34.17 K L 0

3763 GASKGEGLGNQFLTNIR JW1194 ECK1191 ychF predicted GTP-binding protein 26 587.9792 3 1760.9158 -0.0010 40.92 K E 0

3764 GASNTYDHLIIR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 26 453.9052 3 1358.6938 -0.0005 34.01 R G 0

3765 GASPLSAGDVTNDLSHVR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 25 898.4518 2 1794.8890 0.0030 43.12 K K 0

3766 GASPLSAGDVTNDLSHVRK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 101 962.4975 2 1922.9804 -0.0005 38.01 K I 0

3767 GASQNIIPSSTGAAK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 28 701.3705 2 1400.7264 0.0005 27.67 R A 0

3768 GASYSWYLYSANR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 67 769.3572 2 1536.6998 0.0001 46.97 R L JW1463

3769 GATAEQLLEHLGNGK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 27 513.2707 3 1536.7903 0.0005 44.55 R S 0

3770 GATGLGLK JW3949 ECK3977 rplL 50S ribosomal subunit protein L7/L12 26 358.7187 2 715.4228 0.0001 23.04 R E 0

3771 GATIAAGTTVTR JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 66 559.8114 2 1117.6082 -0.0009 24.01 K N 0

3772 GATLLTPNLSEFEAVVGK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 49 923.5017 2 1844.9888 0.0005 63.43 R C 0

3773 GATPAASDIQEAK JW4072 ECK4104 proP proline/glycine betaine transporter 24 629.8176 2 1257.6206 0.0006 23.08 K E 0

3774 GATVELADGVEGYLR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 99 775.3968 2 1548.7790 0.0006 51.06 K A 0

3775 GATVLPHGTGR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 52 533.2935 2 1064.5724 -0.0003 20.34 R S 0

3776 GAVAAALATLVTPAAALLALISPSEGEANQCR 57.021465@C:31 JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 56 777.4202 4 3105.6517 0.0024 80.75 R T 0

3777 GAVASLTSVAK JW0886 ECK0894 pflB pyruvate formate lyase I 66 502.2930 2 1002.5714 0.0005 30.46 K L JW5522

3778 GAVETAEKLDAPLIVVATQGGK JW1666 ECK1672 pykF pyruvate kinase I 57 723.0710 3 2166.1912 0.0014 53.71 R S 0

3779 GAVIQLTPQTEAVR JW2049 ECK2058 asmA predicted assembly protein 62 741.9172 2 1481.8198 -0.0003 38.00 K S 0

3780 GAVIQLTPQTEAVRSEDAPVAPR JW2049 ECK2058 asmA predicted assembly protein 28 802.4308 3 2404.2706 -0.0003 39.39 K D 0

3781 GAVLSIHK JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 40 412.7521 2 823.4896 -0.0021 20.79 R G 0

3782 GAVPGATGSDLIVKPAVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 64 840.4880 2 1678.9614 -0.0004 35.91 K A 0

3783 GAVPGATGSDLIVKPAVKA JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 75 876.0062 2 1749.9978 -0.0011 37.20 K - 0

3784 GAVQGIAELITRPGLMNVDFADVR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 34 848.1199 3 2541.3379 0.0005 67.88 K T 0

3785 GAVVFDNTEFR JW0755 ECK0761 ybhC predicted pectinesterase 54 627.8103 2 1253.6060 0.0019 41.87 R V 0

3786 GAWVAVVNR JW2577 ECK2593 yfiO predicted lipoprotein 54 486.2744 2 970.5342 -0.0006 35.85 R V 0

3787 GAWVAVVNRVEGMLR JW2577 ECK2593 yfiO predicted lipoprotein 68 828.9538 2 1655.8930 -0.0001 62.48 R D 0

3788 GAWVAVVNRVEGMLRDYPDTQATR JW2577 ECK2593 yfiO predicted lipoprotein 19 902.1265 3 2703.3577 0.0027 65.00 R D 0

3789 GAYWDSEIK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 16 534.7532 2 1067.4918 -0.0005 37.25 K R 0

3790 GAYWDSEIKR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 58 612.8038 2 1223.5930 -0.0004 32.14 K A 0

3791 GCDGPWGPHAK 57.021465@C:2 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 52 591.2612 2 1180.5078 -0.0005 22.24 R L 0

3792 GCETKPITGLAGK 57.021465@C:2 JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 70 666.3525 2 1330.6904 -0.0011 24.65 R T 0

3793 GCGALDWGMQSR 57.021465@C:2 JW1510 ECK1510 lsrF predicted aldolase 47 669.2895 2 1336.5644 -0.0008 40.66 K L 0

3794 GCGITVDQAER 57.021465@C:2 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 68 603.2825 2 1204.5504 -0.0001 25.38 R L 0

3795 GDAELAQSISMTR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 40 689.8354 2 1377.6562 0.0004 37.98 R A 0

3796 GDATVLVVGADDKVETRPIVASQAIGDK JW0452 ECK0457 acrA multidrug efflux system 51 942.1732 3 2823.4978 0.0001 43.19 R W 0

3797 GDAWIDVVNPATEAVISR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 69 638.3306 3 1911.9700 0.0009 59.31 R I 0
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3798 GDDFITLNAEQAMQGAADILR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 93 1125.0494 2 2248.0842 0.0048 72.43 R Q 0

3799 GDDNKNSGDAPAAAPGNNETTEPVGTTK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 50 910.0803 3 2727.2191 -0.0028 23.51 K - 0

3800 GDEAGDQLLSDALALEAAGAQLLVLECVPVELAK 57.021465@C:27 JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 92 1160.2710 3 3477.7912 0.0001 80.82 R R 0

3801 GDEATVYKR JW1631 ECK1635 ydhA predicted lipoprotein 24 346.8449 3 1037.5129 -0.0012 18.07 K D 0

3802 GDEVLTNGGLVGR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 80 643.8387 2 1285.6628 0.0002 35.88 K V 0

3803 GDGEQVAGGETVANWDPHTMPVITEVSGFVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 83 1085.8514 3 3254.5324 0.0021 64.05 K F 0

3804 GDGFDLNDFLEQLR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 75 819.8917 2 1637.7688 0.0002 73.16 K Q 0

3805 GDIAILADSGIR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 62 600.8329 2 1199.6512 0.0003 46.93 K N 0

3806 GDIDANAFQHKPYLDQQLK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 82 1101.0527 2 2200.0908 -0.0005 39.18 K D 0

3807 GDIDANAFQHKPYLDQQLKDR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 76 824.7468 3 2471.2186 -0.0008 36.63 K G 0

3808 GDIPEAEAILASIKPAGVVSR JW5943 ECK3514 yhjK predicted diguanylate cyclase 34 698.3918 3 2092.1536 0.0007 59.70 K A 0

3809 GDISEFAPR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 54 496.2457 2 990.4768 -0.0002 34.76 R I 0

3810 GDKVLYAHASR JW5501 ECK3007 ygiQ conserved protein 14 608.8265 2 1215.6384 0.0024 35.03 K I 0

3811 GDLDILVATDVAAR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 52 714.8886 2 1427.7626 0.0007 53.20 R G 0

3812 GDLESVLDLTGK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 88 623.8300 2 1245.6454 0.0002 53.48 K L 0

3813 GDLESVLDLTGKLNEVEFR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 62 712.0398 3 2133.0976 0.0021 64.68 K A 0

3814 GDLGVEIGDPELVGIQK JW1843 ECK1855 pykA pyruvate kinase II 49 869.9657 2 1737.9168 0.0020 52.36 R A 0

3815 GDLGVEIPVEEVIFAQK JW1666 ECK1672 pykF pyruvate kinase I 91 921.9974 2 1841.9802 0.0028 65.67 R M 0

3816 GDLGVVWER JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 36 515.7699 2 1029.5252 0.0007 41.70 R Q 0

3817 GDLTGVAQAGTVSEK JW4220 ECK4256 yjgR predicted ATPase 37 716.8673 2 1431.7200 -0.0007 30.19 K L 0

3818 GDLVARFGADPTLKR JW3149 ECK3171 dacB D-alanyl-D-alanine carboxypeptidase 16 808.4495 2 1614.8844 0.0002 36.19 K Q 0

3819 GDMLSMEDVLEILR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 101 810.9025 2 1619.7904 0.0005 75.38 R I 0

3820 GDNFISSELFVLAALESR JW2573 ECK2590 clpB protein disaggregation chaperone 69 984.5089 2 1967.0032 0.0033 78.48 R G 0

3821 GDPVITIAPLSWK JW1606 ECK1609 ydgA conserved protein 46 698.8955 2 1395.7764 0.0003 56.96 K N 0

3822 GDQDMILLLSK JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 26 616.8314 2 1231.6482 0.0001 53.62 K K 0

3823 GDQYPIALEGALK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 46 687.8671 2 1373.7196 0.0006 48.59 R L 0

3824 GDSNNLADKVR JW2667 ECK2692 alaS alanyl-tRNA synthetase 62 594.8016 2 1187.5886 -0.0007 20.86 K S 0

3825 GDSTIYLLMQ JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 32 570.7842 2 1139.5538 0.0006 58.34 R - 0

3826 GDTSWVPPEMIER JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 37 758.8587 2 1515.7028 0.0001 48.57 R I 0

3827 GDTYNGQFFTSGPLIDGVLGMK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 69 1159.0621 2 2316.1096 0.0000 68.10 R A 0

3828 GDVILDTPLAK JW5932 ECK3799 hemC hydroxymethylbilane synthase 26 571.3272 2 1140.6398 0.0009 42.62 R V 0

3829 GDVISDGPEAPHDILR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 99 845.9230 2 1689.8314 -0.0008 38.79 R L 0

3830 GDVLADGPSTDLGELALGQNMR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 108 1115.0449 2 2228.0752 0.0010 57.66 R V 0

3831 GDVLQVSGDAR JW0831 ECK0838 ybjL predicted transporter 29 558.7856 2 1115.5566 -0.0005 28.64 K R 0

3832 GDVQAYQDIR JW5312 ECK1895 otsA trehalose-6-phosphate synthase 77 582.7860 2 1163.5574 0.0003 28.77 R H 0

3833 GDVVYLDLR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 13 525.2854 2 1048.5562 0.0010 44.77 R H 0

3834 GDWQNEVNVR JW0886 ECK0894 pflB pyruvate formate lyase I 50 608.7891 2 1215.5636 0.0004 33.63 K D 0

3835 GDYAVNVNYNVQNAGEKPLEISSFGQLK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 90 1018.8430 3 3053.5072 -0.0023 52.29 R Q 0

3836 GDYGGYKDDSGVHHLNVLDFQR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 59 831.3910 3 2491.1512 -0.0005 42.42 R Q 0

3837 GDYPDDAVFTGSVDIMQGNSR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 111 1122.4974 2 2242.9802 0.0001 54.15 K L 0

3838 GDYVTPTQPFSELSFRPTK JW0120 ECK0123 gcd glucose dehydrogenase 19 724.0322 3 2169.0748 0.0006 49.87 K D 0

3839 GEAASNPEVIAR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 43 607.3117 2 1212.6088 -0.0010 24.49 K T 0

3840 GEADAMICGTVGDYHEHFSVVK 15.994915@M:6,57.021465@C:8 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 75 813.3638 3 2437.0696 0.0018 40.69 R N 0

3841 GEAEIESIR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 16 502.2570 2 1002.4994 0.0011 27.38 R S 0

3842 GEAELASTDPVTIEAEELFITSPEGK JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 40 1367.1725 2 2732.3304 0.0024 66.17 R T 0

3843 GEAIAAFMQEAPFIGR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 43 854.4306 2 1706.8466 0.0016 63.03 K T 0

3844 GEAIGVIAAQSIGEPGTQLTMR 15.994915@M:21 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 109 1108.0727 2 2214.1308 -0.0006 49.80 K T 0

3845 GEALLSKGDK JW2497 ECK2509 yfgM conserved protein 35 509.2820 2 1016.5494 -0.0007 19.31 R Q 0

3846 GEATAHLIEDIPTGIYTIPEISSVGK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 30 904.4767 3 2710.4083 0.0016 61.94 K T 0

3847 GEAYKKPDHYEEIHMPK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 20 518.7528 4 2070.9821 -0.0011 26.56 K N 0

3848 GEDVEKLR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 41 473.2530 2 944.4914 -0.0013 20.04 K K 0

3849 GEDVVVPGLFAVGEIACVSVHGANR 57.021465@C:17 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 72 1276.6501 2 2551.2856 0.0004 66.19 K L 0

3850 GEEAIALALK JW2504 ECK2516 yfhM conserved protein 18 507.7952 2 1013.5758 0.0002 41.76 R T 0

3851 GEETPTLSYMLPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 29 733.3661 2 1464.7176 0.0006 49.09 K L 0

3852 GEEVSRPSDDILFEIAQLAAQGVR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 38 867.4482 3 2599.3228 -0.0015 73.98 R E 0

3853 GEFFAKSVK JW0159 ECK0162 yaeH conserved protein 14 506.7752 2 1011.5358 -0.0030 17.58 K F 0

3854 GEFYQQLTNDLETAR JW3592 ECK3607 kbl glycine C-acetyltransferase 84 892.9260 2 1783.8374 -0.0003 54.73 R A 0

3855 GEGDAEAAKLFADAFSKDPDFYAFIR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 76 951.1247 3 2850.3523 0.0021 69.80 R S 0

3856 GEGDSVHAGTVVQDGSVLFR JW0473 ECK0478 copA copper transporter 33 677.3345 3 2028.9817 -0.0048 43.80 K A 0

3857 GEGGILVNK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 53 443.7533 2 885.4920 0.0000 25.27 R N 0

3858 GEGGYLLNK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 57 475.7506 2 949.4866 -0.0002 28.36 R H 0

3859 GEGGYLLNKHGER JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 32 477.2434 3 1428.7084 -0.0027 22.57 R F 0

3860 GEGLGNQFLTNIR JW1194 ECK1191 ychF predicted GTP-binding protein 82 709.8731 2 1417.7316 0.0002 46.86 K E 0

3861 GEGMVLTGPK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 19 494.7601 2 987.5056 -0.0002 28.93 K E 0

3862 GEGQPGDIETLEQLCR 57.021465@C:15 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 34 901.4233 2 1800.8320 0.0009 46.87 R F 0

3863 GEGTPFPVQADFR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 59 710.8465 2 1419.6784 0.0000 44.71 R S 0

3864 GEGWAAIVADLR JW2497 ECK2509 yfgM conserved protein 61 629.3332 2 1256.6518 0.0005 59.65 K G 0

3865 GEIGEEER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 17 459.7115 2 917.4084 -0.0005 18.88 K W 0

3866 GEIIDEDDLPIK JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 73 678.8485 2 1355.6824 0.0004 47.68 R M 0

3867 GEILGGMAAVEQPEKPAAQPK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 65 707.7053 3 2120.0941 0.0003 37.38 K K 0

3868 GEISWVDANLGVDEIR JW1805 ECK1814 yoaE fused predicted membrane proteins 104 886.9440 2 1771.8734 -0.0006 56.15 R E 0

3869 GEISYAASFIEWFAEEGKR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 42 730.6881 3 2189.0425 -0.0004 71.51 K I 0

3870 GEITEINTGHAGQLLR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 16 570.3035 3 1707.8887 -0.0016 37.51 K L 0

3871 GELDEIIGIVR JW1805 ECK1814 yoaE fused predicted membrane proteins 95 607.3431 2 1212.6716 0.0003 59.00 R A 0

3872 GELDFTASLR JW4351 ECK4380 serB 3-phosphoserine phosphatase 30 554.7851 2 1107.5556 -0.0004 46.52 R S 0

3873 GELEAIQDGVR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 55 593.8066 2 1185.5986 -0.0004 36.15 R K 0

3874 GELEGKPGQTLLLHHVPNVLSER JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 39 631.5970 4 2522.3589 -0.0016 43.42 R I 0

3875 GELEITDINR JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 76 580.3000 2 1158.5854 -0.0025 37.72 R I 0

3876 GELGIMGTELNSELAK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 113 831.4248 2 1660.8350 0.0008 51.60 R A 0

3877 GELHCVGATTLDEYR 57.021465@C:5 JW2573 ECK2590 clpB protein disaggregation chaperone 54 860.9022 2 1719.7898 0.0013 34.95 R Q 0

3878 GELQQLE JW5408 ECK2558 yfhB conserved protein 13 408.7086 2 815.4026 0.0001 33.03 R - 0

3879 GELSFYDIFTLAR JW5063 ECK0452 ylaC predicted inner membrane protein 45 766.3937 2 1530.7728 0.0011 71.20 K A 0

3880 GEMNFDVVIASPDAMR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 24 876.4085 2 1750.8024 0.0006 54.51 K V 0

3881 GEMPQTIGGGIGQSR JW3722 ECK3738 asnA asparagine synthetase A 75 744.3670 2 1486.7194 -0.0004 34.36 R L 0

3882 GEPQINFDDIELDDTDDRRPTR JW3351 ECK3375 damX predicted protein 34 873.0756 3 2616.2050 -0.0003 45.68 R A 0

3883 GEQQAMQVATR JW4358 ECK4387 ytjC phosphoglyceromutase 2, co-factor independent 74 609.7981 2 1217.5816 -0.0007 23.19 K A 0

3884 GERPFVLGPTHEEVITDLIR JW0190 ECK0194 proS prolyl-tRNA synthetase 56 760.0779 3 2277.2119 0.0001 52.26 R N 0

3885 GESAPTTAFGAAVVGGDNGR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 64 917.4397 2 1832.8648 -0.0005 39.76 R V 0

3886 GESNILLER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 51 515.7801 2 1029.5456 0.0003 33.54 R L 0

3887 GESTEALLPNMVATSLAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 23 916.4781 2 1830.9416 0.0019 56.52 K L 0

3888 GESTEALLPNMVATSLAKLPIPK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 18 794.1104 3 2379.3094 0.0010 69.16 K L 0

3889 GETPFEINSR JW1606 ECK1609 ydgA conserved protein 43 575.2805 2 1148.5464 0.0003 33.59 K I 0

3890 GETQALVTATLGTAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 44 744.9044 2 1487.7942 -0.0002 43.79 R D 0

3891 GETQLTPEEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 60 566.2798 2 1130.5450 -0.0005 21.38 K L 0

3892 GETVGAQLTGDDR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 74 659.8153 2 1317.6160 0.0000 28.05 R V 0

3893 GETVGQELAGNPK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 101 650.3307 2 1298.6468 0.0002 27.75 R V 0

3894 GEVETIALEQLVGR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 102 757.4149 2 1512.8152 0.0004 56.06 K V 0

3895 GEVLENLIPEAFAVVR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 72 878.4858 2 1754.9570 0.0004 69.52 K E 0

3896 GEVNPPLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 33 441.2450 2 880.4754 -0.0013 24.44 K M 0

3897 GEVSTESQWK JW2504 ECK2516 yfhM conserved protein 20 575.7720 2 1149.5294 -0.0008 24.67 R E 0

3898 GEVVASTFDEPASR JW3756 ECK3775 rho transcription termination factor 43 732.8516 2 1463.6886 -0.0006 33.56 K H 0

3899 GEVVNAACAVDAGSVDQTVQLGQVR 57.021465@C:8 JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 142 1272.1293 2 2542.2440 -0.0006 47.82 K T 0

3900 GEWGSATWEMR JW3619 ECK3634 yicC conserved protein 72 655.2855 2 1308.5564 0.0007 44.35 K S 0

3901 GEYLPIVELWK JW1877 ECK1889 cheA fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 33 673.8717 2 1345.7288 0.0006 64.98 R V 0

3902 GEYQYLNPNDHVNK JW4099 ECK4133 aspA aspartate ammonia-lyase 62 845.8941 2 1689.7736 -0.0010 29.22 K C 0

3903 GFAAEGQSQNNYLNGLK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 89 905.9397 2 1809.8648 0.0004 41.76 R L 0

3904 GFAPQLPETLPGTDEAPSQAS JW0907 ECK0915 mukB fused chromosome partitioning proteins 43 1057.0082 2 2112.0018 0.0007 53.46 R - 0

3905 GFAPVIHGIAR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 58 569.3300 2 1136.6454 0.0000 36.68 R G 0

3906 GFAVVAGEVR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 74 502.7799 2 1003.5452 0.0002 34.48 R N JW1874 JW1875 JW3043

3907 GFAVVAGEVR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 72 502.7798 2 1003.5450 0.0000 34.64 R N JW1874 JW1875 JW3043

3908 GFCAGVDR 57.021465@C:3 JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 30 441.2003 2 880.3860 -0.0001 23.36 R A 0

3909 GFDSGDPAQCNTFGK 57.021465@C:10 JW2460 ECK2471 ypfJ conserved protein 69 800.8390 2 1599.6634 0.0010 33.27 R S 0

3910 GFDVNTGELLWAFDPGAK JW0120 ECK0123 gcd glucose dehydrogenase 24 968.9749 2 1935.9352 -0.0015 70.68 R D 0

3911 GFEELDTSK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 36 513.2432 2 1024.4718 0.0006 30.30 K - 0

3912 GFEGGQMPLYR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 71 627.8012 2 1253.5878 0.0016 39.15 R R 0

3913 GFEMDFAELLLEDYK 15.994915@M:4 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 118 918.4253 2 1834.8360 0.0026 72.25 R A JW3485

3914 GFEMDFAELLLEDYK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 102 910.4273 2 1818.8400 0.0015 76.78 R A JW3485

3915 GFEMDFAELLLEDYKASLK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 91 1110.0519 2 2218.0892 0.0025 77.00 R Y JW3485

3916 GFEMDFAELLLEDYKASLK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 92 1110.0519 2 2218.0892 0.0025 76.75 R Y JW3485

3917 GFETPTINELSYR JW1446 ECK1445 yncD predicted iron outer membrane transporter 39 763.8779 2 1525.7412 -0.0001 47.79 R A 0

3918 GFEYSDCWVDDAR 57.021465@C:7 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 88 810.3248 2 1618.6350 -0.0007 46.51 R L 0

3919 GFFSWLGFGQK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 25 637.3223 2 1272.6300 0.0009 68.38 R E 0

3920 GFGHTLGNALR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 70 571.8071 2 1141.5996 0.0005 32.02 R R 0

3921 GFGSFSLHYR JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 48 585.7881 2 1169.5616 -0.0001 41.43 R A 0

3922 GFGYATLDISSGR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 37 672.3332 2 1342.6518 0.0002 46.18 K F 0

3923 GFHNCTPIQALALPLTLAGR 57.021465@C:5 JW3753 ECK3772 rhlB ATP-dependent RNA helicase 29 717.3897 3 2149.1473 0.0006 59.95 K D 0

3924 GFIANTLTPFVGDANTQTPEFK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 88 1184.5948 2 2367.1750 0.0003 59.94 K S 0

3925 GFIKQEK JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 31 425.2448 2 848.4750 -0.0005 18.58 R V 0

3926 GFIRVDK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 38 417.7453 2 833.4760 0.0002 25.05 R Q 0

3927 GFLAQALR JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 52 438.2585 2 874.5024 0.0000 40.37 R V 0

3928 GFLIGGTSGR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 69 482.7636 2 963.5126 -0.0012 36.48 R T 0
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3929 GFLQTLAR JW4215 ECK4251 valS valyl-tRNA synthetase 42 453.2639 2 904.5132 0.0003 42.58 R L 0

3930 GFLSGKR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 21 382.7243 2 763.4340 -0.0001 16.29 M I 0

3931 GFPLAYVGDVVGTGSSR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 85 841.4306 2 1680.8466 -0.0005 56.75 K K 0

3932 GFPLAYVGDVVGTGSSRK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 67 905.4797 2 1808.9448 0.0027 50.38 K S 0

3933 GFQSNTIGPK JW0172 ECK0176 yaeT conserved protein 62 524.7735 2 1047.5324 -0.0025 25.90 R A 0

3934 GFSGEDATPALEGADVVLISAGVAR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 53 1201.6139 2 2401.2132 0.0008 65.48 K K 0

3935 GFSIDLWAMPVQRPYNPNAR JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 44 778.0600 3 2331.1582 -0.0001 58.69 K R 0

3936 GFSLAQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 39 375.7106 2 749.4066 -0.0005 27.07 R M 0

3937 GFSLYMLR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 51 493.7602 2 985.5058 0.0003 51.92 K A 0

3938 GFSVNFER JW0893 ECK0901 cmk cytidylate kinase 49 478.2342 2 954.4538 -0.0021 38.65 K L 0

3939 GFTQDDAHIFCTEEQIRDEVNGCIR 57.021465@C:11,57.021465@C:23 JW1709 ECK1717 thrS threonyl-tRNA synthetase 32 753.3412 4 3009.3357 0.0010 54.42 R L 0

3940 GFYSQCAK 57.021465@C:6 JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 24 480.7156 2 959.4166 -0.0004 21.90 K Y 0

3941 GGAALEQLGR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 67 486.2671 2 970.5196 0.0000 28.36 K V 0

3942 GGAALSIR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 38 372.7219 2 743.4292 0.0003 24.24 R H 0

3943 GGAGFSTGLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 52 447.7370 2 893.4594 -0.0012 27.83 R W 0

3944 GGAVGFELLDQEK JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 60 681.8489 2 1361.6832 0.0005 48.70 K F 0

3945 GGAVGTLMSNMGLELALK JW3143 ECK3165 glmM phosphoglucosamine mutase 26 881.4661 2 1760.9176 0.0012 64.00 R Q 0

3946 GGDGNYGYNAATEEYGNMIDMGILDPTK 15.994915@M:21 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 66 1491.6417 2 2981.2688 -0.0006 59.11 K V 0

3947 GGDGNYGYNAATEEYGNMIDMGILDPTKVTR 15.994915@M:21 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 116 1113.5029 3 3337.4869 0.0002 58.28 K S 0

3948 GGDIEETAFNTNLEAADEIAR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 94 1118.5219 2 2235.0292 0.0001 53.39 R Q 0

3949 GGDTVTLNETDLTQIPK JW5669 ECK3493 hdeB acid-resistance protein 95 901.4628 2 1800.9110 0.0006 47.30 K V 0

3950 GGDVEQALLPAYPK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 72 729.3855 2 1456.7564 0.0002 46.09 R E 0

3951 GGEAFHTGCIPFYK 57.021465@C:9 JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 71 792.3689 2 1582.7232 -0.0007 41.78 R H 0

3952 GGEIIYNAEVSGLNEHK JW2635 ECK2654 ygaF predicted enzyme 99 915.4553 2 1828.8960 0.0006 37.87 R N 0

3953 GGEIIYNAEVSGLNEHKNGVVIR JW2635 ECK2654 ygaF predicted enzyme 40 617.8276 4 2467.2813 -0.0007 41.17 R T 0

3954 GGEIVALDDQYTFLQR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 88 912.9613 2 1823.9080 0.0027 54.22 R I 0

3955 GGFESYQER JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 65 536.7378 2 1071.4610 -0.0011 25.56 R V 0

3956 GGFESYQERVEGNK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 17 533.9172 3 1598.7298 -0.0027 30.21 R V 0

3957 GGFTVELNGIR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 49 581.8143 2 1161.6140 -0.0002 44.96 K A 0

3958 GGGISGQAGAIR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 53 522.2832 2 1042.5518 -0.0001 22.99 K H 0

3959 GGGLCLGGK 57.021465@C:5 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 52 409.7132 2 817.4118 0.0003 24.74 R I 0

3960 GGGNTIEYFVNTTFNYPTMAEAYR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 37 1358.6211 2 2715.2276 0.0001 68.20 K V 0

3961 GGGRPDMAQAGGTDAAALPAALASVK JW2667 ECK2692 alaS alanyl-tRNA synthetase 55 785.0689 3 2352.1849 -0.0008 46.14 K G 0

3962 GGHIYNICAPAHPAR 57.021465@C:8 JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 47 545.2714 3 1632.7924 -0.0020 27.30 K N 0

3963 GGHNPLEAAAHAIPVLMGPHTFNFK JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 35 657.3394 4 2625.3285 0.0011 58.94 R D 0

3964 GGHSGGEIHVGLGNANK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 17 802.4019 2 1602.7892 0.0029 21.53 K L 0

3965 GGHTFNTNLASHNK JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 70 749.3628 2 1496.7110 -0.0010 21.57 K S 0

3966 GGHVEQATFWTGLRPMTPDGTPVVGR JW1178 ECK1177 dadA D-amino acid dehydrogenase 47 922.7985 3 2765.3737 0.0029 50.01 R T 0

3967 GGIAFATPPGTPLAPK JW1823 ECK1833 yebT conserved protein 51 747.9196 2 1493.8246 0.0004 46.81 R A 0

3968 GGIHNSVTR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 28 470.7511 2 939.4876 -0.0009 17.02 R I JW1463

3969 GGIQYDTR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 43 455.2237 2 908.4328 -0.0023 22.17 R L 0

3970 GGIYLYPSTASHPDGK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 26 554.9424 3 1661.8054 0.0003 34.54 K L 0

3971 GGKGPSICDVLTGGAHGVPR 57.021465@C:8 JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 25 484.5026 4 1933.9813 0.0019 40.79 K E 0

3972 GGKVVDNVVQTMR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 73 701.8766 2 1401.7386 -0.0013 30.80 R D 0

3973 GGLAIKVQCD 57.021465@C:9 JW1803 ECK1812 sdaA L-serine deaminase I 13 530.7763 2 1059.5380 -0.0003 32.59 R - 0

3974 GGLGELK JW3262 ECK3287 secY preprotein translocase membrane subunit 35 337.1979 2 672.3812 0.0006 24.93 K R 0

3975 GGLILAK JW2535 ECK2548 glyA serine hydroxymethyltransferase 17 336.2254 2 670.4362 -0.0014 21.91 R G 0

3976 GGLMPTWGDSQR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 67 652.8052 2 1303.5958 -0.0020 42.87 R Y 0

3977 GGNFFQPTILVDVPANAK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 26 944.5021 2 1886.9896 0.0005 57.89 R V 0

3978 GGNIDVLVQALSGVLNSR JW3130 ECK3149 mtr tryptophan transporter of high affinity 44 906.5033 2 1810.9920 0.0020 77.08 K S 0

3979 GGNLMVLPLDQMLK 15.994915@M:12 JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 73 772.9129 2 1543.8112 0.0011 53.06 K G 0

3980 GGPVVWLSEADAK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 82 664.8467 2 1327.6788 0.0017 46.11 R D 0

3981 GGTLAGTTTLNNGAILTLSGK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 55 980.5395 2 1959.0644 0.0007 50.47 R T 0

3982 GGTLIPVQTAQGVSNNCK 57.021465@C:17 JW1782 ECK1791 yoaF conserved outer membrane protein 78 922.4699 2 1842.9252 -0.0006 36.57 K L 0

3983 GGTLIPVQTAQGVSNNCKLPGGETIDEWALWR 57.021465@C:17 JW1782 ECK1791 yoaF conserved outer membrane protein 91 1156.5844 3 3466.7314 0.0011 61.35 K R 0

3984 GGTPYGATTIAGGDGSR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 77 769.3656 2 1536.7166 -0.0003 29.25 R Q 0

3985 GGTPYGATTIAGGDGSRQPSQEELSIAR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 72 926.1210 3 2775.3412 -0.0013 38.87 R Y 0

3986 GGTRIPISGIAGDQQAALFGQLCVK 57.021465@C:23 JW3897 ECK3918 glpK glycerol kinase 71 853.1232 3 2556.3478 -0.0005 54.99 K E 0

3987 GGTRPITLIPIYIGYEHVMEVGTYAK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 71 960.1760 3 2877.5062 -0.0036 62.64 R E 0

3988 GGTVLNIPQQLILPDTVHEGIVINSAEMR JW0803 ECK0809 ybiS conserved protein 63 1038.8922 3 3113.6548 0.0005 63.18 K L 0

3989 GGVIFSVADQFGIPIR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 32 838.4629 2 1674.9112 0.0018 65.62 K Y 0

3990 GGVIPGEYIPAVDK JW3302 ECK3327 fusA protein chain elongation factor EF-G 17 707.8822 2 1413.7498 -0.0005 44.80 K G 0

3991 GGVIPGEYIPAVDKGIQEQLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 19 737.7397 3 2210.1973 0.0027 51.36 K A 0

3992 GGVISPQPAFMQLVR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 51 800.4370 2 1598.8594 -0.0009 54.88 R Q 0

3993 GGVIVYPTDSGYALGCK 57.021465@C:16 JW5196 ECK1261 yciO conserved protein 43 878.9326 2 1755.8506 0.0005 45.63 K I 0

3994 GGVNDLESVVK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 34 558.7983 2 1115.5820 -0.0003 38.43 K C 0

3995 GGVNVAAGTGISNYINTIPVEEQPEYPGNLELER JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 14 1200.9316 3 3599.7730 -0.0014 61.58 K R 0

3996 GGVNYLFDNGVTPYFSYSESFEPSSQVGK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 79 1059.1569 3 3174.4489 0.0032 65.43 R D 0

3997 GGVSLRPGDGVIHSWLNR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 54 640.6784 3 1919.0134 0.0007 46.54 R M 0

3998 GGVVQYVDASR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 31 575.7963 2 1149.5780 0.0003 32.67 R I 0

3999 GGWATAFK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 30 419.2165 2 836.4184 0.0003 36.51 K A 0

4000 GGWTELDLAQTNYLR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 115 868.9332 2 1735.8518 -0.0011 55.16 R E 0

4001 GGYFPVPPVDSAQDIR JW3841 ECK3863 glnA glutamine synthetase 70 859.4315 2 1716.8484 0.0012 48.52 K S 0

4002 GGYGNANIGYSHSDDIK JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 69 884.3987 2 1766.7828 -0.0032 28.52 R Q 0

4003 GGYVEPEYVQAMLDREK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 77 992.4776 2 1982.9406 -0.0001 49.54 K L 0

4004 GHAKPYTAPVAATAPVAASGPK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 28 688.0413 3 2061.1021 0.0014 25.94 K R 0

4005 GHAKPYTAPVAATAPVAASGPKR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 50 555.3076 4 2217.2013 -0.0003 23.53 K V 0

4006 GHDIDAPGLNYK JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 51 650.3204 2 1298.6262 0.0008 29.42 K A 0

4007 GHEDYQIVGNQR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 59 708.3365 2 1414.6584 -0.0005 23.90 K L 0

4008 GHEFMLK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 35 431.2173 2 860.4200 -0.0013 25.59 K Y 0

4009 GHEVNFICADDAHGTPIMLK 57.021465@C:8 JW2101 ECK2107 metG methionyl-tRNA synthetase 46 742.3547 3 2224.0423 0.0018 43.28 R A 0

4010 GHEYLAR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 27 423.2168 2 844.4190 -0.0001 18.07 R R 0

4011 GHFFLHPR JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 41 505.7696 2 1009.5246 0.0000 26.58 K A 0

4012 GHIAGSINLLPSEIK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 96 774.9399 2 1547.8652 -0.0019 43.29 K A 0

4013 GHIINKGEAIGVIAAQSIGEPGTQLTMR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 103 954.5149 3 2860.5229 -0.0002 48.79 R T 0

4014 GHKEVLIFGGQEVETK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 28 590.9849 3 1769.9329 0.0018 34.86 K R 0

4015 GHNYSLEALLAGNYLMADLFR JW4121 ECK4156 psd phosphatidylserine decarboxylase 83 1184.5922 2 2367.1698 0.0017 75.75 K N 0

4016 GHQHANLDPLGLWQQDK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 65 652.9941 3 1955.9605 0.0002 46.63 R V 0

4017 GHSEKPVLLSVEGHFTLEGNPDTGAPTK JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 74 973.1608 3 2916.4606 -0.0012 43.81 R V 0

4018 GHSNIQGLTDLGLLSQSLPGYMTLPSEK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 69 986.1748 3 2955.5026 0.0012 65.72 R Q 0

4019 GHTIQEVR JW5873 ECK4366 prfC peptide chain release factor RF-3 36 470.2535 2 938.4924 -0.0009 16.73 K I 0

4020 GHTLTQSQNDALVAVFQAAFSK JW2462 ECK2473 nlpB lipoprotein 66 778.4013 3 2332.1821 0.0008 64.61 K - 0

4021 GHVYIAQPPLYK JW5625 ECK3691 gyrB DNA gyrase, subunit B 64 693.3821 2 1384.7496 -0.0006 34.69 R V 0

4022 GHYGVALLTK JW1738 ECK1747 xthA exonuclease III 52 529.8032 2 1057.5918 -0.0001 31.84 K E 0

4023 GIAAASLAAILEAR JW2751 ECK2774 pyrG CTP synthetase 60 663.8908 2 1325.7670 0.0005 60.70 K G 0

4024 GIAEIIIGK JW4012 ECK4044 dnaB replicative DNA helicase 30 457.2895 2 912.5644 0.0000 46.01 K Q 0

4025 GIAETAQCGAILGIGGGK 57.021465@C:8 JW5556 ECK3937 gldA glycerol dehydrogenase, NAD 81 836.9377 2 1671.8608 -0.0006 44.25 R T 0

4026 GIAFGNIDAIVEHIQQR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 33 627.6711 3 1879.9915 0.0011 60.52 K L 0

4027 GIAIRPEVLLLDEPCSALDPISTGR 57.021465@C:15 JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 88 898.1494 3 2691.4264 -0.0002 62.17 R I 0

4028 GIALYYGGR JW3132 ECK3151 nlpI conserved protein 17 485.2613 2 968.5080 0.0000 36.57 R D 0

4029 GIATCVLLGNPAEINR 57.021465@C:5 JW2294 ECK2291 pta phosphate acetyltransferase 112 849.4537 2 1696.8928 -0.0001 47.97 R V 0

4030 GIAWNTQSEMDLLR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 74 817.4038 2 1632.7930 0.0000 54.09 K K 0

4031 GIDIPDVSHVFNFDMPR JW2560 ECK2574 srmB ATP-dependent RNA helicase 28 653.6529 3 1957.9369 0.0013 64.59 R S 0

4032 GIDISAPR JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 39 414.7324 2 827.4502 0.0001 29.39 K G 0

4033 GIDIVKDMGGGFLQK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 27 526.6170 3 1576.8292 0.0008 52.83 K L 0

4034 GIDKAVTAAVEELK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 50 481.9402 3 1442.7988 0.0008 49.68 R A 0

4035 GIDKAVTAAVEELKALSVPCSDSK 57.021465@C:20 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 56 830.1041 3 2487.2905 0.0015 66.37 R A 0

4036 GIDMLDAPVSGGEPK JW5526 ECK3113 garR tartronate semialdehyde reductase 18 743.3646 2 1484.7146 -0.0035 43.33 K A 0

4037 GIDQVALAVSEMDR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 57 752.3777 2 1502.7408 0.0009 57.05 R V 0

4038 GIDQVGLAVAEMDR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 79 737.3720 2 1472.7294 0.0002 52.45 R V 0

4039 GIDSGFFWSAMQNAVDWR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 94 1043.9759 2 2085.9372 0.0005 75.92 K M 0

4040 GIDTVLAELR JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 78 543.8114 2 1085.6082 0.0002 54.41 K A 0

4041 GIEEVGPNNVPYIVATITSNSAGGQPVSLANLK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 51 1103.9179 3 3308.7319 0.0067 70.30 R A 0

4042 GIELEVR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 22 408.2346 2 814.4546 -0.0001 32.20 R K 0

4043 GIEVGHIFQLGTK JW0190 ECK0194 proS prolyl-tRNA synthetase 72 699.8914 2 1397.7682 0.0016 47.53 R Y 0

4044 GIFSEYGLLK JW1117 ECK1117 purB adenylosuccinate lyase 65 563.8109 2 1125.6072 0.0003 52.86 R F 0

4045 GIFTAGVLDEFMR JW4340 ECK4369 yjjU predicted esterase 84 728.3689 2 1454.7232 0.0004 66.34 R A 0

4046 GIGALYVR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 27 424.7530 2 847.4914 -0.0001 35.27 K R 0

4047 GIGDKINAMLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 40 580.3289 2 1158.6432 0.0002 42.57 K Q 0

4048 GIGFGEK JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 31 354.1896 2 706.3646 -0.0003 25.40 K G 0

4049 GIGGFTK JW3716 ECK3731 atpB F0 sector of membrane-bound ATP synthase, subunit a 44 340.1922 2 678.3698 -0.0002 24.59 K E 0

4050 GIGPAYEDK JW4135 ECK4173 purA adenylosuccinate synthetase 53 475.2343 2 948.4540 -0.0012 23.24 R V 0

4051 GIGSGLGK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 40 344.7027 2 687.3908 -0.0006 22.50 R T 0

4052 GIGYLPQEASIFR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 20 725.8875 2 1449.7604 -0.0011 53.04 R R 0

4053 GIHNLSQAPQEGCVLTIGNFDGVHR 57.021465@C:13 JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 24 680.5896 4 2718.3293 -0.0003 45.53 R G 0

4054 GIHTLEHLFAGFMR JW2662 ECK2681 luxS S-ribosylhomocysteinase 23 543.6171 3 1627.8295 0.0001 56.93 R N 0

4055 GIIELSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 41 394.2372 2 786.4598 -0.0001 33.26 K E 0

4056 GIIELSRELMTISKK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 46 573.3344 3 1716.9814 0.0008 56.10 K A 0

4057 GIIIISSEMPELLGITDR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 68 979.0381 2 1956.0616 0.0016 69.66 K I 0

4058 GIIKVGEEVEIVGIK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 33 528.3188 3 1581.9346 0.0004 47.03 R E JW3943

4059 GIIKVGEEVEIVGIKETQK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 55 690.3995 3 2068.1767 -0.0012 44.62 R S JW3943
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4060 GIILAGGSGTR JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 13 501.2902 2 1000.5658 -0.0006 28.29 K L JW3763

4061 GIIPPPLR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 16 431.7792 2 861.5438 0.0002 37.99 K E 0

4062 GIIWQPQNR JW0556 ECK0559 ybcH predicted protein 28 556.3038 2 1110.5930 -0.0004 37.25 K D 0

4063 GIIYHVDATQSVGKLPIDLSQLK JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 48 832.4669 3 2494.3789 -0.0007 54.72 R V 0

4064 GIKDVVTQPQA JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 54 578.3220 2 1154.6294 -0.0001 30.54 K - 0

4065 GIKLPPVVPAGPNNPLGR JW1668 ECK1674 ynhG conserved protein 21 599.3566 3 1795.0480 0.0012 46.65 R Y 0

4066 GIKREEIER JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 24 377.2165 3 1128.6277 0.0027 18.60 R G JW3943

4067 GIKVEVSGR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 41 315.5222 3 943.5448 -0.0005 21.78 K L 0

4068 GILASIEQQNK JW2516 ECK2529 yfhQ predicted methyltransferase 80 600.8323 2 1199.6500 -0.0010 38.79 R G 0

4069 GILDPEDAR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 29 493.2510 2 984.4874 -0.0002 33.14 K D 0

4070 GILDSFK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 22 390.2185 2 778.4224 -0.0001 44.66 K A 0

4071 GILEATASVSQTPQR JW3630 ECK3645 yicH conserved protein 73 779.4155 2 1556.8164 0.0006 37.21 K Q 0

4072 GILGPNSVLGASYTQK JW3794 ECK3815 pldA outer membrane phospholipase A 94 802.9357 2 1603.8568 -0.0002 46.44 R S 0

4073 GILLADGVITR JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 58 564.3429 2 1126.6712 0.0003 45.78 K R 0

4074 GILPIDTYKK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 42 574.3382 2 1146.6618 -0.0030 35.41 K D 0

4075 GILSVPVPVGK JW5427 ECK2653 ygaT predicted protein 31 533.3374 2 1064.6602 0.0008 46.93 K F 0

4076 GILSWVGGK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 36 458.7663 2 915.5180 0.0003 50.28 K T 0

4077 GILSWVGGKTDIVEYVR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 73 631.3476 3 1891.0210 0.0005 57.81 K A 0

4078 GIMEGEYDHLPEQAFYMVGSIEEAVEK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 97 1024.4733 3 3070.3981 0.0041 77.87 K A 0

4079 GIMEGEYDHLPEQAFYMVGSIEEAVEKAK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 14 818.3892 4 3269.5277 0.0017 78.69 K K 0

4080 GIMLGQSNFLAR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 74 653.8507 2 1305.6868 0.0006 48.31 K A 0

4081 GINESDMVLMPDASTAVIDPFFADSTLIIR JW3841 ECK3863 glnA glutamine synthetase 17 1080.2061 3 3237.5965 0.0027 79.00 K C 0

4082 GINFIACPTCSR 57.021465@C:7,57.021465@C:10 JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 76 698.3288 2 1394.6430 -0.0004 40.41 R Q 0

4083 GINSYYLTSDGSTMSYR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 116 957.9306 2 1913.8466 0.0002 43.38 K T 0

4084 GIPADKISAR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 62 514.2980 2 1026.5814 -0.0007 21.70 K G 0

4085 GIPADLEDR JW3974 ECK4006 aceB malate synthase A 15 493.2512 2 984.4878 0.0002 31.74 R R 0

4086 GIPALPAGGAHIR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 13 615.3592 2 1228.7038 -0.0002 34.31 R V 0

4087 GIQALFVR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 53 452.2741 2 902.5336 -0.0002 44.81 R R 0

4088 GIQEQLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 16 408.2348 2 814.4550 0.0002 22.61 K A 0

4089 GIQVVEAINGATTEEGAFVQGNR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 79 1180.5964 2 2359.1782 0.0014 53.78 K L 0

4090 GIRPGAYCEPK 57.021465@C:8 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 16 624.3140 2 1246.6134 0.0006 20.36 K M 0

4091 GIRPGAYCEPKMTSVGSQDTTGPMTR 57.021465@C:8 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 13 700.0814 4 2796.2965 -0.0026 34.73 K D 0

4092 GISLLDAFGAANDVLK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 96 802.4383 2 1602.8620 0.0004 68.37 R G 0

4093 GISLQVNAGEHIAILGR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 44 583.3326 3 1746.9760 0.0020 49.38 K T 0

4094 GISPAGLATSFEK JW2903 ECK2931 yggG predicted peptidase 84 639.3407 2 1276.6668 0.0005 45.97 R L 0

4095 GISVDQLGFVR JW5056 ECK0406 yajI predicted lipoprotein 30 595.8304 2 1189.6462 0.0007 48.13 K I 0

4096 GISWNTQDEIDFLGK JW1463 ECK1462 narZ nitrate reductase 2 (NRZ), alpha subunit 77 861.9207 2 1721.8268 0.0008 57.23 K L 0

4097 GISYETATFPWAASGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 101 857.4152 2 1712.8158 0.0000 52.58 K A 0

4098 GITDILVVDNLK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 113 650.3796 2 1298.7446 0.0001 56.50 K D 0

4099 GITDILVVDNLKDGTK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 32 567.6531 3 1699.9375 0.0020 51.16 K F 0

4100 GITILAK JW5571 ECK3864 bipA GTP-binding protein 28 358.2393 2 714.4640 0.0000 30.72 R N 0

4101 GITINTSHVEYDTPTR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 83 902.4470 2 1802.8794 -0.0005 34.48 R H JW3943

4102 GITITSAATTAFWSGMAK JW3302 ECK3327 fusA protein chain elongation factor EF-G 110 907.4621 2 1812.9096 0.0016 59.90 R Q 0

4103 GITLPSNSTGGVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 22 615.8380 2 1229.6614 -0.0002 31.73 R S 0

4104 GITNSQAEWMK JW1070 ECK1068 flgL flagellar hook-filament junction protein 60 632.8035 2 1263.5924 0.0006 33.54 R Y 0

4105 GITVNVVAPGFIETDMTR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 60 960.4992 2 1918.9838 0.0016 57.81 R A 0

4106 GIVDIPVYPLK JW1178 ECK1177 dadA D-amino acid dehydrogenase 54 607.3632 2 1212.7118 0.0000 52.94 K G 0

4107 GIVEEGHK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 40 434.7294 2 867.4442 -0.0007 16.14 K I 0

4108 GIVEEGHKIK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 25 370.5484 3 1108.6234 -0.0006 19.18 K G 0

4109 GIVVNVAEMR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 67 544.3000 2 1086.5854 -0.0002 40.47 K L 0

4110 GIVWPDAIAPFQVAILPMNMHK JW0190 ECK0194 proS prolyl-tRNA synthetase 22 816.7695 3 2447.2867 0.0010 70.80 R S 0

4111 GIVWVVDDDSSIR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 58 730.8725 2 1459.7304 -0.0002 50.43 R W 0

4112 GIVYIDEIDKISR JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 29 507.6155 3 1519.8247 0.0001 48.19 R K 0

4113 GIVYISHR JW3728 ECK3743 rbsA fused D-ribose transporter subunits -!- ATP-binding components ABC superfamily 32 472.7691 2 943.5236 -0.0002 23.69 R M 0

4114 GIWNHGSPLFMEIEPR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 93 941.9669 2 1881.9192 -0.0004 55.48 K F 0

4115 GIYDQFVNR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 65 556.2805 2 1110.5464 0.0006 41.93 K L 0

4116 GIYDTLVEK JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 33 519.2799 2 1036.5452 0.0011 40.40 K L 0

4117 GIYDTLVEKLGAAVATLK JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 60 621.3595 3 1861.0567 0.0007 75.00 K S 0

4118 GIYEAPGMALLHIAYER JW3140 ECK3161 argG argininosuccinate synthetase 25 635.3294 3 1902.9664 0.0000 59.68 R L 0

4119 GIYEGPGISIK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 45 567.3149 2 1132.6152 0.0025 41.08 R L 0

4120 GIYKLETIEGSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 52 669.3688 2 1336.7230 -0.0008 33.21 K G 0

4121 GIYKLETIEGSKGK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 40 508.2873 3 1521.8401 0.0000 30.26 K V 0

4122 GIYVTVNITEGDQYK JW0172 ECK0176 yaeT conserved protein 30 850.4296 2 1698.8446 -0.0019 49.16 K L 0

4123 GKADLMK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 39 381.7124 2 761.4102 -0.0002 16.71 R Q 0

4124 GKANTGVTLEPINSQNAPK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 52 970.0153 2 1938.0160 -0.0009 29.73 K G 0

4125 GKATVAFAR JW3944 ECK3972 secE preprotein translocase membrane subunit 32 460.7686 2 919.5226 -0.0012 21.85 K E 0

4126 GKATVILAHTIK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 65 626.3920 2 1250.7694 -0.0015 25.68 K G 0

4127 GKDVFVPIDYIIGGPK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 68 859.4797 2 1716.9448 -0.0002 58.76 R M 0

4128 GKDVLIVEDIIDSGNTLSK JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 30 672.7008 3 2015.0806 0.0020 58.47 R V 0

4129 GKEQHVTIPAHQVNAEFFEEGK JW3841 ECK3863 glnA glutamine synthetase 45 624.5616 4 2494.2173 -0.0067 37.39 K M 0

4130 GKGFAGTVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 34 432.7507 2 863.4868 0.0003 17.08 K R 0

4131 GKGFAGTVKR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 24 340.8699 3 1019.5879 0.0004 17.92 K W 0

4132 GKGNVEYWVALIQPGK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 16 586.9891 3 1757.9455 -0.0009 54.20 K V 0

4133 GKGTVSTESGVLNQQPYGFNTR JW1477 ECK1476 osmC osmotically inducible, stress-inducible membrane protein 50 780.7243 3 2339.1511 0.0004 37.28 R F 0

4134 GKIANLFDKDYETVYGYQTAGR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 78 837.0835 3 2508.2287 0.0002 47.54 R E 0

4135 GKIIGIDLGTTNSCVAIMDGTTPR 15.994915@M:18,57.021465@C:14 JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 46 836.0930 3 2505.2572 0.0004 46.72 M V 0

4136 GKILFVGTK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 42 481.8051 2 961.5956 -0.0004 31.88 K R 0

4137 GKILFVGTKR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 44 559.8557 2 1117.6968 -0.0003 23.60 K A 0

4138 GKITAIMGPSGIGK JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 56 665.3809 2 1328.7472 -0.0013 34.66 R T 0

4139 GKLNGIGFAQK JW3725 ECK3740 yieN fused predicted transcriptional regulators 22 566.8269 2 1131.6392 -0.0008 27.46 R L 0

4140 GKLQLTVTQQLGR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 88 721.4274 2 1440.8402 -0.0011 36.30 R T 0

4141 GKMQPGITLR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 14 550.8161 2 1099.6176 0.0005 25.96 K D 0

4142 GKPFAPLLEK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 36 367.2218 3 1098.6436 -0.0002 34.16 K N 0

4143 GKPFAPLLEKNSK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 18 476.9439 3 1427.8099 -0.0039 30.25 K S 0

4144 GKSVEEILGK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 46 530.3056 2 1058.5966 -0.0006 30.31 R - 0

4145 GKVECTLR 57.021465@C:5 JW3619 ECK3634 yicC conserved protein 31 481.7576 2 961.5006 -0.0008 16.94 R Y 0

4146 GKVIADYEER JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 48 590.3041 2 1178.5936 0.0005 22.54 R K 0

4147 GKVKPNQQVTIIDSEGK JW5571 ECK3864 bipA GTP-binding protein 49 614.3419 3 1840.0039 -0.0015 23.71 R T 0

4148 GKVPMNIVAQR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 50 606.8475 2 1211.6804 -0.0004 29.17 K Y 0

4149 GKVPVINPNSMAALGIEVVDVR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 119 1139.6332 2 2277.2518 0.0004 60.44 K I 0

4150 GKVQLLGSGSILR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 58 664.4058 2 1326.7970 -0.0013 39.92 K H 0

4151 GKWNLEQR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 40 515.7751 2 1029.5356 0.0001 23.52 K D 0

4152 GKWVLASDFPFTR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 25 508.6050 3 1522.7932 -0.0002 53.71 R E 0

4153 GKYMPGKPAWYMYDSCQSK 57.021465@C:16 JW0755 ECK0761 ybhC predicted pectinesterase 45 766.3440 3 2296.0102 -0.0015 37.88 R R 0

4154 GKYPLEAVSIMATICER 57.021465@C:15 JW1666 ECK1672 pykF pyruvate kinase I 25 646.6656 3 1936.9750 0.0000 56.55 K T 0

4155 GLADTALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 38 394.7292 2 787.4438 -0.0002 27.28 K T 0

4156 GLALLDEELAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 39 586.3321 2 1170.6496 0.0001 51.62 R L 0

4157 GLALLDEELAKLSGDTLDGETAFR JW2667 ECK2692 alaS alanyl-tRNA synthetase 90 1267.6532 2 2533.2918 0.0008 70.23 R L 0

4158 GLALLDLIEEGNLGLIR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 119 905.0288 2 1808.0430 0.0023 79.27 R A 0

4159 GLAPTTQFDVLIHILSLR JW2424 ECK2426 yfeX conserved protein 37 665.3861 3 1993.1365 0.0003 76.06 K H 0

4160 GLAQGTDVSFGSFGLK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 46 792.4081 2 1582.8016 0.0025 52.93 R A 0

4161 GLASTPFDSEGVR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 34 668.3301 2 1334.6456 -0.0010 37.88 K T 0

4162 GLATTIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 32 352.2209 2 702.4272 -0.0004 23.33 R A 0

4163 GLAYAPYADLVWCETSTPDLELAR 57.021465@C:13 JW3975 ECK4007 aceA isocitrate lyase 95 1356.1556 2 2710.2966 0.0018 67.65 R R 0

4164 GLAYAPYADLVWCETSTPDLELARR 57.021465@C:13 JW3975 ECK4007 aceA isocitrate lyase 30 956.4725 3 2866.3957 -0.0005 62.75 R F 0

4165 GLDAILVPGGFGYR JW2751 ECK2774 pyrG CTP synthetase 39 717.8902 2 1433.7658 -0.0008 59.12 K G 0

4166 GLDEIDACIAR 57.021465@C:8 JW1336 ECK1339 ydaN predicted Zn(II) transporter 50 616.8008 2 1231.5870 0.0003 41.51 R T 0

4167 GLDITITTTAK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 96 567.3246 2 1132.6346 0.0005 39.99 R S 0

4168 GLDITITTTAKSDEEGR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 91 903.9577 2 1805.9008 0.0001 36.28 R A 0

4169 GLDLSPTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 27 415.7343 2 829.4540 -0.0004 28.12 R E 0

4170 GLDLSPTKELLIDESLIGWKEYEMEVVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 15 1088.2361 3 3261.6865 0.0022 65.24 R D 0

4171 GLDPEVIAEITHR JW2166 ECK2172 yejB predicted oligopeptide transporter subunit -!- membrane component of ABC superfamily 31 483.9282 3 1448.7628 0.0003 48.59 R Y 0

4172 GLDSSYTLILVDGK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 67 740.8983 2 1479.7820 -0.0001 53.28 R R 0

4173 GLDSSYTLILVDGKR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 115 818.9487 2 1635.8828 -0.0004 47.61 R V 0

4174 GLDVAISQNGFFR JW1063 ECK1061 flgE flagellar hook protein 77 712.3702 2 1422.7258 0.0002 52.73 R L 0

4175 GLDVKDLEHPIEVPVGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 18 462.0084 4 1844.0045 0.0000 46.27 R A 0

4176 GLEALLRPK JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 37 498.8136 2 995.6126 -0.0001 40.11 R S 0

4177 GLEDFYYSVGK JW0172 ECK0176 yaeT conserved protein 94 639.3056 2 1276.5966 -0.0009 49.92 K Y 0

4178 GLEEDAEGLR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 34 544.7649 2 1087.5152 0.0008 33.97 R A 0

4179 GLEGINSPVAK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 38 542.8035 2 1083.5924 0.0000 32.08 K F 0

4180 GLEKVTATYSLRDDGGLNVINK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 27 591.5695 4 2362.2489 -0.0005 44.15 R G 0

4181 GLEVGATGFDPK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 81 595.8063 2 1189.5980 0.0002 38.95 R V 0

4182 GLEYIEAR JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 13 475.7508 2 949.4870 0.0002 32.52 K W 0

4183 GLFAVGECSSVGLHGANR 57.021465@C:8 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 99 915.9492 2 1829.8838 -0.0004 41.72 K L 0

4184 GLFEEYAWFGR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 36 687.8281 2 1373.6416 0.0012 62.72 K G 0

4185 GLFNFVK JW2640 ECK2659 ygaU predicted protein 43 412.7369 2 823.4592 0.0001 49.29 M D 0

4186 GLGAGANPEVGR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 67 549.2880 2 1096.5614 -0.0010 24.82 K N 0

4187 GLGEMNPEQLWETTMDPESR JW5625 ECK3691 gyrB DNA gyrase, subunit B 93 1160.5146 2 2319.0146 0.0000 65.14 K R 0

4188 GLGGGYYLWNDATDK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 81 815.3806 2 1628.7466 -0.0004 50.36 R L 0

4189 GLGGGYYLWNDATDKLSITAYWSPLYFK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 87 1067.1984 3 3198.5734 0.0033 74.15 R A 0

4190 GLGHTGGTLDKLESIPGFDIFPDDNR JW4345 ECK4374 deoA thymidine phosphorylase 59 924.4601 3 2770.3585 0.0023 60.09 R F 0
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4191 GLGVEIK JW3809 ECK3826 rmuC predicted recombination limiting protein 20 358.2210 2 714.4274 -0.0002 29.00 R R 0

4192 GLGVSGEAEGHALLLGNQALLNEQQVGTK JW0473 ECK0478 copA copper transporter 33 968.5128 3 2902.5166 0.0019 51.89 R A 0

4193 GLHLPEK JW3974 ECK4006 aceB malate synthase A 19 397.2318 2 792.4490 -0.0003 24.31 R H 0

4194 GLHSAFTVR JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 48 494.2718 2 986.5290 -0.0007 27.59 R K 0

4195 GLIAPASK JW1990 ECK2002 yeeA conserved inner membrane protein 25 378.7341 2 755.4536 -0.0005 22.82 R E 0

4196 GLIDKDEAAILVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 75 692.9063 2 1383.7980 0.0007 42.53 K A 0

4197 GLIDKDEAAILVKAEESR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 84 653.0257 3 1956.0553 0.0027 47.50 K L 0

4198 GLIDSSDLPLNVSR JW0462 ECK0467 htpG molecular chaperone HSP90 family 86 743.3993 2 1484.7840 0.0005 50.75 R E 0

4199 GLIEATLDAVR JW0451 ECK0456 acrB multidrug efflux system protein 29 579.3300 2 1156.6454 0.0003 53.56 K M 0

4200 GLIEEMASAYEDPKEVIEFYSK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 57 1274.6122 2 2547.2098 0.0009 70.79 K N 0

4201 GLIEESVNR JW1874 ECK1886 tap methyl-accepting protein IV 41 508.7716 2 1015.5286 -0.0012 29.32 K V 0

4202 GLIGSEQVELEFD JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 15 718.3514 2 1434.6882 0.0005 59.27 R - 0

4203 GLIIPDLR JW1376 ECK1378 ydbH predicted protein 33 448.7819 2 895.5492 0.0001 49.22 K Y 0

4204 GLILLSCGPYYNVLR 57.021465@C:7 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 50 869.4722 2 1736.9298 0.0016 60.91 K I 0

4205 GLIVAPPK JW3756 ECK3775 rho transcription termination factor 50 397.7603 2 793.5060 -0.0001 31.43 R A 0

4206 GLIVAPPKAGK JW3756 ECK3775 rho transcription termination factor 16 525.8373 2 1049.6600 0.0003 26.78 R T 0

4207 GLKENVIVGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 55 542.8272 2 1083.6398 -0.0002 25.35 R L 0

4208 GLKGGHSGGEIHVGLGNANK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 47 634.6695 3 1900.9867 -0.0002 22.19 K L 0

4209 GLLEEDAFIER JW5625 ECK3691 gyrB DNA gyrase, subunit B 58 646.3296 2 1290.6446 -0.0009 49.04 R G 0

4210 GLLEEDAFIERGER JW5625 ECK3691 gyrB DNA gyrase, subunit B 39 817.4123 2 1632.8100 -0.0006 44.20 R R 0

4211 GLLIALPK JW4180 ECK4217 ytfN conserved protein 50 412.7839 2 823.5532 0.0001 46.83 K V 0

4212 GLLIGMGMTEK JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 49 575.3040 2 1148.5934 0.0001 46.60 R Q 0

4213 GLLIWGPDSGSQACGDIGPGR 57.021465@C:14 JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 96 1057.0107 2 2112.0068 0.0009 54.49 R M 0

4214 GLLPTALDITDNPR JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 61 748.4103 2 1494.8060 0.0019 54.50 K H 0

4215 GLLSLEQQGAAHFFGEPMLDIKDWMR JW4220 ECK4256 yjgR predicted ATPase 16 748.1236 4 2988.4653 0.0025 71.95 R T 0

4216 GLLTEAELDDIFSVQNLMHPAYK JW4099 ECK4133 aspA aspartate ammonia-lyase 112 1302.6545 2 2603.2944 0.0004 71.36 R A 0

4217 GLMAKPDGSIIETPITANFR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 119 1066.0651 2 2130.1156 0.0013 51.54 R E 0

4218 GLMLDPDVVIADEPVSALDVSVR JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 134 1205.6312 2 2409.2478 0.0018 68.05 R A 0

4219 GLMLNVTDPASIESVLEK 15.994915@M:3 JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 93 966.5049 2 1930.9952 0.0032 60.99 K I 0

4220 GLMLNVTDPASIESVLEKIR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 51 729.0681 3 2184.1825 0.0001 69.94 K A 0

4221 GLMNVQFAVK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 20 553.8047 2 1105.5948 -0.0005 45.79 R N 0

4222 GLMPNPK 15.994915@M:3 JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 13 386.7049 2 771.3952 0.0002 18.04 R V 0

4223 GLMPNPKVGTVTPNVAEAVK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 48 674.7061 3 2021.0965 -0.0014 41.22 R N 0

4224 GLNCLSLFAER 57.021465@C:4 JW2487 ECK2498 ppx exopolyphosphatase 39 640.3267 2 1278.6388 -0.0002 51.20 R L 0

4225 GLNDVNCATSYDDVK 57.021465@C:7 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 50 835.8703 2 1669.7260 0.0007 33.89 R A 0

4226 GLNIFNSK JW0915 ECK0923 pepN aminopeptidase N 46 446.7480 2 891.4814 0.0000 38.31 K Y 0

4227 GLNNPDLDAAVGEDLAQQLRDELELVK JW5873 ECK4366 prfC peptide chain release factor RF-3 63 979.1733 3 2934.4981 0.0046 73.62 K G 0

4228 GLNPLTR JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 15 385.7297 2 769.4448 0.0002 29.45 K A 0

4229 GLNTNSHNQLEIR JW3204 ECK3224 degS serine endoprotease, periplasmic 65 748.3838 2 1494.7530 -0.0008 27.12 R T 0

4230 GLNTWLAR JW4355 ECK4384 slt lytic murein transglycosylase, soluble 67 465.7614 2 929.5082 0.0000 40.86 R L 0

4231 GLNVSEASVLVTR JW5017 ECK0209 yafD conserved protein 47 672.8769 2 1343.7392 -0.0016 44.26 R A 0

4232 GLPADVVPGDILLLDDGR JW1843 ECK1855 pykA pyruvate kinase II 49 917.9988 2 1833.9830 -0.0006 63.84 K V 0

4233 GLPADVVPGDILLLDDGRVQLK JW1843 ECK1855 pykA pyruvate kinase II 54 1152.1521 2 2302.2896 -0.0001 61.99 K V 0

4234 GLPEEVIPDLAEHLQAGIVVLGTVGR JW1327 ECK1329 uspE stress-induced protein 80 894.8333 3 2681.4781 0.0028 79.13 K T 0

4235 GLPEGAEIAVQLEGER JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 67 834.4339 2 1666.8532 0.0007 51.21 R M 0

4236 GLPIPVVITVYADR JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 65 756.9427 2 1511.8708 -0.0003 61.61 K S 0

4237 GLPPEMMEMAK JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 25 617.2877 2 1232.5608 0.0006 44.20 K Q 0

4238 GLPVRGQR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 24 441.7669 2 881.5192 -0.0003 18.88 R T 0

4239 GLPVTEVSDYTGFPEMMDGR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 96 1100.9977 2 2199.9808 -0.0009 60.13 K V 0

4240 GLPVVATNDVR JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 34 570.8221 2 1139.6296 -0.0002 34.12 R F 0

4241 GLQFLDLIQEGNIGLMK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 108 945.0141 2 1888.0136 0.0009 71.48 R A 0

4242 GLQLIGWR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 61 471.7795 2 941.5444 -0.0002 49.29 R D 0

4243 GLQLLINNHLK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 43 631.8825 2 1261.7504 -0.0001 41.97 K A 0

4244 GLQPGAPVEFR JW0934 ECK0942 pqiB paraquat-inducible protein B 24 585.8161 2 1169.6176 -0.0016 36.71 R G 0

4245 GLSGYDSPYVPGWDCHGLPIELK 57.021465@C:15 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 32 854.0769 3 2559.2089 -0.0016 58.15 K V 0

4246 GLSHNIK JW5869 ECK4324 yjiK conserved protein 15 384.7218 2 767.4290 0.0000 15.96 R Q 0

4247 GLSLGMR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 24 367.2047 2 732.3948 -0.0003 31.81 R L 0

4248 GLSQGSGVAFDNEK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 58 704.8368 2 1407.6590 -0.0039 30.06 K F 0

4249 GLSQGSGVAFDNEKFAYNINNNGHMLR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 88 985.1382 3 2952.3928 -0.0010 45.72 K I 0

4250 GLSSNYGLGTQEMLR 15.994915@M:13 JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 84 821.3988 2 1640.7830 0.0003 37.46 R S 0

4251 GLSVLMLEAQDLACATSSASSK 57.021465@C:14 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 129 1120.0517 2 2238.0888 0.0016 65.31 R L 0

4252 GLTDAAQQVVAAVEGK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 58 778.9176 2 1555.8206 0.0000 63.37 K - 0

4253 GLTEALTR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 33 430.7454 2 859.4762 0.0000 31.08 R V 0

4254 GLTFTYEPK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 47 528.2742 2 1054.5338 0.0003 39.04 K V 0

4255 GLTLASMLNDVPISR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 46 793.9323 2 1585.8500 0.0002 62.41 K W 0

4256 GLTNEALNVTLVEAGER JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 104 893.4711 2 1784.9276 0.0009 50.85 K I 0

4257 GLTNMALDDSALQGFFGVDR JW2577 ECK2593 yfiO predicted lipoprotein 121 1064.0138 2 2126.0130 0.0028 68.03 R S 0

4258 GLTSSTPTGDATK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 25 618.3092 2 1234.6038 -0.0002 21.01 R R 0

4259 GLTSSTPTGDATKR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 57 696.3593 2 1390.7040 -0.0012 19.67 R Y 0

4260 GLVDEINTSDEVILSLMEGR JW1264 ECK1266 sohB predicted inner membrane peptidase 108 1095.5520 2 2189.0894 0.0010 80.38 K E 0

4261 GLVIHHESCR 57.021465@C:9 JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 26 403.2046 3 1206.5920 -0.0008 19.14 K N 0

4262 GLVLIEELLVK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 48 613.3924 2 1224.7702 0.0009 67.70 R E 0

4263 GLVNATGPWVK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 49 571.3209 2 1140.6272 -0.0019 41.62 R Q 0

4264 GLVQMIELAR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 52 565.3238 2 1128.6330 0.0005 54.63 R A 0

4265 GLVTPVLR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 59 427.7765 2 853.5384 0.0000 36.59 R D 0

4266 GLVYMTR JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 24 420.2260 2 838.4374 0.0003 30.83 K A 0

4267 GLYTADPR JW0232 ECK0243 proB gamma-glutamate kinase 50 446.7294 2 891.4442 -0.0007 24.43 K S 0

4268 GMAACQTLFTILDSEQEKDEGKR 57.021465@C:5 JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 61 657.5670 4 2626.2389 0.0021 53.79 R V 0

4269 GMAFALHYR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 52 533.2683 2 1064.5220 -0.0006 36.91 K Q 0

4270 GMDKGGVNDLESVVK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 77 774.3900 2 1546.7654 -0.0006 37.30 R C 0

4271 GMEGAINAK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 41 445.7239 2 889.4332 0.0006 21.96 K T JW5173

4272 GMFAPER JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 14 404.1947 2 806.3748 0.0004 26.96 K L 0

4273 GMFSNDLSIDLGTANTLIYVK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 64 1136.5799 2 2271.1452 -0.0004 67.40 R G 0

4274 GMGESNPVTGNTCDNVK 57.021465@C:13 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 76 890.3855 2 1778.7564 0.0000 27.83 R Q 0

4275 GMGESNPVTGNTCDNVKQR 57.021465@C:13 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 45 688.6457 3 2062.9153 -0.0007 24.63 R A 0

4276 GMGPENTLILIDGKPVSSR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 68 662.0226 3 1983.0460 0.0002 44.85 R N 0

4277 GMINAVSFMVK JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 61 598.8121 2 1195.6096 0.0003 51.51 R V 0

4278 GMINAVSFMVKVEE JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 59 777.3884 2 1552.7622 -0.0006 59.12 R - 0

4279 GMLGFTGTYK 15.994915@M:2 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 39 545.7651 2 1089.5156 -0.0009 33.06 R G 0

4280 GMLGSLLGGR JW4220 ECK4256 yjgR predicted ATPase 74 480.7684 2 959.5222 0.0001 49.14 R R 0

4281 GMLKGQESEVTGVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 65 731.8814 2 1461.7482 -0.0015 25.73 R I 0

4282 GMLNELDEEPSPR JW5808 ECK0142 pcnB poly(A) polymerase I 97 743.8451 2 1485.6756 -0.0012 40.54 K R 0

4283 GMLTTDVESYDKLSLDQR JW3460 ECK3478 pitA phosphate transporter, low-affinity 38 691.0054 3 2069.9944 0.0006 48.73 K S 0

4284 GMNFTDVATQMTNK JW2049 ECK2058 asmA predicted assembly protein 77 779.3555 2 1556.6964 0.0001 46.23 R S 0

4285 GMNTAVGDEGGYAPNLGSNAEALAVIAEAVK 15.994915@M:2 JW2750 ECK2773 eno enolase 16 1002.4916 3 3004.4530 0.0081 65.34 K A 0

4286 GMPIATPVFDGAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 31 652.3394 2 1302.6642 0.0001 45.07 K E 0

4287 GMQVALGTNAVR JW2903 ECK2931 yggG predicted peptidase 80 608.8268 2 1215.6390 -0.0004 33.92 K V 0

4288 GMSRAQVAQIAGKPSSEVSMIHAR JW1728 ECK1737 osmE DNA-binding transcriptional regulator 63 628.5783 4 2510.2841 -0.0007 33.62 K G 0

4289 GMTETVAR JW2294 ECK2291 pta phosphate acetyltransferase 46 432.7159 2 863.4172 0.0001 19.79 K E 0

4290 GMTLFLPR JW3601 ECK3616 rfaJ UDP-D-glucose:(galactosyl)lipopolysaccharide glucosyltransferase 25 467.7625 2 933.5104 -0.0002 48.11 K E 0

4291 GMVAQTAGK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 30 431.7262 2 861.4378 0.0000 18.05 K H 0

4292 GMVLTGGGALLR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 86 572.8290 2 1143.6434 0.0000 43.60 R N 0

4293 GMWQQSEGK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 41 525.7381 2 1049.4616 0.0017 25.21 R A 0

4294 GMWVDDKWMLITGNNLNPR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 33 754.0387 3 2259.0943 0.0013 58.63 K A 0

4295 GMYVTAQK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 35 449.2283 2 896.4420 -0.0006 22.43 R N 0

4296 GNARPSVVVADSGHLTQLR JW4218 ECK4254 yjgP conserved inner membrane protein 58 659.6925 3 1976.0557 0.0003 33.40 K D 0

4297 GNASEDARPIVLVGK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 38 763.4197 2 1524.8248 -0.0011 31.94 K G 0

4298 GNASVLPADNTLATVTFK JW5283 ECK1749 ydjY predicted protein 64 909.9843 2 1817.9540 0.0018 51.03 K I 0

4299 GNAVGVELTPLEKLPIGK JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 15 612.3594 3 1834.0564 0.0001 51.18 R G 0

4300 GNDMISHLYQPMSPSVLNLIK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 36 786.4046 3 2356.1920 0.0000 63.11 R Q 0

4301 GNDTDTYALK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 33 549.2583 2 1096.5020 -0.0017 25.36 K D 0

4302 GNDYSILNTVSENLTYKPER JW3140 ECK3161 argG argininosuccinate synthetase 61 771.7172 3 2312.1298 0.0013 54.82 R L 0

4303 GNESDVYSSEIPAEFQK JW4215 ECK4251 valS valyl-tRNA synthetase 26 950.4341 2 1898.8536 0.0003 44.55 K L 0

4304 GNFDLEGLER JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 36 575.2804 2 1148.5462 0.0001 43.66 K G 0

4305 GNGENSYGGNGDMTYAR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 88 881.8572 2 1761.6998 -0.0014 26.69 K L 0

4306 GNGFATYR JW2203 ECK2207 ompC outer membrane porin protein C 39 443.2136 2 884.4126 -0.0014 24.77 R N 0

4307 GNGSTEDLTAR JW3756 ECK3775 rho transcription termination factor 75 560.7643 2 1119.5140 -0.0015 20.82 R V 0

4308 GNHILAK JW2185 ECK2189 ccmE periplasmic heme chaperone 34 376.7241 2 751.4336 -0.0005 16.69 K E 0

4309 GNIATVSHCITR 57.021465@C:9 JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 64 664.8393 2 1327.6640 -0.0026 25.77 R L 0

4310 GNIMWENEFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 52 648.2954 2 1294.5762 -0.0002 46.80 R Y 0

4311 GNKGAALTTFISLAGSYLVLMPNNPR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 17 902.4867 3 2704.4383 0.0011 74.33 R A 0

4312 GNLVAVISNGTAVLGLGNIGALAGKPVMEGK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 64 974.2141 3 2919.6205 -0.0010 69.75 R G 0

4313 GNNQPDIQK JW3474 ECK3490 slp outer membrane lipoprotein 30 507.2542 2 1012.4938 0.0001 17.76 K S 0

4314 GNNQPDIQKSFVAVHNQPGLYVGQQAR JW3474 ECK3490 slp outer membrane lipoprotein 26 742.1307 4 2964.4937 -0.0019 39.95 K F 0

4315 GNNVVVLGTQWGDEGK JW4135 ECK4173 purA adenylosuccinate synthetase 39 836.9198 2 1671.8250 0.0034 45.70 M G 0

4316 GNNVVVLGTQWGDEGKGK JW4135 ECK4173 purA adenylosuccinate synthetase 37 619.9867 3 1856.9383 0.0001 40.12 M I 0

4317 GNPCVEAVLEK 57.021465@C:4 JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 52 608.3054 2 1214.5962 -0.0003 35.50 R N 0

4318 GNQLQLMTESDDVMQALIR JW1241 ECK1243 cls cardiolipin synthase 1 82 1081.5324 2 2161.0502 -0.0005 67.70 K D 0

4319 GNSSLADYAK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 54 513.2486 2 1024.4826 0.0001 26.87 R L 0

4320 GNSYMQWMIPGLHLELGPNSAEVK JW4180 ECK4217 ytfN conserved protein 20 891.1056 3 2670.2950 0.0017 65.23 K G 0

4321 GNTGENLLALLEGR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 95 728.8916 2 1455.7686 0.0005 63.65 K L 0
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4322 GNTGENLLALLEGRLDNVVYR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 65 772.7487 3 2315.2243 0.0009 70.93 K M 0

4323 GNTLAELAR JW2551 ECK2565 rnc RNase III 27 472.7614 2 943.5082 -0.0004 32.15 R E 0

4324 GNTLWPQVVSVLQAK JW2462 ECK2473 nlpB lipoprotein 74 820.4629 2 1638.9112 0.0019 61.71 R N 0

4325 GNTPAQVPK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 14 456.2512 2 910.4878 0.0006 19.63 K H 0

4326 GNVEYWVALIQPGK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 46 525.2846 3 1572.8320 0.0019 60.01 K V 0

4327 GNVEYWVALIQPGKVLYEMDGVPEELAR JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 47 1059.2099 3 3174.6079 0.0021 75.16 K E 0

4328 GNVIDPLDMVDGISLPELLEK JW4215 ECK4251 valS valyl-tRNA synthetase 88 1134.0962 2 2266.1778 0.0013 78.04 K R 0

4329 GNVIDPLDMVDGISLPELLEKR JW4215 ECK4251 valS valyl-tRNA synthetase 51 1212.1473 2 2422.2800 0.0024 73.34 K T 0

4330 GNVINLSLGFSHPVDHQLPAGITAECPTQTEIVLK 57.021465@C:26 JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 127 1252.6528 3 3754.9366 0.0012 56.55 K G 0

4331 GNVLAQAEAFR JW3809 ECK3826 rmuC predicted recombination limiting protein 72 588.3125 2 1174.6104 0.0009 41.14 R G 0

4332 GNVVDLAVGVIIGAAFGK JW3252 ECK3277 mscL mechanosensitive channel 80 850.4918 2 1698.9690 0.0021 80.67 R I 0

4333 GNYSMGVR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 59 442.2080 2 882.4014 -0.0004 23.73 R E 0

4334 GNYSSDLNR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 42 513.2352 2 1024.4558 -0.0015 21.86 K A 0

4335 GPAIAQAFDAEGKPSK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 89 793.9119 2 1585.8092 -0.0007 32.12 R A 0

4336 GPANVLWK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 50 442.7521 2 883.4896 -0.0019 35.61 R V 0

4337 GPAYTEMSLFAR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 86 671.8262 2 1341.6378 -0.0008 48.45 R I 0

4338 GPEGLMPSDDTLK JW2425 ECK2427 yfeY predicted protein 40 680.3261 2 1358.6376 -0.0012 38.15 R N 0

4339 GPEGLMPSDDTLKNWK JW2425 ECK2427 yfeY predicted protein 14 596.6253 3 1786.8541 -0.0021 44.47 R V 0

4340 GPFNVVWQR JW2462 ECK2473 nlpB lipoprotein 65 551.7932 2 1101.5718 -0.0001 46.87 R L 0

4341 GPGETQLETDRR JW4131 ECK4169 hflX predicted GTPase 23 453.5597 3 1357.6573 -0.0014 20.15 R L 0

4342 GPGKSPDSPQWR JW1200 ECK1197 lolB chaperone for lipoproteins 15 437.8856 3 1310.6350 -0.0017 22.25 K Q 0

4343 GPGLEEGMK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 19 459.2233 2 916.4320 -0.0003 23.98 R I 0

4344 GPGNPMEQPK JW0120 ECK0123 gcd glucose dehydrogenase 53 527.7526 2 1053.4906 -0.0006 21.32 R D 0

4345 GPGNPMEQPKDAK JW0120 ECK0123 gcd glucose dehydrogenase 59 684.8319 2 1367.6492 -0.0011 19.62 R G 0

4346 GPILCLVGPPGVGK 57.021465@C:5 JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 13 682.3917 2 1362.7688 -0.0005 49.02 K T 0

4347 GPIPLPTR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 24 425.7609 2 849.5072 0.0001 33.40 R K 0

4348 GPIPLPTRK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 21 489.8080 2 977.6014 -0.0007 27.06 R E 0

4349 GPLDHDGFSAVEAIAPGVIER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 114 1075.5479 2 2149.0812 0.0008 57.56 K Q 0

4350 GPLNNPADRDHCIQYMVAIPLLFGR 57.021465@C:12 JW0325 ECK0331 prpD 2-methylcitrate dehydratase 26 717.6167 4 2866.4377 0.0006 65.75 K L 0

4351 GPLTTPVGGGIR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 32 562.8244 2 1123.6342 -0.0007 33.63 K S 0

4352 GPMSSLYGSDALGGVVNIITK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 55 1040.0427 2 2078.0708 -0.0009 65.77 R K 0

4353 GPMSSLYGSDALGGVVNIITKK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 44 736.3969 3 2206.1689 0.0023 61.18 R I 0

4354 GPQIEPVLENVQPNSAASK JW0171 ECK0175 yaeL zinc metallopeptidase 115 989.5167 2 1977.0188 0.0021 41.54 R A 0

4355 GPTDFVENYAK JW4345 ECK4374 deoA thymidine phosphorylase 53 620.7972 2 1239.5798 0.0027 41.95 K Y 0

4356 GPTLEDACNVLGVKPTDDATTIK 57.021465@C:8 JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 75 805.7405 3 2414.1997 -0.0002 47.33 R R 0

4357 GPTLEDACNVLGVKPTDDATTIKR 57.021465@C:8 JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 71 857.7742 3 2570.3008 -0.0001 43.44 R A 0

4358 GPTLLEDFILR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 79 637.3613 2 1272.7080 0.0003 65.79 R E 0

4359 GPTLLEDFILREK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 30 510.9556 3 1529.8450 -0.0002 59.17 R I 0

4360 GPVATVLVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 72 456.2872 2 910.5598 -0.0001 31.86 R E 0

4361 GPVSVLYGK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 32 460.2657 2 918.5168 -0.0007 32.87 R S 0

4362 GPVTLEQLAAAPWILR JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 39 867.9992 2 1733.9838 0.0011 68.94 R E 0

4363 GPVVDENALIAALQK JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 114 769.4328 2 1536.8510 0.0000 55.45 R G 0

4364 GQAIIATADGR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 84 536.7908 2 1071.5670 -0.0002 25.67 K V 0

4365 GQAVVNISNAAFPILMAR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 44 936.5117 2 1871.0088 0.0001 60.73 R N 0

4366 GQDLVER JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 31 408.7141 2 815.4136 0.0000 20.52 K N 0

4367 GQESEVTGVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 59 517.2615 2 1032.5084 -0.0003 20.11 K I 0

4368 GQFENAFNSER JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 25 649.7911 2 1297.5676 -0.0010 33.67 R N 0

4369 GQGAQLNGYR JW2517 ECK2530 suhB inositol monophosphatase 74 532.2675 2 1062.5204 -0.0002 21.81 R L 0

4370 GQGIVLNEPSVVAIR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 55 776.4460 2 1550.8774 -0.0005 45.89 K Q 0

4371 GQGIVLNEPSVVAIRQDR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 24 651.0286 3 1950.0640 -0.0006 41.52 K A 0

4372 GQGLESDQSDSAAMTSMLIGLGVAQSGQIVGK JW4180 ECK4217 ytfN conserved protein 64 1045.8473 3 3134.5201 -0.0024 69.90 R I 0

4373 GQGYLFELR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 41 541.7858 2 1081.5570 0.0015 47.02 R - 0

4374 GQHFDIYQGIGPEAGHR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 14 627.9724 3 1880.8954 0.0035 36.14 K A 0

4375 GQHLLAMK JW1327 ECK1329 uspE stress-induced protein 36 449.2525 2 896.4904 0.0003 22.44 R A 0

4376 GQIEYIPFPDKLK JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 20 516.6208 3 1546.8406 0.0011 46.94 K G 0

4377 GQIGLEQR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 46 450.7482 2 899.4818 -0.0007 23.02 K S 0

4378 GQIQDIEPEQIHLAIK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 33 611.3355 3 1830.9847 0.0007 45.73 R E 0

4379 GQKVHPNGIR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 37 553.3148 2 1104.6150 -0.0001 16.44 M L 0

4380 GQLVTVVGPITGAVDGK JW1795 ECK1804 yeaY predicted lipoprotein 69 805.9591 2 1609.9036 -0.0003 49.06 R I 0

4381 GQNEDQNVGIK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 61 601.2946 2 1200.5746 0.0011 20.05 R V 0

4382 GQNTGIAFVSLK JW0451 ECK0456 acrB multidrug efflux system protein 34 617.8426 2 1233.6706 -0.0010 43.62 R D 0

4383 GQNTGIAFVSLKDWADRPGEENKVEAITMR JW0451 ECK0456 acrB multidrug efflux system protein 51 1111.5606 3 3331.6600 -0.0020 52.70 R A 0

4384 GQNVTVISNLPEDDIK JW1242 ECK1244 kch voltage-gated potassium channel 66 871.4516 2 1740.8886 -0.0007 43.99 R Q 0

4385 GQPVLVGTISIEK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 77 670.8927 2 1339.7708 -0.0002 44.15 K S 0

4386 GQPVLVGTISIEKSELVSNELTK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 29 814.4546 3 2440.3420 -0.0006 53.62 K A 0

4387 GQQLNASIIAQTR JW0451 ECK0456 acrB multidrug efflux system protein 42 700.3862 2 1398.7578 0.0000 36.48 K L JW3234

4388 GQQLSSFAQLR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 64 617.8299 2 1233.6452 -0.0013 38.89 K D 0

4389 GQQSIIDAMDITGGK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 90 767.3827 2 1532.7508 0.0004 47.94 R G 0

4390 GQSAAEWLQTAEEADIAWVLK JW0080 ECK0083 mraW S-adenosyl-dependent methyltransferase activity on membrane-located substrates 73 1158.5777 2 2315.1408 -0.0025 75.24 R T 0

4391 GQSEAIARNLREMSR 15.994915@M:13 JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 14 867.4369 2 1732.8592 -0.0046 25.25 R L 0

4392 GQTLSLK JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 35 373.7239 2 745.4332 -0.0002 23.87 R R 0

4393 GQTLSLKR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 27 451.7742 2 901.5338 -0.0006 20.90 R K 0

4394 GQTLTQATSDAQGHVQLENDKNAALLLAR JW2504 ECK2516 yfhM conserved protein 99 1021.8657 3 3062.5753 0.0006 44.29 K K 0

4395 GQTVLDLAGGTGDLTAK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 110 808.9282 2 1615.8418 0.0002 47.19 R F 0

4396 GQVLAKPGTIKPHTK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 57 787.9713 2 1573.9280 -0.0024 20.17 R F JW3943

4397 GQVLAKPGTIKPHTKFESEVYILSK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 53 924.1882 3 2769.5428 -0.0002 38.95 R D JW3943

4398 GQVLAKPGTIKPHTKFESEVYILSKDEGGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 36 821.9460 4 3283.7549 -0.0017 38.34 R H JW3943

4399 GQVLPIGGLK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 18 491.3084 2 980.6022 0.0003 40.33 R E 0

4400 GQVLPIGGLKEK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 19 413.5870 3 1237.7392 -0.0001 33.42 R L 0

4401 GQVVGTIDFQLNGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 109 738.3966 2 1474.7786 0.0006 47.78 K S 0

4402 GQYGHVVIDMYPLEPGSNPK JW3302 ECK3327 fusA protein chain elongation factor EF-G 83 1101.0381 2 2200.0616 -0.0007 46.81 R G 0

4403 GQYLTPSEHNPVGLLEEALVDVIAADPIHQR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 44 846.1915 4 3380.7369 0.0003 80.08 R I 0

4404 GQYNWNTGYGGAELGLSYPITK JW3794 ECK3815 pldA outer membrane phospholipase A 95 1195.0770 2 2388.1394 0.0008 54.76 K H 0

4405 GQYTAGFAQGK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 75 564.2775 2 1126.5404 -0.0004 26.54 R K 0

4406 GRALGVTFFLPEGDAISASR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 38 688.7010 3 2063.0812 0.0012 55.40 R Q 0

4407 GRDFAFAK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 30 456.2401 2 910.4656 -0.0004 25.15 K R 0

4408 GRDFIVHVDFPAEVIHAWQTLK JW1411 ECK1407 ydcF conserved protein 39 645.3444 4 2577.3485 -0.0006 65.92 R H 0

4409 GRDQMLALNVNIPFSHWLR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 65 756.4011 3 2266.1815 0.0023 60.85 K S 0

4410 GREQILK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 29 422.2556 2 842.4966 -0.0007 17.97 R V 0

4411 GREYSAMER JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 52 549.7534 2 1097.4922 -0.0002 18.78 R S 0

4412 GRFGYGYVNLK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 15 637.3390 2 1272.6634 0.0019 36.55 R D 0

4413 GRGGAGFSTGLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 27 554.2989 2 1106.5832 0.0000 21.14 K W 0

4414 GRGGFVR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 26 374.7144 2 747.4142 0.0002 18.35 R S 0

4415 GRLHLAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 14 397.7532 2 793.4918 -0.0004 18.13 R L 0

4416 GRLNVLVNVLGK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 69 641.4033 2 1280.7920 -0.0007 45.83 R K 0

4417 GRLTLEVR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 35 472.2879 2 942.5612 0.0001 26.35 R D 0

4418 GRPIVNLLPLEQDER JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 33 583.6603 3 1747.9591 0.0009 47.33 R I 0

4419 GRPVFQAVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 54 515.3012 2 1028.5878 -0.0001 23.11 K E 0

4420 GRSQGVAAYGAK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 32 582.8098 2 1163.6050 0.0003 17.13 K E 0

4421 GRVTEADIHIASQLMDR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 47 637.9952 3 1910.9638 0.0005 42.17 K M 0

4422 GRYQAFTQADLTNLR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 83 585.3042 3 1752.8908 0.0000 41.79 K A 0

4423 GRYQISVKPQGYQQAVTVK JW2462 ECK2473 nlpB lipoprotein 39 717.3950 3 2149.1632 -0.0013 34.04 R L 0

4424 GSAAHGYFQPYK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 44 663.3162 2 1324.6178 -0.0021 27.60 R S 0

4425 GSALINDKR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 22 487.2744 2 972.5342 -0.0009 18.45 K A 0

4426 GSALKALEGDAEWEAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 55 558.9493 3 1673.8261 0.0002 42.73 R I JW3943

4427 GSANILVMPNMEAAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 13 787.3944 2 1572.7742 -0.0009 48.11 K I 0

4428 GSAPLINDPLLTQYINSLGMR JW2479 ECK2490 yfgC predicted peptidase 78 1137.1015 2 2272.1884 -0.0001 70.82 R L 0

4429 GSASSTDLSPQAIAR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 74 730.8703 2 1459.7260 -0.0006 31.80 K T 0

4430 GSAYGGVLSNFSGTVK JW4283 ECK4311 fimH minor component of type 1 fimbriae 97 772.3912 2 1542.7678 0.0001 45.94 R Y 0

4431 GSDGWLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 17 395.6956 2 789.3766 -0.0003 30.12 R A 0

4432 GSDVNVPDAVFAWMLDGR JW1336 ECK1339 ydaN predicted Zn(II) transporter 91 974.9656 2 1947.9166 0.0017 75.06 K G 0

4433 GSDYIGDQDAIEYMCK 15.994915@M:14,57.021465@C:15 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 46 940.8879 2 1879.7612 0.0009 38.08 K T 0

4434 GSENYALTTNQGVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 40 755.3683 2 1508.7220 0.0001 29.29 K I 0

4435 GSEWENLSAPAK JW3142 ECK3164 secG preprotein translocase membrane subunit 44 644.8126 2 1287.6106 0.0012 36.62 K T 0

4436 GSEWENLSAPAKTEQTQPAAPAKPTSDIPN JW3142 ECK3164 secG preprotein translocase membrane subunit 61 1045.8461 3 3134.5165 0.0009 39.23 K - 0

4437 GSFAGAMGYGQFMPSSYK JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 100 943.4160 2 1884.8174 -0.0001 52.39 K Q 0

4438 GSFEFSGR JW2049 ECK2058 asmA predicted assembly protein 44 443.7069 2 885.3992 0.0011 30.75 R V 0

4439 GSFESFAQAVR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 80 599.7963 2 1197.5780 0.0003 42.91 R D 0

4440 GSGLGLSIAR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 57 465.7728 2 929.5310 0.0016 35.55 K D 0

4441 GSGLTPAQALDKLDALYEQSVVALR JW1963 ECK1977 amn AMP nucleosidase 43 872.4735 3 2614.3987 0.0021 72.68 K N 0

4442 GSGNSVAALLGNSNGNLK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 95 836.9343 2 1671.8540 0.0001 43.90 R L 0

4443 GSGPYFYLPK JW3974 ECK4006 aceB malate synthase A 15 564.7902 2 1127.5658 0.0007 45.19 K T 0

4444 GSHEYCDVMGR 57.021465@C:6 JW3592 ECK3607 kbl glycine C-acetyltransferase 20 437.5131 3 1309.5175 -0.0006 25.03 R V 0

4445 GSHIVVPR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 18 432.7558 2 863.4970 -0.0007 20.19 K V 0

4446 GSHLESLAAR JW3564 ECK3580 selA selenocysteine synthase 51 520.7779 2 1039.5412 0.0003 22.29 R W 0

4447 GSIPENTVIAGVPAK JW2018 ECK2027 wbbJ predicted acyl transferase 24 726.9063 2 1451.7980 -0.0003 37.36 R I 0

4448 GSKVFSER JW2181 ECK2185 narP DNA-binding response regulator in two-component regulatory system with NarQ or NarX 14 455.2432 2 908.4718 0.0002 23.91 K V 0

4449 GSLLPGK JW2504 ECK2516 yfhM conserved protein 20 336.2082 2 670.4018 0.0004 25.73 R V 0

4450 GSLPIALDEVITDGHK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 49 555.6339 3 1663.8799 0.0019 51.88 R R 0

4451 GSLPIALDEVITDGHKR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 99 910.9971 2 1819.9796 0.0004 46.96 R A 0

4452 GSLYGGTWQMDVPELK JW4180 ECK4217 ytfN conserved protein 52 890.9334 2 1779.8522 0.0020 55.67 R L 0
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4453 GSMDAHEVNSLREEITAVLAAFKPQDQVVLR JW1264 ECK1266 sohB predicted inner membrane peptidase 51 1141.9294 3 3422.7664 0.0046 74.24 K L 0

4454 GSMIEVLHSNFIR JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 76 751.8929 2 1501.7712 0.0001 49.84 R T 0

4455 GSMMIEGR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 40 440.7042 2 879.3938 -0.0003 25.67 R I 0

4456 GSMWHIRYPLADGAK JW4215 ECK4251 valS valyl-tRNA synthetase 40 567.9557 3 1700.8453 -0.0005 41.71 K T 0

4457 GSNDFVTNVDK JW2517 ECK2530 suhB inositol monophosphatase 21 598.2835 2 1194.5524 0.0008 29.62 K A 0

4458 GSNDFVTNVDKAAEAVIIDTIR JW2517 ECK2530 suhB inositol monophosphatase 54 783.4084 3 2347.2034 0.0015 76.56 K K 0

4459 GSNDFVTNVDKAAEAVIIDTIRK JW2517 ECK2530 suhB inositol monophosphatase 85 826.1066 3 2475.2980 0.0010 69.60 K S 0

4460 GSPDDALAEIK JW5743 ECK4185 yjfO conserved protein 53 558.2826 2 1114.5506 0.0000 36.61 R A 0

4461 GSPVTTVDTAK JW0790 ECK0794 fiu predicted iron outer membrane transporter 43 538.2843 2 1074.5540 -0.0016 22.33 K S 0

4462 GSQQSVEQAYAEAGQPQHK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 50 681.6557 3 2041.9453 0.0000 27.82 K V 0

4463 GSSLMFLKPGMQVPVSQLIR 15.994915@M:5 JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 58 735.4029 3 2203.1869 0.0011 54.88 K G 0

4464 GSSLQQGFQKPAQAVNR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 41 605.9876 3 1814.9410 0.0022 27.73 K D 0

4465 GSSPTPQQDLVR JW1795 ECK1804 yeaY predicted lipoprotein 61 642.8305 2 1283.6464 -0.0006 25.88 K V 0

4466 GSSVMFLKPGDQVSVADLNK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 97 1046.5413 2 2091.0680 0.0010 47.50 R G 0

4467 GSVENGAYK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 21 462.7246 2 923.4346 -0.0002 18.03 K A 0

4468 GSVGAGNAITPEEVAAADLVIVAADIEVDLAK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 92 1026.8784 3 3077.6134 0.0003 80.69 R F 0

4469 GSVNPECTLAQLGAAK 57.021465@C:7 JW3975 ECK4007 aceA isocitrate lyase 93 808.4091 2 1614.8036 0.0002 45.05 R M 0

4470 GSVTVFDSQGNAHDMSVYFVK JW1063 ECK1061 flgE flagellar hook protein 39 763.3607 3 2287.0603 0.0022 50.25 K T 0

4471 GSWEPLLYGLHQMQLR JW0390 ECK0394 phoR sensory histidine kinase in two-component regulatory system with PhoB 16 643.3325 3 1926.9757 -0.0018 61.59 R N 0

4472 GSWFVATTEELAELQR JW2715 ECK2740 truD pseudoruidine synthase 73 918.9608 2 1835.9070 0.0016 64.37 R R 0

4473 GSWLDFEFDPK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 35 670.8116 2 1339.6086 0.0002 60.91 R D 0

4474 GSWLDFEFDPKDNLFVR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 41 695.6748 3 2084.0026 0.0022 67.85 R I 0

4475 GSYSGSTYTVK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 18 575.2744 2 1148.5342 -0.0008 23.92 K K 0

4476 GSYSHLAAR JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 61 481.2458 2 960.4770 -0.0007 19.74 K Q 0

4477 GTADAVTQNLDIIR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 62 743.8960 2 1485.7774 -0.0013 47.08 R R 0

4478 GTAMNPVDHPHGGGEGR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 74 844.8814 2 1687.7482 -0.0003 18.89 R N 0

4479 GTAQVTIK JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 15 409.2421 2 816.4696 -0.0008 20.10 R Q 0

4480 GTCQTYILGQR 57.021465@C:3 JW1728 ECK1737 osmE DNA-binding transcriptional regulator 64 648.8218 2 1295.6290 -0.0002 31.12 R D 0

4481 GTEITLHLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 44 520.2982 2 1038.5818 -0.0003 33.52 R E 0

4482 GTENEDFMFLNLGPNHPSAHGAFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 88 886.7424 3 2657.2054 -0.0026 50.80 R I 0

4483 GTFANIR JW1268 ECK1271 acnA aconitate hydratase 1 29 389.7140 2 777.4134 0.0001 26.52 R I 0

4484 GTFKNPQAGVK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 33 573.8167 2 1145.6188 -0.0005 19.49 R A 0

4485 GTGGWGGPLELK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 40 586.3087 2 1170.6028 -0.0005 44.25 K A 0

4486 GTGNMELHLSR JW3756 ECK3775 rho transcription termination factor 37 405.5362 3 1213.5868 -0.0006 29.40 K K 0

4487 GTGSGGGSSSQGPRPQLGGR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 53 600.6300 3 1798.8682 0.0010 19.85 K V 0

4488 GTGTESGIQPQYGVPYGVTLNPFLSPFGLPCK 57.021465@C:31 JW0120 ECK0123 gcd glucose dehydrogenase 50 1127.9004 3 3380.6794 0.0041 71.39 K Q 0

4489 GTGVSVTR JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 52 388.7167 2 775.4188 0.0000 18.92 R S 0

4490 GTHNDLLEHR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 54 596.2972 2 1190.5798 0.0006 19.35 R G 0

4491 GTIIEMFNMFSGGALSR JW3262 ECK3287 secY preprotein translocase membrane subunit 72 915.9484 2 1829.8822 0.0019 75.60 R A 0

4492 GTLADILK JW2573 ECK2590 clpB protein disaggregation chaperone 17 415.7528 2 829.4910 0.0001 45.30 R A 0

4493 GTLDLSK JW5531 ECK3150 deaD ATP-dependent RNA helicase 34 367.2082 2 732.4018 0.0000 24.16 R L 0

4494 GTLDVNQVIGDTTAVR JW0790 ECK0794 fiu predicted iron outer membrane transporter 56 829.9389 2 1657.8632 -0.0002 48.98 R L 0

4495 GTLEDPNLFIR JW0462 ECK0467 htpG molecular chaperone HSP90 family 40 637.8408 2 1273.6670 0.0004 47.65 R R 0

4496 GTLEDPNLFIRR JW0462 ECK0467 htpG molecular chaperone HSP90 family 17 477.5965 3 1429.7677 -0.0002 40.87 R M 0

4497 GTLGQDVIDIR JW0710 ECK0709 gltA citrate synthase 89 593.8252 2 1185.6358 0.0004 42.47 K T 0

4498 GTLGWIETGDFDKVPPDLR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 41 706.0289 3 2115.0649 0.0011 55.97 R F 0

4499 GTLHDFLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 34 479.7585 2 957.5024 -0.0007 35.62 K N 0

4500 GTLQTASTDCDTIVEAAALLPAFDQAVEGNR 57.021465@C:10 JW5291 ECK1784 yeaJ predicted diguanylate cyclase 45 1078.8584 3 3233.5534 0.0023 72.51 R H 0

4501 GTNASHVLVLIDGVR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 75 775.9356 2 1549.8566 -0.0010 45.57 R L 0

4502 GTNTVIVLPIGIGQLGK JW0803 ECK0809 ybiS conserved protein 71 840.5069 2 1678.9992 0.0010 60.76 K D 0

4503 GTPEYNISLGER JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 60 668.3299 2 1334.6452 -0.0013 36.66 R R 0

4504 GTPGFSGADLANLVNEAALFAAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 117 1131.5805 2 2261.1464 0.0024 77.39 R G 0

4505 GTPYEIFNVSLTQTLHR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 98 988.5147 2 1975.0148 -0.0014 57.14 R T 0

4506 GTSANPDTYFQSR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 46 722.3283 2 1442.6420 -0.0005 33.75 R E 0

4507 GTSEISAGNADLSSR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 18 732.8497 2 1463.6848 -0.0003 27.71 R T 0

4508 GTSKGEAIAAFMQEAPFIGR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 43 694.3547 3 2080.0423 0.0012 57.37 R T 0

4509 GTSTVQYLHTK JW5298 ECK1825 yobH predicted protein 49 617.8251 2 1233.6356 0.0003 22.67 R S 0

4510 GTTTMGVK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 25 397.7075 2 793.4004 0.0000 18.61 M L 0

4511 GTVANPNQDKNCTDDVWVYDLR 57.021465@C:12 JW4312 ECK4339 hsdM DNA methylase M 49 860.7307 3 2579.1703 -0.0007 45.88 K T 0

4512 GTVEAPQLLADITAR JW4180 ECK4217 ytfN conserved protein 71 777.9282 2 1553.8418 0.0005 54.35 R G 0

4513 GTVIDHIPAQIGFK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 32 748.4180 2 1494.8214 0.0019 46.05 R L 0

4514 GTVVTGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 24 345.2007 2 688.3868 0.0000 16.12 R V JW3943

4515 GTVVTGRVER JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 26 537.3065 2 1072.5984 -0.0005 19.10 R G JW3943

4516 GVAASEQTLIQVQK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 113 736.4090 2 1470.8034 -0.0007 36.04 R T 0

4517 GVALSAGVQR JW1692 ECK1700 pps phosphoenolpyruvate synthase 73 479.2779 2 956.5412 0.0009 26.37 R M 0

4518 GVAVVIINSNFKR JW0740 ECK0746 galK galactokinase 57 708.9191 2 1415.8236 -0.0013 40.42 K T 0

4519 GVDMAMR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 33 390.1806 2 778.3466 0.0000 24.90 K L 0

4520 GVDPALQHK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 38 482.7642 2 963.5138 0.0001 18.02 R A 0

4521 GVDVSIILPR JW1241 ECK1243 cls cardiolipin synthase 1 88 534.8243 2 1067.6340 0.0002 49.43 R K 0

4522 GVEATANFDTGPLTHTVSYDYVDAR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 57 900.4247 3 2698.2523 0.0013 50.10 K N 0

4523 GVEGMITTAR JW2751 ECK2774 pyrG CTP synthetase 43 517.7682 2 1033.5218 -0.0007 31.75 R F 0

4524 GVEGVTSVSDKLHVR JW4338 ECK4367 osmY periplasmic protein 31 528.2892 3 1581.8458 -0.0017 33.21 K D 0

4525 GVEIEAK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 41 373.2076 2 744.4006 -0.0010 20.72 R A 0

4526 GVEIGSGDAYPGR JW1868 ECK1880 flhA predicted flagellar export pore protein 48 639.3101 2 1276.6056 0.0009 31.02 K W 0

4527 GVELAPGESVPMVGVVEKPK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 35 674.7025 3 2021.0857 -0.0009 44.84 K A 0

4528 GVELLSTGGTAR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 63 580.8161 2 1159.6176 -0.0021 33.28 R L 0

4529 GVENGLR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 27 372.7031 2 743.3916 -0.0009 19.81 R V 0

4530 GVEPIYETMPGWSESTFGVK JW4135 ECK4173 purA adenylosuccinate synthetase 71 1107.5253 2 2213.0360 0.0010 60.16 K D 0

4531 GVEPIYETMPGWSESTFGVKDR JW4135 ECK4173 purA adenylosuccinate synthetase 28 829.0619 3 2484.1639 0.0006 54.92 K S 0

4532 GVEQLGQVR JW0889 ECK0897 ycaP conserved inner membrane protein 44 493.2745 2 984.5344 -0.0008 27.47 R L 0

4533 GVFEVLATGGDSALGGDDFDHLLADYIR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 90 975.1421 3 2922.4045 0.0009 77.20 R E 0

4534 GVFISYQNR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 59 542.2822 2 1082.5498 -0.0010 35.07 R H 0

4535 GVFNLVLGR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 34 487.7929 2 973.5712 0.0004 54.13 R G 0

4536 GVFNLVLGRGETVGQELAGNPK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 60 752.4093 3 2254.2061 -0.0008 56.46 R V 0

4537 GVFSSQLQLLVKPIAGK JW1606 ECK1609 ydgA conserved protein 92 893.0351 2 1784.0556 -0.0004 56.30 R E 0

4538 GVFSSQLQLLVKPIAGKENPWIK JW1606 ECK1609 ydgA conserved protein 73 851.4917 3 2551.4533 0.0008 60.89 R S 0

4539 GVFTFDPGFTSTASCESK 57.021465@C:15 JW0710 ECK0709 gltA citrate synthase 88 969.4333 2 1936.8520 0.0007 52.74 K I 0

4540 GVGEDISDGGNAISGAATK JW4108 ECK4143 ecnB entericidin B membrane lipoprotein 108 859.9121 2 1717.8096 -0.0023 36.09 R A 0

4541 GVGEDISDGGNAISGAATKAQQ JW4108 ECK4143 ecnB entericidin B membrane lipoprotein 20 1023.4916 2 2044.9686 0.0025 39.34 R - 0

4542 GVGFLEAPR JW2962 ECK2988 hybC hydrogenase 2, large subunit 30 473.2612 2 944.5078 -0.0002 37.92 K G 0

4543 GVGMDVVKR JW1877 ECK1889 cheA fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 63 480.7679 2 959.5212 -0.0009 24.09 R N 0

4544 GVGNSIPDIPDPVAR JW3997 ECK4029 malM maltose regulon periplasmic protein 15 753.8983 2 1505.7820 -0.0018 46.35 K H 0

4545 GVGQIHPIFADR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 23 437.2381 3 1308.6925 -0.0013 36.83 R A 0

4546 GVHEGHVAAEVIAGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 103 737.3929 2 1472.7712 -0.0023 23.94 K K 0

4547 GVHEGHVAAEVIAGKK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 121 801.4416 2 1600.8686 0.0001 23.16 K H 0

4548 GVHVVTVNDYLAQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 31 524.2825 3 1569.8257 -0.0008 39.96 K D 0

4549 GVILTGDNPR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 67 521.2882 2 1040.5618 0.0003 26.72 K A 0

4550 GVIVPIVDLR JW1876 ECK1888 cheW purine-binding chemotaxis protein 50 540.8426 2 1079.6706 0.0003 51.19 R I 0

4551 GVIVQYGGQTPLK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 90 680.3850 2 1358.7554 -0.0004 37.15 K L 0

4552 GVIYAGNLSR JW2019 ECK2028 wbbI conserved protein 24 525.2911 2 1048.5676 0.0011 31.43 R H 0

4553 GVIYQGR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 17 396.7217 2 791.4288 -0.0002 21.56 K E 0

4554 GVIYQGREPNMAETK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 61 846.9215 2 1691.8284 -0.0017 28.41 K A 0

4555 GVKLELINPPEEAFVDGR JW2766 ECK2790 ygdH conserved protein 40 661.6897 3 1982.0473 0.0000 52.15 R I 0

4556 GVLAVMPDMDKFPYTVR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 71 969.9942 2 1937.9738 -0.0004 56.97 R V 0

4557 GVLFLVDTWGGSPFNAASR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 105 997.5103 2 1993.0060 0.0002 68.82 K I 0

4558 GVLIVPVNTLMQR JW1100 ECK1100 mfd transcription-repair coupling factor 34 720.4247 2 1438.8348 0.0018 54.02 R V 0

4559 GVLKPGVELVEPTSGNTGIALAYVAAAR JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 88 918.5106 3 2752.5100 -0.0023 56.43 R G 0

4560 GVLMVGPPGTGK 15.994915@M:4 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 36 564.8072 2 1127.5998 -0.0010 32.16 K T 0

4561 GVLNDLAK JW2573 ECK2590 clpB protein disaggregation chaperone 44 415.2428 2 828.4710 0.0005 32.96 K Q 0

4562 GVLNLQSNMPDTKPGLYEPTSPPIITDK JW0120 ECK0123 gcd glucose dehydrogenase 83 1009.1903 3 3024.5491 0.0012 52.46 K T 0

4563 GVLPCADCEGIETSLFLEK 57.021465@C:5,57.021465@C:8 JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 60 1069.5121 2 2137.0096 0.0025 59.06 R D 0

4564 GVLPCADCEGIETSLFLEKDGTWVMNER 57.021465@C:5,57.021465@C:8 JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 45 1076.1669 3 3225.4789 0.0007 62.23 R Y 0

4565 GVLPTCQDTGTAIIVGK 57.021465@C:6 JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 65 865.4608 2 1728.9070 -0.0010 43.49 K K JW4083

4566 GVLPVGDR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 48 406.7352 2 811.4558 0.0006 28.66 R G 0

4567 GVLTNLGAVAVDTGIFTGR JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 52 621.0107 3 1860.0103 -0.0003 64.92 R S 0

4568 GVLVNITAGFDLR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 92 687.8906 2 1373.7666 0.0000 58.62 R L 0

4569 GVLYDSLGLR JW3132 ECK3151 nlpI conserved protein 30 546.8063 2 1091.5980 0.0005 46.60 R A 0

4570 GVLYSVRPEAR JW3138 ECK3158 nusA transcription termination/antitermination L factor 32 623.8486 2 1245.6826 -0.0004 28.14 R G 0

4571 GVMFTGSTEVATLLQR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 118 855.4468 2 1708.8790 -0.0027 56.78 R N 0

4572 GVMLQTLDSLWK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 82 695.8739 2 1389.7332 0.0007 62.55 K E 0

4573 GVMLQTLDSLWKEHLAAMDYLR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 55 864.1103 3 2589.3091 0.0009 69.59 K Q 0

4574 GVNANHIIR JW3897 ECK3918 glpK glycerol kinase 63 497.2826 2 992.5506 -0.0008 22.32 R A 0

4575 GVNLPGVSIALPALAEK JW1666 ECK1672 pykF pyruvate kinase I 80 824.9858 2 1647.9570 0.0011 60.48 K D 0

4576 GVNVLADAVK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 58 493.2874 2 984.5602 -0.0001 36.80 R V 0

4577 GVNVLADAVKVTLGPK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 24 527.6505 3 1579.9297 0.0000 53.32 R G 0

4578 GVNVVALYGGQR JW5531 ECK3150 deaD ATP-dependent RNA helicase 78 616.8412 2 1231.6678 0.0005 40.74 R Y 0

4579 GVQLEDGPAAFK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 63 616.3194 2 1230.6242 -0.0002 38.10 R T 0

4580 GVQSILQR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 58 450.7661 2 899.5176 -0.0013 31.65 R Y 0

4581 GVQWIPDWGQAR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 28 706.8572 2 1411.6998 0.0001 54.03 K I 0

4582 GVRPTVR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 28 392.7428 2 783.4710 -0.0004 16.98 R G 0

4583 GVSADQISIVSYGK JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 60 712.3744 2 1422.7342 -0.0012 41.18 K E 0
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4584 GVSLEVSQEAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 61 587.8073 2 1173.6000 0.0011 29.74 K N 0

4585 GVSYHEAK JW0120 ECK0123 gcd glucose dehydrogenase 33 445.7216 2 889.4286 -0.0008 15.83 R A 0

4586 GVSYHEAKAETASPEVMADCPR 57.021465@C:20 JW0120 ECK0123 gcd glucose dehydrogenase 80 802.3668 3 2404.0786 -0.0001 29.49 R R 0

4587 GVTDAQVVSR JW3392 ECK3415 glgA glycogen synthase 36 516.2771 2 1030.5396 -0.0010 22.93 R R 0

4588 GVTGGQGDFFASSQPLDTNVK JW3221 ECK3240 yhdA conserved inner membrane protein 66 1063.0149 2 2124.0152 0.0028 47.01 R K 0

4589 GVTGGQGDFFASSQPLDTNVKK JW3221 ECK3240 yhdA conserved inner membrane protein 43 751.7099 3 2252.1079 0.0006 40.12 R Y 0

4590 GVTPVHFDSANDGVAAASEAVNLLR JW1843 ECK1855 pykA pyruvate kinase II 114 1255.6357 2 2509.2568 0.0008 59.44 R D 0

4591 GVTVDKMTELR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 71 624.8329 2 1247.6512 -0.0032 31.05 R K 0

4592 GVTVVNNFDAK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 82 582.3065 2 1162.5984 0.0002 31.81 R R 0

4593 GVTVVNNFDAKR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 78 660.3564 2 1318.6982 -0.0011 28.20 R Y 0

4594 GVTYSAPLRVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 35 595.8476 2 1189.6806 -0.0013 30.42 R L 0

4595 GVVGQVVAVAK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 85 513.8191 2 1025.6236 0.0003 34.76 K L 0

4596 GVVHDTWPQALIAR JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 60 781.9250 2 1561.8354 -0.0011 44.59 K E 0

4597 GVVPQLVK JW1666 ECK1672 pykF pyruvate kinase I 37 420.2711 2 838.5276 -0.0001 33.82 K E 0

4598 GVVVAIDKDVVLVDAGLKSESAIPAEQFK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 96 999.8886 3 2996.6440 0.0005 58.45 R N 0

4599 GVWANNLVYNLHLLTGK JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 33 638.0200 3 1911.0382 0.0015 65.62 R I 0

4600 GVWNVTK JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 21 402.2241 2 802.4336 0.0000 29.42 K A 0

4601 GVYAQLHK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 43 458.2558 2 914.4970 -0.0004 22.31 R M 0

4602 GVYHLYKDETYLYQSGK JW5873 ECK4366 prfC peptide chain release factor RF-3 50 688.6739 3 2062.9999 -0.0002 37.06 K G 0

4603 GVYNTYIEDNLR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 63 486.2408 3 1455.7006 0.0010 43.78 R Y JW4083

4604 GVYTNPNYGDEGYAAAVGGGLQWK JW5371 ECK2243 yfaZ predicted outer membrane porin protein 117 1244.0832 2 2486.1518 0.0015 51.70 K I 0

4605 GWANLNTK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 29 452.2372 2 902.4598 -0.0011 30.75 K D 0

4606 GWPYGYGGWGWYNPGPAR JW1795 ECK1804 yeaY predicted lipoprotein 86 1020.9619 2 2039.9092 0.0026 60.24 R V 0

4607 GWQVPAFTLGGEATDIVVMR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 116 1074.0520 2 2146.0894 0.0013 67.22 R I JW3485

4608 GWQVPAFTLGGEATDIVVMR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 120 1074.0530 2 2146.0914 0.0033 67.41 R I JW3485

4609 GWSFDISSLK JW2049 ECK2058 asmA predicted assembly protein 34 570.2902 2 1138.5658 -0.0001 56.19 R V 0

4610 GWSFFNEEMNEFVDLLPAQQR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 43 1279.0947 2 2556.1748 0.0005 78.40 R M 0

4611 GWWVKVETR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 33 580.8139 2 1159.6132 -0.0005 39.94 R G 0

4612 GWYDTGDIVR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 29 591.2835 2 1180.5524 0.0012 42.58 R F 0

4613 GYAGDITR JW2876 ECK2903 pepP proline aminopeptidase P II 25 426.7138 2 851.4130 -0.0006 22.38 K T 0

4614 GYAGDTATTSEIK JW4338 ECK4367 osmY periplasmic protein 62 657.3145 2 1312.6144 -0.0002 25.29 K A 0

4615 GYAMVESSEGPLWWQEIDVR JW2504 ECK2516 yfhM conserved protein 84 1176.5523 2 2351.0900 0.0008 63.96 K A 0

4616 GYASLDYNFK JW2553 ECK2567 lepA GTP binding membrane protein 56 589.2794 2 1176.5442 -0.0008 40.40 R R 0

4617 GYASLDYNFKR JW2553 ECK2567 lepA GTP binding membrane protein 25 445.2218 3 1332.6436 -0.0028 35.49 R F 0

4618 GYAVLPYATEYR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 59 701.8537 2 1401.6928 0.0001 45.95 R E 0

4619 GYAVLPYATEYRENR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 13 601.3004 3 1800.8794 -0.0001 40.44 R V 0

4620 GYAVMANGGFLVDPWFISK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 34 1036.5194 2 2071.0242 0.0006 69.40 R I 0

4621 GYAWLDTGTHQSLIEASNFIATIEER JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 16 974.8137 3 2921.4193 -0.0002 72.85 R Q 0

4622 GYDDEDILK JW2203 ECK2207 ompC outer membrane porin protein C 63 534.2480 2 1066.4814 -0.0005 34.28 R Y 0

4623 GYDDEDILKYVDVGATYYFNK JW2203 ECK2207 ompC outer membrane porin protein C 76 1244.5822 2 2487.1498 0.0017 68.27 R N 0

4624 GYDILDLAK JW0324 ECK0330 prpC 2-methylcitrate synthase 29 504.2742 2 1006.5338 0.0004 50.73 R H 0

4625 GYDQVTR JW1876 ECK1888 cheW purine-binding chemotaxis protein 33 419.7067 2 837.3988 0.0007 19.85 R I 0

4626 GYEFINDIK JW3302 ECK3327 fusA protein chain elongation factor EF-G 67 549.7771 2 1097.5396 0.0003 44.28 K G 0

4627 GYEIHISDEALK JW2573 ECK2590 clpB protein disaggregation chaperone 25 458.9015 3 1373.6827 0.0001 39.07 R L 0

4628 GYEPAEKDPITFHAVPK JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 22 475.4961 4 1897.9553 -0.0021 33.98 R F 0

4629 GYEVGGTVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 62 469.2405 2 936.4664 -0.0001 23.51 R I 0

4630 GYFAYASNHYQTHQ JW5427 ECK2653 ygaT predicted protein 59 843.8684 2 1685.7222 -0.0001 33.22 R - 0

4631 GYFPTDGSR JW0172 ECK0176 yaeT conserved protein 17 500.2302 2 998.4458 0.0001 29.61 R V 0

4632 GYGAGNDVTAAGVFADLLR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 108 933.9710 2 1865.9274 0.0002 65.77 R T 0

4633 GYGMGDAAEGK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 72 528.2267 2 1054.4388 -0.0002 22.95 K N 0

4634 GYGNLIIIK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 42 495.8029 2 989.5912 0.0004 44.78 R H 0

4635 GYGYDNR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 19 422.6819 2 843.3492 -0.0018 20.34 R T 0

4636 GYHKPIMLAGGIGNIR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 48 566.3151 3 1695.9235 -0.0008 36.63 R A 0

4637 GYHLAQGNPAR JW3026 ECK3044 ygiF predicted adenylate cyclase 18 395.2036 3 1182.5890 -0.0003 22.02 R E 0

4638 GYIDWMVQVPWNAR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 31 867.9251 2 1733.8356 0.0009 66.13 R S 0

4639 GYIGIGGR JW3204 ECK3224 degS serine endoprotease, periplasmic 47 396.7217 2 791.4288 -0.0001 30.31 R E 0

4640 GYIITNK JW3204 ECK3224 degS serine endoprotease, periplasmic 36 404.7317 2 807.4488 -0.0002 25.47 R H 0

4641 GYINSLGALTGGQALQQAK JW3975 ECK4007 aceA isocitrate lyase 131 945.5079 2 1889.0012 0.0006 49.41 K A 0

4642 GYIPPELWDPGINAGLLNYNFSGNSVQNR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 49 1069.1955 3 3204.5647 0.0020 69.88 R I 0

4643 GYLADVELSK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 59 547.7916 2 1093.5686 0.0032 39.34 R I 0

4644 GYLSPYFINKPETGAVELESPFILLADK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 69 1037.8819 3 3110.6239 0.0023 68.92 R K 0

4645 GYLSPYFINKPETGAVELESPFILLADKK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 57 1080.5798 3 3238.7176 0.0010 65.05 R I 0

4646 GYMVGPNGPVNLQIIVSQLYADVSQGNVR JW0424 ECK0428 yajG predicted lipoprotein 20 1030.2019 3 3087.5839 0.0026 80.07 R Y 0

4647 GYNPDRGMWQQSEGK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 63 876.8914 2 1751.7682 -0.0003 29.84 K A 0

4648 GYPNSQYTTDATK JW2577 ECK2593 yfiO predicted lipoprotein 77 723.3304 2 1444.6462 -0.0007 25.24 R R 0

4649 GYPNSQYTTDATKR JW2577 ECK2593 yfiO predicted lipoprotein 83 801.3812 2 1600.7478 -0.0002 22.98 R L 0

4650 GYQEVITYSFVDPK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 38 823.4091 2 1644.8036 0.0002 51.03 K V 0

4651 GYQVVLTCGPSADDLACVDEIAR 57.021465@C:8,57.021465@C:17 JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 119 1255.0880 2 2508.1614 -0.0010 55.84 R G 0

4652 GYRPQFYFR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 29 617.3118 2 1232.6090 0.0000 37.76 K T JW3943

4653 GYSLTIPIAQEDGAPVSTILDETYK JW1178 ECK1177 dadA D-amino acid dehydrogenase 29 1341.1811 2 2680.3476 -0.0007 65.25 K I 0

4654 GYSMPVLCNLFGTPK 57.021465@C:8 JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 59 842.4166 2 1682.8186 0.0026 62.37 K R 0

4655 GYSVEYFVEGGR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 65 681.8202 2 1361.6258 0.0006 48.62 R S 0

4656 GYVLTNNHVINQAQK JW3203 ECK3223 degQ serine endoprotease, periplasmic 16 566.9688 3 1697.8846 -0.0004 29.72 K I 0

4657 GYVPASTR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 47 425.7243 2 849.4340 -0.0004 20.93 R I 0

4658 GYVQAMHQSWLQDVASR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 61 659.3196 3 1974.9370 -0.0001 47.06 K Q 0

4659 GYVVDPLGK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 17 474.2641 2 946.5136 0.0013 39.02 K H 0

4660 GYVVDPLGKHHFENVSIE JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 15 680.6779 3 2039.0119 0.0006 43.69 K - 0

4661 GYVVTNNHVVDNATVIK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 20 614.9941 3 1841.9605 -0.0030 34.42 K V 0

4662 GYYPSYVLNEWER JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 28 838.3919 2 1674.7692 0.0014 54.10 R R 0

4663 GYYYPPTLLLDVR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 67 785.4192 2 1568.8238 0.0000 59.51 K Q 0

4664 HADNTLTFGPR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 78 614.8067 2 1227.5988 -0.0007 28.77 K D 0

4665 HADRYIER JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 31 353.8493 3 1058.5261 0.0005 17.12 K I 0

4666 HADTAMYTAK JW1278 ECK1280 gmr modulator of Rnase II stability 44 554.7580 2 1107.5014 -0.0004 18.76 R E 0

4667 HAECSVLVVR 57.021465@C:4 JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 58 585.3085 2 1168.6024 0.0001 25.92 R - 0

4668 HAEFLAQDDGVIHLLHVLPGSASLSLHR JW0600 ECK0601 uspG universal stress protein UP12 58 758.9066 4 3031.5973 -0.0018 58.60 R F 0

4669 HAEMLDVIVK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 39 577.8154 2 1153.6162 -0.0002 38.90 R N 0

4670 HAEMLDVIVKNDINHWQECFISDLK 57.021465@C:19 JW5312 ECK1895 otsA trehalose-6-phosphate synthase 23 764.3758 4 3053.4741 0.0003 68.79 R Q 0

4671 HAFISEKPK JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 17 352.8662 3 1055.5768 0.0005 19.38 R M 0

4672 HAFQQLPELR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 54 619.8353 2 1237.6560 -0.0007 36.19 R A 0

4673 HAGDLNPR JW2183 ECK2187 ccmG periplasmic thioredoxin of cytochrome c-type biogenesis 38 440.2249 2 878.4352 -0.0006 16.29 R V 0

4674 HAGGVVIAPTK JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 71 525.3085 2 1048.6024 -0.0005 20.32 K I 0

4675 HAHDYDYVHR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 45 438.1980 3 1311.5722 -0.0024 19.78 R V 0

4676 HAIAPLLFGADHPVLK JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 44 566.9939 3 1697.9599 -0.0019 45.33 R Q 0

4677 HALLNAILQPEQFVEIGESLANK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 38 1267.6836 2 2533.3526 -0.0014 70.18 K L 0

4678 HALPGVIGDDLLR JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 22 459.2611 3 1374.7615 -0.0006 45.46 R F 0

4679 HALPMINILTFDGDIR JW4215 ECK4251 valS valyl-tRNA synthetase 30 609.3259 3 1824.9559 0.0004 61.70 R E 0

4680 HALQYVQPGLALVGDAAHTIHPLAGQGVNLGYR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 75 859.9617 4 3435.8177 0.0012 58.77 R D 0

4681 HALVCGPDR 57.021465@C:5 JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 41 512.7528 2 1023.4910 -0.0009 19.94 R D 0

4682 HALVCGPDRDYLWILSR 57.021465@C:5 JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 67 1036.0305 2 2070.0464 -0.0004 53.48 R T 0

4683 HANLPVLVVR JW0600 ECK0601 uspG universal stress protein UP12 33 559.3459 2 1116.6772 0.0004 35.49 R - 0

4684 HAPLLVR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 34 403.2558 2 804.4970 0.0001 23.54 K Q 0

4685 HAQEEMTHMQR JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 81 699.3064 2 1396.5982 0.0007 18.17 R L 0

4686 HAQIVAR JW2788 ECK2816 recB exonuclease V (RecBCD complex), beta subunit 14 397.7344 2 793.4542 -0.0017 15.40 R I 0

4687 HASASYSMSHDLNGR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 85 816.8629 2 1631.7112 0.0002 22.45 R M 0

4688 HASDDEPFSALAFK JW3302 ECK3327 fusA protein chain elongation factor EF-G 37 767.8622 2 1533.7098 -0.0001 46.73 R I 0

4689 HAVIALTSIYGVGK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 92 714.9129 2 1427.8112 -0.0024 44.64 K T 0

4690 HAVIHNQSNGSTYTPLQHIHNGQGAFR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 62 746.8712 4 2983.4557 0.0006 30.79 R V 0

4691 HAVTEASPMVK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 72 585.3024 2 1168.5902 -0.0007 20.37 K A 0

4692 HCPRPIVMPLSNPTSR 57.021465@C:2 JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 28 621.3223 3 1860.9451 -0.0001 33.26 K V 0

4693 HDAVLEAGGLHIIGTER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 84 596.6506 3 1786.9300 -0.0025 40.70 R H 0

4694 HDDLQELELK JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 64 620.3130 2 1238.6114 -0.0028 36.71 R G 0

4695 HDFIANGGELKPQENPNAQAIQDDLKDIDSE JW2343 ECK2340 vacJ predicted lipoprotein 48 856.1597 4 3420.6097 0.0027 51.76 R - 0

4696 HDGEAEDVAVALNEQYQPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 44 714.3339 3 2139.9799 -0.0022 41.77 R F 0

4697 HDIATGATGR JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 24 499.7546 2 997.4946 0.0005 17.02 R N 0

4698 HDIEHIDLNAPEEEIR JW5336 ECK2057 yegH fused predicted membrane proteins 60 643.9805 3 1928.9197 -0.0031 39.91 R Q 0

4699 HDIEHIDLNAPEEEIRQLLER JW5336 ECK2057 yegH fused predicted membrane proteins 78 643.0807 4 2568.2937 0.0003 63.44 R N 0

4700 HDKLSDAVNLTGGTSSK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 82 865.4391 2 1728.8636 -0.0006 29.58 R T 0

4701 HDLLADDTALR JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 45 620.3201 2 1238.6256 0.0001 34.23 K A 0

4702 HDLYLSTLVVRPGDK JW2504 ECK2516 yfhM conserved protein 22 571.6480 3 1711.9222 -0.0035 42.12 R S 0

4703 HDMDSLAER JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 32 537.2376 2 1072.4606 -0.0001 21.75 R W 0

4704 HDVEVLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 32 420.2346 2 838.4546 -0.0002 20.33 R A 0

4705 HEATRPLVFSPNYYQTR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 49 693.6839 3 2078.0299 -0.0034 37.06 K Q 0

4706 HEAWITLEK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 58 563.7981 2 1125.5816 -0.0001 34.73 R A 0

4707 HEGFKDAYR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 28 374.8488 3 1121.5246 -0.0009 19.22 K I 0

4708 HEIIKTTLPK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 34 393.9080 3 1178.7022 -0.0001 24.30 R A 0

4709 HEIISEAEAEVAEIQEQFQSGLVTAGER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 64 1024.1716 3 3069.4930 0.0038 74.01 K Y 0

4710 HEIISEAEAEVAEIQEQFQSGLVTAGERYNK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 53 869.6807 4 3474.6937 0.0035 72.32 K V 0

4711 HELANDR JW3070 ECK3090 yqjE conserved inner membrane protein 42 427.7093 2 853.4040 -0.0001 13.88 R Q 0

4712 HELANDRQLLEEESREQ JW3070 ECK3090 yqjE conserved inner membrane protein 47 699.3383 3 2094.9931 0.0002 30.86 R - 0

4713 HEQGAGFIAQGMAR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 41 491.5733 3 1471.6981 -0.0010 30.62 R T 0

4714 HEQIIFHCQAGK 57.021465@C:8 JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 34 734.3620 2 1466.7094 0.0005 22.26 R R 0
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4715 HEQIIFHCQAGKR 57.021465@C:8 JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 29 406.7097 4 1622.8097 -0.0004 22.09 R T 0

4716 HEQLLQER JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 50 526.7773 2 1051.5400 -0.0010 20.56 R N 0

4717 HESVQLQIAPVVS JW1874 ECK1886 tap methyl-accepting protein IV 36 703.8853 2 1405.7560 -0.0004 43.60 R - 0

4718 HFAALSTNAK JW3985 ECK4017 pgi glucosephosphate isomerase 41 530.2831 2 1058.5516 0.0008 23.48 K A 0

4719 HFDNQPIDLPLDVLLGK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 48 645.3512 3 1933.0318 0.0009 68.30 R T 0

4720 HFDSWWK JW5905 ECK1406 hrpA ATP-dependent helicase 27 503.2326 2 1004.4506 0.0001 40.34 R K 0

4721 HFDVYILSDSYNPDICVAEQK 57.021465@C:16 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 48 838.3941 3 2512.1605 0.0026 54.89 K A 0

4722 HFDYVETK JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 34 519.7476 2 1037.4806 -0.0011 23.82 K H 0

4723 HFEQFIESGCAK 57.021465@C:10 JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 70 726.8321 2 1451.6496 -0.0007 33.10 R F 0

4724 HFESTPDTPEIIATIHGEGYR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 57 790.7165 3 2369.1277 -0.0010 45.05 K F 0

4725 HFLLQESEPK JW1823 ECK1833 yebT conserved protein 51 614.3217 2 1226.6288 -0.0006 30.62 K E 0

4726 HFLQVAAR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 31 471.2695 2 940.5244 0.0002 25.28 R E 0

4727 HFNQTLR JW0772 ECK0778 ybhO cardiolipin synthase 2 35 458.2429 2 914.4712 -0.0010 20.04 R D 0

4728 HFPLNVPFQNGPTR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 43 541.9512 3 1622.8318 -0.0001 44.30 R G 0

4729 HFQTAVK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 32 415.7296 2 829.4446 0.0000 17.41 K S 0

4730 HFTLKSDVLFNFNK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 80 855.4543 2 1708.8940 0.0003 47.41 K A 0

4731 HFYEHDGISLYSIGR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 63 598.6249 3 1792.8529 -0.0005 41.94 R A 0

4732 HGANLILLDISPEIEKLADELCGR 57.021465@C:22 JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 102 892.8063 3 2675.3971 0.0018 76.52 R G 0

4733 HGCALGSIVGK 57.021465@C:3 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 65 549.7899 2 1097.5652 0.0000 28.88 R D 0

4734 HGCALGSIVGKDESVEVPSVGGRPPR 57.021465@C:3 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 102 887.4564 3 2659.3474 -0.0026 38.82 R S 0

4735 HGESQWNK JW0738 ECK0744 gpmA phosphoglyceromutase 1 46 493.2283 2 984.4420 0.0007 15.99 R E 0

4736 HGESQWNKENR JW0738 ECK0744 gpmA phosphoglyceromutase 1 74 692.8213 2 1383.6280 0.0002 15.81 R F 0

4737 HGEWQEASLAFR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 86 715.8435 2 1429.6724 -0.0014 40.26 K A 0

4738 HGFLPLK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 51 406.2446 2 810.4746 -0.0005 31.36 R E 0

4739 HGFLPLKEIAR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 60 427.5872 3 1279.7398 -0.0003 36.71 R E 0

4740 HGGANEVSLEIQQR JW0324 ECK0330 prpC 2-methylcitrate synthase 87 769.3889 2 1536.7632 -0.0011 28.93 K Y 0

4741 HGGFYLGSIGGPAAVLAQGSIK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 57 700.7136 3 2099.1190 0.0024 55.28 K S 0

4742 HGGGAFSGKDPSKVDR JW2909 ECK2937 metK methionine adenosyltransferase 1 53 404.4548 4 1613.7901 -0.0008 19.21 R S 0

4743 HGGTGLGLVITQK JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 41 640.8695 2 1279.7244 -0.0005 32.86 R L 0

4744 HGHNEADEPSATQPLMYQK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 94 718.3285 3 2151.9637 -0.0006 26.63 R I 0

4745 HGHVDDDALTFAIFTHDGR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 59 531.7535 4 2122.9849 0.0027 46.95 K M 0

4746 HGIAIAGTHGK JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 46 354.5334 3 1060.5784 0.0006 18.77 R T 0

4747 HGIEIDFIR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 45 550.2980 2 1098.5814 -0.0008 44.25 K I 0

4748 HGISNLK JW0122 ECK0125 can carbonic anhydrase 44 384.7217 2 767.4288 -0.0001 17.37 R L 0

4749 HGLCNAETLSSQ 57.021465@C:4 JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 25 658.7986 2 1315.5826 0.0000 25.11 R - 0

4750 HGLGISCLSR 57.021465@C:7 JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 56 550.2873 2 1098.5600 -0.0004 31.51 R R 0

4751 HGLGMSDQIENR JW3140 ECK3161 argG argininosuccinate synthetase 38 452.8818 3 1355.6236 -0.0016 26.57 R I 0

4752 HGLHEYLQTQVVYLQS JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 66 957.9896 2 1913.9646 0.0010 45.86 K - 0

4753 HGLHYVELR JW1615 ECK1618 add adenosine deaminase 67 562.3034 2 1122.5922 -0.0012 27.63 R F 0

4754 HGLITGATGTGK JW4220 ECK4256 yjgR predicted ATPase 48 556.8068 2 1111.5990 0.0004 21.71 R T 0

4755 HGLLDAQEYQR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 85 665.3301 2 1328.6456 -0.0017 31.66 K R 0

4756 HGLMGFGR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 27 437.7213 2 873.4280 0.0002 33.05 R D 0

4757 HGLQSILR JW3129 ECK3148 yhbW predicted enzyme 24 462.2735 2 922.5324 -0.0024 30.02 R E 0

4758 HGMGFEGMR JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 38 511.2203 2 1020.4260 -0.0009 26.94 R V 0

4759 HGNMLGAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 72 414.2132 2 826.4118 -0.0001 17.35 R E 0

4760 HGPAAIR JW2904 ECK2932 speB agmatinase 31 361.2083 2 720.4020 -0.0010 15.16 R Q 0

4761 HGPLALIDADMPVIVVAPNNELLEK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 50 890.1513 3 2667.4321 0.0015 64.12 K L 0

4762 HGQVVSVGK JW4346 ECK4375 deoB phosphopentomutase 28 455.7596 2 909.5046 0.0015 15.44 K I 0

4763 HGTVTAANSTPLTDGAAAVILMTESR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 48 862.1058 3 2583.2956 -0.0006 60.35 K A 0

4764 HGTWQTSAGWEFIEGYR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 92 1012.9662 2 2023.9178 0.0002 53.43 R F 0

4765 HGVDKLLEVTPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 32 455.2611 3 1362.7615 -0.0005 31.81 R H 0

4766 HGVDKLLEVTPRHPEVLR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 50 524.5494 4 2094.1685 -0.0015 35.33 R L 0

4767 HGVSDEHIVMR JW2733 ECK2758 cysI sulfite reductase, beta subunit, NAD(P)-binding 49 427.2116 3 1278.6130 -0.0008 22.50 K V 0

4768 HGWQGTEEGKHTGNMADEPETKPSS JW0046 ECK0048 kefC potassium:proton antiporter 26 678.3004 4 2709.1725 0.0000 22.72 R - 0

4769 HHAFNNK JW0171 ECK0175 yaeL zinc metallopeptidase 17 434.2145 2 866.4144 -0.0002 13.81 R S 0

4770 HHFENVSIE JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 40 556.2619 2 1110.5092 -0.0002 28.09 K - 0

4771 HHFEVDASYVVVAALGELAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 66 719.0447 3 2154.1123 0.0014 68.99 R R 0

4772 HHKPAPDTFLLCAQR 57.021465@C:12 JW2665 ECK2685 yqaB predicted hydrolase 51 597.6419 3 1789.9039 -0.0009 30.42 K M 0

4773 HHQQALEIAR JW5416 ECK2612 recN recombination and repair protein 26 401.5511 3 1201.6315 -0.0003 20.55 K A 0

4774 HIAGGDLVKPIEVDGSNEMGQLAESLR 15.994915@M:19 JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 84 951.1469 3 2850.4189 0.0008 46.81 R H 0

4775 HIAHDFNDPLTWSHNRVEGK JW0462 ECK0467 htpG molecular chaperone HSP90 family 28 791.7212 3 2372.1418 0.0009 35.43 K Q 0

4776 HIAMHVAASKPEFIKPEDVSAEVVEK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 22 716.1260 4 2860.4749 -0.0045 40.40 K E 0

4777 HICIAPGSR 57.021465@C:3 JW5374 ECK2258 menD bifunctional 2-oxoglutarate decarboxylase -!- SHCHC synthase 26 505.7636 2 1009.5126 -0.0001 19.41 R S 0

4778 HIDSLTEEEENWRR JW4358 ECK4387 ytjC phosphoglyceromutase 2, co-factor independent 45 605.2853 3 1812.8341 -0.0050 34.55 R Q 0

4779 HIEELPQVMSDAFR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 39 557.9439 3 1670.8099 0.0013 49.74 R I 0

4780 HIEFRDDR JW2504 ECK2516 yfhM conserved protein 13 363.1804 3 1086.5194 -0.0012 20.13 K F 0

4781 HIEINGDNLHDYLGVQR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 66 665.0006 3 1991.9800 -0.0014 42.80 K F 0

4782 HIEVIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 39 433.2659 2 864.5172 -0.0009 24.30 K Q 0

4783 HIFAEENSSVAAPLFK JW1241 ECK1243 cls cardiolipin synthase 1 83 880.4546 2 1758.8946 0.0005 45.07 K L 0

4784 HIFISNLK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 40 486.2872 2 970.5598 -0.0001 30.34 K Y 0

4785 HIGESASDILRR JW0674 ECK0675 seqA regulatory protein for replication initiation 32 451.9122 3 1352.7148 -0.0011 28.89 K M 0

4786 HIGHVGSNK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 38 474.7536 2 947.4926 -0.0010 7.94 K V 0

4787 HIGIPLEK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 14 453.7736 2 905.5326 -0.0007 29.94 R A 0

4788 HIGMVDLPLLSVPSLQQQMVGHR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 46 852.4578 3 2554.3516 0.0005 61.67 K S 0

4789 HIGPDAAQQQEMLNAVGAQSLNALTGQIVPK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 39 1067.2225 3 3198.6457 0.0003 63.45 R D 0

4790 HIIGQDNAKR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 29 384.5474 3 1150.6204 -0.0004 17.14 K S 0

4791 HIINNTQDSVVNVDKLTYAGNR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 80 824.4259 3 2470.2559 -0.0007 39.68 R E 0

4792 HIISINDLSR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 45 584.3274 2 1166.6402 -0.0004 37.83 K D 0

4793 HIISINDLSRDDLNLVLATAAK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 53 798.1116 3 2391.3130 0.0010 61.28 K L 0

4794 HILANFENLPVAGEYMHR JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 17 528.5175 4 2110.0409 -0.0009 43.99 R D 0

4795 HILGTDGK JW2504 ECK2516 yfhM conserved protein 15 420.7321 2 839.4496 -0.0005 17.69 R S 0

4796 HILIAVDLSPESK JW3462 ECK3480 uspA universal stress global response regulator 101 711.4033 2 1420.7920 -0.0006 43.10 K V 0

4797 HILNEQHGYK JW5790 ECK4342 yjiA predicted GTPase 30 413.5473 3 1237.6201 -0.0003 18.91 R I 0

4798 HILQIVR JW2453 ECK2464 narQ sensory histidine kinase in two-component regulatory system with NarP (NarL) 28 439.7813 2 877.5480 -0.0018 30.23 R D 0

4799 HILTENAR JW0740 ECK0746 galK galactokinase 25 477.2615 2 952.5084 -0.0006 17.90 R T 0

4800 HIPEFVR JW0710 ECK0709 gltA citrate synthase 17 449.2504 2 896.4862 -0.0005 28.70 K R 0

4801 HIPEFVRR JW0710 ECK0709 gltA citrate synthase 19 351.8698 3 1052.5876 -0.0002 23.64 K A 0

4802 HIQVVLR JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 23 432.7747 2 863.5348 0.0008 26.93 R K 0

4803 HISCQNEIGMVPISEEEVTQEDVENVVHTAK 57.021465@C:4 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 43 881.1686 4 3520.6453 0.0002 53.47 K S 0

4804 HISDTVK JW4299 ECK4327 yjiN conserved inner membrane protein 42 400.2189 2 798.4232 -0.0003 15.76 R S 0

4805 HISEFDLDAALAR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 42 486.5847 3 1456.7323 0.0011 46.64 R R 0

4806 HISGQFNAELESIR JW3702 ECK3717 phoU DNA-binding transcriptional regulator 66 534.2740 3 1599.8002 -0.0004 39.40 K T 0

4807 HITAGAK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 21 349.2030 2 696.3914 -0.0004 13.65 K K 0

4808 HITGLHYNPITNTFK JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 32 585.9767 3 1754.9083 -0.0022 39.51 R L 0

4809 HITYYLDRPDVLAR JW0915 ECK0923 pepN aminopeptidase N 39 577.9775 3 1730.9107 0.0003 39.51 R F 0

4810 HIVDGFSFELSK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 29 689.8535 2 1377.6924 -0.0005 46.60 R V 0

4811 HIVGAIANEGDISSR JW5531 ECK3150 deaD ATP-dependent RNA helicase 103 769.8993 2 1537.7840 -0.0008 30.55 R Y 0

4812 HIYAQVIAPNGSEVLVAASTVEK JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 17 799.4319 3 2395.2739 -0.0009 49.32 R A 0

4813 HKAGEHIGICSVCSAHPLVIEAALAFDR 57.021465@C:10,57.021465@C:13 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 70 1020.1833 3 3057.5281 0.0004 52.01 R N 0

4814 HKANLTAQINK JW0022 ECK0024 rpsT 30S ribosomal subunit protein S20 39 413.2383 3 1236.6931 -0.0006 19.24 R L 0

4815 HKATLLGLGLR JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 21 393.5835 3 1177.7287 -0.0008 34.76 K R 0

4816 HKDKPVIVVDGSGMQCQEPANALTK 57.021465@C:16 JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 114 908.1266 3 2721.3580 0.0003 33.75 K A 0

4817 HKEHLGTGDVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 37 407.5510 3 1219.6312 0.0002 14.06 K Y 0

4818 HKEWYALR JW1286 ECK1288 sapB predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 32 368.1971 3 1101.5695 -0.0023 29.99 K - 0

4819 HKTPIIFR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 40 337.8748 3 1010.6026 0.0001 25.08 R A 0

4820 HLAEQVQPLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 63 595.8354 2 1189.6562 -0.0004 24.54 R M 0

4821 HLAKAPAKESAPAAAAPAAQPALAAR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 26 613.3469 4 2449.3585 0.0033 25.70 K S 0

4822 HLDALVADEDLSR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 74 727.3675 2 1452.7204 -0.0004 36.84 K F 0

4823 HLDGNIRPQTILELGR JW1615 ECK1618 add adenosine deaminase 41 611.3427 3 1831.0063 -0.0002 45.04 R Q 0

4824 HLDVSALDTPTLALANAAR JW3980 ECK4012 yjbB predicted transporter 107 975.0273 2 1948.0400 0.0022 52.35 K E 0

4825 HLEFFNTQPFVAAPILGVTLALEEQR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 63 1470.7850 2 2939.5554 0.0009 76.50 R A 0

4826 HLESVVTNK JW0159 ECK0162 yaeH conserved protein 37 513.7823 2 1025.5500 -0.0005 19.64 R I 0

4827 HLFQPFVR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 18 522.2928 2 1042.5710 -0.0001 39.14 K G 0

4828 HLISEATNYVAADYMR JW0907 ECK0915 mukB fused chromosome partitioning proteins 51 618.6333 3 1852.8781 0.0003 44.87 K H 0

4829 HLKPIALAGDAR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 64 631.3715 2 1260.7284 -0.0018 27.17 K K 0

4830 HLLPSVVHYQQQGHSVGYDAR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 44 797.7364 3 2390.1874 -0.0008 34.04 R T 0

4831 HLLQALPGSVR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 52 595.8535 2 1189.6924 -0.0006 34.73 K S 0

4832 HLLQHDLSKPLVLLSPQATR JW0162 ECK0165 glnD uridylyltransferase 28 567.3313 4 2265.2961 0.0005 44.56 R G 0

4833 HLNATIINEGDINTR JW2294 ECK2291 pta phosphate acetyltransferase 90 840.9368 2 1679.8590 0.0000 34.96 R R 0

4834 HLNATIINEGDINTRR JW2294 ECK2291 pta phosphate acetyltransferase 39 612.9934 3 1835.9584 -0.0017 32.73 R V 0

4835 HLNIMITAGPTREPLDPVR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 33 710.7204 3 2129.1394 -0.0023 43.70 K Y 0

4836 HLNSGGELR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 30 491.7572 2 981.4998 0.0006 17.99 R I 0

4837 HLPDSDVVSIYDAAMR JW1268 ECK1271 acnA aconitate hydratase 1 27 596.9578 3 1787.8516 0.0003 50.83 R Y 0

4838 HLPEPFR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 16 448.2428 2 894.4710 -0.0001 29.22 K I 0

4839 HLPVGQR JW3140 ECK3161 argG argininosuccinate synthetase 18 403.7348 2 805.4550 -0.0008 18.97 K I 0

4840 HLPYIGK JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 18 414.2423 2 826.4700 -0.0001 29.09 R V 0

4841 HLQALEQAAEHLQQGK JW3684 ECK3699 trmE GTPase 58 600.9830 3 1799.9272 -0.0006 39.29 R A 0

4842 HLQIMELEGAQLPR JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 86 817.9380 2 1633.8614 0.0004 46.45 R V 0

4843 HLQQMQHSLGMTVGTVR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 86 961.9880 2 1921.9614 0.0000 33.78 R Q 0

4844 HLQSEGR JW0473 ECK0478 copA copper transporter 46 413.7118 2 825.4090 -0.0003 13.68 K Q 0

4845 HLQYNVDKLIFLR JW5832 ECK1954 yedQ predicted diguanylate cyclase 15 553.6507 3 1657.9303 -0.0002 48.83 K N 0
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4846 HLSHDQQQLVDTLVEQLTATLALDR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 72 711.8774 4 2843.4805 0.0029 78.79 R H 0

4847 HLSHDQQQLVDTLVEQLTATLALDRHQER JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 62 849.4428 4 3393.7421 0.0032 69.13 R Q 0

4848 HLSHELK JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 26 432.2405 2 862.4664 0.0003 14.94 R T 0

4849 HLSLHSELVK JW0938 ECK0946 ycbZ predicted peptidase 26 388.2241 3 1161.6505 -0.0002 25.90 R A 0

4850 HLSMNGR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 13 407.7033 2 813.3920 0.0006 18.45 R S 0

4851 HLSNALR JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 19 405.7323 2 809.4500 -0.0007 17.04 K R 0

4852 HLSQNFISAEELDTANLNVK JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 75 748.3814 3 2242.1224 -0.0005 48.03 R A 0

4853 HLSWVGQNPQLPAATLR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 94 944.5133 2 1887.0120 0.0005 44.94 K D 0

4854 HLTDEERDYIINGQEAQHQVSTAK JW3064 ECK3084 exuT hexuronate transporter 30 696.3398 4 2781.3301 -0.0018 34.76 K K 0

4855 HLVDLYQQQGVEK JW2448 ECK2459 talA transaldolase A 75 778.9068 2 1555.7990 -0.0004 32.61 R S 0

4856 HLVTPGIQDSQK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 58 661.8559 2 1321.6972 -0.0018 24.09 K V 0

4857 HLWLEVK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 24 462.7681 2 923.5216 -0.0013 38.02 R G 0

4858 HMASLWADYTFFDGPLSGLTLGTGGR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 47 1385.6687 2 2769.3228 0.0007 73.17 K Y 0

4859 HMDYGVQINK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 48 602.7928 2 1203.5710 0.0004 27.41 R L 0

4860 HMGWTEAADLIVK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 33 490.9186 3 1469.7340 0.0002 48.15 R G 0

4861 HMMMDFGYLEETFEAGKR JW0711 ECK0710 sdhC succinate dehydrogenase, membrane subunit, binds cytochrome b556 66 731.3256 3 2190.9550 0.0013 58.89 R S 0

4862 HMNSTSYFYNHSSQWR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 68 682.2949 3 2043.8629 -0.0018 33.33 R Y 0

4863 HMQGELMR 15.994915@M:7 JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 31 509.2336 2 1016.4526 -0.0005 18.10 R T 0

4864 HMSDETAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 45 473.7055 2 945.3964 -0.0010 13.83 K I 0

4865 HMTADAAAHEVIEGQASALEELDDEYLKER JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 77 836.1448 4 3340.5501 -0.0017 59.61 K A 0

4866 HMVHELVSNLRK JW3890 ECK3911 tpiA triosephosphate isomerase 37 488.2696 3 1461.7870 -0.0003 27.35 R E 0

4867 HNALNAAAAVAVATEEGIDDEAILR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 101 845.4343 3 2533.2811 0.0038 62.18 R A 0

4868 HNDDYLSAYAHNDTMLVR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 50 712.3250 3 2133.9532 -0.0007 42.65 K E 0

4869 HNDFDLNWIPVDSIER JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 84 985.4737 2 1968.9328 -0.0001 59.01 R I 0

4870 HNDGLDYVPTDK JW0590 ECK0591 cstA carbon starvation protein 71 687.3199 2 1372.6252 -0.0007 29.10 R K 0

4871 HNDGLDYVPTDKK JW0590 ECK0591 cstA carbon starvation protein 43 751.3672 2 1500.7198 -0.0010 25.60 R V 0

4872 HNDLENVGYTAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 52 694.8310 2 1387.6474 -0.0005 27.06 K H 0

4873 HNEEYEKIEGCDDGVIMHLK 57.021465@C:11 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 45 604.7777 4 2415.0817 -0.0019 39.03 R S 0

4874 HNGAPAFSPDGSK JW5100 ECK0729 tolB periplasmic protein 87 642.8021 2 1283.5896 0.0002 21.27 R L 0

4875 HNGIIELVK JW3386 ECK3409 glpR DNA-binding transcriptional repressor 34 511.8031 2 1021.5916 -0.0004 32.90 R Q 0

4876 HNGPTALILSR JW2449 ECK2460 tktB transketolase 2, thiamin-binding 48 589.8357 2 1177.6568 0.0001 31.31 R Q 0

4877 HNHALVFK JW1279 ECK1281 rnb ribonuclease II 17 483.2699 2 964.5252 0.0010 12.90 R D 0

4878 HNHLPAPGADAWPILIR JW0938 ECK0946 ycbZ predicted peptidase 51 626.6764 3 1877.0074 0.0014 47.88 R E 0

4879 HNIDGVIATNTTLDR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 24 547.2847 3 1638.8323 -0.0003 34.13 R S 0

4880 HNISFAEVESK JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 44 630.8142 2 1259.6138 -0.0007 29.95 R L 0

4881 HNIVVCDSK 57.021465@C:6 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 46 536.2663 2 1070.5180 0.0002 18.33 K G 0

4882 HNLPHNSLNFVFHGGSGSTAQEIK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 67 648.5735 4 2590.2649 -0.0028 38.41 K D 0

4883 HNLTTLK JW2100 ECK2106 mrp antiporter inner membrane protein 44 413.7426 2 825.4706 -0.0002 19.68 K A 0

4884 HNMDDILQNVPNHNIK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 27 634.6467 3 1900.9183 -0.0031 38.88 R V 0

4885 HNTLGTEFK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 38 523.7672 2 1045.5198 0.0006 22.69 R A 0

4886 HNVLNAK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 48 398.2271 2 794.4396 -0.0003 16.53 K F 0

4887 HNVPAAVSDLR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 53 589.8177 2 1177.6208 0.0005 26.32 R A 0

4888 HNVPAGSESHFK JW5060 ECK0429 bolA regulator of penicillin binding proteins and beta lactamase transcription (morphogene) 50 437.2146 3 1308.6220 0.0009 17.80 R V 0

4889 HNVSLTYEQWLDYPDGR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 20 698.3295 3 2091.9667 0.0017 50.82 R K 0

4890 HNWQGQAHVEMTDTR JW2049 ECK2058 asmA predicted assembly protein 52 603.9425 3 1808.8057 0.0044 26.58 R M 0

4891 HPDMLTSVRPNGLEDTPQFK JW0451 ECK0456 acrB multidrug efflux system protein 22 761.3791 3 2281.1155 -0.0007 41.92 K I 0

4892 HPDTLLAAR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 31 497.2771 2 992.5396 -0.0007 24.07 R S 0

4893 HPEALAK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 30 383.2162 2 764.4178 -0.0003 14.55 R A 0

4894 HPFPGPGLGVR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 27 567.3141 2 1132.6136 -0.0005 32.96 R V 0

4895 HPLAVSSLEELANGTFLPAIGEIDELDPK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 25 1025.8684 3 3074.5834 0.0022 74.67 R G 0

4896 HPLFVTNVDDTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 59 707.3594 2 1412.7042 -0.0005 33.18 K L 0

4897 HPLVMGNWK JW3890 ECK3911 tpiA triosephosphate isomerase 18 541.2836 2 1080.5526 -0.0013 33.08 R L 0

4898 HPNWSMGR JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 23 492.7272 2 983.4398 0.0002 23.27 R K 0

4899 HPQRPYTLDYVR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 35 772.9020 2 1543.7894 -0.0002 30.09 R L 0

4900 HPSEIVNVGDEITVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 55 818.9306 2 1635.8466 -0.0002 38.00 K V 0

4901 HPVTPWGVQTK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 21 625.3377 2 1248.6608 -0.0006 28.68 K G 0

4902 HPYLEDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 41 465.2274 2 928.4402 -0.0001 19.55 K D 0

4903 HPYTQALLR JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 65 549.8066 2 1097.5986 0.0004 28.48 R A 0

4904 HPYTQALLSATPR JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 73 727.8911 2 1453.7676 0.0000 34.14 R L 0

4905 HQDEVLAEAK JW4218 ECK4254 yjgP conserved inner membrane protein 76 570.2881 2 1138.5616 -0.0002 19.94 R A 0

4906 HQEETYR JW3775 ECK3797 hemX uroporphyrinogen III methylase 39 481.7198 2 961.4250 -0.0002 14.00 R Q 0

4907 HQEINEWNR JW0566 ECK0569 ybdG predicted mechanosensitive channel 52 613.2889 2 1224.5632 -0.0004 23.06 R Q 0

4908 HQELVVWR JW0485 ECK0490 ybbP predicted inner membrane protein 32 533.7930 2 1065.5714 -0.0006 34.96 R T 0

4909 HQFAQSLNYEIAK JW2294 ECK2291 pta phosphate acetyltransferase 89 774.8933 2 1547.7720 -0.0012 35.18 K T 0

4910 HQGTFDVAR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 56 515.7564 2 1029.4982 -0.0010 20.45 R A 0

4911 HQLALTGDEDRLELEWHQALLR JW3722 ECK3738 asnA asparagine synthetase A 49 661.5962 4 2642.3557 -0.0009 51.98 K G 0

4912 HQLENEAGR JW5312 ECK1895 otsA trehalose-6-phosphate synthase 45 527.2574 2 1052.5002 0.0003 14.33 R I 0

4913 HQPPSEGEILLDAQPLESWSSK JW0147 ECK0150 fhuC iron-hydroxamate transporter subunit -!- ATP-binding component of ABC superfamily 28 816.7403 3 2447.1991 0.0023 53.68 R A 0

4914 HQQGQPLSLPVHVADAFR JW0915 ECK0923 pepN aminopeptidase N 53 667.3538 3 1999.0396 0.0007 45.62 R A 0

4915 HQQHLAQLPK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 44 600.3363 2 1198.6580 0.0009 20.71 K I 0

4916 HQSTLPLR JW1805 ECK1814 yoaE fused predicted membrane proteins 37 476.2720 2 950.5294 -0.0003 20.41 R A 0

4917 HQVAAFMER JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 46 544.7688 2 1087.5230 -0.0002 25.89 R R 0

4918 HQVALQVAMAEHLIECDDHDTAQQIIIDGLK 57.021465@C:16 JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 39 878.6883 4 3510.7241 0.0006 61.31 R R 0

4919 HQVALQVAMAEHLIECDDHDTAQQIIIDGLKR 57.021465@C:16 JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 61 917.7138 4 3666.8261 0.0016 59.00 R Q 0

4920 HRCEEIWGHLAADGHR 57.021465@C:3 JW3753 ECK3772 rhlB ATP-dependent RNA helicase 81 648.6394 3 1942.8964 -0.0005 30.25 K V 0

4921 HRDLLGATNPANALAGTLR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 66 654.3611 3 1960.0615 0.0013 44.40 R A 0

4922 HREIAAFR JW0710 ECK0709 gltA citrate synthase 32 500.2778 2 998.5410 0.0001 21.76 R L 0

4923 HRGPDWSGIYASDNAILAHER JW0660 ECK0662 asnB asparagine synthetase B 113 592.0409 4 2364.1345 -0.0016 42.48 R L 0

4924 HRSQGQEEAEKLR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 58 523.2692 3 1566.7858 -0.0005 17.87 R A 0

4925 HRYEVNNMLLK JW2751 ECK2774 pyrG CTP synthetase 71 472.9185 3 1415.7337 -0.0007 31.80 R Q 0

4926 HSCAHLLGHAIK 57.021465@C:3 JW1709 ECK1717 thrS threonyl-tRNA synthetase 30 336.6803 4 1342.6921 -0.0005 21.67 R Q 0

4927 HSDSHLNQR JW5065 ECK0482 ybbJ conserved inner membrane protein 35 547.2601 2 1092.5056 -0.0004 13.53 K G 0

4928 HSDWQRPTFAFEGK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 50 853.4072 2 1704.7998 -0.0010 39.38 R G 0

4929 HSFNALLK JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 13 465.2650 2 928.5154 0.0024 23.59 R T 0

4930 HSIEYLR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 25 459.2459 2 916.4772 0.0006 25.17 R E 0

4931 HSLLPQR JW5150 ECK1032 ymdC predicted hydrolase 21 425.7477 2 849.4808 -0.0012 20.68 R L 0

4932 HSLMGVADALAISR JW0473 ECK0478 copA copper transporter 99 720.8851 2 1439.7556 0.0001 46.83 R A 0

4933 HSPNQLAWHAR JW0162 ECK0165 glnD uridylyltransferase 48 439.5578 3 1315.6516 -0.0018 23.89 R H 0

4934 HSQVFSTAEDNQSAVTIHVLQGER JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 65 664.0796 4 2652.2893 -0.0001 41.98 K K 0

4935 HSTPEQIDKIAQGHVWTGQDAK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 21 612.3064 4 2445.1965 -0.0073 35.32 R A 0

4936 HSVSCLK 57.021465@C:5 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 28 415.7123 2 829.4100 -0.0015 13.94 R V 0

4937 HSVSCLKVDPL 57.021465@C:5 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 55 627.8284 2 1253.6422 -0.0016 33.71 R - 0

4938 HSVSTLNQEMTQLNQETVK JW5056 ECK0406 yajI predicted lipoprotein 63 729.6951 3 2186.0635 -0.0003 39.86 K I 0

4939 HTAIIPR JW4299 ECK4327 yjiN conserved inner membrane protein 28 404.2454 2 806.4762 0.0000 19.66 R N 0

4940 HTEALGELTR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 51 563.7955 2 1125.5764 -0.0013 25.59 R Y 0

4941 HTEILPLYAR JW5905 ECK1406 hrpA ATP-dependent helicase 30 606.8397 2 1211.6648 -0.0013 36.94 R L 0

4942 HTFDNFVEGK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 28 597.2825 2 1192.5504 -0.0008 31.74 K S 0

4943 HTIEVVVDRFK JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 51 448.2536 3 1341.7390 -0.0014 35.86 K V 0

4944 HTIMVANLAPR JW2101 ECK2107 metG methionyl-tRNA synthetase 51 611.8401 2 1221.6656 0.0005 32.81 R K 0

4945 HTIMVANLAPRK JW2101 ECK2107 metG methionyl-tRNA synthetase 25 450.9271 3 1349.7595 -0.0007 27.40 R M 0

4946 HTITPQLSTEDNALLLIDLGK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 23 764.7536 3 2291.2390 0.0017 58.02 R G 0

4947 HTLAQALHR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 47 349.5331 3 1045.5775 -0.0007 22.02 R F 0

4948 HTLTHEIR JW3809 ECK3826 rmuC predicted recombination limiting protein 39 503.7753 2 1005.5360 0.0004 18.34 R N 0

4949 HTMIHEQITR JW0710 ECK0709 gltA citrate synthase 35 422.5518 3 1264.6336 -0.0010 12.60 R L 0

4950 HTPMATQR 15.994915@M:4 JW5501 ECK3007 ygiQ conserved protein 13 479.2318 2 956.4490 -0.0008 27.26 K Q 0

4951 HTRHELANDR JW3070 ECK3090 yqjE conserved inner membrane protein 17 624.8130 2 1247.6114 -0.0005 8.30 R Q 0

4952 HTTDGLLK JW3997 ECK4029 malM maltose regulon periplasmic protein 47 442.7448 2 883.4750 -0.0013 19.89 R L 0

4953 HTWEKLEDR JW2748 ECK2771 ygcF conserved protein 17 405.2034 3 1212.5884 -0.0002 24.30 K E 0

4954 HTWESIGRPLPGRK JW0047 ECK0049 folA dihydrofolate reductase 24 545.3021 3 1632.8845 -0.0004 26.87 R N 0

4955 HVAITVLR JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 15 454.7879 2 907.5612 0.0010 29.15 R E 0

4956 HVATFGHMFGR JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 53 420.5416 3 1258.6030 0.0001 32.76 K L 0

4957 HVDHLDRLNFDQFK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 31 595.3005 3 1782.8797 -0.0006 39.26 R V 0

4958 HVDQVMEHGEYATR JW1100 ECK1100 mfd transcription-repair coupling factor 40 557.9225 3 1670.7457 -0.0014 22.51 R G 0

4959 HVDSLITIPNDK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 68 676.3641 2 1350.7136 -0.0006 36.32 K L 0

4960 HVDSLITIPNDKLLK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 34 569.3326 3 1704.9760 -0.0016 43.55 K V 0

4961 HVDTILLENGTLNLTDQTAPLPFK JW3630 ECK3645 yicH conserved protein 23 884.1422 3 2649.4048 0.0034 60.92 R A 0

4962 HVDTILLENGTLNLTDQTAPLPFKADR JW3630 ECK3645 yicH conserved protein 98 998.1959 3 2991.5659 -0.0007 56.67 R L 0

4963 HVEQALNETPEK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 77 697.8490 2 1393.6834 -0.0002 20.80 R L 0

4964 HVEQALNETPEKLNR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 56 593.3107 3 1776.9103 -0.0015 24.66 R D 0

4965 HVFASLFNDR JW1692 ECK1700 pps phosphoenolpyruvate synthase 61 603.3070 2 1204.5994 0.0005 41.11 K A 0

4966 HVFGNPLIQQPLMR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 66 825.4508 2 1648.8870 -0.0001 45.90 R H 0

4967 HVFNDEMTEFDLTR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 33 585.2667 3 1752.7783 0.0005 46.97 R I 0

4968 HVGGDELDKLLAGKDSDK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 40 474.9969 4 1895.9585 -0.0006 38.64 R - 0

4969 HVGGVAEYR JW0101 ECK0104 guaC GMP reductase 41 494.2536 2 986.4926 -0.0007 19.16 R A 0

4970 HVGVAPADAANALGSFINAR JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 70 651.0096 3 1950.0070 0.0000 54.38 R R 0

4971 HVINDADQIIVALQDGR JW3204 ECK3224 degS serine endoprotease, periplasmic 121 938.9972 2 1875.9798 -0.0004 54.23 K V 0

4972 HVITVFTDITCGYCHK 57.021465@C:11,57.021465@C:14 JW2861 ECK2888 dsbC protein disulfide isomerase II 73 650.9777 3 1949.9113 -0.0014 44.76 K L 0

4973 HVKENAANIK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 35 562.3153 2 1122.6160 0.0016 13.97 K G 0

4974 HVKVETTDGVVQLSGTVDSQAQSDRAESIAK JW4338 ECK4367 osmY periplasmic protein 58 814.6665 4 3254.6369 -0.0009 37.58 R A 0

4975 HVLHNALPPVIPR JW1286 ECK1288 sapB predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 14 488.2931 3 1461.8575 0.0008 33.27 R L 0

4976 HVLIATDGVFSMDGVIANLK JW3592 ECK3607 kbl glycine C-acetyltransferase 51 700.7103 3 2099.1091 0.0006 62.00 R G 0
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4977 HVLLADETVCIGPAPSVK 57.021465@C:10 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 109 953.5092 2 1905.0038 0.0008 43.12 K S 0

4978 HVMLVVDHSK JW3386 ECK3409 glpR DNA-binding transcriptional repressor 42 582.8136 2 1163.6126 0.0006 20.32 R F 0

4979 HVMVSTGTSDADFEKTK JW0101 ECK0104 guaC GMP reductase 88 618.2960 3 1851.8662 -0.0012 25.80 K Q 0

4980 HVQALDLSMR JW0105 ECK0108 nadC quinolinate phosphoribosyltransferase 58 585.3073 2 1168.6000 -0.0023 33.57 K F 0

4981 HVQVAEMVIEK JW3756 ECK3775 rho transcription termination factor 71 641.8444 2 1281.6742 -0.0008 34.43 R A 0

4982 HWAFEPDKEDPVSSLGIRPR JW0171 ECK0175 yaeL zinc metallopeptidase 54 779.3970 3 2335.1692 -0.0016 46.85 R G 0

4983 HWEAIKK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 26 304.5082 3 910.5028 0.0001 19.33 K A 0

4984 HWGETHSEAEVR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 37 479.8879 3 1436.6419 -0.0014 19.79 R E 0

4985 HWLCADPR 57.021465@C:4 JW3976 ECK4008 aceK isocitrate dehydrogenase kinase/phosphatase 25 527.7478 2 1053.4810 -0.0003 27.27 R I 0

4986 HWQAGPGK JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 38 440.7253 2 879.4360 0.0009 18.44 R K 0

4987 HYAHVDCPGHADYVK 57.021465@C:7 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 66 884.8962 2 1767.7778 -0.0009 21.05 R N JW3943

4988 HYDHAVSPMDVALDIGPGLAK JW1709 ECK1717 thrS threonyl-tRNA synthetase 95 736.0371 3 2205.0895 0.0008 52.48 R A 0

4989 HYDWNGAMQPMVSK JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 88 832.3712 2 1662.7278 -0.0005 38.64 R M 0

4990 HYEEQNENAMR JW5943 ECK3514 yhjK predicted diguanylate cyclase 59 710.7996 2 1419.5846 0.0009 18.50 R F 0

4991 HYEIVFMVHPDQSEQVPGMIER JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 52 881.0894 3 2640.2464 -0.0003 51.48 R Y 0

4992 HYFANPEAR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 24 552.7643 2 1103.5140 -0.0008 21.67 R S 0

4993 HYFDAVVAADHVK JW2665 ECK2685 yqaB predicted hydrolase 35 491.2491 3 1470.7255 0.0000 34.78 R H 0

4994 HYFGINWDR JW0190 ECK0194 proS prolyl-tRNA synthetase 21 604.2857 2 1206.5568 -0.0002 41.96 K D 0

4995 HYFGINWDRDVATPEVADIR JW0190 ECK0194 proS prolyl-tRNA synthetase 26 594.2953 4 2373.1521 0.0021 50.70 K N 0

4996 HYGALQGLNK JW0738 ECK0744 gpmA phosphoglyceromutase 1 43 550.7959 2 1099.5772 -0.0001 24.05 R A 0

4997 HYGALQGLNKAETAEK JW0738 ECK0744 gpmA phosphoglyceromutase 1 60 577.3003 3 1728.8791 -0.0003 26.25 R Y 0

4998 HYGALQGLNKAETAEKYGDEQVK JW0738 ECK0744 gpmA phosphoglyceromutase 1 59 850.4257 3 2548.2553 -0.0006 33.69 R Q 0

4999 HYGEALSAR JW5108 ECK0797 ybiO predicted mechanosensitive channel 22 502.2513 2 1002.4880 -0.0003 19.92 R F 0

5000 HYGRPMDIEWAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 70 751.8640 2 1501.7134 -0.0003 35.10 K D 0

5001 HYHPQDATTNPSLLLK JW2448 ECK2459 talA transaldolase A 52 612.3193 3 1833.9361 -0.0011 34.82 R A 0

5002 HYLAPSDK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 21 465.7373 2 929.4600 -0.0007 18.26 R L 0

5003 HYLAPSDKLDHK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 54 712.3702 2 1422.7258 0.0004 20.26 R V 0

5004 HYPAPITAVK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 15 548.8110 2 1095.6074 -0.0003 26.24 K T 0

5005 HYQDEFAAIPLVPK JW5378 ECK2308 dedD conserved protein 43 814.4271 2 1626.8396 -0.0009 48.76 K A 0

5006 HYQGIDSR JW1446 ECK1445 yncD predicted iron outer membrane transporter 37 488.2358 2 974.4570 0.0000 17.85 R W 0

5007 HYRLPAQIAR JW0861 ECK0868 ybjX conserved protein 33 408.9035 3 1223.6887 -0.0001 28.22 R K 0

5008 HYTAADGSEISLHGR JW2943 ECK2970 glcB malate synthase G 81 538.5928 3 1612.7566 -0.0028 24.91 R S 0

5009 HYVEKVQQPEFAAAK JW3975 ECK4007 aceA isocitrate lyase 26 582.3049 3 1743.8929 -0.0014 26.43 K D 0

5010 HYWVTAADNDTLAITTPK JW2176 ECK2182 yejM predicted hydrolase, inner membrane 123 1009.0047 2 2015.9948 -0.0005 45.11 R K 0

5011 IAAANVPAFVSGK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 46 622.8537 2 1243.6928 0.0003 41.28 K A 0

5012 IAADIDDSELK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 51 595.3007 2 1188.5868 -0.0006 33.62 R A 0

5013 IAADIDDSELKAPR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 57 505.2672 3 1512.7798 0.0014 33.30 R D 0

5014 IAAEMGAQIIK JW1510 ECK1510 lsrF predicted aldolase 29 572.8231 2 1143.6316 -0.0004 37.07 R T 0

5015 IAAGCGMQVQDVNR 57.021465@C:5 JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 94 759.8608 2 1517.7070 -0.0008 29.98 R L 0

5016 IAAGQPLSIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 52 499.3056 2 996.5966 -0.0001 31.84 R Q 0

5017 IAAGQPLSIKQEEVHVR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 37 469.5163 4 1874.0361 -0.0012 31.64 R G 0

5018 IAAIDYTLAHDDGISLR JW1693 ECK1701 ydiA conserved protein 37 615.3231 3 1842.9475 -0.0001 50.01 R N 0

5019 IAALMDKPVK JW3808 ECK3825 udp uridine phosphorylase 59 543.3229 2 1084.6312 -0.0002 26.15 K L 0

5020 IAAQALVK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 26 407.2630 2 812.5114 -0.0005 26.41 R G 0

5021 IAAVAEDGEPCVTYIGADGAGHYVK 57.021465@C:11 JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 50 855.0758 3 2562.2056 -0.0005 42.91 K M 0

5022 IADDQGLLLLDFK JW4220 ECK4256 yjgR predicted ATPase 100 730.9037 2 1459.7928 0.0007 61.40 R D 0

5023 IADDQNSLR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 61 516.2603 2 1030.5060 0.0017 20.64 R A 0

5024 IADIISVIDGIAFQTNILALNAAVEAAR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 54 961.5375 3 2881.5907 -0.0006 81.02 K A JW1875

5025 IADIISVIDGIAFQTNILALNAAVEAAR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 30 721.4058 4 2881.5941 0.0028 80.89 K A JW1875

5026 IADIYANCGITK 57.021465@C:8 JW4346 ECK4375 deoB phosphopentomutase 82 669.8397 2 1337.6648 -0.0002 34.81 K K 0

5027 IADIYANCGITKK 57.021465@C:8 JW4346 ECK4375 deoB phosphopentomutase 28 733.8872 2 1465.7598 -0.0001 29.52 K V 0

5028 IADLRLEQFEVNQQR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 33 620.3310 3 1857.9712 0.0014 44.95 R D 0

5029 IADQGEEGIVEADSADGSFMDELLTLMAAHR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 40 823.6344 4 3290.5085 0.0013 78.92 K V 0

5030 IADTSLPLDELVADPVTAVEK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 100 1098.5857 2 2195.1568 -0.0004 62.37 R L 0

5031 IADTSLPLDELVADPVTAVEKLAQQEGQTGLPHPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 86 1227.6516 3 3679.9330 0.0020 75.04 R I 0

5032 IAEAAVVGIPHNIK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 53 477.9482 3 1430.8228 -0.0018 36.94 K G 0

5033 IAEAAWQVNESTENIGAR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 97 979.9823 2 1957.9500 0.0008 40.57 R R 0

5034 IAEACGITGIR 57.021465@C:5 JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 91 580.8076 2 1159.6006 -0.0013 32.75 R V 0

5035 IAEACGITGIRVEK 57.021465@C:5 JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 44 758.9106 2 1515.8066 -0.0013 33.19 R A 0

5036 IAEDGNPQVLIK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 94 648.8623 2 1295.7100 0.0015 34.54 R N 0

5037 IAEDGNPQVLIKNPPSQR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 65 659.3569 3 1975.0489 0.0003 32.08 R L 0

5038 IAELAGFSVPENTK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 88 738.3904 2 1474.7662 -0.0004 46.14 K I 0

5039 IAELDKEVAER JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 72 636.8428 2 1271.6710 -0.0011 27.39 K E 0

5040 IAEMEAMKR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 60 539.7726 2 1077.5306 -0.0003 23.76 R N 0

5041 IAEQDPNWETF JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 17 675.3044 2 1348.5942 0.0007 50.76 R - 0

5042 IAEQHNISR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 54 534.2831 2 1066.5516 -0.0002 17.10 K S 0

5043 IAEVDGNDPLFK JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 46 659.3381 2 1316.6616 0.0005 42.11 K V 0

5044 IAEVGAR JW1868 ECK1880 flhA predicted flagellar export pore protein 14 358.2086 2 714.4026 0.0002 25.54 R F 0

5045 IAEVRPQVSGIILK JW0452 ECK0457 acrA multidrug efflux system 35 508.3157 3 1521.9253 0.0012 40.89 R R 0

5046 IAEVRPQVSGIILKR JW0452 ECK0457 acrA multidrug efflux system 57 840.0195 2 1678.0244 -0.0009 35.78 R N 0

5047 IAFVNKMDR JW3302 ECK3327 fusA protein chain elongation factor EF-G 47 365.1987 3 1092.5743 -0.0008 29.88 R M 0

5048 IAGINIPDHK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 46 539.3050 2 1076.5954 -0.0024 32.19 R H 0

5049 IAGINIPDHKHAVIALTSIYGVGK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 42 829.8079 3 2486.4019 0.0010 50.49 R T 0

5050 IAGLEVK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 46 365.2295 2 728.4444 0.0012 29.48 R R 0

5051 IAGLEVKR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 49 443.2791 2 884.5436 -0.0007 24.21 R I 0

5052 IAGQGLSFEQMLK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 89 711.3766 2 1420.7386 0.0003 50.64 R E 0

5053 IAHDISSYSFVAMAK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 28 547.2766 3 1638.8080 0.0004 44.30 K A 0

5054 IAHLNGNQWGFGWNAGILYELDKNNR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 22 750.8775 4 2999.4809 0.0019 60.30 K Y 0

5055 IAHWVGQGATISDR JW2590 ECK2606 rpsP 30S ribosomal subunit protein S16 87 755.8914 2 1509.7682 -0.0006 32.58 R V 0

5056 IAIDDKVSK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 35 494.7865 2 987.5584 -0.0016 22.21 R A 0

5057 IAIDDKVSKADLEIFVDPLGKPLPFSEVTGSK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 83 1143.6236 3 3427.8490 -0.0001 64.11 R G 0

5058 IAIDWPQTSGLILSPKDER JW2023 ECK2032 rfbC dTDP-4-deoxyrhamnose-3,5-epimerase 21 713.7186 3 2138.1340 -0.0033 55.29 R L 0

5059 IAIEQAR JW2573 ECK2590 clpB protein disaggregation chaperone 45 400.7348 2 799.4550 -0.0002 21.84 K R JW5388

5060 IAIGHGQMR JW1100 ECK1100 mfd transcription-repair coupling factor 22 491.7664 2 981.5182 0.0004 17.38 R E 0

5061 IAIGSGGLR JW0629 ECK0627 mrdB cell wall shape-determining protein 50 422.2560 2 842.4974 0.0001 30.58 K G 0

5062 IAILTVSNR JW0765 ECK0771 moaB molybdopterin biosynthesis protein B 14 493.8032 2 985.5918 -0.0002 35.94 R R 0

5063 IAIVNMGSLFQQVAQK JW0173 ECK0177 hlpA periplasmic chaperone 106 873.9822 2 1745.9498 0.0000 61.50 K T 0

5064 IAIVSGLR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 37 414.7675 2 827.5204 -0.0024 35.52 R T 0

5065 IAKDPEFQNIMK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 25 478.5872 3 1432.7398 0.0013 35.62 R D 0

5066 IALASPDMIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 64 543.8024 2 1085.5902 0.0000 40.22 K S 0

5067 IALESVLLGDKE JW4347 ECK4376 deoD purine-nucleoside phosphorylase 75 643.8636 2 1285.7126 -0.0002 53.07 K - 0

5068 IALFCNVPEK 57.021465@C:5 JW2751 ECK2774 pyrG CTP synthetase 19 595.8157 2 1189.6168 0.0004 41.00 K A 0

5069 IALGTTYYYDDNWTFR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 89 999.9658 2 1997.9170 0.0012 57.63 R T 0

5070 IALKSEVAVPGIDASTFDGIIQK JW1477 ECK1476 osmC osmotically inducible, stress-inducible membrane protein 49 791.4407 3 2371.3003 0.0004 56.88 K A 0

5071 IALLLPLNGQAAVFGR JW3116 ECK3135 yraM conserved protein 61 826.9970 2 1651.9794 0.0021 63.53 K T 0

5072 IALTQSGGLDAAQAR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 105 736.3966 2 1470.7786 -0.0004 34.22 R S 0

5073 IALVCEGGGQR 57.021465@C:5 JW4340 ECK4369 yjjU predicted esterase 52 580.2981 2 1158.5816 0.0002 28.63 R G 0

5074 IALVTGASR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 67 444.2691 2 886.5236 0.0001 27.32 K G 0

5075 IANAGIR JW0361 ECK0366 hemB porphobilinogen synthase 39 357.7172 2 713.4198 0.0014 18.52 R S 0

5076 IANELLSR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 48 458.2659 2 914.5172 -0.0012 30.59 R A 0

5077 IANLFDKDYETVYGYQTAGR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 108 1162.5632 2 2323.1118 -0.0002 49.73 K E 0

5078 IANLSGGER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 58 458.7458 2 915.4770 -0.0003 20.65 K R 0

5079 IANLSGGERR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 15 358.1999 3 1071.5779 -0.0008 18.75 K R 0

5080 IANYLER JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 22 439.7399 2 877.4652 -0.0005 29.60 R Q 0

5081 IAPAVAK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 29 335.2183 2 668.4220 0.0000 18.69 K A 0

5082 IAPDLDQVLVALDEPPAR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 16 644.6865 3 1931.0377 0.0014 65.76 R T 0

5083 IAPDLQMPFEPSHENMANLK JW2766 ECK2790 ygdH conserved protein 35 761.3702 3 2281.0888 0.0018 50.37 R L 0

5084 IAPDLSEEELIQVADSLVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 43 1049.0576 2 2096.1006 0.0006 73.20 K H 0

5085 IAPELYLK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 14 473.7840 2 945.5534 -0.0001 38.58 R R JW4090

5086 IAPELYLKR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 51 551.8346 2 1101.6546 0.0000 33.47 R L JW2858

5087 IAPPDEHAASAGGLAVGILGALK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 71 710.0649 3 2127.1729 0.0040 58.09 R A 0

5088 IAPYYHLFGSDELSQR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 69 948.4683 2 1894.9220 0.0008 48.43 R A 0

5089 IAQAIIELNQADLDPHALAR JW2665 ECK2685 yqaB predicted hydrolase 116 724.7309 3 2171.1709 0.0011 51.74 R E 0

5090 IAQFNVVSEAHNEGTIVSVSDGVIR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 84 881.1241 3 2640.3505 -0.0004 51.92 R I 0

5091 IAQGHVWTGQDAK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 64 705.8600 2 1409.7054 0.0003 23.73 K A 0

5092 IAQTLLNLAK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 60 542.8399 2 1083.6652 0.0001 44.93 R Q 0

5093 IAQVQYLVDGLEEIGVVCQQAGGHAAFVDAGK 57.021465@C:18 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 150 1114.8993 3 3341.6761 0.0048 71.30 R L 0

5094 IARPGEFSER JW3684 ECK3699 trmE GTPase 22 581.3046 2 1160.5946 0.0008 22.34 R A 0

5095 IASANQVTTGVTSR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 106 702.8756 2 1403.7366 -0.0003 26.67 R I 0

5096 IASGDLTMNDEPAGR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 61 773.8616 2 1545.7086 -0.0006 32.08 K N 0

5097 IASLSDSVSNAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 83 610.3174 2 1218.6202 -0.0001 29.22 R E 0

5098 IASLSDSVSNAREER JW0907 ECK0915 mukB fused chromosome partitioning proteins 24 545.2760 3 1632.8062 -0.0005 28.77 R M 0

5099 IASSGLCGSDLPR 57.021465@C:7 JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 72 666.8321 2 1331.6496 -0.0007 32.50 K I 0

5100 IASTLSPR JW2389 ECK2388 nupC nucleoside (except guanosine) transporter 48 422.7476 2 843.4806 -0.0007 22.00 K A 0

5101 IATDPFVGNLTFFR JW3302 ECK3327 fusA protein chain elongation factor EF-G 61 799.4229 2 1596.8312 0.0013 63.58 K V 0

5102 IATMGSTGTSSTR JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 27 635.3089 2 1268.6032 0.0001 20.52 K L 0

5103 IAVTNLR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 46 393.7452 2 785.4758 -0.0001 26.67 R T 0

5104 IAVTPEQLQHHR JW1374 ECK1376 hslJ heat-inducible protein 64 714.8884 2 1427.7622 -0.0010 26.38 K F 0

5105 IAVYSSLIK JW4099 ECK4133 aspA aspartate ammonia-lyase 49 497.3026 2 992.5906 0.0001 41.23 R L 0

5106 IAWMPQGLGK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 15 550.8004 2 1099.5862 0.0014 46.36 R N 0

5107 IAWQEIDRR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 32 396.2156 3 1185.6250 -0.0004 34.54 K A 0
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5108 IAYNVEAAR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 64 503.7690 2 1005.5234 -0.0009 26.44 R V 0

5109 IAYVVQTNGGQFPYELR JW5100 ECK0729 tolB periplasmic protein 87 978.0051 2 1953.9956 0.0008 51.01 R V 0

5110 ICEHYVTVTQK 57.021465@C:2 JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 43 459.8986 3 1376.6740 -0.0020 24.42 R L 0

5111 ICGGAENVVK 57.021465@C:2 JW0546 ECK0549 borD DLP12 prophage; predicted lipoprotein 24 523.7686 2 1045.5226 0.0000 22.35 K T 0

5112 ICGVCTTTHALSSVR 57.021465@C:2,57.021465@C:5 JW2962 ECK2988 hybC hydrogenase 2, large subunit 55 554.6082 3 1660.8028 0.0002 32.39 R A 0

5113 ICKELGK 57.021465@C:2 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 35 424.2390 2 846.4634 0.0002 14.32 R N 0

5114 ICNELGFEYQYPDPLVMPLE 57.021465@C:2 JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 33 1214.0662 2 2426.1178 0.0004 73.46 R - 0

5115 ICNLEGR 57.021465@C:2 JW0232 ECK0243 proB gamma-glutamate kinase 39 431.2159 2 860.4172 -0.0002 21.09 R D 0

5116 ICPPEGLDAPMMK 57.021465@C:2 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 26 729.8427 2 1457.6708 -0.0009 43.71 K V 0

5117 IDAAAEFFGVTTPIR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 60 804.4255 2 1606.8364 0.0009 58.52 K Q 0

5118 IDAFGLK JW4180 ECK4217 ytfN conserved protein 38 382.2210 2 762.4274 -0.0002 36.86 R A 0

5119 IDAINITEVR JW1462 ECK1461 narY nitrate reductase 2 (NRZ), beta subunit 76 572.3217 2 1142.6288 -0.0006 40.74 R D 0

5120 IDAVAFVESIPFSETR JW4355 ECK4384 slt lytic murein transglycosylase, soluble 48 890.9589 2 1779.9032 -0.0010 67.94 R G 0

5121 IDAVNEYNQK JW1606 ECK1609 ydgA conserved protein 64 597.2932 2 1192.5718 -0.0006 24.26 R V 0

5122 IDCEIENGVVSK 57.021465@C:3 JW2962 ECK2988 hybC hydrogenase 2, large subunit 74 681.8311 2 1361.6476 -0.0020 31.70 R A 0

5123 IDDDLTLLSETLEEVLR JW2261 ECK2260 elaB conserved protein 70 658.6813 3 1973.0221 0.0017 80.50 R S 0

5124 IDDDLTLLSETLEEVLRSSGDPADQKYVELK JW2261 ECK2260 elaB conserved protein 31 873.6967 4 3490.7577 0.0012 79.76 R A 0

5125 IDDEQIFYLR JW1671 ECK1677 sufD component of SufBCD complex 67 656.3323 2 1310.6500 -0.0007 50.43 R S 0

5126 IDDIDHEIADLQAK JW4072 ECK4104 proP proline/glycine betaine transporter 84 798.3989 2 1594.7832 -0.0006 45.01 K R 0

5127 IDDIDLNLEDFVQR JW2101 ECK2107 metG methionyl-tRNA synthetase 86 852.9262 2 1703.8378 0.0013 62.65 R V 0

5128 IDDRIDELMALLGLESNLR JW2117 ECK2122 yehX predicted transporter subunit -!- ATP-binding component of ABC superfamily 37 729.3882 3 2185.1428 0.0017 78.03 R E 0

5129 IDEIPFDFER JW4201 ECK4237 mgtA magnesium transporter 23 640.8119 2 1279.6092 0.0007 53.20 K R 0

5130 IDELMALLGLESNLR JW2117 ECK2122 yehX predicted transporter subunit -!- ATP-binding component of ABC superfamily 64 843.9589 2 1685.9032 0.0011 73.38 R E 0

5131 IDEPAYQGLQGFTADILLQASNVR JW2049 ECK2058 asmA predicted assembly protein 126 1310.1750 2 2618.3354 0.0015 73.98 R W 0

5132 IDEQNMQGGNSLLLHLDDWEHLDNYFR JW5427 ECK2653 ygaT predicted protein 42 818.8823 4 3271.5001 0.0008 69.18 K H 0

5133 IDETIAQVTGSAHVGNLYVNR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 118 1129.0830 2 2256.1514 0.0016 46.66 R N 0

5134 IDEVFIGSCMTNIGHFR 57.021465@C:9 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 77 998.4737 2 1994.9328 -0.0015 53.90 K A 0

5135 IDFDGPLEVDQNPK JW1315 ECK1318 ycjF conserved inner membrane protein 51 793.8885 2 1585.7624 0.0001 47.43 R F 0

5136 IDGHLISVR JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 30 337.1977 3 1008.5713 -0.0002 31.26 R E 0

5137 IDGIGLYR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 20 453.7560 2 905.4974 0.0004 37.73 R T 0

5138 IDIDQEK JW0451 ECK0456 acrB multidrug efflux system protein 28 430.7215 2 859.4284 -0.0003 22.48 K A 0

5139 IDIGDLQNLQPGATVPVTLTR JW1268 ECK1271 acnA aconitate hydratase 1 69 1111.1133 2 2220.2120 0.0007 59.13 K A 0

5140 IDILVNNAGVCR 57.021465@C:11 JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 85 672.3587 2 1342.7028 0.0001 40.52 R L 0

5141 IDINIAPLFEHADVLMCTR 57.021465@C:17 JW1510 ECK1510 lsrF predicted aldolase 40 743.3788 3 2227.1146 0.0018 68.45 R G 0

5142 IDITEPSIEETVQIINGLKPK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 43 779.7690 3 2336.2852 0.0013 69.28 K Y 0

5143 IDLALLPFSDALSR JW0407 ECK0411 thiL thiamin-monophosphate kinase 32 765.9303 2 1529.8460 0.0007 68.11 R H 0

5144 IDLAWSR JW2734 ECK2759 cysJ sulfite reductase, alpha subunit, flavoprotein 40 430.7348 2 859.4550 -0.0002 40.35 R D 0

5145 IDLGLGR JW3129 ECK3148 yhbW predicted enzyme 23 372.2240 2 742.4334 -0.0002 40.71 R A 0

5146 IDLPAADPERVAEEIEDIVGIDATDAVR JW2553 ECK2567 lepA GTP binding membrane protein 81 998.1761 3 2991.5065 0.0029 80.10 K C 0

5147 IDLPPFTLIGATTR JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 33 757.9327 2 1513.8508 0.0005 63.57 K A 0

5148 IDLTLADWAQQR JW5942 ECK3515 bcsC cellulose synthase subunit 83 715.3742 2 1428.7338 -0.0023 55.81 R R 0

5149 IDLTLADWAQQRRDYTAAR JW5942 ECK3515 bcsC cellulose synthase subunit 13 755.0565 3 2262.1477 -0.0027 76.59 R A 0

5150 IDLVQEGLR JW1878 ECK1890 motB protein that enables flagellar motor rotation 52 521.7983 2 1041.5820 0.0002 38.82 K I 0

5151 IDMSEFMEK JW2573 ECK2590 clpB protein disaggregation chaperone 46 565.2490 2 1128.4834 0.0003 47.85 R H 0

5152 IDMSEFMEKHSVSR JW2573 ECK2590 clpB protein disaggregation chaperone 40 565.9322 3 1694.7748 -0.0007 41.02 R L 0

5153 IDNVLVCPNSNCISHAEPVSSSFAVR 57.021465@C:7,57.021465@C:12 JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 62 958.1287 3 2871.3643 -0.0001 47.32 R K 0

5154 IDNYEVVGK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 55 518.7690 2 1035.5234 -0.0002 27.69 R S 0

5155 IDPIIVAQDGSLSGPGMACTTVAK 57.021465@C:19 JW0628 ECK0626 rlpA minor lipoprotein 139 1201.1096 2 2400.2046 0.0017 50.97 R Q 0

5156 IDQLLVTR JW4177 ECK4214 ytfL predicted inner membrane protein 58 479.2899 2 956.5652 -0.0002 33.52 R I 0

5157 IDQLSSDVQTLNAK JW1667 ECK1673 lpp murein lipoprotein 85 766.4016 2 1530.7886 -0.0002 37.52 K V 0

5158 IDQLSSDVQTLNAKVDQLSNDVNAMR JW1667 ECK1673 lpp murein lipoprotein 48 958.8137 3 2873.4193 0.0004 65.79 K S 0

5159 IDRTPHWLIK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 39 639.8693 2 1277.7240 -0.0004 34.95 R Q 0

5160 IDSLTAVSR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 69 481.2697 2 960.5248 0.0008 28.39 K Q 0

5161 IDTATELTYYQNDGILHYVIR JW1268 ECK1271 acnA aconitate hydratase 1 61 833.4234 3 2497.2484 -0.0005 59.59 R N 0

5162 IDTILVK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 54 401.2577 2 800.5008 0.0002 32.28 R E 0

5163 IDVADVGETVLADTVGFIR JW4131 ECK4169 hflX predicted GTPase 76 664.0215 3 1989.0427 0.0009 80.27 R H 0

5164 IDVIVQALAGAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 57 599.3641 2 1196.7136 0.0008 50.56 K K 0

5165 IDVLDSDIPADTGVK JW2425 ECK2427 yfeY predicted protein 47 779.4035 2 1556.7924 -0.0009 46.07 R I 0

5166 IDVQQVEK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 60 479.7635 2 957.5124 -0.0007 25.62 R - 0

5167 IEAGDKQMTVNMGQISSNR JW5779 ECK4306 fimI fimbrial protein involved in type 1 pilus biosynthesis 65 693.6701 3 2077.9885 0.0001 35.46 R F 0

5168 IEAGQPTVCSETCVGR 57.021465@C:9,57.021465@C:13 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 66 882.4070 2 1762.7994 0.0017 29.44 R I 0

5169 IEALAEDFSDKHHALFLGR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 79 723.7087 3 2168.1043 0.0028 45.94 R G 0

5170 IEALSTEIPAQVRPLYQLWR JW2539 ECK2552 yfhG conserved protein 48 795.1099 3 2382.3079 0.0019 61.75 R D 0

5171 IEAQMHGGGHER JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 26 661.3064 2 1320.5982 -0.0011 15.88 R G 0

5172 IEASLQDVGAQIR JW3725 ECK3740 yieN fused predicted transcriptional regulators 108 700.3798 2 1398.7450 -0.0017 41.19 R Q 0

5173 IEATEVDIASK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 77 588.3107 2 1174.6068 -0.0013 30.54 R I 0

5174 IEAVADDLASLVLDAR JW3862 ECK3884 fdhE formate dehydrogenase formation protein 109 835.9526 2 1669.8906 0.0021 69.11 K M 0

5175 IEAYDEAQSILAQELPILPLASSLR JW1287 ECK1289 sapA predicted antimicrobial peptide transporter subunit -!- periplasmic-binding component of ABC superfamily 47 1370.7424 2 2739.4702 0.0008 79.61 R L 0

5176 IEDLRPFKADDFIEALFARED JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 67 837.4240 3 2509.2502 0.0013 70.73 R - 0

5177 IEDNAHFR JW4029 ECK4061 yjcH conserved inner membrane protein involved in acetate transport 13 334.4977 3 1000.4713 -0.0013 20.02 R E 0

5178 IEDVPQEQR JW1692 ECK1700 pps phosphoenolpyruvate synthase 38 557.2802 2 1112.5458 -0.0003 22.17 K D 0

5179 IEDVPQEQRDIFSLTNEEVQELAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 53 944.1422 3 2829.4048 0.0015 62.55 K Q 0

5180 IEDYQPQALAILGK JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 55 779.9277 2 1557.8408 0.0006 51.63 K Q 0

5181 IEEALGEKAPYNGRK JW2750 ECK2773 eno enolase 26 419.4752 4 1673.8717 -0.0019 23.98 R E 0

5182 IEEDKILQAK JW4121 ECK4156 psd phosphatidylserine decarboxylase 48 396.2273 3 1185.6601 -0.0004 27.16 K G 0

5183 IEEDLLGTR JW4099 ECK4133 aspA aspartate ammonia-lyase 37 523.2800 2 1044.5454 0.0004 36.32 R E 0

5184 IEEGPVVPVPMTARPFDGR JW1381 ECK1383 tynA tyramine oxidase, copper-requiring 13 689.6946 3 2066.0620 0.0002 53.55 K D 0

5185 IEELTGVPIDIISTGPDRTETMILRDPFDA JW4135 ECK4173 purA adenylosuccinate synthetase 33 1105.5653 3 3313.6741 -0.0012 70.49 R - 0

5186 IEENVGDFR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 47 539.7611 2 1077.5076 -0.0015 32.19 K L 0

5187 IEEVLTLALQNEPSGMQVVTAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 125 1185.6336 2 2369.2526 0.0015 58.97 R - 0

5188 IEFTLYDCLDR 57.021465@C:8 JW1709 ECK1717 thrS threonyl-tRNA synthetase 72 722.8427 2 1443.6708 0.0005 54.39 K A 0

5189 IEGDDRTELKEALASLELPEGMGLIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 57 985.5226 3 2953.5460 0.0030 68.64 R T 0

5190 IEGFFAICQQR 57.021465@C:8 JW0938 ECK0946 ycbZ predicted peptidase 59 684.8396 2 1367.6646 -0.0009 48.31 K E 0

5191 IEGFSSR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 34 398.2035 2 794.3924 0.0001 23.68 R D 0

5192 IEGGEWLVETVQMLTER 15.994915@M:13 JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 79 1003.4996 2 2004.9846 0.0020 74.45 K A 0

5193 IEGVEFFAVNTDAQALRK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 21 670.0222 3 2007.0448 0.0023 51.33 R T 0

5194 IEHEIIIK JW1377 ECK1379 ynbE predicted lipoprotein 40 497.8001 2 993.5856 -0.0002 26.18 K A 0

5195 IEHEIIIKADKDVEELLETR JW1377 ECK1379 ynbE predicted lipoprotein 72 798.4359 3 2392.2859 0.0010 54.39 K S 0

5196 IEHGSSLPISDLSTHIILK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 14 515.7901 4 2059.1313 0.0000 47.73 R N 0

5197 IEIDEDRLPSR JW2344 ECK2341 yfdC predicted inner membrane protein 45 448.2368 3 1341.6886 -0.0001 32.86 K A 0

5198 IEIPGCSLCMGNQAR 57.021465@C:6,57.021465@C:9 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 87 853.3946 2 1704.7746 0.0000 44.43 R V 0

5199 IEIPVLPLR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 23 525.3395 2 1048.6644 0.0000 54.61 R D 0

5200 IEIPVLPLRDVVVYPHMVIPLFVGR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 30 957.8943 3 2870.6611 0.0001 73.93 R E 0

5201 IEISSALNSTDMR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 80 718.8561 2 1435.6976 0.0000 41.34 K L 0

5202 IEKGPNWEDDLGGEFDKLAK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 61 754.3752 3 2260.1038 0.0026 50.93 K D 0

5203 IELGGENYDIIAEFNGQPASGLGIK JW0451 ECK0456 acrB multidrug efflux system protein 83 1303.1612 2 2604.3078 0.0008 64.62 K L 0

5204 IELISSSEADWNALQSALLK JW2161 ECK2167 yeiR predicted enzyme 83 1094.5797 2 2187.1448 0.0026 71.14 R L 0

5205 IELLPYHELGK JW0885 ECK0893 pflA pyruvate formate lyase activating enzyme 1 42 437.9150 3 1310.7232 -0.0002 43.79 K H 0

5206 IENDQGGVIFEAKPK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 56 548.9583 3 1643.8531 0.0011 32.01 K V 0

5207 IENGGLHPVTR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 36 398.2194 3 1191.6364 0.0005 21.72 R T 0

5208 IENQEGLNNFDEILEASDGIMVAR JW1666 ECK1672 pykF pyruvate kinase I 90 1339.1425 2 2676.2704 0.0003 67.74 K G 0

5209 IENTFLSEDQVDQLALYAPQATVNR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 18 945.8108 3 2834.4106 0.0018 61.89 K I 0

5210 IEPGDVLVTDMTDPDWEPIMK JW1692 ECK1700 pps phosphoenolpyruvate synthase 75 1201.0689 2 2400.1232 0.0004 66.92 R K 0

5211 IEPGDVLVTDMTDPDWEPIMKK JW1692 ECK1700 pps phosphoenolpyruvate synthase 45 843.7471 3 2528.2195 0.0014 61.35 R A 0

5212 IEPGELYNGTK JW0172 ECK0176 yaeT conserved protein 33 610.8112 2 1219.6078 -0.0005 32.90 K V 0

5213 IEPSLEAAFVDYGAER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 106 883.9340 2 1765.8534 0.0013 54.99 R H 0

5214 IEQAPGQHGAR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 19 582.2978 2 1162.5810 -0.0032 15.44 K K 0

5215 IEQFDRK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 18 312.5035 3 934.4887 0.0014 18.77 R G 0

5216 IEQLADEIENIYSDLEQLSR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 68 1189.5904 2 2377.1662 0.0015 80.24 K V 0

5217 IEQLYPFPHK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 43 636.3420 2 1270.6694 -0.0016 38.96 R A 0

5218 IEQVYAR JW4291 ECK4319 iadA isoaspartyl dipeptidase 25 439.7400 2 877.4654 -0.0002 21.80 R G 0

5219 IESLHAEREVLSER JW0907 ECK0915 mukB fused chromosome partitioning proteins 13 417.7231 4 1666.8633 -0.0005 30.59 R F 0

5220 IETEAQRLDSMINDLLVMSR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 42 778.7318 3 2333.1736 0.0016 73.77 R N 0

5221 IETHLEDMVAQANAQLK JW1606 ECK1609 ydgA conserved protein 31 637.6582 3 1909.9528 -0.0039 48.90 K L 0

5222 IETLFTNDLDHGPYISETLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 66 778.7256 3 2333.1550 0.0010 55.47 R V 0

5223 IETLVPDFR JW0623 ECK0621 lipA lipoate synthase 29 545.3005 2 1088.5864 -0.0001 46.69 K G 0

5224 IEVATPLLDPR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 49 612.3526 2 1222.6906 -0.0015 45.82 R L 0

5225 IEVGRDDGVEVR JW5531 ECK3150 deaD ATP-dependent RNA helicase 22 448.5682 3 1342.6828 -0.0013 27.19 R H 0

5226 IEVLRGPAAAR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 42 384.8997 3 1151.6773 -0.0002 26.57 R Y 0

5227 IEVPEIGEEVIEIK JW3138 ECK3158 nusA transcription termination/antitermination L factor 54 798.9406 2 1595.8666 0.0008 58.61 R A 0

5228 IEVPEVLRPYMNGLEYIG JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 13 1046.5443 2 2091.0740 0.0031 73.36 R - 0

5229 IEYTESTSAAMEK JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 45 730.3346 2 1458.6546 -0.0002 29.40 K V 0

5230 IFADLGAWQIAQLAR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 68 836.9623 2 1671.9100 0.0004 64.42 K H 0

5231 IFANPHLPGIDDYYEPFDFDYQNLHTAPEGSK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 84 1237.5746 3 3709.7020 0.0019 61.12 K S 0

5232 IFAQHQPDAVMHLAAESHVDR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 48 593.7941 4 2371.1473 -0.0019 38.81 R S 0

5233 IFATMIDNMDQGVLVVDDENR JW2837 ECK2865 ygeV predicted DNA-binding transcriptional regulator 16 799.0461 3 2394.1165 -0.0032 57.69 K V 0

5234 IFDFVKPGVITGDDVQK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 30 939.5030 2 1876.9914 -0.0020 50.44 K V 0

5235 IFDYLVSSDVEHR JW2019 ECK2028 wbbI conserved protein 57 527.2632 3 1578.7678 0.0000 45.48 K D 0

5236 IFEAAGPEVLSYQQQFEHFMAVSGK JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 13 938.4582 3 2812.3528 -0.0002 75.60 R R 0

5237 IFEANKPMLK JW2640 ECK2659 ygaU predicted protein 26 397.5581 3 1189.6525 -0.0005 30.08 K S 0

5238 IFEDNSLTIGHTPLVR JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 22 604.6598 3 1810.9576 0.0000 46.58 K L 0
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5239 IFEHSNR JW3809 ECK3826 rmuC predicted recombination limiting protein 39 451.7279 2 901.4412 0.0006 18.30 R R 0

5240 IFEIYPPKPLHSIALGSR JW4340 ECK4369 yjjU predicted esterase 29 510.2927 4 2037.1417 0.0004 48.69 R I 0

5241 IFEPLALTTGVR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 89 658.8825 2 1315.7504 0.0004 53.25 R M 0

5242 IFESGLR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 38 411.2294 2 820.4442 0.0000 29.74 R F 0

5243 IFGPVKDYECLCGK 57.021465@C:10,57.021465@C:12 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 54 843.4046 2 1684.7946 -0.0007 41.74 R Y 0

5244 IFGPVTR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 44 395.2345 2 788.4544 -0.0001 29.78 R E 0

5245 IFGRGEAEIESIR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 50 492.9317 3 1475.7733 0.0002 37.84 R S 0

5246 IFGVIDTPQKFEAHR JW2190 ECK2194 napC nitrate reductase, cytochrome c-type,periplasmic 28 586.6493 3 1756.9261 -0.0002 41.51 K L 0

5247 IFKDDAEALGK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 32 402.8835 3 1205.6287 -0.0004 28.05 R A 0

5248 IFLDASSEER JW0893 ECK0901 cmk cytidylate kinase 62 583.7881 2 1165.5616 0.0002 34.32 K A 0

5249 IFNADWVIDGEQQPK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 23 880.4354 2 1758.8562 -0.0014 52.42 K S 0

5250 IFNTNHAFCLETEK 57.021465@C:9 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 52 575.2752 3 1722.8038 0.0002 39.28 K G 0

5251 IFNTNHAFCLETEKGAEIVVHMGIDTVALEGK 57.021465@C:9 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 67 886.6961 4 3542.7553 0.0013 63.59 K G 0

5252 IFSFTALTVVGDGNGR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 34 827.4347 2 1652.8548 0.0027 58.80 R V 0

5253 IFSLYGER JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 45 492.7611 2 983.5076 0.0000 41.14 K V 0

5254 IFSPVSHLNSVK JW3465 ECK3483 prlC oligopeptidase A 13 664.3723 2 1326.7300 0.0004 34.39 R N 0

5255 IFSSAAYNAGPGR JW4355 ECK4384 slt lytic murein transglycosylase, soluble 70 655.8275 2 1309.6404 -0.0010 31.13 R V 0

5256 IFSSHVMPFR JW5189 ECK1194 ychM predicted transporter 31 407.5463 3 1219.6171 -0.0001 39.85 K A 0

5257 IFTEDGVSIPVTVIEVEANR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 87 1094.5789 2 2187.1432 0.0009 61.96 R V 0

5258 IFTEDGVSIPVTVIEVEANRVTQVK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 33 915.1677 3 2742.4813 0.0008 66.75 R D 0

5259 IFTEYRK JW0886 ECK0894 pflB pyruvate formate lyase I 29 478.7631 2 955.5116 -0.0011 23.39 K T 0

5260 IFTGDEILPALVSTLK JW2070 ECK2082 yegS conserved protein 15 858.9936 2 1715.9726 0.0017 70.65 R S 0

5261 IFTPEFR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 21 455.2452 2 908.4758 0.0003 40.08 K N 0

5262 IFTTFDSVAQDAAEK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 105 821.9017 2 1641.7888 0.0002 46.85 K A 0

5263 IFTTFDSVAQDAAEKAAVEGIPALKK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 19 680.8686 4 2719.4453 0.0022 57.93 K Q 0

5264 IFVDEAVNELQTIQDMLR JW5841 ECK2324 prmB N5-glutamine methyltransferase 105 1067.5473 2 2133.0800 0.0024 78.94 K W 0

5265 IFVDEGPSMK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 44 561.7783 2 1121.5420 -0.0007 34.16 K R 0

5266 IFVDEGPSMKR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 45 426.8880 3 1277.6422 -0.0016 29.96 K I 0

5267 IFWDPATDTLTIK JW2174 ECK2180 yejK nucleotide associated protein 25 760.9042 2 1519.7938 0.0015 60.13 R G 0

5268 IFYGDSDNDITAAR JW4015 ECK4047 aphA acid phosphatase/phosphotransferase, class B, non-specific 102 779.3624 2 1556.7102 -0.0004 37.26 R D 0

5269 IGAAASNTNADWYCR 57.021465@C:14 JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 88 835.3728 2 1668.7310 -0.0004 34.84 R M 0

5270 IGAAIGSGIGGLGLIEENHTSLMNGGPR JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 48 897.8010 3 2690.3812 0.0001 55.45 R K 0

5271 IGAENSGHVILLDK JW3143 ECK3165 glmM phosphoglucosamine mutase 21 489.2711 3 1464.7915 -0.0020 34.45 R T 0

5272 IGAGPVK JW1692 ECK1700 pps phosphoenolpyruvate synthase 39 321.2025 2 640.3904 -0.0003 19.66 R V 0

5273 IGAGPWVVK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 19 463.7767 2 925.5388 0.0003 38.75 K C 0

5274 IGAGPWVVKCQVHAGGRGK 57.021465@C:10 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 30 495.0216 4 1976.0573 0.0047 32.74 K A 0

5275 IGAGSVVLQPVPPHTTAAGVPAR JW3582 ECK3597 cysE serine acetyltransferase 99 732.4146 3 2194.2220 -0.0004 38.27 K I 0

5276 IGALQQLLQIYQATSEWQK JW1272 ECK1275 yciM conserved protein 67 740.0671 3 2217.1795 0.0003 75.32 R A 0

5277 IGANMIWDAEKR JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 37 468.5748 3 1402.7026 0.0000 40.67 R G 0

5278 IGAPAAVQIQYQGKPVDLSR JW2500 ECK2512 yfgA conserved protein 90 1056.0837 2 2110.1528 -0.0008 41.89 K F 0

5279 IGAPLNITGLTDYAQEPYYSTAVGLLHYGK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 116 1075.8880 3 3224.6422 0.0028 68.16 R E 0

5280 IGAVHSVIFGGFSPEAVAGR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 53 657.6856 3 1970.0350 -0.0025 51.88 R I 0

5281 IGAVKEGENVVGSETR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 43 548.9567 3 1643.8483 0.0005 28.40 R V 0

5282 IGDALEQQ JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 52 437.2193 2 872.4240 0.0002 27.11 K - 0

5283 IGDAMEQMMEGLNK JW3980 ECK4012 yjbB predicted transporter 121 783.8519 2 1565.6892 0.0005 53.27 R V 0

5284 IGDESTTITVAPFGSDQR JW0171 ECK0175 yaeL zinc metallopeptidase 22 947.4631 2 1892.9116 0.0000 44.80 K R 0

5285 IGDLCWAAGDQQAR 57.021465@C:5 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 109 780.8648 2 1559.7150 -0.0001 40.13 R G 0

5286 IGDSDIHGSLVYTTGKPRPK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 14 536.0393 4 2140.1281 0.0004 28.45 R L 0

5287 IGENINIR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 59 464.7640 2 927.5134 -0.0003 29.52 K R 0

5288 IGENLGQFVQEK JW4299 ECK4327 yjiN conserved inner membrane protein 87 681.3565 2 1360.6984 -0.0002 42.20 R F 0

5289 IGEVHDGAATMDWMEQEQER JW3302 ECK3327 fusA protein chain elongation factor EF-G 90 1166.5007 2 2330.9868 -0.0028 44.06 K G 0

5290 IGEYDIDILDVQDNMIK JW5415 ECK2609 yfjD predicted inner membrane protein 100 997.4925 2 1992.9704 -0.0010 62.82 R Q 0

5291 IGFIGCGNMGK 57.021465@C:6 JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 45 577.2778 2 1152.5410 -0.0009 37.74 K A 0

5292 IGFLCDIR 57.021465@C:5 JW5158 ECK1094 ycfP conserved protein 43 497.2632 2 992.5118 0.0006 46.75 R Q 0

5293 IGFVGVVHPELER JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 59 726.4037 2 1450.7928 -0.0005 43.05 R K 0

5294 IGFVSLGCPK 57.021465@C:8 JW0819 ECK0825 yliG predicted SAM-dependent methyltransferase 47 539.2916 2 1076.5686 -0.0002 42.63 K N 0

5295 IGGDRFDEAIINYVR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 64 869.4495 2 1736.8844 -0.0002 51.44 R R 0

5296 IGGDRFDEAIINYVRR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 24 474.2531 4 1892.9833 -0.0023 48.22 R N 0

5297 IGGMLALR 15.994915@M:4 JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 61 423.7468 2 845.4790 -0.0002 29.77 K G 0

5298 IGGMLALRGEGTPFPVQADFR 15.994915@M:4 JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 58 750.0563 3 2247.1471 -0.0001 49.86 K S 0

5299 IGGNSHYAYLNLQSGLNIGAWR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 15 802.0768 3 2403.2086 0.0003 55.76 R L 0

5300 IGGSATFNGR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 59 490.2513 2 978.4880 -0.0002 22.90 R E 0

5301 IGGVAHDLPR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 29 345.5291 3 1033.5655 -0.0014 24.84 R G 0

5302 IGHTVEREDTPAIR JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 50 797.4211 2 1592.8276 0.0005 22.04 R G 0

5303 IGIGHPGDKNK JW1195 ECK1192 pth peptidyl-tRNA hydrolase 16 568.3149 2 1134.6152 0.0008 18.49 R V 0

5304 IGIGPSSSHTVGPMK JW2768 ECK2792 sdaB L-serine deaminase II 74 734.3844 2 1466.7542 -0.0009 29.49 K A 0

5305 IGIIGAMEEEVTLLR JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 52 822.4561 2 1642.8976 0.0013 72.45 K D 0

5306 IGIMLEVPSMVFMLPHLAK JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 46 709.3907 3 2125.1503 0.0002 75.15 R R 0

5307 IGIQPGHIHKPGK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 23 346.2071 4 1380.7993 0.0002 22.28 K V 0

5308 IGIQVLQR JW2479 ECK2490 yfgC predicted peptidase 33 463.7923 2 925.5700 -0.0009 38.10 R S 0

5309 IGIRPVIDGR JW2773 ECK2797 fucI L-fucose isomerase 19 365.8926 3 1094.6560 0.0000 32.57 K R 0

5310 IGLELGLPYDMLYR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 27 826.9407 2 1651.8668 0.0026 67.13 K H 0

5311 IGLETAR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 38 380.2215 2 758.4284 -0.0002 24.27 K S 0

5312 IGLHAVAQDR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 43 540.3016 2 1078.5886 0.0004 22.52 K A 0

5313 IGLLLDMPLR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 58 570.8441 2 1139.6736 0.0001 58.99 R D 0

5314 IGLLLDMPLRDIER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 49 551.9836 3 1652.9290 0.0007 58.58 R V 0

5315 IGLNPTGR JW3204 ECK3224 degS serine endoprotease, periplasmic 34 414.2401 2 826.4656 -0.0005 26.53 R Q 0

5316 IGLSLDGGMSPADWR JW0755 ECK0761 ybhC predicted pectinesterase 39 787.8859 2 1573.7572 0.0014 56.12 K H 0

5317 IGLSTLVSVNTTNR JW2660 ECK2679 emrA multidrug efflux system 82 737.9146 2 1473.8146 -0.0004 46.28 R D 0

5318 IGLVDGVVK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 20 450.2817 2 898.5488 0.0000 37.61 K A 0

5319 IGLVGEETAK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 33 508.7846 2 1015.5546 -0.0004 28.06 K A 0

5320 IGMALAQR JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 68 430.2437 2 858.4728 -0.0017 30.33 R A 0

5321 IGMDNAWLGR 15.994915@M:3 JW3604 ECK3619 rfaS lipopolysaccharide core biosynthesis protein 14 574.7790 2 1147.5434 -0.0010 44.26 K L 0

5322 IGMDVMK JW2344 ECK2341 yfdC predicted inner membrane protein 15 397.2007 2 792.3868 -0.0006 31.29 K N 0

5323 IGMIAPEAVALR JW4177 ECK4214 ytfL predicted inner membrane protein 47 620.8576 2 1239.7006 -0.0003 46.11 R I 0

5324 IGNRFDLVLVAAR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 20 481.9524 3 1442.8354 -0.0003 46.94 K R 0

5325 IGNTEMPSR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 56 502.7452 2 1003.4758 0.0002 22.29 K A 0

5326 IGNTPYK JW1795 ECK1804 yeaY predicted lipoprotein 31 396.7162 2 791.4178 0.0001 19.99 K F 0

5327 IGQAHDIQIHVPYLEK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 48 621.0031 3 1859.9875 -0.0019 45.17 R T 0

5328 IGQFLREDR JW0099 ECK0102 yacF conserved protein 36 378.5401 3 1132.5985 -0.0004 30.01 R L 0

5329 IGQINALSVIEFPGHPR JW0938 ECK0946 ycbZ predicted peptidase 86 616.6757 3 1847.0053 0.0000 53.42 R A 0

5330 IGQPFKGDDILK JW4086 ECK4118 dcuS sensory histidine kinase in two-component regulatory system with DcuR, regulator of anaerobic fumarate respiration 21 444.2512 3 1329.7318 0.0025 37.98 R A 0

5331 IGQPVTITTDIYGDDVK JW2660 ECK2679 emrA multidrug efflux system 46 917.9757 2 1833.9368 0.0009 46.16 R Y 0

5332 IGQPVTITTDIYGDDVKYTGK JW2660 ECK2679 emrA multidrug efflux system 59 762.0619 3 2283.1639 0.0003 44.65 R V 0

5333 IGQVKDENITVVWVPGAYELPLAAGALAK JW0405 ECK0409 ribE riboflavin synthase beta chain 81 1008.2258 3 3021.6556 0.0018 65.84 R T 0

5334 IGSDAYNQGLSER JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 92 705.3361 2 1408.6576 -0.0006 28.25 R R 0

5335 IGSDAYNQGLSERR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 28 783.3868 2 1564.7590 -0.0004 24.90 R A 0

5336 IGSDEMWDR JW1709 ECK1717 thrS threonyl-tRNA synthetase 79 554.7400 2 1107.4654 0.0000 34.45 R A 0

5337 IGSEYHELSGR JW4002 ECK4034 dgkA diacylglycerol kinase 63 624.3042 2 1246.5938 -0.0003 25.05 R A 0

5338 IGSFIPIPGIDAAVLAK JW3262 ECK3287 secY preprotein translocase membrane subunit 33 841.4991 2 1680.9836 0.0022 64.74 R L 0

5339 IGSLVANDADSYR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 84 690.8412 2 1379.6678 -0.0002 33.24 R Y 0

5340 IGSSFDTITK JW3130 ECK3149 mtr tryptophan transporter of high affinity 48 534.7820 2 1067.5494 -0.0004 32.34 R D 0

5341 IGSVSTMVR JW5743 ECK4185 yjfO conserved protein 62 475.2605 2 948.5064 0.0001 27.73 R G 0

5342 IGTGATQASWR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 83 574.2962 2 1146.5778 -0.0003 27.41 K L 0

5343 IGTPFSDLYSK JW2425 ECK2427 yfeY predicted protein 61 614.3164 2 1226.6182 -0.0001 46.28 K A 0

5344 IGTTEVIPGLAEKWEVSEDGK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 27 753.3907 3 2257.1503 0.0026 52.07 K T 0

5345 IGTTGAIQPHINVGDVLVTTASVR JW3808 ECK3825 udp uridine phosphorylase 86 807.1150 3 2418.3232 0.0000 52.82 R L 0

5346 IGVLGLNGAGK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 33 499.8025 2 997.5904 -0.0016 37.17 K S 0

5347 IGVLTSGGDAPGMNAAIR JW3887 ECK3908 pfkA 6-phosphofructokinase I 66 850.4430 2 1698.8714 -0.0009 42.25 K G 0

5348 IGVLVAAK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 46 385.7604 2 769.5062 0.0000 29.30 R G 0

5349 IGVNAGSLEK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 45 494.2770 2 986.5394 -0.0001 28.79 R D 0

5350 IGVNAGSLEKDLQEK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 18 534.2892 3 1599.8458 -0.0012 40.26 R Y 0

5351 IGVNAPK JW2666 ECK2691 csrA pleiotropic regulatory protein for carbon source metabolism 31 349.7132 2 697.4118 -0.0004 21.03 R E 0

5352 IGVPFVDGGVIK JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 20 600.8528 2 1199.6910 -0.0004 51.50 K A 0

5353 IGWQLELAAEK JW1714 ECK1723 yniA predicted phosphotransferase/kinase 56 629.3446 2 1256.6746 -0.0018 49.09 R G 0

5354 IGYAVGSIK JW2019 ECK2028 wbbI conserved protein 33 454.2661 2 906.5176 0.0002 31.65 R E 0

5355 IGYAVGSIKEMQEIVDSMTIETYK JW2019 ECK2028 wbbI conserved protein 28 902.4521 3 2704.3345 0.0007 70.59 R Q 0

5356 IGYHLGDAVLSAK JW3794 ECK3815 pldA outer membrane phospholipase A 32 448.5823 3 1342.7251 0.0007 39.21 K G 0

5357 IGYLPQEPQLNPEHTVR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 65 996.0210 2 1990.0274 0.0002 41.24 K E 0

5358 IGYPVIIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 40 451.7891 2 901.5636 -0.0001 40.30 R A 0

5359 IGYSGDSSSDISLKPLNYEQK JW1606 ECK1609 ydgA conserved protein 78 767.7128 3 2300.1166 -0.0008 42.78 R D 0

5360 IGYSGDSSSDISLKPLNYEQKDEK JW1606 ECK1609 ydgA conserved protein 63 891.7678 3 2672.2816 -0.0001 39.30 R V 0

5361 IHADYNAFWESVGGVCDAER 57.021465@C:16 JW0861 ECK0868 ybjX conserved protein 56 766.0080 3 2295.0022 0.0008 53.57 K H 0

5362 IHAEVPLSEMFGYATQLR JW3302 ECK3327 fusA protein chain elongation factor EF-G 68 688.0200 3 2061.0382 0.0030 59.81 K S 0

5363 IHASGAQIVTVAMGSPK JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 88 833.9507 2 1665.8868 -0.0004 37.40 R Q 0

5364 IHDKPSTEAITSFR JW5741 ECK4175 rnr exoribonuclease R, RNase R 43 534.6133 3 1600.8181 -0.0029 30.18 R S 0

5365 IHGLADCMQGEMISLPGNR 57.021465@C:7 JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 39 700.3326 3 2097.9760 0.0002 47.65 R Y 0

5366 IHGVNYSISSACATSAHCIGNAVEQIQLGK 57.021465@C:12,57.021465@C:18 JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 95 1062.5200 3 3184.5382 -0.0011 50.72 K Q 0

5367 IHLDASMSCAGDPIPLAPETVAER 57.021465@C:9 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 55 850.7494 3 2549.2264 0.0010 50.18 K A 0

5368 IHLTPAER JW3460 ECK3478 pitA phosphate transporter, low-affinity 22 312.8469 3 935.5189 0.0001 21.38 R E 0

5369 IHLVEYVPIAR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 50 655.3845 2 1308.7544 -0.0010 43.73 K W 0
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5370 IHQTLMESASLTYEQR JW1272 ECK1275 yciM conserved protein 32 636.3158 3 1905.9256 0.0003 37.69 R L 0

5371 IHRLEDWGR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 30 394.5439 3 1180.6099 -0.0003 28.15 K R 0

5372 IHSEEDERPIGR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 44 719.3575 2 1436.7004 -0.0004 18.88 R L 0

5373 IHSFESCGTVDGPGIR 57.021465@C:7 JW0885 ECK0893 pflA pyruvate formate lyase activating enzyme 1 22 577.9417 3 1730.8033 -0.0012 31.83 R F 0

5374 IHTDFEK JW1194 ECK1191 ychF predicted GTP-binding protein 21 445.2241 2 888.4336 -0.0005 20.41 K G 0

5375 IIAADNGDAWVEVK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 35 750.8884 2 1499.7622 0.0002 42.95 K G 0

5376 IIAAHSPFGGVSITVELPLER JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 16 736.0800 3 2205.2182 0.0025 59.77 R D 0

5377 IIAATHQNLEQR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 20 465.2561 3 1392.7465 -0.0009 22.03 R V 0

5378 IIAESISLPEIPADVLAR JW0888 ECK0896 ycaO conserved protein 23 954.0457 2 1906.0768 -0.0006 63.23 R Y 0

5379 IIAGEIQARPEQVDAAVR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 40 646.0254 3 1935.0544 0.0006 35.59 R L 0

5380 IIAGLEHQTSGHIR JW2415 ECK2417 cysA sulfate/thiosulfate transporter subunit -!- ATP-binding component of ABC superfamily 36 511.2824 3 1530.8254 -0.0014 26.97 R F 0

5381 IIAGNIINFSR JW2891 ECK2920 mscS mechanosensitive channel 91 609.3532 2 1216.6918 -0.0009 47.47 K E 0

5382 IIAGNIINFSREPVR JW2891 ECK2920 mscS mechanosensitive channel 80 566.9931 3 1697.9575 -0.0001 46.20 K R 0

5383 IIAGNIINFSREPVRR JW2891 ECK2920 mscS mechanosensitive channel 59 619.0268 3 1854.0586 -0.0003 40.76 K N 0

5384 IIAVIHSEKER JW1279 ECK1281 rnb ribonuclease II 31 647.8788 2 1293.7430 0.0026 20.28 R E 0

5385 IICITHSYHSPIAK 57.021465@C:3 JW4050 ECK4082 rpiR DNA-binding transcriptional repressor 24 547.2921 3 1638.8545 -0.0006 31.53 K L 0

5386 IIDDAVAR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 17 436.7452 2 871.4758 -0.0005 24.25 K I 0

5387 IIDGAELLIPMAGLINKEDELAR JW4215 ECK4251 valS valyl-tRNA synthetase 48 832.1246 3 2493.3520 0.0009 70.08 K L 0

5388 IIDLSGKR JW3600 ECK3615 rfaY lipopolysaccharide core biosynthesis protein 25 301.1867 3 900.5383 -0.0009 24.15 R A 0

5389 IIDPLTHLVR JW1877 ECK1889 cheA fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 27 392.9080 3 1175.7022 -0.0005 44.56 R N 0

5390 IIDQEVK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 13 422.7423 2 843.4700 -0.0001 20.89 R A 0

5391 IIDSMIHAAHNGKKVTVVVELQAR 15.994915@M:5 JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 23 882.4880 3 2644.4422 -0.0062 63.54 R F 0

5392 IIEFNQNPLYSDHSR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 32 611.6357 3 1831.8853 -0.0001 42.19 R L 0

5393 IIEKERPDAVLPTMGGQTALNCALELER 57.021465@C:22 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 22 781.9088 4 3123.6061 0.0005 53.38 K Q 0

5394 IIEPAVNPALIGAVKVPDGTVDPFR JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 46 863.4870 3 2587.4392 0.0018 60.42 R L 0

5395 IIEQPQLSVDAVANTLAGWSR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 115 1134.6033 2 2267.1920 0.0011 67.79 K E 0

5396 IIEQVLK JW5808 ECK0142 pcnB poly(A) polymerase I 29 421.7708 2 841.5270 -0.0003 31.22 R N 0

5397 IIGEQLGVK JW1080 ECK1080 acpP acyl carrier protein (ACP) 32 478.7924 2 955.5702 0.0000 32.21 K Q 0

5398 IIGGGMPVGAFGGR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 79 644.8455 2 1287.6764 0.0007 43.88 K R 0

5399 IIGIDLGTTNSCVAIMDGTTPR 57.021465@C:12 JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 112 1153.0803 2 2304.1460 0.0006 57.37 K V 0

5400 IIGNGHLHK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 23 330.1944 3 987.5614 0.0001 18.67 K G 0

5401 IIGSGVGGITETDATLAAASNAILVGFNVR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 38 963.1905 3 2886.5497 0.0046 76.72 K A 0

5402 IIHPMGEIDAMEFLINK JW3756 ECK3775 rho transcription termination factor 43 657.6747 3 1970.0023 0.0018 61.75 K L 0

5403 IIHVDIDRAELGK JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 30 493.6154 3 1477.8244 -0.0010 36.62 K I 0

5404 IIIDDAAEVAR JW2766 ECK2790 ygdH conserved protein 82 593.3266 2 1184.6386 -0.0015 37.19 R Q 0

5405 IIKFEGCYHGHADCLLVK 57.021465@C:7,57.021465@C:14 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 37 540.7733 4 2159.0641 -0.0013 37.94 K A 0

5406 IILAAQQLCNALSQVD 57.021465@C:9 JW0154 ECK0157 btuF vitamin B12 transporter subunit -!- periplasmic-binding component of ABC superfamily 14 878.9682 2 1755.9218 0.0030 65.59 R - 0

5407 IILGGDHLGPNCWQQENADAAMEK 57.021465@C:12 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 82 889.7473 3 2666.2201 -0.0016 45.15 R S 0

5408 IILGRPASR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 27 491.8110 2 981.6074 -0.0008 21.75 K R 0

5409 IILLGAPGAGK JW0463 ECK0468 adk adenylate kinase 47 505.3239 2 1008.6332 0.0002 40.24 R G 0

5410 IILPVNDGR JW0120 ECK0123 gcd glucose dehydrogenase 30 498.7956 2 995.5766 0.0002 35.81 R L 0

5411 IIMLIPTGTSVGLTSVSLGVIR JW2294 ECK2291 pta phosphate acetyltransferase 51 1114.1593 2 2226.3040 0.0020 70.64 R A 0

5412 IINELEGIFEGAGWNVIK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 104 1001.5359 2 2001.0572 0.0001 72.04 K V 0

5413 IINEPTAAALAYGLDK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 44 830.4518 2 1658.8890 0.0011 49.97 R G 0

5414 IINEPTAAALAYGLDKGTGNR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 64 715.7148 3 2144.1226 -0.0001 45.95 R T 0

5415 IINEVNGISR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 68 557.8144 2 1113.6142 0.0001 28.36 R V 0

5416 IINGEVPEGLK JW2573 ECK2590 clpB protein disaggregation chaperone 40 584.8325 2 1167.6504 0.0005 34.33 R G 0

5417 IIPCLDVR 57.021465@C:4 JW2007 ECK2020 hisF imidazole glycerol phosphate synthase, catalytic subunit with HisF 18 493.2782 2 984.5418 -0.0007 29.35 R D 0

5418 IIPVLEAAYGER JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 48 665.8718 2 1329.7290 -0.0002 50.84 K F 0

5419 IIQICGGLSDR 57.021465@C:5 JW2553 ECK2567 lepA GTP binding membrane protein 63 616.3262 2 1230.6378 -0.0013 38.57 R E 0

5420 IIQICGGLSDREMEAQVLDSMDLER 57.021465@C:5 JW2553 ECK2567 lepA GTP binding membrane protein 33 960.1294 3 2877.3664 -0.0006 62.05 R E 0

5421 IIQIDINPASIGAHSK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 41 838.9694 2 1675.9242 -0.0014 45.75 K V 0

5422 IIRFPCYIR 57.021465@C:6 JW2018 ECK2027 wbbJ predicted acyl transferase 30 413.2340 3 1236.6802 -0.0001 41.81 R N 0

5423 IIRPSANYVGPEDRPFVALDKR JW0324 ECK0330 prpC 2-methylcitrate synthase 30 629.0960 4 2512.3549 0.0000 39.79 K Q 0

5424 IISDILDFSKIESEQLK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 73 660.0297 3 1977.0673 0.0002 60.24 K I 0

5425 IISESGTAAGVR JW2667 ECK2692 alaS alanyl-tRNA synthetase 99 580.8166 2 1159.6186 -0.0010 23.23 R R 0

5426 IISLAPEVL JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 43 477.7973 2 953.5800 0.0003 58.21 K - 0

5427 IISSPTWSGLEDEHVSYNAGYTNVHELIPWR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 41 1190.9144 3 3569.7214 -0.0002 58.97 K T 0

5428 IITDVHEPSQAQPVADVVDVIQLPAFLAR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 55 1047.9046 3 3140.6920 0.0049 70.97 K Q 0

5429 IITIGSVVGTMGNGGQANYAAAK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 45 731.7162 3 2192.1268 0.0008 53.58 R A 0

5430 IIVACDAGMGSSAMGAGVLR 57.021465@C:5 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 168 968.4759 2 1934.9372 -0.0003 47.02 K K 0

5431 IIVACDAGMGSSAMGAGVLRK 57.021465@C:5 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 31 688.6845 3 2063.0317 -0.0010 41.53 K K 0

5432 IIVDTYGGMAR JW2909 ECK2937 metK methionine adenosyltransferase 1 21 598.3105 2 1194.6064 -0.0002 36.18 K H 0

5433 IIVIPNGK JW2891 ECK2920 mscS mechanosensitive channel 42 427.2788 2 852.5430 -0.0002 32.07 K I 0

5434 IIVPQALVNAVSDALVAR JW1382 ECK1384 maoC fused aldehyde dehydrogenase -!- enoyl-CoA hydratase 70 925.0493 2 1848.0840 0.0008 75.08 R L 0

5435 IIVVSDEVAADTVRK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 70 807.9562 2 1613.8978 -0.0009 36.21 R T 0

5436 IIVVTSGK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 37 408.7625 2 815.5104 -0.0013 23.75 R G 0

5437 IIWPENDINLK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 40 677.8719 2 1353.7292 0.0000 50.14 R Q 0

5438 IIYTGPIDQYFDYR JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 82 882.4343 2 1762.8540 -0.0026 57.06 R F 0

5439 IKADAEEAAR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 48 537.2827 2 1072.5508 -0.0003 17.64 K K 0

5440 IKADAEEAARK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 42 401.2223 3 1200.6451 -0.0013 15.48 K I 0

5441 IKADVPTVSLVGYTNAGK JW4131 ECK4169 hflX predicted GTPase 25 611.6749 3 1832.0029 -0.0014 43.35 R S 0

5442 IKADWQVR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 19 508.2878 2 1014.5610 0.0000 27.14 K H 0

5443 IKAEVAPDLSVHLLDGMGR JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 37 506.0267 4 2020.0777 0.0003 50.85 R E 0

5444 IKAPIVHALR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 54 373.2448 3 1116.7126 -0.0006 28.16 K G 0

5445 IKEEDFIDR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 20 582.7980 2 1163.5814 -0.0008 30.99 R L 0

5446 IKEELFYPSNEEK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 69 813.4063 2 1624.7980 -0.0003 34.64 R M 0

5447 IKEELSNGR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 34 523.2856 2 1044.5566 0.0003 18.29 R T 0

5448 IKEETVQLR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 23 372.5521 3 1114.6345 -0.0002 23.54 R Q 0

5449 IKELAVK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 49 400.7653 2 799.5160 -0.0006 20.29 K G 0

5450 IKFSADDIQR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 62 596.8189 2 1191.6232 -0.0015 31.77 R K 0

5451 IKFSADDIQRK JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 54 440.9139 3 1319.7199 0.0001 28.35 R F 0

5452 IKGAAGSVGLR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 15 514.8149 2 1027.6152 0.0014 17.47 K H 0

5453 IKGFSGEDATPALEGADVVLISAGVAR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 29 881.8044 3 2642.3914 -0.0001 60.76 K K 0

5454 IKGGPVSER JW0171 ECK0175 yaeL zinc metallopeptidase 13 314.8505 3 941.5297 0.0003 17.75 K V 0

5455 IKGVEATANFDTGPLTHTVSYDYVDAR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 52 735.8662 4 2939.4357 0.0056 48.47 R N 0

5456 IKHEIGSAYPGDEVR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 20 557.6229 3 1669.8469 0.0045 25.78 R E 0

5457 IKHEIGSAYPGDEVREIEVR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 18 575.0524 4 2296.1805 -0.0007 34.89 R G 0

5458 IKIGDALEQQ JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 60 557.8087 2 1113.6028 -0.0001 35.42 K - 0

5459 IKLPADSTR JW0623 ECK0621 lipA lipoate synthase 37 334.1975 3 999.5707 -0.0007 23.50 K I 0

5460 IKLPEYLGFFAGKR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 41 546.9840 3 1637.9302 0.0010 53.57 R F 0

5461 IKLVGVIPEDQSVLR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 42 556.0013 3 1664.9821 -0.0003 46.38 R A 0

5462 IKLYYRPAK JW4279 ECK4307 fimC chaperone, periplasmic 15 576.3520 2 1150.6894 0.0032 26.61 R L 0

5463 IKNGEYTYIINTTSGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 15 610.6508 3 1828.9306 -0.0013 36.85 R R 0

5464 IKNSVETMMVNLEGVDIPLGMISQYLPK 15.994915@M:21 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 56 1045.8769 3 3134.6089 0.0023 73.91 R Q 0

5465 IKPYLLNNGQNPPAR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 40 565.6493 3 1693.9261 -0.0002 30.87 K E 0

5466 IKQINLPTEVSEAIYNR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 59 663.3653 3 1987.0741 0.0004 49.89 R M 0

5467 IKQPHVAIQADVDDVLAQLIPLVEAQPR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 92 1026.2435 3 3075.7087 0.0005 74.35 K A 0

5468 IKSLDELQDGSQVAVPNDPTNLGR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 47 856.1082 3 2565.3028 -0.0006 44.83 K S 0

5469 IKSNITPTR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 13 343.8732 3 1028.5978 0.0000 18.00 R K 0

5470 IKSNITPTRK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 19 579.3530 2 1156.6914 -0.0014 11.96 R A 0

5471 IKVQSFGR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 37 467.7771 2 933.5396 0.0000 25.42 K F 0

5472 ILADIAVFDK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 53 552.8182 2 1103.6218 -0.0008 50.74 K V 0

5473 ILADIAVFDKVAFTALVEK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 15 688.3985 3 2062.1737 0.0021 71.07 K A 0

5474 ILADIAVFDKVAFTALVEKAK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 48 754.7752 3 2261.3038 0.0004 66.17 K A 0

5475 ILAEEIER JW5652 ECK3561 avtA valine-pyruvate aminotransferase 40 486.7713 2 971.5280 -0.0007 30.45 K A 0

5476 ILAMLGDSVTTDHISPAGSIKPDSPAGR JW1268 ECK1271 acnA aconitate hydratase 1 106 936.1515 3 2805.4327 -0.0004 46.18 R Y 0

5477 ILAQSIEVYQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 75 660.3691 2 1318.7236 -0.0008 38.74 R K 0

5478 ILASQSMQQLPTDMQSTLR JW0934 ECK0942 pqiB paraquat-inducible protein B 58 1074.5439 2 2147.0732 0.0017 48.61 K E 0

5479 ILAVVPHGEIEAVDQPWTNWQEALDHVQK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 26 831.4270 4 3321.6789 0.0007 62.54 R V 0

5480 ILDAGVYDEQGDLIAR JW4350 ECK4379 ytjB conserved protein 90 874.4467 2 1746.8788 0.0001 46.16 R S 0

5481 ILDALATLSFNYPR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 48 531.9596 3 1592.8570 0.0008 62.88 R R 0

5482 ILDATNNQLPQDR JW4279 ECK4307 fimC chaperone, periplasmic 87 749.3860 2 1496.7574 -0.0008 30.76 R E 0

5483 ILDATNNQLPQDRESLFWMNVK JW4279 ECK4307 fimC chaperone, periplasmic 76 878.1113 3 2631.3121 0.0004 55.69 R A 0

5484 ILDDLCANQLQPLLLK 57.021465@C:6 JW5427 ECK2653 ygaT predicted protein 63 934.0220 2 1866.0294 0.0011 60.21 K T 0

5485 ILDEFTR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 35 447.2400 2 892.4654 0.0000 36.31 R G 0

5486 ILDIIPETLHQR JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 24 483.2809 3 1446.8209 0.0014 47.47 R R 0

5487 ILDIMGLSR JW1693 ECK1701 ydiA conserved protein 65 509.2917 2 1016.5688 0.0001 51.00 K R 0

5488 ILDVLIPPAK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 21 539.8481 2 1077.6816 0.0019 48.20 R N 0

5489 ILDWIKPYQK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 36 435.2517 3 1302.7333 -0.0003 46.05 K V 0

5490 ILDYIKPDYVHVLYQGR JW1672 ECK1678 sufC component of SufBCD complex, ATP-binding component of ABC superfamily 32 698.0456 3 2091.1150 -0.0003 51.16 R I 0

5491 ILEAQLR JW4120 ECK4155 yjeP predicted mechanosensitive channel 31 421.7576 2 841.5006 -0.0014 28.47 R T 0

5492 ILEEAVSTALELASGK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 77 815.9496 2 1629.8846 0.0021 68.81 K S 0

5493 ILEGYGVTECAPVVSINVPMAAKPGTVGR 57.021465@C:10 JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 104 995.8561 3 2984.5465 0.0000 53.32 R I 0

5494 ILEIEGLPDLK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 86 620.3635 2 1238.7124 0.0003 55.22 R V 0

5495 ILEIEGLPDLKVEQAFELTDASAER JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 34 697.3671 4 2785.4393 0.0006 65.59 R S 0

5496 ILELAGFLDSYIPEPER JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 81 981.5155 2 1961.0164 0.0018 73.57 K A JW3943

5497 ILELYMNEVYLGQSGDNEIR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 86 1178.5779 2 2355.1412 -0.0004 60.19 R G 0

5498 ILENGEVKPLDVK JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 26 485.2800 3 1452.8182 -0.0006 33.12 R V 0

5499 ILEPGMVLTVEPGLYIAPDAEVPEQYR JW2876 ECK2903 pepP proline aminopeptidase P II 45 1000.5201 3 2998.5385 0.0024 67.72 R G 0

5500 ILEQCLNNMPEGPFK 57.021465@C:5 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 64 895.4339 2 1788.8532 -0.0006 48.66 R A 0
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5501 ILEQCLNNMPEGPFKADHPLTTPPPK 57.021465@C:5 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 38 736.8745 4 2943.4689 0.0064 45.54 R E 0

5502 ILEQCLNNMPEGPFKADHPLTTPPPKER 57.021465@C:5 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 33 808.1584 4 3228.6045 -0.0014 44.01 R T 0

5503 ILEVPVGR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 42 441.7739 2 881.5332 -0.0002 34.94 R G 0

5504 ILEVSLDR JW0325 ECK0331 prpD 2-methylcitrate dehydratase 38 472.7733 2 943.5320 -0.0017 37.16 R A 0

5505 ILEYLAVQSR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 19 596.3400 2 1190.6654 -0.0004 42.54 R V 0

5506 ILFAGDLQDDLPAR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 83 772.4096 2 1542.8046 0.0005 53.79 R L 0

5507 ILFAGDLQDDLPARLDTAASR JW4333 ECK4362 rsmC 16S RNA m2G1207 methylase 80 753.3977 3 2257.1713 0.0011 56.46 R A 0

5508 ILFENLTPLHANSR JW3756 ECK3775 rho transcription termination factor 78 812.9437 2 1623.8728 -0.0004 47.69 K L 0

5509 ILFICGGAFAGLDK 57.021465@C:5 JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 75 741.3952 2 1480.7758 0.0010 59.77 K V 0

5510 ILFLEGLPNLQDLGK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 73 835.4796 2 1668.9446 -0.0003 70.84 R L 0

5511 ILFLEGLPNLQDLGKLNIGEDVEEMLR 15.994915@M:25 JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 26 1028.8815 3 3083.6227 0.0014 78.10 R S 0

5512 ILFLNNAINHGIFSPLGIQQSHELGK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 94 954.1875 3 2859.5407 0.0012 60.03 K S 0

5513 ILFVGTK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 33 389.2475 2 776.4804 0.0009 36.98 K R 0

5514 ILFVGTKR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 41 467.2974 2 932.5802 -0.0004 30.44 K A 0

5515 ILFYTGVNHK JW3302 ECK3327 fusA protein chain elongation factor EF-G 54 596.3291 2 1190.6436 -0.0013 36.27 R I 0

5516 ILGFTWNR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 22 503.7769 2 1005.5392 -0.0004 50.96 R L 0

5517 ILGGDLEPTLGNVSLDPNER JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 74 1055.0456 2 2108.0766 0.0016 55.24 K I 0

5518 ILGILASK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 47 407.7737 2 813.5328 0.0005 39.84 R S 0

5519 ILGLEIGADDYITKPFNPR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 62 711.3850 3 2131.1332 0.0019 58.27 K E 0

5520 ILGLGDQGIGGMGIPIGK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 71 848.4759 2 1694.9372 -0.0017 59.72 R L 0

5521 ILGNIEVGR JW3582 ECK3597 cysE serine acetyltransferase 25 485.7877 2 969.5608 0.0002 34.90 K G 0

5522 ILGSVGEPINPEAWEWYWK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 82 1137.5652 2 2273.1158 0.0002 68.70 R K 0

5523 ILGSVGEPINPEAWEWYWKK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 18 801.4114 3 2401.2124 0.0019 62.32 R I 0

5524 ILHKLEGNGQLAR JW3959 ECK3987 rsd stationary phase protein, binds sigma 70 RNA polymerase subunit 24 483.6153 3 1447.8241 -0.0018 24.30 R A 0

5525 ILIGEVTVVDESEPFAHEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 93 1056.5466 2 2111.0786 0.0001 51.56 K L 0

5526 ILIGEVTVVDESEPFAHEKLSPTLAMYR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 95 1048.8815 3 3143.6227 0.0014 58.05 K A 0

5527 ILILHADHEQNASTSTVR JW0710 ECK0709 gltA citrate synthase 113 1003.0269 2 2004.0392 0.0004 29.65 R T 0

5528 ILINTPASQGGIGDLYNFK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 89 1011.0389 2 2020.0632 0.0004 55.80 R L 0

5529 ILKDREMTVR JW2891 ECK2920 mscS mechanosensitive channel 32 420.9077 3 1259.7013 -0.0009 21.93 R L 0

5530 ILKEGIEK JW2750 ECK2773 eno enolase 53 465.2869 2 928.5592 0.0000 20.18 K G 0

5531 ILLDAPCSATGVIR 57.021465@C:7 JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 68 743.4079 2 1484.8012 -0.0008 44.78 R R 0

5532 ILLDTELTAEQEK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 85 751.9012 2 1501.7878 0.0003 43.75 R Y 0

5533 ILLDTELTAEQEKYLK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 23 636.3500 3 1906.0282 -0.0017 49.96 R T 0

5534 ILLIGCGK 57.021465@C:6 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 36 437.2647 2 872.5148 -0.0005 37.63 R E 0

5535 ILLQCDNLCK 57.021465@C:5,57.021465@C:9 JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 48 638.8240 2 1275.6334 0.0019 35.53 K R 0

5536 ILLSAAITVNDK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 99 629.3744 2 1256.7342 0.0003 44.77 R L 0

5537 ILLSAAITVNDKLVFITDTVQPVINQGGTK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 68 1056.9350 3 3167.7832 0.0024 67.38 R A 0

5538 ILLSPCGNAVSAVK 57.021465@C:6 JW4281 ECK4309 fimF minor component of type 1 fimbriae 30 714.8975 2 1427.7804 -0.0001 38.72 R V 0

5539 ILLSSMPGCAVTEVEIDGVLHEYSTK 57.021465@C:9 JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 47 950.1423 3 2847.4051 0.0017 64.25 R E 0

5540 ILLVDDDRELTSLLK JW3883 ECK3905 cpxR DNA-binding response regulator in two-component regulatory system with CpxA 32 581.6683 3 1741.9831 0.0005 59.37 K E 0

5541 ILNAAAR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 53 364.7243 2 727.4340 0.0000 19.57 R E 0

5542 ILNKPMNMQLLGDAQPHTGGER JW5531 ECK3150 deaD ATP-dependent RNA helicase 38 605.8099 4 2419.2105 0.0006 39.49 R R 0

5543 ILNLMGR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 31 408.7411 2 815.4676 -0.0011 39.19 R T 0

5544 ILNQTMPQVAAK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 33 657.3655 2 1312.7164 -0.0008 32.87 R L 0

5545 ILNYTNTEMK JW1427 ECK1424 ydcL predicted lipoprotein 13 613.8080 2 1225.6014 0.0002 32.02 K E 0

5546 ILNYTNTEMKEAIAQR JW1427 ECK1424 ydcL predicted lipoprotein 34 632.3277 3 1893.9613 -0.0004 38.28 K K 0

5547 ILPGMDAR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 31 436.7366 2 871.4586 0.0001 29.26 R L 0

5548 ILPPFLFHYMDGGAYSEYTLR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 40 1245.6120 2 2489.2094 0.0005 66.02 R R 0

5549 ILQAMEQISG JW5905 ECK1406 hrpA ATP-dependent helicase 26 545.2841 2 1088.5536 0.0001 43.14 R - 0

5550 ILQVPNATR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 20 506.3011 2 1010.5876 0.0003 29.95 K S 0

5551 ILREDVQAYVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 20 445.2537 3 1332.7393 -0.0010 35.01 R E 0

5552 ILREDVQAYVKEAIK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 38 592.3399 3 1773.9979 -0.0009 45.17 R R 0

5553 ILSAFIGDEIPQEILEER JW0003 ECK0004 thrC threonine synthase 34 1036.5486 2 2071.0826 -0.0010 66.33 K V 0

5554 ILSLEQNLLNMASVK JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 81 836.9706 2 1671.9266 0.0038 63.40 K A 0

5555 ILSTLSLR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 20 451.7869 2 901.5592 -0.0003 38.12 K Q 0

5556 ILTEPNASITVQYK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 66 788.9331 2 1575.8516 0.0009 40.18 R A 0

5557 ILTGDSELVAAK JW4201 ECK4237 mgtA magnesium transporter 25 608.8442 2 1215.6738 0.0027 34.28 K V 0

5558 ILTILQG JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 43 379.2446 2 756.4746 0.0002 49.86 K - 0

5559 ILTNQTNLTSTFYTGSIGHDVSTGVEFTR JW0790 ECK0794 fiu predicted iron outer membrane transporter 115 1053.8583 3 3158.5531 0.0010 55.82 K E 0

5560 ILVEGTSR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 19 437.7528 2 873.4910 -0.0010 22.76 R K 0

5561 ILVGPDASK JW5378 ECK2308 dedD conserved protein 23 450.2630 2 898.5114 -0.0009 26.35 R D 0

5562 ILVGPDASKDKLK JW5378 ECK2308 dedD conserved protein 13 461.9446 3 1382.8120 -0.0013 25.75 R G 0

5563 ILVIAADER JW1950 ECK1963 hchA Hsp31 molecular chaperone 41 500.2949 2 998.5752 -0.0008 33.97 K Y 0

5564 ILVPLTIEDAQIR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 46 740.9418 2 1479.8690 0.0029 54.34 R Q 0

5565 ILVTGVASK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 40 444.2815 2 886.5484 -0.0003 26.94 R L 0

5566 ILVVDDDMR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 32 538.2754 2 1074.5362 -0.0016 37.59 K L 0

5567 ILYASETAAR JW1823 ECK1833 yebT conserved protein 38 547.7952 2 1093.5758 -0.0008 26.22 R A 0

5568 ILYISCNPETLCK 57.021465@C:6,57.021465@C:12 JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 59 805.8991 2 1609.7836 -0.0008 44.74 R N 0

5569 IMAGIDKDIEGEARPQPDIK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 74 1098.5702 2 2195.1258 0.0002 38.53 R I 0

5570 IMFPMIISVEEVR 15.994915@M:2 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 47 790.4151 2 1578.8156 0.0006 62.83 R A 0

5571 IMGGADVILVPSRFEPCGLTQLYGLK 57.021465@C:17 JW3392 ECK3415 glgA glycogen synthase 53 945.5037 3 2833.4893 0.0024 65.41 R Y 0

5572 IMLCVSDTIDK 57.021465@C:4 JW3460 ECK3478 pitA phosphate transporter, low-affinity 49 647.8225 2 1293.6304 -0.0005 43.59 R V 0

5573 IMLCVSDTIDKVVK 15.994915@M:2,57.021465@C:4 JW3460 ECK3478 pitA phosphate transporter, low-affinity 44 546.2933 3 1635.8581 0.0005 46.94 R M 0

5574 IMLVAQK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 20 401.7467 2 801.4788 0.0006 28.46 K E 0

5575 IMMGAER 15.994915@M:3 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 40 412.1936 2 822.3726 -0.0001 16.46 K R 0

5576 IMMGAERR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 25 321.8333 3 962.4781 -0.0010 20.40 K S 0

5577 IMMPQTWK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 32 517.7620 2 1033.5094 0.0006 40.07 R G 0

5578 IMNDENFQHGGTNIHYLEK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 62 754.0201 3 2259.0385 0.0006 35.75 R K 0

5579 IMNDENFQHGGTNIHYLEKK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 54 796.7184 3 2387.1334 0.0007 32.66 R L 0

5580 IMNIPGSEVTGMR JW1463 ECK1462 narZ nitrate reductase 2 (NRZ), alpha subunit 27 702.8521 2 1403.6896 -0.0005 43.58 R G 0

5581 IMNVLGEPVDMK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 72 673.3463 2 1344.6780 -0.0001 46.31 R G 0

5582 IMRGEGDAEAAK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 51 624.3051 2 1246.5956 -0.0018 17.65 R L 0

5583 IMTPEQALSAGVDYMVIGRPVTQSVDPAQTLK 15.994915@M:2,15.994915@M:15 JW1273 ECK1276 pyrF orotidine-5'-phosphate decarboxylase 13 1149.9206 3 3446.7400 -0.0026 77.99 R A 0

5584 IMTSYVVGQALK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 27 655.3623 2 1308.7100 -0.0011 43.26 K A 0

5585 IMTSYVVGQALKADK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 90 812.4421 2 1622.8696 -0.0005 41.52 K I 0

5586 IMTSYVVGQALKADKIK 15.994915@M:2 JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 26 627.6882 3 1880.0428 -0.0013 39.52 K L 0

5587 IMVLGGGPNR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 16 507.2825 2 1012.5504 0.0016 33.48 K I 0

5588 IMWVMYEHPETHFEELALR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 84 1216.0821 2 2430.1496 -0.0003 56.98 K F 0

5589 INAEDPNTFLPSPGK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 31 800.4042 2 1598.7938 -0.0001 43.75 R I 0

5590 INALETVTIASK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 103 630.3652 2 1258.7158 0.0027 42.29 K A 0

5591 INALTDHTDLMTTLMQR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 44 658.6650 3 1972.9732 0.0023 53.78 R L 0

5592 INATGGLPTIPINAR JW3204 ECK3224 degS serine endoprotease, periplasmic 84 754.4327 2 1506.8508 -0.0009 45.22 K R 0

5593 INCFEDPAFTADYHDPEKR 57.021465@C:3 JW0325 ECK0331 prpD 2-methylcitrate dehydratase 33 582.0113 4 2324.0161 -0.0009 39.49 K A 0

5594 INDKDVER JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 51 494.7568 2 987.4990 0.0006 16.97 K L 0

5595 INDKHIEVIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 66 668.3905 2 1334.7664 -0.0006 26.48 K Q 0

5596 INDLDADEFLEHVAR JW5821 ECK1181 emtA lytic murein endotransglycosylase E 83 586.2883 3 1755.8431 0.0002 52.33 K N 0

5597 INDNQVIEGAESR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 101 722.8548 2 1443.6950 -0.0003 31.18 R Y 0

5598 INDRGPYGNDR JW0628 ECK0626 rlpA minor lipoprotein 43 638.8054 2 1275.5962 0.0006 19.07 R V 0

5599 INDWASIYGVVGVGYGK JW0799 ECK0803 ompX outer membrane protein 62 899.4620 2 1796.9094 -0.0002 59.55 R F 0

5600 INEARSPLLPQLGLGADYTYSNGYR JW5503 ECK3026 tolC transport channel 77 923.4714 3 2767.3924 -0.0006 53.93 K D 0

5601 INEGPYQFESEGK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 48 749.3464 2 1496.6782 0.0000 35.37 K A 0

5602 INELLTSTGLAPFR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 97 766.4280 2 1530.8414 0.0009 54.62 R D 0

5603 INGHEIK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 41 405.7269 2 809.4392 -0.0002 15.54 R D 0

5604 INGIELR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 37 407.7429 2 813.4712 0.0005 30.97 R D 0

5605 INGQVITIK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 78 493.3056 2 984.5966 -0.0002 31.64 K G 0

5606 INHGDNPLDASTVHPEAYPVVER JW3370 ECK3394 yhgF predicted transcriptional accessory protein 40 633.3130 4 2529.2229 -0.0020 38.88 R I 0

5607 INHPDRLNYPMKR 15.994915@M:11 JW1579 ECK1582 ynfE oxidoreductase subunit 13 835.4311 2 1668.8476 -0.0041 60.38 R V 0

5608 INIDEVSPSLTVTVAK JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 31 843.4698 2 1684.9250 0.0003 49.78 R L 0

5609 INIIDTPGHVDFTIEVER JW3302 ECK3327 fusA protein chain elongation factor EF-G 118 1034.5394 2 2067.0642 0.0005 54.20 R S 0

5610 INIVDTPGHADFGGEVER JW5571 ECK3864 bipA GTP-binding protein 50 642.6494 3 1924.9264 -0.0016 40.55 R V 0

5611 INKAQALWTR JW0462 ECK0467 htpG molecular chaperone HSP90 family 33 400.8991 3 1199.6755 -0.0021 29.91 K N 0

5612 INLAYTK JW0452 ECK0457 acrA multidrug efflux system 32 411.7393 2 821.4640 -0.0007 28.14 R V JW3233

5613 INLDKIHR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 58 504.8011 2 1007.5876 0.0001 24.65 R V 0

5614 INLGIGVYKDETGKTPVLTSVK JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 27 583.8334 4 2331.3045 -0.0006 45.42 K K 0

5615 INLIPWNPFPGAPYGR JW2501 ECK2513 yfgB predicted enzyme 24 906.4841 2 1810.9536 0.0017 66.30 K S 0

5616 INLLDDNQFTR JW2203 ECK2207 ompC outer membrane porin protein C 76 674.8461 2 1347.6776 -0.0006 47.36 K D 0

5617 INLLDLNR JW2501 ECK2513 yfgB predicted enzyme 54 485.7878 2 969.5610 0.0004 47.00 K Q 0

5618 INLNGGAIALGHPLGCSGAR 57.021465@C:16 JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 69 650.0108 3 1947.0106 -0.0001 43.41 K I 0

5619 INLPGMQFGLIWDGDSVETCSGAFGDYLK 57.021465@C:20 JW2019 ECK2028 wbbI conserved protein 18 1064.1679 3 3189.4819 0.0033 76.10 K F 0

5620 INLQKSWQNFMDNFITIR JW3775 ECK3797 hemX uroporphyrinogen III methylase 34 756.7255 3 2267.1547 0.0026 73.25 R R 0

5621 INLSESLTGVPGLQVQNR JW1446 ECK1445 yncD predicted iron outer membrane transporter 76 963.0263 2 1924.0380 0.0002 53.28 R Q 0

5622 INMIQAGAASR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 15 566.3010 2 1130.5874 0.0008 29.83 R I 0

5623 INMMEQVLDIPSQEVISK JW0478 ECK0483 ybbK predicted protease, membrane anchored 72 1037.5322 2 2073.0498 0.0013 62.13 K D 0

5624 INNAGAANAMNLCCTALLASR 57.021465@C:13,57.021465@C:14 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 113 1103.5298 2 2205.0450 -0.0002 50.26 R Q 0

5625 INNTFRR JW3975 ECK4007 aceA isocitrate lyase 29 307.5068 3 919.4986 -0.0002 19.33 R A 0

5626 INPAGAPTYVPGEYK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 65 788.9036 2 1575.7926 -0.0007 36.63 K L 0

5627 INPDKIKDVIGK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 40 670.4011 2 1338.7876 0.0005 32.45 K G 0

5628 INPGNIGNEER JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 34 606.8021 2 1211.5896 0.0002 25.28 R I 0

5629 INPIEDMPYDENGTPVDIVLNPLGVPSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 36 1022.1827 3 3063.5263 0.0038 69.45 K M 0

5630 INQLVVEPTLQTTR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 82 806.4570 2 1610.8994 0.0003 40.65 R D 0

5631 INQTDIDR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 46 487.7482 2 973.4818 -0.0011 21.60 K L 0
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5632 INQTDIDRLIELVGGR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 59 604.6707 3 1810.9903 0.0003 66.54 K G 0

5633 INQTDIDRLIELVGGRGNIATVSHCITR 57.021465@C:25 JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 55 781.1690 4 3120.6469 0.0006 62.80 K L 0

5634 INSAKDDAAGQAIANR JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 90 807.9132 2 1613.8118 -0.0003 21.58 R F 0

5635 INTLALDIPLQAADK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 61 798.4541 2 1594.8936 0.0007 54.47 K T 0

5636 INTLALDIPLQAADKTR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 44 618.3542 3 1852.0408 -0.0011 49.30 K F 0

5637 INTVESPFAEYSSLDELFQETYK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 58 1355.6431 2 2709.2716 0.0019 71.69 R H 0

5638 INTVESPFAEYSSLDELFQETYKHEQLITQK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 37 922.7074 4 3686.8005 0.0016 69.03 R I 0

5639 INVATELK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 60 444.2634 2 886.5122 -0.0002 29.39 K N 0

5640 INVICEKPLASNLAEVDAAIACAR 57.021465@C:5,57.021465@C:22 JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 55 866.7836 3 2597.3290 -0.0016 57.44 K E 0

5641 INVTAYQGK JW3119 ECK3138 yraP predicted protein 58 497.2719 2 992.5292 0.0001 27.03 R V 0

5642 IPAGVDTGDR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 34 500.7563 2 999.4980 -0.0004 22.71 K I 0

5643 IPAGVGNGQR JW0985 ECK0991 cbpA curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 30 484.7669 2 967.5192 -0.0007 19.77 K I 0

5644 IPATISFVASVAQFTPK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 104 888.9987 2 1775.9828 0.0006 64.32 R T 0

5645 IPDGQAEDAR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 53 536.2565 2 1070.4984 -0.0007 19.97 R K 0

5646 IPEGLAGGTEGK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 51 564.7973 2 1127.5800 -0.0022 26.84 R F 0

5647 IPEGLAGGTEGKFNEK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 55 549.6169 3 1645.8289 -0.0022 31.79 R A 0

5648 IPELAGIK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 17 420.7628 2 839.5110 -0.0006 37.33 K D 0

5649 IPELAGIKDAAPDATFR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 34 595.6559 3 1783.9459 -0.0010 45.84 K I 0

5650 IPFIETVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 24 473.7839 2 945.5532 -0.0002 42.68 K M 0

5651 IPGFEQPWEEDFGKPER JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 53 687.6631 3 2059.9675 0.0036 51.05 R I 0

5652 IPGSFFR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 44 412.2266 2 822.4386 -0.0002 38.99 R R 0

5653 IPISGIAGDQQAALFGQLCVK 57.021465@C:19 JW3897 ECK3918 glpK glycerol kinase 48 729.3936 3 2185.1590 0.0024 58.42 R E 0

5654 IPKPGEEVQVGDYLLK JW5336 ECK2057 yegH fused predicted membrane proteins 30 595.6645 3 1783.9717 -0.0002 45.66 R T 0

5655 IPKPPSQAVYEVFK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 30 534.9672 3 1601.8798 -0.0021 42.82 K N 0

5656 IPLIIGR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 28 391.2683 2 780.5220 0.0000 39.69 R G 0

5657 IPLPRDLYGHGR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 19 465.2621 3 1392.7645 0.0020 33.91 K D 0

5658 IPNPTWTPTAGIR JW1668 ECK1674 ynhG conserved protein 45 712.3880 2 1422.7614 -0.0004 43.07 K Q 0

5659 IPPELLQQHLEYVK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 15 569.6545 3 1705.9417 0.0013 44.17 R T 0

5660 IPPEVLTSLNSIDDPAR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 104 918.9885 2 1835.9624 -0.0004 53.56 K L 0

5661 IPQQGMVR JW1299 ECK1301 pspC transcriptional activator 31 464.7546 2 927.4946 -0.0013 22.17 R G 0

5662 IPTINIHSTGK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 48 590.8369 2 1179.6592 -0.0019 30.26 R S 0

5663 IPVFSYYNVNK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 61 672.3533 2 1342.6920 -0.0001 46.71 R A 0

5664 IPVHMIETINK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 57 647.8626 2 1293.7106 -0.0008 35.80 R L 0

5665 IPVHMIETINKLNR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 58 559.9870 3 1676.9392 -0.0005 39.73 R I 0

5666 IPVIPLTSDWFER JW0154 ECK0157 btuF vitamin B12 transporter subunit -!- periplasmic-binding component of ABC superfamily 44 786.9256 2 1571.8366 0.0019 65.61 K A 0

5667 IPVTLGNIAPLSLRPFQPGR JW4340 ECK4369 yjjU predicted esterase 42 716.0882 3 2145.2428 0.0004 59.05 R I 0

5668 IPVVSSPK JW3841 ECK3863 glnA glutamine synthetase 31 413.7552 2 825.4958 -0.0002 25.69 R A 0

5669 IPVWEEFVPR JW3512 ECK3530 dppB dipeptide transporter-!- membrane component of ABC superfamily 58 636.3432 2 1270.6718 0.0009 60.22 R F 0

5670 IPVYQLADYLSTECSDIWALQGK 57.021465@C:14 JW2539 ECK2552 yfhG conserved protein 53 1335.6589 2 2669.3032 -0.0014 73.23 K S 0

5671 IQAIIEDIKER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 52 443.2573 3 1326.7501 -0.0005 36.83 K T 0

5672 IQAILDQLTDESR JW4350 ECK4379 ytjB conserved protein 105 751.3960 2 1500.7774 -0.0009 48.26 R I 0

5673 IQALAGWIAEQIGADVNHATR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 37 745.3945 3 2233.1617 0.0013 66.45 R A 0

5674 IQALESILDAEHPNWR JW1298 ECK1300 pspB transcriptional regulator of psp operon 75 946.4871 2 1890.9596 0.0008 53.52 R D 0

5675 IQALESILDAEHPNWRDR JW1298 ECK1300 pspB transcriptional regulator of psp operon 68 721.7033 3 2162.0881 0.0014 49.72 R - 0

5676 IQANMDPK JW5873 ECK4366 prfC peptide chain release factor RF-3 25 458.7311 2 915.4476 -0.0007 21.28 K H 0

5677 IQANPLVK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 53 441.7741 2 881.5336 0.0003 27.74 R Q 0

5678 IQDADYATEVSNMSK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 130 836.3802 2 1670.7458 0.0001 38.05 R A 0

5679 IQDAGLSQISVTNSAINNLPPDVDLVITHR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 131 1067.5688 3 3199.6846 0.0010 60.86 K D 0

5680 IQDLAQGIHK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 48 374.8804 3 1121.6194 0.0002 25.39 R L 0

5681 IQFEQAK JW0907 ECK0915 mukB fused chromosome partitioning proteins 29 432.2342 2 862.4538 -0.0010 24.41 R E 0

5682 IQGIGAGFIPANLDLK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 59 813.9650 2 1625.9154 0.0013 58.22 K L 0

5683 IQGQSDSPLTAK JW4358 ECK4387 ytjC phosphoglyceromutase 2, co-factor independent 62 622.8284 2 1243.6422 0.0015 24.17 R G 0

5684 IQGVETELK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 21 508.7847 2 1015.5548 -0.0002 29.23 R I 0

5685 IQGVETELKIPFNDEWK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 46 682.6896 3 2045.0470 0.0000 54.68 R L 0

5686 IQIAEQSQLAPASVTK JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 81 842.4668 2 1682.9190 -0.0013 37.87 R I 0

5687 IQIIDSQNRPMFR JW1878 ECK1890 motB protein that enables flagellar motor rotation 34 539.9562 3 1616.8468 0.0010 40.81 R T 0

5688 IQISHISR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 58 318.5222 3 952.5448 -0.0006 24.35 R F 0

5689 IQIVFQNPYGSLNPR JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 83 873.4704 2 1744.9262 0.0003 52.38 K K 0

5690 IQKISGANLSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 44 396.2345 3 1185.6817 -0.0013 24.23 R N 0

5691 IQLTDAIAELAK JW2027 ECK2036 galF predicted subunit with GalU 76 643.3720 2 1284.7294 0.0006 59.12 R K 0

5692 IQLTDAIAELAKK JW2027 ECK2036 galF predicted subunit with GalU 35 471.9484 3 1412.8234 -0.0005 53.81 R Q 0

5693 IQLVGDDLFVTNTK JW2750 ECK2773 eno enolase 65 781.9251 2 1561.8356 0.0005 53.63 K I 0

5694 IQLYVAR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 38 431.7609 2 861.5072 0.0001 33.15 R D JW4090

5695 IQLYVAR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 41 431.7609 2 861.5072 0.0001 33.25 R D JW4090

5696 IQNAGTEVVEAK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 74 629.8352 2 1257.6558 -0.0007 23.53 R A 0

5697 IQPGTLILEVTESR JW5943 ECK3514 yhjK predicted diguanylate cyclase 23 778.4383 2 1554.8620 0.0003 57.58 R R 0

5698 IQPTAEGEELDLETLAAALLK JW5531 ECK3150 deaD ATP-dependent RNA helicase 133 1113.0993 2 2224.1840 0.0003 78.31 K M 0

5699 IQQQQDIDNGTLPDFISETASIR JW3974 ECK4006 aceB malate synthase A 110 1295.1429 2 2588.2712 -0.0005 59.22 R D 0

5700 IQSGELSAIPHQLIMDK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 50 627.3366 3 1878.9880 0.0007 47.32 R I 0

5701 IQSGELSAIPHQLIMDKIYDVLR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 51 880.4788 3 2638.4146 -0.0007 63.76 R A 0

5702 IQSLMQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 24 438.2416 2 874.4686 -0.0009 26.19 R A 0

5703 IQTEVFRLPSTCFAEENGSIVNSGR 57.021465@C:12 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 91 937.7961 3 2810.3665 0.0008 52.58 K W 0

5704 IQTMDNQADR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 37 596.2749 2 1190.5352 0.0002 20.13 R F 0

5705 IQTMDNQADRFVTK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 68 833.9142 2 1665.8138 -0.0006 31.26 R E 0

5706 IQTMDNQADRFVTKEK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 14 641.9913 3 1922.9521 0.0000 29.25 R K 0

5707 IQTQLDADDQLLSTYKK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 29 660.6800 3 1979.0182 -0.0029 41.09 K D 0

5708 IQVEHPVTEMITGVDLIK 15.994915@M:10 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 63 680.0353 3 2037.0841 0.0025 45.60 R E 0

5709 IQVEHPVTEMITGVDLIKEQLR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 73 637.8502 4 2547.3717 -0.0014 60.17 R I 0

5710 IQVGANDNQTITIDLK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 77 871.9674 2 1741.9202 -0.0007 45.53 K Q 0

5711 IQVSPTKPLATQR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 83 719.9224 2 1437.8302 -0.0002 26.16 K D 0

5712 IRAEFGEVDILVNNAGITR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 42 696.3798 3 2086.1176 0.0006 54.04 K D 0

5713 IRDEMGLAMEEGCGIYR 57.021465@C:13 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 32 667.3057 3 1998.8953 -0.0007 44.03 K T 0

5714 IRDLHFK JW3662 ECK3677 yidE predicted transporter 29 464.7723 2 927.5300 0.0010 21.00 R E 0

5715 IRENFRK JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 17 321.5225 3 961.5457 -0.0002 17.73 R I 0

5716 IRESVTIHR JW0176 ECK0180 lpxA UDP-N-acetylglucosamine acetyltransferase 36 370.8840 3 1109.6302 -0.0005 20.95 R G 0

5717 IRFEGNDTSK JW0172 ECK0176 yaeT conserved protein 55 583.7934 2 1165.5722 -0.0004 20.47 K D 0

5718 IRFEGNDTSKDAVLR JW0172 ECK0176 yaeT conserved protein 42 430.9804 4 1719.8925 0.0022 31.30 K R 0

5719 IRFNESEK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 34 511.7670 2 1021.5194 0.0003 19.96 R L 0

5720 IRPPKEGER JW3756 ECK3775 rho transcription termination factor 26 361.2082 3 1080.6028 -0.0013 16.29 K Y 0

5721 IRQGYPIGCK 57.021465@C:9 JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 18 596.3182 2 1190.6218 -0.0011 23.31 K V 0

5722 IRQNASGVVTGLTIDTGNNQQVLFTR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 76 934.8330 3 2801.4772 -0.0013 48.99 K Q 0

5723 IRSKAEQALK JW3069 ECK3089 yqjD conserved protein 32 572.3456 2 1142.6766 -0.0005 16.83 K Q 0

5724 IRTQMSAAHTPEQITR JW3592 ECK3607 kbl glycine C-acetyltransferase 28 460.7426 4 1838.9413 -0.0006 25.53 R A 0

5725 IRVIEPVKR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 30 370.5765 3 1108.7077 -0.0003 23.23 R T 0

5726 ISAAAHNELTK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 67 577.8114 2 1153.6082 -0.0008 19.69 R L 0

5727 ISAAMEKR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 75 453.2475 2 904.4804 0.0005 17.36 K L 0

5728 ISAGGYGDKR JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 23 341.8453 3 1022.5141 -0.0005 18.35 K L 0

5729 ISAISAASVSLLK JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 63 630.3824 2 1258.7502 0.0006 47.25 R G 0

5730 ISALGPGGLTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 56 521.3051 2 1040.5956 -0.0021 34.14 R E 0

5731 ISALSDNGEHFSAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 16 492.5761 3 1474.7065 0.0012 28.54 R A 0

5732 ISASASLGAR JW5316 ECK1945 fliO flagellar biosynthesis protein 16 466.7612 2 931.5078 -0.0009 23.95 K E 0

5733 ISCVVHIGDGEFTDIER 57.021465@C:3 JW0938 ECK0946 ycbZ predicted peptidase 74 649.6479 3 1945.9219 0.0014 45.60 R K 0

5734 ISCVVHIGDGEFTDIERK 57.021465@C:3 JW0938 ECK0946 ycbZ predicted peptidase 27 519.5106 4 2074.0133 -0.0022 42.13 R A 0

5735 ISDDLYVFK JW2992 ECK3015 ygiW conserved protein 51 550.2871 2 1098.5596 -0.0001 46.22 R D 0

5736 ISDDLYVFKDASGTINVDIDHK JW2992 ECK3015 ygiW conserved protein 13 1233.1138 2 2464.2130 0.0009 79.07 R R 0

5737 ISDDLYVFKDASGTINVDIDHKR JW2992 ECK3015 ygiW conserved protein 57 874.4454 3 2620.3144 0.0011 49.13 R W 0

5738 ISDEQLDQAIANIAK JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 105 814.9287 2 1627.8428 0.0012 56.92 K Q 0

5739 ISDGYISALLR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 116 604.3377 2 1206.6608 0.0001 52.97 K R 0

5740 ISDIPEFVR JW4099 ECK4133 aspA aspartate ammonia-lyase 50 538.2929 2 1074.5712 0.0003 42.57 K G 0

5741 ISDLTDQKPEVTFPDTQTR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 76 1096.0478 2 2190.0810 0.0006 40.08 R V 0

5742 ISDTQTAAR JW1921 ECK1935 fliE flagellar basal-body component 13 481.7476 2 961.4806 -0.0023 21.00 R T 0

5743 ISEHKPEAVKPLADVQEQVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 28 562.0596 4 2244.2093 -0.0023 29.24 R A 0

5744 ISEIEADLEK JW0159 ECK0162 yaeH conserved protein 68 573.7978 2 1145.5810 -0.0004 35.92 K L 0

5745 ISELENR JW5505 ECK3033 yqiC conserved protein 48 430.7265 2 859.4384 -0.0015 20.35 R S 0

5746 ISELSEGQIDTLR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 44 730.8827 2 1459.7508 -0.0011 40.27 K D 0

5747 ISELSEGQIDTLRDEVAK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 83 1002.0187 2 2002.0228 0.0011 45.73 K F 0

5748 ISFPAEFHSQTAVEAAMTLYEQMQAAGK JW0325 ECK0331 prpD 2-methylcitrate dehydratase 50 1019.4883 3 3055.4431 0.0013 71.08 K T 0

5749 ISGAENIVK JW5837 ECK2081 yegR predicted protein 29 465.7664 2 929.5182 0.0001 24.66 R N 0

5750 ISGAENIVKNDATHFCVTQGK 57.021465@C:16 JW5837 ECK2081 yegR predicted protein 60 763.7144 3 2288.1214 -0.0004 38.18 R K 0

5751 ISGAGIQESHVHDVTITK JW5401 ECK2504 guaB IMP dehydrogenase 13 631.3336 3 1890.9790 -0.0010 28.74 R E 0

5752 ISGANLSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 25 409.2298 2 816.4450 -0.0003 20.65 K N 0

5753 ISGTGMCNIR 57.021465@C:7 JW3361 ECK3385 yrfF predicted inner membrane protein 70 554.7648 2 1107.5150 -0.0015 25.60 R T 0

5754 ISGYRNDVSDLIDYDDHTLK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 37 780.3745 3 2338.1017 -0.0061 45.64 R Y 0

5755 ISIGKMEGIEEPLAR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 61 821.9444 2 1641.8742 -0.0016 43.44 K I 0

5756 ISIGPHCWLNPNAELCVPQTIDAGAEGR 57.021465@C:7,57.021465@C:16 JW4180 ECK4217 ytfN conserved protein 82 1025.8309 3 3074.4709 0.0006 55.91 K A 0

5757 ISIWMFPEGTR JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 60 668.8398 2 1335.6650 0.0005 57.73 R S 0

5758 ISLPSDAPMMDLPGEQLIDWGGALR JW5487 ECK2973 glcE glycolate oxidase FAD binding subunit 35 1341.6678 2 2681.3210 0.0018 74.86 R W 0

5759 ISLQEEK JW1177 ECK1176 ycgB conserved protein 41 423.7318 2 845.4490 -0.0004 23.04 K A 0

5760 ISLVVNYDIPMDSESYVHR JW5531 ECK3150 deaD ATP-dependent RNA helicase 57 746.3690 3 2236.0852 0.0017 53.74 R I 0

5761 ISLVVPVFNEEEAIPIFYK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 43 1104.1031 2 2206.1916 -0.0009 72.12 K T 0

5762 ISNEESISAMFEH JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 64 747.3327 2 1492.6508 0.0005 48.83 R - 0
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5763 ISNGNWQSHIGR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 71 684.8420 2 1367.6694 0.0000 28.46 K S 0

5764 ISNPKIEENVGDFR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 23 539.9455 3 1616.8147 -0.0012 34.54 K L 0

5765 ISQATGSTEIDR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 75 639.3196 2 1276.6246 -0.0012 21.65 R L 0

5766 ISQEMMALYK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 61 607.3012 2 1212.5878 -0.0003 39.36 R A 0

5767 ISQEMMALYKAEK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 14 514.5944 3 1540.7614 -0.0016 37.99 R V 0

5768 ISQILDFPLR JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 14 601.3505 2 1200.6864 -0.0002 53.86 R L 0

5769 ISQLYGHR JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 66 487.2640 2 972.5134 -0.0006 21.57 K Q 0

5770 ISQQIGYYLHR JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 35 459.9137 3 1376.7193 -0.0008 36.85 R A 0

5771 ISQSVDDVDFFYAPADFR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 106 1046.4868 2 2090.9590 0.0004 60.59 K E 0

5772 ISSGLPIFAMSR JW1843 ECK1855 pykA pyruvate kinase II 68 639.8477 2 1277.6808 0.0006 53.66 R H 0

5773 ISTEVDAR JW0007 ECK0008 talB transaldolase B 33 445.7319 2 889.4492 -0.0012 20.76 R L 0

5774 ISTIEVYDQNYVK JW1286 ECK1288 sapB predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 74 786.4013 2 1570.7880 0.0001 42.48 R A 0

5775 ISTTLLNLMER JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 25 645.8582 2 1289.7018 0.0005 53.71 R K 0

5776 ISTVPEAVEMQSR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 88 723.8670 2 1445.7194 0.0010 36.27 R V 0

5777 ISVIDLHR JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 57 476.7823 2 951.5500 -0.0002 33.38 K A 0

5778 ISVMGHGMGIPSCSIYTK 57.021465@C:13 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 19 646.6479 3 1936.9219 0.0011 44.45 K E 0

5779 ISVVEVMGR JW3887 ECK3908 pfkA 6-phosphofructokinase I 13 495.2757 2 988.5368 -0.0007 40.99 R Y 0

5780 ISVVGMYR JW2483 ECK2494 upp uracil phosphoribosyltransferase 40 462.7521 2 923.4896 -0.0002 35.95 R N 0

5781 ISYNLLR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 55 439.7588 2 877.5030 0.0009 37.40 R V 0

5782 ISYVDLR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 49 433.2428 2 864.4710 0.0006 35.66 R Y 0

5783 ITAFIYKK JW1596 ECK1599 ydgH predicted protein 39 492.2993 2 982.5840 -0.0011 28.99 R D 0

5784 ITAILPVTEFEEGVK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 75 823.4568 2 1644.8990 0.0016 57.17 R V 0

5785 ITAIMGPSGIGK JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 61 572.8223 2 1143.6300 -0.0022 36.75 K T 0

5786 ITAVIPYFGYAR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 73 685.8772 2 1369.7398 0.0004 53.97 R Q 0

5787 ITAYADELLNDLDKLDHWPDTVK JW0637 ECK0635 leuS leucyl-tRNA synthetase 83 895.7857 3 2684.3353 0.0020 70.08 K T 0

5788 ITDDEYYEFVDEFIQAVK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 77 1112.5210 2 2223.0274 0.0015 79.46 R Q 0

5789 ITDFQDYQAIIGHQAVALDPNDTDQMDMR JW4218 ECK4254 yjgP conserved inner membrane protein 89 1107.8438 3 3320.5096 0.0017 58.67 R T 0

5790 ITDVCSLPLLVDADIGFGSSAFNVAR 57.021465@C:5 JW0323 ECK0329 prpB 2-methylisocitrate lyase 41 1369.1983 2 2736.3820 0.0027 75.25 R T 0

5791 ITDVEVLK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 33 458.7713 2 915.5280 0.0004 31.35 K A 0

5792 ITEQEAQEMVDHLVMK JW0886 ECK0894 pflB pyruvate formate lyase I 35 634.3098 3 1899.9076 0.0005 57.95 K L 0

5793 ITEQSDGLLAK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 71 587.8194 2 1173.6242 0.0002 29.56 K V 0

5794 ITESEFLWQHNQDPMAVDKLAEGIR JW0007 ECK0008 talB transaldolase B 24 732.6145 4 2926.4289 0.0005 54.31 R K 0

5795 ITFIDGDEGILLHR JW0710 ECK0709 gltA citrate synthase 91 799.9304 2 1597.8462 -0.0002 51.37 K G 0

5796 ITFNAPTVPVVNNVDVK JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 46 914.0057 2 1825.9968 0.0030 51.23 K C 0

5797 ITGINNPNEAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 64 599.8128 2 1197.6110 0.0009 22.92 R Q 0

5798 ITGINNPNEARQLSLLLRAGALIAPIQIVEER JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 22 1161.6645 3 3481.9717 -0.0015 69.40 R T 0

5799 ITGTPFEALVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 27 602.3404 2 1202.6662 0.0003 48.46 R Q 0

5800 ITHEPDPEIPLGSNR JW0281 ECK0286 yagU conserved inner membrane protein 72 837.9258 2 1673.8370 -0.0003 32.02 R - 0

5801 ITHFDHER JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 30 527.7566 2 1053.4986 -0.0006 17.74 K I 0

5802 ITHFDHERIPER JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 37 775.3977 2 1548.7808 0.0011 24.79 K I 0

5803 ITIGLNLPSGEMGR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 64 729.3927 2 1456.7708 0.0000 50.52 R K 0

5804 ITIGLNLPSGEMGRK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 52 529.2954 3 1584.8644 -0.0014 45.49 R D 0

5805 ITINRPQVR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 51 548.8322 2 1095.6498 -0.0014 26.36 K N 0

5806 ITINYFAMPPSTFGAICK 15.994915@M:8,57.021465@C:17 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 26 1024.0047 2 2045.9948 -0.0007 56.36 R G 0

5807 ITKEDIER JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 57 502.2746 2 1002.5346 0.0001 19.76 R N 0

5808 ITLAQQWQAGDSIWSRPAIR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 92 766.4105 3 2296.2097 0.0020 53.32 K V 0

5809 ITLDPNGAWSLNEAIK JW2758 ECK2781 gudD (D)-glucarate dehydratase 1 83 871.4596 2 1740.9046 0.0001 54.63 R I 0

5810 ITLNMGVGEAIADKK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 101 780.4260 2 1558.8374 -0.0015 42.07 K L 0

5811 ITLPVDPHLEITEIADR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 54 644.6862 3 1931.0368 0.0005 57.44 R T 0

5812 ITLSTQPADAR JW2507 ECK2520 pepB aminopeptidase B 59 586.8175 2 1171.6204 0.0007 27.71 K W 0

5813 ITNHLVAMIEK JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 35 423.5719 3 1267.6939 -0.0019 37.02 K T 0

5814 ITNTEGGSFNSHYGVK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 22 855.9073 2 1709.8000 -0.0009 26.63 R V 0

5815 ITPADLEQNQQAR JW3116 ECK3135 yraM conserved protein 55 742.3786 2 1482.7426 0.0000 31.65 K Y 0

5816 ITPVFVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 15 416.2581 2 830.5016 0.0003 35.07 K F 0

5817 ITPVVFIMK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 16 524.3176 2 1046.6206 0.0009 52.45 K A 0

5818 ITPVVFIMKAVAAALEQMPR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 53 729.0800 3 2184.2182 0.0017 80.74 K F 0

5819 ITQINGIDEVR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 55 629.3439 2 1256.6732 0.0007 34.61 R M 0

5820 ITQIWPQMALQQGK JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 41 821.4433 2 1640.8720 0.0013 49.84 R C 0

5821 ITQLHHGQFFLQNR JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 39 580.3093 3 1737.9061 -0.0002 32.90 R Q 0

5822 ITQPDKYSGFLNNYSDLK JW1427 ECK1424 ydcL predicted lipoprotein 43 701.6840 3 2102.0302 -0.0018 45.58 K E 0

5823 ITQPDKYSGFLNNYSDLKETTSATGKPVLR JW1427 ECK1424 ydcL predicted lipoprotein 80 836.6841 4 3342.7073 -0.0022 44.75 K W 0

5824 ITSVDTPLGGDSEK JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 25 709.8538 2 1417.6930 -0.0006 32.13 R A 0

5825 ITSVNVGGMAFR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 92 626.3292 2 1250.6438 -0.0004 42.60 K Q 0

5826 ITTDNAQINLVTQDVTSEDLVTLYGTTFNSSGLK JW3166 ECK3188 yrbK conserved protein 26 1220.2834 3 3657.8284 0.0021 71.14 R M 0

5827 ITTEAFNQR JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 60 540.2772 2 1078.5398 -0.0008 26.01 R R 0

5828 ITTIGERVEDLFIIATADRR JW0162 ECK0165 glnD uridylyltransferase 30 763.7566 3 2288.2480 -0.0008 66.16 R A 0

5829 ITVPVDATEEQVR JW0637 ECK0635 leuS leucyl-tRNA synthetase 47 728.8856 2 1455.7566 -0.0003 37.05 K E 0

5830 ITVVPILR JW2483 ECK2494 upp uracil phosphoribosyltransferase 40 455.8081 2 909.6016 0.0005 45.14 K A 0

5831 ITWEGSQNQDADVSSDGK JW5100 ECK0729 tolB periplasmic protein 48 968.9300 2 1935.8454 0.0008 32.45 R F 0

5832 IVADAMGALR JW1855 ECK1867 aspS aspartyl-tRNA synthetase 60 508.7824 2 1015.5502 0.0019 36.20 K L 0

5833 IVAGAPAR JW5556 ECK3937 gldA glycerol dehydrogenase, NAD 41 377.7319 2 753.4492 -0.0004 19.32 K L 0

5834 IVAGCPVPIVIAGGK 57.021465@C:5 JW1510 ECK1510 lsrF predicted aldolase 55 725.9260 2 1449.8374 -0.0003 45.86 R K 0

5835 IVAHGSAQALQANPDPR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 44 582.3079 3 1743.9019 0.0003 24.25 K V 0

5836 IVAITADEAGQR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 74 622.3355 2 1242.6564 -0.0003 29.38 K I 0

5837 IVALKPDLVIAWR JW0154 ECK0157 btuF vitamin B12 transporter subunit -!- periplasmic-binding component of ABC superfamily 35 498.6450 3 1492.9132 0.0004 53.61 R G 0

5838 IVAQAQAEIEAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 109 714.3778 2 1426.7410 -0.0006 45.20 K K 0

5839 IVAQAQAEIEAERK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 83 778.4249 2 1554.8352 -0.0012 28.76 K R 0

5840 IVCTIGPK 57.021465@C:3 JW1666 ECK1672 pykF pyruvate kinase I 45 444.2545 2 886.4944 -0.0002 24.65 K T 0

5841 IVDADNPLFVYLPCGVGGGPGGVAFGLK 57.021465@C:14 JW2363 ECK2362 dsdA D-serine ammonia-lyase 39 1395.2226 2 2788.4306 0.0048 71.63 R L 0

5842 IVDAQGNDVLIPGTDMPAQYFLPGK 15.994915@M:16 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 60 1338.1737 2 2674.3328 0.0016 58.54 K A 0

5843 IVDEATNPWGIK JW0478 ECK0483 ybbK predicted protease, membrane anchored 65 671.8541 2 1341.6936 0.0007 43.96 R V 0

5844 IVDEATNPWGIKVTR JW0478 ECK0483 ybbK predicted protease, membrane anchored 28 566.9770 3 1697.9092 -0.0008 42.15 R I 0

5845 IVDEIGLPR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 69 506.2953 2 1010.5760 0.0001 38.48 K G 0

5846 IVDEQPGAECQLIGTATGK 57.021465@C:10 JW5736 ECK4138 yjeI conserved protein 112 993.9933 2 1985.9720 -0.0007 41.01 R Q 0

5847 IVDFGAFVAIGGGK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 112 675.8747 2 1349.7348 0.0004 59.22 R E 0

5848 IVDFGAFVAIGGGKEGLVHISQIADK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 14 661.1145 4 2640.4289 0.0012 60.88 R R 0

5849 IVDLLTER JW4135 ECK4173 purA adenylosuccinate synthetase 65 479.7820 2 957.5494 0.0000 40.23 K A 0

5850 IVDNDIR JW5794 ECK4349 mdoB phosphoglycerol transferase I 41 422.7295 2 843.4444 -0.0006 21.29 K Y 0

5851 IVDNHNGMLELGTSER JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 47 595.6236 3 1783.8490 -0.0034 35.22 R G 0

5852 IVDTLTASALNEPSAMAAALEL JW1078 ECK1078 fabD malonyl-CoA-[acyl-carrier-protein] transacylase 13 1101.0717 2 2200.1288 -0.0008 73.70 R - 0

5853 IVEFIEKPDQPQTLDSDIMAVGR 15.994915@M:19 JW2027 ECK2036 galF predicted subunit with GalU 28 873.1104 3 2616.3094 -0.0011 49.97 R Y 0

5854 IVEIYGPESSGK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 44 639.8322 2 1277.6498 -0.0005 33.25 R T 0

5855 IVELEAPQLPR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 75 632.8674 2 1263.7202 0.0015 43.80 K S 0

5856 IVELPAGATPVDFAYAVHTDIGHACVGAR 57.021465@C:25 JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 18 752.6324 4 3006.5005 -0.0016 57.45 R V 0

5857 IVEVKHPLVK JW2483 ECK2494 upp uracil phosphoribosyltransferase 28 387.9165 3 1160.7277 -0.0005 23.80 K H 0

5858 IVGAEALAR JW5062 ECK0451 ylaB conserved inner membrane protein 54 450.2689 2 898.5232 -0.0004 29.13 K W 0

5859 IVGLQTEAPLKR JW0886 ECK0894 pflB pyruvate formate lyase I 62 662.9006 2 1323.7866 -0.0008 31.80 K A 0

5860 IVGMYAAPSGSTLLIDR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 39 882.4711 2 1762.9276 -0.0010 50.39 K N 0

5861 IVGSQPLTYGQSITDPCLGWEDTER 57.021465@C:17 JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 38 1411.6704 2 2821.3262 0.0034 54.64 K L 0

5862 IVIDQAVR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 13 457.2770 2 912.5394 0.0001 28.80 R L 0

5863 IVIDSGVDSGRPIGVVPFQWAGPGAAPEDIGGIVAADLR JW5100 ECK0729 tolB periplasmic protein 126 1291.3500 3 3871.0282 0.0014 71.84 R N 0

5864 IVIERPAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 41 463.2941 2 924.5736 -0.0019 21.22 R S 0

5865 IVIKVNEDEMYPGEAGIDIYNLTK 15.994915@M:10 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 79 914.1299 3 2739.3679 0.0003 54.67 R Y 0

5866 IVINNQVGFTTSNPLDAR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 90 980.0185 2 1958.0224 0.0003 48.28 R S 0

5867 IVIRPLPGLPVIR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 48 721.9824 2 1441.9502 0.0005 50.83 K D 0

5868 IVIVGGGAGGLEMATQLGHK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 34 636.6837 3 1907.0293 -0.0007 47.33 K L 0

5869 IVIVTSGAIAAGR JW0232 ECK0243 proB gamma-glutamate kinase 38 614.3741 2 1226.7336 -0.0011 37.86 R E 0

5870 IVKVDGQPLTQWVTFVMLVR JW0171 ECK0175 yaeL zinc metallopeptidase 53 777.1089 3 2328.3049 0.0020 75.28 R D 0

5871 IVKVDGQPLTQWVTFVMLVRDNPGK JW0171 ECK0175 yaeL zinc metallopeptidase 34 710.8926 4 2839.5413 -0.0008 69.81 R S 0

5872 IVLNNCQLQNPQR 57.021465@C:6 JW1631 ECK1635 ydhA predicted lipoprotein 58 798.9172 2 1595.8198 -0.0003 32.13 R - 0

5873 IVLPEGDEPR JW2294 ECK2291 pta phosphate acetyltransferase 24 562.8009 2 1123.5872 -0.0001 32.42 R T 0

5874 IVLQLDGEEIVDCVPDIGYHHR 57.021465@C:13 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 95 1289.1421 2 2576.2696 0.0003 55.71 R G 0

5875 IVLTRDPDGEER JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 29 467.2443 3 1398.7111 0.0009 24.70 R C 0

5876 IVLVETSHTGNMGSVAR JW2516 ECK2529 yfhQ predicted methyltransferase 67 590.9770 3 1769.9092 -0.0001 32.86 R A 0

5877 IVMMSSVTGDMVADPGETAYALTK JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 16 829.7339 3 2486.1799 0.0057 58.67 R A 0

5878 IVMPPKPDENTAALWQQLADAQSSFDPR JW0985 ECK0991 cbpA curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 43 1042.5178 3 3124.5316 0.0028 64.23 K K 0

5879 IVMSDAERTDDDLYDTVIGYR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 16 816.3853 3 2446.1341 0.0019 54.54 R G 0

5880 IVNAYEAWEEAEQK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 101 840.3988 2 1678.7830 -0.0007 47.80 R R 0

5881 IVNLPGSEITQQR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 72 727.9018 2 1453.7890 0.0001 38.57 R G 0

5882 IVNMVALAVVEAQTQPL JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 37 599.3380 3 1794.9922 0.0009 73.72 R - 0

5883 IVPELTFFYDNSLVEGMR JW3136 ECK3156 rbfA 30s ribosome binding factor 88 1065.5335 2 2129.0524 0.0021 70.86 R M 0

5884 IVPLADDTILDLMPQVEIDAHR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 97 1237.6505 2 2473.2864 -0.0022 69.99 K A 0

5885 IVPLIHDIDELR JW2019 ECK2028 wbbI conserved protein 21 716.9119 2 1431.8092 0.0008 51.12 R G 0

5886 IVPPTLVEEQTVLQK JW5108 ECK0797 ybiO predicted mechanosensitive channel 17 565.3294 3 1692.9664 0.0001 47.80 K V 0

5887 IVPQGYQWTVER JW0478 ECK0483 ybbK predicted protease, membrane anchored 27 738.3848 2 1474.7550 -0.0018 41.02 K F 0

5888 IVQAMEEIKEELAAR JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 13 577.3097 3 1728.9073 -0.0007 51.09 R R 0

5889 IVQATGVGLHTGK JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 37 427.5821 3 1279.7245 -0.0005 24.24 R K 0

5890 IVQIQSR JW4131 ECK4169 hflX predicted GTPase 50 422.2554 2 842.4962 -0.0011 21.07 R L 0

5891 IVQMHANK JW3302 ECK3327 fusA protein chain elongation factor EF-G 30 314.1726 3 939.4960 0.0000 17.13 R R 0

5892 IVQMHANKR JW3302 ECK3327 fusA protein chain elongation factor EF-G 60 548.8052 2 1095.5958 -0.0012 10.33 R E 0

5893 IVQMHANKREEIK JW3302 ECK3327 fusA protein chain elongation factor EF-G 14 798.4390 2 1594.8634 0.0022 57.85 R E 0
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5894 IVQSPDVIPADSEAGR JW1596 ECK1599 ydgH predicted protein 69 827.4259 2 1652.8372 0.0003 35.39 R A 0

5895 IVRGQTLSLK JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 27 557.8500 2 1113.6854 -0.0016 24.42 R R 0

5896 IVRPGYAIEYDFFDPR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 31 653.3312 3 1956.9718 -0.0017 54.87 K D 0

5897 IVSAPFAIVGSIGVVAQMPNFNR JW1264 ECK1266 sohB predicted inner membrane peptidase 33 796.4353 3 2386.2841 0.0011 71.70 K F 0

5898 IVSEFGR JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 50 404.2212 2 806.4278 -0.0008 25.61 K D 0

5899 IVSIMVEMVETR JW3070 ECK3090 yqjE conserved inner membrane protein 90 703.8728 2 1405.7310 0.0001 55.71 R L 0

5900 IVSNASCTTNCIIPVIK 57.021465@C:7,57.021465@C:11 JW2894 ECK2923 epd D-erythrose 4-phosphate dehydrogenase 56 945.4951 2 1888.9756 0.0005 46.44 R L 0

5901 IVSSLVADIIMPPLGLLIGGIDFK JW3252 ECK3277 mscL mechanosensitive channel 19 1241.2246 2 2480.4346 0.0019 80.88 K Q 0

5902 IVSVGMFEHVGPK JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 76 700.3741 2 1398.7336 0.0007 42.12 R N 0

5903 IVTGIPGGSILPVYDALSQSTQIR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 65 1243.1877 2 2484.3608 0.0020 67.10 K H 0

5904 IVTGVGVPQITAVADAVEALEGTGIPVIADGGIR JW5401 ECK2504 guaB IMP dehydrogenase 28 1086.9370 3 3257.7892 0.0019 80.27 R F 0

5905 IVTGVTASQALLDEAVR JW0700 ECK0699 ybgI conserved metal-binding protein 99 871.9861 2 1741.9576 0.0002 53.86 K L 0

5906 IVTLLKR JW4201 ECK4237 mgtA magnesium transporter 37 421.7946 2 841.5746 -0.0002 26.38 R E 0

5907 IVTPGTISDEALLQER JW2703 ECK2728 mutS methyl-directed mismatch repair protein 70 871.4707 2 1740.9268 0.0011 47.74 R Q 0

5908 IVTSHDDVCLIEFQVPASQDFK 57.021465@C:9 JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 55 850.0844 3 2547.2314 -0.0003 54.44 R L 0

5909 IVTYEWGEYLK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 16 700.8584 2 1399.7022 -0.0001 52.70 K R 0

5910 IVVDCANGATYHIAPNVLR 57.021465@C:5 JW3143 ECK3165 glmM phosphoglucosamine mutase 54 695.0300 3 2082.0682 0.0003 42.95 K E 0

5911 IVVEAAR JW3808 ECK3825 udp uridine phosphorylase 52 379.2320 2 756.4494 0.0000 21.73 K R 0

5912 IVVELPGIQDTAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 58 705.9016 2 1409.7886 0.0008 48.13 R A 0

5913 IVVLDAGR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 49 421.7583 2 841.5020 -0.0001 30.16 K V 0

5914 IVVNEEVGDTGR JW3863 ECK3885 fdoI formate dehydrogenase-O, cytochrome b556 subunit 87 644.3304 2 1286.6462 -0.0004 28.62 K Y 0

5915 IVVNYAK JW3262 ECK3287 secY preprotein translocase membrane subunit 42 403.7424 2 805.4702 0.0004 25.27 R R 0

5916 IVVNYAKR JW3262 ECK3287 secY preprotein translocase membrane subunit 32 321.5307 3 961.5703 -0.0005 22.75 R Q 0

5917 IVVSPAAGTIVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 36 577.8600 2 1153.7054 -0.0016 35.74 K I 0

5918 IVVTDADDALR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 55 594.3170 2 1186.6194 0.0000 35.73 R Q 0

5919 IVVTDADDALRQGMPVTVQFGDEAGHE JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 27 957.4603 3 2869.3591 0.0037 54.26 R - 0

5920 IVVTLGER JW3352 ECK3376 aroB 3-dehydroquinate synthase 25 443.7709 2 885.5272 -0.0012 32.93 R S 0

5921 IVYITAGTRPAIVDK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 16 539.6506 3 1615.9300 0.0002 38.66 K L 0

5922 IWDFPFDESK JW5644 ECK3608 htrL predicted protein 32 642.3000 2 1282.5854 -0.0015 57.38 K M 0

5923 IWDSTDALELK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 78 645.8325 2 1289.6504 0.0002 47.99 R E 0

5924 IWDSTDALELKEVPER JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 43 634.3269 3 1899.9589 0.0009 46.63 R L 0

5925 IWFSGHDITR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 22 411.2123 3 1230.6151 0.0006 38.54 K L 0

5926 IWGVTGDSLNGLSDSLNR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 120 952.4789 2 1902.9432 -0.0004 56.43 R M 0

5927 IWIEDQSTNCGENAR 57.021465@C:10 JW1411 ECK1407 ydcF conserved protein 120 896.9002 2 1791.7858 0.0012 35.50 K F 0

5928 IWLDPQK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 28 450.2529 2 898.4912 0.0000 36.57 R L 0

5929 IWLDPQKLNK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 38 627.8637 2 1253.7128 -0.0004 39.07 R Y 0

5930 IWLDPQKLNKYNLVPSDVISQIK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 41 904.5096 3 2710.5070 0.0011 60.20 R V 0

5931 IWMNPNELNK JW0451 ECK0456 acrB multidrug efflux system protein 50 629.8159 2 1257.6172 -0.0003 39.23 R F 0

5932 IWMNPNELNKFQLTPVDVITAIK JW0451 ECK0456 acrB multidrug efflux system protein 42 895.4877 3 2683.4413 0.0005 68.62 R A 0

5933 IWQLVPEQELAWHAGISAWR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 30 797.4190 3 2389.2352 0.0021 64.12 R G 0

5934 IWQQATAQAPALLDR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 107 841.4547 2 1680.8948 0.0002 44.86 K A 0

5935 IWSPETDLLLASR JW3392 ECK3415 glgA glycogen synthase 78 750.9065 2 1499.7984 0.0001 56.55 K Y 0

5936 IWVNSELEEIEQALK JW0080 ECK0083 mraW S-adenosyl-dependent methyltransferase activity on membrane-located substrates 99 900.9728 2 1799.9310 0.0005 69.25 R S 0

5937 IWYIADAFR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 29 577.8033 2 1153.5920 0.0001 57.95 R A 0

5938 IYAAFKK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 25 420.7522 2 839.4898 -0.0007 20.78 K A 0

5939 IYADVNGFLDPVDFR JW1795 ECK1804 yeaY predicted lipoprotein 103 870.9337 2 1739.8528 0.0009 61.48 R G 0

5940 IYAPVGTHETLLAYLVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 94 958.5361 2 1915.0576 0.0010 57.18 R R 0

5941 IYAPVGTHETLLAYLVRR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 17 691.3929 3 2071.1569 -0.0008 52.54 R L 0

5942 IYAQKGIYDTLVEK JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 16 820.9466 2 1639.8786 -0.0035 61.07 R L 0

5943 IYDDAAVER JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 83 526.2571 2 1050.4996 0.0014 25.18 R F 0

5944 IYDEAELEMALAWADKNFR JW2773 ECK2797 fucI L-fucose isomerase 48 762.3689 3 2284.0849 0.0014 69.43 K Y 0

5945 IYDLVEAITGFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 43 698.8775 2 1395.7404 0.0006 68.49 K M 0

5946 IYDSDSILSMHHEPR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 33 450.7144 4 1798.8285 -0.0022 35.61 R H 0

5947 IYDTSSQPLSQILSQVQQDGASIVVGPLLK JW3116 ECK3135 yraM conserved protein 81 1062.2416 3 3183.7030 0.0004 80.01 K N 0

5948 IYELLDKTDIDDVTQLAK JW1692 ECK1700 pps phosphoenolpyruvate synthase 120 1047.0549 2 2092.0952 0.0013 56.93 R A 0

5949 IYFTHLR JW4285 ECK4313 uxuA mannonate hydrolase 42 475.2661 2 948.5176 -0.0005 31.37 R S 0

5950 IYGIPVSDVAALEK JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 16 737.9109 2 1473.8072 -0.0007 54.13 R N 0

5951 IYGQAVHFVNTR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 82 702.8723 2 1403.7300 -0.0009 32.60 R D 0

5952 IYGQAVHFVNTRDDMPEATR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 43 774.0428 3 2319.1066 -0.0001 37.19 R V 0

5953 IYGTAWADKK JW1709 ECK1717 thrS threonyl-tRNA synthetase 57 576.8062 2 1151.5978 0.0004 27.82 R A 0

5954 IYGVLER JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 37 425.2447 2 848.4748 -0.0007 33.46 R Q 0

5955 IYIQNVDHCNTHSPFDPAIAPVR 57.021465@C:9 JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 42 888.7704 3 2663.2894 -0.0021 43.30 R Q 0

5956 IYLVDQNDR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 47 568.2901 2 1134.5656 -0.0012 32.99 R V 0

5957 IYNTVYQR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 37 528.7774 2 1055.5402 0.0002 25.52 R C 0

5958 IYQFEGGLLHTK JW1241 ECK1243 cls cardiolipin synthase 1 25 469.2540 3 1404.7402 0.0000 41.30 K S 0

5959 IYQLKPNPAVLICR 57.021465@C:13 JW3974 ECK4006 aceB malate synthase A 31 842.9835 2 1683.9524 0.0031 44.28 K V 0

5960 IYQRPFGGQSK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 55 640.8404 2 1279.6662 -0.0011 23.67 R N 0

5961 IYQSTTNAHINTGDGVGMAIR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 55 740.3672 3 2218.0798 -0.0003 35.82 R A 0

5962 IYSDVLR JW2751 ECK2774 pyrG CTP synthetase 51 433.2427 2 864.4708 0.0004 30.59 R K 0

5963 IYSDVLRK JW2751 ECK2774 pyrG CTP synthetase 40 497.2903 2 992.5660 0.0005 25.42 R E 0

5964 IYTFGPTFR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 46 551.2900 2 1100.5654 -0.0001 44.94 K A 0

5965 IYTLTLAPSLDSATITPQIYPEGK JW5280 ECK1721 pfkB 6-phosphofructokinase II 77 864.7987 3 2591.3743 0.0010 62.14 R L 0

5966 IYTNAEELVGKPFR JW0192 ECK0196 rcsF predicted outer membrane protein, signal 60 818.9384 2 1635.8622 0.0003 43.52 R D 0

5967 IYTTITR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 23 434.2504 2 866.4862 0.0001 25.34 R K 0

5968 IYTTITRK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 13 498.2974 2 994.5802 -0.0009 21.58 R V 0

5969 IYVGNVPIGDGAPIAVQSMTNTR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 55 791.7463 3 2372.2171 0.0013 54.24 R T 0

5970 IYYITADSYAAAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 28 725.3665 2 1448.7184 -0.0002 41.19 K S 0

5971 IYYKLLNLPLSILVK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 14 597.3783 3 1789.1131 0.0014 66.60 R S 0

5972 IYYNATAPLMGK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 53 671.3470 2 1340.6794 -0.0003 40.54 K S 0

5973 KAAESRPAPFLIHQESNVIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 16 591.3299 4 2361.2905 -0.0013 36.38 K A 0

5974 KAAIDNAIHQAQELANGFHR JW2889 ECK2918 yggE conserved protein 73 551.7884 4 2203.1245 0.0000 49.70 R K 0

5975 KAAITAEIR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 49 486.7953 2 971.5760 -0.0002 21.36 R L 0

5976 KAAPCIIFIDEIDAVGR 57.021465@C:5 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 65 630.0053 3 1886.9941 0.0017 57.97 K Q 0

5977 KAAQEIVNSGK JW5280 ECK1721 pfkB 6-phosphofructokinase II 69 572.8197 2 1143.6248 0.0000 17.75 R A 0

5978 KAATKEEAIR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 17 372.8838 3 1115.6296 -0.0003 13.87 R F 0

5979 KADEIQIYK JW3841 ECK3863 glnA glutamine synthetase 52 554.3057 2 1106.5968 -0.0003 25.59 K Y 0

5980 KADLYDKVSQAFTVFLPVR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 51 733.0724 3 2196.1954 0.0010 66.16 R S 0

5981 KAEAAAAALK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 32 472.2818 2 942.5490 -0.0008 17.85 K K 0

5982 KAEAAAAALKK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 57 357.8886 3 1070.6440 -0.0008 16.20 K K 0

5983 KAELESAALNAR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 88 636.8481 2 1271.6816 -0.0016 25.26 R L 0

5984 KAELGGNIHAK JW0938 ECK0946 ycbZ predicted peptidase 72 379.8841 3 1136.6305 0.0003 17.43 R G 0

5985 KAEQWATGLK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 70 566.3110 2 1130.6074 -0.0010 25.77 K Y 0

5986 KAEQWATGLKYDANNIYLAANYGETR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 42 740.8690 4 2959.4469 0.0004 49.85 K N 0

5987 KAGFVTR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 43 389.7320 2 777.4494 -0.0003 18.52 R D 0

5988 KAGGLTVSHLR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 60 380.2279 3 1137.6619 -0.0001 22.07 K V 0

5989 KAGNLIAK JW2517 ECK2530 suhB inositol monophosphatase 35 407.7608 2 813.5070 -0.0001 16.95 R N 0

5990 KAGNVAADGVIK JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 64 571.8302 2 1141.6458 0.0004 21.13 K T 0

5991 KAGPTWTPTAK JW0803 ECK0809 ybiS conserved protein 31 579.3188 2 1156.6230 -0.0011 23.77 K M 0

5992 KAGQLSPGDPVLFR JW0934 ECK0942 pqiB paraquat-inducible protein B 49 742.9145 2 1483.8144 -0.0003 38.27 K G 0

5993 KAGWMSALK JW2138 ECK2144 galS DNA-binding transcriptional repressor 14 496.2730 2 990.5314 -0.0005 39.08 R E 0

5994 KAHPQLAEEFTR JW2449 ECK2460 tktB transketolase 2, thiamin-binding 25 476.2526 3 1425.7360 -0.0005 25.22 K R 0

5995 KAHYDGVLGINIGK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 21 495.6121 3 1483.8145 -0.0001 36.39 K N 0

5996 KAIGEAKDDDTADILTAASR JW0797 ECK0801 dps Fe-binding and storage protein 128 1031.0268 2 2060.0390 0.0005 34.79 R D 0

5997 KAIMQHYQAR JW2287 ECK2284 yfbQ predicted aminotransferase 40 415.8888 3 1244.6446 -0.0003 19.01 R G 0

5998 KAISVTER JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 58 452.2669 2 902.5192 0.0007 17.17 R Q 0

5999 KAKPVLLEPIMK JW3302 ECK3327 fusA protein chain elongation factor EF-G 28 456.2874 3 1365.8404 -0.0012 34.46 K V 0

6000 KALQECMQHNFSVFR 57.021465@C:6 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 103 947.9560 2 1893.8974 -0.0004 38.48 R E 0

6001 KALTEANGDIELAIENMR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 38 663.3425 3 1987.0057 0.0013 50.69 K K 0

6002 KALTGLSPDEIVNQVK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 105 856.4828 2 1710.9510 -0.0005 44.64 R D 0

6003 KALTGLSPDEIVNQVKDAGLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 65 732.7456 3 2195.2150 -0.0011 52.91 R G 0

6004 KAMLQDIATLTGGTVISEEIGMELEK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 47 926.4827 3 2776.4263 0.0023 69.91 R A 0

6005 KAMLQDIATLTGGTVISEEIGMELEKATLEDLGQAK 15.994915@M:3 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 33 955.7456 4 3818.9533 -0.0001 76.04 R R 0

6006 KAMVQGITQNNAQIVFEALMSNLRK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 32 701.8782 4 2803.4837 -0.0001 65.75 K E 0

6007 KANEAYMALIMDAR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 55 798.8969 2 1595.7792 -0.0006 47.38 R Y 0

6008 KAPAEPQRYDAVLVAIGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 48 977.5475 2 1953.0804 0.0008 41.54 K V 0

6009 KAPVEQWSAGATGLGVR JW2507 ECK2520 pepB aminopeptidase B 55 576.3125 3 1725.9157 -0.0006 38.72 R T 0

6010 KAQLLSQIQQQR JW3071 ECK3091 yqjK conserved protein 15 480.9475 3 1439.8207 0.0000 29.87 R L 0

6011 KAQLNMVR JW5930 ECK3857 yihA GTP-binding protein 27 480.2763 2 958.5380 -0.0002 21.88 R E 0

6012 KAQSIMTELFYHK 15.994915@M:6 JW1010 ECK1014 ycdS predicted outer membrane protein 13 806.4112 2 1610.8078 -0.0047 37.95 K E 0

6013 KARPYSGYENFDFEIPVGGGVSDCYTR 57.021465@C:24 JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 93 1028.8106 3 3083.4100 0.0016 51.38 R V 0

6014 KASAIVTNR JW1692 ECK1700 pps phosphoenolpyruvate synthase 71 480.2852 2 958.5558 -0.0002 16.26 K G 0

6015 KASIPEGVWTK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 40 608.3402 2 1214.6658 -0.0001 31.87 R C 0

6016 KASVEIDRK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 35 523.3033 2 1044.5920 -0.0006 15.31 K I 0

6017 KATIVNAGSSDFLEGEQVEYSR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 61 800.7276 3 2399.1610 0.0004 42.46 R V 0

6018 KATVELLNR JW0797 ECK0801 dps Fe-binding and storage protein 27 348.5450 3 1042.6132 -0.0004 25.78 K Q 0

6019 KAVEFQDILK JW4099 ECK4133 aspA aspartate ammonia-lyase 54 595.8419 2 1189.6692 -0.0014 40.37 R M 0

6020 KAVGLLGNAK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 55 485.8054 2 969.5962 -0.0009 23.80 K G 0

6021 KAVIPVAGLGTR JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 61 394.5836 3 1180.7290 -0.0003 33.86 K M 0

6022 KAVLAETEQK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 35 558.8161 2 1115.6176 -0.0009 17.47 K V 0

6023 KAVSTLPADVQAK JW3351 ECK3375 damX predicted protein 74 664.3823 2 1326.7500 -0.0007 23.60 K N 0

6024 KCPSPVWMVK 57.021465@C:2 JW1327 ECK1329 uspE stress-induced protein 43 616.3197 2 1230.6248 -0.0005 34.42 R D 0
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6025 KDAMVPMGGLLCMK 57.021465@C:12 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 47 517.5902 3 1549.7488 -0.0003 48.83 K D 0

6026 KDAMVPMGGLLCMKDDSFFDVYTECR 57.021465@C:12,57.021465@C:25 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 64 1029.1248 3 3084.3526 0.0003 63.94 K T 0

6027 KDDGNTIMVVQK JW1633 ECK1637 slyB outer membrane lipoprotein 46 674.3504 2 1346.6862 -0.0002 25.77 R Q 0

6028 KDDICYATTNR 57.021465@C:5 JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 53 678.8131 2 1355.6116 -0.0023 21.58 R Q 0

6029 KDDICYATTNRQEAVR 57.021465@C:5 JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 23 647.3147 3 1938.9223 0.0005 23.21 R A 0

6030 KDDITSDDIYAVVEAGALAGVLR JW4177 ECK4214 ytfL predicted inner membrane protein 56 797.7520 3 2390.2342 0.0011 71.61 R K 0

6031 KDGCMHCSDPGCLK 57.021465@C:4,57.021465@C:7,57.021465@C:12 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 29 555.5610 3 1663.6612 0.0036 19.18 R A 0

6032 KDGNLNLTGQAPYK JW2500 ECK2512 yfgA conserved protein 89 759.8989 2 1517.7832 -0.0006 29.25 R L 0

6033 KDGNLNLTGQAPYKLK JW2500 ECK2512 yfgA conserved protein 45 587.3277 3 1758.9613 -0.0014 33.33 R I 0

6034 KDGQTTLLDLKLPALDLAEFNIAGAPGYSK JW2504 ECK2516 yfhM conserved protein 100 1053.9029 3 3158.6869 0.0005 69.52 R Q 0

6035 KDLGYGLLLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 43 560.3421 2 1118.6696 -0.0003 42.07 K R 0

6036 KDLGYGLLLKR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 70 638.3929 2 1274.7712 0.0003 37.22 K Y 0

6037 KDLIAAGVDPSDIVLDYAGFR JW2132 ECK2137 sanA predicted protein 61 745.7272 3 2234.1598 0.0016 64.95 R T 0

6038 KDLIVDSYIK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 56 597.3422 2 1192.6698 -0.0005 37.94 K W 0

6039 KDLSEELQILEAGLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 129 974.5231 2 1947.0316 0.0004 71.52 K I 0

6040 KDQLLGVIDPEQAENQIKEVEATLMELR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 19 803.1742 4 3208.6677 0.0028 78.32 K A 0

6041 KDSGDNVHLLAVFSPWR JW3965 ECK3993 yjaH conserved protein 28 647.6699 3 1939.9879 -0.0024 54.90 R S 0

6042 KDTLAILLPYAFK JW0845 ECK0852 artM arginine transporter subunit -!- membrane component of ABC superfamily 53 746.9424 2 1491.8702 0.0001 60.05 K R 0

6043 KDTLAILLPYAFKR JW0845 ECK0852 artM arginine transporter subunit -!- membrane component of ABC superfamily 13 550.3310 3 1647.9712 -0.0002 52.97 K S 0

6044 KDVIILLDSITR JW3756 ECK3775 rho transcription termination factor 89 693.4217 2 1384.8288 0.0000 53.02 K L 0

6045 KDVNPDEAVAIGAAVQGGVLTGDVK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 117 808.4308 3 2422.2706 0.0003 52.23 R D 0

6046 KDVPSLR JW0636 ECK0634 rlpB minor lipoprotein 25 407.7428 2 813.4710 0.0002 19.41 R L 0

6047 KDWFDFYGYADAPVFFGGNSDAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 87 1309.0877 2 2616.1608 0.0011 68.90 K G 0

6048 KEDELPFHVVAYDFGAK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 13 491.9994 4 1963.9685 0.0004 50.93 K R 0

6049 KEEDAAVEDLLAEVSQPK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 31 657.6689 3 1969.9849 0.0006 57.32 K R 0

6050 KEELLTTQEELQK JW3756 ECK3775 rho transcription termination factor 68 794.9246 2 1587.8346 -0.0008 30.70 R M 0

6051 KEEPAAAPAPTKEEVLLTEIR JW3252 ECK3277 mscL mechanosensitive channel 63 764.7530 3 2291.2372 0.0000 40.53 K D 0

6052 KEEVVGAEMMR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 62 639.8124 2 1277.6102 -0.0005 27.71 R H 0

6053 KEIAEIASK JW0861 ECK0868 ybjX conserved protein 48 494.7864 2 987.5582 -0.0018 19.90 R K 0

6054 KEMIISEVR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 34 552.8066 2 1103.5986 -0.0022 28.19 R N 0

6055 KENNYGLSITFR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 68 721.3755 2 1440.7364 0.0004 40.66 R D 0

6056 KETLGDVTHR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 74 578.3098 2 1154.6050 0.0007 19.57 R I 0

6057 KFAIDQEKLEK JW0007 ECK0008 talB transaldolase B 69 674.8771 2 1347.7396 -0.0001 27.21 R M 0

6058 KFEEFKR JW5873 ECK4366 prfC peptide chain release factor RF-3 40 492.2689 2 982.5232 -0.0003 21.22 K K 0

6059 KFENPVYWGVDLSSEHER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 59 731.3512 3 2191.0318 -0.0017 47.32 R Y 0

6060 KFEVGEVITVRPR JW1823 ECK1833 yebT conserved protein 34 510.6315 3 1528.8727 0.0000 38.24 R A 0

6061 KFFDICR 57.021465@C:6 JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 30 493.2499 2 984.4852 0.0001 35.41 R G 0

6062 KFIAQQIVR JW4299 ECK4327 yjiN conserved inner membrane protein 44 551.8401 2 1101.6656 -0.0002 29.05 R W 0

6063 KFISIEAE JW3152 ECK3174 rpmA 50S ribosomal subunit protein L27 39 468.7556 2 935.4966 0.0003 35.85 R - 0

6064 KFNLMLETK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 28 562.3122 2 1122.6098 -0.0009 37.55 K V 0

6065 KFQLAENIHVR JW3664 ECK3679 ibpA heat shock chaperone 39 452.2578 3 1353.7516 0.0000 33.83 R G 0

6066 KFQYGQHTVTLETGMMAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 62 700.0114 3 2097.0124 -0.0011 38.32 R Q 0

6067 KFSDRLR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 24 307.8470 3 920.5192 -0.0001 20.31 R S 0

6068 KFSEEAASWMQEQR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 20 576.2661 3 1725.7765 -0.0015 38.39 R A 0

6069 KFSEVCVGHLGK 57.021465@C:6 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 60 680.8558 2 1359.6970 0.0002 27.83 K E 0

6070 KFTALGPYIR JW0230 ECK0241 crl DNA-binding transcriptional regulator 43 583.3396 2 1164.6646 -0.0009 38.49 K E 0

6071 KFTPETVASLQAEVGTLTK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 71 674.0371 3 2019.0895 0.0006 52.92 R L 0

6072 KFVQAYQSDEVYEAANK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 121 995.4818 2 1988.9490 0.0011 33.49 K V 0

6073 KGADVDLQAEK JW0622 ECK0620 tatE TatABCE protein translocation system subunit 62 587.3092 2 1172.6038 0.0002 20.40 K L 0

6074 KGAELANSFKPDVIIALGGGSPMDAAK 15.994915@M:23 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 27 891.8028 3 2672.3866 0.0024 50.98 R I 0

6075 KGDEIAAVVLQVDAERER JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 62 666.6921 3 1997.0545 0.0003 44.95 K I 0

6076 KGDGFDLNDFLEQLR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 25 883.9388 2 1765.8630 -0.0004 67.50 K Q 0

6077 KGECDLIPGK 57.021465@C:4 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 49 558.7895 2 1115.5644 -0.0001 25.20 K T JW1463

6078 KGEDVEKLR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 46 537.3007 2 1072.5868 -0.0007 18.39 K K 0

6079 KGEETPTLSYMLPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 58 797.4130 2 1592.8114 -0.0005 40.98 R L 0

6080 KGELFQAVR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 57 524.3010 2 1046.5874 0.0001 28.61 R M 0

6081 KGEMNFDVVIASPDAMR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 91 940.4555 2 1878.8964 -0.0004 48.76 K V 0

6082 KGEPWSGIVK JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 43 550.8081 2 1099.6016 -0.0010 36.46 K N 0

6083 KGEVVWYAPDHDYGPR JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 46 630.3045 3 1887.8917 0.0011 36.28 K S 0

6084 KGFIANTLTPFVGDANTQTPEFK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 96 1248.6439 2 2495.2732 0.0035 53.95 K S 0

6085 KGGEVLTR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 45 430.2528 2 858.4910 -0.0012 17.06 R T 0

6086 KGGTIDITSSIDEPVAPAEGIAR JW4291 ECK4319 iadA isoaspartyl dipeptidase 13 766.4039 3 2296.1899 -0.0010 45.64 R A 0

6087 KGGVNVAAGTGISNYINTIPVEEQPEYPGNLELERR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 145 1295.6641 3 3883.9705 0.0002 53.75 R I 0

6088 KGHIAGSINLLPSEIK JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 27 419.9978 4 1675.9621 0.0000 38.73 R A 0

6089 KGHLTLQMTTLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 29 466.9342 3 1397.7808 -0.0005 30.87 K E 0

6090 KGIIELSR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 46 458.2841 2 914.5536 -0.0012 27.65 K E 0

6091 KGIILAGGSGTR JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 61 565.3380 2 1128.6614 0.0000 24.34 R L JW3763

6092 KGIYKLETIEGSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 75 733.4161 2 1464.8176 -0.0011 29.22 R G 0

6093 KGKVPMNIVAQR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 26 447.5994 3 1339.7764 0.0005 25.36 R Y 0

6094 KGLADTALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 76 458.7765 2 915.5384 -0.0004 22.06 R T 0

6095 KGLDDLAKPSEK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 74 650.8585 2 1299.7024 -0.0009 23.91 R A 0

6096 KGLIIPDLR JW1376 ECK1378 ydbH predicted protein 44 512.8295 2 1023.6444 0.0004 40.59 R Y 0

6097 KGLQLLINNHLK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 46 464.2888 3 1389.8446 -0.0010 35.16 R A 0

6098 KGMASGAVIESFLDKGR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 53 589.3142 3 1764.9208 0.0015 46.70 R G 0

6099 KGMPIATPVFDGAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 62 716.3869 2 1430.7592 0.0000 38.26 R E 0

6100 KGMQVALGTNAVR JW2903 ECK2931 yggG predicted peptidase 79 672.8737 2 1343.7328 -0.0014 28.45 K V 0

6101 KGPFIDLHLLK JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 60 427.5957 3 1279.7653 0.0001 45.94 K K 0

6102 KGPLNLPNLTR JW4346 ECK4375 deoB phosphopentomutase 32 408.2471 3 1221.7195 0.0001 38.04 R L 0

6103 KGQAHWEGDIKR JW1477 ECK1476 osmC osmotically inducible, stress-inducible membrane protein 34 475.5840 3 1423.7302 -0.0020 20.13 K G 0

6104 KGQQLSSFAQLR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 79 681.8777 2 1361.7408 -0.0006 33.15 K D 0

6105 KGQVVGTIDFQLNGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 72 802.4430 2 1602.8714 -0.0016 40.28 K S 0

6106 KGSENYALTTNQGVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 108 819.4149 2 1636.8152 -0.0017 24.02 R I 0

6107 KGSQVYIEGQLR JW4020 ECK4051 ssb Single-stranded DNA-binding protein 25 459.9205 3 1376.7397 -0.0015 28.20 R T 0

6108 KGSSLQQGFQKPAQAVNR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 23 648.6852 3 1943.0338 0.0001 23.92 R D 0

6109 KGVDMAMR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 58 454.2279 2 906.4412 -0.0002 20.35 R L 0

6110 KGVIELMR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 37 473.2812 2 944.5478 0.0001 33.20 R M 0

6111 KGYINSLGALTGGQALQQAK JW3975 ECK4007 aceA isocitrate lyase 134 1009.5555 2 2017.0964 0.0009 43.18 K A 0

6112 KGYNNFR JW1446 ECK1445 yncD predicted iron outer membrane transporter 14 449.7300 2 897.4454 -0.0002 19.65 R L 0

6113 KHAPLLVR JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 22 311.8710 3 932.5912 -0.0007 20.36 R Q 0

6114 KHDDFVDR JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 16 344.5018 3 1030.4836 0.0003 17.65 K M 0

6115 KHDLPGLMLR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 24 590.3363 2 1178.6580 -0.0013 34.79 R A 0

6116 KHEIISEAEAEVAEIQEQFQSGLVTAGER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 135 1066.8688 3 3197.5846 0.0007 70.69 K Y 0

6117 KHFESTPDTPEIIATIHGEGYR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 89 833.4150 3 2497.2232 -0.0004 41.97 R F 0

6118 KHPQQEFLQVDTSK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 38 562.2931 3 1683.8575 -0.0004 27.56 R I 0

6119 KHQFAQSLNYEIAK JW2294 ECK2291 pta phosphate acetyltransferase 62 838.9413 2 1675.8680 -0.0002 31.50 R T 0

6120 KHTIEVVVDRFK JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 24 490.9525 3 1469.8357 0.0004 31.87 K V 0

6121 KHYFDPK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 28 467.7430 2 933.4714 0.0007 19.55 K V 0

6122 KIDGLGIK JW2507 ECK2520 pepB aminopeptidase B 44 422.2680 2 842.5214 -0.0010 27.36 R H 0

6123 KIDKVMEK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 23 330.8598 3 989.5576 -0.0004 16.31 R Q 0

6124 KIEAALADKEAELMQF JW0167 ECK0171 frr ribosome recycling factor 17 602.9817 3 1805.9233 0.0001 51.23 K - 0

6125 KIEIDEDRLPSR JW2344 ECK2341 yfdC predicted inner membrane protein 35 490.9350 3 1469.7832 -0.0006 29.52 K A 0

6126 KIETHLEDMVAQANAQLK JW1606 ECK1609 ydgA conserved protein 92 1020.0334 2 2038.0522 0.0005 46.33 K L 0

6127 KIFADLGAWQIAQLAR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 109 901.0098 2 1800.0050 0.0004 58.41 R H 0

6128 KIFTEYR JW0886 ECK0894 pflB pyruvate formate lyase I 39 478.7634 2 955.5122 -0.0004 23.99 K K 0

6129 KIFTEYRK JW0886 ECK0894 pflB pyruvate formate lyase I 31 542.8109 2 1083.6072 -0.0004 21.60 K T 0

6130 KIGFIGCGNMGK 57.021465@C:7 JW0377 ECK0381 proC pyrroline-5-carboxylate reductase, NAD(P)-binding 19 427.8861 3 1280.6365 -0.0004 33.36 K A 0

6131 KIGLETAR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 59 444.2686 2 886.5226 -0.0009 20.46 K S 0

6132 KIGTPLR JW5408 ECK2558 yfhB conserved protein 30 392.7554 2 783.4962 -0.0005 20.58 R L 0

6133 KIGVLTSGGDAPGMNAAIR JW3887 ECK3908 pfkA 6-phosphofructokinase I 22 609.9964 3 1826.9674 0.0000 37.48 K G 0

6134 KIIGEQLGVK JW1080 ECK1080 acpP acyl carrier protein (ACP) 33 542.8396 2 1083.6646 -0.0006 27.44 K Q 0

6135 KIIHPMGEIDAMEFLINK JW3756 ECK3775 rho transcription termination factor 80 700.3724 3 2098.0954 0.0000 54.81 R L 0

6136 KIISSPTWSGLEDEHVSYNAGYTNVHELIPWR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 100 925.4612 4 3697.8157 -0.0009 55.79 R T 0

6137 KIITNLTEGASR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 40 651.8722 2 1301.7298 -0.0005 26.39 R K 0

6138 KIIVACDAGMGSSAMGAGVLR 57.021465@C:6 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 156 1032.5234 2 2063.0322 -0.0004 43.05 R K 0

6139 KIIVACDAGMGSSAMGAGVLRK 57.021465@C:6 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 89 731.3831 3 2191.1275 -0.0001 38.46 R K 0

6140 KIIVACGGAVATSTMAAEEIK 57.021465@C:6 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 53 707.3760 3 2119.1062 0.0045 40.59 R E 0

6141 KILADIAVFDK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 77 616.8657 2 1231.7168 -0.0008 46.16 R V 0

6142 KILADIAVFDKVAFTALVEK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 57 731.0960 3 2190.2662 -0.0002 65.79 R A 0

6143 KILEEAVSTALELASGK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 96 879.9960 2 1757.9774 0.0001 65.01 R S 0

6144 KILPDPK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 32 405.7577 2 809.5008 -0.0002 20.93 R F 0

6145 KILPDPKFGSELLAK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 45 552.6624 3 1654.9654 -0.0005 43.50 R F 0

6146 KILSTLSLR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 50 515.8347 2 1029.6548 0.0003 34.74 R Q 0

6147 KINMMEQVLDIPSQEVISK JW0478 ECK0483 ybbK predicted protease, membrane anchored 59 734.7216 3 2201.1430 -0.0006 55.76 R D 0

6148 KIPLVIANAR JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 25 547.8556 2 1093.6966 -0.0005 33.96 R L 0

6149 KIQDAGLSQISVTNSAINNLPPDVDLVITHR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 96 1110.2671 3 3327.7795 0.0007 57.80 K D 0

6150 KIRFEGNDTSK JW0172 ECK0176 yaeT conserved protein 21 432.2298 3 1293.6676 -0.0003 19.49 R D 0

6151 KISADQVDQEVER JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 56 506.2578 3 1515.7516 -0.0012 26.97 K F 0

6152 KISAGIR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 40 372.7398 2 743.4650 -0.0002 18.96 R E 0

6153 KISNGEGVER JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 58 544.7885 2 1087.5624 0.0002 16.41 R V 0

6154 KISVMGHGMGIPSCSIYTK 57.021465@C:14 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 30 689.3454 3 2065.0144 -0.0014 40.49 R E 0

6155 KISWMEIYTGEK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 76 742.8761 2 1483.7376 -0.0005 47.27 R S 0
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6156 KITEQSDGLLAK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 57 651.8665 2 1301.7184 -0.0007 25.51 K V 0

6157 KITLQNGK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 14 451.2769 2 900.5392 0.0000 17.47 K L 0

6158 KITVVPILR JW2483 ECK2494 upp uracil phosphoribosyltransferase 40 346.9058 3 1037.6956 -0.0004 38.81 K A 0

6159 KIVIRPLPGLPVIR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 15 524.3555 3 1570.0447 0.0001 46.70 K D 0

6160 KIYAAFK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 35 420.7526 2 839.4906 0.0001 22.74 K K 0

6161 KIYAAFKK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 54 484.8006 2 967.5866 0.0013 20.96 K A 0

6162 KIYADKLEQEK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 41 455.5846 3 1363.7320 -0.0026 20.87 R V 0

6163 KIYFNWK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 29 499.7761 2 997.5376 -0.0009 37.51 K S JW1462

6164 KKEAVGR JW3619 ECK3634 yicC conserved protein 18 394.2428 2 786.4710 -0.0001 16.27 K R 0

6165 KKEEPAAAPAPTK JW3252 ECK3277 mscL mechanosensitive channel 15 446.5853 3 1336.7341 -0.0010 14.00 R E 0

6166 KKYPQAQVSR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 23 602.8431 2 1203.6716 -0.0008 17.16 R V 0

6167 KLADSGLNIIAAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 99 657.3920 2 1312.7694 -0.0019 36.60 K G 0

6168 KLAEGLDALVMDVK JW4345 ECK4374 deoA thymidine phosphorylase 109 751.4188 2 1500.8230 0.0010 51.85 K V 0

6169 KLAEHALEK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 37 346.8699 3 1037.5879 0.0010 17.25 R L 0

6170 KLAGILVELTGK JW3941 ECK3965 birA bifunctional biotin-[acetylCoA carboxylase] holoenzyme synthetase -!- DNA-binding transcriptional repressor, bio-5'-AMP-binding 43 621.3950 2 1240.7754 0.0000 48.08 R T 0

6171 KLAGNLK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 32 372.2422 2 742.4698 -0.0002 16.41 R Q 0

6172 KLAQLLR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 47 421.2844 2 840.5542 -0.0003 27.82 R Y 0

6173 KLAVPLIK JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 50 441.3127 2 880.6108 0.0000 34.85 R N 0

6174 KLDDVLNNR JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 61 543.7983 2 1085.5820 -0.0009 28.02 K A 0

6175 KLDDVLNNRAPDGK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 52 777.9151 2 1553.8156 -0.0004 28.17 K T 0

6176 KLDMVPVECVVR 57.021465@C:9 JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 54 722.8853 2 1443.7560 -0.0018 40.73 K N 0

6177 KLDNQYYTEAEASLAR JW5837 ECK2081 yegR predicted protein 113 936.4609 2 1870.9072 0.0011 39.96 R G 0

6178 KLDTFQTAPLQLILDGR JW5803 ECK0781 ybhR predicted transporter subunit -!- membrane component of ABC superfamily 41 643.6997 3 1928.0773 0.0042 60.18 R N 0

6179 KLEDLLAAKL JW2448 ECK2459 talA transaldolase A 13 557.3470 2 1112.6794 -0.0011 49.20 R - 0

6180 KLEGVTR JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 34 401.7425 2 801.4704 -0.0003 15.20 R N 0

6181 KLEHYAQNDPDAYGYSGALCR 57.021465@C:20 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 94 810.0358 3 2427.0856 -0.0057 33.47 R A 0

6182 KLEMHQGHLVK JW3903 ECK3924 hslV peptidase component of the HslUV protease 28 440.5797 3 1318.7173 -0.0006 20.92 R A 0

6183 KLENLTDIER JW2539 ECK2552 yfhG conserved protein 61 615.8377 2 1229.6608 -0.0007 32.21 R Q 0

6184 KLFSGMQR JW2500 ECK2512 yfgA conserved protein 41 483.7633 2 965.5120 0.0004 26.52 K K 0

6185 KLGAAGVVVAGSGVQAIFGTK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 35 644.0423 3 1929.1051 0.0002 49.73 K S 0

6186 KLGGHLNIK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 49 490.3060 2 978.5974 0.0000 21.68 R T 0

6187 KLGGLGGGK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 50 393.7451 2 785.4756 -0.0002 17.64 K G 0

6188 KLGIGMVEIK JW5794 ECK4349 mdoB phosphoglycerol transferase I 25 544.3307 2 1086.6468 -0.0003 39.54 R V 0

6189 KLGLQEK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 23 408.2528 2 814.4910 -0.0001 18.15 K - 0

6190 KLGLTNTTFQTVHGLDAPGQFSTAR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 94 1330.6933 2 2659.3720 0.0002 45.24 K D 0

6191 KLGMKPGEAIEHPWVTK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 48 641.0165 3 1920.0277 -0.0015 34.87 R A 0

6192 KLGPVYSVR JW2889 ECK2918 yggE conserved protein 27 340.2061 3 1017.5965 -0.0007 27.58 R Y 0

6193 KLGVDIDNLLCSQPDTGEQALEICDALAR 57.021465@C:11,57.021465@C:24 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 100 1072.1956 3 3213.5650 0.0003 64.28 R S 0

6194 KLGVKDEPLTLLK JW5041 ECK0305 ykgE predicted oxidoreductase 18 485.3043 3 1452.8911 -0.0006 38.18 R N 0

6195 KLHNYPQPR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 30 576.8179 2 1151.6212 0.0014 18.28 K L 0

6196 KLHYALVDEVDSILIDEAR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 102 1100.0874 2 2198.1602 0.0020 62.67 R T 0

6197 KLIDASADKVQSGSQQVHAAGR JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 61 567.3030 4 2265.1829 0.0003 25.60 R T 0

6198 KLIDDAVAWAK JW0007 ECK0008 talB transaldolase B 68 615.3478 2 1228.6810 -0.0004 43.24 R Q 0

6199 KLLDEGR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 42 415.7396 2 829.4646 -0.0010 19.97 R A JW3943

6200 KLLDNAAADLAAISGQKPLITK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 84 751.1059 3 2250.2959 0.0013 54.37 K A 0

6201 KLLDYLK JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 39 446.7787 2 891.5428 0.0000 39.52 R R 0

6202 KLLEGELK JW3561 ECK3577 aldB aldehyde dehydrogenase B 41 465.2864 2 928.5582 -0.0011 25.84 R D 0

6203 KLLGPIVPGTVVPNGVR JW0325 ECK0331 prpD 2-methylcitrate dehydratase 17 572.6890 3 1715.0452 -0.0007 44.83 K V 0

6204 KLLILAR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 45 413.7971 2 825.5796 -0.0004 33.13 R E 0

6205 KLLLNQR JW2601 ECK2616 smpB trans-translation protein 28 442.7877 2 883.5608 0.0005 22.96 R E 0

6206 KLLPSLYQLEK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 47 666.3995 2 1330.7844 -0.0015 43.29 R A 0

6207 KLLPVVR JW1773 ECK1782 yeaH conserved protein 20 412.7894 2 823.5642 0.0000 26.64 K Y 0

6208 KLLQITK JW2538 ECK2551 yfhA predicted DNA-binding response regulator in two-component system 16 422.2870 2 842.5594 0.0005 23.30 R G 0

6209 KLLTGDSPFAANALGK JW1950 ECK1963 hchA Hsp31 molecular chaperone 76 801.9458 2 1601.8770 -0.0006 41.64 R L 0

6210 KLMDSIAK 15.994915@M:3 JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 17 461.2572 2 920.4998 -0.0002 18.24 K G 0

6211 KLMDSIAKGDEVLTNGGLVGR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 143 1087.0859 2 2172.1572 0.0000 47.73 K V 0

6212 KLMSEHHPDKLVAK JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 40 408.9778 4 1631.8821 0.0005 20.43 R G 0

6213 KLMTEFNYNSVMQVPR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 38 652.9939 3 1955.9599 0.0001 48.06 K V 0

6214 KLNGWDNDKQHAVYDNAIGFNIELR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 71 977.4895 3 2929.4467 -0.0004 49.04 R G 0

6215 KLNIKPGQTTFDGR JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 42 525.6263 3 1573.8571 -0.0005 29.01 K F 0

6216 KLNLIPSMASIQTTLVNNEVSKPLFDMAK JW1606 ECK1609 ydgA conserved protein 82 1068.2447 3 3201.7123 -0.0017 66.52 K G 0

6217 KLPATIILR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 43 512.8471 2 1023.6796 -0.0007 36.45 R A 0

6218 KLPKPYVMLFDLHGMDER JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 36 548.0369 4 2188.1185 0.0014 51.47 K L 0

6219 KLPQAVQNQGVTVR JW2454 ECK2465 acrD aminoglycoside/multidrug efflux system 59 513.2981 3 1536.8725 -0.0011 26.55 R K 0

6220 KLQELGATR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 63 508.2984 2 1014.5822 0.0001 20.06 R L 0

6221 KLQLVGVGYR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 51 566.8450 2 1131.6754 -0.0009 34.72 K A 0

6222 KLRDQYDLHPVYK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 36 558.9705 3 1673.8897 0.0009 28.36 R R 0

6223 KLSDALSVFDDL JW4352 ECK4381 radA predicted repair protein 59 661.8459 2 1321.6772 0.0006 66.60 K - 0

6224 KLSDLETAIVVVDR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 99 779.4458 2 1556.8770 -0.0004 49.76 R F 0

6225 KLSDLETAIVVVDRFSGEVR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 42 745.0778 3 2232.2116 0.0003 63.74 R A 0

6226 KLSFTGSTEIGR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 59 648.3508 2 1294.6870 -0.0011 33.12 R Q 0

6227 KLSGGIR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 19 365.7319 2 729.4492 -0.0004 16.92 K T 0

6228 KLSLEPLIAHR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 70 426.2626 3 1275.7660 -0.0003 36.03 R G 0

6229 KLSYTGEVK JW0007 ECK0008 talB transaldolase B 45 512.7869 2 1023.5592 -0.0007 20.98 R A 0

6230 KLTPGCLFVALKGER 57.021465@C:6 JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 47 563.6550 3 1687.9432 -0.0011 45.11 R F 0

6231 KLTQSDIR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 37 480.7775 2 959.5404 0.0004 17.68 K G 0

6232 KLVILAR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 47 406.7895 2 811.5644 0.0002 27.14 R E 0

6233 KLVPYYTVK JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 18 555.8315 2 1109.6484 0.0000 30.49 K E 0

6234 KLVVGLEIGTAK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 48 614.3870 2 1226.7594 -0.0004 38.47 R V 0

6235 KLWSDQDVTTAAALLK JW3775 ECK3797 hemX uroporphyrinogen III methylase 35 587.3243 3 1758.9511 -0.0005 52.01 R S 0

6236 KLYPNVDFYSGIILK JW0710 ECK0709 gltA citrate synthase 35 590.6663 3 1768.9771 0.0007 54.24 K A 0

6237 KLYSQSWDAGLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 54 712.3700 2 1422.7254 -0.0001 36.75 R Y 0

6238 KMAGQMGNER JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 19 561.2631 2 1120.5116 0.0000 16.36 K V 0

6239 KMALELFKPFIYGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 63 562.3211 3 1683.9415 -0.0007 54.09 K L 0

6240 KMALELFKPFIYGKLELR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 60 549.8206 4 2195.2533 -0.0007 58.57 K G 0

6241 KMAPALLTGNTIVIKPSEFTPNNAIAFAK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 66 1019.8978 3 3056.6716 -0.0017 56.34 R I 0

6242 KMAVADSEENWETF JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 17 828.8639 2 1655.7132 -0.0005 47.93 R - 0

6243 KMAWFANQR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 47 576.2920 2 1150.5694 -0.0011 34.00 R E 0

6244 KMFSNTEELLPVISFNAK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 20 690.0327 3 2067.0763 0.0052 57.38 K T 0

6245 KMGYMQAFVK JW2027 ECK2036 galF predicted subunit with GalU 22 601.8057 2 1201.5968 -0.0020 35.60 K Y 0

6246 KMLAHCEAVTPIR 57.021465@C:6 JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 32 509.2708 3 1524.7906 0.0002 25.86 R R 0

6247 KMLAHCEAVTPIRR 57.021465@C:6 JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 47 421.2297 4 1680.8897 -0.0019 23.37 R T 0

6248 KMNMDGVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 46 475.7307 2 949.4468 -0.0005 19.80 K H 0

6249 KMQIVELK JW5837 ECK2081 yegR predicted protein 67 494.7965 2 987.5784 -0.0003 28.73 K T 0

6250 KMSDIMFEWVTQNIMNGR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 60 734.0170 3 2199.0292 0.0018 70.31 R G 0

6251 KMSVGQILR JW3064 ECK3084 exuT hexuronate transporter 35 344.5392 3 1030.5958 -0.0001 32.34 K N 0

6252 KMVFNVPTR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 45 546.3049 2 1090.5952 -0.0004 32.53 R R 0

6253 KMVINALNANVK JW3974 ECK4006 aceB malate synthase A 73 657.8818 2 1313.7490 0.0001 33.12 R V 0

6254 KNAVDEEIER JW0907 ECK0915 mukB fused chromosome partitioning proteins 70 601.8039 2 1201.5932 -0.0006 22.68 R L 0

6255 KNDSMLVGWASR JW1241 ECK1243 cls cardiolipin synthase 1 57 682.3426 2 1362.6706 -0.0008 39.00 R A 0

6256 KNDSMLVGWASRAFFTELLAAGVK 15.994915@M:5 JW1241 ECK1243 cls cardiolipin synthase 1 15 876.4611 3 2626.3615 0.0037 61.22 R I 0

6257 KNEDIEHSHTVDHH JW0451 ECK0456 acrB multidrug efflux system protein 46 566.5915 3 1696.7527 -0.0028 14.02 R - 0

6258 KNESQLALDGGDNLAYIATSMVNLR JW5873 ECK4366 prfC peptide chain release factor RF-3 26 898.4573 3 2692.3501 0.0011 65.91 R L 0

6259 KNGTLPWLRPDAK JW2909 ECK2937 metK methionine adenosyltransferase 1 27 499.2844 3 1494.8314 0.0005 34.30 R S 0

6260 KNIEFFEAR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 25 385.2048 3 1152.5926 -0.0001 34.38 K R 0

6261 KNIFSGR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 44 411.2349 2 820.4552 -0.0002 23.38 K I 0

6262 KNLQDSLR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 29 325.1857 3 972.5353 0.0000 21.79 R T 0

6263 KNNQHDVAIVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 67 647.3546 2 1292.6946 -0.0003 17.49 R I 0

6264 KNQLEVMR JW3974 ECK4006 aceB malate synthase A 48 509.2790 2 1016.5434 -0.0003 21.92 R E 0

6265 KNSETLENFSEK JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 72 713.3461 2 1424.6776 -0.0007 25.35 K L 0

6266 KNSETLENFSEKLEVEGR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 83 1055.0264 2 2108.0382 -0.0003 39.72 K S 0

6267 KPAEELGR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 36 450.2507 2 898.4868 -0.0004 16.67 R E 0

6268 KPDHYEEIHMPK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 52 508.5816 3 1522.7230 -0.0007 24.69 K N 0

6269 KPETINYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 44 510.7769 2 1019.5392 -0.0008 19.35 K T 0

6270 KPFEGNLNAGYLAQSGNTK JW1711 ECK1720 ydiY conserved protein 26 670.3408 3 2008.0006 -0.0007 35.89 K S 0

6271 KPGDAVVR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 17 421.2482 2 840.4818 0.0001 32.59 K D 0

6272 KPLIISGTNAGSLEVIQAAANVAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 59 789.1196 3 2364.3370 -0.0005 53.13 K A 0

6273 KPLVTTAGPR JW1427 ECK1424 ydcL predicted lipoprotein 55 520.3164 2 1038.6182 -0.0003 19.53 R S 0

6274 KPMLWDADALNLLAINPDKR JW4125 ECK4163 yjeF predicted carbohydrate kinase 47 574.3139 4 2293.2265 0.0013 60.76 R H 0

6275 KPQDLFDEFAGK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 79 697.8523 2 1393.6900 0.0023 47.95 K H 0

6276 KPQFVSPGQMGNIVDKFK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 68 674.0278 3 2019.0616 0.0004 46.18 K E 0

6277 KPQGALEDGTHR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 61 436.8934 3 1307.6584 0.0001 16.41 R W 0

6278 KPSNLFVHGYVTVNGAK JW2101 ECK2107 metG methionyl-tRNA synthetase 41 610.9996 3 1829.9770 -0.0017 35.26 R M 0

6279 KPTMLVTDLTLR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 73 694.4023 2 1386.7900 -0.0005 43.64 R F 0

6280 KPVNDLSR JW2294 ECK2291 pta phosphate acetyltransferase 34 464.7638 2 927.5130 -0.0008 16.87 R G 0

6281 KPVPVLNIGLPDFFIPQGTQEEMR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 21 909.1495 3 2724.4267 -0.0044 67.31 R A 0

6282 KPVQNLK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 30 413.7602 2 825.5058 -0.0014 14.17 R D 0

6283 KPVVLQAHLDMVPQK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 50 568.3269 3 1701.9589 -0.0013 36.45 R N 0

6284 KQDIIFAILK JW3756 ECK3775 rho transcription termination factor 55 594.8728 2 1187.7310 0.0032 49.89 R Q 0

6285 KQEAPTWTPTPNTR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 18 542.9456 3 1625.8150 -0.0011 27.21 R R 0

6286 KQEHELIENVFELESR JW4177 ECK4214 ytfL predicted inner membrane protein 73 1000.5077 2 1999.0008 -0.0002 48.29 R T 0
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6287 KQEPYENVTLDVEEQHQGSVMQALGER JW5571 ECK3864 bipA GTP-binding protein 100 1038.8315 3 3113.4727 0.0003 47.74 R K 0

6288 KQFAQTPALYR JW4359 ECK4388 rob DNA-binding transcriptional activator 51 661.8645 2 1321.7144 0.0002 29.09 K R 0

6289 KQLDHGQKVTELLK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 35 546.3166 3 1635.9280 -0.0028 25.77 R Q 0

6290 KQLDNNLANISSR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 32 491.5984 3 1471.7734 -0.0010 27.46 R W 0

6291 KQLIDGIAHELR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 64 464.9366 3 1391.7880 -0.0006 36.60 K T 0

6292 KQLLEYDDVANDQRR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 69 621.6499 3 1861.9279 -0.0003 30.90 R A 0

6293 KQNANFLVSIHADAAPNR JW4127 ECK4165 amiB N-acetylmuramoyl-l-alanine amidase II 59 656.0134 3 1965.0184 0.0004 35.42 R S 0

6294 KQPDPETLPPTL JW5505 ECK3033 yqiC conserved protein 39 668.3611 2 1334.7076 -0.0005 40.80 K - 0

6295 KQRPVNLDLQTIR JW0711 ECK0710 sdhC succinate dehydrogenase, membrane subunit, binds cytochrome b556 21 527.6455 3 1579.9147 -0.0012 31.23 K F 0

6296 KQTEQALLK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 49 529.8139 2 1057.6132 0.0001 19.53 R L 0

6297 KQTFTFEIDNGLK JW0390 ECK0394 phoR sensory histidine kinase in two-component regulatory system with PhoB 13 514.2720 3 1539.7942 0.0009 42.88 K V 0

6298 KQTTALMIITCETLRDTAGVLK 57.021465@C:11 JW5943 ECK3514 yhjK predicted diguanylate cyclase 32 821.7810 3 2462.3212 -0.0026 67.22 R E 0

6299 KQVAILAVAGAEK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 77 649.3954 2 1296.7762 -0.0004 32.37 R I 0

6300 KQVSDGVAHIHASFNNTIVTITDR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 24 656.5950 4 2622.3509 -0.0003 44.92 R Q 0

6301 KQWPDELK JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 46 522.2796 2 1042.5446 0.0000 27.46 R I 0

6302 KQYGEAFEK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 46 550.2742 2 1098.5338 -0.0007 20.96 R R 0

6303 KQYGEAFEKR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 50 628.3254 2 1254.6362 0.0005 19.34 R H 0

6304 KREDVHR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 26 470.2596 2 938.5046 0.0000 13.08 K M 0

6305 KRLEEGLVELR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 38 447.9327 3 1340.7763 -0.0014 31.26 R G 0

6306 KRPEQPALATFAMPDVPPAPTPAEPAAPVVAPAPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 37 883.2276 4 3528.8813 0.0011 49.76 R A 0

6307 KRPFYQVVVADSR JW2590 ECK2606 rpsP 30S ribosomal subunit protein S16 51 522.2910 3 1563.8512 -0.0009 33.60 K N 0

6308 KRSDVIEIR JW1666 ECK1672 pykF pyruvate kinase I 33 558.3301 2 1114.6456 -0.0002 22.97 R E 0

6309 KRVSQASDSYYYR JW2261 ECK2260 elaB conserved protein 44 541.6022 3 1621.7848 -0.0001 21.77 K A 0

6310 KSAADRDAAFEK JW5503 ECK3026 tolC transport channel 62 654.8307 2 1307.6468 0.0000 17.62 R I 0

6311 KSATNSVLWFMGDDIPHVPNKR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 71 838.0974 3 2511.2704 0.0010 49.34 R G 0

6312 KSEVLAVPLQPTLQQEVILAR JW3132 ECK3151 nlpI conserved protein 67 1166.6841 2 2331.3536 0.0009 53.19 R M 0

6313 KSGAFVPGIRPGEQTAK JW3262 ECK3287 secY preprotein translocase membrane subunit 43 581.6558 3 1741.9456 -0.0018 27.53 K Y 0

6314 KSGTEPLIR JW3143 ECK3165 glmM phosphoglucosamine mutase 64 500.7932 2 999.5718 0.0005 20.47 R V 0

6315 KSGVLTGLPDAYGR JW0886 ECK0894 pflB pyruvate formate lyase I 14 478.5963 3 1432.7671 -0.0004 36.54 R G 0

6316 KSIEKELEWVR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 48 472.9324 3 1415.7754 -0.0019 35.27 R Q 0

6317 KSIGTLSAFEQNALEGMLDTLK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 55 789.4142 3 2365.2208 0.0008 69.46 R K 0

6318 KSIGTLSAFEQNALEGMLDTLKK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 92 1247.6651 2 2493.3156 0.0009 64.41 R D 0

6319 KSLEQIEWVNVVGEFEDSTALINNLPK JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 69 1024.8675 3 3071.5807 -0.0007 76.13 R L 0

6320 KSMISAPVFR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 47 568.3175 2 1134.6204 -0.0014 35.99 R G 0

6321 KSMNIAASSELVSR JW5482 ECK2960 speC ornithine decarboxylase, constitutive 19 498.2634 3 1491.7684 -0.0030 34.38 M L 0

6322 KSNIVVDNG JW5298 ECK1825 yobH predicted protein 31 473.2534 2 944.4922 -0.0005 20.79 R - 0

6323 KSTAESIVYSALETLAQR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 117 984.0256 2 1966.0366 -0.0005 66.73 K S 0

6324 KSTFLLDSLGK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 32 604.8474 2 1207.6802 -0.0010 43.33 R Q 0

6325 KSTMMAGLSYAHFTQYGYLR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 54 775.7100 3 2324.1082 -0.0002 47.60 R T 0

6326 KSTPFAAQVAAER JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 68 688.3700 2 1374.7254 0.0000 27.86 R C 0

6327 KSVAGFK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 31 368.7217 2 735.4288 0.0010 18.49 R I 0

6328 KSVALSGVPAGNTALCTVGK 57.021465@C:16 JW0324 ECK0330 prpC 2-methylcitrate synthase 73 644.0191 3 1929.0355 0.0000 36.16 K S 0

6329 KSWAAGDATSR JW0325 ECK0331 prpD 2-methylcitrate dehydratase 67 575.2856 2 1148.5566 -0.0008 19.18 R A 0

6330 KSYQMNPMNR JW0361 ECK0366 hemB porphobilinogen synthase 28 634.7972 2 1267.5798 -0.0003 23.16 R R 0

6331 KTAEDYLGEPVTEAVITVPAYFNDAQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 62 999.8325 3 2996.4757 -0.0011 62.32 K Q 0

6332 KTAEWFYK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 24 536.7758 2 1071.5370 -0.0019 32.87 R L 0

6333 KTAGVLGDDLSLNAQQVSGVR JW1941 ECK1956 yedI conserved inner membrane protein 39 710.0506 3 2127.1300 0.0015 43.96 K A 0

6334 KTAVGQTIQIGSGITK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 101 801.4641 2 1600.9136 -0.0011 32.24 R G 0

6335 KTHNQGVFDVYTPDILR JW0886 ECK0894 pflB pyruvate formate lyase I 74 1002.0210 2 2002.0274 0.0002 47.81 R C 0

6336 KTLAQAATHYK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 61 616.3426 2 1230.6706 -0.0013 20.17 R K 0

6337 KTLAQAATHYKK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 54 680.3918 2 1358.7690 0.0021 18.55 R F 0

6338 KTLYSSERPSFIELEEHVR JW1879 ECK1891 motA proton conductor component of flagella motor 26 580.8039 4 2319.1865 0.0007 41.36 R A 0

6339 KTNLAGLMDGYFHHEASIEGGQHLNVNVMNR JW0886 ECK0894 pflB pyruvate formate lyase I 27 863.9204 4 3451.6525 0.0010 51.38 R E 0

6340 KTNVFNEQVR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 23 412.2229 3 1233.6469 0.0001 24.01 R Y 0

6341 KTYPGGVQALR JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 41 595.3375 2 1188.6604 -0.0010 25.68 K G 0

6342 KVAEFFGKEPR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 55 436.5753 3 1306.7041 0.0006 27.84 K K 0

6343 KVDAASVQLDDK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 91 644.8406 2 1287.6666 -0.0004 24.83 K Q 0

6344 KVDAASVQLDDKQR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 79 524.9491 3 1571.8255 -0.0011 22.27 K T 0

6345 KVDLVFAPSVK JW0129 ECK0132 panC pantothenate synthetase 54 601.8598 2 1201.7050 -0.0020 38.91 R E 0

6346 KVDVGAQVSGQLK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 35 443.5896 3 1327.7470 0.0011 28.44 R T 0

6347 KVDYSTFLQEVNNDQVR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 75 1028.0122 2 2054.0098 0.0029 50.27 R E 0

6348 KVEIIVGDK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 36 500.8051 2 999.5956 -0.0008 25.05 K T 0

6349 KVFQNTEHVHVVGLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 55 588.3290 3 1761.9652 0.0014 28.46 R G 0

6350 KVGVNQVVGVNLFDVYR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 45 636.0232 3 1905.0478 0.0006 53.09 K G 0

6351 KVIGHLAHGNLEYK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 70 789.9412 2 1577.8678 0.0000 24.67 R H 0

6352 KVIGIGSPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 51 463.7927 2 925.5708 -0.0001 23.43 K A 0

6353 KVIWPTR JW3944 ECK3972 secE preprotein translocase membrane subunit 35 450.2765 2 898.5384 -0.0004 28.12 R Q 0

6354 KVIYVPGK JW0637 ECK0635 leuS leucyl-tRNA synthetase 22 452.2867 2 902.5588 -0.0001 21.66 R L 0

6355 KVKPITLR JW4072 ECK4104 proP proline/glycine betaine transporter 26 318.8870 3 953.6392 0.0005 20.51 K D 0

6356 KVLAGEMR 15.994915@M:7 JW3352 ECK3376 aroB 3-dehydroquinate synthase 15 307.1727 3 918.4963 0.0006 19.35 K L 0

6357 KVLESAIANAEHNDGADIDDLK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 76 780.0550 3 2337.1432 -0.0017 41.51 K V 0

6358 KVLESAIANAEHNDGADIDDLKVTK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 61 667.3458 4 2665.3541 -0.0015 41.27 K I 0

6359 KVLGFITDAGGR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 63 617.3507 2 1232.6868 -0.0009 38.88 K T 0

6360 KVLIEATSNQVNQFGGYTGMTPADFR 15.994915@M:20 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 101 954.1356 3 2859.3850 -0.0013 46.73 R E 0

6361 KVLLEIADLK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 60 571.3632 2 1140.7118 0.0000 43.85 R V 0

6362 KVLLYTDGRPDKPYHGQIGFVSPTAEFTPK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 93 1121.2578 3 3360.7516 0.0008 44.38 R T 0

6363 KVLVNDK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 48 408.2526 2 814.4906 -0.0006 15.75 R G 0

6364 KVLVNDKGGNLMVLPLDQMLK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 114 1163.1560 2 2324.2974 0.0014 54.64 R G 0

6365 KVMPPMSR 15.994915@M:6 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 15 481.2516 2 960.4886 0.0002 17.54 R T 0

6366 KVPGYLEEEGANK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 74 717.3669 2 1432.7192 -0.0005 25.68 K S 0

6367 KVPLPVTPSLR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 38 603.8816 2 1205.7486 -0.0010 35.84 R A 0

6368 KVPVMIHR JW1709 ECK1717 thrS threonyl-tRNA synthetase 46 327.2003 3 978.5791 -0.0007 22.60 R A 0

6369 KVPYYDR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 14 470.7477 2 939.4808 -0.0005 22.18 R V 0

6370 KVQLDNQPVDFTSFLADLENLSALQAQQK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 98 1087.5655 3 3259.6747 0.0022 77.28 R G 0

6371 KVQQAAQQAVR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 72 613.8517 2 1225.6888 -0.0003 16.28 R N 0

6372 KVSGNSPVIFDVTHALQCR 57.021465@C:18 JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 82 710.0375 3 2127.0907 0.0013 47.85 K D 0

6373 KVSISTTMGAGVAVDQAGLSASVN JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 18 1132.0842 2 2262.1538 0.0013 56.89 K - 0

6374 KVSLELGGNAPFIVFDDADLDKAVEGALASK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 97 1063.8953 3 3188.6641 0.0035 70.44 K F 0

6375 KVSQALDILTYTNKK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 61 574.6646 3 1720.9720 -0.0004 38.82 K A 0

6376 KVSQLDWK JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 20 502.2821 2 1002.5496 -0.0001 26.04 R F 0

6377 KVTDVLQTGQQIWVR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 47 591.0015 3 1769.9827 0.0039 47.67 R Q 0

6378 KVVADAIAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 42 457.7874 2 913.5602 0.0007 19.00 K F 0

6379 KVVADIAGVPAQINIAEVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 101 982.0711 2 1962.1276 0.0014 48.05 R K 0

6380 KVVADIAGVPAQINIAEVRKPELDAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 57 686.8973 4 2743.5601 0.0004 45.78 R L 0

6381 KVVMIPVS JW0822 ECK0828 yliJ predicted glutathione S-transferase 16 436.7673 2 871.5200 0.0000 35.55 R - 0

6382 KVVMTGPSK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 45 473.7731 2 945.5316 0.0000 17.42 K D 0

6383 KVVMTGPSKDNTPMFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 52 626.9985 3 1877.9737 -0.0008 32.96 K G 0

6384 KVYDFMR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 20 479.7445 2 957.4744 0.0003 31.00 R W 0

6385 KVYLPVIR JW0831 ECK0838 ybjL predicted transporter 35 494.3211 2 986.6276 -0.0001 35.03 R A 0

6386 KVYTDVSYLACAK 57.021465@C:11 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 90 759.3862 2 1516.7578 -0.0018 34.66 R K 0

6387 KVYTDVSYLACAKK 57.021465@C:11 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 48 549.2916 3 1644.8530 -0.0014 31.33 R L 0

6388 KVYVMSEAK JW0451 ECK0456 acrB multidrug efflux system protein 57 527.7837 2 1053.5528 0.0000 20.84 K Y 0

6389 KVYVQAGTPFR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 56 633.3534 2 1264.6922 -0.0005 30.24 K M 0

6390 KWDLGDIIGAR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 67 622.3434 2 1242.6722 0.0001 52.08 K G 0

6391 KWDMQFAPSICQQCSIGCNISPGER 57.021465@C:11,57.021465@C:14,57.021465@C:18 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 86 990.4435 3 2968.3087 -0.0002 50.09 R Y 0

6392 KYDGDKAEQFQFNIGK JW0172 ECK0176 yaeT conserved protein 91 944.4651 2 1886.9156 -0.0006 36.45 K T 0

6393 KYDIPVVMDSAR 15.994915@M:8 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 58 705.3582 2 1408.7018 -0.0002 33.23 K F 0

6394 KYDMDLVVCGHHQDFWSK 57.021465@C:9 JW3462 ECK3480 uspA universal stress global response regulator 39 755.6782 3 2264.0128 -0.0016 43.92 K L 0

6395 KYDWVVSLR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 57 583.3212 2 1164.6278 -0.0013 43.33 R A 0

6396 KYFGTDGIR JW3143 ECK3165 glmM phosphoglucosamine mutase 15 528.7770 2 1055.5394 -0.0005 27.63 R G 0

6397 KYFPDATILALTTNEK JW1666 ECK1672 pykF pyruvate kinase I 109 912.9904 2 1823.9662 -0.0007 51.83 R T 0

6398 KYFVDKK JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 19 309.8483 3 926.5231 0.0006 18.78 R E 0

6399 KYINIGVAVDTPNGLVVPVFK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 59 748.4319 3 2242.2739 0.0014 59.09 K D 0

6400 KYLLASLDQSLKR JW2970 ECK2995 yghZ aldo-keto reductase 51 512.3034 3 1533.8884 0.0005 41.34 R M 0

6401 KYNWAHLDIAGTAWR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 71 901.4601 2 1800.9056 -0.0003 47.04 R S 0

6402 KYRPETDMADLDNFDAAK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 86 700.6616 3 2098.9630 0.0002 39.08 K A 0

6403 KYSINNIIVSRPEIK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 18 592.0120 3 1773.0142 -0.0007 39.38 K L 0

6404 KYSLAELIHTWSDLAGLSYDGYDPTR JW3927 ECK3946 yijP conserved inner membrane protein 52 743.6189 4 2970.4465 0.0066 77.16 R S 0

6405 KYSSEQFR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 35 522.7587 2 1043.5028 -0.0008 19.56 R M 0

6406 KYSWQAR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 16 469.7455 2 937.4764 -0.0005 20.03 K G 0

6407 KYTFCTPGHMGGTAYQK 57.021465@C:5 JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 59 649.6342 3 1945.8808 -0.0007 29.69 R S 0

6408 KYTIDLTER JW2573 ECK2590 clpB protein disaggregation chaperone 70 569.8084 2 1137.6022 -0.0008 31.54 K A 0

6409 KYVVDDEK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 53 498.2559 2 994.4972 0.0001 18.13 R L 0

6410 KYVVDDEKLQNFSVDTQLQSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 137 1242.6349 2 2483.2552 0.0009 42.49 R F 0

6411 LAAAKLPIK JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 36 462.8149 2 923.6152 -0.0014 28.05 K T 0

6412 LAAALEQGSSHPLAR JW0473 ECK0478 copA copper transporter 26 507.6105 3 1519.8097 -0.0009 29.59 R A 0

6413 LAACFLDSLATLGLPGR 57.021465@C:4 JW3391 ECK3414 glgP glycogen phosphorylase 16 887.9810 2 1773.9474 0.0027 68.87 R G 0

6414 LAADLNTVLTR JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 103 593.8432 2 1185.6718 0.0002 43.00 K Y 0

6415 LAADTEENIDNQLLTEVSSR JW4026 ECK4058 yjcE predicted cation/proton antiporter 113 1109.5458 2 2217.0770 0.0010 54.25 R V 0

6416 LAADVTGVPTLLVAR JW3975 ECK4007 aceA isocitrate lyase 83 748.4453 2 1494.8760 -0.0010 51.98 R T 0

6417 LAADVTGVPTLLVARTDADAADLITSDCDPYDSEFITGER 57.021465@C:28 JW3975 ECK4007 aceA isocitrate lyase 77 1418.6864 3 4253.0374 0.0051 69.57 R T 0
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6418 LAAEGHFAEAR JW2463 ECK2474 dapA dihydrodipicolinate synthase 15 391.1998 3 1170.5776 -0.0004 22.93 K V 0

6419 LAAEQAPTGR JW1877 ECK1889 cheA fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 73 507.2723 2 1012.5300 -0.0001 20.28 K V 0

6420 LAAETIDVSLPGR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 89 671.3722 2 1340.7298 -0.0001 43.49 R R 0

6421 LAAETIDVSLPGRR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 24 499.9521 3 1496.8345 0.0033 38.99 R I 0

6422 LAAFIYNLSR JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 66 584.3297 2 1166.6448 0.0001 49.56 R R 0

6423 LAAGANALDTSR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 93 580.3069 2 1158.5992 0.0000 26.65 K A 0

6424 LAAGDFTTR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 21 476.2484 2 950.4822 0.0002 29.68 K V 0

6425 LAAGDMIPADLR JW4201 ECK4237 mgtA magnesium transporter 15 621.8292 2 1241.6438 0.0001 47.78 K I 0

6426 LAAGSLK JW2667 ECK2692 alaS alanyl-tRNA synthetase 24 330.2074 2 658.4002 -0.0011 20.99 K V 0

6427 LAAHAAIK JW1117 ECK1117 purB adenylosuccinate lyase 40 397.7477 2 793.4808 -0.0001 17.22 K E 0

6428 LAAIAAPAEIFLLEDGIDGWKK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 19 781.0989 3 2340.2749 0.0020 69.51 K A 0

6429 LAAIEAEWETQPAPAAFTLFGIPDQEEETNK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 13 1139.5561 3 3415.6465 0.0005 71.82 K F 0

6430 LAALENEMIIFTSPDLKPR JW5644 ECK3608 htrL predicted protein 58 720.0581 3 2157.1525 0.0022 59.47 R V 0

6431 LAAPITDAQVR JW5637 ECK3654 yicN conserved protein 13 577.8299 2 1153.6452 -0.0003 32.46 R L 0

6432 LAAPSEYNQVEYFSNVKPDLFADVINK JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 47 1024.5178 3 3070.5316 0.0029 62.38 K F 0

6433 LAAPVLHAR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 43 316.5310 3 946.5712 -0.0001 27.33 R T 0

6434 LAAQDPLKFEK JW1941 ECK1956 yedI conserved inner membrane protein 21 420.5716 3 1258.6930 0.0010 34.26 K D 0

6435 LAAQEMLAAYAG JW1950 ECK1963 hchA Hsp31 molecular chaperone 39 604.8029 2 1207.5912 0.0005 54.38 K - 0

6436 LAASIAFK JW3302 ECK3327 fusA protein chain elongation factor EF-G 44 410.7496 2 819.4846 -0.0008 35.18 K E 0

6437 LAASPLTNKPQTPSRPASEQPPAQPR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 52 913.8231 3 2738.4475 0.0013 28.12 R L 0

6438 LAAVGPR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 41 342.2133 2 682.4120 -0.0005 20.09 R L 0

6439 LAAVGPRLPAR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 42 374.2364 3 1119.6874 -0.0003 29.60 R Q 0

6440 LADAEFFFNTDR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 90 723.3387 2 1444.6628 0.0006 53.31 R K 0

6441 LADAEFFFNTDRK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 37 787.3862 2 1572.7578 0.0006 46.99 R K 0

6442 LADALSQQNVTVIK JW5731 ECK4110 adiA biodegradative arginine decarboxylase 56 750.4254 2 1498.8362 0.0008 39.70 R S 0

6443 LADCQERDPALSELYLVEGDSAGGSAK 57.021465@C:4 JW5625 ECK3691 gyrB DNA gyrase, subunit B 20 951.1188 3 2850.3346 0.0006 51.08 K Q 0

6444 LADELCGR 57.021465@C:6 JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 19 467.2263 2 932.4380 -0.0006 25.18 K G 0

6445 LADEVDESAKEAEK JW0462 ECK0467 htpG molecular chaperone HSP90 family 37 511.9136 3 1532.7190 -0.0017 23.89 K A 0

6446 LADIGRVEESLGYNAIAAGFQGQR JW2773 ECK2797 fucI L-fucose isomerase 50 845.7705 3 2534.2897 0.0018 58.46 K H 0

6447 LADKAPESTPTVYR JW4345 ECK4374 deoA thymidine phosphorylase 30 516.6062 3 1546.7968 -0.0024 26.29 K R 0

6448 LADKAPESTPTVYRR JW4345 ECK4374 deoA thymidine phosphorylase 26 426.7323 4 1702.9001 -0.0002 23.71 K I 0

6449 LADLGPLIGVDSGK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 58 677.8822 2 1353.7498 -0.0006 51.37 R G 0

6450 LADLGPLIGVDSGKGAEK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 28 580.6562 3 1738.9468 0.0002 44.00 R S 0

6451 LADLRGQNEDQNVGIK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 55 590.6425 3 1768.9057 -0.0011 30.03 K V 0

6452 LADNDSDGSPMDSDGEELSSSISEWR JW3775 ECK3797 hemX uroporphyrinogen III methylase 73 1400.0809 2 2798.1472 0.0011 54.57 R I 0

6453 LADRVVPQAR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 18 375.5557 3 1123.6453 -0.0011 22.09 K E 0

6454 LADSGLNIIAAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 72 593.3450 2 1184.6754 -0.0011 40.35 K G 0

6455 LADSHTQYGILLATLPQGR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 92 1027.5553 2 2053.0960 0.0005 50.78 R H 0

6456 LADTIAAHMPLK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 39 427.5722 3 1279.6948 -0.0009 37.79 R L 0

6457 LADTLPGVKPQLIR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 52 507.6438 3 1519.9096 0.0008 40.63 K Q 0

6458 LADVIEENGQVFAELESR JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 32 673.6729 3 2017.9969 0.0014 57.76 K N 0

6459 LADYIICSPAPETPLLGR 57.021465@C:7 JW4050 ECK4082 rpiR DNA-binding transcriptional repressor 72 993.5212 2 1985.0278 -0.0014 54.82 K N 0

6460 LAEAGIPTQMER JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 32 658.3381 2 1314.6616 0.0014 35.16 K L 0

6461 LAEAGLPLNVEVNSK JW4180 ECK4217 ytfN conserved protein 36 777.4308 2 1552.8470 0.0010 44.64 R Q 0

6462 LAEDDVNLPAQLK JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 27 713.3830 2 1424.7514 0.0004 42.27 R S 0

6463 LAEEIIYGPEHVSTGASNDIK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 36 748.3778 3 2242.1116 -0.0002 43.04 R V 0

6464 LAEGDYQQVEK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 78 640.3111 2 1278.6076 -0.0016 25.54 K L 0

6465 LAEGLDALVMDVK JW4345 ECK4374 deoA thymidine phosphorylase 130 687.3710 2 1372.7274 0.0002 56.72 K V 0

6466 LAELGGER JW2734 ECK2759 cysJ sulfite reductase, alpha subunit, flavoprotein 52 422.7296 2 843.4446 -0.0003 22.91 K L 0

6467 LAENASLEEMVR JW5280 ECK1721 pfkB 6-phosphofructokinase II 66 681.3398 2 1360.6650 -0.0005 41.35 K F 0

6468 LAENLRK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 35 422.2561 2 842.4976 0.0002 17.78 R G 0

6469 LAEPAPTGEQLQNILR JW1754 ECK1763 ydjA predicted oxidoreductase 76 875.4782 2 1748.9418 -0.0002 48.03 R A 0

6470 LAEQAYIR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 67 482.2664 2 962.5182 -0.0003 28.43 R T 0

6471 LAESEASNDQAPVQMPR 15.994915@M:15 JW5539 ECK3222 yhcB conserved protein 33 929.9343 2 1857.8540 0.0013 24.99 R D 0

6472 LAESEASNDQAPVQMPRDYSEGASGLLR JW5539 ECK3222 yhcB conserved protein 98 997.8087 3 2990.4043 0.0004 45.46 R T 0

6473 LAESLSEIGVPVFMADVK JW4220 ECK4256 yjgR predicted ATPase 77 953.0060 2 1903.9974 0.0009 63.55 K G 0

6474 LAEVEPALAEVAHK JW1178 ECK1177 dadA D-amino acid dehydrogenase 58 738.9071 2 1475.7996 0.0012 37.25 R L 0

6475 LAEVLAAANAR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 32 549.8171 2 1097.6196 0.0003 33.87 K A 0

6476 LAFAGLK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 51 360.2261 2 718.4376 0.0000 37.16 R Y JW0231 JW1371 JW5078

6477 LAFALSK JW5100 ECK0729 tolB periplasmic protein 38 375.2316 2 748.4486 0.0004 36.20 K T 0

6478 LAFDEFDELAGDR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 90 749.3467 2 1496.6788 0.0005 56.23 R A 0

6479 LAFELQVR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 55 488.2851 2 974.5556 0.0007 44.57 K G 0

6480 LAFFPNRR JW5189 ECK1194 ychM predicted transporter 25 510.7901 2 1019.5656 -0.0008 35.18 R A 0

6481 LAFGELAAWVR JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 80 616.8434 2 1231.6722 0.0009 62.41 R Q 0

6482 LAFLDCLSNLTR 57.021465@C:6 JW5312 ECK1895 otsA trehalose-6-phosphate synthase 75 711.8742 2 1421.7338 0.0001 64.81 R V 0

6483 LAGDLETLR JW0172 ECK0176 yaeT conserved protein 60 494.2769 2 986.5392 -0.0004 34.63 K S 0

6484 LAGGVAVIK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 71 414.2712 2 826.5278 0.0002 28.30 K V 0

6485 LAGITVPDR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 40 471.2741 2 940.5336 -0.0005 33.64 K V 0

6486 LAGITVPDRVNVIR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 17 508.3069 3 1521.8989 -0.0002 43.13 K V 0

6487 LAGLHVLR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 39 439.7818 2 877.5490 -0.0007 32.21 R L 0

6488 LAGLVGPGR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 39 420.2587 2 838.5028 0.0003 30.11 R H 0

6489 LAGMTGTADTEAFEFSSIYK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 107 1070.0021 2 2137.9896 0.0019 56.70 K L 0

6490 LAGTGYLSILPVDQGVEHSAGASFAANPLYFDPK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 59 1169.2601 3 3504.7585 0.0019 65.28 R N 0

6491 LAGWGASK JW4121 ECK4156 psd phosphatidylserine decarboxylase 48 395.2162 2 788.4178 -0.0002 25.83 R R 0

6492 LAGWGASKR JW4121 ECK4156 psd phosphatidylserine decarboxylase 46 473.2665 2 944.5184 -0.0008 23.21 R A 0

6493 LAHGNGEYLIHGTSAPDSVGLR JW1668 ECK1674 ynhG conserved protein 35 566.7903 4 2263.1321 -0.0026 36.58 R V 0

6494 LAHNSSSMVEQAMYVSR JW5832 ECK1954 yedQ predicted diguanylate cyclase 70 637.3017 3 1908.8833 0.0010 37.24 R A 0

6495 LAHTTSVDEVLELLAGRK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 75 976.5442 2 1951.0738 0.0001 58.05 R - 0

6496 LAIALAQEGGIGFIHK JW5401 ECK2504 guaB IMP dehydrogenase 34 546.6507 3 1636.9303 0.0003 50.02 R N 0

6497 LAIFHLR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 47 435.2714 2 868.5282 -0.0001 39.59 R K 0

6498 LAIIGNGMVGHR 15.994915@M:8 JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 13 418.5641 3 1252.6705 -0.0006 24.24 R F 0

6499 LAIRPGSPMIGQR JW2289 ECK2286 yfbS predicted transporter 13 465.9354 3 1394.7844 0.0029 58.21 R L 0

6500 LAIVGRPNVGK JW5403 ECK2507 der predicted GTP-binding protein 47 562.3508 2 1122.6870 -0.0002 28.34 K S 0

6501 LAIVPDHPLLK JW1279 ECK1281 rnb ribonuclease II 37 405.9201 3 1214.7385 -0.0004 41.59 R D 0

6502 LAKEDPSFR JW3302 ECK3327 fusA protein chain elongation factor EF-G 30 531.7820 2 1061.5494 -0.0010 21.25 R V 0

6503 LAKLEEGR JW2903 ECK2931 yggG predicted peptidase 16 305.8468 3 914.5186 0.0001 18.41 K Q 0

6504 LAKYEYSVAEYYTER JW2577 ECK2593 yfiO predicted lipoprotein 68 942.9536 2 1883.8926 -0.0015 40.48 R G 0

6505 LALAASHELHR JW1392 ECK1394 paaJ predicted beta-ketoadipyl CoA thiolase 29 406.5631 3 1216.6675 0.0000 25.83 R R 0

6506 LALAMPSSALVDTYSR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 54 847.9435 2 1693.8724 0.0015 53.44 K F 0

6507 LALCDIASGEISQAK 57.021465@C:4 JW2385 ECK2384 glk glucokinase 82 788.4071 2 1574.7996 0.0023 47.77 R T 0

6508 LALDGDLIR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 72 493.2876 2 984.5606 0.0002 43.79 K Y 0

6509 LALDPGSVWITYR JW5942 ECK3515 bcsC cellulose synthase subunit 17 745.9038 2 1489.7930 0.0001 58.33 R L 0

6510 LALEGYSDAWK JW1929 ECK1943 fliM flagellar motor switching and energizing component 41 626.8138 2 1251.6130 -0.0004 46.30 K A 0

6511 LALESLGLGPYEAR JW0046 ECK0048 kefC potassium:proton antiporter 79 744.9067 2 1487.7988 0.0005 53.27 R E 0

6512 LALGFLR JW5637 ECK3654 yicN conserved protein 55 395.2525 2 788.4904 -0.0003 48.23 R E 0

6513 LALGFSVEQADGR JW3992 ECK4024 malG maltose transporter subunit -!- membrane component of ABC superfamily 54 681.8539 2 1361.6932 -0.0006 45.92 K I 0

6514 LALIGEK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 42 372.2367 2 742.4588 0.0000 30.96 R M 0

6515 LALKPGSEYHYPR JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 47 510.9391 3 1529.7955 -0.0037 29.96 R Q 0

6516 LALLEQR JW5505 ECK3033 yqiC conserved protein 42 421.7584 2 841.5022 0.0002 34.36 K I 0

6517 LALMNCLLHDIEGNLDHGGAIR 57.021465@C:6 JW4312 ECK4339 hsdM DNA methylase M 63 811.4109 3 2431.2109 0.0007 66.87 R L 0

6518 LALMPQR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 28 414.7415 2 827.4684 -0.0002 31.89 R D 0

6519 LALMPQRDWDVNAAAVR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 46 642.6720 3 1924.9942 0.0001 47.31 R A 0

6520 LALPLHPEYR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 38 604.8429 2 1207.6712 0.0000 39.17 K T JW1462

6521 LALPPDQAAEK JW4279 ECK4307 fimC chaperone, periplasmic 49 576.8168 2 1151.6190 0.0005 28.88 K L 0

6522 LALWQNYYDALAPLAK JW3765 ECK3783 rffA TDP-4-oxo-6-deoxy-D-glucose transaminase 29 617.3336 3 1848.9790 0.0015 67.99 R A 0

6523 LAMQVVVLR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 82 514.8177 2 1027.6208 -0.0004 43.75 K D 0

6524 LANAPFIKVEATK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 14 467.9408 3 1400.8006 -0.0020 36.05 K F 0

6525 LANEGFVAR JW4215 ECK4251 valS valyl-tRNA synthetase 59 488.7639 2 975.5132 -0.0006 26.85 K A 0

6526 LANELSDAAENK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 81 637.8147 2 1273.6148 -0.0002 27.68 R G 0

6527 LANELSDAAENKGTAVK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 55 865.9494 2 1729.8842 -0.0004 29.15 R K 0

6528 LANELSDAAENKGTAVKK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 14 465.5018 4 1857.9781 -0.0015 24.60 R R 0

6529 LANSGQLLTTSQNALALMADGEDANLQSQLYTAK JW5416 ECK2612 recN recombination and repair protein 22 1184.2627 3 3549.7663 0.0043 67.64 R Q 0

6530 LANVNPPELLR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 29 618.3588 2 1234.7030 -0.0003 42.04 R Y 0

6531 LAPDGMLLDIKPEGGDPALCQAALAAAK 57.021465@C:20 JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 82 936.1546 3 2805.4420 0.0015 57.90 K L 0

6532 LAPEHNQIVNHLIYPIPDPAMPFLGVHLTR JW2635 ECK2654 ygaF predicted enzyme 46 1134.9438 3 3401.8096 0.0026 61.00 R M 0

6533 LAPGSPFTGER JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 16 566.2928 2 1130.5710 -0.0010 32.62 R T 0

6534 LAPIAAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 51 342.2258 2 682.4370 -0.0006 21.81 K A 0

6535 LAPSLTLGCGSWGGNSISENVGPK 57.021465@C:9 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 91 1201.0950 2 2400.1754 0.0011 51.67 K H 0

6536 LAPVVVDVPDDVLVLR JW5189 ECK1194 ychM predicted transporter 62 860.0063 2 1717.9980 0.0002 62.61 R V 0

6537 LAQDDLLAFYQDDPNDPFR JW3132 ECK3151 nlpI conserved protein 39 1127.0270 2 2252.0394 0.0009 63.25 K S 0

6538 LAQDFNQLASTLEK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 86 789.4126 2 1576.8106 0.0010 50.28 K N 0

6539 LAQEASIK JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 55 430.2476 2 858.4806 -0.0003 20.75 K A 0

6540 LAQEASQEAAR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 58 587.2971 2 1172.5796 0.0011 18.21 R R 0

6541 LAQEASQEAARR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 27 443.9005 3 1328.6797 0.0002 18.38 R K 0

6542 LAQEKRPDLMIDGPLQYDAAVMADVAK JW2294 ECK2291 pta phosphate acetyltransferase 57 986.8405 3 2957.4997 0.0005 58.97 R S 0

6543 LAQELGAETATLSDPAEEK JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 78 986.9905 2 1971.9664 0.0029 41.37 R A 0

6544 LAQEYEIPLAQTVAIGDGANDLPMIK JW4351 ECK4380 serB 3-phosphoserine phosphatase 31 924.1501 3 2769.4285 0.0026 65.52 R A 0

6545 LAQFSLAR JW0107 ECK0110 ampE predicted inner membrane protein 56 453.2635 2 904.5124 -0.0005 35.90 R E 0

6546 LAQFSLAREPHVDKVETPK JW0107 ECK0110 ampE predicted inner membrane protein 57 722.3952 3 2164.1638 -0.0002 35.50 R A 0

6547 LAQFTSLQADLENGVNLEQTIR JW0886 ECK0894 pflB pyruvate formate lyase I 109 1230.6399 2 2459.2652 -0.0003 64.28 K L 0

6548 LAQLADEAK JW1298 ECK1300 pspB transcriptional regulator of psp operon 59 479.7636 2 957.5126 -0.0005 24.33 R R JW1890
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6549 LAQLADEAKR JW1298 ECK1300 pspB transcriptional regulator of psp operon 75 557.8142 2 1113.6138 -0.0004 21.85 R M 0

6550 LAQLPVAR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 41 434.2739 2 866.5332 -0.0006 29.23 R A 0

6551 LAQLTAK JW1865 ECK1877 argS arginyl-tRNA synthetase 40 372.7343 2 743.4540 -0.0001 21.61 K T 0

6552 LAQMEINPGGTLELGVDYGR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 31 1067.0363 2 2132.0580 0.0008 55.32 R A 0

6553 LAQMQQLSHQDDDSAAAAALAAQTGER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 70 933.1105 3 2796.3097 -0.0001 42.71 R K 0

6554 LAQQAGIDQSHPALQR JW1315 ECK1318 ycjF conserved inner membrane protein 79 866.9584 2 1731.9022 0.0007 26.17 K W 0

6555 LAQQEGQTGLPHPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 67 752.3989 2 1502.7832 -0.0008 22.75 K I 0

6556 LAQQEGQTGLPHPKIPLPR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 64 694.0603 3 2079.1591 0.0001 38.31 K D 0

6557 LAQQGLPK JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 39 427.7584 2 853.5022 0.0002 21.39 R G 0

6558 LAQQNLSEITGEFTSDDLLGR JW3684 ECK3699 trmE GTPase 70 1154.0768 2 2306.1390 0.0000 61.11 R I 0

6559 LAQTNSEDVFSLAMTAFAR JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 82 1036.5102 2 2071.0058 0.0015 70.52 R E 0

6560 LAQVDPPAQPTMETQDRVETENTGVKP JW0772 ECK0778 ybhO cardiolipin synthase 2 81 984.4848 3 2950.4326 -0.0017 36.61 R - 0

6561 LAQYIQQVDDK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 48 660.8429 2 1319.6712 -0.0009 32.51 K V 0

6562 LAQYIQQVDDKVNQELEK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 57 721.0436 3 2160.1090 0.0026 50.44 K D 0

6563 LAQYIQQVDDKVNQELEKDLK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 54 839.7779 3 2516.3119 -0.0003 56.25 K D 0

6564 LASAQKETGEKDALVVMK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 43 480.2630 4 1917.0229 -0.0013 28.23 R G 0

6565 LASAVDTRF JW1694 ECK1702 aroH 3-deoxy-D-arabino-heptulosonate-7-phosphate synthase, tryptophan repressible 63 490.2639 2 978.5132 -0.0001 32.79 K - 0

6566 LASAVLPLCSQHPGQCGLFPLEK 57.021465@C:9,57.021465@C:16 JW5150 ECK1032 ymdC predicted hydrolase 28 841.4348 3 2521.2826 0.0005 53.34 R S 0

6567 LASGLYTWLPTGVR JW0190 ECK0194 proS prolyl-tRNA synthetase 53 767.4235 2 1532.8324 -0.0026 57.40 K V 0

6568 LASLPGVVPGKYDRPNGCLLNPR 57.021465@C:18 JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 48 831.7851 3 2492.3335 0.0013 44.02 R C 0

6569 LASLSSALLNSALQK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 96 758.4408 2 1514.8670 0.0002 52.91 R W 0

6570 LASTWEGIR JW2448 ECK2459 talA transaldolase A 52 516.7775 2 1031.5404 0.0004 35.65 K A 0

6571 LASTWQGIR JW0007 ECK0008 talB transaldolase B 61 516.2853 2 1030.5560 0.0001 35.28 K A 0

6572 LASVDQFR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 64 468.2506 2 934.4866 -0.0006 30.42 K D 0

6573 LASVDQFRDSMDNSK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 59 856.8989 2 1711.7832 -0.0003 36.68 K T 0

6574 LATAWEGFTK JW0886 ECK0894 pflB pyruvate formate lyase I 38 562.2918 2 1122.5690 -0.0020 42.63 K G 0

6575 LATAWEGFTKGDWQNEVNVR JW0886 ECK0894 pflB pyruvate formate lyase I 83 774.3820 3 2320.1242 0.0004 53.19 K D 0

6576 LATCDMVISHNPQMTK 57.021465@C:4 JW2019 ECK2028 wbbI conserved protein 18 615.9601 3 1844.8585 0.0001 33.12 R Y 0

6577 LATELAR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 52 387.2295 2 772.4444 0.0001 22.71 R R 0

6578 LATGANALDTAAAIR JW0451 ECK0456 acrB multidrug efflux system protein 57 714.8938 2 1427.7730 -0.0002 40.49 K A 0

6579 LATLLSDASR JW0849 ECK0856 ybjP predicted lipoprotein 71 523.7957 2 1045.5768 0.0000 35.73 K D 0

6580 LATLLSDASRDNNHR JW0849 ECK0856 ybjP predicted lipoprotein 48 561.6237 3 1681.8493 -0.0002 28.89 K E 0

6581 LATLPTYEEAIAR JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 68 724.3930 2 1446.7714 -0.0003 44.72 R L 0

6582 LATLSEETCQK 57.021465@C:9 JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 68 640.3129 2 1278.6112 -0.0012 25.97 K L 0

6583 LATQQSHIPAK JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 32 398.5592 3 1192.6558 -0.0006 18.70 R T 0

6584 LAVADNEHLR JW0907 ECK0915 mukB fused chromosome partitioning proteins 26 379.8715 3 1136.5927 -0.0013 24.13 R D 0

6585 LAVANNVHNFVEHR JW3132 ECK3151 nlpI conserved protein 73 810.4239 2 1618.8332 0.0003 32.69 K Y 0

6586 LAVCSMPIGQSLPSHSVIVPR 57.021465@C:4 JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 51 750.0693 3 2247.1861 -0.0008 47.45 R K 0

6587 LAVGEALTNIAATQIGDIK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 54 633.3583 3 1897.0531 0.0011 62.39 R R 0

6588 LAVGEALTNIAATQIGDIKR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 67 685.3917 3 2053.1533 0.0002 57.13 R I 0

6589 LAVGLYDGMNLDWLAYR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 109 985.4962 2 1968.9778 0.0011 70.06 R I 0

6590 LAVGMPIR JW1823 ECK1833 yebT conserved protein 23 428.7574 2 855.5002 0.0003 36.42 K Y 0

6591 LAVGYTLDELMNDITGGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 67 969.4854 2 1936.9562 -0.0001 76.99 K T 0

6592 LAVNFGAEILK JW2448 ECK2459 talA transaldolase A 14 587.8451 2 1173.6756 0.0000 51.57 K I 0

6593 LAVPTLIH JW0049 ECK0051 apaG protein associated with Co2+ and Mg2+ efflux 16 432.2711 2 862.5276 0.0000 44.31 R - 0

6594 LAVRPYPHQLEEWVELK JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 40 703.0497 3 2106.1273 0.0010 49.66 R N 0

6595 LAVYSTK JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 32 391.2263 2 780.4380 0.0000 23.24 K Q 0

6596 LAWPGNVR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 24 456.7559 2 911.4972 -0.0005 37.01 R Q 0

6597 LAWQNGHYFTLR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 56 753.3856 2 1504.7566 -0.0009 46.38 R T 0

6598 LAYDGLNYNTYR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 83 731.8510 2 1461.6874 -0.0013 41.02 R N 0

6599 LAYQLADK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 48 461.2556 2 920.4966 0.0000 28.33 K L 0

6600 LAYQLADKLR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 38 397.5678 3 1189.6816 -0.0003 35.20 K N 0

6601 LAYVTFESGR JW5100 ECK0729 tolB periplasmic protein 77 571.7958 2 1141.5770 0.0003 39.55 K S 0

6602 LCDLWLAPK 57.021465@C:2 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 53 558.2994 2 1114.5842 -0.0003 48.05 K Q 0

6603 LCEHCLNPACVATCPSGAIYK 57.021465@C:2,57.021465@C:5,57.021465@C:10,57.021465@C:14 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 51 807.6987 3 2420.0743 -0.0003 39.76 R R 0

6604 LCETFANK 57.021465@C:2 JW0120 ECK0123 gcd glucose dehydrogenase 44 491.7369 2 981.4592 0.0003 25.16 K G 0

6605 LCKQEPALIDYLI 57.021465@C:2 JW4131 ECK4169 hflX predicted GTPase 34 788.4274 2 1574.8402 0.0025 62.91 R - 0

6606 LCLMDTQR 57.021465@C:2 JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 52 518.7497 2 1035.4848 0.0007 31.76 R A 0

6607 LCMHMQSK 57.021465@C:2 JW2659 ECK2678 mprA DNA-binding transcriptional regulator 21 345.4910 3 1033.4512 0.0006 21.96 R L 0

6608 LCPSFITSQFTPALK 57.021465@C:2 JW5878 ECK2532 csiE stationary phase inducible protein 57 855.4501 2 1708.8856 -0.0002 56.34 R S 0

6609 LCQTHQHPFSVIQVDLDHFK 57.021465@C:2 JW5832 ECK1954 yedQ predicted diguanylate cyclase 35 613.0574 4 2448.2005 -0.0005 47.18 K A 0

6610 LCVEQCK 57.021465@C:2,57.021465@C:6 JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 15 468.7172 2 935.4198 -0.0006 20.16 K M 0

6611 LDAEGETMLTIPGNPPNLLR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 44 1076.0602 2 2150.1058 0.0018 58.59 R L 0

6612 LDAEGETMLTIPGNPPNLLRLPK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 59 830.4530 3 2488.3372 0.0014 59.04 R G 0

6613 LDAPLIVVATQGGK JW1666 ECK1672 pykF pyruvate kinase I 46 691.4064 2 1380.7982 0.0006 49.11 K S 0

6614 LDDIAAWTYR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 74 612.3064 2 1222.5982 0.0001 47.08 R A 0

6615 LDDIQPAK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 14 450.2452 2 898.4758 -0.0001 22.02 R V 0

6616 LDDNTIEISVTPNR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 37 793.9035 2 1585.7924 -0.0023 41.96 K A 0

6617 LDDTSSEFNTQR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 56 706.8177 2 1411.6208 -0.0008 27.34 R V 0

6618 LDDTSSEFNTQRVECLELDNLMETAYATAVSANFR 57.021465@C:15 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 59 1337.6174 3 4009.8304 -0.0004 79.21 R T 0

6619 LDDVLNNR JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 28 479.7509 2 957.4872 -0.0006 28.04 K A 0

6620 LDDVNRPK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 22 478.7615 2 955.5084 -0.0003 17.08 R S 0

6621 LDEAQEAAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 66 501.7461 2 1001.4776 -0.0002 18.81 R F 0

6622 LDEDEQYR JW2462 ECK2473 nlpB lipoprotein 58 534.2352 2 1066.4558 -0.0008 21.75 R G 0

6623 LDEFETVGNTIR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 81 697.3513 2 1392.6880 -0.0004 42.34 R A 0

6624 LDEGCTERDDVNFLK 57.021465@C:5 JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 43 905.9173 2 1809.8200 -0.0003 38.05 R H 0

6625 LDEIDRVSGQTQFNGVNVLAK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 82 1152.1037 2 2302.1928 0.0012 47.04 R N 0

6626 LDELAHNALVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 24 408.2311 3 1221.6715 -0.0002 31.96 R G 0

6627 LDELIASHQAGVIGWQVCR 57.021465@C:18 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 30 718.0389 3 2151.0949 0.0054 49.81 R E 0

6628 LDEQPGETNAR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 55 615.2914 2 1228.5682 -0.0002 19.67 R R 0

6629 LDESVNR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 23 416.7118 2 831.4090 0.0005 19.10 K V 0

6630 LDEVYALYADPDADFDKLAAEQGR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 74 895.7615 3 2684.2627 0.0021 58.54 R L 0

6631 LDFAVPVADKDEHGLQFYIGLGPEL JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 18 915.1383 3 2742.3931 0.0025 69.54 K - 0

6632 LDFCNLDVNDTAAFSR 57.021465@C:4 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 86 929.4268 2 1856.8390 0.0027 53.74 R L 0

6633 LDFQGTESLNTLR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 92 747.3825 2 1492.7504 -0.0018 45.34 K D 0

6634 LDFQGTESLNTLRDR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 16 588.9674 3 1763.8804 0.0002 42.15 K I 0

6635 LDGASLHFAPLEFPAVADFECTTALVEAAK 57.021465@C:21 JW3808 ECK3825 udp uridine phosphorylase 130 1064.1972 3 3189.5698 0.0007 75.84 R S 0

6636 LDGLSDAFSVFR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 81 663.8392 2 1325.6638 0.0022 60.86 R C 0

6637 LDGPVTGNGK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 56 479.2523 2 956.4900 -0.0027 20.24 R I 0

6638 LDGRPVMIIGHQK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 42 488.6099 3 1462.8079 0.0000 29.13 R G 0

6639 LDGTQFQLK JW1178 ECK1177 dadA D-amino acid dehydrogenase 55 525.2837 2 1048.5528 -0.0024 36.10 R W 0

6640 LDGVNVLLRPVSAESLDNLVATSTAPFITHETAR JW3361 ECK3385 yrfF predicted inner membrane protein 55 902.4840 4 3605.9069 0.0016 71.59 K A 0

6641 LDGYQYR JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 20 457.7221 2 913.4296 0.0003 25.32 K L 0

6642 LDHLGKEVLESR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 59 698.3826 2 1394.7506 -0.0012 28.76 K L 0

6643 LDHWPDTVKTMQR 15.994915@M:11 JW0637 ECK0635 leuS leucyl-tRNA synthetase 20 821.9052 2 1641.7958 0.0025 44.21 K N 0

6644 LDIFTQSLENGAAQQGIEVSLLNEK JW2504 ECK2516 yfhM conserved protein 92 906.4708 3 2716.3906 -0.0015 66.41 R G 0

6645 LDISVNWQGAAK JW5283 ECK1749 ydjY predicted protein 32 651.3457 2 1300.6768 -0.0006 46.08 K A 0

6646 LDITRLPK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 13 478.2994 2 954.5842 -0.0020 33.70 R V 0

6647 LDKNDAAVLLVDHQAGLLSLVR JW0880 ECK0888 ycaC predicted hydrolase 108 1180.6688 2 2359.3230 0.0008 58.92 R D 0

6648 LDLDTASSQLADDVYEVVLR JW3584 ECK3599 secB protein export chaperone 74 1111.5623 2 2221.1100 -0.0014 78.15 K V 0

6649 LDLENAILIHDPQLELAPQR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 70 766.7534 3 2297.2384 0.0006 59.35 R E 0

6650 LDLENAILIHDPQLELAPQREK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 78 852.4651 3 2554.3735 -0.0018 55.27 R E 0

6651 LDLFANEK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 29 475.2531 2 948.4916 0.0001 39.35 K L 0

6652 LDLSASR JW3071 ECK3091 yqjK conserved protein 32 381.2114 2 760.4082 0.0003 24.28 R R 0

6653 LDLSASRR JW3071 ECK3091 yqjK conserved protein 13 459.2614 2 916.5082 -0.0008 22.44 R E 0

6654 LDLVYLPMGVTTPDIWGGNR JW0120 ECK0123 gcd glucose dehydrogenase 75 1109.0728 2 2216.1310 0.0011 70.88 K T 0

6655 LDLVYLPMGVTTPDIWGGNRTPEQER 15.994915@M:8 JW0120 ECK0123 gcd glucose dehydrogenase 74 991.8310 3 2972.4712 0.0009 60.54 K Y 0

6656 LDLYGKVDGLHYFSDNK JW2203 ECK2207 ompC outer membrane porin protein C 47 661.9983 3 1982.9731 -0.0007 47.78 K D 0

6657 LDLYGKVDGLHYFSDNKDVDGDQTYMR JW2203 ECK2207 ompC outer membrane porin protein C 38 791.8707 4 3163.4537 -0.0021 49.59 K L 0

6658 LDLYITVK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 52 482.7895 2 963.5644 0.0004 45.46 K G 0

6659 LDNILFDQGR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 69 595.8113 2 1189.6080 -0.0011 45.43 R I 0

6660 LDNLHVAMVGDLK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 28 475.5904 3 1423.7494 0.0001 42.50 R Y 0

6661 LDNLVFVINCNLQR 57.021465@C:10 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 91 859.4561 2 1716.8976 -0.0004 58.43 K L 0

6662 LDNMATK 15.994915@M:4 JW1667 ECK1673 lpp murein lipoprotein 16 404.6970 2 807.3794 -0.0002 13.68 R Y 0

6663 LDNMATKYR JW1667 ECK1673 lpp murein lipoprotein 18 371.1904 3 1110.5494 0.0002 21.32 R K 0

6664 LDNVATSNSSIEYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 92 784.8810 2 1567.7474 -0.0004 30.81 R R 0

6665 LDNVVYR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 42 439.7404 2 877.4662 0.0004 26.53 R M 0

6666 LDNYHTEYDSATACGGSGR 57.021465@C:14 JW0790 ECK0794 fiu predicted iron outer membrane transporter 53 691.9570 3 2072.8492 -0.0003 27.08 R G 0

6667 LDPIYVDLTQSVQDFLR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 74 1011.5308 2 2021.0470 0.0001 80.04 R M 0

6668 LDPVIGR JW2573 ECK2590 clpB protein disaggregation chaperone 24 385.2319 2 768.4492 -0.0002 28.87 K D 0

6669 LDPWVFMFSAGYRF JW1248 ECK1250 ompW outer membrane protein W 48 868.4189 2 1734.8232 0.0005 77.79 R - 0

6670 LDQAISLLSSASSQVK JW2479 ECK2490 yfgC predicted peptidase 117 823.9517 2 1645.8888 0.0002 49.26 R L 0

6671 LDQLTVIELDRDLAAR JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 49 614.3426 3 1840.0060 0.0006 54.06 R L 0

6672 LDQMMESVSQLLQLAR JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 34 931.4797 2 1860.9448 0.0011 73.31 R A 0

6673 LDRLDEPSSNK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 36 425.2174 3 1272.6304 -0.0005 20.29 R V 0

6674 LDSAVTNLNNTTTNLSEAQSR JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 118 1125.0547 2 2248.0948 0.0017 39.83 R I 0

6675 LDSMINDLLVMSR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 120 753.8868 2 1505.7590 0.0008 64.12 R N 0

6676 LDTATVASLGEAIGVLEQQSDLK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 39 786.7518 3 2357.2336 0.0011 72.52 K G 0

6677 LDTTGLIDR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 65 502.2742 2 1002.5338 -0.0008 35.03 K K 0

6678 LDTTGLIDRK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 33 566.3230 2 1130.6314 0.0020 30.54 K V 0

6679 LDVALLPLLSHQLSVK JW2049 ECK2058 asmA predicted assembly protein 53 582.6894 3 1745.0464 0.0014 63.10 R Q 0
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6680 LDVDKLGALEER JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 52 453.2489 3 1356.7249 -0.0002 39.84 K R 0

6681 LDVGTGYQYWYGLPNFYTITR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 64 1264.1182 2 2526.2218 -0.0002 70.47 R Y 0

6682 LDVKDIVTDSR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 59 630.8433 2 1259.6720 -0.0001 40.24 R G 0

6683 LDVLDER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 54 430.2295 2 858.4444 -0.0002 33.04 R M 0

6684 LDVNTCGLLLFTTDGELANR 57.021465@C:6 JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 46 1111.5598 2 2221.1050 0.0002 64.73 R L 0

6685 LDVPLLVEVGSGENWDQAH JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 75 1039.5136 2 2077.0126 0.0011 65.21 R - 0

6686 LDVQFDNVEEAIAMSAMYAANHLK JW1843 ECK1855 pykA pyruvate kinase II 24 894.0967 3 2679.2683 0.0010 77.04 R G 0

6687 LDVSTTESLLIDK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 43 717.3902 2 1432.7658 -0.0002 50.56 R A 0

6688 LDVSTTESLLIDKAQQLTLTAPEMTALVGGMR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 43 1134.9346 3 3401.7820 0.0034 79.76 R V 0

6689 LDYSDRVTVAR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 18 432.2299 3 1293.6679 0.0001 29.21 R L 0

6690 LDYVIPSR JW5571 ECK3864 bipA GTP-binding protein 52 481.7690 2 961.5234 0.0002 36.38 R G 0

6691 LDYYGLK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 41 436.2317 2 870.4488 0.0001 35.39 K K 0

6692 LEAIAQIK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 45 443.2736 2 884.5326 -0.0004 31.55 R E 0

6693 LEAIASLEDLGAGFALATHDLEIR JW1100 ECK1100 mfd transcription-repair coupling factor 92 842.4468 3 2524.3186 0.0014 78.06 R G 0

6694 LEALFYGLGSDGSVSATK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 75 907.9616 2 1813.9086 -0.0012 53.38 K N 0

6695 LEAVGLR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 37 379.2318 2 756.4490 -0.0003 27.47 K G 0

6696 LECKSLMDLYTFAQR 57.021465@C:3 JW2366 ECK2365 evgA DNA-binding response regulator in two-component regulatory system with EvgS 17 937.9589 2 1873.9032 -0.0033 49.62 K N 0

6697 LEDAQVQLENNRLEQELVLLAQR JW3619 ECK3634 yicC conserved protein 79 907.8227 3 2720.4463 0.0007 61.53 K I 0

6698 LEDAVTVLH JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 13 498.7719 2 995.5292 0.0004 34.52 R - 0

6699 LEDNLPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 44 428.7297 2 855.4448 -0.0002 25.01 R L 0

6700 LEDQPAVQQAATEVR JW2660 ECK2679 emrA multidrug efflux system 61 827.9244 2 1653.8342 0.0021 33.20 K N 0

6701 LEDWGRR JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 20 466.2401 2 930.4656 -0.0014 22.20 R Q 0

6702 LEEGLNPNAILVPQQGVTR JW0452 ECK0457 acrA multidrug efflux system 90 1024.5613 2 2047.1080 0.0018 49.04 R T 0

6703 LEEGLVELR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 68 529.2984 2 1056.5822 0.0008 39.62 R G 0

6704 LEEIIQAHDGHNLNVQLER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 23 557.7906 4 2227.1333 -0.0011 39.26 R A 0

6705 LEELFVSLVNEK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 77 710.3898 2 1418.7650 -0.0006 56.75 R Q 0

6706 LEEQNEVVAEAIER JW0907 ECK0915 mukB fused chromosome partitioning proteins 102 814.9095 2 1627.8044 -0.0008 41.40 R Q 0

6707 LEFIINR JW1692 ECK1700 pps phosphoenolpyruvate synthase 52 452.7663 2 903.5180 0.0003 42.81 R M 0

6708 LEFSIYR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 40 464.2503 2 926.4860 -0.0001 43.53 R Y 0

6709 LEFYQVPDLQYIVSR JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 85 935.4914 2 1868.9682 0.0010 64.96 R S 0

6710 LEGDVESR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 57 452.7220 2 903.4294 -0.0003 19.32 K Q 0

6711 LEGGNDVSLK JW1666 ECK1672 pykF pyruvate kinase I 75 516.2717 2 1030.5288 -0.0006 25.69 K A 0

6712 LEGNNAELGAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 29 558.2883 2 1114.5620 0.0002 21.16 R K 0

6713 LEGPIVEDILQFELENLPGQSAAR JW0772 ECK0778 ybhO cardiolipin synthase 2 73 1319.6901 2 2637.3656 0.0007 79.25 R R 0

6714 LEGVQTQDGYDEMVK JW5127 ECK0943 ymbA conserved protein 24 856.3956 2 1710.7766 -0.0004 37.23 R V 0

6715 LEGVTAEVVK JW3619 ECK3634 yicC conserved protein 50 522.8005 2 1043.5864 0.0001 31.28 R V 0

6716 LEGYQEDQAK JW1606 ECK1609 ydgA conserved protein 22 590.7779 2 1179.5412 0.0004 20.86 K K 0

6717 LEHQLQLLQEAVNSKR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 24 636.0209 3 1905.0409 -0.0024 42.75 R L 0

6718 LEIATVPLDSGARPTLGEPSR JW1795 ECK1804 yeaY predicted lipoprotein 23 727.0630 3 2178.1672 0.0028 46.34 R G 0

6719 LEIIDNPNDAEMAIVLGDSIPNDSALNGK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 87 1013.5048 3 3037.4926 0.0014 66.12 K N 0

6720 LELINPPEEAFVDGR JW2766 ECK2790 ygdH conserved protein 45 849.9384 2 1697.8622 -0.0002 53.64 K I 0

6721 LELNYDNFMEEFTAILHR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 44 752.3655 3 2254.0747 0.0019 77.37 K Q 0

6722 LELPSGAGLTADSTPLMYQGLEVGQLTK JW1823 ECK1833 yebT conserved protein 74 963.8358 3 2888.4856 0.0015 64.70 K L 0

6723 LELPSLQDFGALLEEQSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 96 1009.0287 2 2016.0428 0.0013 74.02 K E 0

6724 LENLQAVGPAFDLDYDQNR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 15 1089.5276 2 2177.0406 0.0017 54.25 R A 0

6725 LENQHFDEITK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 80 687.3382 2 1372.6618 -0.0005 27.78 K A 0

6726 LENQLSPATDVAVVPHSSAAKE JW1271 ECK1274 yciS conserved inner membrane protein 56 755.0567 3 2262.1483 -0.0009 36.67 R - 0

6727 LENSLGGIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 46 465.7663 2 929.5180 -0.0001 28.77 K D 0

6728 LENVEIGTILK JW2049 ECK2058 asmA predicted assembly protein 70 614.8611 2 1227.7076 0.0002 48.58 R A 0

6729 LENWPPASIADE JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 31 671.3199 2 1340.6252 0.0005 49.96 R - 0

6730 LEPIVSVLQSDPEQFEQLKEDYAYSQQMQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 88 1200.2496 3 3597.7270 -0.0027 63.54 K D 0

6731 LEQASGLITVTDATTLAK JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 31 916.5048 2 1830.9950 0.0012 49.26 R E 0

6732 LEQAWPDSLADGQLIKDDEGRDQLK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 50 947.4735 3 2839.3987 -0.0002 49.53 R A 0

6733 LEQFEVNQQR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 56 645.8252 2 1289.6358 -0.0006 29.38 R D 0

6734 LEQMGIAAK JW0233 ECK0244 proA gamma-glutamylphosphate reductase 16 480.7627 2 959.5108 -0.0001 25.31 M Q 0

6735 LEQMPVNEYLDLYVI JW0325 ECK0331 prpD 2-methylcitrate dehydratase 19 919.9668 2 1837.9190 0.0018 75.06 R - 0

6736 LEQQALMK JW2573 ECK2590 clpB protein disaggregation chaperone 59 480.7625 2 959.5104 -0.0006 25.66 K E 0

6737 LESPGGMVHGYGLAASQLQR JW1264 ECK1266 sohB predicted inner membrane peptidase 54 691.0181 3 2070.0325 0.0007 43.00 R L 0

6738 LESQISTLYGGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 55 662.3486 2 1322.6826 -0.0003 37.97 K L 0

6739 LESVYPAGFELLDGGK JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 53 847.9359 2 1693.8572 0.0010 57.89 R S 0

6740 LETFLLEGSQGNDLMDYSKEQVITDILDQYER JW0306 ECK0312 betT choline transporter of high affinity 103 1254.9404 3 3761.7994 0.0010 74.85 R H 0

6741 LETIEGSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 44 438.7370 2 875.4594 -0.0005 21.64 K G 0

6742 LETNRQPR JW0755 ECK0761 ybhC predicted pectinesterase 24 507.2778 2 1012.5410 -0.0003 14.08 R T 0

6743 LETWGLPLSEAK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 65 672.3638 2 1342.7130 -0.0001 50.69 R E 0

6744 LEVEESQPLVNAVWIDLVEPDDDER JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 17 970.4738 3 2908.3996 0.0017 73.54 R L 0

6745 LEVEESQPLVNAVWIDLVEPDDDERLR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 115 1060.2022 3 3177.5848 0.0017 70.72 R V 0

6746 LEVIDAR JW3630 ECK3645 yicH conserved protein 55 408.2348 2 814.4550 0.0002 27.93 R L 0

6747 LEVNEDR JW2573 ECK2590 clpB protein disaggregation chaperone 42 437.7166 2 873.4186 -0.0006 20.46 R I 0

6748 LEVNEDRIVAVQ JW2573 ECK2590 clpB protein disaggregation chaperone 35 692.8750 2 1383.7354 -0.0004 38.05 R - 0

6749 LEYDPNR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 24 453.7195 2 905.4244 0.0002 23.00 R S 0

6750 LEYQWTNNIGDAHTIGTRPDNGMLSLGVSYR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 37 870.4259 4 3477.6745 0.0010 53.70 R F 0

6751 LEYSDVK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 38 427.2187 2 852.4228 -0.0001 24.06 R I 0

6752 LFAAAGQK JW0462 ECK0467 htpG molecular chaperone HSP90 family 35 403.2317 2 804.4488 -0.0005 22.56 K V 0

6753 LFADAFSK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 28 449.7371 2 897.4596 0.0000 39.98 K D 0

6754 LFADAFSKDPDFYAFIR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 24 1012.0022 2 2021.9898 0.0011 64.79 K S 0

6755 LFAEGFLVTEIAK JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 66 719.4033 2 1436.7920 0.0005 61.32 R K 0

6756 LFAEQVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 42 431.7427 2 861.4708 0.0000 27.93 K T 0

6757 LFAGNATPELAQR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 76 694.3695 2 1386.7244 -0.0010 36.52 K I 0

6758 LFAGQIDR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 29 460.2545 2 918.4944 0.0021 30.37 R M 0

6759 LFALDAASGK JW0120 ECK0123 gcd glucose dehydrogenase 50 496.7742 2 991.5338 0.0001 39.07 R E 0

6760 LFALDAASGKEK JW0120 ECK0123 gcd glucose dehydrogenase 54 625.3423 2 1248.6700 -0.0014 34.50 R W 0

6761 LFASHSTIELPK JW5531 ECK3150 deaD ATP-dependent RNA helicase 33 448.2497 3 1341.7273 -0.0019 37.58 K G 0

6762 LFAVDQR JW2448 ECK2459 talA transaldolase A 34 424.7346 2 847.4546 -0.0005 30.38 R K 0

6763 LFCLGER 57.021465@C:3 JW0213 ECK0224 yafJ predicted amidotransfease 17 447.7286 2 893.4426 -0.0003 38.30 R V 0

6764 LFDPFFQVGTGVQR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 52 805.9193 2 1609.8240 -0.0013 59.74 R N 0

6765 LFDWGGAENLAYATLVDEGIPVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 87 1253.6353 2 2505.2560 0.0019 75.64 K L 0

6766 LFDYLTDTGNLPR JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 84 762.8882 2 1523.7618 -0.0002 53.30 R I 0

6767 LFEEFNR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 53 477.7376 2 953.4606 0.0000 38.84 R V 0

6768 LFEESLK JW5808 ECK0142 pcnB poly(A) polymerase I 48 433.2366 2 864.4586 -0.0006 33.40 R L JW0894

6769 LFEGSENFKR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 62 613.8115 2 1225.6084 -0.0006 29.17 K D 0

6770 LFEQTQK JW3600 ECK3615 rfaY lipopolysaccharide core biosynthesis protein 24 447.2396 2 892.4646 -0.0007 21.64 R V 0

6771 LFETSENGLDYFTSVPAR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 119 1023.4948 2 2044.9750 0.0009 55.94 R F 0

6772 LFFDNQLATLLEDQEK JW3221 ECK3240 yhdA conserved inner membrane protein 104 962.4894 2 1922.9642 0.0017 69.23 R V 0

6773 LFGEYYYSPDSLSSGIQSYEEANAGAR JW5371 ECK2243 yfaZ predicted outer membrane porin protein 68 992.1182 3 2973.3328 0.0023 60.59 R Y 0

6774 LFGGQHLVIAQQSLDR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 75 891.4863 2 1780.9580 -0.0003 42.66 R L 0

6775 LFGHDKAER JW5676 ECK3471 rbbA fused ribosome-associated ATPases 18 358.1889 3 1071.5449 -0.0012 19.43 R E 0

6776 LFGKPEIDGSR JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 32 406.8874 3 1217.6404 -0.0002 29.60 R R 0

6777 LFGKPEIDGSRR JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 15 458.9211 3 1373.7415 -0.0002 27.66 R L 0

6778 LFGLTIDPER JW1693 ECK1701 ydiA conserved protein 62 580.8193 2 1159.6240 0.0003 53.37 K L 0

6779 LFGSIGTR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 43 425.7427 2 849.4708 0.0000 33.53 K D 0

6780 LFGVTTLDIIR JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 64 624.3715 2 1246.7284 0.0000 59.49 K S 0

6781 LFHDYLDLHR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 53 664.8408 2 1327.6670 -0.0003 39.92 K S 0

6782 LFIDDMSAIGQSLDK JW3809 ECK3826 rmuC predicted recombination limiting protein 83 826.9140 2 1651.8134 0.0008 60.75 R A 0

6783 LFIDDMSAIGQSLDKAQDNYR JW3809 ECK3826 rmuC predicted recombination limiting protein 57 800.7220 3 2399.1442 0.0016 60.23 R Q 0

6784 LFIDNFDKYTDTPAGAALVAAGPKL JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 78 870.1264 3 2607.3574 -0.0011 64.35 K - 0

6785 LFIVQARPETVR JW1692 ECK1700 pps phosphoenolpyruvate synthase 71 714.9187 2 1427.8228 -0.0020 36.48 K S 0

6786 LFKEFAK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 41 441.7579 2 881.5012 0.0001 27.19 R A 0

6787 LFLCCADNLISGNAFK 57.021465@C:4,57.021465@C:5 JW2507 ECK2520 pepB aminopeptidase B 54 921.9475 2 1841.8804 0.0000 59.99 K L 0

6788 LFLGHGAEVYEGQIIGIHSR JW5571 ECK3864 bipA GTP-binding protein 50 549.7946 4 2195.1493 0.0007 47.32 K S 0

6789 LFLHAAALK JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 36 328.5393 3 982.5961 -0.0004 35.56 R F 0

6790 LFLIPEEYSPPQVLVDTDR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 79 1116.0845 2 2230.1544 0.0023 65.37 K F 0

6791 LFLIPEEYSPPQVLVDTDRFLEMNR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 32 756.1405 4 3020.5329 0.0011 76.34 K Q 0

6792 LFLMPLEEVEGVLPGAR JW1925 ECK1939 fliI flagellum-specific ATP synthase 24 935.5105 2 1869.0064 -0.0006 72.08 R V 0

6793 LFLTKPLGIGVLTTAEK JW1753 ECK1762 selD selenophosphate synthase 27 601.0327 3 1800.0763 0.0002 54.27 K K 0

6794 LFLTKPLGIGVLTTAEKK JW1753 ECK1762 selD selenophosphate synthase 59 643.7317 3 1928.1733 0.0022 48.63 K S 0

6795 LFNDADIDR JW2115 ECK2119 mlrA DNA-binding transcriptional regulator 17 539.7617 2 1077.5088 -0.0003 34.05 R I 0

6796 LFNELGPR JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 58 473.2607 2 944.5068 -0.0011 36.03 K F 0

6797 LFNPFSFR JW5150 ECK1032 ymdC predicted hydrolase 13 514.2716 2 1026.5286 0.0000 57.45 R L 0

6798 LFPNANWYER JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 31 655.3198 2 1308.6250 -0.0001 46.33 K E 0

6799 LFRQELR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 26 481.2827 2 960.5508 0.0004 25.28 R D 0

6800 LFSEAGLPTYR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 27 627.3294 2 1252.6442 -0.0010 42.92 R T 0

6801 LFSGMQR JW2500 ECK2512 yfgA conserved protein 46 419.7157 2 837.4168 0.0002 27.42 K K 0

6802 LFSSINR JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 27 418.7351 2 835.4556 0.0004 29.68 R T 0

6803 LFSVPNPGAADDFLSVINPESLVIK JW0666 ECK0668 glnS glutamyl-tRNA synthetase 16 881.4740 3 2641.4002 0.0000 76.60 R Q 0

6804 LFSYSRR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 16 464.7548 2 927.4950 0.0025 28.93 R E 0

6805 LFTADVAHELR JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 48 424.5630 3 1270.6672 0.0003 39.71 R T 0

6806 LFTLDELIR JW2023 ECK2032 rfbC dTDP-4-deoxyrhamnose-3,5-epimerase 49 560.3242 2 1118.6338 0.0004 61.62 R L 0

6807 LFTPAAK JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 15 374.2235 2 746.4324 -0.0003 24.24 R F 0

6808 LFVGLQHAR JW2415 ECK2417 cysA sulfate/thiosulfate transporter subunit -!- ATP-binding component of ABC superfamily 15 347.5380 3 1039.5922 -0.0004 31.51 R L 0

6809 LFVTSNFHLDPSSMQLGSNVPFPR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 20 897.4524 3 2689.3354 0.0030 62.86 R Q 0

6810 LFVVDAFCGANPDTR 57.021465@C:8 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 46 841.4038 2 1680.7930 0.0001 54.03 R L 0
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6811 LFWLSQTPFEQR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 45 776.4009 2 1550.7872 -0.0010 61.52 R H 0

6812 LFYLISEDMTEPYEAR JW5756 ECK4245 yjgK conserved protein 104 988.9699 2 1975.9252 0.0016 59.88 R R 0

6813 LFYNDFQADDADLSDYTNK JW0172 ECK0176 yaeT conserved protein 136 1127.9919 2 2253.9692 -0.0010 54.44 R S 0

6814 LGAAGVVVAGSGVQAIFGTK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 57 901.5127 2 1801.0108 0.0011 55.80 K S 0

6815 LGADAVIVHHGYFWKGESPVIR JW0700 ECK0699 ybgI conserved metal-binding protein 23 613.5786 4 2450.2853 -0.0007 45.22 R G 0

6816 LGADGDFAQGYVIAHEVGHHVQK JW2460 ECK2471 ypfJ conserved protein 60 612.8068 4 2447.1981 0.0000 42.54 K L 0

6817 LGADGNALFR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 34 517.2745 2 1032.5344 -0.0008 37.18 K Q 0

6818 LGADVVGAIPHFEFTR JW0328 ECK0334 codA cytosine deaminase 61 576.9736 3 1727.8990 -0.0004 55.52 R E 0

6819 LGAENIFLGR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 104 545.3066 2 1088.5986 0.0008 45.91 K K 0

6820 LGAENIFLGRK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 61 609.3532 2 1216.6918 -0.0009 39.45 K A 0

6821 LGAEVMSQR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 71 495.7550 2 989.4954 -0.0010 25.41 R I 0

6822 LGAFEIR JW0183 ECK0187 tilS tRNA(Ile)-lysidine synthetase 18 403.2325 2 804.4504 0.0011 20.52 R R 0

6823 LGAFFIR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 45 412.2448 2 822.4750 -0.0002 46.04 R R 0

6824 LGAMATINQVIDQETAQLVAEEMGHK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 97 933.1339 3 2796.3799 0.0012 73.19 K V 0

6825 LGAMLDQK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 63 438.2362 2 874.4578 -0.0003 27.23 R N 0

6826 LGANPVPLQLAIGAEEHFTGVVDLVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 33 896.4977 3 2686.4713 0.0019 72.95 R M 0

6827 LGAPSNHTHLALSR JW3783 ECK3805 yigA conserved protein 32 369.2030 4 1472.7829 -0.0018 26.35 R Q 0

6828 LGAQQCQLVDDSLVR 57.021465@C:6 JW2751 ECK2774 pyrG CTP synthetase 100 851.4328 2 1700.8510 -0.0005 41.79 R Q 0

6829 LGASGVVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 59 365.7262 2 729.4378 -0.0006 21.51 R L 0

6830 LGASVVGFSDSANTSLGK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 25 855.4396 2 1708.8646 0.0014 42.90 R K 0

6831 LGASVVGFSDSANTSLGKK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 56 613.3261 3 1836.9565 -0.0016 37.50 R G 0

6832 LGAVPGGTER JW1753 ECK1762 selD selenophosphate synthase 46 478.7607 2 955.5068 -0.0019 22.50 K N 0

6833 LGCEVTEGKDEWQAVAPSWR 57.021465@C:3 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 37 773.3676 3 2317.0810 0.0014 47.54 R F 0

6834 LGDIEYR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 49 433.2241 2 864.4336 -0.0005 28.03 K E 0

6835 LGDILSQLYLASAVLK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 127 852.5008 2 1702.9870 0.0001 75.24 R R 0

6836 LGDILSQLYLASAVLKR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 41 620.7036 3 1859.0890 0.0010 68.23 R Y 0

6837 LGDKVLEVSNLR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 52 671.8878 2 1341.7610 -0.0006 37.21 R K 0

6838 LGDKVLEVSNLRK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 51 490.9595 3 1469.8567 0.0000 31.61 R S 0

6839 LGDLPTSGQIR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 86 578.8196 2 1155.6246 -0.0001 33.59 K L 0

6840 LGDNADVIPGDSNDSSVLK JW1242 ECK1244 kch voltage-gated potassium channel 26 958.4648 2 1914.9150 -0.0020 41.69 R K 0

6841 LGDNADVIPGDSNDSSVLKK JW1242 ECK1244 kch voltage-gated potassium channel 80 682.0116 3 2043.0130 0.0009 35.65 R A 0

6842 LGDQVDGQRPLAVIHAK JW4345 ECK4374 deoA thymidine phosphorylase 78 606.3388 3 1815.9946 -0.0009 33.52 R D 0

6843 LGDQVDGQRPLAVIHAKDENNWQEAAK JW4345 ECK4374 deoA thymidine phosphorylase 21 751.3818 4 3001.4981 -0.0023 37.91 R A 0

6844 LGDRVEVTPGLK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 42 428.5821 3 1282.7245 0.0000 29.50 K I 0

6845 LGDSVTIWHQSGK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 67 714.3673 2 1426.7200 -0.0005 34.60 K G 0

6846 LGDVATVTDSVQDVR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 52 787.9036 2 1573.7926 -0.0021 41.18 R N 0

6847 LGEAMQAVQFGNPAER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 88 859.4201 2 1716.8256 0.0003 42.78 R N 0

6848 LGEAMQAVQFGNPAERNDIAMGPLINAAALER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 86 1123.2344 3 3366.6814 0.0001 61.13 R V 0

6849 LGEELDAAKAELDALQAEIR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 76 719.0471 3 2154.1195 0.0027 66.26 K D 0

6850 LGEFAPTR JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 46 445.7397 2 889.4648 -0.0010 28.19 K T 0

6851 LGEFTMPEHK JW4359 ECK4388 rob DNA-binding transcriptional activator 48 594.7889 2 1187.5632 -0.0012 32.53 R F 0

6852 LGEGDKVVSLIVPR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 40 494.6276 3 1480.8610 -0.0004 46.55 R G 0

6853 LGEGTLITLR JW1336 ECK1339 ydaN predicted Zn(II) transporter 94 536.8217 2 1071.6288 0.0000 43.33 R C 0

6854 LGELLEALK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 68 493.3002 2 984.5858 0.0004 49.59 K Q 0

6855 LGEPVFDVQECQIR 57.021465@C:11 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 65 845.4168 2 1688.8190 -0.0002 46.24 R G 0

6856 LGETGDAIAK JW3069 ECK3089 yqjD conserved protein 74 487.7612 2 973.5078 -0.0001 22.47 R Q 0

6857 LGETGDAIAKQTR JW3069 ECK3089 yqjD conserved protein 103 680.3646 2 1358.7146 -0.0007 22.26 R V 0

6858 LGEVATDSKPR JW1264 ECK1266 sohB predicted inner membrane peptidase 74 586.8169 2 1171.6192 -0.0005 19.05 K V 0

6859 LGFAIAHALDNSAPAVDGIEPELQSK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 71 888.4612 3 2662.3618 0.0017 56.58 R I 0

6860 LGFFETVDTDTQR JW0172 ECK0176 yaeT conserved protein 67 764.8671 2 1527.7196 -0.0010 49.16 R V 0

6861 LGFFETVDTDTQRVPGSPDQVDVVYK JW0172 ECK0176 yaeT conserved protein 71 971.4824 3 2911.4254 0.0013 54.72 R V 0

6862 LGFIDFAR JW5403 ECK2507 der predicted GTP-binding protein 33 469.7582 2 937.5018 -0.0004 52.64 R V 0

6863 LGFKDVLIRPK JW0101 ECK0104 guaC GMP reductase 38 643.4030 2 1284.7914 -0.0004 39.97 K R 0

6864 LGFMSFYVK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 48 546.2833 2 1090.5520 -0.0001 55.97 R A 0

6865 LGFQPVLLPFSPNGK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 20 807.4574 2 1612.9002 0.0026 61.97 K A 0

6866 LGFTVAVESGAGQLASFDDK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 29 1006.5020 2 2010.9894 -0.0005 57.55 K A 0

6867 LGGAEIAR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 26 393.7268 2 785.4390 -0.0005 22.33 R T 0

6868 LGGAEIARTEWYR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 47 507.9321 3 1520.7745 0.0011 39.11 R E 0

6869 LGGAQQHDSVR JW1248 ECK1250 ompW outer membrane protein W 82 584.2970 2 1166.5794 0.0002 16.56 K L 0

6870 LGGAQQHDSVRLDPWVFMFSAGYRF JW1248 ECK1250 ompW outer membrane protein W 16 962.1394 3 2883.3964 0.0049 69.58 K - 0

6871 LGGDDGKTEVVDIDGK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 20 539.9369 3 1616.7889 -0.0006 31.25 K T 0

6872 LGGDEFCIILVDSTPQIAAQLPER 57.021465@C:7 JW5291 ECK1784 yeaJ predicted diguanylate cyclase 83 1321.6788 2 2641.3430 0.0010 68.03 R I 0

6873 LGGELLR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 50 379.2319 2 756.4492 -0.0002 31.02 R Q 0

6874 LGGGLSAEALTEK JW1843 ECK1855 pykA pyruvate kinase II 13 623.3377 2 1244.6608 -0.0004 36.36 K D 0

6875 LGGGLSAEALTEKDKADIK JW1843 ECK1855 pykA pyruvate kinase II 44 639.3495 3 1915.0267 0.0006 34.83 K T 0

6876 LGGGTVLQQK JW3116 ECK3135 yraM conserved protein 52 500.7929 2 999.5712 -0.0001 25.29 K F 0

6877 LGGHLNIK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 32 426.2580 2 850.5014 -0.0010 20.82 K T 0

6878 LGGIFSR JW3725 ECK3740 yieN fused predicted transcriptional regulators 30 375.2188 2 748.4230 -0.0002 34.31 R R 0

6879 LGGKIPK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 21 356.7396 2 711.4646 0.0003 19.18 K G 0

6880 LGGKIPKGVLMVGPPGTGK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 29 602.6936 3 1805.0590 -0.0007 38.29 K T 0

6881 LGGMVWR 15.994915@M:4 JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 52 417.7180 2 833.4214 -0.0003 29.72 R A 0

6882 LGGNSLLDLVVFGR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 73 730.4165 2 1458.8184 -0.0010 69.85 R A 0

6883 LGGPNFHEIPINRPTCPYHNFQR 57.021465@C:16 JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 41 922.1224 3 2763.3454 0.0002 39.87 R D 0

6884 LGIAQGDTVK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 28 501.2842 2 1000.5538 -0.0014 26.93 K V 0

6885 LGIDFLK JW2021 ECK2030 glf UDP-galactopyranose mutase, FAD/NAD(P)-binding 18 403.2446 2 804.4746 0.0001 49.18 K D 0

6886 LGIDTYTLLEEMASR JW1504 ECK1504 ydeV predicted sugar kinase 86 856.4334 2 1710.8522 0.0025 67.04 R V 0

6887 LGIDVQAANSLLNNAFGQR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 105 1001.0297 2 2000.0448 0.0009 64.48 R Q 0

6888 LGIEEGIELNPPLFDLFLK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 25 1079.0956 2 2156.1766 -0.0002 79.98 R N 0

6889 LGIEINRR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 20 485.7933 2 969.5720 0.0001 26.90 R D 0

6890 LGIFTPK JW2553 ECK2567 lepA GTP binding membrane protein 49 388.2392 2 774.4638 -0.0002 37.48 R Q 0

6891 LGIMPGFGGSVR JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 59 595.8210 2 1189.6274 -0.0004 47.14 K M 0

6892 LGINPDFYEKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 21 451.2383 3 1350.6931 -0.0002 39.31 K D 0

6893 LGIPYVFK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 48 468.7816 2 935.5486 0.0006 50.63 K A 0

6894 LGIQAFEPVLIEGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 67 757.4354 2 1512.8562 0.0011 57.88 R A 0

6895 LGISDEQVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 61 494.7691 2 987.5236 -0.0001 28.00 K Q 0

6896 LGISMADVDNALYNAFGQR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 89 1028.0020 2 2053.9894 0.0003 72.15 R L 0

6897 LGIVKPWNSTWFANTK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 87 931.5018 2 1860.9890 0.0005 51.77 R E 0

6898 LGIVKPWNSTWFANTKEFADNLDSDFK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 75 1048.5215 3 3142.5427 0.0027 64.75 R V 0

6899 LGIVKPWNSTWFANTKEFADNLDSDFKVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 84 850.4348 4 3397.7101 0.0005 64.52 R Q 0

6900 LGLALAEDEIDYLQDAFTK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 114 1063.0393 2 2124.0640 0.0014 75.81 R L 0

6901 LGLAYGGDGYDK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 69 614.7953 2 1227.5760 -0.0011 35.19 K Q 0

6902 LGLEDRTEYYPAQLSGGQQQR JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 44 803.7312 3 2408.1718 -0.0003 41.48 R V 0

6903 LGLGGPIGSGR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 69 492.2850 2 982.5554 -0.0005 34.65 R Q 0

6904 LGLIEVQAPILSR JW3722 ECK3738 asnA asparagine synthetase A 79 704.9302 2 1407.8458 0.0010 55.02 R V 0

6905 LGLSDAFLIK JW0105 ECK0108 nadC quinolinate phosphoribosyltransferase 22 538.8212 2 1075.6278 0.0002 55.55 R E 0

6906 LGLTNTTFQTVHGLDAPGQFSTAR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 78 844.7666 3 2531.2780 0.0010 49.45 K D 0

6907 LGLVDDVVPHSILLEAAVELAK JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 57 767.7747 3 2300.3023 0.0031 74.49 K K 0

6908 LGLYFNPYGK JW5905 ECK1406 hrpA ATP-dependent helicase 35 586.3111 2 1170.6076 0.0004 49.33 K V 0

6909 LGMDRDIIVNK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 42 637.3496 2 1272.6846 -0.0014 33.21 K V 0

6910 LGMKPGEAIEHPWVTK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 55 598.3186 3 1791.9340 -0.0003 38.15 K A 0

6911 LGMSDSEIRR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 20 388.5327 3 1162.5763 -0.0002 24.93 K Q 0

6912 LGMSMDNVVVTLDR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 44 775.3900 2 1548.7654 0.0014 53.55 K H 0

6913 LGNECETYAELK 57.021465@C:5 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 72 713.8298 2 1425.6450 0.0004 33.24 R L 0

6914 LGNECETYAELKLGQEVWKEGDK 57.021465@C:5 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 14 674.8280 4 2695.2829 0.0031 50.13 R S 0

6915 LGNFINGELWGR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 73 688.3595 2 1374.7044 0.0001 54.37 R V 0

6916 LGNSVDVAMTGK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 79 596.3045 2 1190.5944 -0.0021 30.50 K A 0

6917 LGNTLGSDGENLPK JW4312 ECK4339 hsdM DNA methylase M 24 707.8618 2 1413.7090 -0.0010 32.83 R A 0

6918 LGPEEITADIPNVGEAALSK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 37 1012.5308 2 2023.0470 -0.0003 55.84 K L 0

6919 LGPLLYAEEEGEVFLGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 20 946.4939 2 1890.9732 0.0005 68.40 K S 0

6920 LGPSSLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 14 351.2132 2 700.4118 -0.0001 23.39 R T 0

6921 LGPVYSVR JW2889 ECK2918 yggE conserved protein 59 445.7589 2 889.5032 0.0010 30.54 K Y 0

6922 LGPYEFICTGRPDEGIPAVCFK 57.021465@C:8,57.021465@C:20 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 67 1263.6120 2 2525.2094 0.0012 57.34 K L JW3485

6923 LGPYEFICTGRPDEGIPAVCFK 57.021465@C:8,57.021465@C:20 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 54 842.7442 3 2525.2108 0.0024 57.78 K L JW3485

6924 LGQEQHYLGPLNGPELLVVLPEAK JW3783 ECK3805 yigA conserved protein 40 872.1466 3 2613.4180 0.0015 61.42 R A 0

6925 LGQEVWK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 40 430.2373 2 858.4600 0.0001 30.25 K E 0

6926 LGQFSSAETQR JW3352 ECK3376 aroB 3-dehydroquinate synthase 45 612.3042 2 1222.5938 -0.0004 25.74 R I 0

6927 LGSIGSDLGASIK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 68 609.3400 2 1216.6654 -0.0008 39.84 K G 0

6928 LGSLQQAR JW2479 ECK2490 yfgC predicted peptidase 64 436.7508 2 871.4870 -0.0005 20.69 K Y 0

6929 LGSNSLAELVVFGR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 88 731.4066 2 1460.7986 0.0000 59.74 R L 0

6930 LGSQFHIPHGLANALLICNVIR 57.021465@C:18 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 93 815.1181 3 2442.3325 0.0008 58.55 K Y 0

6931 LGSQIYAMAGMQTR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 102 763.8760 2 1525.7374 -0.0006 43.65 R L 0

6932 LGSTLVIPLRGENQR JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 37 551.6531 3 1651.9375 0.0006 40.16 K V 0

6933 LGTAEIESALVAHPK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 67 512.6190 3 1534.8352 -0.0003 42.79 R I 0

6934 LGTALAMAVDHEINMVSLVR 15.994915@M:7 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 75 719.3788 3 2155.1146 0.0015 63.21 R N 0

6935 LGTEYVIALIPLGGYVK JW0171 ECK0175 yaeL zinc metallopeptidase 14 903.5246 2 1805.0346 0.0007 68.65 K M 0

6936 LGTFSQIR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 14 461.2613 2 920.5080 0.0000 33.22 R T 0

6937 LGTLTGNTPLNQAQNFALQSDSAR JW4120 ECK4155 yjeP predicted mechanosensitive channel 93 839.7619 3 2516.2639 0.0019 52.34 R L 0

6938 LGTQANNMHVWSDATGQK JW5682 ECK3456 dcrB periplasmic protein 45 653.3108 3 1956.9106 -0.0008 35.11 K A 0

6939 LGTSTVSPIELENAVR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 93 843.4567 2 1684.8988 -0.0007 48.09 K G 0

6940 LGTSVLTGGSR JW0232 ECK0243 proB gamma-glutamate kinase 47 524.2928 2 1046.5710 -0.0009 28.90 K R 0

6941 LGTTTPAGYTDLLVNYTYR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 87 1060.0394 2 2118.0642 0.0010 57.40 R I 0

53



6942 LGVAFNQMADNINALIASKK JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 59 706.7174 3 2117.1304 0.0000 61.73 R Q 0

6943 LGVALATAESVVDAIER JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 113 857.4731 2 1712.9316 0.0009 68.01 R A 0

6944 LGVDIDNLLCSQPDTGEQALEICDALAR 57.021465@C:10,57.021465@C:23 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 57 1029.4976 3 3085.4710 0.0015 68.84 K S 0

6945 LGVDVYAVSTDTHFTHK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 27 473.2403 4 1888.9321 0.0000 40.37 K A 0

6946 LGVENDIALLNYLSSVTLSPADKD JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 113 1274.1633 2 2546.3120 0.0005 76.98 K - 0

6947 LGVEVIAVDR JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 107 535.8139 2 1069.6132 0.0001 40.27 R Y 0

6948 LGVGSDDTVAVGIVYQF JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 37 870.4472 2 1738.8798 0.0020 68.02 K - 0

6949 LGVIAFNLGK JW1670 ECK1676 sufS selenocysteine lyase, PLP-dependent 13 516.3160 2 1030.6174 0.0000 50.03 R H 0

6950 LGVLGDWSHPYLTMDFK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 71 660.3296 3 1977.9670 0.0011 62.92 R T 0

6951 LGVLGFEVDHER JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 23 457.5736 3 1369.6990 0.0000 45.28 K N 0

6952 LGVLLNNQR JW2487 ECK2498 ppx exopolyphosphatase 66 513.8057 2 1025.5968 -0.0013 33.88 R Q 0

6953 LGVNAGTR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 60 394.2245 2 786.4344 -0.0003 19.75 K V 0

6954 LGVVALDPDALSISGLHNYVK JW5760 ECK4255 yjgQ conserved inner membrane protein 25 727.7357 3 2180.1853 0.0011 59.28 K Y 0

6955 LGVVDVGASLQGR JW5041 ECK0305 ykgE predicted oxidoreductase 77 635.8593 2 1269.7040 0.0000 43.19 K A 0

6956 LGVWQDILSR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 69 593.8328 2 1185.6510 0.0005 55.88 R R 0

6957 LGWAAGK JW3143 ECK3165 glmM phosphoglucosamine mutase 22 351.7002 2 701.3858 -0.0002 26.71 K V 0

6958 LGWHHPPFEIPK JW2449 ECK2460 tktB transketolase 2, thiamin-binding 34 486.5942 3 1456.7608 -0.0007 41.82 K E 0

6959 LGYDLQSGSPQLNAHR JW2453 ECK2464 narQ sensory histidine kinase in two-component regulatory system with NarP (NarL) 63 585.9641 3 1754.8705 0.0003 35.69 R Q 0

6960 LGYEGPETPEAMTLFIR JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 65 962.4803 2 1922.9460 0.0013 60.45 R Q 0

6961 LGYIAER JW2226 ECK2224 ubiG bifunctional 3-demethylubiquinone-9 3-methyltransferase -!- 2-octaprenyl-6-hydroxy phenol methylase 35 411.2294 2 820.4442 0.0000 26.16 R A 0

6962 LGYLSPMR JW5609 ECK3741 trkD potassium transporter 15 468.7525 2 935.4904 0.0005 37.30 R I 0

6963 LGYMQAFVEYGIR JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 53 773.8895 2 1545.7644 -0.0006 58.35 K H 0

6964 LGYPITDDLDIYTR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 89 827.9198 2 1653.8250 0.0000 55.42 K L 0

6965 LGYVTPLAAGAFPLTR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 77 823.9672 2 1645.9198 0.0006 57.28 R R 0

6966 LHDVSEEVHR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 48 407.5387 3 1219.5943 -0.0004 19.76 K A 0

6967 LHDYYKDEVVK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 18 470.2416 3 1407.7030 -0.0004 25.45 K K 0

6968 LHDYYKDEVVKK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 42 512.9399 3 1535.7979 -0.0006 22.33 K L 0

6969 LHEEAMALPSEEEFAER JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 77 994.4570 2 1986.8994 0.0002 42.86 K K 0

6970 LHEFGGDITK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 45 558.7878 2 1115.5610 -0.0001 27.48 R F 0

6971 LHFGSYHDVDSSELAFK JW3302 ECK3327 fusA protein chain elongation factor EF-G 89 976.4630 2 1950.9114 0.0003 43.77 R L 0

6972 LHGYLPSR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 26 471.7612 2 941.5078 -0.0004 25.52 K Q 0

6973 LHGYLPSRQPNFTEK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 19 596.3124 3 1785.9154 -0.0008 31.76 K L 0

6974 LHHANDTDSFSATNVH JW1958 ECK1972 yeeI conserved protein 71 883.3982 2 1764.7818 0.0003 22.35 R - 0

6975 LHIAAPTAGK JW2504 ECK2516 yfhM conserved protein 39 489.7898 2 977.5650 -0.0008 23.79 K G 0

6976 LHIGDGLDNGVTIGPLIDEK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 38 692.7038 3 2075.0896 -0.0002 53.91 K A 0

6977 LHILGVMEQAINAPR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 150 831.4612 2 1660.9078 -0.0005 52.40 R G 0

6978 LHKPEEAAAMR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 42 418.2211 3 1251.6415 0.0022 19.19 R R 0

6979 LHLDIPLNGELVTAK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 57 544.9822 3 1631.9248 0.0002 51.21 R G 0

6980 LHLIANEPGTYDGISASYSGPGFSGMK 15.994915@M:26 JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 23 929.1099 3 2784.3079 0.0012 48.05 R F 0

6981 LHMGHVR JW0637 ECK0635 leuS leucyl-tRNA synthetase 33 425.2293 2 848.4440 0.0002 18.37 R N 0

6982 LHNGLVIVEMLPPIDVSQYGK JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 15 774.7563 3 2321.2471 0.0017 62.90 R D 0

6983 LHNLLLR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 24 439.7822 2 877.5498 0.0001 30.81 R Y 0

6984 LHNMEDLFGEVMVPTEEVVEIR JW3945 ECK3973 nusG transcription termination factor 30 1293.6331 2 2585.2516 0.0011 67.90 K G 0

6985 LHNYPQPR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 36 512.7698 2 1023.5250 0.0001 19.43 K L 0

6986 LHQCGLPK 57.021465@C:4 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 36 476.7552 2 951.4958 -0.0002 19.90 R K 0

6987 LHQCGLPKK 57.021465@C:4 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 26 360.8719 3 1079.5939 0.0029 17.82 R M 0

6988 LHQDDEIGMLVR JW5943 ECK3514 yhjK predicted diguanylate cyclase 19 475.9096 3 1424.7070 -0.0012 39.47 R S 0

6989 LHQSPTGNDIR JW0566 ECK0569 ybdG predicted mechanosensitive channel 45 619.3178 2 1236.6210 -0.0001 18.89 R S 0

6990 LHSLKPYTLK JW3597 ECK3612 rfaL O-antigen ligase 22 400.5762 3 1198.7068 -0.0006 25.09 K S 0

6991 LHSLLDEGSLVELGSELEPK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 113 1083.0694 2 2164.1242 -0.0021 62.98 R D 0

6992 LHSLLDEGSLVELGSELEPKDVLK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 79 874.1417 3 2619.4033 0.0025 64.31 R F 0

6993 LHSQGNLSQTNNSK JW1065 ECK1063 flgG flagellar component of cell-distal portion of basal-body rod 29 509.9220 3 1526.7442 0.0004 15.82 R D 0

6994 LHTVLER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 29 434.2555 2 866.4964 -0.0009 23.64 R L 0

6995 LHVHDENNECGIGDVVEIR 57.021465@C:10 JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 80 735.6835 3 2204.0287 0.0007 38.41 K E 0

6996 LHYALVDEVDSILIDEAR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 123 1036.0389 2 2070.0632 0.0000 68.64 K T 0

6997 LHYHAYLTAASR JW0107 ECK0110 ampE predicted inner membrane protein 43 468.2456 3 1401.7150 -0.0003 26.70 R N 0

6998 LIAAAPTAVAPEESGFYAR JW1700 ECK1708 btuE predicted glutathione peroxidase 19 967.5046 2 1932.9946 0.0002 46.51 K M 0

6999 LIADYELSALLVTR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 59 788.9513 2 1575.8880 0.0009 63.41 K S 0

7000 LIAEAMDK 15.994915@M:6 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 39 453.7334 2 905.4522 -0.0005 20.07 K V 0

7001 LIAEAMDKVGK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 41 587.8282 2 1173.6418 -0.0009 30.95 K E 0

7002 LIAETAPDANNLLR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 87 755.9148 2 1509.8150 -0.0001 42.13 K Q 0

7003 LIAGILPDLLVK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 30 632.9159 2 1263.8172 0.0006 64.34 R G 0

7004 LIAHVGCVSTAESQQLAASAK 57.021465@C:7 JW3194 ECK3214 nanA N-acetylneuraminate lyase 77 714.3718 3 2140.0936 -0.0009 36.09 K R 0

7005 LIAINAENGK JW0120 ECK0123 gcd glucose dehydrogenase 64 521.7981 2 1041.5816 -0.0001 28.20 R L 0

7006 LIAINAENGKLCETFANK 57.021465@C:12 JW0120 ECK0123 gcd glucose dehydrogenase 36 669.3504 3 2005.0294 -0.0007 43.05 R G 0

7007 LIAPLPAQHQAFNQAWTTAVTATQ JW5655 ECK3541 yiaF conserved protein 30 1289.6755 2 2577.3364 0.0024 57.33 K - 0

7008 LIARDEALHLTGTQHMLNLLR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 30 604.5877 4 2414.3217 0.0001 49.31 R S 0

7009 LIAVNRVSK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 15 333.8819 3 998.6239 0.0003 23.47 K T 0

7010 LIAYVTGVQNVR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 88 666.8851 2 1331.7556 -0.0004 40.05 R D 0

7011 LICGIERPSAGK 57.021465@C:3 JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 20 434.2390 3 1299.6952 -0.0017 26.46 K I 0

7012 LICYGENR 57.021465@C:3 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 51 512.7477 2 1023.4808 0.0002 24.74 K D 0

7013 LIDALSQLPAGYPVYSNR JW5374 ECK2258 menD bifunctional 2-oxoglutarate decarboxylase -!- SHCHC synthase 13 659.6874 3 1976.0404 0.0036 55.33 R G 0

7014 LIDASADKVQSGSQQVHAAGR JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 97 713.3692 3 2137.0858 -0.0017 25.61 K T 0

7015 LIDDFLFVTTPR JW2635 ECK2654 ygaF predicted enzyme 44 718.8931 2 1435.7716 0.0006 62.11 K T 0

7016 LIDDIVK JW2660 ECK2679 emrA multidrug efflux system 47 408.2471 2 814.4796 -0.0003 35.37 K A 0

7017 LIDEALLDQYAR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 18 710.3776 2 1418.7406 0.0001 50.80 R E 0

7018 LIDEFGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 41 425.2267 2 848.4388 -0.0004 32.75 K T 0

7019 LIDFNGGTLR JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 77 553.3021 2 1104.5896 -0.0032 41.59 R N 0

7020 LIDLGSDEVATAGK JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 115 694.8670 2 1387.7194 0.0000 39.91 R T 0

7021 LIDNVSDTLILRPLISYDKEHIINLAR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 88 1045.5898 3 3133.7476 -0.0024 61.70 R Q 0

7022 LIDQATAEIVETAK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 71 751.4094 2 1500.8042 0.0006 43.59 R R 0

7023 LIDQATAEIVETAKR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 21 553.3088 3 1656.9046 0.0000 40.98 R T 0

7024 LIDQYGPISR JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 67 581.3167 2 1160.6188 -0.0002 34.80 R I 0

7025 LIDSIIPEPLGGAHR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 32 529.9668 3 1586.8786 0.0005 48.01 K N 0

7026 LIDSIIPEPLGGAHRNPEAMAASLK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 14 650.8517 4 2599.3777 -0.0015 50.98 K A 0

7027 LIDSQDVETR JW2751 ECK2774 pyrG CTP synthetase 46 588.2987 2 1174.5828 -0.0001 26.10 K G 0

7028 LIDVTTCIGCK 57.021465@C:7,57.021465@C:10 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 55 640.3232 2 1278.6318 0.0006 39.65 K A 0

7029 LIEATQFSMAHQDVR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 37 582.6258 3 1744.8556 -0.0010 38.50 R Y 0

7030 LIEEAEER JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 21 494.7506 2 987.4866 -0.0006 22.58 K R 0

7031 LIEEEALKENTQEVHAIVPVPIASYLLNEK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 61 1130.6114 3 3388.8124 -0.0004 64.53 R R 0

7032 LIEEEALKENTQEVHAIVPVPIASYLLNEKR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 59 887.2357 4 3544.9137 -0.0004 60.40 R S 0

7033 LIEKAGAWYSYK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 15 714.8802 2 1427.7458 0.0010 57.36 K G 0

7034 LIEKIEDYQPQALAILGK JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 56 681.3890 3 2041.1452 -0.0008 54.62 K Q 0

7035 LIELVGGR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 39 428.7660 2 855.5174 -0.0004 35.83 R G 0

7036 LIEPLIR JW0915 ECK0923 pepN aminopeptidase N 24 427.2786 2 852.5426 -0.0007 38.87 R L 0

7037 LIEQGNPDAVSVQYPLSELR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 87 1114.5816 2 2227.1486 0.0003 52.79 R Y 0

7038 LIEQQAVIAAL JW4215 ECK4251 valS valyl-tRNA synthetase 63 584.8503 2 1167.6860 -0.0002 55.23 K - 0

7039 LIEVPVEYIAGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 58 665.8845 2 1329.7544 0.0001 50.72 K V 0

7040 LIFDKESHR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 61 572.8094 2 1143.6042 0.0006 24.66 K V 0

7041 LIFIDKGR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 46 481.2950 2 960.5754 -0.0001 33.16 R I 0

7042 LIFMGVEHTQPEK JW2487 ECK2498 ppx exopolyphosphatase 17 510.2655 3 1527.7747 -0.0007 36.96 R G 0

7043 LIFTGGVAK JW0903 ECK0911 ycbC conserved inner membrane protein 25 453.2763 2 904.5380 -0.0002 34.74 K T 0

7044 LIGALLEDMVQHVELCDSGHQAVER 57.021465@C:16 JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 35 705.6009 4 2818.3745 0.0002 67.22 K A 0

7045 LIGDDEHGWDDDGVFNFEGGCYAK 57.021465@C:21 JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 61 906.0467 3 2715.1183 -0.0003 57.45 R T 0

7046 LIGGQIAPDHGEILFDGENIPAMSR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 50 884.1150 3 2649.3232 0.0011 55.41 R S 0

7047 LIGHHIADEQVTDILR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 31 610.6674 3 1828.9804 0.0009 41.16 R R 0

7048 LIGHHIADEQVTDILRR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 18 497.2770 4 1985.0789 -0.0015 39.92 R L 0

7049 LIGIMSR 15.994915@M:5 JW1615 ECK1618 add adenosine deaminase 29 403.2334 2 804.4522 -0.0005 29.33 K T 0

7050 LIGNPETR JW5808 ECK0142 pcnB poly(A) polymerase I 37 450.2506 2 898.4866 -0.0006 22.39 R Y 0

7051 LIGVSTALEMILTGK JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 33 773.4507 2 1544.8868 0.0021 75.68 R Q 0

7052 LIHGGLR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 17 383.2398 2 764.4650 -0.0006 20.50 K Y 0

7053 LIHGQVATR JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 23 332.1981 3 993.5725 0.0004 19.16 R W 0

7054 LIHIWSVPVEYLTR JW1218 ECK1221 narI nitrate reductase 1, gamma (cytochrome b(NR)) subunit 37 575.9951 3 1724.9635 0.0022 59.17 R K 0

7055 LIIDFKK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 16 438.7811 2 875.5476 -0.0003 35.31 K G 0

7056 LIIGDKEIFGISR JW3941 ECK3965 birA bifunctional biotin-[acetylCoA carboxylase] holoenzyme synthetase -!- DNA-binding transcriptional repressor, bio-5'-AMP-binding 13 487.6207 3 1459.8403 0.0005 48.78 K G 0

7057 LILDAAPDLR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 24 548.8218 2 1095.6290 0.0002 45.86 R I 0

7058 LILDAAPDLRIPATISFVASVAQFTPK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 17 952.2070 3 2853.5992 -0.0011 77.30 R T 0

7059 LILSEDPQPTPLAWQR JW5701 ECK3346 yhfK conserved inner membrane protein 44 932.5012 2 1862.9878 -0.0011 51.40 R M 0

7060 LILSQLGEEGR JW0080 ECK0083 mraW S-adenosyl-dependent methyltransferase activity on membrane-located substrates 79 607.8405 2 1213.6664 -0.0001 41.90 R L 0

7061 LINAEGK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 30 372.7152 2 743.4158 -0.0018 19.00 R A 0

7062 LINAVQDVYLDSK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 69 739.3983 2 1476.7820 -0.0003 46.02 K I 0

7063 LINDAYDSEYFATK JW3897 ECK3918 glpK glycerol kinase 90 825.3882 2 1648.7618 -0.0002 44.38 K V 0

7064 LINKEDAVVVDLR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 79 742.4271 2 1482.8396 -0.0009 37.94 R Q 0

7065 LINQAVEIVR JW5196 ECK1261 yciO conserved protein 43 577.8476 2 1153.6806 -0.0012 37.01 R K 0

7066 LINYLVEEFKK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 25 465.9341 3 1394.7805 -0.0006 48.08 R D 0

7067 LIPAADISEQISTAGK JW5689 ECK3404 malP maltodextrin phosphorylase 66 807.4411 2 1612.8676 0.0004 46.04 K E 0

7068 LIPAAVEGGLHQIETASGAVLK JW0599 ECK0600 ahpF alkyl hydroperoxide reductase, F52a subunit, FAD/NAD(P)-binding 57 725.4113 3 2173.2121 0.0016 60.60 K A 0

7069 LIPAGTGYAYHQDR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 98 781.3908 2 1560.7670 -0.0015 29.48 R M 0

7070 LIPEELVPVQR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 31 646.8822 2 1291.7498 -0.0002 46.48 K V 0

7071 LIPLTTAEQVGK JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 36 635.3744 2 1268.7342 0.0002 40.15 R W 0

7072 LIPLVILNALEGK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 85 696.9452 2 1391.8758 0.0006 72.01 K A 0
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7073 LIQADCLAWLR 57.021465@C:6 JW0931 ECK0939 ycbY predicted methyltransferase 40 679.8660 2 1357.7174 -0.0002 54.90 R E 0

7074 LIQDDVNETAYNQIK JW2434 ECK2436 eutB ethanolamine ammonia-lyase, large subunit, heavy chain 46 882.4443 2 1762.8740 0.0003 39.26 R N 0

7075 LIQDFDGIFNQTMR JW5241 ECK1484 yddV predicted diguanylate cyclase 30 849.4190 2 1696.8234 -0.0008 59.31 R N 0

7076 LIQESILR JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 44 486.2973 2 970.5800 -0.0010 36.57 R N 0

7077 LIQIADEALYIAK JW5241 ECK1484 yddV predicted diguanylate cyclase 82 730.9221 2 1459.8296 0.0010 54.40 R R 0

7078 LIQLMNETVDGDYQTFK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 119 1007.9937 2 2013.9728 0.0012 52.83 K S 0

7079 LISAGTTLPEDVADR JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 66 779.4097 2 1556.8048 0.0002 40.34 R A 0

7080 LISAVMGGR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 79 452.2574 2 902.5002 -0.0006 31.27 R T 0

7081 LISEEIELSR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 43 594.8271 2 1187.6396 -0.0001 39.43 R L 0

7082 LISLDTFSQLGK JW4120 ECK4155 yjeP predicted mechanosensitive channel 41 661.3729 2 1320.7312 0.0023 55.56 R A 0

7083 LISTIYTQANQYR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 49 785.9144 2 1569.8142 -0.0008 40.10 R V 0

7084 LISVKTDVLDLTINTR JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 56 601.0175 3 1800.0307 -0.0049 52.58 K G 0

7085 LISVVLGAK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 82 450.2999 2 898.5852 0.0001 38.91 R T 0

7086 LITATENGNQLMQQNIK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 77 958.4993 2 1914.9840 0.0008 40.06 R V 0

7087 LITDGLAVFEK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 71 603.3425 2 1204.6704 0.0002 53.82 K M 0

7088 LITIAVPR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 41 441.7923 2 881.5700 0.0003 41.56 R I 0

7089 LITMISSPNGEQR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 82 723.3744 2 1444.7342 -0.0001 35.79 R L 0

7090 LITSSSADGK JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 67 489.7584 2 977.5022 -0.0006 19.40 R L 0

7091 LIVAVNSDASTKR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 15 458.5959 3 1372.7659 -0.0014 25.68 R L 0

7092 LIVGLANPGAEYAATR JW1195 ECK1192 pth peptidyl-tRNA hydrolase 31 808.4419 2 1614.8692 -0.0036 44.86 K H 0

7093 LIVGLNADPEFFMHQK JW0556 ECK0559 ybcH predicted protein 39 620.3225 3 1857.9457 0.0009 55.18 K Q 0

7094 LIVIDPR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 40 413.2632 2 824.5118 -0.0001 36.21 K F 0

7095 LIVIEMNPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 40 542.8132 2 1083.6118 0.0008 41.91 R V 0

7096 LIVKPNAVNGELSEDDIQLFPLLR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 23 898.5009 3 2692.4809 0.0010 63.79 K N 0

7097 LIVVTHQ JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 42 405.2472 2 808.4798 -0.0010 26.37 R - 0

7098 LKADATDNTSLAEHLSETNFYLGK JW3132 ECK3151 nlpI conserved protein 43 660.3306 4 2637.2933 0.0010 48.58 R Y 0

7099 LKAEEGIWMTDVPVPELGHNDLLIK JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 31 705.1274 4 2816.4805 0.0022 59.88 K I 0

7100 LKAFDHR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 50 443.7485 2 885.4824 0.0003 19.17 R L 0

7101 LKANPQPELLK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 14 417.5872 3 1249.7398 0.0002 27.99 K H 0

7102 LKAPEPQEPALAANSQSFGR JW4128 ECK4166 mutL methyl-directed mismatch repair protein 68 704.3675 3 2110.0807 0.0001 36.58 K V 0

7103 LKAQHPEILLFYR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 46 543.3153 3 1626.9241 -0.0004 43.60 R M 0

7104 LKDGEDPGYTLYDLSER JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 79 985.9716 2 1969.9286 0.0017 43.69 K L JW3485

7105 LKDGEDPGYTLYDLSER JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 81 985.9712 2 1969.9278 0.0010 43.69 K L JW3485

7106 LKDGEDPGYTLYDLSERLR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 57 747.3782 3 2239.1128 0.0009 51.94 K L JW3485

7107 LKDGEDPGYTLYDLSERLR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 55 560.7857 4 2239.1137 0.0017 51.29 K L JW3485

7108 LKDGVGLLPTVLDVVENPK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 109 1003.5807 2 2005.1468 0.0008 61.27 K N 0

7109 LKDLETQSQDGTFDK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 86 862.9202 2 1723.8258 -0.0007 27.78 R L 0

7110 LKDLETQSQDGTFDKLTK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 44 689.6920 3 2066.0542 0.0008 34.91 R K 0

7111 LKDLPAITLDGHQVEVCANIGTVR 57.021465@C:17 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 52 873.8032 3 2618.3878 0.0027 51.16 K D 0

7112 LKDLTNKR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 17 494.3018 2 986.5890 0.0018 11.35 R A 0

7113 LKDLVNQDGGENWAK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 70 843.9258 2 1685.8370 -0.0002 34.54 R I 0

7114 LKEIIHQQMGGLR JW5401 ECK2504 guaB IMP dehydrogenase 36 761.9294 2 1521.8442 -0.0006 30.41 R S 0

7115 LKELMPDVELMQK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 70 787.4206 2 1572.8266 0.0011 45.37 K T 0

7116 LKENGFIK JW2101 ECK2107 metG methionyl-tRNA synthetase 31 316.8548 3 947.5426 -0.0015 23.87 R N 0

7117 LKEPENSSIYSK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 61 465.5767 3 1393.7083 -0.0007 23.20 R M 0

7118 LKFPEYR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 28 318.1799 3 951.5179 0.0000 33.53 R A 0

7119 LKFSGDSLGDLYELTGVLLPDTPPFETDGR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 57 1084.8827 3 3251.6263 0.0024 77.03 R L 0

7120 LKGILDSFK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 32 510.8081 2 1019.6016 0.0002 41.55 K A 0

7121 LKGMLTTDVESYDKLSLDQR JW3460 ECK3478 pitA phosphate transporter, low-affinity 20 578.8007 4 2311.1737 0.0007 45.85 R S 0

7122 LKGNTGENLLALLEGR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 88 849.4808 2 1696.9470 -0.0001 57.28 R L 0

7123 LKGNTGENLLALLEGRLDNVVYR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 80 640.1080 4 2556.4029 0.0008 67.33 R M 0

7124 LKHWEAIK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 28 342.2026 3 1023.5860 -0.0006 23.36 R K 0

7125 LKHWEAIKK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 32 576.8473 2 1151.6800 -0.0015 20.17 R A 0

7126 LKIEEESTPEIAA JW2487 ECK2498 ppx exopolyphosphatase 22 715.3748 2 1428.7350 0.0003 39.21 R - 0

7127 LKLDHLGK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 44 462.2873 2 922.5600 0.0000 24.63 K E 0

7128 LKLDHLGKEVLESR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 48 546.3179 3 1635.9319 0.0010 36.29 K L 0

7129 LKLLADEGNINAQR JW4177 ECK4214 ytfL predicted inner membrane protein 65 518.9581 3 1553.8525 0.0000 34.53 K V 0

7130 LKMDNWIVK JW1200 ECK1197 lolB chaperone for lipoproteins 38 573.8207 2 1145.6268 0.0001 41.00 K - 0

7131 LKNAADEVAQGNLR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 29 500.2701 3 1497.7885 -0.0015 26.93 K Q 0

7132 LKNDFDLDLPIAEWLDKEPELHEETLR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 67 1093.5581 3 3277.6525 0.0019 66.87 R E 0

7133 LKNELIVAQK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 58 578.3576 2 1154.7006 -0.0017 25.23 K K 0

7134 LKPQTPEEEQHD JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 41 725.8444 2 1449.6742 0.0006 19.04 K - 0

7135 LKQDVYYLEKPR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 64 776.4298 2 1550.8450 -0.0005 28.87 R R 0

7136 LKQDVYYLEKPRR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 27 569.9898 3 1706.9476 0.0009 25.29 R K 0

7137 LKQELANGTLK JW0452 ECK0457 acrA multidrug efflux system 40 607.8584 2 1213.7022 -0.0007 23.18 R Q 0

7138 LKQELANGTLKQENGK JW0452 ECK0457 acrA multidrug efflux system 58 885.9886 2 1769.9626 -0.0009 20.81 R A 0

7139 LKQPANATVTAIEMAVEK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 68 638.6840 3 1913.0302 0.0008 47.54 K A 0

7140 LKSETFILDLAPK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 36 492.2888 3 1473.8446 0.0002 49.97 K S 0

7141 LKSLTLLAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 31 507.8371 2 1013.6596 -0.0001 34.35 R Q 0

7142 LKTNNPEQLEK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 58 657.3562 2 1312.6978 -0.0008 20.70 R V 0

7143 LKVPGETQTGK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 21 579.3300 2 1156.6454 0.0003 21.45 K L 0

7144 LKVSVSIFGR JW3945 ECK3973 nusG transcription termination factor 42 553.3399 2 1104.6652 -0.0002 42.36 R A 0

7145 LKVYAGNEHNHAAQQPQVLDI JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 28 782.4045 3 2344.1917 -0.0008 36.63 K - 0

7146 LLAADLQQAR JW0556 ECK0559 ybcH predicted protein 77 549.8172 2 1097.6198 0.0005 32.61 R L 0

7147 LLAAGIGDALATWFEAR JW5556 ECK3937 gldA glycerol dehydrogenase, NAD 74 887.9788 2 1773.9430 0.0017 77.62 R A 0

7148 LLAAVPLSEKDKPLIK JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 29 434.5236 4 1734.0653 -0.0001 38.32 R E 0

7149 LLADDIVPSR JW4338 ECK4367 osmY periplasmic protein 70 549.8114 2 1097.6082 0.0002 39.51 K H 0

7150 LLADEGNINAQR JW4177 ECK4214 ytfL predicted inner membrane protein 59 657.3440 2 1312.6734 -0.0001 29.19 K V 0

7151 LLADFCK 57.021465@C:6 JW0907 ECK0915 mukB fused chromosome partitioning proteins 14 433.7261 2 865.4376 0.0008 34.96 R R 0

7152 LLADFCKR 57.021465@C:6 JW0907 ECK0915 mukB fused chromosome partitioning proteins 56 511.7759 2 1021.5372 -0.0007 30.81 R Q 0

7153 LLADQLGSLGYQCK 57.021465@C:13 JW5917 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 103 783.4032 2 1564.7918 -0.0001 46.76 R T 0

7154 LLAEHNLDASAIK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 71 697.8857 2 1393.7568 0.0004 32.20 R G 0

7155 LLAEHNLDASAIKGTGVGGR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 69 660.3600 3 1978.0582 -0.0015 34.39 R L 0

7156 LLAIDRDPQAIAVAK JW0080 ECK0083 mraW S-adenosyl-dependent methyltransferase activity on membrane-located substrates 16 531.9820 3 1592.9242 -0.0008 38.88 R T 0

7157 LLAIQQLGR JW1272 ECK1275 yciM conserved protein 24 506.3191 2 1010.6236 0.0001 42.57 R D 0

7158 LLALLAERR JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 16 527.8402 2 1053.6658 0.0000 37.64 K E 0

7159 LLANETDAR JW5791 ECK4344 yjiY predicted inner membrane protein 48 501.7644 2 1001.5142 0.0002 21.88 K F 0

7160 LLANRPESALAVTLAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 51 847.9989 2 1693.9832 -0.0006 42.23 R Q 0

7161 LLAQICQR 57.021465@C:6 JW1279 ECK1281 rnb ribonuclease II 26 501.2820 2 1000.5494 0.0006 29.43 R R 0

7162 LLASAAQENEPFWR JW2507 ECK2520 pepB aminopeptidase B 113 816.4121 2 1630.8096 -0.0007 46.78 R L 0

7163 LLASDIPLVVIETSR JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 49 813.4779 2 1624.9412 0.0013 62.83 K T 0

7164 LLATHYQQTNLDWYNSR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 72 1062.0191 2 2122.0236 0.0005 42.72 K N 0

7165 LLATLPANEMLEER JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 26 800.4238 2 1598.8330 -0.0007 49.98 K Y 0

7166 LLAVGHYLESTVDIAESTRR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 36 744.0664 3 2229.1774 0.0020 53.16 K I 0

7167 LLAYNCSPSFNWQK 57.021465@C:6 JW3975 ECK4007 aceA isocitrate lyase 74 864.4137 2 1726.8128 -0.0008 47.90 K N 0

7168 LLCEWYLR 57.021465@C:3 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 46 576.7974 2 1151.5802 0.0005 48.96 R V 0

7169 LLDAHKGQLPTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 48 450.2610 3 1347.7612 -0.0011 24.40 K L 0

7170 LLDEAER JW3997 ECK4029 malM maltose regulon periplasmic protein 38 423.2214 2 844.4282 -0.0008 22.30 K L 0

7171 LLDGLAK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 63 365.2287 2 728.4428 -0.0003 31.83 K K 0

7172 LLDHLKR JW5531 ECK3150 deaD ATP-dependent RNA helicase 41 447.7796 2 893.5446 -0.0001 22.07 R G 0

7173 LLDIVCGAPNCR 57.021465@C:6,57.021465@C:11 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 62 694.3448 2 1386.6750 0.0002 40.22 R Q 0

7174 LLDLAAPDIIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 63 654.8976 2 1307.7806 -0.0007 55.97 R N 0

7175 LLDLTPPTAR JW0473 ECK0478 copA copper transporter 19 548.8219 2 1095.6292 0.0004 40.80 K L 0

7176 LLDNAAADLAAISGQKPLITK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 79 1062.1070 2 2122.1994 -0.0002 55.27 K A 0

7177 LLDNLLTK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 58 465.2867 2 928.5588 -0.0005 43.58 K N 0

7178 LLDQFADKIPAELLTALK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 33 667.0551 3 1998.1435 0.0032 69.79 R S 0

7179 LLDQFADKIPAELLTALKSDATPEVR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 25 714.3937 4 2853.5457 -0.0032 69.81 R R 0

7180 LLDTRPAIGTVLNQGDYENFKK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 17 623.8338 4 2491.3061 -0.0008 46.29 K S 0

7181 LLDVLDK JW5492 ECK2983 yghU predicted S-transferase 40 408.2472 2 814.4798 -0.0001 34.84 R Q 0

7182 LLDVPFTMADATTLTEAGYVGEDVENIIQK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 42 1085.2116 3 3252.6130 0.0018 78.74 R L 0

7183 LLEATQYR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 61 497.2716 2 992.5286 -0.0005 27.78 K Q 0

7184 LLEDAGLNSWLGEGGR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 73 843.9257 2 1685.8368 -0.0005 56.56 K Q 0

7185 LLEDPVEVSANPSTR JW2560 ECK2574 srmB ATP-dependent RNA helicase 88 813.9202 2 1625.8258 -0.0002 39.42 R E 0

7186 LLEDVILPSYDELSTMLDQR JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 67 1175.5963 2 2349.1780 0.0006 77.16 K Q 0

7187 LLEEYVGQPQVR JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 27 715.8853 2 1429.7560 -0.0005 39.56 K S 0

7188 LLEGELK JW3561 ECK3577 aldB aldehyde dehydrogenase B 16 401.2393 2 800.4640 -0.0002 29.92 K D 0

7189 LLEGELKDGYYLEPTILFGQNNMR JW3561 ECK3577 aldB aldehyde dehydrogenase B 40 938.4775 3 2812.4107 0.0003 63.46 K V 0

7190 LLEIPFNPVYR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 30 680.8847 2 1359.7548 -0.0002 57.77 K N 0

7191 LLELGHQITVVTR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 52 493.6276 3 1477.8610 -0.0006 42.21 R N 0

7192 LLELGHQITVVTRNPQK JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 37 649.3776 3 1945.1110 0.0001 38.62 R A 0

7193 LLENGANTSFVNR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 91 717.8703 2 1433.7260 -0.0002 34.34 R I 0

7194 LLETFTLLVANALER JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 46 568.3299 3 1701.9679 0.0013 78.24 R L 0

7195 LLEVTPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 54 414.2530 2 826.4914 0.0003 29.19 K H 0

7196 LLFLDEAAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 35 524.2955 2 1046.5764 0.0004 49.73 R L 0

7197 LLGAGMSDYLAKPIEEER JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 16 664.6751 3 1991.0035 0.0001 48.90 K L 0

7198 LLGCSVAEIESDRLHCAK 57.021465@C:4,57.021465@C:16 JW4125 ECK4163 yjeF predicted carbohydrate kinase 18 686.6750 3 2057.0032 -0.0003 39.21 R R 0

7199 LLGEERPFR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 16 372.8774 3 1115.6104 0.0017 31.39 R F 0

7200 LLGGAEDLGITCALIPTTTPGVEIGR 57.021465@C:12 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 96 1312.7020 2 2623.3894 0.0004 64.79 K R 0

7201 LLGGAEDLGITCALIPTTTPGVEIGRR 57.021465@C:12 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 123 927.5045 3 2779.4917 0.0015 59.52 K H 0

7202 LLGIEPK JW2460 ECK2471 ypfJ conserved protein 20 385.2439 2 768.4732 -0.0012 34.30 K V 0

7203 LLGLEPPQFR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 26 585.3377 2 1168.6608 0.0004 51.03 R N 0
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7204 LLGLFQNR JW2277 ECK2276 nuoH NADH:ubiquinone oxidoreductase, membrane subunit H 44 480.7847 2 959.5548 -0.0004 46.80 R Y 0

7205 LLGNELVAINQYFLHAR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 92 657.6986 3 1970.0740 0.0003 64.37 K M 0

7206 LLGPDVGFDSINDRPMAEELSK JW3063 ECK3083 uxaC uronate isomerase 13 801.7349 3 2402.1829 0.0040 52.78 K L 0

7207 LLGPIVPGTVVPNGVR JW0325 ECK0331 prpD 2-methylcitrate dehydratase 24 794.4824 2 1586.9502 -0.0005 50.09 K V 0

7208 LLGPNSLGLLAPWQGLNASFSPVPIKR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 57 949.2080 3 2844.6022 0.0009 69.55 R G 0

7209 LLGSFNHGSMANAMPQALGAQATEPER JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 74 933.4500 3 2797.3282 0.0006 46.67 R Q 0

7210 LLGTQYISK JW0452 ECK0457 acrA multidrug efflux system 49 511.7969 2 1021.5792 -0.0015 34.69 K Q 0

7211 LLGTQYISKQEYDQALADAQQANAAVTAAK JW0452 ECK0457 acrA multidrug efflux system 118 1060.8778 3 3179.6116 0.0017 56.26 K A 0

7212 LLHDLDLLEALLIEENQ JW4026 ECK4058 yjcE predicted cation/proton antiporter 55 996.0389 2 1990.0632 0.0011 77.60 K - 0

7213 LLHGESK JW3975 ECK4007 aceA isocitrate lyase 34 392.2215 2 782.4284 -0.0002 14.21 R K 0

7214 LLHGESKK JW3975 ECK4007 aceA isocitrate lyase 28 456.2688 2 910.5230 -0.0006 7.97 R G 0

7215 LLHPETEAALTR JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 27 450.9173 3 1349.7301 -0.0001 29.62 K L 0

7216 LLHVSTPASEYSQGQDLFNPQRR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 58 881.7808 3 2642.3206 0.0004 43.67 R H 0

7217 LLIDADIKGPGK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 27 413.9147 3 1238.7223 -0.0010 37.42 K A 0

7218 LLIDDLSFSIPK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 76 680.8898 2 1359.7650 -0.0001 63.21 R G 0

7219 LLIDICGGEAGPVIDITNEATLPK 57.021465@C:6 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 64 837.1128 3 2508.3166 0.0020 64.92 R R 0

7220 LLIEEEAAK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 67 508.2869 2 1014.5592 -0.0005 32.61 K L 0

7221 LLIKEETIFTLKPGTGR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 33 639.3784 3 1915.1134 -0.0007 46.77 K L 0

7222 LLILDEPTAGVDIELR JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 91 883.9990 2 1765.9834 0.0009 60.59 K R 0

7223 LLILDEPTAGVDIELRR JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 31 641.7021 3 1922.0845 0.0008 54.12 K S 0

7224 LLLAQGR JW1803 ECK1812 sdaA L-serine deaminase I 33 385.7476 2 769.4806 -0.0003 26.91 R H 0

7225 LLLDDNNTPGLDDILR JW5150 ECK1032 ymdC predicted hydrolase 72 898.9735 2 1795.9324 0.0008 61.43 R L 0

7226 LLLDEKSASNENFR JW2161 ECK2167 yeiR predicted enzyme 18 545.9495 3 1634.8267 0.0003 35.73 R D 0

7227 LLLEKPDMLLLDEPTNHLDAESVAWLER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 70 1087.5674 3 3259.6804 0.0007 65.02 R F 0

7228 LLLETMR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 20 438.2547 2 874.4948 0.0003 38.44 R G 0

7229 LLLKPLEGIERPALVTVLPHQQK JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 39 648.8947 4 2591.5497 -0.0031 51.94 K G 0

7230 LLLLDESLSALDYK JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 107 796.9429 2 1591.8712 0.0003 65.29 R L 0

7231 LLLLTDQK JW0232 ECK0243 proB gamma-glutamate kinase 22 472.2948 2 942.5750 0.0001 39.40 K G 0

7232 LLLPIPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 26 411.2840 2 820.5534 0.0001 46.65 R L 0

7233 LLLPLGDIKPLQQAGVYLAVMNQAGR JW2504 ECK2516 yfhM conserved protein 44 926.8615 3 2777.5627 0.0001 72.48 K Y 0

7234 LLLSEACPLILDYHVALDNAR 57.021465@C:7 JW4135 ECK4173 purA adenylosuccinate synthetase 90 1198.6363 2 2395.2580 0.0012 63.00 R E 0

7235 LLLSSGVK JW0046 ECK0048 kefC potassium:proton antiporter 15 408.7630 2 815.5114 -0.0001 30.41 R M 0

7236 LLLTNPLGSTELELNAQPGNVQLVDNK JW1200 ECK1197 lolB chaperone for lipoproteins 81 964.1894 3 2889.5464 0.0018 62.26 R G 0

7237 LLLTNPLGSTELELNAQPGNVQLVDNKGQR JW1200 ECK1197 lolB chaperone for lipoproteins 117 1077.9169 3 3230.7289 0.0029 58.25 R Y 0

7238 LLLVTTEGR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 38 501.3041 2 1000.5936 0.0019 35.88 R V 0

7239 LLMAIGEPVMVDTAQEPR 15.994915@M:10 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 80 993.5054 2 1984.9962 0.0000 49.64 R L 0

7240 LLMEETGIPVVVAEDPLTCVAR 15.994915@M:3,57.021465@C:19 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 107 1214.6270 2 2427.2394 0.0005 60.50 R G 0

7241 LLMGESSVLVLGGQR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 72 779.9353 2 1557.8560 0.0011 52.62 R A 0

7242 LLMNDGLVSR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 65 559.3050 2 1116.5954 -0.0007 39.21 K N 0

7243 LLNALSQASYIHVR JW5731 ECK4110 adiA biodegradative arginine decarboxylase 24 528.9667 3 1583.8783 0.0001 44.76 K E 0

7244 LLNATPNGVIR JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 19 584.3457 2 1166.6768 -0.0003 34.06 R N 0

7245 LLNDLVR JW2054 ECK2063 yegD predicted chaperone 26 421.7584 2 841.5022 0.0001 36.79 R D 0

7246 LLNDTDMAIIDKR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 57 759.4021 2 1516.7896 -0.0022 40.06 K R 0

7247 LLNENNALPPLANFKDESGNEPR JW3927 ECK3946 yijP conserved inner membrane protein 46 851.4298 3 2551.2676 0.0011 47.15 K T 0

7248 LLNHSELTHAPCAPGTLETLSR 57.021465@C:12 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 71 1209.1167 2 2416.2188 0.0019 39.34 K F 0

7249 LLNLEQAGKPVADAASMQR JW2462 ECK2473 nlpB lipoprotein 91 1006.5329 2 2011.0512 -0.0007 42.72 K Y 0

7250 LLNLPLSILVK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 70 611.9104 2 1221.8062 0.0003 64.44 K S 0

7251 LLNLQTYFTAGVK JW1194 ECK1191 ychF predicted GTP-binding protein 68 734.4146 2 1466.8146 0.0013 56.98 K E 0

7252 LLNSEEMALLDSAASEVA JW1876 ECK1888 cheW purine-binding chemotaxis protein 33 931.9573 2 1861.9000 0.0022 67.60 K - 0

7253 LLNTTAGMDPAWDAAIQR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 52 972.4875 2 1942.9604 0.0034 51.02 R A 0

7254 LLPDEQYTLLNTLSQQAFGER JW2504 ECK2516 yfhM conserved protein 98 1218.6245 2 2435.2344 0.0013 68.20 K W 0

7255 LLPGAEHFSGTLSGSVENGLLTASMK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 92 872.7832 3 2615.3278 0.0011 57.05 K Q 0

7256 LLPGPTGER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 20 470.2665 2 938.5184 -0.0001 26.39 R N 0

7257 LLPHIPADQFPAQALACELYK 57.021465@C:17 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 31 799.0878 3 2394.2416 0.0011 59.80 K V 0

7258 LLPHIPADQFPAQALACELYKVAGIR 57.021465@C:17 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 20 723.6467 4 2890.5577 0.0048 71.47 K A 0

7259 LLPNFIFVANIESK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 57 802.9564 2 1603.8982 0.0009 64.15 K D 0

7260 LLPNFIFVANIESKDPQQIISGNEK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 18 938.8396 3 2813.4970 0.0006 63.86 K V 0

7261 LLPSLYQLEK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 33 602.3525 2 1202.6904 -0.0005 49.04 K A 0

7262 LLPSPPVEYLSGDIR JW2168 ECK2174 yejF fused predicted oligopeptide transporter subunits -!- ATP-binding components of ABC superfamily 18 552.6378 3 1654.8916 -0.0013 62.55 R F 0

7263 LLPWIDGLLDAGEK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 35 770.4254 2 1538.8362 0.0018 71.89 K H 0

7264 LLQAVLAK JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 37 428.2866 2 854.5586 -0.0002 34.25 K Q 0

7265 LLQQQQIIDQELYDMLSARPLGVQPR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 92 1018.2130 3 3051.6172 -0.0003 69.23 R G 0

7266 LLQQSGTFDSR JW5571 ECK3864 bipA GTP-binding protein 55 626.3202 2 1250.6258 0.0004 28.27 K A 0

7267 LLQTLIEEEWPDR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 42 821.4287 2 1640.8428 0.0018 57.97 R A 0

7268 LLQVGGNMLLLDEPTNDLDIETLR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 72 1341.7042 2 2681.3938 -0.0007 67.50 K A 0

7269 LLSDISHELR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 62 591.8271 2 1181.6396 -0.0008 37.33 R T 0

7270 LLSDTECLVK 57.021465@C:7 JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 72 589.3103 2 1176.6060 0.0001 37.02 R K 0

7271 LLSEQLGEGEIELR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 81 793.4253 2 1584.8360 0.0002 47.42 R N 0

7272 LLSLCGPFDDNIK 57.021465@C:5 JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 64 746.3795 2 1490.7444 0.0005 53.95 R Q 0

7273 LLSNFFAQTEALAFGK JW3985 ECK4017 pgi glucosephosphate isomerase 106 878.9674 2 1755.9202 0.0007 69.61 K S 0

7274 LLSPFASFDESALTGESIPVER JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 57 1183.0992 2 2364.1838 -0.0011 64.64 K A 0

7275 LLSQLGAK JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 34 415.2610 2 828.5074 0.0006 28.12 K V 0

7276 LLSSGPR JW4099 ECK4133 aspA aspartate ammonia-lyase 40 365.2162 2 728.4178 -0.0003 19.21 R A 0

7277 LLSVDALMR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 16 509.2919 2 1016.5692 0.0004 49.83 R K 0

7278 LLTDAVK JW1990 ECK2002 yeeA conserved inner membrane protein 25 380.2342 2 758.4538 0.0000 27.05 K M 0

7279 LLTDFRSELLDSR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 46 782.9203 2 1563.8260 0.0004 49.79 K F 0

7280 LLTETIESLNTR JW5063 ECK0452 ylaC predicted inner membrane protein 81 695.3825 2 1388.7504 -0.0006 44.86 R E 0

7281 LLTGIHNEDTIEQYHAHGR JW3140 ECK3161 argG argininosuccinate synthetase 65 735.3666 3 2203.0780 0.0009 30.34 R Q 0

7282 LLTMIEMPTGGELYYQGQDLLK JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 61 1257.1385 2 2512.2624 0.0031 66.47 R H 0

7283 LLTQLTLLASGN JW0898 ECK0906 lpxK lipid A 4'kinase 37 622.3664 2 1242.7182 0.0000 60.11 K - 0

7284 LLTQLYGDR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 66 539.7974 2 1077.5802 -0.0015 37.09 K M 0

7285 LLTSPVLYNGNLVVGDSEGYLHWINVEDGR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 101 1110.5653 3 3328.6741 0.0013 67.67 R F 0

7286 LLTTCNIPVPSDVR 57.021465@C:5 JW2893 ECK2922 pgk phosphoglycerate kinase 35 792.9241 2 1583.8336 -0.0005 43.98 R V 0

7287 LLTWGFR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 45 446.7556 2 891.4966 -0.0001 49.81 K F JW0627

7288 LLVAAQAVPR JW3775 ECK3797 hemX uroporphyrinogen III methylase 81 519.3263 2 1036.6380 -0.0012 34.21 R H 0

7289 LLVAAQAVPRHQEETYR JW3775 ECK3797 hemX uroporphyrinogen III methylase 54 661.0252 3 1980.0538 -0.0005 29.68 R Q 0

7290 LLVAASNELPEADSSLEALYDR JW3725 ECK3740 yieN fused predicted transcriptional regulators 65 1188.6002 2 2375.1858 0.0003 58.71 R M 0

7291 LLVDACYSPVER 57.021465@C:6 JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 71 711.3578 2 1420.7010 -0.0010 40.70 R I 0

7292 LLVHPSTSPVPK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 33 425.5874 3 1273.7404 0.0009 28.31 K A 0

7293 LLVLEFSKPIIEPLSK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 62 609.3730 3 1825.0972 0.0009 59.03 R A 0

7294 LLVNTGSLAESTQQSGYSHAIPR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 68 810.4187 3 2428.2343 -0.0004 43.23 R I 0

7295 LLVPGALGGLAGLLVANK JW1835 ECK1847 yebE conserved protein 56 559.3537 3 1675.0393 -0.0004 72.33 K S 0

7296 LLVPTTFMNLSGK JW1195 ECK1192 pth peptidyl-tRNA hydrolase 27 710.8973 2 1419.7800 0.0005 57.36 R A 0

7297 LLWSSNLNVDGMK 15.994915@M:12 JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 94 746.8766 2 1491.7386 -0.0006 47.46 R T 0

7298 LLWVEQVTVPDYLAGNGVVYQTSDVK JW5127 ECK0943 ymbA conserved protein 74 1447.2539 2 2892.4932 0.0022 67.47 R Y 0

7299 LLYCSFCGK 57.021465@C:4,57.021465@C:7 JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 29 574.2667 2 1146.5188 -0.0013 37.09 K S 0

7300 LLYECNPMAFLAEQAGGK 57.021465@C:5 JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 53 1006.4845 2 2010.9544 0.0001 62.69 R A 0

7301 LLYQQEPANLTR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 59 723.3901 2 1444.7656 -0.0017 35.64 R L 0

7302 LMAENGNWLVEVKPWYVVGNTDDNPDITK JW3794 ECK3815 pldA outer membrane phospholipase A 81 1106.5426 3 3316.6060 -0.0013 62.87 R Y 0

7303 LMALLNLK JW0485 ECK0490 ybbP predicted inner membrane protein 45 458.2885 2 914.5624 0.0001 49.15 R T 0

7304 LMDLGCYR 15.994915@M:2,57.021465@C:6 JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 33 522.2356 2 1042.4566 -0.0009 30.55 R G 0

7305 LMDLSINK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 25 467.2569 2 932.4992 -0.0009 38.17 K N JW3485

7306 LMDLSINK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 44 467.2568 2 932.4990 -0.0010 37.78 K N JW3485

7307 LMDLSINKNWIDKEEYPQSAAIDLR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 76 988.1708 3 2961.4906 0.0001 55.24 K C JW3485

7308 LMDLSINKNWIDKEEYPQSAAIDLR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 71 988.1711 3 2961.4915 0.0010 54.69 K C JW3485

7309 LMDNQAPTTSVKPPSGPNGAWLR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 49 813.0812 3 2436.2218 -0.0001 42.31 R Y 0

7310 LMDSIAK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 38 389.2123 2 776.4100 -0.0001 25.64 K G 0

7311 LMDSIAKGDEVLTNGGLVGR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 121 1023.0385 2 2044.0624 0.0002 47.33 K V 0

7312 LMDYHLNEAEEGR JW1272 ECK1275 yciM conserved protein 19 526.2397 3 1575.6973 -0.0014 33.72 K A 0

7313 LMEALDK JW0934 ECK0942 pqiB paraquat-inducible protein B 41 410.2176 2 818.4206 -0.0001 28.35 R I 0

7314 LMEANPNAGIIQSSPK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 57 835.4331 2 1668.8516 0.0011 35.57 R A 0

7315 LMEEEGILAGISSGAAVAAALK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 44 701.0452 3 2100.1138 0.0003 67.90 R L 0

7316 LMEQEGISR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 52 531.7658 2 1061.5170 -0.0004 25.49 R Y 0

7317 LMEQITTSDELIDFLTLPGYR JW3974 ECK4006 aceB malate synthase A 48 1228.1244 2 2454.2342 -0.0010 77.34 R L 0

7318 LMGAEVIPVHSGSATLK JW1253 ECK1255 trpB tryptophan synthase, beta subunit 44 570.6459 3 1708.9159 -0.0024 38.84 R D 0

7319 LMGDKVSAIAAMK 15.994915@M:2 JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 18 450.9079 3 1349.7019 -0.0029 36.72 R K 0

7320 LMGDKVSAIAAMKK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 36 488.2758 3 1461.8056 0.0009 32.94 R A 0

7321 LMGEQFVTGETIAEALANAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 130 1061.0363 2 2120.0580 0.0008 65.84 R K 0

7322 LMGESSGQTYR JW5741 ECK4175 rnr exoribonuclease R, RNase R 60 614.7846 2 1227.5546 -0.0008 23.81 R L 0

7323 LMGFGHR JW0710 ECK0709 gltA citrate synthase 36 409.2110 2 816.4074 0.0009 27.93 R V 0

7324 LMGFSGR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 33 384.1971 2 766.3796 0.0001 32.56 K V 0

7325 LMGGGAGFAQQPLFSSK JW5927 ECK3028 ygiB conserved outer membrane protein 82 848.4289 2 1694.8432 -0.0018 47.46 R N 0

7326 LMGGGAGFAQQPLFSSKNPASPAYGK JW5927 ECK3028 ygiB conserved outer membrane protein 78 861.1002 3 2580.2788 -0.0006 45.65 R Y 0

7327 LMGNDVTDEQAK JW4355 ECK4384 slt lytic murein transglycosylase, soluble 68 660.8082 2 1319.6018 -0.0009 25.34 R W 0

7328 LMIRLVK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 15 436.7910 2 871.5674 -0.0002 32.01 R G 0

7329 LMLDSAGSVAFFR JW1241 ECK1243 cls cardiolipin synthase 1 65 707.3635 2 1412.7124 0.0003 56.92 R S 0

7330 LMLLAPIIK JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 41 506.3355 2 1010.6564 0.0003 55.27 R E 0

7331 LMLPISLSFDHR 15.994915@M:2 JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 73 722.8850 2 1443.7554 0.0009 53.73 R V 0

7332 LMLQSAQHIADEVGGVVLDDQR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 52 798.7413 3 2393.2021 0.0010 60.64 K R 0

7333 LMPAQSRQQAR 15.994915@M:2 JW2539 ECK2552 yfhG conserved protein 13 434.5641 3 1300.6705 0.0034 24.71 R Q 0

7334 LMPEFWQFPTVSMGLGPIGAIYQAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 82 927.8106 3 2780.4100 0.0029 79.11 K F 0
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7335 LMPGEEEVAENPR JW0080 ECK0083 mraW S-adenosyl-dependent methyltransferase activity on membrane-located substrates 64 735.8483 2 1469.6820 0.0000 31.31 K A 0

7336 LMQLFNNLLENSLR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 32 852.9595 2 1703.9044 0.0016 67.48 R Y 0

7337 LMQMAER JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 49 439.7144 2 877.4142 -0.0008 24.06 R F 0

7338 LMSAIPLNGVCDSYSWAEAISLLR 57.021465@C:11 JW0166 ECK0170 pyrH uridylate kinase 23 1333.6706 2 2665.3266 0.0022 76.02 R N 0

7339 LMSEHHPDKLVAK JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 51 752.9007 2 1503.7868 0.0001 21.34 K G 0

7340 LMTDGILLAEIQQDR JW5905 ECK1406 hrpA ATP-dependent helicase 64 858.4534 2 1714.8922 -0.0001 57.51 K L 0

7341 LMTEFNYNSVMQVPR JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 74 914.9401 2 1827.8656 0.0009 52.74 K V 0

7342 LMTEFNYNSVMQVPRVEK JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 21 729.0313 3 2184.0721 0.0014 51.08 K I 0

7343 LMVEQILTDLQK JW0742 ECK0748 galE UDP-galactose-4-epimerase 47 715.8998 2 1429.7850 0.0001 62.71 K A 0

7344 LNADTLVIADHNK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 47 475.2559 3 1422.7459 -0.0009 32.76 K A 0

7345 LNAIESNYVGK JW1718 ECK1727 ydjN predicted transporter 56 604.3192 2 1206.6238 -0.0005 30.92 R V 0

7346 LNALAER JW0907 ECK0915 mukB fused chromosome partitioning proteins 55 393.7270 2 785.4394 0.0000 22.33 R F 0

7347 LNALPDVLEQFIHLR JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 73 889.5018 2 1776.9890 0.0005 70.98 R A 0

7348 LNAPVDEQGR JW2294 ECK2291 pta phosphate acetyltransferase 64 549.7802 2 1097.5458 -0.0006 22.67 K T 0

7349 LNDHKPASIGQASR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 61 498.5985 3 1492.7737 -0.0008 18.45 K I 0

7350 LNDMVNWGR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 44 552.7661 2 1103.5176 -0.0006 39.69 K K 0

7351 LNDSNLFR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 21 489.7537 2 977.4928 -0.0001 33.71 K Q 0

7352 LNDTSIGIELENR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 52 737.3805 2 1472.7464 -0.0006 43.08 R G 0

7353 LNDVEYHESIDEMK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 68 861.3876 2 1720.7606 -0.0008 33.35 R H 0

7354 LNDVEYHESIDEMKHADR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 26 551.0033 4 2199.9841 -0.0014 30.74 R Y 0

7355 LNDVEYHESIDEMKHADRYIER JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 23 691.3260 4 2761.2749 -0.0015 40.35 R I 0

7356 LNEAEQVLDMFGDHFGLNIVHVPAEDR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 33 767.1256 4 3064.4733 0.0020 72.23 R F 0

7357 LNELGASSINFVVR JW2891 ECK2920 mscS mechanosensitive channel 106 759.9175 2 1517.8204 0.0003 49.77 R V 0

7358 LNELLEFPTPFTYK JW0626 ECK0624 ybeD conserved protein 36 856.4513 2 1710.8880 0.0011 64.47 K V 0

7359 LNFSHGDYAEHGQR JW1666 ECK1672 pykF pyruvate kinase I 84 815.8721 2 1629.7296 0.0012 25.30 R I 0

7360 LNGGQVSLPGTLDATSINPR JW2049 ECK2058 asmA predicted assembly protein 81 1005.5347 2 2009.0548 0.0007 46.76 K I 0

7361 LNGISPPYTIEVGQK JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 34 808.4388 2 1614.8630 0.0014 45.60 R L 0

7362 LNGVELLDK JW0636 ECK0634 rlpB minor lipoprotein 45 500.7875 2 999.5604 0.0004 38.97 R E 0

7363 LNGVELLDKETTR JW0636 ECK0634 rlpB minor lipoprotein 35 744.4063 2 1486.7980 -0.0010 38.41 R K 0

7364 LNGVELLDKETTRK JW0636 ECK0634 rlpB minor lipoprotein 58 808.4543 2 1614.8940 -0.0001 34.96 R D 0

7365 LNHLVDDK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 28 477.2561 2 952.4976 -0.0001 19.45 K M 0

7366 LNHLVDDKMHAR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 65 724.8749 2 1447.7352 -0.0001 22.22 K S 0

7367 LNHSATHLMHAALR JW2667 ECK2692 alaS alanyl-tRNA synthetase 53 786.4144 2 1570.8142 -0.0008 26.38 R Q 0

7368 LNIGEDVEEMLR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 71 709.3534 2 1416.6922 0.0005 60.78 K S 0

7369 LNIGEDVEEMLRSDLALELDGAK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 97 844.0954 3 2529.2644 0.0011 75.85 K N 0

7370 LNIGNPAPFGFDAPDEILVDVIR JW2287 ECK2284 yfbQ predicted aminotransferase 59 1241.6524 2 2481.2902 -0.0002 76.22 K N 0

7371 LNIHGDVELTHLAIR JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 52 567.6529 3 1699.9369 -0.0001 43.31 K H 0

7372 LNIKPGQTTFDGR JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 48 482.9278 3 1445.7616 -0.0011 31.39 K F 0

7373 LNIPMLSAAMDTVTEAR JW5401 ECK2504 guaB IMP dehydrogenase 84 916.9660 2 1831.9174 0.0003 68.78 R L 0

7374 LNKEPIIEYLNSNIVLLK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 97 1057.1178 2 2112.2210 0.0017 61.88 K W 0

7375 LNLAGVSGSADLSQFPIALVQR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 94 1128.6216 2 2255.2286 0.0013 65.18 R V 0

7376 LNLIPSMASIQTTLVNNEVSKPLFDMAK JW1606 ECK1609 ydgA conserved protein 25 1025.5465 3 3073.6177 -0.0014 71.94 K G 0

7377 LNLLADDSLADRVDEIR JW0907 ECK0915 mukB fused chromosome partitioning proteins 48 643.3409 3 1927.0009 -0.0002 53.48 R E 0

7378 LNLSLDSQLYPQISGHK JW0099 ECK0102 yacF conserved protein 88 957.0102 2 1912.0058 0.0004 49.65 R S 0

7379 LNLTIPQAFMSNR 15.994915@M:10 JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 58 760.8984 2 1519.7822 0.0005 49.99 R A 0

7380 LNLVQSIITR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 42 578.8562 2 1155.6978 0.0003 51.21 R T 0

7381 LNLVYIYGESLER JW5794 ECK4349 mdoB phosphoglycerol transferase I 60 784.9196 2 1567.8246 0.0001 57.49 K T 0

7382 LNNAWSFGLGFNAVYAR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 77 950.4785 2 1898.9424 -0.0003 62.53 R A 0

7383 LNNEVLHEVQAS JW4029 ECK4061 yjcH conserved inner membrane protein involved in acetate transport 34 676.8436 2 1351.6726 -0.0006 35.74 R - 0

7384 LNNLSGPISIAK JW0171 ECK0175 yaeL zinc metallopeptidase 29 613.8588 2 1225.7030 0.0000 38.65 K G 0

7385 LNNLSSSELVSAVNPK JW1376 ECK1378 ydbH predicted protein 89 836.4492 2 1670.8838 0.0000 43.50 R Q 0

7386 LNPADAAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 44 400.2190 2 798.4234 -0.0001 20.05 K L 0

7387 LNPLALR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 21 398.7557 2 795.4968 0.0003 37.10 K K 0

7388 LNPTHPNIDYVMYMR JW2577 ECK2593 yfiO predicted lipoprotein 95 932.4477 2 1862.8808 0.0001 46.40 R G 0

7389 LNQLSNQVDNLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 79 707.3759 2 1412.7372 0.0001 33.70 K L 0

7390 LNSCAVAAQVYIGSEYEHQSIK 57.021465@C:4 JW1510 ECK1510 lsrF predicted aldolase 51 823.0692 3 2466.1858 0.0008 44.72 R N 0

7391 LNSLEDVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 34 473.2532 2 944.4918 -0.0008 27.99 K K 0

7392 LNSLFCSVAYSVLEQPDEDEGRDEY 57.021465@C:6 JW3980 ECK4012 yjbB predicted transporter 30 979.1034 3 2934.2884 0.0018 68.29 R - 0

7393 LNTLPGAIPLLEQLPIGCR 57.021465@C:18 JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 67 1038.0882 2 2074.1618 0.0010 67.94 R L 0

7394 LNTLSPAEGSK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 25 558.7985 2 1115.5824 0.0002 23.25 R K 0

7395 LNTWIADAPIALR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 77 727.4117 2 1452.8088 -0.0001 55.68 R Q 0

7396 LNTWIADAPIALRQPNGQVWSPQNDDRR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 33 1077.8851 3 3230.6335 0.0003 53.17 R Y 0

7397 LNVLQIIEEGLR JW2168 ECK2174 yejF fused predicted oligopeptide transporter subunits -!- ATP-binding components of ABC superfamily 94 698.9120 2 1395.8094 0.0009 74.73 R V 0

7398 LNVLVNVLGK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 29 534.8423 2 1067.6700 -0.0003 50.91 R K 0

7399 LNVMGEK JW0790 ECK0794 fiu predicted iron outer membrane transporter 46 395.7100 2 789.4054 -0.0001 25.35 R T 0

7400 LNVPENPIIPYIEGDGIGVDVTPAMLK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 63 1432.7600 2 2863.5054 0.0013 71.27 K V 0

7401 LPAAEIDPTYR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 57 623.3278 2 1244.6410 0.0010 35.47 R R 0

7402 LPAAEIDPTYRR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 19 467.9198 3 1400.7376 -0.0037 31.09 R L 0

7403 LPAALEK JW2462 ECK2473 nlpB lipoprotein 43 371.2291 2 740.4436 0.0005 24.67 R V 0

7404 LPADMVVTNEK JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 69 608.8154 2 1215.6162 -0.0007 33.58 R H 0

7405 LPAGGQATPMTYEVNGK JW0120 ECK0123 gcd glucose dehydrogenase 108 867.4300 2 1732.8454 0.0001 34.56 R Q 0

7406 LPAKLPITVVR JW3684 ECK3699 trmE GTPase 46 402.9358 3 1205.7856 -0.0005 40.14 R N 0

7407 LPALDLAEFNIAGAPGYSK JW2504 ECK2516 yfhM conserved protein 97 974.0156 2 1946.0166 0.0017 63.42 K Q 0

7408 LPALFCFPQILQHR 57.021465@C:6 JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 69 580.6528 3 1738.9366 0.0025 64.18 R L 0

7409 LPAQIAR JW0861 ECK0868 ybjX conserved protein 41 384.7399 2 767.4652 -0.0001 23.07 R K 0

7410 LPAQLSGSLSDPTLTFEPGALLR JW1376 ECK1378 ydbH predicted protein 93 1192.1473 2 2382.2800 0.0005 64.78 R S 0

7411 LPARQDLFNK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 22 601.3379 2 1200.6612 -0.0002 30.62 R L 0

7412 LPATDGQVK JW5100 ECK0729 tolB periplasmic protein 25 464.7581 2 927.5016 -0.0008 20.90 R F 0

7413 LPDAKDKEESVA JW4177 ECK4214 ytfL predicted inner membrane protein 14 434.5569 3 1300.6489 -0.0022 21.45 K - 0

7414 LPDAVAVSMEDHINPNCHGR 57.021465@C:17 JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 39 558.7634 4 2231.0245 0.0035 40.08 K W 0

7415 LPDGTVK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 15 365.2107 2 728.4068 -0.0001 16.52 K V 0

7416 LPDWDAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 20 422.7136 2 843.4126 -0.0001 33.09 R I 0

7417 LPEAGEDLELK JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 57 607.3190 2 1212.6234 -0.0003 38.49 R M 0

7418 LPEMPKPQQLDTEMAQLR JW4120 ECK4155 yjeP predicted mechanosensitive channel 66 709.0300 3 2124.0682 -0.0024 50.07 R V 0

7419 LPFAYAK JW0886 ECK0894 pflB pyruvate formate lyase I 32 405.2314 2 808.4482 -0.0001 35.35 K D 0

7420 LPGEEGLWQIHLQDGK JW0328 ECK0334 codA cytosine deaminase 39 607.3165 3 1818.9277 0.0012 49.45 R I 0

7421 LPGGETIDEWALWR JW1782 ECK1791 yoaF conserved outer membrane protein 62 821.9153 2 1641.8160 0.0009 61.26 K R 0

7422 LPGGETIDEWALWRR JW1782 ECK1791 yoaF conserved outer membrane protein 36 600.3128 3 1797.9166 0.0003 55.27 K D 0

7423 LPGGQLEQAR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 70 534.7929 2 1067.5712 -0.0010 26.06 R E 0

7424 LPGHMNVLLAEAK 15.994915@M:5 JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 25 470.2584 3 1407.7534 -0.0010 30.92 R V 0

7425 LPGIHLR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 32 403.2558 2 804.4970 0.0001 32.20 K E 0

7426 LPGILELSR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 68 499.3057 2 996.5968 0.0000 47.52 R T 0

7427 LPGSAYIPCYEICT 57.021465@C:9,57.021465@C:13 JW2766 ECK2790 ygdH conserved protein 22 822.3762 2 1642.7378 0.0008 55.32 K - 0

7428 LPIHIVK JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 31 410.2762 2 818.5378 0.0000 30.55 R E 0

7429 LPIIGVGGIDSVIAAR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 69 775.9664 2 1549.9182 -0.0010 59.70 R E 0

7430 LPIRVELQALTTSDFER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 47 663.3655 3 1987.0747 0.0010 54.72 R I 0

7431 LPIYLDYSATTPVDPR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 78 910.9756 2 1819.9366 0.0011 52.51 K V 0

7432 LPLAEFHR JW2507 ECK2520 pepB aminopeptidase B 68 491.7769 2 981.5392 -0.0003 33.32 R S 0

7433 LPLRGPVENTAR JW0101 ECK0104 guaC GMP reductase 29 441.5896 3 1321.7470 0.0004 26.07 K D 0

7434 LPMNFQPYDSDADWVITGVPFDMATSGR JW2904 ECK2932 speB agmatinase 22 1044.1483 3 3129.4231 0.0020 73.46 R A 0

7435 LPNGVLR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 34 384.7397 2 767.4648 -0.0005 27.98 R T 0

7436 LPPASSSTTSGASNTSSTSQGDIMDQR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 130 1342.1094 2 2682.2042 0.0004 31.80 R R 0

7437 LPPEQVVAEVSSR JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 79 705.8825 2 1409.7504 -0.0009 39.88 R F 0

7438 LPQPVAEQAHK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 44 406.5593 3 1216.6561 -0.0003 21.30 R L 0

7439 LPSAIILQR JW1655 ECK1659 mdtK multidrug efflux system transporter 56 505.8212 2 1009.6278 -0.0005 41.73 R A 0

7440 LPSDAGSNITYR JW4279 ECK4307 fimC chaperone, periplasmic 69 647.3247 2 1292.6348 -0.0012 29.63 K T 0

7441 LPSGGSIVIDSTEALTAIDINSAR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 74 1200.6351 2 2399.2556 0.0013 65.54 R A 0

7442 LPSTCFAEENGSIVNSGR 57.021465@C:5 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 124 969.4555 2 1936.8964 0.0016 39.61 R W 0

7443 LPTDFNEGAK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 31 546.2716 2 1090.5286 -0.0008 29.04 R N 0

7444 LPTGVGYDWTGMSYQER JW0451 ECK0456 acrB multidrug efflux system protein 83 980.4489 2 1958.8832 -0.0001 51.62 K L 0

7445 LPTLTADQK JW5655 ECK3541 yiaF conserved protein 32 493.7794 2 985.5442 -0.0001 28.59 R K 0

7446 LPTLTADQKK JW5655 ECK3541 yiaF conserved protein 31 372.2199 3 1113.6379 -0.0016 24.07 R Q 0

7447 LPTQSSQLYGTNLVNLLK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 21 995.0535 2 1988.0924 -0.0017 59.11 R L 0

7448 LPVRIELDQK JW2660 ECK2679 emrA multidrug efflux system 26 404.2422 3 1209.7048 -0.0033 35.48 R Q 0

7449 LQAADVACR 57.021465@C:8 JW0232 ECK0243 proB gamma-glutamate kinase 57 502.2529 2 1002.4912 -0.0005 23.37 K A 0

7450 LQADAAHSALK JW5655 ECK3541 yiaF conserved protein 43 562.8070 2 1123.5994 0.0009 21.33 K Q 0

7451 LQADEVQLHQK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 58 654.8482 2 1307.6818 -0.0015 23.85 R E 0

7452 LQADEVQLHQKEAPGQPEPVR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 21 593.0609 4 2368.2145 0.0011 28.66 R T 0

7453 LQAEPFTDCVPMLR 57.021465@C:9 JW0195 ECK0199 metN DL-methionine transporter subunit -!- ATP-binding component of ABC superfamily 49 838.9107 2 1675.8068 0.0006 53.05 R L 0

7454 LQAFEGVVIAIR JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 54 658.3903 2 1314.7660 0.0000 54.54 R N 0

7455 LQAGAFNYSLNR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 66 677.3491 2 1352.6836 0.0000 41.21 R D 0

7456 LQALVYR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 43 431.7603 2 861.5060 -0.0011 31.21 R E 0

7457 LQDAFPVLYTGR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 73 690.3696 2 1378.7246 0.0001 50.34 R D 0

7458 LQDAIENR JW5062 ECK0451 ylaB conserved inner membrane protein 40 479.7520 2 957.4894 0.0015 21.62 R D 0

7459 LQDGNWR JW2577 ECK2593 yfiO predicted lipoprotein 26 444.7195 2 887.4244 -0.0005 23.92 K Q 0

7460 LQDPLAELVK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 26 563.3293 2 1124.6440 0.0000 52.68 R I 0

7461 LQEDDGAVMAVEDEGPGIDESK JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 109 1152.5135 2 2303.0124 0.0014 44.06 K C 0

7462 LQEDESFTNK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 45 605.7826 2 1209.5506 -0.0006 25.81 K N 0

7463 LQEFLQHVS JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 54 550.7904 2 1099.5662 0.0001 37.59 R - 0

7464 LQEFQDSLK JW5580 ECK3831 tatB TatABCE protein translocation system subunit 32 554.2877 2 1106.5608 0.0000 34.45 K K 0

7465 LQELAKR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 34 429.2637 2 856.5128 -0.0001 18.30 R I 0
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7466 LQELGATR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 51 444.2507 2 886.4868 -0.0003 22.60 K L 0

7467 LQELKDELGDNLYIAQLDVR JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 55 782.4169 3 2344.2289 0.0016 56.79 R N 0

7468 LQENSLFDIVNTIR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 93 831.4472 2 1660.8798 0.0015 63.14 R Q 0

7469 LQEQNIDSLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 46 608.3200 2 1214.6254 -0.0001 31.38 K S 0

7470 LQESGSPIDLITLAESLER JW4012 ECK4044 dnaB replicative DNA helicase 97 1036.0499 2 2070.0852 0.0009 75.42 R Q 0

7471 LQESSPLPVLGAVPWSFDLIATR JW2294 ECK2291 pta phosphate acetyltransferase 39 1248.6791 2 2495.3436 0.0012 77.13 K A 0

7472 LQFALEQLLHTR JW0938 ECK0946 ycbZ predicted peptidase 79 734.9168 2 1467.8190 -0.0008 56.50 R A 0

7473 LQGEVTISGAK JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 16 551.8086 2 1101.6026 -0.0004 27.24 K N 0

7474 LQGIAQQNSFK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 57 617.3327 2 1232.6508 -0.0005 29.05 K H JW3485

7475 LQGIAQQNSFK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 57 617.3327 2 1232.6508 -0.0005 29.09 K H JW3485

7476 LQGIAQQNSFKHT JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 17 491.2588 3 1470.7546 -0.0034 25.12 K - JW1488

7477 LQGNFYNDAVIDPYMLER JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 92 1079.5178 2 2157.0210 0.0009 58.36 K A 0

7478 LQGPDWAVTDLDLSLR JW3630 ECK3645 yicH conserved protein 66 899.9691 2 1797.9236 -0.0024 62.97 R N 0

7479 LQGTAFLVVTHDLQLAK JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 16 618.6877 3 1853.0413 0.0001 56.35 R R 0

7480 LQGVDSVMTPPERR JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 23 528.9432 3 1583.8078 -0.0012 32.50 R A 0

7481 LQHIAPQK JW5291 ECK1784 yeaJ predicted diguanylate cyclase 25 312.1870 3 933.5392 -0.0003 18.02 R E 0

7482 LQHIDFVRA JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 30 366.8731 3 1097.5975 -0.0006 35.32 K - 0

7483 LQHMVNILNSR JW5391 ECK2389 yfeA predicted diguanylate cyclase 19 442.2428 3 1323.7066 -0.0015 36.32 R Q 0

7484 LQHQDLQTSAQQIAR JW0831 ECK0838 ybjL predicted transporter 68 579.6390 3 1735.8952 -0.0012 29.03 K E 0

7485 LQIINELAER JW3604 ECK3619 rfaS lipopolysaccharide core biosynthesis protein 18 599.8433 2 1197.6720 0.0004 45.57 R L 0

7486 LQIIVAER JW1163 ECK1162 minE cell division topological specificity factor 17 471.2915 2 940.5684 -0.0020 35.34 R R 0

7487 LQIPMQIYSADGELIAQYGEK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 65 1184.0996 2 2366.1846 0.0019 61.53 R R 0

7488 LQIPMQIYSADGELIAQYGEKR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 37 841.7681 3 2522.2825 -0.0015 58.87 R R 0

7489 LQLADGSTALVTTVYDLTLANYGLER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 41 933.1591 3 2796.4555 0.0010 80.19 R G 0

7490 LQLAMPLLPQEVQQQGVSVEK JW0451 ECK0456 acrB multidrug efflux system protein 66 1168.1386 2 2334.2626 0.0009 58.21 K S 0

7491 LQLAMPSLPEAVQQQGISVDK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 77 751.4035 3 2251.1887 0.0006 57.67 K S 0

7492 LQLDSWR JW0438 ECK0442 mdlA fused predicted multidrug transporter subunits -!- ATP-binding components of ABC superfamily 29 459.2452 2 916.4758 -0.0009 40.00 K S 0

7493 LQLEDGTQLVVPPAFR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 49 891.9918 2 1781.9690 0.0015 58.86 K R 0

7494 LQLGTALLR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 16 492.8140 2 983.6134 0.0007 44.59 R R 0

7495 LQLKPGMR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 35 471.7812 2 941.5478 -0.0001 24.98 K V 0

7496 LQLLSDALGEQYAQHGNWR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 36 733.7034 3 2198.0884 0.0014 51.92 R F 0

7497 LQLTVTQQLGR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 72 628.8694 2 1255.7242 -0.0006 39.70 K T 0

7498 LQLVDKIGDESTTITVAPFGSDQR JW0171 ECK0175 yaeL zinc metallopeptidase 26 864.1173 3 2589.3301 0.0015 53.83 R R 0

7499 LQLVDKIGDESTTITVAPFGSDQRR JW0171 ECK0175 yaeL zinc metallopeptidase 92 687.3644 4 2745.4285 -0.0012 50.62 R D 0

7500 LQLVGVGYR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 58 502.7979 2 1003.5812 -0.0002 40.36 K A 0

7501 LQMELVPER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 63 557.8003 2 1113.5860 0.0008 39.64 K L 0

7502 LQMQHVDPSQENIVVQK JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 72 665.0103 3 1992.0091 -0.0007 35.70 K - 0

7503 LQMQQLQQNNIVYFDLDKYDIR 15.994915@M:3 JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 66 934.4692 3 2800.3858 0.0005 55.00 R S 0

7504 LQNFSVDTQLQSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 88 754.3916 2 1506.7686 0.0009 38.93 K F 0

7505 LQPDEDGIGATLQPA JW1656 ECK1660 ydhQ conserved protein 42 762.8809 2 1523.7472 0.0005 44.48 K - 0

7506 LQPLTHPQGMTPWDDAIAQWSFDK 15.994915@M:10 JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 18 933.4465 3 2797.3177 0.0006 59.09 K G 0

7507 LQQIEEETGLTIEQVK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 122 929.4939 2 1856.9732 0.0002 45.48 K D 0

7508 LQQPDIVETLITLPETQLK JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 62 727.0791 3 2178.2155 0.0009 70.82 K E 0

7509 LQQPDIVETLITLPETQLKEYFTK JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 56 949.8520 3 2846.5342 0.0026 79.35 K Y 0

7510 LQQSSDSELDTLR JW2539 ECK2552 yfhG conserved protein 68 746.3673 2 1490.7200 -0.0012 32.35 K Q 0

7511 LQQVGDKPRPK JW3945 ECK3973 nusG transcription termination factor 40 633.3694 2 1264.7242 -0.0009 15.73 R T 0

7512 LQSGIDAVLHVLDWVPVR JW0107 ECK0110 ampE predicted inner membrane protein 48 673.0454 3 2016.1144 -0.0014 76.17 R L 0

7513 LQSHPLKR JW3564 ECK3580 selA selenocysteine synthase 14 489.7964 2 977.5782 0.0013 10.17 R A 0

7514 LQSMMAPFSDLVPEVFR JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 24 983.9920 2 1965.9694 0.0003 74.52 R S 0

7515 LQTDPTVIYGMGER JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 79 790.3927 2 1578.7708 -0.0003 43.94 R Y 0

7516 LQTEAQLQSFITTAQ JW0628 ECK0626 rlpA minor lipoprotein 91 839.9362 2 1677.8578 0.0005 55.36 R - 0

7517 LQTHPFLGPK JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 44 569.3246 2 1136.6346 0.0004 29.61 R L 0

7518 LQTMVSHFTIDPSR JW0600 ECK0601 uspG universal stress protein UP12 89 816.4140 2 1630.8134 -0.0004 42.30 R I 0

7519 LQTPEEFGK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 14 524.7694 2 1047.5242 0.0005 30.53 R I 0

7520 LQTVLFQQQLGTLR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 91 822.9747 2 1643.9348 -0.0011 51.97 R D 0

7521 LQVDAGGTATNVTLK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 65 744.4066 2 1486.7986 -0.0005 36.30 R Q 0

7522 LQVEAIKR JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 56 478.7979 2 955.5812 -0.0002 23.55 K G 0

7523 LQVEGLSGQLEK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 82 650.8588 2 1299.7030 -0.0003 39.45 R N 0

7524 LQVEQIIAVSNETHIYR JW0861 ECK0868 ybjX conserved protein 35 671.6969 3 2012.0689 -0.0002 50.40 R S 0

7525 LQVGDLDNR JW2462 ECK2473 nlpB lipoprotein 24 515.2701 2 1028.5256 0.0005 31.08 K S 0

7526 LQYYVNTDQLVVR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 77 805.9307 2 1609.8468 0.0005 46.57 R L 0

7527 LRAEQISMIFQDPMTSLNPYMR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 71 881.1018 3 2640.2836 -0.0027 66.29 K V 0

7528 LRAEVEELEHK JW5905 ECK1406 hrpA ATP-dependent helicase 22 451.5771 3 1351.7095 -0.0001 26.14 K S 0

7529 LRDDKQPVWLDEYR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 36 611.6478 3 1831.9216 -0.0002 38.81 R S 0

7530 LRDLGGLIVIDFIDMTPVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 50 1072.1018 2 2142.1890 0.0019 75.17 R H 0

7531 LRDNTTWSYNSSDR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 76 857.8937 2 1713.7728 0.0022 28.38 R S 0

7532 LRDQYDLHPVYK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 22 516.2718 3 1545.7936 -0.0005 29.54 K R 0

7533 LRDVVIGMGACTDSK 57.021465@C:11 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 48 541.2714 3 1620.7924 -0.0041 33.53 K V 0

7534 LRDWGVSR JW0637 ECK0635 leuS leucyl-tRNA synthetase 39 494.7698 2 987.5250 0.0001 26.66 R Q 0

7535 LREEIAEQHR JW0886 ECK0894 pflB pyruvate formate lyase I 43 640.8391 2 1279.6636 0.0004 18.43 R A 0

7536 LREFIQR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 33 481.2827 2 960.5508 0.0004 26.60 K A 0

7537 LREILQTQGLNIEALFRE JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 43 715.0679 3 2142.1819 0.0021 62.35 R - 0

7538 LRELLGSPLRQDEQK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 46 594.6670 3 1780.9792 -0.0004 33.27 R M 0

7539 LRGSVNPECTLAQLGAAK 57.021465@C:9 JW3975 ECK4007 aceA isocitrate lyase 74 629.0034 3 1883.9884 -0.0003 41.97 K M 0

7540 LRGVHAVTR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 26 336.8737 3 1007.5993 0.0005 18.63 R Y 0

7541 LRGWQVPAFTLGGEATDIVVMR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 88 806.0992 3 2415.2758 0.0025 63.59 R I JW1488

7542 LRHEQIIFHCQAGK 57.021465@C:10 JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 62 579.6392 3 1735.8958 0.0016 25.22 K R 0

7543 LRLTVADSAR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 43 551.3223 2 1100.6300 -0.0001 28.64 R V 0

7544 LRPAFDR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 16 437.7480 2 873.4814 -0.0006 20.72 K K 0

7545 LRPAFDRK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 33 334.8660 3 1001.5762 -0.0009 20.18 K H 0

7546 LRPAFPPK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 39 309.1921 3 924.5545 0.0000 29.70 K I 0

7547 LRQDFLNSLTVEMLNQDLR JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 53 769.0713 3 2304.1921 0.0026 65.96 K Q 0

7548 LRQQQALQYELEK JW5539 ECK3222 yhcB conserved protein 35 549.6334 3 1645.8784 -0.0004 31.50 K N 0

7549 LRSEIGR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 31 415.7454 2 829.4762 -0.0008 17.69 R L 0

7550 LRSEIGRLDVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 15 643.3832 2 1284.7518 0.0004 26.80 R D 0

7551 LRVNVDAGNR JW0172 ECK0176 yaeT conserved protein 52 557.3096 2 1112.6046 -0.0004 23.51 K F 0

7552 LRVSVADVSK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 38 537.3188 2 1072.6230 -0.0011 28.06 R V 0

7553 LSAEDIWDR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 42 552.7685 2 1103.5224 -0.0022 45.31 K C 0

7554 LSAENGVLSPR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 33 571.8127 2 1141.6108 0.0018 29.90 R G 0

7555 LSALHPR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 39 397.2374 2 792.4602 -0.0003 20.02 K Y 0

7556 LSALPSFVQGDAWR JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 105 773.9042 2 1545.7938 -0.0002 54.78 R N 0

7557 LSALTFAAPDYDRYPCLK 57.021465@C:16 JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 14 701.0198 3 2100.0376 0.0025 51.51 K L 0

7558 LSALVEIYR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 66 532.3107 2 1062.6068 -0.0004 43.64 R M 0

7559 LSANLALLSDVSMAVLGGSLK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 142 1030.0776 2 2058.1406 0.0011 78.44 R R 0

7560 LSANLALLSDVSMAVLGGSLKR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 52 739.0883 3 2214.2431 0.0025 73.86 R R 0

7561 LSANWMAAAGHPGEDAGLYEAVK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 26 786.7113 3 2357.1121 0.0009 48.99 K A 0

7562 LSAQMAR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 52 388.7077 2 775.4008 -0.0001 19.87 R R 0

7563 LSASYVGEDNER JW1709 ECK1717 thrS threonyl-tRNA synthetase 59 670.3100 2 1338.6054 0.0003 26.70 R K 0

7564 LSATGWFNSVVVAPQFDK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 100 983.5074 2 1965.0002 0.0007 62.57 R A 0

7565 LSAYFPASLK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 40 548.8054 2 1095.5962 -0.0002 43.98 R T 0

7566 LSDALSVFDDL JW4352 ECK4381 radA predicted repair protein 31 597.7984 2 1193.5822 0.0006 69.99 K - 0

7567 LSDDPIYR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 46 489.7483 2 977.4820 0.0003 28.40 K K 0

7568 LSDEELK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 40 417.2160 2 832.4174 -0.0004 22.40 K G 0

7569 LSDEVTDSPMVDK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 67 718.3343 2 1434.6540 -0.0008 32.59 R S 0

7570 LSDEVTDSPMVDKSWTGLISTGITYK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 62 948.4727 3 2842.3963 0.0017 59.72 R F 0

7571 LSDEVTDSPMVDKSWTGLISTGITYKF JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 77 997.4947 3 2989.4623 -0.0008 66.88 R - 0

7572 LSDISLEELPR JW4352 ECK4381 radA predicted repair protein 75 636.3459 2 1270.6772 0.0005 46.91 K F 0

7573 LSDLETAIVVVDR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 62 715.3985 2 1428.7824 0.0001 51.32 K F 0

7574 LSDLETAIVVVDRFSGEVR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 85 702.3801 3 2104.1185 0.0021 69.29 K A 0

7575 LSDPEKLLGGAEDLGITCALIPTTTPGVEIGR 57.021465@C:18 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 32 1098.5816 3 3292.7230 0.0005 67.26 K R 0

7576 LSDPEKLLGGAEDLGITCALIPTTTPGVEIGRR 57.021465@C:18 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 131 1150.6149 3 3448.8229 -0.0008 63.79 K H 0

7577 LSDVGVDTMK JW3605 ECK3620 rfaP kinase that phosphorylates core heptose of lipopolysaccharide 59 532.7679 2 1063.5212 -0.0008 29.59 R G 0

7578 LSDWITHFAGK JW1623 ECK1627 rsxG predicted oxidoreductase 37 637.8299 2 1273.6452 -0.0003 46.85 R K 0

7579 LSDYGVQLR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 83 525.7815 2 1049.5484 -0.0022 34.17 R E 0

7580 LSEDAFDDQCTGANPR 57.021465@C:10 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 45 898.3817 2 1794.7488 0.0009 32.16 K Y 0

7581 LSEITYSQNGK JW1200 ECK1197 lolB chaperone for lipoproteins 34 620.3144 2 1238.6142 0.0000 26.90 R N 0

7582 LSEKELPLTESLALTIDR JW0738 ECK0744 gpmA phosphoglyceromutase 1 31 676.7130 3 2027.1172 0.0022 55.35 K V 0

7583 LSEQFENLANR JW3809 ECK3826 rmuC predicted recombination limiting protein 88 660.8306 2 1319.6466 -0.0002 36.05 R I 0

7584 LSEQIQNDLLLR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 76 721.4040 2 1440.7934 -0.0001 47.18 R A 0

7585 LSEVEGVNNR JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 18 558.7848 2 1115.5550 -0.0020 23.27 R L 0

7586 LSFDINEDVAAPYIATGARPK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 71 750.0588 3 2247.1546 0.0010 53.78 K V 0

7587 LSFETSMHR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 67 554.2656 2 1106.5166 -0.0012 30.26 R L 0

7588 LSFGQVVR JW0085 ECK0088 mraY phospho-N-acetylmuramoyl-pentapeptide transferase 71 453.2649 2 904.5152 0.0021 36.94 K N 0

7589 LSFSLPADMTDQSGK JW5682 ECK3456 dcrB periplasmic protein 39 798.8825 2 1595.7504 0.0003 52.17 K L 0

7590 LSGDTLDGETAFR JW2667 ECK2692 alaS alanyl-tRNA synthetase 75 691.3326 2 1380.6506 -0.0014 38.31 K L 0

7591 LSGEALQGTEGFGIDASILDR JW0166 ECK0170 pyrH uridylate kinase 98 1075.0432 2 2148.0718 0.0019 58.29 K M 0

7592 LSGGFLFK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 55 434.7499 2 867.4852 -0.0002 44.82 K M 0

7593 LSGHFLDR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 32 315.5030 3 943.4872 -0.0005 29.12 R L 0

7594 LSGKPLLLTELFLPASPLY JW5713 ECK4031 ubiC chorismate pyruvate lyase 65 1036.6072 2 2071.1998 0.0029 77.69 R - 0

7595 LSGLVLDEADEMLR JW5531 ECK3150 deaD ATP-dependent RNA helicase 74 780.9007 2 1559.7868 0.0004 58.39 K M 0

7596 LSGSLACAVIAAMQGAHIIR 57.021465@C:7 JW3144 ECK3166 folP 7,8-dihydropteroate synthase 58 680.3679 3 2038.0819 0.0002 70.10 R V 0
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7597 LSGVEVSGNLAGHSAEIEQLTK JW0172 ECK0176 yaeT conserved protein 112 1120.0819 2 2238.1492 0.0000 45.99 K I 0

7598 LSGVEVSGNLAGHSAEIEQLTKIEPGELYNGTK JW0172 ECK0176 yaeT conserved protein 40 860.9435 4 3439.7449 -0.0021 55.22 K V 0

7599 LSGVLDMLEEATIQIAEASDELR JW5416 ECK2612 recN recombination and repair protein 60 835.0921 3 2502.2545 0.0020 80.66 K H 0

7600 LSGVLNGVDEK JW3392 ECK3415 glgA glycogen synthase 40 565.8063 2 1129.5980 0.0002 31.70 R I 0

7601 LSGVLNGVDEKIWSPETDLLLASR JW3392 ECK3415 glgA glycogen synthase 71 871.4689 3 2611.3849 -0.0008 63.85 R Y 0

7602 LSGYAGSAGVAK JW4352 ECK4381 radA predicted repair protein 48 540.7873 2 1079.5600 -0.0011 24.22 R V 0

7603 LSGYTEDEKLNIAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 20 527.6102 3 1579.8088 -0.0005 31.73 R R 0

7604 LSHNIATLK JW2100 ECK2106 mrp antiporter inner membrane protein 32 498.7962 2 995.5778 0.0015 21.78 K R 0

7605 LSHNIATLKR JW2100 ECK2106 mrp antiporter inner membrane protein 45 576.8462 2 1151.6778 0.0003 21.93 K V 0

7606 LSIAYGIAQAMHR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 58 715.8823 2 1429.7500 0.0001 47.85 K E 0

7607 LSIIPEYTLNSTLSWQAR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 79 1046.5583 2 2091.1020 0.0021 62.23 R E 0

7608 LSIKDLHVSVEDKAILR JW1672 ECK1678 sufC component of SufBCD complex, ATP-binding component of ABC superfamily 20 646.0442 3 1935.1108 -0.0047 52.52 M G 0

7609 LSIKEATEQSQPAAAPEAPAAEQGE JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 87 1262.1143 2 2522.2140 0.0005 37.11 R - 0

7610 LSINYTYNDGR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 75 658.3173 2 1314.6200 -0.0003 35.83 K D 0

7611 LSITAYWSPLYFK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 47 794.9247 2 1587.8348 0.0011 64.69 K A 0

7612 LSIVDVNAGAQPLYNQQK JW0660 ECK0662 asnB asparagine synthetase B 46 979.5197 2 1957.0248 -0.0020 46.83 R T 0

7613 LSKDEQLQQR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 63 622.8330 2 1243.6514 -0.0006 17.48 R R 0

7614 LSLAATR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 38 366.2244 2 730.4342 0.0005 24.48 K S 0

7615 LSLEPLIAHR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 53 574.8428 2 1147.6710 -0.0002 42.10 K G 0

7616 LSLFDPLTGQIVSTIPR JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 55 929.0281 2 1856.0416 0.0009 67.41 R F 0

7617 LSLGDLDTLMPQDMINAKPISAAVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 90 881.1358 3 2640.3856 -0.0010 65.01 R E 0

7618 LSLIFNSVDIK JW1446 ECK1445 yncD predicted iron outer membrane transporter 75 624.8636 2 1247.7126 0.0002 54.85 K A 0

7619 LSLNDASLFYEPESSSALGFGFR JW2553 ECK2567 lepA GTP binding membrane protein 71 1254.1078 2 2506.2010 -0.0005 69.26 K C 0

7620 LSLNGTIIVGR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 30 571.8479 2 1141.6812 -0.0006 45.20 R D 0

7621 LSLQYILPKLWLTR JW4121 ECK4156 psd phosphatidylserine decarboxylase 57 582.0226 3 1743.0460 0.0014 67.77 K L 0

7622 LSLSDANLSALLTGK JW1823 ECK1833 yebT conserved protein 38 751.9252 2 1501.8358 0.0007 62.91 K T 0

7623 LSLSDLQPWPAGVR JW2635 ECK2654 ygaF predicted enzyme 80 769.9204 2 1537.8262 0.0010 57.53 R A 0

7624 LSLVPYGNEAIHVDELNPAGK JW0944 ECK0952 yccF conserved inner membrane protein 26 746.0584 3 2235.1534 -0.0002 52.10 K N 0

7625 LSLWTGLLATVVYNQNR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 34 650.0256 3 1947.0550 -0.0028 72.92 R Q 0

7626 LSMDNSQLPLQLTGEAK JW1376 ECK1378 ydbH predicted protein 64 922.9748 2 1843.9350 0.0001 51.20 K Q 0

7627 LSMPVALAPVGLCGMYAR 15.994915@M:15,57.021465@C:13 JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 57 961.4890 2 1920.9634 0.0010 56.21 K R 0

7628 LSNGELTAK JW1374 ECK1376 hslJ heat-inducible protein 60 466.7554 2 931.4962 -0.0011 21.11 K G 0

7629 LSNPELR JW5503 ECK3026 tolC transport channel 33 414.7326 2 827.4506 0.0005 23.38 R K 0

7630 LSNPELRK JW5503 ECK3026 tolC transport channel 44 478.7795 2 955.5444 -0.0005 19.34 R S 0

7631 LSPALGDVWR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 55 557.3069 2 1112.5992 0.0014 45.84 K S 0

7632 LSPFFDEMQATPAPVEDIHGAR JW1268 ECK1271 acnA aconitate hydratase 1 64 810.0583 3 2427.1531 0.0002 53.19 R I 0

7633 LSPGYTVTTGWK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 60 655.3425 2 1308.6704 -0.0009 39.19 K N 0

7634 LSPIAEQLDKISDGYISALLR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 65 768.0943 3 2301.2611 0.0030 74.86 R R 0

7635 LSPSLGESSHHVCPR 57.021465@C:13 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 29 554.9380 3 1661.7922 -0.0022 23.26 R C 0

7636 LSPTLAMYR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 70 526.2830 2 1050.5514 -0.0017 38.41 K A 0

7637 LSPVLNGLQNLTLLR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 82 825.9989 2 1649.9832 0.0005 64.65 R D 0

7638 LSQDLAR JW5503 ECK3026 tolC transport channel 51 401.7245 2 801.4344 0.0001 20.28 R E 0

7639 LSQEQLQHAQQVAAR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 47 569.6367 3 1705.8883 0.0022 27.84 R D 0

7640 LSQFADDLAHELR JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 37 505.5916 3 1513.7530 0.0005 47.00 R T 0

7641 LSQPGGSEDQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 41 587.2783 2 1172.5420 -0.0002 18.45 R L 0

7642 LSQVDESDLTNPK JW5760 ECK4255 yjgQ conserved inner membrane protein 65 723.3583 2 1444.7020 -0.0025 31.97 R Q 0

7643 LSSLTELTAK JW1716 ECK1725 yniC predicted hydrolase 26 531.8054 2 1061.5962 -0.0006 36.65 K D 0

7644 LSSQYNLSNLEPNIQIWNVDLR JW1177 ECK1176 ycgB conserved protein 58 1308.6739 2 2615.3332 -0.0011 67.25 R G 0

7645 LSTLDLNEINAADR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 109 772.8988 2 1543.7830 -0.0011 44.86 R M 0

7646 LSVAVVVNYK JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 65 546.3265 2 1090.6384 -0.0001 42.03 R T 0

7647 LSVEWMNELSHWPNLNVLLTR JW0861 ECK0868 ybjX conserved protein 20 851.1089 3 2550.3049 -0.0004 66.47 R Q 0

7648 LSVFKPIAQPR JW2294 ECK2291 pta phosphate acetyltransferase 55 628.3792 2 1254.7438 -0.0009 34.83 R T 0

7649 LSVGQAQR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 59 429.7432 2 857.4718 -0.0001 19.86 R V 0

7650 LSVLHGINAPEFFDK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 50 843.9460 2 1685.8774 -0.0003 52.09 R A 0

7651 LSVYDNLMAVLQIR JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 50 817.9501 2 1633.8856 -0.0005 74.52 R D 0

7652 LSYDTEASIAK JW0007 ECK0008 talB transaldolase B 19 599.3038 2 1196.5930 0.0006 31.24 R A 0

7653 LSYTGEVK JW0007 ECK0008 talB transaldolase B 47 448.7399 2 895.4652 0.0002 25.90 K A 0

7654 LTAADYEDNVAQDK JW0325 ECK0331 prpD 2-methylcitrate dehydratase 61 776.8594 2 1551.7042 -0.0011 32.34 R R 0

7655 LTAADYEDNVAQDKR JW0325 ECK0331 prpD 2-methylcitrate dehydratase 101 854.9102 2 1707.8058 -0.0005 29.10 R I 0

7656 LTAAPGNGASIGGLK JW0675 ECK0676 pgm phosphoglucomutase 53 663.8719 2 1325.7292 -0.0010 33.01 R V 0

7657 LTADGEWVNNPGNER JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 101 836.3895 2 1670.7644 -0.0003 34.59 R T 0

7658 LTAEEQAFLDGPVEEACR 57.021465@C:17 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 83 1017.9757 2 2033.9368 0.0005 50.45 R M 0

7659 LTAELSLMGAE JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 52 567.7894 2 1133.5642 0.0005 52.80 R - 0

7660 LTAEPVR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 23 393.2296 2 784.4446 0.0003 20.98 R F 0

7661 LTAINDKPTEGNEDEALNR JW0485 ECK0490 ybbP predicted inner membrane protein 83 700.6785 3 2099.0137 0.0007 29.34 R E 0

7662 LTALENLHFYHR JW5366 ECK2193 ccmA heme exporter subunit -!- ATP-binding component of ABC superfamily 37 757.3988 2 1512.7830 -0.0006 41.08 R D 0

7663 LTALGDELR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 28 494.2771 2 986.5396 0.0001 35.19 K F 0

7664 LTAPESNLEVSYQNYHR JW1606 ECK1609 ydgA conserved protein 42 674.3288 3 2019.9646 -0.0004 37.96 K G 0

7665 LTARPILDIALQYR JW4359 ECK4388 rob DNA-binding transcriptional activator 48 548.3263 3 1641.9571 0.0005 53.29 R F 0

7666 LTDDDMTIIEGK JW4005 ECK4037 yjbJ predicted stress response protein 59 675.8264 2 1349.6382 -0.0001 41.43 K R 0

7667 LTDHGCFLNR 57.021465@C:6 JW0831 ECK0838 ybjL predicted transporter 49 616.7956 2 1231.5766 -0.0002 28.66 K V 0

7668 LTDILAAGLQQK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 62 635.8722 2 1269.7298 0.0006 44.85 R G 0

7669 LTDMVTVGK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 56 482.2627 2 962.5108 0.0001 30.22 K D 0

7670 LTDMVTVGKDAWATGNPALR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 75 1058.5461 2 2115.0776 -0.0006 48.66 K G 0

7671 LTDTPAIVSTDADEMSTQMAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 98 1113.0193 2 2224.0240 0.0001 47.85 R L 0

7672 LTEALNPNDKG JW0162 ECK0165 glnD uridylyltransferase 37 586.3014 2 1170.5882 0.0002 25.45 R - 0

7673 LTEAVAVFR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 74 503.2901 2 1004.5656 0.0002 37.77 R I 0

7674 LTEAVDVFR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 69 525.2850 2 1048.5554 0.0001 40.16 R L 0

7675 LTEELTSR JW0907 ECK0915 mukB fused chromosome partitioning proteins 43 474.7532 2 947.4918 -0.0005 24.10 R E 0

7676 LTEGIATLGAAFYPK JW1692 ECK1700 pps phosphoenolpyruvate synthase 103 776.4245 2 1550.8344 0.0001 55.22 R R 0

7677 LTEHFHYWTK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 33 681.3353 2 1360.6560 -0.0003 32.33 R H 0

7678 LTENILFLAR JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 17 595.3508 2 1188.6870 0.0005 53.12 R A 0

7679 LTENTLQLAIISR JW4279 ECK4307 fimC chaperone, periplasmic 70 736.4273 2 1470.8400 -0.0006 49.25 K I 0

7680 LTETDQRITIGLNLPSGEMGR 15.994915@M:19 JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 16 773.0667 3 2316.1783 0.0038 46.56 K K 0

7681 LTFADSAPGVSDDQLQK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 63 896.4421 2 1790.8696 0.0009 42.16 R L 0

7682 LTFDGDHLATIVNMENNR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 95 1030.4967 2 2058.9788 -0.0005 51.56 R Q 0

7683 LTGALEEAANEFRR JW2797 ECK2825 ptsP fused PEP-protein phosphotransferase (enzyme I) of PTS system 32 526.2741 3 1575.8005 -0.0001 44.39 R Y 0

7684 LTGATPPDTGIFGIMK JW2406 ECK2408 cysZ predicted inner membrane protein 40 809.9284 2 1617.8422 -0.0013 53.89 R D 0

7685 LTGATPPDTGIFGIMKDVPR JW2406 ECK2408 cysZ predicted inner membrane protein 56 696.0382 3 2085.0928 -0.0001 56.64 R I 0

7686 LTGDLNVVQDK JW4180 ECK4217 ytfN conserved protein 27 601.3243 2 1200.6340 -0.0009 32.56 R Q 0

7687 LTGGLQLPNDETGDCQLFTQNLAR 57.021465@C:15 JW1178 ECK1177 dadA D-amino acid dehydrogenase 101 1331.1504 2 2660.2862 -0.0001 56.06 K M 0

7688 LTGLEGEQLGIVSLR JW5829 ECK1716 infC protein chain initiation factor IF-3 100 792.9509 2 1583.8872 -0.0010 53.11 R E 0

7689 LTGMAFR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 40 398.2127 2 794.4108 -0.0001 31.26 K V 0

7690 LTGMAFRVPTPNVSVVDLTVR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 67 758.0882 3 2271.2428 0.0018 58.18 K L 0

7691 LTGMPIPLNSLR JW1200 ECK1197 lolB chaperone for lipoproteins 22 656.3763 2 1310.7380 0.0000 51.48 K Q 0

7692 LTGNNLLNLGWYQDVQDSLK JW5689 ECK3404 malP maltodextrin phosphorylase 39 1146.0877 2 2290.1608 0.0015 66.75 R A 0

7693 LTGPASEQQAMEK JW2243 ECK2242 yfaY conserved protein 69 695.3371 2 1388.6596 -0.0009 25.54 K L 0

7694 LTGRDPDFHRR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 15 457.2409 3 1368.7009 -0.0002 19.42 K E 0

7695 LTGRPICVTAAADILR 57.021465@C:7 JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 51 576.3256 3 1725.9550 -0.0011 46.04 K S 0

7696 LTGVSEELGATR JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 66 616.8273 2 1231.6400 -0.0007 32.23 R A 0

7697 LTGYNTWLTGPR JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 95 689.8594 2 1377.7042 0.0001 46.82 R E 0

7698 LTIAPALLK JW0007 ECK0008 talB transaldolase B 42 470.3154 2 938.6162 -0.0001 44.35 R E 0

7699 LTIAPNLLK JW2448 ECK2459 talA transaldolase A 29 491.8186 2 981.6226 0.0004 43.82 R E 0

7700 LTIARPSMLLGDR JW5528 ECK3140 yraR predicted nucleoside-diphosphate-sugar epimerase 29 481.6092 3 1441.8058 -0.0016 44.66 K S 0

7701 LTICTPYFNLPAILVR 57.021465@C:4 JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 71 946.0296 2 1890.0446 0.0010 70.66 K N 0

7702 LTIEPSVK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 24 443.7658 2 885.5170 -0.0001 29.43 K N 0

7703 LTIESATQGEG JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 24 553.2731 2 1104.5316 0.0018 33.62 R - 0

7704 LTIPEVELPNAELLGK JW5531 ECK3150 deaD ATP-dependent RNA helicase 44 868.4962 2 1734.9778 0.0012 60.49 K R 0

7705 LTIPVDMATEFMTQVAK JW1606 ECK1609 ydgA conserved protein 82 947.9868 2 1893.9590 0.0011 70.15 K L 0

7706 LTIPVDMATEFMTQVAKLEGYQEDQAK JW1606 ECK1609 ydgA conserved protein 83 1019.5036 3 3055.4890 0.0007 79.71 K K 0

7707 LTIQQGGDKDPITIDISAANSSLSGIR JW1909 ECK1923 fliD flagellar filament capping protein 35 924.1582 3 2769.4528 0.0020 54.79 K D 0

7708 LTIQVRPPMDDLLEADDHTIAR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 85 840.4354 3 2518.2844 -0.0006 52.46 R R 0

7709 LTIVPAQTSAEDVLK JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 17 792.9462 2 1583.8778 0.0008 46.56 R M 0

7710 LTKEEQESEQKWR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 41 564.2851 3 1689.8335 0.0012 21.01 R T 0

7711 LTLDLGGEKR JW2101 ECK2107 metG methionyl-tRNA synthetase 53 551.3161 2 1100.6176 -0.0013 32.52 R N 0

7712 LTLDQINTLVTLPGVGALK JW3194 ECK3214 nanA N-acetylneuraminate lyase 64 983.5837 2 1965.1528 0.0018 68.80 K Q 0

7713 LTLGDGYTQGDIFDGINFR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 103 1051.5134 2 2101.0122 0.0006 62.69 R G 0

7714 LTLGLLR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 33 393.2657 2 784.5168 -0.0003 45.20 K D 0

7715 LTLMSDDLTNVTVK 15.994915@M:4 JW1913 ECK1927 yedD predicted protein 99 783.4078 2 1564.8010 -0.0008 43.42 K R 0

7716 LTLMSDDLTNVTVKR JW1913 ECK1927 yedD predicted protein 92 853.4612 2 1704.9078 -0.0002 45.00 K E 0

7717 LTLNAEQSPAQ JW2500 ECK2512 yfgA conserved protein 21 586.3016 2 1170.5886 0.0006 31.92 R - 0

7718 LTLNAHSIKR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 16 384.8996 3 1151.6770 -0.0004 24.77 R T 0

7719 LTLNGDTAVELDVLK JW0710 ECK0709 gltA citrate synthase 92 800.9432 2 1599.8718 -0.0001 54.77 K G 0

7720 LTLNGDTAVELDVLKGTLGQDVIDIR JW0710 ECK0709 gltA citrate synthase 64 923.5070 3 2767.4992 0.0024 68.39 K T 0

7721 LTMAQNEWR JW2190 ECK2194 napC nitrate reductase, cytochrome c-type,periplasmic 62 574.7793 2 1147.5440 -0.0004 33.22 R R 0

7722 LTMLLLQLPHIGQVQCGVWPAAVR 57.021465@C:16 JW3722 ECK3738 asnA asparagine synthetase A 64 900.8336 3 2699.4790 0.0022 68.36 R E 0

7723 LTNGFEVTSYIGGEGHNLQEHSVILIR JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 55 746.6379 4 2982.5225 0.0025 55.37 R G 0

7724 LTNIDNTWNQR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 68 687.8411 2 1373.6676 -0.0011 33.43 K T 0

7725 LTNTDLSFGPFK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 13 670.3478 2 1338.6810 -0.0009 50.69 K E 0

7726 LTNTDLSFGPFKEWYFANNYIYDMGR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 75 1054.8276 3 3161.4610 0.0017 71.58 K N 0

7727 LTPALGQQK JW3997 ECK4029 malM maltose regulon periplasmic protein 38 478.2815 2 954.5484 -0.0014 23.58 R L 0
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7728 LTPDADDTVLVK JW0587 ECK0588 entB isochorismatase 41 643.8453 2 1285.6760 -0.0006 35.70 R W 0

7729 LTPNFSTWRPCDQVEAAVGWK 57.021465@C:11 JW2449 ECK2460 tktB transketolase 2, thiamin-binding 43 821.4030 3 2461.1872 0.0021 56.85 R L 0

7730 LTPTYLGESIAVPHGTVEAK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 18 695.0411 3 2082.1015 0.0016 43.46 K D 0

7731 LTQAVSAFR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 67 496.7800 2 991.5454 0.0004 30.13 R L 0

7732 LTQEQLDNFR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 39 632.3203 2 1262.6260 0.0005 35.89 R Q 0

7733 LTQEQLDNFRQEVHGNGLSSYPHPK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 63 965.4776 3 2893.4110 0.0004 41.17 R L 0

7734 LTQIAIADSDKLR JW3203 ECK3223 degQ serine endoprotease, periplasmic 24 481.9440 3 1442.8102 0.0009 35.50 K V 0

7735 LTQLNQQQR JW5042 ECK0307 ykgG predicted transporter 53 564.8098 2 1127.6050 0.0003 19.71 R C 0

7736 LTQPEWFGWSQEK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 56 818.3939 2 1634.7732 0.0004 52.66 K R 0

7737 LTQPEWFGWSQEKR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 25 597.9653 3 1790.8741 0.0000 47.34 K N 0

7738 LTQPLLR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 16 420.7689 2 839.5232 0.0003 30.33 R M 0

7739 LTQSDIR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 33 416.7297 2 831.4448 -0.0002 20.15 K G 0

7740 LTQYSHGAGCGCK 57.021465@C:10,57.021465@C:12 JW1753 ECK1762 selD selenophosphate synthase 50 719.8138 2 1437.6130 0.0001 17.53 R I 0

7741 LTREDVEK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 25 495.2666 2 988.5186 -0.0002 18.17 R H 0

7742 LTRLEVEESQPLVNAVWIDLVEPDDDERLR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 35 887.9620 4 3547.8189 0.0032 67.79 R V 0

7743 LTRPWGETTAR JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 22 644.3437 2 1286.6728 -0.0003 25.51 R L 0

7744 LTSENPIDLVR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 74 628.8463 2 1255.6780 0.0009 44.99 K Y 0

7745 LTSSDGGVVPLSSIAK JW2060 ECK2071 mdtB multidrug efflux system, subunit B 73 765.9220 2 1529.8294 -0.0006 42.00 R I 0

7746 LTSTEEFGK JW0451 ECK0456 acrB multidrug efflux system protein 38 506.2529 2 1010.4912 -0.0008 24.45 R I 0

7747 LTSTLDNER JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 30 524.7674 2 1047.5202 0.0007 21.76 R L 0

7748 LTTAELPVIASLGIAEVPVIR JW0811 ECK0817 moeA molybdopterin biosynthesis protein 70 1081.6436 2 2161.2726 0.0005 72.44 R K 0

7749 LTTDIGPVIDSEAK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 77 729.8880 2 1457.7614 0.0001 41.42 R A 0

7750 LTTDIGPVIDSEAKANIER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 19 681.3636 3 2041.0690 -0.0002 44.26 R H 0

7751 LTTDKGEWLLYR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 62 747.9006 2 1493.7866 -0.0011 44.04 R A 0

7752 LTTGCSVIVTGK 57.021465@C:5 JW0913 ECK0921 asnS asparaginyl tRNA synthetase 33 618.3364 2 1234.6582 -0.0008 29.74 R V 0

7753 LTTIANALGNNINGQPVNYK JW2903 ECK2931 yggG predicted peptidase 96 1058.0636 2 2114.1126 0.0006 46.57 R V 0

7754 LTTLQDNTITTSLQYANGQITLNGQK JW1606 ECK1609 ydgA conserved protein 42 946.1613 3 2835.4621 0.0007 56.94 R M 0

7755 LTVLDSLSK JW2893 ECK2922 pgk phosphoglycerate kinase 34 488.2897 2 974.5648 0.0001 42.66 K I 0

7756 LTVQDNGCGVPENAIR 57.021465@C:8 JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 33 871.9292 2 1741.8438 0.0022 35.40 K S 0

7757 LTVTVFK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 35 404.2522 2 806.4898 -0.0004 36.99 K V 0

7758 LVAAIDGIDR JW0658 ECK0653 miaB isopentenyl-adenosine A37 tRNA methylthiolase 47 521.7990 2 1041.5834 0.0017 36.81 R I 0

7759 LVADLIR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 44 400.2553 2 798.4960 -0.0002 37.05 R G 0

7760 LVADLPESFYTQAAK JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 49 826.9301 2 1651.8456 0.0000 51.19 R E 0

7761 LVADSITSQLER JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 112 666.3622 2 1330.7098 0.0006 43.70 K R 0

7762 LVADSITSQLERR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 21 496.6104 3 1486.8094 -0.0010 40.07 K V 0

7763 LVAMGGIGHTSCLYTDQDNQPAR 57.021465@C:12 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 106 1252.5869 2 2503.1592 0.0008 39.80 K V 0

7764 LVATDTIYPHTGQAAK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 32 562.6332 3 1684.8778 -0.0008 31.16 K A 0

7765 LVAVGNTFVFPMAGYSK 15.994915@M:12 JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 106 908.9685 2 1815.9224 -0.0005 52.47 K K 0

7766 LVAVGNTFVFPMAGYSKK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 18 643.6816 3 1928.0230 0.0000 52.41 K I 0

7767 LVAVGNTFVYPIAGYSK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 83 899.9914 2 1797.9682 0.0018 54.28 K K 0

7768 LVAVGNTFVYPIAGYSKK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 76 964.0384 2 1926.0622 0.0008 48.18 K I 0

7769 LVAVPHSK JW4185 ECK4222 ppa inorganic pyrophosphatase 41 425.7607 2 849.5068 -0.0003 19.57 K L 0

7770 LVDAEGLINR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 76 550.3084 2 1098.6022 -0.0011 38.80 R M 0

7771 LVDAINQLR JW4099 ECK4133 aspA aspartate ammonia-lyase 53 521.3058 2 1040.5970 -0.0008 36.53 K E 0

7772 LVDALASSAEIEK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 84 673.3642 2 1344.7138 0.0003 38.77 K A 0

7773 LVDDLHQLSMSDEGALAYQK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 39 745.0322 3 2232.0748 0.0015 46.90 K A 0

7774 LVDEIQLANMLADDSWK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 111 980.9888 2 1959.9630 0.0019 66.72 R S 0

7775 LVDIEQVSSTHAK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 86 713.8805 2 1425.7464 0.0000 30.92 R V 0

7776 LVDIVEPTEK JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 39 571.8190 2 1141.6234 0.0004 34.67 R T 0

7777 LVDIVEPTEKTVDALMR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 53 643.6838 3 1928.0296 0.0007 59.40 R L 0

7778 LVDKVIGITNEEAISTAR JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 43 643.6925 3 1928.0557 -0.0021 41.35 K R 0

7779 LVDQLLTLSR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 74 579.3481 2 1156.6816 0.0000 48.40 R L 0

7780 LVDRPTVQANEVSK JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 39 519.2859 3 1554.8359 -0.0008 24.38 K Q 0

7781 LVDRPTVQANEVSKQELHAGGR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 54 601.8227 4 2403.2617 0.0000 29.25 K K 0

7782 LVDSNGSVFYSR JW1063 ECK1061 flgE flagellar hook protein 65 672.3331 2 1342.6516 0.0000 35.74 R N 0

7783 LVDTATLEVEVLR JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 48 729.4138 2 1456.8130 -0.0006 52.48 R E 0

7784 LVEAYRELDQALVVR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 37 592.0003 3 1772.9791 0.0007 48.82 K G 0

7785 LVEEGAQVSAGQPILEMDLDYLNANAR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 97 1458.7246 2 2915.4346 0.0012 64.25 R S 0

7786 LVEGGVK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 25 351.2131 2 700.4116 -0.0002 18.73 R I 0

7787 LVEQGRPVVIFPEGR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 39 565.9900 3 1694.9482 0.0014 40.54 R I 0

7788 LVEYHQMTAPLIGYYSK JW0463 ECK0468 adk adenylate kinase 61 671.6765 3 2012.0077 0.0000 47.71 R E 0

7789 LVFITDTVQPVINQGGTK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 43 965.5356 2 1929.0566 -0.0005 52.11 K A 0

7790 LVFLKDR JW2577 ECK2593 yfiO predicted lipoprotein 41 445.7760 2 889.5374 -0.0011 32.45 R L 0

7791 LVFSKPQDR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 43 545.3058 2 1088.5970 -0.0008 23.77 K L 0

7792 LVFVDGR JW1671 ECK1677 sufD component of SufBCD complex 47 403.2321 2 804.4496 0.0001 34.85 R Y 0

7793 LVGAPPGYVGYEEGGYLTEAVR JW2573 ECK2590 clpB protein disaggregation chaperone 97 1149.0765 2 2296.1384 0.0009 52.09 R R 0

7794 LVGAPPGYVGYEEGGYLTEAVRR JW2573 ECK2590 clpB protein disaggregation chaperone 35 818.4203 3 2452.2391 0.0004 48.57 R R 0

7795 LVGETGKVVLADINESMLK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 55 672.7066 3 2015.0980 0.0007 52.86 R M 0

7796 LVGLTGIDDAAR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 30 600.8333 2 1199.6520 0.0010 40.71 R A 0

7797 LVGPLIDVMGSAGEDLKR JW2667 ECK2692 alaS alanyl-tRNA synthetase 49 624.0088 3 1869.0046 0.0016 55.40 K Q 0

7798 LVGQNQTYTVQEGDKNLQAIAR JW1668 ECK1674 ynhG conserved protein 71 816.0942 3 2445.2608 -0.0005 38.93 R R 0

7799 LVGSSHLLTDPAK JW2121 ECK2126 dld D-lactate dehydrogenase, FAD-binding, NADH independent 61 669.3744 2 1336.7342 -0.0009 30.72 R T 0

7800 LVGTVNAGEEVTLLQTDANTNYAQVK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 128 1374.7059 2 2747.3972 -0.0005 52.88 R D 0

7801 LVGVIPEDQSVLR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 35 712.9093 2 1423.8040 0.0005 44.40 K A 0

7802 LVHIPEEELLPGLEK JW2500 ECK2512 yfgA conserved protein 48 858.4823 2 1714.9500 -0.0005 51.58 R Q 0

7803 LVHTLNGSGLAVGR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 49 465.2681 3 1392.7825 -0.0013 32.50 R T 0

7804 LVHVWSAPFEYFTR JW1460 ECK1459 narV nitrate reductase 2 (NRZ), gamma subunit 27 876.4490 2 1750.8834 0.0003 57.25 R R 0

7805 LVIDGGR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 34 365.2158 2 728.4170 -0.0011 23.88 R A 0

7806 LVIECTGMADPGPIIQTFFSHEVLCQR 57.021465@C:5,57.021465@C:25 JW5790 ECK4342 yjiA predicted GTPase 36 1040.1767 3 3117.5083 -0.0004 72.95 R Y 0

7807 LVIESGDSAQSR JW1575 ECK1578 ynfB predicted protein 98 631.3219 2 1260.6292 -0.0017 25.14 K Q 0

7808 LVIGADGANSQVR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 67 650.3541 2 1298.6936 -0.0006 29.42 K Q 0

7809 LVIGADGANSWLR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 62 686.3724 2 1370.7302 -0.0004 49.75 R N 0

7810 LVIGIAAR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 46 406.7708 2 811.5270 -0.0009 36.42 R N 0

7811 LVITPVDGSDPYEEMIPK 15.994915@M:15 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 83 1010.0031 2 2017.9916 -0.0001 47.26 R W 0

7812 LVITSDEGVR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 16 544.8014 2 1087.5882 0.0010 29.67 R A 0

7813 LVIWLPLYK JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 18 572.8605 2 1143.7064 0.0009 63.89 R R 0

7814 LVIYEREAPEGTVK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 19 535.2935 3 1602.8587 -0.0030 31.24 R D 0

7815 LVKDYLDGVDVAEGELVVLENVR JW2893 ECK2922 pgk phosphoglycerate kinase 19 848.7896 3 2543.3470 -0.0014 69.06 R F 0

7816 LVKGEVVASTFDEPASR JW3756 ECK3775 rho transcription termination factor 68 602.3194 3 1803.9364 -0.0002 33.68 R H 0

7817 LVKPWVGGYTGKDPLDNTYTR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 43 794.0811 3 2379.2215 -0.0009 43.51 R N 0

7818 LVLADEPTGNLDAR JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 68 742.3909 2 1482.7672 -0.0005 38.47 R N 0

7819 LVLANAQMVVR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 87 607.3580 2 1212.7014 0.0002 40.96 R K 0

7820 LVLCDVLTYVER 57.021465@C:4 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 85 740.3979 2 1478.7812 0.0010 64.70 R F 0

7821 LVLEVQQQLGGGIVR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 95 804.9748 2 1607.9350 -0.0009 49.95 R T 0

7822 LVLGVTAGQINLLHK JW5316 ECK1945 fliO flagellar biosynthesis protein 19 525.9909 3 1574.9509 0.0002 49.66 R L 0

7823 LVLLSDPVTMAR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 42 657.8762 2 1313.7378 0.0001 51.00 R L 0

7824 LVLTDSKGEK JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 25 545.3113 2 1088.6080 0.0004 20.89 K S 0

7825 LVLVLNCGSSSLK 57.021465@C:7 JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 46 695.3920 2 1388.7694 -0.0003 46.11 K F 0

7826 LVMDLYPANAQDMQDPLLALLEDYNKGDLEK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 64 1179.2503 3 3534.7291 0.0028 77.81 R Q 0

7827 LVMEAACLFAQR 57.021465@C:7 JW0861 ECK0868 ybjX conserved protein 64 704.8581 2 1407.7016 0.0013 52.60 R L 0

7828 LVMLTGDNPTTANAIAK JW0473 ECK0478 copA copper transporter 111 865.4611 2 1728.9076 -0.0003 42.11 R E 0

7829 LVMPQMWR JW0846 ECK0853 artQ arginine transporter subunit -!-membrane component of ABC superfamily 15 530.7753 2 1059.5360 0.0002 48.32 R H 0

7830 LVMSCMTPASDGTFISIDDEEAK 57.021465@C:5 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 84 1259.0629 2 2516.1112 -0.0009 55.40 R Q 0

7831 LVMSCMTPASDGTFISIDDEEAKQFR 15.994915@M:6,57.021465@C:5 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 67 988.7861 3 2963.3365 0.0012 50.74 R E 0

7832 LVMVANDLPALTDPLVSDVLR JW4334 ECK4363 holD DNA polymerase III, psi subunit 71 1126.1216 2 2250.2286 -0.0007 72.24 R A 0

7833 LVMVISK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 37 395.2487 2 788.4828 -0.0002 31.89 R T 0

7834 LVNAVQQDVHAILQLGEAQIEK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 114 1208.6636 2 2415.3126 0.0006 68.82 K S 0

7835 LVNERPATTLR JW3179 ECK3202 gltB glutamate synthase, large subunit 14 423.9139 3 1268.7199 -0.0001 22.74 K D 0

7836 LVNNAAATMIDIVSSVTR JW1874 ECK1886 tap methyl-accepting protein IV 31 938.0044 2 1873.9942 0.0012 72.53 K V 0

7837 LVNNHLDEMMPVIYTPTVGAACER 57.021465@C:22 JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 65 910.7731 3 2729.2975 0.0001 53.13 R F 0

7838 LVNPEELKQDAIDAVEQHGIVFIDEIDK JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 21 795.1640 4 3176.6269 0.0029 75.00 K I 0

7839 LVNPEELKQDAIDAVEQHGIVFIDEIDKICK 57.021465@C:30 JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 52 895.4657 4 3577.8337 -0.0003 75.37 K R 0

7840 LVNQEWK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 30 458.7470 2 915.4794 -0.0019 25.78 K T 0

7841 LVNREQDEEFIFALLNHAR JW3838 ECK3860 hemN coproporphyrinogen III oxidase, SAM and NAD(P)H dependent, oxygen-independent 59 772.0696 3 2313.1870 0.0004 60.74 R E 0

7842 LVNSQFSQR JW2903 ECK2931 yggG predicted peptidase 23 539.7849 2 1077.5552 -0.0014 24.47 K Q 0

7843 LVNSQFSQRQEAEADDYSYDLLR JW2903 ECK2931 yggG predicted peptidase 64 916.4349 3 2746.2829 -0.0005 47.11 K Q 0

7844 LVNTNVDQAAAASGR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 138 743.8838 2 1485.7530 -0.0006 27.56 R V 0

7845 LVNTNVDQAAAASGRVPGDSEVK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 65 766.7275 3 2297.1607 -0.0006 34.12 R Q 0

7846 LVPEHDPVHK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 34 585.8168 2 1169.6190 -0.0002 19.07 R V 0

7847 LVPEHDPVHKVTIIPR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 49 925.5366 2 1849.0586 0.0013 30.69 R G 0

7848 LVPGYEAPVMLAYSAR JW3841 ECK3863 glnA glutamine synthetase 65 868.9560 2 1735.8974 0.0007 52.90 R N 0

7849 LVPHATMPHPVK JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 33 663.8713 2 1325.7280 0.0002 26.45 R D 0

7850 LVPIIADEAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 27 548.8218 2 1095.6290 0.0002 39.58 R T 0

7851 LVPLQGFELDSLR JW1958 ECK1972 yeeI conserved protein 52 743.9174 2 1485.8202 0.0012 58.41 R S 0

7852 LVQKLEEMR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 30 382.5493 3 1144.6261 -0.0013 26.85 R E 0

7853 LVQLNYR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 31 453.2630 2 904.5114 -0.0016 31.88 R Y 0

7854 LVQQDLTDTLATLDKIDR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 51 686.7077 3 2057.1013 0.0008 59.36 K I 0

7855 LVQQHPR JW4072 ECK4104 proP proline/glycine betaine transporter 50 439.2536 2 876.4926 -0.0004 13.88 R I 0

7856 LVSAEVLLR JW5943 ECK3514 yhjK predicted diguanylate cyclase 21 500.3133 2 998.6120 -0.0003 43.20 K I 0

7857 LVSDEVGK JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 36 423.7310 2 845.4474 -0.0020 21.12 R N 0

7858 LVSEALAEREVLLK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 34 523.9787 3 1568.9143 0.0007 43.77 R M 0
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7859 LVSEYNATQK JW5625 ECK3691 gyrB DNA gyrase, subunit B 42 576.7984 2 1151.5822 0.0001 22.35 K M 0

7860 LVSFITGLRF JW3944 ECK3972 secE preprotein translocase membrane subunit 14 576.8426 2 1151.6706 0.0003 63.93 R - 0

7861 LVSHANSVK JW2479 ECK2490 yfgC predicted peptidase 32 477.7717 2 953.5288 -0.0005 14.33 R T 0

7862 LVSHDATFR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 25 349.1858 3 1044.5356 0.0004 20.99 R V 0

7863 LVSIDEKPNFR JW1654 ECK1658 ribC riboflavin synthase, alpha subunit 33 439.9105 3 1316.7097 0.0009 33.37 K T 0

7864 LVSNEFVAMMDLQK JW2389 ECK2388 nupC nucleoside (except guanosine) transporter 69 812.9072 2 1623.7998 -0.0002 57.59 K I 0

7865 LVSNIDER JW2483 ECK2494 upp uracil phosphoribosyltransferase 58 473.2533 2 944.4920 -0.0006 22.56 K M 0

7866 LVSQPGIR JW2406 ECK2408 cysZ predicted inner membrane protein 25 435.2642 2 868.5138 0.0008 22.71 K R 0

7867 LVSTHNEASLSR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 68 657.3439 2 1312.6732 -0.0003 20.85 K S 0

7868 LVSWYDNETGYSNK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 91 838.3836 2 1674.7526 0.0002 40.59 K V 0

7869 LVSWYDNETGYSNKVLDLIAHISK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 20 692.1094 4 2764.4085 0.0014 66.84 K - 0

7870 LVTAMNNSSSLLLK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 52 745.9165 2 1489.8184 0.0010 44.79 R I 0

7871 LVTDEAELAGMPESALAAAK JW3465 ECK3483 prlC oligopeptidase A 14 994.0061 2 1985.9976 -0.0002 54.52 K A 0

7872 LVTDEGEKSVPLAEVQPGMLLR JW0473 ECK0478 copA copper transporter 67 1191.1413 2 2380.2680 0.0007 52.83 R L 0

7873 LVTDELVIALVK JW0463 ECK0468 adk adenylate kinase 83 656.9079 2 1311.8012 0.0000 62.24 K E 0

7874 LVTLEVLSEPGASAIDR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 95 885.4863 2 1768.9580 0.0009 54.07 R I 0

7875 LVTNNVR JW0934 ECK0942 pqiB paraquat-inducible protein B 52 408.2396 2 814.4646 -0.0014 19.39 R F 0

7876 LVTYQTDANGQPVNQILVEAATDIAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 26 1386.7261 2 2771.4376 0.0035 64.90 R E 0

7877 LVVDADNDIR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 57 565.2964 2 1128.5782 0.0008 31.47 K A 0

7878 LVVGGFER JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 48 438.7500 2 875.4854 -0.0010 34.27 R V JW4090

7879 LVVGGFER JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 61 438.7502 2 875.4858 -0.0006 33.65 R V JW4090

7880 LVVNEHGR JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 37 462.2564 2 922.4982 -0.0003 17.42 R L 0

7881 LVVVSNKR JW3432 ECK3451 yhhM conserved protein 53 457.7927 2 913.5708 -0.0001 19.74 K E 0

7882 LVVVSNR JW5312 ECK1895 otsA trehalose-6-phosphate synthase 30 393.7450 2 785.4754 -0.0005 22.10 R I 0

7883 LVYDMYSTFGFEK JW1709 ECK1717 thrS threonyl-tRNA synthetase 76 800.3737 2 1598.7328 0.0002 57.03 R I 0

7884 LVYDQAFLQHAHTDR JW1892 ECK1903 yecR predicted protein 46 605.3047 3 1812.8923 0.0016 36.62 R Y 0

7885 LVYDQVSDWLENTGDWQPESEAIAEQVR JW1279 ECK1281 rnb ribonuclease II 36 1093.1820 3 3276.5242 0.0032 71.69 K L 0

7886 LWDKETLEK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 24 581.3106 2 1160.6066 -0.0010 30.20 R M 0

7887 LWKDDDNTYHLK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 21 387.6926 4 1546.7413 -0.0005 30.54 R G 0

7888 LWSAQASSEINLGK JW3391 ECK3414 glgP glycogen phosphorylase 43 752.3938 2 1502.7730 0.0001 42.15 R F 0

7889 LWSDQDVTTAAALLK JW3775 ECK3797 hemX uroporphyrinogen III methylase 89 816.4357 2 1630.8568 0.0002 57.47 K S 0

7890 LWTDGADGEPISLYCAFNELDEAR 57.021465@C:15 JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 61 1371.6216 2 2741.2286 0.0008 71.59 K F 0

7891 LWVAPPTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 15 470.2742 2 938.5338 0.0000 34.70 R M 0

7892 LYAIHGTNANFGIGLR JW0803 ECK0809 ybiS conserved protein 45 572.9772 3 1715.9098 -0.0009 45.05 R V JW0803

7893 LYAIHGTNANFGIGLR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 41 572.9776 3 1715.9110 0.0001 44.87 R V JW0803

7894 LYDLDIESPGHEQK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 93 822.3991 2 1642.7836 -0.0001 38.06 R K 0

7895 LYDLDIESPGHEQKK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 22 591.2997 3 1770.8773 -0.0015 34.00 R A 0

7896 LYDQMLEPK JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 39 568.7865 2 1135.5584 0.0001 36.54 R W 0

7897 LYDTYGFPVDLTADVCR 57.021465@C:16 JW2667 ECK2692 alaS alanyl-tRNA synthetase 67 1002.9724 2 2003.9302 0.0003 60.41 R E 0

7898 LYEGETLGVVGESGCGK 57.021465@C:15 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 115 877.9173 2 1753.8200 0.0007 39.40 R S 0

7899 LYFEGELIDAATNKPVIK JW1427 ECK1424 ydcL predicted lipoprotein 78 1011.0514 2 2020.0882 0.0001 52.20 R V 0

7900 LYGASGAMSIYQR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 97 708.8502 2 1415.6858 -0.0008 40.05 K Y 0

7901 LYGNLDKTQADAWDINQGHQSAR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 76 867.7527 3 2600.2363 -0.0004 39.05 R A 0

7902 LYGNQSNVYNAVQEWLR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 115 1027.5087 2 2053.0028 0.0011 63.57 R A 0

7903 LYHFPHGGDVIDSPGVR JW4122 ECK4157 rsgA ribosome small subunit-dependent GTPase A 43 622.6486 3 1864.9240 0.0018 38.55 R E 0

7904 LYIETMEK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 21 513.7630 2 1025.5114 0.0011 35.11 R V 0

7905 LYINADNEASIR JW3859 ECK3881 yiiD predicted acetyltransferase 25 689.8515 2 1377.6884 -0.0004 35.62 R F 0

7906 LYIYDHCPYCLK 57.021465@C:7,57.021465@C:10 JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 22 548.9230 3 1643.7472 -0.0004 41.86 K A 0

7907 LYKEDLIYR JW4215 ECK4251 valS valyl-tRNA synthetase 37 404.8927 3 1211.6563 0.0012 32.71 R G 0

7908 LYLHPEALSEKLPTLR JW3564 ECK3580 selA selenocysteine synthase 30 627.3590 3 1879.0552 -0.0015 47.21 R L 0

7909 LYNDAGISNDR JW0007 ECK0008 talB transaldolase B 91 619.2938 2 1236.5730 -0.0005 25.46 K I 0

7910 LYNIVPYGIDATGHIDYADLEK JW2535 ECK2548 glyA serine hydroxymethyltransferase 28 827.4167 3 2479.2283 0.0013 58.64 K Q 0

7911 LYNLPADVLPR JW5535 ECK3180 yrbB predicted protein 50 635.8614 2 1269.7082 0.0002 49.82 K - 0

7912 LYPDQPVEVLAADLR JW2766 ECK2790 ygdH conserved protein 70 849.9566 2 1697.8986 -0.0001 58.20 K R 0

7913 LYPDQPVEVLAADLRR JW2766 ECK2790 ygdH conserved protein 14 619.0072 3 1853.9998 0.0000 53.69 K A 0

7914 LYPENNEAR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 32 553.2673 2 1104.5200 0.0001 20.83 R K 0

7915 LYPENNEARK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 24 617.3154 2 1232.6162 0.0013 18.68 R Q 0

7916 LYPNVDFYSGIILK JW0710 ECK0709 gltA citrate synthase 83 821.4483 2 1640.8820 0.0006 61.52 K A 0

7917 LYQESQGKR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 44 554.7901 2 1107.5656 -0.0015 15.49 R D 0

7918 LYQGINVHNAER JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 57 707.3650 2 1412.7154 -0.0005 27.69 R V 0

7919 LYQKPAVTR JW3221 ECK3240 yhdA conserved inner membrane protein 24 359.2130 3 1074.6172 -0.0015 20.25 R E 0

7920 LYQLPGSELLLVLSGPETEGR JW5391 ECK2389 yfeA predicted diguanylate cyclase 48 1136.1161 2 2270.2176 0.0018 73.48 K L 0

7921 LYQPQDATTNPSLILNAAQIPEYR JW0007 ECK0008 talB transaldolase B 117 1358.7012 2 2715.3878 0.0012 57.51 K K 0

7922 LYQPQDATTNPSLILNAAQIPEYRK JW0007 ECK0008 talB transaldolase B 24 948.8343 3 2843.4811 -0.0006 52.75 K L 0

7923 LYRPFSAK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 39 491.2790 2 980.5434 -0.0008 28.01 R H 0

7924 LYSEDDFLSRPEFTDPEILR JW5905 ECK1406 hrpA ATP-dependent helicase 86 814.7326 3 2441.1760 0.0010 58.50 R T 0

7925 LYSGSTSLHFIAK JW5779 ECK4306 fimI fimbrial protein involved in type 1 pilus biosynthesis 52 712.3806 2 1422.7466 -0.0041 37.07 R Y 0

7926 LYSGYSDSNQDNPLLYFCQHR 57.021465@C:18 JW5408 ECK2558 yfhB conserved protein 86 859.7201 3 2576.1385 -0.0006 54.57 R W 0

7927 LYTDYSLLTADAR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 29 751.3796 2 1500.7446 -0.0014 47.96 R I 0

7928 LYTEAATSDFAALAQTAHR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 42 679.6729 3 2035.9969 0.0005 49.20 R L 0

7929 LYTGEIPLFSHYQIESQIESAFQR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 64 1428.7136 2 2855.4126 -0.0003 66.81 K E 0

7930 LYTQVYSGYGESLIDYNFNQTR JW3794 ECK3815 pldA outer membrane phospholipase A 108 1316.1221 2 2630.2296 0.0008 58.36 R V 0

7931 LYTSLGDAAVGR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 82 611.8246 2 1221.6346 -0.0007 36.58 R F 0

7932 LYVPVSSLHLISR JW1100 ECK1100 mfd transcription-repair coupling factor 14 495.2924 3 1482.8554 -0.0004 48.65 K Y 0

7933 LYVQDGVYDR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 39 614.3031 2 1226.5916 -0.0016 33.21 R F 0

7934 LYVQDGVYDRFAEK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 26 568.2859 3 1701.8359 -0.0002 40.69 R L 0

7935 LYVSENQLK JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 51 547.2980 2 1092.5814 0.0000 31.71 R I 0

7936 LYYRPAK JW4279 ECK4307 fimC chaperone, periplasmic 19 455.7610 2 909.5074 0.0002 21.21 K L 0

7937 LYYYPPDSNTVEVFPIGIGQAGR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 82 1278.6431 2 2555.2716 0.0020 61.50 R E 0

7938 MAAMFHNQGNPVFDYVWNTVR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 26 833.0569 3 2496.1489 0.0022 63.61 K R 0

7939 MAASRPYAETMR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 24 692.3287 2 1382.6428 -0.0005 24.21 R K 0

7940 MAASRPYAETMRK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 29 504.5872 3 1510.7398 0.0015 21.21 R V 0

7941 MACEQPDSSSNHPR 57.021465@C:3 JW1463 ECK1462 narZ nitrate reductase 2 (NRZ), alpha subunit 42 808.3335 2 1614.6524 0.0010 17.06 R N 0

7942 MADEHGTDKTIAQK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 42 772.8725 2 1543.7304 0.0004 17.65 R L 0

7943 MADLSQTITVMPK JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 35 717.8709 2 1433.7272 0.0014 47.29 R A 0

7944 MADSDALR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 43 439.7053 2 877.3960 -0.0002 20.98 K V 0

7945 MADTQEFENFVLEKR JW3976 ECK4008 aceK isocitrate dehydrogenase kinase/phosphatase 26 619.6330 3 1855.8772 -0.0001 50.73 R H 0

7946 MAEANKAFAHYR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 68 470.2310 3 1407.6712 -0.0005 24.74 R W 0

7947 MAEDLTEYLEEHGER JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 46 607.9371 3 1820.7895 0.0009 45.86 R V 0

7948 MAEGPFPEHYEPFETPLGTNPLHPNVISNPAAR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 32 908.1931 4 3628.7433 0.0026 55.51 K I 0

7949 MAEISGEMVK JW5041 ECK0305 ykgE predicted oxidoreductase 66 547.7652 2 1093.5158 0.0011 31.72 K E 0

7950 MAFAEQGITELSK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 25 712.8582 2 1423.7018 0.0001 44.98 R H 0

7951 MAGHTNCIR 57.021465@C:7 JW3904 ECK3925 ftsN essential cell division protein 46 530.2448 2 1058.4750 0.0001 17.52 K L 0

7952 MAGMAIDGK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 31 447.2146 2 892.4146 0.0001 26.97 R D 0

7953 MAGMAIDGKDKGEAENEAKPIDVK JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 63 839.7490 3 2516.2252 0.0001 31.09 R S 0

7954 MAGQGWR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 41 403.1919 2 804.3692 -0.0008 20.81 K M 0

7955 MAGQMGNER JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 49 497.2144 2 992.4142 -0.0025 18.38 K V 0

7956 MAGTADIEIR JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 67 538.7740 2 1075.5334 0.0002 32.43 K V 0

7957 MALELFKPFIYGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 27 519.6235 3 1555.8487 0.0015 60.10 K L 0

7958 MALELFKPFIYGKLELR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 35 690.0607 3 2067.1603 0.0014 62.99 K G 0

7959 MALGGVRDEAEIR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 19 472.9136 3 1415.7190 -0.0001 32.67 R G 0

7960 MALIVDPMLATGGSVIATIDLLKK JW2483 ECK2494 upp uracil phosphoribosyltransferase 46 824.1394 3 2469.3964 0.0013 76.16 R A 0

7961 MALNLTGEK JW2504 ECK2516 yfhM conserved protein 61 488.7602 2 975.5058 0.0000 33.64 R T 0

7962 MALNLTGEKTPLTPKDEVK JW2504 ECK2516 yfhM conserved protein 21 522.0362 4 2084.1157 -0.0028 37.86 R F 0

7963 MAMHGVDTPIDYLNSHGTSTPVGDVK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 56 914.7669 3 2741.2789 0.0000 47.87 K E 0

7964 MAMVQPK 15.994915@M:1 JW3992 ECK4024 malG maltose transporter subunit -!- membrane component of ABC superfamily 14 410.7069 2 819.3992 0.0009 22.35 - S 0

7965 MANDFQITHELADLPPELWAYLK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 35 905.7889 3 2714.3449 0.0034 74.17 R E 0

7966 MAPALAAGNCVVLKPAR 57.021465@C:10 JW3561 ECK3577 aldB aldehyde dehydrogenase B 56 580.3196 3 1737.9370 -0.0011 36.82 K L 0

7967 MAPALLTGNTIVIKPSEFTPNNAIAFAK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 85 977.2021 3 2928.5845 0.0060 60.55 K I 0

7968 MAPGPLEVAWFAEETAAVER JW3811 ECK3828 yigP conserved protein 100 1087.5339 2 2173.0532 0.0019 69.65 R A 0

7969 MAPIHHHYELK JW0085 ECK0088 mraY phospho-N-acetylmuramoyl-pentapeptide transferase 37 688.3507 2 1374.6868 0.0002 21.69 R G 0

7970 MAPPQISAEVLKK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 23 706.4015 2 1410.7884 -0.0019 37.90 K M 0

7971 MAPVIQR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 47 407.7334 2 813.4522 -0.0009 23.86 K L 0

7972 MAQENPGVDVPVYGVPINTR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 24 1078.5459 2 2155.0772 0.0041 47.99 R E 0

7973 MAQILDTTPQPAQNIAPSAVIDATAK JW0174 ECK0178 lpxD UDP-3-O-(3-hydroxymyristoyl)-glucosamine N-acyltransferase 66 1333.1975 2 2664.3804 0.0012 53.28 R L 0

7974 MAQLPAVR 15.994915@M:1 JW1925 ECK1939 fliI flagellum-specific ATP synthase 18 451.2488 2 900.4830 -0.0020 17.67 K R 0

7975 MAQLPAVRR 15.994915@M:1 JW1925 ECK1939 fliI flagellum-specific ATP synthase 21 353.2031 3 1056.5875 0.0014 19.12 K Y 0

7976 MAQLVTELVPTMDMVR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 13 917.4664 2 1832.9182 -0.0015 62.19 K M 0

7977 MAQPFSLR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 43 475.2498 2 948.4850 -0.0001 37.73 R Y 0

7978 MAQQQGVAVK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 69 530.2841 2 1058.5536 -0.0007 19.63 K T 0

7979 MAQVVDKHQVNILYTAPTAIR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 41 790.0983 3 2367.2731 -0.0003 42.56 R A 0

7980 MATPYISMAGIGK 15.994915@M:1 JW4048 ECK4080 alsA fused D-allose transporter subunits -!- ATP-binding components of ABC superfamily 16 678.3405 2 1354.6664 0.0039 33.66 - S 0

7981 MAVADSEENWETF JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 45 764.8169 2 1527.6192 0.0005 54.15 K - 0

7982 MAVAESGMGIVEDK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 98 718.8415 2 1435.6684 -0.0002 39.48 K V 0

7983 MAVAESGMGIVEDKVIK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 106 888.9655 2 1775.9164 0.0004 44.43 K N 0

7984 MAVHPDDPPRPILGLPR JW4285 ECK4313 uxuA mannonate hydrolase 30 471.0096 4 1880.0093 0.0001 40.24 R I 0

7985 MAWFANQR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 48 512.2448 2 1022.4750 -0.0005 39.34 K E 0

7986 MAYAMDFINK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 63 602.2805 2 1202.5464 0.0000 46.45 R M 0

7987 MAYAMDFINKMDNGLDTVIGENGVLLSGGQR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 43 1110.5378 3 3328.5916 0.0025 75.40 R Q 0

7988 MCGLVMLLPHGYEGQGPEHSSAR 57.021465@C:2 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 82 842.7277 3 2525.1613 -0.0002 47.59 R L 0

7989 MCITGCPYKK 57.021465@C:2,57.021465@C:6 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 36 419.8644 3 1256.5714 -0.0003 25.05 R I 0
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7990 MCSSPETGLSLETAAK 57.021465@C:2 JW0603 ECK0604 rna ribonuclease I 61 841.3919 2 1680.7692 -0.0007 37.08 R L 0

7991 MCTTLPK 57.021465@C:2 JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 35 425.7111 2 849.4076 -0.0011 25.22 R T 0

7992 MDAAQLTEEGYYSVFGK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 80 954.9379 2 1907.8612 0.0002 62.85 R S 0

7993 MDASGYPQSAPLPANNVLQIER JW2504 ECK2516 yfhM conserved protein 86 1186.0895 2 2370.1644 0.0006 49.94 R H 0

7994 MDDCAPIAAYISQEK 57.021465@C:4 JW2944 ECK2971 glcG conserved protein 51 856.3869 2 1710.7592 0.0000 48.77 R A 0

7995 MDDHETYGEHWSPR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 66 880.3600 2 1758.7054 -0.0001 28.74 R A 0

7996 MDDLLQGFVAQHR JW2766 ECK2790 ygdH conserved protein 34 510.5891 3 1528.7455 -0.0004 49.53 R M 0

7997 MDEFKPEDELKPDPSDRR JW3351 ECK3375 damX predicted protein 25 551.7625 4 2203.0209 -0.0007 33.22 - T 0

7998 MDKIFVDEAVNELQTIQDMLR JW5841 ECK2324 prmB N5-glutamine methyltransferase 51 836.7544 3 2507.2414 0.0013 79.78 - W 0

7999 MDKYDLLDSPPLAPPDAK JW0934 ECK0942 pqiB paraquat-inducible protein B 48 662.6681 3 1984.9825 0.0008 48.09 K G 0

8000 MDLDGLAK JW0931 ECK0939 ycbY predicted methyltransferase 37 431.7204 2 861.4262 -0.0003 35.64 R L 0

8001 MDLLESAGAAK JW0046 ECK0048 kefC potassium:proton antiporter 21 553.2816 2 1104.5486 0.0002 38.85 R A 0

8002 MDLVASQQR JW4120 ECK4155 yjeP predicted mechanosensitive channel 83 524.2659 2 1046.5172 -0.0007 26.45 R Q 0

8003 MDNDKIDQHSDEIEVESEEKER JW2344 ECK2341 yfdC predicted inner membrane protein 46 669.5485 4 2674.1649 -0.0015 28.49 - G 0

8004 MDNGLDTVIGENGVLLSGGQR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 142 1073.0344 2 2144.0542 0.0011 55.72 K Q 0

8005 MDNWIVK JW1200 ECK1197 lolB chaperone for lipoproteins 48 453.2307 2 904.4468 -0.0008 37.02 K - 0

8006 MDPARDTVLVENTPIDYLDFASPVSGLGSK JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 87 1069.8671 3 3206.5795 -0.0010 66.61 R M 0

8007 MDQAGIIR JW4359 ECK4388 rob DNA-binding transcriptional activator 67 452.2390 2 902.4634 -0.0010 26.03 - D 0

8008 MDQKLLTDFRSELLDSR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 19 689.6896 3 2066.0470 0.0003 54.35 - F 0

8009 MDRFPRSDSIVQPR JW0769 ECK0775 ybhL predicted inner membrane protein 22 568.6264 3 1702.8574 0.0000 31.30 - A 0

8010 MDSFPAIEIDKVK JW3601 ECK3616 rfaJ UDP-D-glucose:(galactosyl)lipopolysaccharide glucosyltransferase 40 498.2625 3 1491.7657 0.0014 46.24 - A 0

8011 MDSLNLNK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 15 467.7367 2 933.4588 -0.0001 28.21 - H 0

8012 MDSSFTPIEQMLK JW2659 ECK2678 mprA DNA-binding transcriptional regulator 33 763.8653 2 1525.7160 0.0004 57.20 - F 0

8013 MDVSPDVVFEATPNLFTLDGR JW4180 ECK4217 ytfN conserved protein 116 1162.0680 2 2322.1214 0.0013 70.35 R V 0

8014 MDVSYLLDSLNDKQR JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 14 599.6347 3 1795.8823 0.0050 57.05 - E 0

8015 MDYTLTR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 49 450.2184 2 898.4222 0.0004 29.66 - I 0

8016 MEAAGKPTDKPNLVCGPVQICWHK 15.994915@M:1,57.021465@C:15,57.021465@C:21 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 66 918.1171 3 2751.3295 -0.0002 39.21 R F JW3485

8017 MEAAGKPTDKPNLVCGPVQICWHK 57.021465@C:15,57.021465@C:21 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 52 684.8401 4 2735.3313 -0.0032 39.95 R F JW3485

8018 MEAAQQHADDKIR JW3809 ECK3826 rmuC predicted recombination limiting protein 13 504.9134 3 1511.7184 0.0035 18.64 R Q 0

8019 MEADLVPK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 45 451.7362 2 901.4578 0.0000 31.07 R H 0

8020 MEAIKGSDVNVPDAVFAWMLDGR JW1336 ECK1339 ydaN predicted Zn(II) transporter 70 1261.1153 2 2520.2160 0.0020 71.13 - G 0

8021 MEDQQLQTLGEVMENTLGISK JW1088 ECK1088 fhuE ferric-rhodotorulic acid outer membrane transporter 18 788.7193 3 2363.1361 0.0013 71.98 R S 0

8022 MEFPEPVISIAVEPK JW3302 ECK3327 fusA protein chain elongation factor EF-G 83 843.4446 2 1684.8746 0.0000 58.03 R T 0

8023 MEGIEEPLAR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 19 572.7870 2 1143.5594 0.0000 36.06 K I 0

8024 MEGMNFQQMIQQAVER JW2049 ECK2058 asmA predicted assembly protein 82 970.4448 2 1938.8750 0.0001 63.16 R N 0

8025 MELSSLTAVSPVDGR JW1117 ECK1117 purB adenylosuccinate lyase 66 781.3984 2 1560.7822 0.0004 47.74 - Y 0

8026 MEMVSFSELVLNPVAQVK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 99 1011.0261 2 2020.0376 0.0003 66.90 R F 0

8027 MENFFLPGTLPMGVTILDENGHTLISLTGPESK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 33 1186.9341 3 3557.7805 0.0019 75.28 R I 0

8028 MENFKHLPEPFR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 20 515.5941 3 1543.7605 -0.0001 38.98 - I 0

8029 MENFTTNLNQLAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 97 776.3830 2 1550.7514 0.0004 46.23 R V 0

8030 MENQSWLK JW5832 ECK1954 yedQ predicted diguanylate cyclase 34 518.2491 2 1034.4836 -0.0018 32.29 K K 0

8031 MEPAAPWQFLTGYYQYR JW3927 ECK3946 yijP conserved inner membrane protein 78 1060.9986 2 2119.9826 0.0001 67.39 R Q 0

8032 MEPFFPSGLK JW0451 ECK0456 acrB multidrug efflux system protein 44 576.7919 2 1151.5692 0.0008 49.73 K I 0

8033 MEQELHHR JW2573 ECK2590 clpB protein disaggregation chaperone 38 540.2561 2 1078.4976 -0.0001 14.48 R V 0

8034 MEQILASR JW3132 ECK3151 nlpI conserved protein 61 474.2526 2 946.4906 0.0000 29.55 R A 0

8035 MEQNLELLATAETWDNGKPIR JW3561 ECK3577 aldB aldehyde dehydrogenase B 61 810.4092 3 2428.2058 0.0002 54.88 R E 0

8036 MEQNPQSQLK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 53 601.7944 2 1201.5742 -0.0019 21.83 - L 0

8037 MEQSVANLVDMR JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 109 696.8334 2 1391.6522 -0.0015 44.31 - D 0

8038 MEQVVIVDAIR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 61 636.8521 2 1271.6896 -0.0011 45.70 - T 0

8039 METDLQAK JW0173 ECK0177 hlpA periplasmic chaperone 42 468.2285 2 934.4424 -0.0005 22.06 R M 0

8040 METTQTSTIASK JW2767 ECK2791 sdaC predicted serine transporter 82 649.3188 2 1296.6230 0.0000 21.48 - D 0

8041 METTQTSTIASKDSR JW2767 ECK2791 sdaC predicted serine transporter 87 828.3980 2 1654.7814 -0.0018 20.11 - S 0

8042 MEVAEVEALYR JW1693 ECK1701 ydiA conserved protein 56 655.3269 2 1308.6392 0.0008 46.49 R K 0

8043 MEVFTAPGKPTVVVDYAHTPDALEK JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 27 679.5982 4 2714.3637 0.0012 47.24 R A 0

8044 MFADKGLVVAQYIRNR JW1379 ECK1381 feaR DNA-binding transcriptional regulator 18 627.6772 3 1880.0098 0.0009 39.75 R R 0

8045 MFDGSSIGGWK JW3841 ECK3863 glnA glutamine synthetase 48 592.7737 2 1183.5328 -0.0003 45.38 K G 0

8046 MFDNLTDR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 21 506.2320 2 1010.4494 0.0004 35.91 - L 0

8047 MFDNLTDRLSR JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 20 456.5626 3 1366.6660 -0.0004 42.76 - T 0

8048 MFEIHPVKK JW2248 ECK2247 yfbF undecaprenyl phosphate-L-Ara4FN transferase 31 376.8795 3 1127.6167 0.0006 28.34 - V 0

8049 MFELYPEQR JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 18 606.7909 2 1211.5672 0.0028 44.13 K A 0

8050 MFEPMELTNDAVIK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 63 819.3994 2 1636.7842 0.0003 55.31 - V 0

8051 MFGKGGLGNLMK 15.994915@M:1,15.994915@M:11 JW0460 ECK0465 ybaB conserved protein 16 642.8273 2 1283.6400 0.0034 38.52 - Q 0

8052 MFKDVTGHAIGAYIR JW4359 ECK4388 rob DNA-binding transcriptional activator 42 560.2975 3 1677.8707 0.0047 40.58 R A 0

8053 MFLAQEIIR JW4345 ECK4374 deoA thymidine phosphorylase 37 560.8129 2 1119.6112 0.0003 50.44 - K 0

8054 MFNSDNLR JW1611 ECK1614 hdhA 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 33 498.7320 2 995.4494 0.0001 29.01 - L 0

8055 MFPQILVNVR JW3143 ECK3165 glmM phosphoglucosamine mutase 34 608.8469 2 1215.6792 -0.0005 53.43 K Y 0

8056 MFQDNPLLAQLK JW1279 ECK1281 rnb ribonuclease II 69 709.3783 2 1416.7420 -0.0014 54.23 - Q 0

8057 MFSEVMR JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 15 450.2095 2 898.4044 0.0004 32.92 - Y 0

8058 MFSNTEELLPVISFNAK 15.994915@M:1 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 92 978.4924 2 1954.9702 -0.0007 59.64 K T 0

8059 MFTINAEVR JW2173 ECK2179 rplY 50S ribosomal subunit protein L25 78 540.7791 2 1079.5436 0.0003 40.04 - K 0

8060 MGAEAIQALLK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 74 572.8234 2 1143.6322 0.0002 52.67 K S 0

8061 MGAEFVPADLTELVSSQAK JW5819 ECK0859 ybjS predicted NAD(P)H oxidoreductase with NAD(P)-binding Rossmann-fold domain 61 997.0006 2 1991.9866 -0.0007 63.85 K V 0

8062 MGANFLK JW3302 ECK3327 fusA protein chain elongation factor EF-G 40 390.7072 2 779.3998 -0.0002 32.63 R V 0

8063 MGAYAIDLLLAGYGGR JW3887 ECK3908 pfkA 6-phosphofructokinase I 44 820.9267 2 1639.8388 -0.0004 66.67 R C 0

8064 MGDTAEQMAK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 82 541.2360 2 1080.4574 -0.0005 21.70 R T 0

8065 MGDYIVAYALPDDVK JW0120 ECK0123 gcd glucose dehydrogenase 77 843.4087 2 1684.8028 0.0011 51.84 K - 0

8066 MGFAIAAAAAR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 85 525.2817 2 1048.5488 0.0001 40.94 K R 0

8067 MGFGATR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 43 370.1818 2 738.3490 0.0007 25.17 R A 0

8068 MGFGATRAEAR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 19 583.7907 2 1165.5668 0.0007 21.77 R Q 0

8069 MGFNNLGVDNLVENVK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 53 881.9434 2 1761.8722 0.0002 55.96 R K 0

8070 MGFNNLGVDNLVENVKK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 67 630.9970 3 1889.9692 0.0023 49.99 R A 0

8071 MGGFNLK JW0799 ECK0803 ompX outer membrane protein 24 383.6994 2 765.3842 0.0000 31.87 K Y 0

8072 MGGVDLR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 67 374.1944 2 746.3742 -0.0002 25.94 K L 0

8073 MGGVSLWDLAVAYPVTSHLTVR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 90 791.4193 3 2371.2361 0.0001 66.88 K G 0

8074 MGHAGAIIAGGK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 67 541.7921 2 1081.5696 -0.0006 22.44 R G 0

8075 MGHIELASPTAHIWFLK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 76 651.0134 3 1950.0184 -0.0004 54.02 R S 0

8076 MGICKDDLAPSLGR 57.021465@C:4 JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 41 511.5895 3 1531.7467 -0.0020 37.54 K A 0

8077 MGIDTNPANYEPNSINDNWPR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 81 1209.5429 2 2417.0712 0.0006 51.88 R E 0

8078 MGLALGR JW3302 ECK3327 fusA protein chain elongation factor EF-G 52 359.2073 2 716.4000 -0.0002 31.91 K L 0

8079 MGLDATNKWPGETQR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 56 568.6099 3 1702.8079 -0.0018 36.59 K E 0

8080 MGLQNYLQAQIR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 84 717.8798 2 1433.7450 0.0002 49.09 K E 0

8081 MGLQNYLQAQIREEG JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 96 875.4325 2 1748.8504 -0.0011 50.89 K - 0

8082 MGLVEPLKELFKDEVR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 52 635.0169 3 1902.0289 0.0006 58.39 K K 0

8083 MGMNIINDDITGR JW1950 ECK1963 hchA Hsp31 molecular chaperone 78 725.3451 2 1448.6756 0.0005 46.60 K V 0

8084 MGPEPIIK JW4113 ECK4148 frdC fumarate reductase (anaerobic), membrane anchor subunit 57 442.7495 2 883.4844 0.0007 31.49 K S 0

8085 MGSEIADK JW3980 ECK4012 yjbB predicted transporter 17 425.7020 2 849.3894 -0.0007 19.93 R S 0

8086 MGSEVFHHLAK JW2750 ECK2773 eno enolase 59 628.3160 2 1254.6174 -0.0004 28.66 R V 0

8087 MGTIEWMSTR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 22 606.2810 2 1210.5474 -0.0001 43.91 R H 0

8088 MGTPMVENDSGYK JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 36 714.8103 2 1427.6060 -0.0001 31.18 R L 0

8089 MGVEMTLLR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 66 525.2778 2 1048.5410 0.0001 45.89 R A 0

8090 MGVFASMR JW1247 ECK1249 yciC predicted inner membrane protein 20 449.7166 2 897.4186 -0.0014 37.74 K S 0

8091 MGVITQYQSHTLVQHIQR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 13 535.5335 4 2138.1049 -0.0006 37.36 R G 0

8092 MGWLPSAPQLGTNPLTIAGEAEK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 94 1191.1122 2 2380.2098 0.0001 63.41 R A 0

8093 MGYMQAFVK JW2027 ECK2036 galF predicted subunit with GalU 19 537.7591 2 1073.5036 -0.0002 42.82 K Y 0

8094 MHHALVK JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 28 418.2338 2 834.4530 -0.0003 16.44 K D 0

8095 MHHAMHDLK JW4112 ECK4147 frdD fumarate reductase (anaerobic), membrane anchor subunit 27 560.2625 2 1118.5104 -0.0008 16.75 R I 0

8096 MHIPAFLVHTALK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 35 493.2828 3 1476.8266 -0.0008 46.06 R I 0

8097 MHLFTIKK JW5644 ECK3608 htrL predicted protein 18 509.2986 2 1016.5826 -0.0015 28.91 K G 0

8098 MHNDKDLSTWQTFR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 69 889.9179 2 1777.8212 0.0007 36.25 - R 0

8099 MHNQAPIQR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 51 547.7799 2 1093.5452 0.0000 17.45 - R 0

8100 MHPAWFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 22 315.4905 3 943.4497 0.0010 33.70 R I 0

8101 MHPDQDTLK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 26 542.7579 2 1083.5012 -0.0006 19.65 R A 0

8102 MHPLSIK JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 24 413.2363 2 824.4580 0.0002 25.35 K R 0

8103 MHPLSIKR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 35 327.8601 3 980.5585 -0.0004 22.26 K A 0

8104 MHPMLNIAVR JW2517 ECK2530 suhB inositol monophosphatase 42 591.3179 2 1180.6212 0.0003 37.27 - A 0

8105 MIAALQR JW1818 ECK1828 htpX predicted endopeptidase 43 401.7340 2 801.4534 0.0003 28.86 K L 0

8106 MIAGLETITSGDLFIGEKR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 68 684.3666 3 2050.0780 0.0012 58.53 R M 0

8107 MIAHLQK JW0085 ECK0088 mraY phospho-N-acetylmuramoyl-pentapeptide transferase 18 420.7416 2 839.4686 -0.0001 20.56 R L 0

8108 MIALGADTVLLGR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 86 665.3805 2 1328.7464 -0.0022 54.26 R A 0

8109 MIAVTTTSGTGSEVTPFAVVTDDATGQK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 130 1392.6841 2 2783.3536 0.0000 55.28 K Y 0

8110 MIDGSVTVGPNAVLAFK JW2635 ECK2654 ygaF predicted enzyme 72 859.9610 2 1717.9074 0.0002 54.30 R R 0

8111 MIDTTLPLTDIHR JW1615 ECK1618 add adenosine deaminase 57 509.2732 3 1524.7978 0.0006 45.24 - H 0

8112 MIESNLR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 35 431.7255 2 861.4364 -0.0013 23.41 R L 0

8113 MIFQDPSTSLNPR JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 64 753.3745 2 1504.7344 0.0000 43.16 R Q 0

8114 MIGLVGK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 21 359.2191 2 716.4236 -0.0018 31.41 - K 0

8115 MIGLVGKK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 34 423.2676 2 844.5206 0.0003 23.36 - V 0

8116 MIGPNCPGVITPGECK 57.021465@C:6,57.021465@C:15 JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 35 865.4061 2 1728.7976 -0.0021 38.06 R I 0

8117 MIGVHPR JW1692 ECK1700 pps phosphoenolpyruvate synthase 23 405.2261 2 808.4376 -0.0001 21.01 R A 0

8118 MIIGPVKNIER JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 13 635.3706 2 1268.7266 -0.0007 52.06 R M 0

8119 MIIPALDLIDGTVVR JW2006 ECK2019 hisA N-(5'-phospho-L-ribosyl-formimino)-5-amino-1-(5'-phosphoribosyl)-4-imidazolecarboxamide isomerase 35 813.4697 2 1624.9248 0.0026 70.38 - L 0

8120 MIISAASDYR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 45 563.7817 2 1125.5488 0.0000 33.53 - A 0
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8121 MIIYLHGFDSNSPGNHEK JW5158 ECK1094 ycfP conserved protein 43 686.9946 3 2057.9620 -0.0008 41.05 - V 0

8122 MIMLFTNSHTIR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 65 732.3780 2 1462.7414 -0.0010 44.51 R D 0

8123 MINPNPK JW4112 ECK4147 frdD fumarate reductase (anaerobic), membrane anchor subunit 36 407.2177 2 812.4208 -0.0005 19.64 - R 0

8124 MINVLLVDDHELVR JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 26 555.9710 3 1664.8912 -0.0008 51.64 - A 0

8125 MIQEQTMLNVADNSGAR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 141 939.4462 2 1876.8778 0.0008 40.96 - R 0

8126 MIQEQTMLNVADNSGARR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 68 678.6665 3 2032.9777 -0.0006 37.61 - V 0

8127 MIRFEHVSK JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 23 573.8085 2 1145.6024 0.0009 25.44 - A 0

8128 MISGILASPGIAFGK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 93 731.4110 2 1460.8074 0.0013 55.10 - A 0

8129 MISGQEQPDSGTITLGETVK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 87 1046.0180 2 2090.0214 0.0012 39.76 R L 0

8130 MISLFDMFK 15.994915@M:1 JW1803 ECK1812 sdaA L-serine deaminase I 24 574.2800 2 1146.5454 0.0002 64.71 - V 0

8131 MISVFDIFK 15.994915@M:1 JW2768 ECK2792 sdaB L-serine deaminase II 51 558.2934 2 1114.5722 -0.0011 63.26 - I 0

8132 MITHISPLGSMDMLSQLEVDMLKR JW2766 ECK2790 ygdH conserved protein 42 687.1010 4 2744.3749 0.0016 69.07 - T 0

8133 MITLWGR JW0822 ECK0828 yliJ predicted glutathione S-transferase 41 438.7417 2 875.4688 0.0001 47.54 - N 0

8134 MITQTLHELR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 54 621.3371 2 1240.6596 -0.0001 31.94 R R 0

8135 MKADNPFDLLLPAAMAK JW0887 ECK0895 focA formate transporter 59 615.9917 3 1844.9533 0.0003 63.62 - V 0

8136 MKANAVLLHSCEVTSGTPGCYR 57.021465@C:11,57.021465@C:20 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 78 1226.0832 2 2450.1518 0.0014 34.37 K Q 0

8137 MKDEEWNDIIETNLSSVFR JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 104 1163.5550 2 2325.0954 0.0007 67.73 R L 0

8138 MKEEVASGQIK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 78 610.3211 2 1218.6276 -0.0002 20.12 R Q 0

8139 MKEQQAAEELREK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 35 530.6033 3 1588.7881 0.0003 21.62 K Q 0

8140 MKFSELWLR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 45 605.3262 2 1208.6378 0.0003 49.15 - E 0

8141 MKGENWYR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 41 542.2553 2 1082.4960 -0.0006 25.88 R G 0

8142 MKISLVVPVFNEEEAIPIFYK JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 45 822.7842 3 2465.3308 0.0026 68.35 - T 0

8143 MKLDEIAR JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 19 488.2681 2 974.5216 -0.0003 28.75 - L 0

8144 MKLNDSNLFR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 36 413.2166 3 1236.6280 -0.0005 37.39 - Q 0

8145 MKLPGSAYIPCYEICT 57.021465@C:11,57.021465@C:15 JW2766 ECK2790 ygdH conserved protein 38 951.9439 2 1901.8732 0.0007 54.18 R - 0

8146 MKLPIYLDYSATTPVDPR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 47 694.0306 3 2079.0700 -0.0009 53.50 - V 0

8147 MKLPVREFDAVVIGAGGAGMR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 64 725.3912 3 2173.1518 0.0017 51.34 - A 0

8148 MKLQNSFR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 26 512.2749 2 1022.5352 0.0021 26.83 - D 0

8149 MKPFIFGAR JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 45 356.2002 3 1065.5788 -0.0005 40.42 K N 0

8150 MKPIFSR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 30 439.7495 2 877.4844 0.0001 26.74 - G 0

8151 MKPTTISLLQK JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 60 630.3727 2 1258.7308 -0.0010 35.33 - Y 0

8152 MKQTVAAYIAK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 69 612.3442 2 1222.6738 -0.0004 28.72 - T 0

8153 MKTDTPSLETPQAAR JW5012 ECK0154 clcA chloride channel, voltage-gated 49 549.2781 3 1644.8125 -0.0015 27.48 - L 0

8154 MKTFTAKPETVKR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 40 384.9689 4 1535.8465 -0.0029 20.81 - D 0

8155 MKTLIAR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 34 416.7572 2 831.4998 -0.0001 20.64 - H 0

8156 MKVAVLGAAGGIGQALALLLK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 85 665.4114 3 1993.2124 0.0002 73.85 - T 0

8157 MKVLVTGATSGLGR JW5819 ECK0859 ybjS predicted NAD(P)H oxidoreductase with NAD(P)-binding Rossmann-fold domain 17 463.9347 3 1388.7823 0.0012 40.58 - N 0

8158 MKVRASVK JW3261 ECK3286 rpmJ 50S ribosomal subunit protein L36 22 459.7812 2 917.5478 -0.0002 17.27 - K 0

8159 MLAGMIEPTSGELLIDDHPLHFGDYSFR JW1283 ECK1285 sapF predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 67 791.1324 4 3160.5005 0.0007 64.73 K S 0

8160 MLAHCEAVTPIRR 57.021465@C:5 JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 17 777.4045 2 1552.7944 -0.0021 24.08 K T 0

8161 MLDAGMNVMR JW1666 ECK1672 pykF pyruvate kinase I 30 569.2642 2 1136.5138 -0.0002 38.81 K L 0

8162 MLDEGYITQQQFDQTR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 109 986.9569 2 1971.8992 -0.0003 44.57 R T 0

8163 MLDKMEK JW3496 ECK3513 dctA C4-dicarboxylic acid, orotate and citrate transporter 39 447.7247 2 893.4348 -0.0001 19.63 R L 0

8164 MLDPFMQYSCAYWKDADNLESAQQAK 57.021465@C:10 JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 33 1037.4621 3 3109.3645 0.0024 60.78 R L 0

8165 MLDPLTIVDMAVAHFSPVNDLK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 15 809.4208 3 2425.2406 0.0020 80.46 R H 0

8166 MLDPNLLR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 28 486.2709 2 970.5272 0.0002 40.90 - N 0

8167 MLEDQNLISAHGK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 37 485.9132 3 1454.7178 -0.0009 31.57 K T 0

8168 MLEEISSVK JW0710 ECK0709 gltA citrate synthase 53 518.2730 2 1034.5314 -0.0004 34.00 K H 0

8169 MLEEYRK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 36 484.7476 2 967.4806 0.0009 20.95 - H 0

8170 MLEMGLNKEDYWWYR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 42 678.6470 3 2032.9192 0.0016 56.24 R D 0

8171 MLEVLDIPR JW3897 ECK3918 glpK glycerol kinase 33 543.3057 2 1084.5968 0.0018 50.14 K E 0

8172 MLFGLAQEGVAPK JW4166 ECK4204 cycA D-alanine/D-serine/glycine transporter 119 680.8680 2 1359.7214 -0.0005 48.08 R A 0

8173 MLGADGVTAGSVLLVDSVNNR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 101 1044.5419 2 2087.0692 0.0011 58.47 K T 0

8174 MLGADSALEIIAAGK JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 117 730.3952 2 1458.7758 0.0007 57.34 R D 0

8175 MLGLEPGFIICPFR 57.021465@C:11 JW2635 ECK2654 ygaF predicted enzyme 60 825.4307 2 1648.8468 -0.0001 67.86 K G 0

8176 MLGLEPGFIICPFRGEYFR 57.021465@C:11 JW2635 ECK2654 ygaF predicted enzyme 13 768.0574 3 2301.1504 0.0065 67.42 K L 0

8177 MLHLTVEQAR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 20 399.8845 3 1196.6317 -0.0019 32.65 K G 0

8178 MLIDHVEK JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 22 328.8441 3 983.5105 -0.0006 27.03 R G 0

8179 MLIDHVEKGAR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 18 423.5644 3 1267.6714 0.0006 26.74 R C 0

8180 MLIIETLPLLR JW0129 ECK0132 panC pantothenate synthetase 23 656.4073 2 1310.8000 0.0006 67.63 - Q 0

8181 MLINATQQEELR 15.994915@M:1 JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 83 731.3712 2 1460.7278 -0.0015 32.37 R V 0

8182 MLKPEMIEK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 33 373.5362 3 1117.5868 -0.0006 29.49 - L 0

8183 MLLNALASLGHK JW3161 ECK3183 yrbE predicted toluene transporter subunit-!- membrane component of ABC superfamily 40 423.2443 3 1266.7111 -0.0007 48.89 - G 0

8184 MLLPDTVGTGGDSHTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 41 552.9388 3 1655.7946 0.0007 35.14 R F 0

8185 MLLTPLAK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 41 443.7755 2 885.5364 0.0008 40.74 R I 0

8186 MLMITSFANPR JW5687 ECK3410 glpG predicted intramembrane serine protease 20 640.8277 2 1279.6408 -0.0009 49.86 - V 0

8187 MLMPEDK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 25 432.2036 2 862.3926 -0.0001 26.10 R I 0

8188 MLMPEDKIR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 17 566.7962 2 1131.5778 -0.0002 30.73 R K 0

8189 MLNQLDNLTER JW3959 ECK3987 rsd stationary phase protein, binds sigma 70 RNA polymerase subunit 72 673.8400 2 1345.6654 -0.0005 40.38 - V 0

8190 MLNTCYR 57.021465@C:5 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 50 479.2175 2 956.4204 -0.0003 24.66 K I 0

8191 MLPDDIGDWYVR 15.994915@M:1 JW0451 ECK0456 acrB multidrug efflux system protein 72 748.3482 2 1494.6818 0.0005 53.70 R A 0

8192 MLPDNINQWYVR 15.994915@M:1 JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 64 782.8816 2 1563.7486 -0.0017 48.96 R N 0

8193 MLPTQLVNVK JW3116 ECK3135 yraM conserved protein 14 571.8340 2 1141.6534 0.0005 43.31 K A 0

8194 MLQEAVDALLDNGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 95 772.8908 2 1543.7670 0.0006 57.83 R R 0

8195 MLQEAVDALLDNGRR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 56 850.9410 2 1699.8674 0.0000 53.63 R G 0

8196 MLQHFIK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 46 458.7583 2 915.5020 0.0020 29.50 K Q 0

8197 MLQLNVDERPLICGVGLGGYWAER 57.021465@C:13 JW5158 ECK1094 ycfP conserved protein 87 916.1316 3 2745.3730 -0.0001 63.27 K I 0

8198 MLQVYLVR JW4358 ECK4387 ytjC phosphoglyceromutase 2, co-factor independent 39 511.2965 2 1020.5784 -0.0006 43.82 - H 0

8199 MLSAFQLENNR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 67 661.8299 2 1321.6452 0.0005 42.13 - L 0

8200 MLSFGGDHFVTLPLLR JW2904 ECK2932 speB agmatinase 22 601.6594 3 1801.9564 0.0014 62.58 R A 0

8201 MLSGGMK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 13 362.1797 2 722.3448 -0.0007 20.55 R R 0

8202 MLSGLYGVLRPLDLMQPYR JW0005 ECK0006 yaaA conserved protein 40 741.3994 3 2221.1764 0.0014 66.98 R L 0

8203 MLSIFKPAPHK 15.994915@M:1 JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 50 642.8600 2 1283.7054 -0.0005 29.16 - A 0

8204 MLSLEQK JW0907 ECK0915 mukB fused chromosome partitioning proteins 45 424.7301 2 847.4456 -0.0016 29.65 K M 0

8205 MLTEANLNSLR JW2970 ECK2995 yghZ aldo-keto reductase 32 631.3319 2 1260.6492 -0.0003 40.03 K L 0

8206 MLTEDQIK 15.994915@M:1 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 37 497.2495 2 992.4844 -0.0003 23.47 R T 0

8207 MLTGLLPASEGEAWLFGQPVDPK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 79 1228.6306 2 2455.2466 0.0009 69.58 K D 0

8208 MLTIEDNAEVR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 81 645.8213 2 1289.6280 -0.0005 36.50 K E 0

8209 MLTLSDGHLHGGVGHE JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 101 830.3990 2 1658.7834 -0.0001 33.08 R - 0

8210 MLVATSDLEMER JW2635 ECK2654 ygaF predicted enzyme 42 697.8369 2 1393.6592 0.0012 41.78 K M 0

8211 MLVECLSVGR 57.021465@C:5 JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 84 582.2988 2 1162.5830 -0.0007 41.47 R G 0

8212 MLVSQDK JW2768 ECK2792 sdaB L-serine deaminase II 21 410.7144 2 819.4142 -0.0017 20.33 R T 0

8213 MLVWLAEHLVK 15.994915@M:1 JW0085 ECK0088 mraY phospho-N-acetylmuramoyl-pentapeptide transferase 18 677.8809 2 1353.7472 -0.0006 26.76 - Y 0

8214 MLYIDKATILK JW3479 ECK3495 hdeD acid-resistance membrane protein 23 654.8835 2 1307.7524 0.0001 43.19 - F 0

8215 MMCANPQLNELDNTISEMLK 57.021465@C:3 JW1374 ECK1376 hslJ heat-inducible protein 105 1176.5389 2 2351.0632 0.0003 71.05 R E 0

8216 MMDLISK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 33 419.2142 2 836.4138 0.0001 34.85 K I 0

8217 MMGAEGLKK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 38 482.7503 2 963.4860 -0.0021 20.98 R A 0

8218 MMHTDVDLK JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 13 363.8401 3 1088.4985 -0.0010 25.81 K A 0

8219 MMISGSMCNR 57.021465@C:8 JW1374 ECK1376 hslJ heat-inducible protein 67 593.7454 2 1185.4762 -0.0001 29.82 K F 0

8220 MMLEHYQQTK JW3561 ECK3577 aldB aldehyde dehydrogenase B 45 654.8069 2 1307.5992 -0.0009 24.93 K C 0

8221 MMLFDEPTSALDPELR JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 93 932.9452 2 1863.8758 0.0012 60.68 K H 0

8222 MMLFDEPTSALDPELRHEVLK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 33 618.5638 4 2470.2261 0.0025 54.47 K V 0

8223 MMMDSSNQQSNAK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 108 736.3008 2 1470.5870 -0.0030 20.70 R V 0

8224 MMMDSSNQQSNAKVELLDSAR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 77 785.6959 3 2354.0659 -0.0007 39.07 R K 0

8225 MMPAHIKPAFK JW4325 ECK4351 dnaC DNA biosynthesis protein 14 424.2313 3 1269.6721 -0.0005 28.63 K T 0

8226 MMPGYVSVLESNLTAQDKK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 19 704.3555 3 2110.0447 0.0008 53.69 K G 0

8227 MMRPGEPPTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 34 586.2890 2 1170.5634 -0.0003 22.00 R E 0

8228 MMSQAMR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 49 427.6872 2 853.3598 -0.0010 20.00 R K 0

8229 MMTSYVIGQAMK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 108 680.3267 2 1358.6388 -0.0007 43.71 K A 0

8230 MNAPDIK JW1668 ECK1674 ynhG conserved protein 32 394.7022 2 787.3898 0.0001 24.71 R A 0

8231 MNAPFTYSSPTLSVEALK JW3391 ECK3414 glgP glycogen phosphorylase 13 652.6641 3 1954.9705 -0.0006 61.27 - H 0

8232 MNAVTEGR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 19 439.2134 2 876.4122 -0.0001 19.13 - K 0

8233 MNDTPPAER JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 55 515.7344 2 1029.4542 -0.0006 19.91 R G 0

8234 MNEEVEIFVGPRPEQYTWILK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 65 860.1053 3 2577.2941 0.0004 62.03 R L 0

8235 MNEFSILCRVLGSLYYR 57.021465@C:8 JW1018 ECK1021 ycdY conserved protein 19 531.0200 4 2120.0509 -0.0038 40.56 - Q 0

8236 MNELDGIK JW2448 ECK2459 talA transaldolase A 52 460.2310 2 918.4474 -0.0005 28.86 - Q 0

8237 MNETLFAPLFR JW5528 ECK3140 yraR predicted nucleoside-diphosphate-sugar epimerase 61 669.8474 2 1337.6802 0.0000 61.46 R L 0

8238 MNFLPVK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 50 424.7385 2 847.4624 -0.0002 40.86 K V 0

8239 MNGTIYQR JW4029 ECK4061 yjcH conserved inner membrane protein involved in acetate transport 62 491.7419 2 981.4692 -0.0009 22.92 - I 0

8240 MNGYNIETQDGVIQVKPK JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 52 678.6822 3 2033.0248 -0.0005 39.73 R F 0

8241 MNIDTDTQWATWEGVLNYYK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 84 1224.5615 2 2447.1084 -0.0019 69.88 K A 0

8242 MNIFDHYR JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 45 548.2556 2 1094.4966 -0.0001 37.23 - Q 0

8243 MNIFEQTPPNR JW0281 ECK0286 yagU conserved inner membrane protein 59 673.8294 2 1345.6442 -0.0006 38.42 - R 0

8244 MNIFEQTPPNRR JW0281 ECK0286 yagU conserved inner membrane protein 34 501.5890 3 1501.7452 -0.0008 34.56 - R 0

8245 MNIGQILETHLGMAAK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 73 863.9531 2 1725.8916 0.0010 57.75 R G 0

8246 MNIIEANVATPDAR JW0405 ECK0409 ribE riboflavin synthase beta chain 108 757.8853 2 1513.7560 0.0002 40.31 - V 0

8247 MNILGFFQR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 37 563.2974 2 1124.5802 0.0001 62.93 - L 0

8248 MNILLFGK JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 36 468.2727 2 934.5308 -0.0001 52.96 - T 0

8249 MNIPVFHDDQHGTAIISTAAILNGLR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 41 701.8683 4 2803.4441 0.0004 62.46 R V 0

8250 MNIRPLHDR JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 21 576.3087 2 1150.6028 0.0000 20.26 - V 0

8251 MNIVITGGTGLIGR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 87 701.3978 2 1400.7810 0.0000 48.81 - H 0
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8252 MNKTTEYIDAMPIAASEK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 32 671.6604 3 2011.9594 -0.0001 40.57 - A 0

8253 MNLHEYQAK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 52 567.2738 2 1132.5330 -0.0005 23.04 - Q 0

8254 MNLHGASR 15.994915@M:1 JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 27 451.2191 2 900.4236 0.0000 8.37 R T 0

8255 MNLTELK JW3756 ECK3775 rho transcription termination factor 44 424.7307 2 847.4468 -0.0005 33.13 - N 0

8256 MNMDGVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 45 411.6841 2 821.3536 0.0012 23.17 K H 0

8257 MNNLLKK 15.994915@M:1 JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 24 438.7524 2 875.4902 0.0004 13.88 K E 0

8258 MNNMNVIIADDHPIVLFGIR JW2205 ECK2210 rcsB DNA-binding response regulator in two-component regulatory system with RcsC and YojN 80 761.3977 3 2281.1713 0.0002 61.41 - K 0

8259 MNNNTTAPTYTLR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 40 748.8615 2 1495.7084 -0.0005 29.79 - G 0

8260 MNPETNSIANR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 72 623.7957 2 1245.5768 -0.0002 23.63 R Q 0

8261 MNPIAVTLLTGFLGAGK JW5790 ECK4342 yjiA predicted GTPase 68 851.9829 2 1701.9512 0.0024 78.20 - T 0

8262 MNSIEQALK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 26 517.2713 2 1032.5280 0.0007 34.67 R I 0

8263 MNSLFASTAR JW0931 ECK0939 ycbY predicted methyltransferase 82 549.2736 2 1096.5326 -0.0008 35.32 - G 0

8264 MNSMGFTGVLIDLDSPESVDR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 114 1142.0357 2 2282.0568 0.0009 64.65 R A 0

8265 MNTEATHDQNEALTTGAR JW2500 ECK2512 yfgA conserved protein 119 980.4446 2 1958.8746 -0.0005 23.09 - L 0

8266 MNTQQLAK JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 67 467.2447 2 932.4748 0.0000 20.45 - L 0

8267 MNVGDVQR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 76 459.7265 2 917.4384 -0.0004 22.91 K L 0

8268 MNVNFFVTCIGDALK 57.021465@C:9 JW5041 ECK0305 ykgE predicted oxidoreductase 75 864.9258 2 1727.8370 -0.0005 69.23 - S 0

8269 MPDSSLK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 19 389.1942 2 776.3738 0.0000 21.51 R G 0

8270 MPEDLLTR JW1672 ECK1678 sufC component of SufBCD complex, ATP-binding component of ABC superfamily 18 487.7524 2 973.4902 0.0001 37.53 K S 0

8271 MPEEVEELEQQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 93 758.8506 2 1515.6866 -0.0008 39.97 R R 0

8272 MPEEVEELEQQRR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 45 558.2697 3 1671.7873 -0.0013 36.88 R M 0

8273 MPFTLGQR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 14 475.2491 2 948.4836 -0.0015 23.35 - W 0

8274 MPGMDGLALLK JW3839 ECK3861 glnG fused DNA-binding response regulator in two-component regulatory system with GlnL, nitrogen regulator I (NRI) 41 573.3069 2 1144.5992 0.0008 53.69 R Q 0

8275 MPGVSADDQR JW3460 ECK3478 pitA phosphate transporter, low-affinity 51 538.2444 2 1074.4742 -0.0022 22.84 K L 0

8276 MPIITFIDTPGAYPGVGAEER JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 67 1117.5626 2 2233.1106 0.0018 61.22 K G 0

8277 MPIVDWR JW4131 ECK4169 hflX predicted GTPase 36 458.7392 2 915.4638 0.0002 44.72 R R 0

8278 MPLLKNPLEQYYLVQGGFK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 60 746.7387 3 2237.1943 0.0024 59.23 K R 0

8279 MPLLKNPLEQYYLVQGGFKR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 32 599.3303 4 2393.2921 -0.0006 55.54 K T 0

8280 MPPAEGETGGQVLGSQVLK JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 120 949.4881 2 1896.9616 0.0001 42.69 R V 0

8281 MPQPYIK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 23 438.7357 2 875.4568 -0.0006 28.36 R L 0

8282 MPSAVGYQPTLAEEMGVLQER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 93 1153.5605 2 2305.1064 -0.0017 57.60 R I 0

8283 MPSCINIISGPSSTADIELIK 57.021465@C:4 JW5042 ECK0307 ykgG predicted transporter 32 1123.5737 2 2245.1328 -0.0006 57.23 R V 0

8284 MPTMAAMCYK 57.021465@C:8 JW0710 ECK0709 gltA citrate synthase 41 602.2547 2 1202.4948 -0.0007 38.50 K Y 0

8285 MPTRHELDR JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 18 385.5293 3 1153.5661 -0.0001 19.45 K N 0

8286 MPTSLIHALALTK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 80 698.4055 2 1394.7964 0.0009 48.11 K R 0

8287 MPYDSVYSEK 15.994915@M:1 JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 13 617.7687 2 1233.5228 0.0006 26.01 - R 0

8288 MPYETVFR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 33 521.7547 2 1041.4948 -0.0004 40.59 K A 0

8289 MPYKGSVENGAYK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 67 722.3496 2 1442.6846 -0.0018 23.36 R A 0

8290 MPYSGLR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 14 412.2101 2 822.4056 -0.0002 28.67 R G 0

8291 MQAASGQLQQSHLLK JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 122 820.4327 2 1638.8508 -0.0004 30.22 R Q 0

8292 MQALGFCFSMVPAIR 15.994915@M:1,57.021465@C:7 JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 90 872.4226 2 1742.8306 0.0000 60.61 R R 0

8293 MQALLLEQQDGK JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 56 687.3581 2 1372.7016 -0.0004 38.64 - T 0

8294 MQALVETLLR JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 54 587.3364 2 1172.6582 -0.0004 52.01 R Q 0

8295 MQAVGLDLPFQTR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 77 738.3874 2 1474.7602 0.0001 53.75 R S 0

8296 MQDEILQEQILIETEGER JW0938 ECK0946 ycbZ predicted peptidase 94 1087.5352 2 2173.0558 -0.0013 55.13 R I 0

8297 MQDLTSFIVNK JW5041 ECK0305 ykgE predicted oxidoreductase 79 648.3368 2 1294.6590 0.0000 50.48 R L 0

8298 MQDPQFAGQTK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 68 625.7955 2 1249.5764 0.0003 26.05 K E 0

8299 MQDSILTTVVKDIDGEVTTLEK JW1700 ECK1708 btuE predicted glutathione peroxidase 70 812.4244 3 2434.2514 0.0002 78.61 - F 0

8300 MQDYTLEADEGR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 93 714.3087 2 1426.6028 -0.0005 31.85 R D 0

8301 MQDYTLEADEGRDMMLLDALIQLK JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 84 938.1241 3 2811.3505 0.0013 75.59 R E 0

8302 MQEALMSLMQMAK JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 82 756.3590 2 1510.7034 0.0018 59.11 R T 0

8303 MQEEIAQLEVTGESGAGLVK JW0460 ECK0465 ybaB conserved protein 69 1045.0284 2 2088.0422 0.0014 51.57 K V 0

8304 MQEYTNHSDTTFALR JW0147 ECK0150 fhuC iron-hydroxamate transporter subunit -!- ATP-binding component of ABC superfamily 29 605.2761 3 1812.8065 -0.0035 34.69 - N 0

8305 MQGEAIDIK JW2501 ECK2513 yfgB predicted enzyme 52 502.7574 2 1003.5002 -0.0006 29.00 R A 0

8306 MQGSVTEFLKPR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 64 696.8687 2 1391.7228 -0.0003 39.04 - L 0

8307 MQIDSKPEELDRLDR JW2573 ECK2590 clpB protein disaggregation chaperone 32 615.6424 3 1843.9054 -0.0043 35.37 R R 0

8308 MQILLANPR JW0027 ECK0030 ispH 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate reductase, 4Fe-4S protein 57 528.3048 2 1054.5950 -0.0006 39.34 - G 0

8309 MQINASK 15.994915@M:1 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 15 404.2049 2 806.3952 -0.0003 14.06 R M 0

8310 MQIVELK JW5837 ECK2081 yegR predicted protein 41 430.7491 2 859.4836 -0.0001 35.79 K T 0

8311 MQIVELKTEGVGLHGVAR JW5837 ECK2081 yegR predicted protein 15 485.0213 4 1936.0561 -0.0003 41.44 K L 0

8312 MQLGENADVVEHLGELLKR JW0934 ECK0942 pqiB paraquat-inducible protein B 49 717.7129 3 2150.1169 0.0014 57.24 K G 0

8313 MQLIGGTWYGGEMK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 35 785.8733 2 1569.7320 0.0000 50.47 R K 0

8314 MQLNEELR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 53 516.7609 2 1031.5072 0.0003 31.46 R H 0

8315 MQLNSTEISELIK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 88 753.3976 2 1504.7806 0.0000 53.53 - Q 0

8316 MQNSALK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 22 396.2073 2 790.4000 -0.0006 19.38 - A 0

8317 MQQASEDEFNR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 49 677.7866 2 1353.5586 -0.0033 25.45 R A 0

8318 MQQLDSIISAK JW5682 ECK3456 dcrB periplasmic protein 57 617.3303 2 1232.6460 0.0026 41.91 K G 0

8319 MQQLEPR JW5128 ECK0951 yccS predicted inner membrane protein 48 451.2316 2 900.4486 0.0000 22.08 R A 0

8320 MQQQLGDQYSELAANEGYMK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 125 1152.5174 2 2303.0202 0.0004 45.55 R T 0

8321 MQSDEGEINPVDILR JW3619 ECK3634 yicC conserved protein 110 858.4175 2 1714.8204 0.0008 51.19 K W 0

8322 MQTDTLEYQCDEKPLTVK 57.021465@C:10 JW1631 ECK1635 ydhA predicted lipoprotein 51 733.6815 3 2198.0227 -0.0008 36.14 R L 0

8323 MQTPHILIVEDELVTR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 95 947.5088 2 1893.0030 0.0001 51.47 - N 0

8324 MQTQVLFEHPLNEK JW0099 ECK0102 yacF conserved protein 49 571.9585 3 1712.8537 -0.0020 39.53 - M 0

8325 MQVALSVMK JW5760 ECK4255 yjgQ conserved inner membrane protein 26 503.7747 2 1005.5348 -0.0002 39.32 R T 0

8326 MQVILLDK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 38 480.2835 2 958.5524 0.0004 41.19 - V 0

8327 MQVILLDKVANLGSLGDQVNVK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 130 1177.6587 2 2353.3028 -0.0012 59.61 - A 0

8328 MQVLHVCSEMFPLLK 57.021465@C:7 JW3392 ECK3415 glgA glycogen synthase 54 611.3138 3 1830.9196 0.0002 58.50 - T 0

8329 MQVSVETTQGLGR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 85 703.3581 2 1404.7016 -0.0014 34.40 - R 0

8330 MQYNPLGK JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 28 475.7418 2 949.4690 -0.0001 31.61 - T 0

8331 MRFDTVIMGGGLAGLLCGLQLQK 57.021465@C:17 JW2236 ECK2234 glpB sn-glycerol-3-phosphate dehydrogenase (anaerobic), membrane anchor subunit 19 826.7748 3 2477.3026 0.0070 81.42 - H 0

8332 MRGEFYQQLTNDLETAR 15.994915@M:1 JW3592 ECK3607 kbl glycine C-acetyltransferase 84 696.6655 3 2086.9747 0.0005 48.55 - A 0

8333 MRHYEIVFMVHPDQSEQVPGMIER JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 42 732.8550 4 2927.3909 0.0026 48.40 - Y 0

8334 MRIEEDLK JW0101 ECK0104 guaC GMP reductase 20 517.2706 2 1032.5266 -0.0007 26.35 - L 0

8335 MRLEFSIYR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 47 607.8208 2 1213.6270 -0.0006 44.43 - Y 0

8336 MRNDINAWFGYDDSVPLLNLYNPVNTDFDFNAK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 37 1293.6085 3 3877.8037 -0.0010 76.82 R D 0

8337 MRPNQPLTVK JW2504 ECK2516 yfhM conserved protein 36 592.3341 2 1182.6536 -0.0007 23.35 K I 0

8338 MRPSLDIEQVATGEHWYGQQAVEK JW1264 ECK1266 sohB predicted inner membrane peptidase 75 924.7854 3 2771.3344 0.0006 47.97 R G 0

8339 MSADGIK JW2903 ECK2931 yggG predicted peptidase 26 361.1803 2 720.3460 -0.0016 20.53 R - 0

8340 MSADLLIVPFIDK JW3894 ECK3915 yiiT stress-induced protein 48 731.4051 2 1460.7956 0.0008 66.47 K - 0

8341 MSDIMFEWVTQNIMNGR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 84 691.3184 3 2070.9334 0.0010 73.70 K G 0

8342 MSEIAIVLDEAERLNVVPR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 31 718.7239 3 2153.1499 -0.0015 69.38 K L 0

8343 MSELQYGKIPELEK JW2573 ECK2590 clpB protein disaggregation chaperone 36 555.6234 3 1663.8484 -0.0008 42.67 R Q 0

8344 MSGACLVPFVPR 57.021465@C:5 JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 73 667.3418 2 1332.6690 0.0008 49.74 R R 0

8345 MSGIDSYLLR 15.994915@M:1 JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 27 585.7959 2 1169.5772 0.0022 73.26 R M 0

8346 MSGINFVANPLVNIHLQGR JW0328 ECK0334 codA cytosine deaminase 24 694.0425 3 2079.1057 0.0010 57.69 K F 0

8347 MSHPALTQLRALRYCK 15.994915@M:1,57.021465@C:15 JW5713 ECK4031 ubiC chorismate pyruvate lyase 19 654.3450 3 1960.0132 -0.0004 72.52 - E 0

8348 MSIGEAK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 33 368.1887 2 734.3628 -0.0004 20.62 R A 0

8349 MSLAGDFSGADIDADAFR JW2049 ECK2058 asmA predicted assembly protein 118 929.9178 2 1857.8210 0.0008 56.52 K H 0

8350 MSLTAQGASQPLVR JW2049 ECK2058 asmA predicted assembly protein 67 729.8899 2 1457.7652 -0.0007 36.17 R A 0

8351 MSQAFTGNGYIQNIINGEVNSFVAR 15.994915@M:1 JW5677 ECK3470 yhhJ predicted transporter subunit -!- membrane component of ABC superfamily 44 1373.6642 2 2745.3138 -0.0042 68.95 R Y 0

8352 MSVVVAENTEHHQLVCK 57.021465@C:16 JW4201 ECK4237 mgtA magnesium transporter 35 660.9922 3 1979.9548 -0.0008 29.31 R G 0

8353 MSYVEGLLSSNQK JW2294 ECK2291 pta phosphate acetyltransferase 83 728.3616 2 1454.7086 0.0012 46.48 K D 0

8354 MTAHTPCFR 57.021465@C:7 JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 15 374.1723 3 1119.4951 -0.0005 25.52 K S 0

8355 MTDIAQLLGK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 31 545.3022 2 1088.5898 -0.0002 50.81 - D 0

8356 MTDLDLAGKR JW2893 ECK2922 pgk phosphoglycerate kinase 57 560.2949 2 1118.5752 -0.0002 28.06 K V 0

8357 MTDVFNANK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 45 520.2474 2 1038.4802 -0.0002 29.62 K L 0

8358 MTEPLTETPELSAK JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 60 773.8861 2 1545.7576 -0.0020 39.05 - Y 0

8359 MTESFAQLFEESLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 88 830.4009 2 1658.7872 0.0011 64.77 - E 0

8360 MTESFAQLFEESLKEIETRPGSIVR 15.994915@M:1 JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 92 971.8276 3 2912.4610 0.0020 70.94 - G 0

8361 MTIGEIIAEPLR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 64 671.8738 2 1341.7330 0.0004 56.60 R T 0

8362 MTISVEGK JW1606 ECK1609 ydgA conserved protein 32 432.7283 2 863.4420 -0.0002 27.12 K E 0

8363 MTLEAIR JW0907 ECK0915 mukB fused chromosome partitioning proteins 37 417.2311 2 832.4476 0.0000 32.88 R V 0

8364 MTLEQALEFIDDDELVEVTPTSIR JW5571 ECK3864 bipA GTP-binding protein 95 1382.6842 2 2763.3538 0.0015 78.19 R I 0

8365 MTLKELLVGFGTQVR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 35 564.6555 3 1690.9447 0.0008 62.73 - S 0

8366 MTNLFVR JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 45 440.7392 2 879.4638 0.0001 37.58 - S 0

8367 MTNNPPSAQIKPGEYGFPLK JW3561 ECK3577 aldB aldehyde dehydrogenase B 61 730.3738 3 2188.0996 0.0010 42.66 - L 0

8368 MTPGGQAQIGNVDLVK JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 21 814.4274 2 1626.8402 0.0003 55.33 - Q 0

8369 MTPHPVEFELYYSV JW3841 ECK3863 glnA glutamine synthetase 38 864.4030 2 1726.7914 0.0001 54.80 R - 0

8370 MTPLLELK JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 25 472.7774 2 943.5402 -0.0009 43.99 - D 0

8371 MTPVPDCGEK 57.021465@C:7 JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 15 567.2515 2 1132.4884 -0.0008 23.52 K T 0

8372 MTQLTMK 15.994915@M:1,15.994915@M:6 JW0263 ECK0271 yagG CP4-6 prophage; predicted sugar transporter 13 442.7133 2 883.4120 -0.0022 25.52 - D 0

8373 MTRNGALAGMIIGALTVIVWK 15.994915@M:1 JW1001 ECK1006 putP proline:sodium symporter 14 558.5657 4 2230.2337 0.0005 54.61 R Q 0

8374 MTRPGEFTVQANSIEMIR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 52 694.0147 3 2079.0223 -0.0020 45.63 K R 0

8375 MTSVGSQDTTGPMTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 42 784.8554 2 1567.6962 -0.0009 26.94 K D 0

8376 MTSVGSQDTTGPMTRDELK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 33 685.3221 3 2052.9445 -0.0011 30.80 K D 0

8377 MTVDDIMVPR JW5415 ECK2609 yfjD predicted inner membrane protein 36 588.7914 2 1175.5682 0.0004 46.70 K S 0

8378 MVADMQR JW0934 ECK0942 pqiB paraquat-inducible protein B 40 425.6992 2 849.3838 0.0002 20.71 K L 0

8379 MVAEGIETSKQEEWLR JW5062 ECK0451 ylaB conserved inner membrane protein 23 635.9832 3 1904.9278 -0.0025 40.94 K Q 0

8380 MVAELQLPINVIGVLAGCENMPGGR 57.021465@C:18 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 73 1319.6788 2 2637.3430 -0.0010 77.60 R A 0

8381 MVAFSNYFFDTTQGHSQINGCTVR 57.021465@C:21 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 91 1390.6305 2 2779.2464 -0.0018 55.13 K N 0

8382 MVDTSDEWIVTR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 53 726.3450 2 1450.6754 -0.0007 43.76 K T 0
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8383 MVEDILAPGLR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 72 607.3348 2 1212.6550 0.0014 46.96 - V 0

8384 MVEEDPAHPR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 59 590.7739 2 1179.5332 -0.0009 19.53 R Y 0

8385 MVENALLEIPTGLIEASR JW0194 ECK0198 metI DL-methionine transporter subunit -!- membrane component protein of ABC superfamily 85 978.5277 2 1955.0408 0.0011 67.97 R A 0

8386 MVEREEAVVWDILDEVIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 62 1101.0680 2 2200.1214 0.0016 77.16 K E 0

8387 MVEREEAVVWDILDEVIREHPVLLNR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 70 790.6708 4 3158.6541 -0.0004 76.86 K A 0

8388 MVFERDMEMLAPGYTQTLEPR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 29 838.7327 3 2513.1763 0.0011 56.51 K A 0

8389 MVFNVPTRR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 19 560.3079 2 1118.6012 -0.0006 33.64 K E 0

8390 MVGGVTPGK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 48 423.2308 2 844.4470 -0.0006 21.52 K G 0

8391 MVGYSFDHEFNDTFTVR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 67 688.9761 3 2063.9065 0.0016 51.61 K Q 0

8392 MVHPDIILSPQLFGSEILAR 15.994915@M:1 JW1242 ECK1244 kch voltage-gated potassium channel 59 751.4092 3 2251.2058 0.0023 62.48 K V 0

8393 MVINALNANVK JW3974 ECK4006 aceB malate synthase A 41 593.8337 2 1185.6528 -0.0011 37.37 K V 0

8394 MVKNPDIVAGVAALK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 22 509.2973 3 1524.8701 0.0002 40.68 K D 0

8395 MVLDIFR JW5012 ECK0154 clcA chloride channel, voltage-gated 34 447.2494 2 892.4842 0.0001 53.71 R L 0

8396 MVMLFTNSHTIR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 34 483.9163 3 1448.7271 0.0003 42.60 R D 0

8397 MVMSQKTLFTK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 13 657.3529 2 1312.6912 0.0029 37.67 - S 0

8398 MVNLEPDMTISK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 49 689.3416 2 1376.6686 0.0007 44.51 R N 0

8399 MVNLEPDMTISKNEMVK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 83 989.9859 2 1977.9572 -0.0001 44.26 R L 0

8400 MVNSGTEATMSAIR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 109 734.3500 2 1466.6854 -0.0002 31.82 R L 0

8401 MVQAPIFHVNADDPEAVAFVTR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 65 809.7427 3 2426.2063 0.0011 55.17 K L 0

8402 MVQLETFAQR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 30 611.8160 2 1221.6174 -0.0001 40.99 R K 0

8403 MVSEAIASGDIQAVNYFVAQK JW0478 ECK0483 ybbK predicted protease, membrane anchored 101 1121.0650 2 2240.1154 0.0008 59.13 K Y 0

8404 MVSLTGSIATGEHIISHTASSIK JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 46 780.7460 3 2339.2162 0.0006 55.51 R R 0

8405 MVSLTGSIATGEHIISHTASSIKR JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 34 624.8360 4 2495.3149 -0.0019 52.74 R T 0

8406 MVSNASALGR 15.994915@M:1 JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 53 511.2581 2 1020.5016 -0.0006 20.11 - N 0

8407 MVTQVISTVNDPYSDQVVIDK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 77 1176.0945 2 2350.1744 0.0017 50.03 K G 0

8408 MVVDCAR 57.021465@C:5 JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 30 425.6992 2 849.3838 0.0002 20.81 R D 0

8409 MVVGELLAR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 66 494.2860 2 986.5574 -0.0008 43.98 K S 0

8410 MVVLDHDPDHIETLR JW0046 ECK0048 kefC potassium:proton antiporter 18 448.2277 4 1788.8817 -0.0010 38.40 K K 0

8411 MVVTLIHPIAMDDGLR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 89 890.9758 2 1779.9370 -0.0005 52.59 K F JW3943

8412 MVVTLIHPIAMDDGLRFAIR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 35 567.8145 4 2267.2289 0.0008 59.69 K E JW3943

8413 MVYAPTQEHGK JW1692 ECK1700 pps phosphoenolpyruvate synthase 36 630.8053 2 1259.5960 -0.0008 20.18 R Q 0

8414 MVYEAHSTDYQTR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 89 800.8556 2 1599.6966 -0.0020 24.05 R T 0

8415 MVYSYTEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 42 510.7383 2 1019.4620 -0.0013 26.75 - K 0

8416 MWDFHVEDFMPER JW2504 ECK2516 yfhM conserved protein 57 580.2506 3 1737.7300 0.0019 61.47 R M 0

8417 MWEFFER JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 33 522.7339 2 1043.4532 -0.0002 54.64 R L 0

8418 MWEYNNR JW0755 ECK0761 ybhC predicted pectinesterase 14 506.7188 2 1011.4230 -0.0002 30.18 R G 0

8419 MWQAISR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 33 446.2282 2 890.4418 -0.0013 31.18 - L 0

8420 MYAMGVDAWSLANHFSQMR JW3116 ECK3135 yraM conserved protein 86 1107.9989 2 2213.9832 0.0023 62.06 R Q 0

8421 MYAVFQSGGK JW3153 ECK3175 rplU 50S ribosomal subunit protein L21 33 544.2654 2 1086.5162 -0.0005 34.41 - Q 0

8422 MYFLNDLNFSR JW2019 ECK2028 wbbI conserved protein 79 710.3405 2 1418.6664 0.0011 58.57 - R 0

8423 MYFLNDLNFSRR JW2019 ECK2028 wbbI conserved protein 18 525.9296 3 1574.7670 0.0006 52.55 - D 0

8424 MYGLPAAAIAIWHSAKPENR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 49 549.7901 4 2195.1313 0.0004 55.12 K A 0

8425 MYKENITEPEILASLDELIGR JW2733 ECK2758 cysI sulfite reductase, beta subunit, NAD(P)-binding 48 812.0899 3 2433.2479 0.0018 70.61 R W 0

8426 MYPEEPVYLPPR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 18 745.8701 2 1489.7256 -0.0019 42.90 R Y 0

8427 MYQPVALFIGLR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 13 704.3948 2 1406.7750 0.0006 64.35 - Y 0

8428 MYVDEIFSGLDYANFPK JW2140 ECK2146 folE GTP cyclohydrolase I 59 1004.9733 2 2007.9320 0.0033 69.44 K I 0

8429 MYVVSTK 15.994915@M:1 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 28 422.2176 2 842.4206 -0.0001 20.20 - Q 0

8430 MYYPFVR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 20 488.2412 2 974.4678 -0.0005 44.39 - K 0

8431 NAADEDRDALR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 53 623.2935 2 1244.5724 -0.0021 19.78 R A 0

8432 NAADEVAQGNLR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 106 629.3126 2 1256.6106 -0.0002 26.93 K Q 0

8433 NAAFQNAVSK JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 44 525.2716 2 1048.5286 -0.0015 24.27 R A 0

8434 NAALAMGLTLPQAYR JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 29 795.4268 2 1588.8390 -0.0005 52.49 K Y 0

8435 NAALLAEVPHSVPAVTVNR JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 55 653.3656 3 1957.0750 0.0005 46.93 R L 0

8436 NAATTAQAGGVQVSTMTHTMQEIATSSQK JW1874 ECK1886 tap methyl-accepting protein IV 42 983.8057 3 2948.3953 -0.0016 50.70 K I 0

8437 NADALTLQAPAQR JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 75 684.8655 2 1367.7164 0.0007 33.80 R V 0

8438 NADEMAAHLK JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 58 550.2631 2 1098.5116 -0.0012 23.51 R S 0

8439 NADGSWQVENLR JW3630 ECK3645 yicH conserved protein 86 694.8312 2 1387.6478 -0.0002 37.58 R M 0

8440 NADHAEQPVVNYLLAAEAAQQR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 107 1204.6015 2 2407.1884 0.0004 53.95 K G 0

8441 NADHAEQPVVNYLLAAEAAQQRGDEAR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 80 734.8618 4 2935.4181 0.0008 51.03 K A 0

8442 NADKVNEIVGK JW5378 ECK2308 dedD conserved protein 66 593.8244 2 1185.6342 -0.0011 22.34 K L 0

8443 NADLPLAQAAIDR JW2577 ECK2593 yfiO predicted lipoprotein 72 684.3667 2 1366.7188 -0.0015 42.19 K F 0

8444 NADSIFQLLGELNR JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 71 795.4182 2 1588.8218 0.0010 70.82 R L 0

8445 NADTVVIGR JW4349 ECK4378 lplA lipoate-protein ligase A 73 472.7618 2 943.5090 0.0004 26.29 R A 0

8446 NAEFLQAYGVAIADGPLK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 81 938.9933 2 1875.9720 -0.0009 59.63 R G 0

8447 NAELIEK JW3166 ECK3188 yrbK conserved protein 45 408.7262 2 815.4378 -0.0009 21.86 K V 0

8448 NAELVEESAQVSAMVK JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 82 852.9267 2 1703.8388 -0.0011 47.40 K H 0

8449 NAENVKEFLQSYQSPEVAK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 30 727.7000 3 2180.0782 0.0033 45.60 K A 0

8450 NAFANLQK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 55 453.2453 2 904.4760 -0.0005 27.26 K V 0

8451 NAFRPLTVK JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 44 523.3104 2 1044.6062 -0.0017 29.16 R E 0

8452 NAFSQALK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 53 439.7402 2 877.4658 0.0002 29.36 K N 0

8453 NAGFINKR JW2101 ECK2107 metG methionyl-tRNA synthetase 42 460.2591 2 918.5036 0.0001 19.81 R F 0

8454 NAIAAVK JW2768 ECK2792 sdaB L-serine deaminase II 47 343.7135 2 685.4124 0.0002 19.93 R A 0

8455 NAIASVK JW1803 ECK1812 sdaA L-serine deaminase I 49 351.7104 2 701.4062 -0.0009 19.40 R A 0

8456 NAIDKNLDGEYQLYDSK JW5832 ECK1954 yedQ predicted diguanylate cyclase 50 662.6524 3 1984.9354 -0.0026 39.21 R L 0

8457 NAIGNYITSGELPDENAR JW1963 ECK1977 amn AMP nucleosidase 66 967.4666 2 1932.9186 0.0010 46.03 R K 0

8458 NAIIFSPHPR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 58 576.3195 2 1150.6244 -0.0003 31.31 R A 0

8459 NAIIFSPHPRAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 53 675.8851 2 1349.7556 -0.0012 26.95 R D 0

8460 NAITDTPLLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 38 557.3168 2 1112.6190 0.0000 40.56 R R 0

8461 NALANNGKFTLVSAQQLSMAK JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 52 736.0600 3 2205.1582 0.0007 45.89 R Q 0

8462 NALEVEGLTK JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 46 537.2956 2 1072.5766 0.0002 35.68 R G 0

8463 NALGILGGIPR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 45 540.8301 2 1079.6456 0.0006 49.36 R R 0

8464 NALIDYDTLPYGDQVGNQ JW3927 ECK3946 yijP conserved inner membrane protein 42 998.4693 2 1994.9240 0.0018 54.82 K - 0

8465 NALLAALSHDLR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 80 647.3670 2 1292.7194 -0.0006 50.67 R T 0

8466 NALQELIIDGIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 75 663.8858 2 1325.7570 0.0016 60.69 K T 0

8467 NALVNLGNSKDWDALVK JW3361 ECK3385 yrfF predicted inner membrane protein 25 619.6673 3 1855.9801 0.0010 51.26 K R 0

8468 NALVNLGNSKDWDALVKR JW3361 ECK3385 yrfF predicted inner membrane protein 54 671.7007 3 2012.0803 0.0000 47.85 K A 0

8469 NALVSETIK JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 31 487.7795 2 973.5444 0.0000 29.17 K A 0

8470 NANDGISVAQTTEGALSEINNNLQR JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 130 1315.1443 2 2628.2740 0.0001 58.88 R V 0

8471 NANLVVVMGGNAAEAHPVGFR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 116 1062.0443 2 2122.0740 -0.0002 46.30 K W 0

8472 NAPFMVEAR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 23 517.7581 2 1033.5016 0.0002 33.85 R A 0

8473 NAPPPTKPVETQTQSTVPDKNDR JW3781 ECK3803 yifL predicted lipoprotein 71 840.7613 3 2519.2621 0.0004 21.18 K A 0

8474 NAQPDTLDAVLAK JW3156 ECK3178 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase 37 678.3617 2 1354.7088 -0.0004 41.43 R L 0

8475 NASGTMAPLSAYSSTEWTYGSPR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 91 1217.5529 2 2433.0912 0.0005 51.02 R L 0

8476 NATPITNKFTNTSGFANK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 23 642.6620 3 1924.9642 -0.0001 35.52 R T 0

8477 NAVDEEIER JW0907 ECK0915 mukB fused chromosome partitioning proteins 25 537.7567 2 1073.4988 -0.0001 26.19 K L 0

8478 NAVENHFDTSYELESLLEQR JW2027 ECK2036 galF predicted subunit with GalU 53 798.7125 3 2393.1157 0.0020 57.42 K V 0

8479 NAVIEAAER JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 25 486.7584 2 971.5022 -0.0013 25.03 R G 0

8480 NAWLALER JW2660 ECK2679 emrA multidrug efflux system 16 486.7664 2 971.5182 -0.0005 44.32 R T 0

8481 NCDQTGGLSGRPLQLK 57.021465@C:2 JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 35 581.9647 3 1742.8723 -0.0012 31.66 K S 0

8482 NCDTSHYMENK 57.021465@C:2 JW1178 ECK1177 dadA D-amino acid dehydrogenase 74 699.7738 2 1397.5330 -0.0010 19.67 R G 0

8483 NCGKPLHSAFNDEIPAIVDVFR 57.021465@C:2 JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 20 625.5670 4 2498.2389 0.0015 57.12 R F 0

8484 NDAADLGAAGGMGGMGGMGGMM JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 145 972.8723 2 1943.7300 -0.0003 50.05 K - 0

8485 NDATHFCVTQGK 57.021465@C:7 JW5837 ECK2081 yegR predicted protein 65 689.3140 2 1376.6134 -0.0008 24.47 K K 0

8486 NDATHFCVTQGKK 57.021465@C:7 JW5837 ECK2081 yegR predicted protein 37 502.5767 3 1504.7083 -0.0011 20.81 K M 0

8487 NDDYLILDAVNNQVYVNPTNEVIDK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 56 1439.7121 2 2877.4096 0.0065 63.25 K M 0

8488 NDDYLILDAVNNQVYVNPTNEVIDKMR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 126 1055.8557 3 3164.5453 0.0005 63.97 K A 0

8489 NDGIKPFIQSVR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 60 458.5892 3 1372.7458 -0.0004 37.35 R Q 0

8490 NDGPESHFSK JW0085 ECK0088 mraY phospho-N-acetylmuramoyl-pentapeptide transferase 43 559.2489 2 1116.4832 -0.0004 19.31 R R 0

8491 NDGPESHFSKR JW0085 ECK0088 mraY phospho-N-acetylmuramoyl-pentapeptide transferase 21 425.2016 3 1272.5830 -0.0018 18.37 R G 0

8492 NDGSINFGENFTSGVGLR JW2018 ECK2027 wbbJ predicted acyl transferase 76 942.4483 2 1882.8820 0.0011 53.02 R L 0

8493 NDHLMLAR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 37 485.2500 2 968.4854 -0.0008 24.20 K Q 0

8494 NDIAMGPLINAAALER JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 118 834.9411 2 1667.8676 0.0012 55.47 R V 0

8495 NDIAMGPLINAAALERVEQK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 26 718.3843 3 2152.1311 0.0000 54.43 R V 0

8496 NDIEGLATLFSNHIPDYR JW0880 ECK0888 ycaC predicted hydrolase 30 692.3454 3 2074.0144 0.0024 63.18 R N 0

8497 NDINHWQECFISDLK 57.021465@C:9 JW5312 ECK1895 otsA trehalose-6-phosphate synthase 57 640.2966 3 1917.8680 0.0001 54.92 K Q 0

8498 NDKNYWLAFGEKR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 70 547.6110 3 1639.8112 0.0004 40.35 R A 0

8499 NDLQGATLAIVPGDPDRVEK JW3808 ECK3825 udp uridine phosphorylase 55 703.3714 3 2107.0924 0.0014 43.31 K I 0

8500 NDLSYAGNFLNMMFSTPCEPYEVNPILER 57.021465@C:18 JW0710 ECK0709 gltA citrate synthase 93 1141.1902 3 3420.5488 0.0024 79.91 R A 0

8501 NDMGLTNVEIMIPFVR 15.994915@M:11 JW1692 ECK1700 pps phosphoenolpyruvate synthase 65 932.9690 2 1863.9234 0.0012 64.14 R T 0

8502 NDPFSPEEDSR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 18 646.7721 2 1291.5296 -0.0020 29.97 K L 0

8503 NDPLAMQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 19 472.7341 2 943.4536 -0.0009 26.47 R L 0

8504 NDQLFAEIDDLNGGQEALEER JW2718 ECK2743 ftsB cell division protein 42 1188.5516 2 2375.0886 0.0010 58.90 R A 0

8505 NDQLKEPMFFGQPVNVAR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 59 697.3550 3 2089.0432 0.0016 48.16 K Y 0

8506 NDRMPDSSLK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 47 581.7805 2 1161.5464 0.0017 20.96 R G 0

8507 NDSGIDASASIGSAWFR JW0790 ECK0794 fiu predicted iron outer membrane transporter 137 877.4108 2 1752.8070 0.0004 54.23 R R 0

8508 NDTDVEIVKGLEAGDEVVIGEAKPGAAQ JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 29 942.1461 3 2823.4165 0.0027 57.72 R - 0

8509 NDTYLEYEAFAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 74 732.3390 2 1462.6634 0.0018 46.93 R K 0

8510 NDTYLEYEAFAKK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 70 796.3851 2 1590.7556 -0.0008 39.91 R D 0

8511 NDVDDGVQDIQNDVNQLADSLESVLK JW2647 ECK2666 ygaM predicted protein 14 948.4574 3 2842.3504 0.0036 80.55 R S 0

8512 NDVESSVQEENLER JW4026 ECK4058 yjcE predicted cation/proton antiporter 78 824.3769 2 1646.7392 0.0010 31.17 R R 0

8513 NDVESSVQEENLERR JW4026 ECK4058 yjcE predicted cation/proton antiporter 36 601.9531 3 1802.8375 -0.0019 28.72 R F 0
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8514 NDVNPEITDRFEFFIGGR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 28 709.3493 3 2125.0261 0.0031 59.12 R E JW4090

8515 NDVNPEITDRFEFFIGGR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 52 709.3483 3 2125.0231 0.0003 59.06 R E JW4090

8516 NDVSDLIDYDDHTLK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 82 881.9101 2 1761.8056 0.0000 46.63 R Y 0

8517 NDVSDLIDYDDHTLKYYNEGK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 39 839.7189 3 2516.1349 0.0007 49.58 R A 0

8518 NDYQTYAELSVTNPYFTVDGVSLGGR JW0172 ECK0176 yaeT conserved protein 108 1433.6817 2 2865.3488 0.0032 63.85 K L 0

8519 NEADEKLSAELSR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 66 731.3621 2 1460.7096 -0.0010 30.68 R L 0

8520 NEADEKLSAELSRLEALR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 62 682.0271 3 2043.0595 0.0000 53.44 R A 0

8521 NEAWDVAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 25 480.7303 2 959.4460 -0.0001 30.02 R E 0

8522 NECQVMPYPNPADIAR 57.021465@C:3 JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 59 937.9294 2 1873.8442 -0.0009 45.99 K M 0

8523 NEDIEHSHTVDHH JW0451 ECK0456 acrB multidrug efflux system protein 23 523.8939 3 1568.6599 -0.0006 17.03 K - 0

8524 NEDKEFSGCNR 57.021465@C:9 JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 37 678.2859 2 1354.5572 0.0001 18.34 R A 0

8525 NEEIAQAAAAVK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 104 607.8223 2 1213.6300 -0.0002 31.36 R Q 0

8526 NEEPEIEEEIDESEDETVDEER JW3351 ECK3375 damX predicted protein 84 1332.5443 2 2663.0740 0.0011 50.33 R V 0

8527 NEEPEIEEEIDESEDETVDEERVER JW3351 ECK3375 damX predicted protein 39 1016.7693 3 3047.2861 0.0011 48.44 R R 0

8528 NEETLEPVPYFQK JW2483 ECK2494 upp uracil phosphoribosyltransferase 59 797.3929 2 1592.7712 -0.0010 45.43 R L 0

8529 NEFIIGVAYDSDIDQVK JW2891 ECK2920 mscS mechanosensitive channel 30 963.4788 2 1924.9430 0.0013 55.62 R Q 0

8530 NEGISVR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 30 387.7087 2 773.4028 -0.0004 21.09 R H JW2858

8531 NEIVNFVLR JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 50 552.3140 2 1102.6134 -0.0001 50.03 R A 0

8532 NEKLNSLEDVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 36 439.5651 3 1315.6735 0.0001 27.65 R K 0

8533 NEKLNSLEDVRK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 45 482.2631 3 1443.7675 -0.0008 24.29 R G 0

8534 NELIVAQK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 41 457.7691 2 913.5236 0.0003 26.09 K K 0

8535 NELLDVSDVSETINSIR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 139 952.4848 2 1902.9550 0.0017 61.28 R E 0

8536 NELLDVSDVSETINSIREDVFK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 54 1261.6357 2 2521.2568 0.0020 78.32 R A 0

8537 NELLSLAAQSPNQVTGVRPNGLEDTPMFK 15.994915@M:27 JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 86 1048.1997 3 3141.5773 0.0010 52.50 R V 0

8538 NELNEAAETLANFLKDDANIHAIQR JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 16 703.3577 4 2809.4017 0.0024 69.15 R A 0

8539 NELPGGEVHAAWHLR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 16 422.2172 4 1684.8397 -0.0036 37.88 R Y 0

8540 NELSQYGILPEEWGGESQFVHVSAK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 44 935.4558 3 2803.3456 0.0004 57.83 K A 0

8541 NELSSYK JW0190 ECK0194 proS prolyl-tRNA synthetase 28 420.7079 2 839.4012 -0.0013 21.78 R Q 0

8542 NEMAMLGTALNNMSAELAESYAVLEQR 15.994915@M:5 JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 33 991.4650 3 2971.3732 0.0006 78.94 R V 0

8543 NENTLLPATLDYR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 40 760.3917 2 1518.7688 0.0011 48.75 R Q 0

8544 NENVLVGFDELVNFITEEH JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 72 1109.5378 2 2217.0610 0.0020 80.44 R - 0

8545 NEQDGGDLVYFQGHISPGVYAR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 122 1211.5747 2 2421.1348 -0.0001 48.07 R A 0

8546 NETNELFIPPGPR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 13 742.3810 2 1482.7474 0.0007 44.32 R L 0

8547 NETSNYEVDR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 62 613.7674 2 1225.5202 -0.0008 22.00 R T 0

8548 NEYTVPTAPAEDAPR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 27 815.8893 2 1629.7640 0.0006 34.12 R A 0

8549 NFAGGDQPSMQYIGK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 57 806.8752 2 1611.7358 0.0007 38.90 K A 0

8550 NFALAMPYLVEQGFSR JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 61 921.9640 2 1841.9134 0.0001 66.58 K G 0

8551 NFASYGHLMGEMPR JW1753 ECK1762 selD selenophosphate synthase 42 537.2464 3 1608.7174 -0.0004 44.41 R E 0

8552 NFDDYILGGR JW1001 ECK1006 putP proline:sodium symporter 21 585.2840 2 1168.5534 0.0022 48.54 K S 0

8553 NFDIDELEALHQELEAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 67 681.3327 3 2040.9763 0.0010 59.59 K I 0

8554 NFDKGLQEITDWIEKR JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 66 664.6781 3 1991.0125 0.0013 61.47 R L 0

8555 NFDLSPLYR JW3664 ECK3679 ibpA heat shock chaperone 14 562.7905 2 1123.5664 0.0002 48.78 R S 0

8556 NFDNMREDEGLADR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 50 841.3654 2 1680.7162 0.0000 33.32 R A 0

8557 NFFDHVDIPAENINLLNGNAPDIDAECR 57.021465@C:27 JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 60 1061.8324 3 3182.4754 0.0028 63.93 R Q 0

8558 NFFEEDLQIR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 47 655.8227 2 1309.6308 0.0006 51.89 R F 0

8559 NFGGEQAAR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 54 475.2278 2 948.4410 -0.0003 19.09 K T 0

8560 NFGKHPVTPWGVQTK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 51 848.4521 2 1694.8896 0.0003 31.80 R G 0

8561 NFGLYNER JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 21 506.7454 2 1011.4762 -0.0012 33.67 K V 0

8562 NFIDAIIK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 21 467.2739 2 932.5332 0.0001 52.79 R E 0

8563 NFIDAIIKEK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 36 595.8429 2 1189.6712 0.0006 50.24 R I 0

8564 NFIEGDKVNQGDSLYQIDPAPLQAELNSAK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 116 1092.2129 3 3273.6169 0.0015 56.19 R G 0

8565 NFKEGSDIEAGVSLYQIDPATYQATYDSAK JW0452 ECK0457 acrA multidrug efflux system 97 1094.5216 3 3280.5430 0.0019 53.93 R G 0

8566 NFKEGSDIEAGVSLYQIDPATYQATYDSAKGDLAK JW0452 ECK0457 acrA multidrug efflux system 106 1255.9427 3 3764.8063 0.0005 54.56 R A 0

8567 NFKPGFR JW5526 ECK3113 garR tartronate semialdehyde reductase 18 433.2378 2 864.4610 0.0004 24.74 R I 0

8568 NFLAETGDIR JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 26 568.2907 2 1134.5668 0.0000 39.02 K A 0

8569 NFLALAR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 43 402.7399 2 803.4652 0.0000 41.41 R L 0

8570 NFLNPPYIFLR JW0281 ECK0286 yagU conserved inner membrane protein 21 697.3847 2 1392.7548 -0.0005 63.83 R D 0

8571 NFLVPQGK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 16 451.7583 2 901.5020 -0.0002 32.83 R A 0

8572 NFNDDVGPYEQSLVGTPVADPNKPLEVVR JW2962 ECK2988 hybC hydrogenase 2, large subunit 30 1057.1972 3 3168.5698 -0.0030 54.51 R T 0

8573 NFNLAMINPIFTR JW4180 ECK4217 ytfN conserved protein 84 775.9113 2 1549.8080 0.0006 63.76 R G 0

8574 NFPIQLSGGEQQR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 70 737.3759 2 1472.7372 0.0001 40.79 K V 0

8575 NFPMIPGIDFAGTVR JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 41 817.9218 2 1633.8290 0.0004 63.54 R T 0

8576 NFQFASHMVMFDLPFNPDLLEQR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 39 932.7813 3 2795.3221 0.0021 72.52 R I 0

8577 NFRNEGISVR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 54 596.3146 2 1190.6146 -0.0010 26.45 R H JW2858

8578 NFSIIAHIDHGK JW2553 ECK2567 lepA GTP binding membrane protein 80 676.3595 2 1350.7044 0.0001 35.47 R S 0

8579 NFSITGTYQF JW1088 ECK1088 fhuE ferric-rhodotorulic acid outer membrane transporter 50 589.2803 2 1176.5460 0.0009 57.61 R - 0

8580 NFVALVGHTGSGK JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 71 643.8458 2 1285.6770 -0.0008 33.94 R S 0

8581 NFVPAPNYAEAFLGR JW5905 ECK1406 hrpA ATP-dependent helicase 19 833.4223 2 1664.8300 -0.0011 57.11 R V 0

8582 NFYDDTNLQALVNLCSR 57.021465@C:15 JW5878 ECK2532 csiE stationary phase inducible protein 105 1021.9850 2 2041.9554 0.0027 61.49 R R 0

8583 NGAEGVGLYR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 77 518.2643 2 1034.5140 -0.0004 27.35 R T 0

8584 NGAGIENYNFITTAGLK JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 42 891.9547 2 1781.8948 0.0001 52.26 K Y 0

8585 NGALNAAIVGQPAYK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 82 743.9041 2 1485.7936 -0.0002 36.55 K I 0

8586 NGANAIYSGASEIATGNNDLSSR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 121 1141.5360 2 2281.0574 0.0004 44.11 R T 0

8587 NGEDPVAIR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 53 485.7514 2 969.4882 0.0004 26.35 R K 0

8588 NGEDPVAIRK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 63 549.7990 2 1097.5834 0.0006 20.20 R A 0

8589 NGEFIEITEK JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 25 590.2981 2 1178.5816 -0.0002 38.68 K D 0

8590 NGEFIEITEKDTEGR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 72 869.4179 2 1736.8212 -0.0004 37.74 K W 0

8591 NGELVVPAPEKPVPQGAAK JW0120 ECK0123 gcd glucose dehydrogenase 38 951.0286 2 1900.0426 0.0007 33.36 R G 0

8592 NGENALAFYSHYYQPLPLVLR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 49 822.4262 3 2464.2568 0.0029 62.61 K G 0

8593 NGFAGYPVVTEENELVGIITGR JW5401 ECK2504 guaB IMP dehydrogenase 74 1168.0992 2 2334.1838 -0.0018 73.09 R D 0

8594 NGGDMGWLEDATIPDELK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 71 980.9526 2 1959.8906 0.0022 61.03 R N 0

8595 NGGEATSGFFEVPKNETK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 69 637.9740 3 1910.9002 -0.0009 36.20 R E 0

8596 NGGTATTVSMGNGGVLLADSGAAVSGTR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 57 1261.1191 2 2520.2236 -0.0003 48.24 R S 0

8597 NGGVAGNTTVNQK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 33 630.3210 2 1258.6274 0.0008 17.97 K G 0

8598 NGHVVIAGDGQATLGNTVMK JW3903 ECK3924 hslV peptidase component of the HslUV protease 51 661.3410 3 1981.0012 -0.0040 35.40 R G 0

8599 NGIIHTTIGK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 41 527.3076 2 1052.6006 0.0028 26.29 K V 0

8600 NGIPLALNR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 23 484.2877 2 966.5608 -0.0002 36.77 R T 0

8601 NGISQVGAVASWPIADR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 108 870.9548 2 1739.8950 -0.0005 50.63 K W 0

8602 NGKGEVDDIDHLGNR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 42 546.9327 3 1637.7763 0.0004 26.95 R R 0

8603 NGKGEVDDIDHLGNRR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 63 598.9660 3 1793.8762 -0.0009 24.14 R I 0

8604 NGLACITPISALNQPGK 57.021465@C:5 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 96 877.4667 2 1752.9188 -0.0003 48.81 K K 0

8605 NGLACITPISALNQPGKK 57.021465@C:5 JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 64 941.5144 2 1881.0142 0.0000 42.26 K I 0

8606 NGLDVVR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 63 386.7193 2 771.4240 0.0002 25.56 R M 0

8607 NGLLLAR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 32 378.7396 2 755.4646 -0.0006 31.25 K E 0

8608 NGLLWDNSLNVDGIK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 93 829.4307 2 1656.8468 -0.0002 56.43 R T 0

8609 NGLSNFTGNLEEPAVMVNYFLQGDPYQGMVHFTR 15.994915@M:29 JW2343 ECK2340 vacJ predicted lipoprotein 59 1287.9400 3 3860.7982 0.0054 74.22 R F 0

8610 NGLVTWETQQTDYPR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 70 904.4344 2 1806.8542 0.0006 43.69 K T 0

8611 NGMECGIGVK 57.021465@C:5 JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 39 532.7466 2 1063.4786 -0.0003 27.41 R N 0

8612 NGNNLAAQVEFETFNR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 66 912.4375 2 1822.8604 0.0007 49.68 K Q 0

8613 NGNPSGEGFTSGVTNNGR JW2203 ECK2207 ompC outer membrane porin protein C 109 882.8995 2 1763.7844 0.0022 27.88 K D 0

8614 NGQAVGTNTIGSSEACMLGGMAMK 57.021465@C:16 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 112 1193.0368 2 2384.0590 -0.0002 49.12 K W JW3485

8615 NGQAVGTNTIGSSEACMLGGMAMK 15.994915@M:23,57.021465@C:16 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 53 801.0249 3 2400.0529 -0.0013 45.35 K W JW3485

8616 NGQLSELTGEER JW2199 ECK2203 yojI fused predicted multidrug transport subunits -!- membrane component and ATP-binding component of ABC superfamily 43 666.8227 2 1331.6308 -0.0008 31.87 R D 0

8617 NGQPWYVLVSGVYASK JW3351 ECK3375 damX predicted protein 85 884.4568 2 1766.8990 -0.0002 60.67 R E 0

8618 NGQPWYVLVSGVYASKEEAK JW3351 ECK3375 damX predicted protein 13 742.3801 3 2224.1185 0.0020 56.01 R K 0

8619 NGQPWYVLVSGVYASKEEAKK JW3351 ECK3375 damX predicted protein 34 589.0603 4 2352.2121 0.0008 52.43 R A 0

8620 NGQTAEYQMIMTVNATVLIPGRDIYPISAK JW0636 ECK0634 rlpB minor lipoprotein 91 1098.8999 3 3293.6779 -0.0010 65.95 R V 0

8621 NGSQSGATLYASSR JW3116 ECK3135 yraM conserved protein 60 699.8336 2 1397.6526 -0.0008 22.81 R S 0

8622 NGTFVTTYLSPR JW4121 ECK4156 psd phosphatidylserine decarboxylase 81 678.3511 2 1354.6876 -0.0005 45.23 R D 0

8623 NGTVPNVPNVEVTAR JW0860 ECK0867 ybjD conserved protein with nucleoside triphosphate hydrolase domain 31 783.9152 2 1565.8158 -0.0003 38.82 R Q 0

8624 NGVFTDR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 38 404.7011 2 807.3876 0.0001 23.38 K V 0

8625 NGVFTDRVGVLSNDFFVNLLDMR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 19 876.7805 3 2627.3197 0.0031 77.65 K Y 0

8626 NGVHDFILVR JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 55 585.3253 2 1168.6360 0.0008 40.92 R A 0

8627 NGVMIVNTSR JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 14 545.7874 2 1089.5602 0.0001 30.11 K G 0

8628 NGVNLFAGDKYAGLSEQALYYIGGVIK JW3841 ECK3863 glnA glutamine synthetase 46 954.1688 3 2859.4846 0.0039 70.90 K H 0

8629 NGVVNEIWTR JW2236 ECK2234 glpB sn-glycerol-3-phosphate dehydrogenase (anaerobic), membrane anchor subunit 37 594.3114 2 1186.6082 -0.0012 41.91 K N 0

8630 NHADIPLRPR JW2236 ECK2234 glpB sn-glycerol-3-phosphate dehydrogenase (anaerobic), membrane anchor subunit 27 396.8912 3 1187.6518 -0.0004 23.46 R F 0

8631 NHCEILQGNAR 57.021465@C:3 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 56 656.3146 2 1310.6146 -0.0003 20.97 R F 0

8632 NHDTGVSPVFAGGVEYAITPEIATR JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 47 867.7702 3 2600.2888 0.0016 53.81 K L 0

8633 NHENSLGIYELSWHQAMQR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 50 771.6992 3 2312.0758 0.0000 46.54 K L 0

8634 NHETGELLATFELK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 85 801.4117 2 1600.8088 -0.0009 49.17 R T 0

8635 NHFASEYIYNAYK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 83 810.3779 2 1618.7412 -0.0003 38.18 K D 0

8636 NHFASEYIYNAYKDEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 89 996.4605 2 1990.9064 0.0004 38.07 K T 0

8637 NHFVTILGTIQGEQPGFINK JW3474 ECK3490 slp outer membrane lipoprotein 113 1107.0904 2 2212.1662 0.0021 54.11 R V 0

8638 NHGHIINIGSTAGSWPYAGGNVYGATK JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 125 914.7836 3 2741.3290 -0.0021 44.16 R A 0

8639 NHGLLHSGAR JW2235 ECK2233 glpA sn-glycerol-3-phosphate dehydrogenase (anaerobic), large subunit, FAD/NAD(P)-binding 27 531.2839 2 1060.5532 0.0006 17.77 R Y 0

8640 NHIDIVLSDVNMPNMDGYR JW5917 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 53 735.0141 3 2202.0205 0.0007 53.06 K L 0

8641 NHLENVANALDKHLQYNVDKLIFLR JW5832 ECK1954 yedQ predicted diguanylate cyclase 26 745.1557 4 2976.5937 0.0002 60.90 R N 0

8642 NHLYACHFPLNMEKE 57.021465@C:6 JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 31 634.9596 3 1901.8570 0.0016 37.81 K - 0

8643 NHMSLHDLCSGMK 57.021465@C:9 JW3143 ECK3165 glmM phosphoglucosamine mutase 56 765.3359 2 1528.6572 -0.0012 32.95 R M 0

8644 NHNLIMTR JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 21 499.7635 2 997.5124 -0.0003 21.17 R L 0
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8645 NHPAPQAPR JW5821 ECK1181 emtA lytic murein endotransglycosylase E 21 494.2596 2 986.5046 0.0000 14.43 R Y 0

8646 NHPGVMTHVCGLFAR 57.021465@C:10 JW3645 ECK3661 ilvN acetolactate synthase I, small subunit 26 565.9446 3 1694.8120 -0.0014 37.54 R R 0

8647 NHTTIFSEWYALDLVK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 102 968.9946 2 1935.9746 0.0015 62.05 K N 0

8648 NHVPVLAIAAHIPSSEIGSGYFQETHPQELFR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 56 886.9544 4 3543.7885 -0.0016 56.87 R E 0

8649 NIADAVNSVLTDTIADMSQDTSIHEFIK 15.994915@M:17 JW0424 ECK0428 yajG predicted lipoprotein 121 1022.1650 3 3063.4732 0.0024 71.53 K Q 0

8650 NIADAVNSVLTDTIADMSQDTSIHEFIKQNAR JW0424 ECK0428 yajG predicted lipoprotein 125 1173.2459 3 3516.7159 0.0004 78.43 K - 0

8651 NIADVLDATVAR JW4012 ECK4044 dnaB replicative DNA helicase 73 629.3437 2 1256.6728 0.0003 53.53 K I 0

8652 NIAHQVK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 33 405.2343 2 808.4540 -0.0015 14.01 K K 0

8653 NIAHQVKK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 37 469.2823 2 936.5500 -0.0005 8.26 K M 0

8654 NIAIEHSGYSVFAGVGER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 107 953.4768 2 1904.9390 0.0010 44.61 R T 0

8655 NIAIIAHVDHGK JW5571 ECK3864 bipA GTP-binding protein 70 644.3621 2 1286.7096 0.0001 27.16 R T 0

8656 NIAIIAHVDHGKTTLVDK JW5571 ECK3864 bipA GTP-binding protein 33 649.0342 3 1944.0808 0.0016 33.11 R L 0

8657 NICWFGDEA 57.021465@C:3 JW3138 ECK3158 nusA transcription termination/antitermination L factor 59 556.2303 2 1110.4460 0.0021 55.37 R - 0

8658 NIDEKYK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 23 455.2366 2 908.4586 -0.0017 17.70 R N 0

8659 NIDWLDGEGNDQVQESVK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 34 1023.4737 2 2044.9328 -0.0010 48.13 K - 0

8660 NIEFFEAR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 43 513.2564 2 1024.4982 0.0004 43.34 K R 0

8661 NIFGYQYTIPTHQGR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 88 897.9500 2 1793.8854 0.0006 44.06 K G 0

8662 NIGDALKEPAQSLAESAAK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 83 957.0017 2 1911.9888 -0.0013 44.47 K L 0

8663 NIGEILELAGCDR 57.021465@C:11 JW0007 ECK0008 talB transaldolase B 102 730.3642 2 1458.7138 0.0002 56.03 R L 0

8664 NIGISAHIDAGK JW3302 ECK3327 fusA protein chain elongation factor EF-G 75 598.3249 2 1194.6352 -0.0004 29.34 R T 0

8665 NIGISAHIDAGKTTTTER JW3302 ECK3327 fusA protein chain elongation factor EF-G 30 628.9965 3 1883.9677 -0.0024 28.38 R I 0

8666 NIGLMTMELFTPAR JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 19 797.4105 2 1592.8064 0.0009 64.13 R D 0

8667 NIGVNVK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 27 372.2241 2 742.4336 0.0000 23.99 K L 0

8668 NIILSSQPGTDDR JW0047 ECK0049 folA dihydrofolate reductase 38 708.3604 2 1414.7062 0.0010 31.86 K V 0

8669 NIILSSQPGTDDRVTWVK JW0047 ECK0049 folA dihydrofolate reductase 49 677.0286 3 2028.0640 -0.0001 43.70 K S 0

8670 NIIQLLR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 27 435.2819 2 868.5492 -0.0002 46.76 R E 0

8671 NIIQLVDAGMK JW1510 ECK1510 lsrF predicted aldolase 79 601.3342 2 1200.6538 0.0002 52.67 K V 0

8672 NIKEQIAVLK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 16 578.3573 2 1154.7000 -0.0022 31.94 R G 0

8673 NIKVDEAGFEAAMEEQR JW2667 ECK2692 alaS alanyl-tRNA synthetase 118 968.9570 2 1935.8994 -0.0001 44.74 R R 0

8674 NIKVDEAGFEAAMEEQRR JW2667 ECK2692 alaS alanyl-tRNA synthetase 75 524.0074 4 2092.0005 -0.0003 41.94 R R 0

8675 NILMIGPTGVGKTEIAR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 16 590.6702 3 1768.9888 0.0020 44.22 K R 0

8676 NIMGTGFDFELFVHTGAGR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 13 690.3357 3 2067.9853 0.0016 63.04 K Y 0

8677 NIMLATLWCHDHLVHFYQLAGMDWIDVLDALK 15.994915@M:22,57.021465@C:9 JW0955 ECK0964 hyaB hydrogenase 1, large subunit 15 1285.6317 3 3853.8733 -0.0049 73.75 R A 0

8678 NINLVIPR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 46 469.7925 2 937.5704 -0.0004 41.30 K D 0

8679 NINMTSYASSK JW1611 ECK1614 hdhA 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 57 608.2872 2 1214.5598 -0.0002 29.99 K A 0

8680 NIPLRVDLK JW0849 ECK0856 ybjP predicted lipoprotein 25 534.3320 2 1066.6494 -0.0005 35.60 R Q 0

8681 NIPVELHVLLNDDAETPTR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 44 716.0429 3 2145.1069 0.0004 53.04 K M 0

8682 NIPVGSTVHNVEMKPGK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 63 903.9796 2 1805.9446 -0.0011 28.13 R G 0

8683 NIPVGSTVHNVEMKPGKGGQLAR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 36 797.0970 3 2388.2692 -0.0005 30.46 R S 0

8684 NIQDTNETLFYR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 24 757.3670 2 1512.7194 -0.0015 40.78 R L 0

8685 NISAEGLQSGK JW1925 ECK1939 fliI flagellum-specific ATP synthase 43 552.2883 2 1102.5620 0.0002 25.56 K Q 0

8686 NISDDLR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 27 416.7127 2 831.4108 0.0023 26.65 K A 0

8687 NISLSFFPGAK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 48 590.8218 2 1179.6290 0.0002 53.03 K I 0

8688 NISMGAAYLNILETGPLAGIEDPK JW5821 ECK1181 emtA lytic murein endotransglycosylase E 63 1244.1432 2 2486.2718 -0.0007 72.12 R V 0

8689 NISPHLQR JW5158 ECK1094 ycfP conserved protein 27 482.7698 2 963.5250 0.0000 22.01 K I 0

8690 NISYQLFINAPYDR JW0934 ECK0942 pqiB paraquat-inducible protein B 94 857.4333 2 1712.8520 -0.0002 55.78 R L 0

8691 NITFDGLVAAYR JW3979 ECK4011 metH homocysteine-N5-methyltetrahydrofolate transmethylase, B12-dependent 56 670.3536 2 1338.6926 -0.0005 55.97 R E 0

8692 NITGIVMDLK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 51 552.3100 2 1102.6054 -0.0002 48.32 R N 0

8693 NIVAAGLADR JW2909 ECK2937 metK methionine adenosyltransferase 1 35 500.2827 2 998.5508 -0.0001 32.00 K C 0

8694 NIVDGNHQMEPGMPESFNVLLK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 57 1235.0979 2 2468.1812 -0.0015 55.17 K E 0

8695 NIVELAIEAGCNCVASTYGVLASVSR 57.021465@C:11,57.021465@C:13 JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 48 918.4592 3 2752.3558 0.0034 80.10 K R 0

8696 NIVELAIEAGCNCVASTYGVLASVSRR 57.021465@C:11,57.021465@C:13 JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 32 970.4920 3 2908.4542 0.0007 79.80 K Y 0

8697 NIVNDPSVVFDDIVTNEQIQK JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 93 1194.1083 2 2386.2020 0.0005 62.86 R R 0

8698 NIVNDPSVVFDDIVTNEQIQKR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 43 848.4420 3 2542.3042 0.0015 60.02 R A 0

8699 NIVTVGNDIETR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 39 665.8522 2 1329.6898 0.0010 35.69 R S 0

8700 NIYDYYK JW2448 ECK2459 talA transaldolase A 13 489.7319 2 977.4492 -0.0001 35.21 R Q 0

8701 NIYTDPLNVLQAELLHR JW3928 ECK3947 ppc phosphoenolpyruvate carboxylase 18 670.3655 3 2008.0747 0.0006 67.07 R S 0

8702 NKAELDEYREELVSHFAR JW5539 ECK3222 yhcB conserved protein 70 1103.5480 2 2205.0814 0.0001 47.73 K S 0

8703 NKDGIPAVVER JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 43 599.3324 2 1196.6502 -0.0010 27.46 R L 0

8704 NKDGIPAVVERLEYDPNR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 16 522.0225 4 2084.0609 -0.0041 45.54 R S 0

8705 NKELMDNMR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 30 575.7706 2 1149.5266 -0.0003 23.12 K N 0

8706 NKHQQHLAQLPK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 48 721.4048 2 1440.7950 0.0000 19.28 R I 0

8707 NKIEAGYVAVGQNAVGTDLYQWDNVPK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 78 983.8300 3 2948.4682 0.0015 53.24 R A 0

8708 NKILFENLTPLHANSR JW3756 ECK3775 rho transcription termination factor 45 623.0108 3 1866.0106 -0.0006 42.33 R L 0

8709 NKPFIAINCAAIPEQLLESELFGYVK 57.021465@C:9 JW2837 ECK2865 ygeV predicted DNA-binding transcriptional regulator 52 988.8578 3 2963.5516 0.0051 71.68 R G 0

8710 NKSEITDEEYKEFYK JW0462 ECK0467 htpG molecular chaperone HSP90 family 48 641.6380 3 1921.8922 -0.0024 34.03 R H 0

8711 NKVHIINLEK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 62 604.3611 2 1206.7076 -0.0008 24.67 R T 0

8712 NKVTDAEIAEVLAR JW2573 ECK2590 clpB protein disaggregation chaperone 78 764.9195 2 1527.8244 -0.0012 43.55 R W 0

8713 NKWQHINTWLER JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 41 542.2831 3 1623.8275 0.0005 39.09 K D 0

8714 NKYMELGPR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 23 554.2845 2 1106.5544 0.0002 26.96 K D 0

8715 NLAEGVPR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 49 428.2379 2 854.4612 0.0003 24.46 R G 0

8716 NLAELPASAAHSHQHVVKK JW2161 ECK2167 yeiR predicted enzyme 17 679.7044 3 2036.0914 -0.0001 22.35 R G 0

8717 NLALLLDSVANDK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 94 693.3858 2 1384.7570 0.0009 57.72 K A 0

8718 NLALLLDSVANDKAALIAK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 30 651.7183 3 1952.1331 0.0025 62.49 K S 0

8719 NLALNIESR JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 32 515.2885 2 1028.5624 0.0010 35.81 R G 0

8720 NLCQLIEQQLR 57.021465@C:3 JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 72 707.8769 2 1413.7392 -0.0005 56.98 K S 0

8721 NLDAGKAGVEVDDR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 20 486.9106 3 1457.7100 -0.0010 25.68 K G 0

8722 NLDITDTR JW3140 ECK3161 argG argininosuccinate synthetase 30 474.2428 2 946.4710 -0.0011 28.42 R E 0

8723 NLDLIMGCER 57.021465@C:8 JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 58 610.7922 2 1219.5698 0.0010 44.24 R R 0

8724 NLDNDDIEYK JW0190 ECK0194 proS prolyl-tRNA synthetase 30 619.7797 2 1237.5448 -0.0013 29.11 R Y 0

8725 NLDQAQPGR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 48 499.7540 2 997.4934 -0.0007 19.01 R K 0

8726 NLDQAQPGRK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 41 563.8014 2 1125.5882 -0.0008 16.53 R V 0

8727 NLDQAQVILLGVSR JW1693 ECK1701 ydiA conserved protein 97 763.4388 2 1524.8630 0.0007 53.04 R C 0

8728 NLDRLLMEETGIPVVVAEDPLTCVAR 57.021465@C:23 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 87 970.8404 3 2909.4994 0.0004 68.16 R G 0

8729 NLEEFFAR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 32 513.2562 2 1024.4978 0.0000 49.20 R E 0

8730 NLEITQNLAGGAENTLASVLDCTVTPMGSR 57.021465@C:22 JW2703 ECK2728 mutS methyl-directed mismatch repair protein 63 1044.8488 3 3131.5246 0.0019 73.51 R M 0

8731 NLELCFPEMSEQER 57.021465@C:5 JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 16 891.3959 2 1780.7772 0.0013 53.32 R R 0

8732 NLESNYR JW1877 ECK1889 cheA fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 19 448.2170 2 894.4194 0.0000 20.87 K K 0

8733 NLETLSQTHKVER JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 25 518.9461 3 1553.8165 0.0003 23.49 K L 0

8734 NLEVCPK 57.021465@C:5 JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 31 430.2204 2 858.4262 -0.0007 23.29 R C 0

8735 NLEVMVK JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 38 416.7335 2 831.4524 0.0000 29.74 K G 0

8736 NLFCSCVPISEYQ 57.021465@C:4,57.021465@C:6 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 78 808.8584 2 1615.7022 0.0011 54.83 R - 0

8737 NLFLSSER JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 33 483.2549 2 964.4952 -0.0026 35.46 K S 0

8738 NLGHTTASGAIKDQISGYEGGAK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 60 759.0484 3 2274.1234 -0.0007 33.93 R S 0

8739 NLGIELTDDQLNITPPPDVNGLKK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 55 868.8014 3 2603.3824 0.0018 54.50 K D 0

8740 NLGLDVLDVVNLR JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 102 720.4146 2 1438.8146 0.0003 65.90 R V 0

8741 NLGLMAAER JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 46 487.7579 2 973.5012 -0.0002 33.90 R A 0

8742 NLGQGYVNFGEPMPLMTYLNQHVPDWR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 63 1059.5078 3 3175.5016 0.0009 70.97 R E 0

8743 NLHKVDVR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 22 327.5259 3 979.5559 -0.0004 17.20 R D 0

8744 NLIAALEDNDDPIISPAGSCTYAVK 57.021465@C:20 JW5041 ECK0305 ykgE predicted oxidoreductase 54 1324.1499 2 2646.2852 0.0005 60.08 K S 0

8745 NLIEWLPGSTIWAGK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 37 842.9570 2 1683.8994 0.0011 67.55 K R 0

8746 NLIEWLPGSTIWAGKR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 56 921.0072 2 1839.9998 0.0004 61.26 K F 0

8747 NLILEENALGDHSR JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 68 790.9042 2 1579.7938 -0.0015 38.79 R V 0

8748 NLILEENALGDHSRVER JW0081 ECK0084 ftsL membrane bound cell division protein at septum containing leucine zipper motif 44 655.6761 3 1964.0065 -0.0011 36.83 R I 0

8749 NLKPEGIFLLHTIGSK JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 80 589.6768 3 1766.0086 -0.0003 47.57 R K 0

8750 NLLAQPAAGTTEAKPAPAPQADTPAAAPQGE JW3775 ECK3797 hemX uroporphyrinogen III methylase 38 985.5007 3 2953.4803 0.0022 37.26 R - 0

8751 NLLDNAVR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 27 457.7562 2 913.4978 -0.0003 33.99 R Y 0

8752 NLLDTAVLEGTDEESAR JW4201 ECK4237 mgtA magnesium transporter 131 916.9466 2 1831.8786 -0.0013 51.00 K S 0

8753 NLLGLMQGTLQEK JW2943 ECK2970 glcB malate synthase G 90 722.8957 2 1443.7768 0.0014 56.98 R M 0

8754 NLLPAAFAK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 41 472.7823 2 943.5500 0.0009 42.49 K M 0

8755 NLLTLNR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 32 422.2554 2 842.4962 -0.0011 35.59 R A 0

8756 NLLTSNSVFWAEGGAK JW1823 ECK1833 yebT conserved protein 99 847.4312 2 1692.8478 0.0007 53.65 R V 0

8757 NLMEIVGLNVGNYIVGAIFGDDEVR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 115 1354.1917 2 2706.3688 0.0001 81.05 R V 0

8758 NLMSDGNVQIVK JW1656 ECK1660 ydhQ conserved protein 69 659.3451 2 1316.6756 -0.0001 38.91 K T 0

8759 NLMTSYDTLTK JW0880 ECK0888 ycaC predicted hydrolase 32 643.8183 2 1285.6220 -0.0004 43.10 R Q 0

8760 NLMWNIDPYLQTQWQLSEK JW1446 ECK1445 yncD predicted iron outer membrane transporter 44 1204.0931 2 2406.1716 0.0038 67.97 R L 0

8761 NLNDTNYNR JW0755 ECK0761 ybhC predicted pectinesterase 40 562.2598 2 1122.5050 -0.0003 20.88 R M 0

8762 NLNGQNGTISLR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 53 643.8436 2 1285.6726 -0.0011 30.48 K V 0

8763 NLNLDLQTLTEEAVR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 78 864.9605 2 1727.9064 0.0010 60.37 K L 0

8764 NLNQYQTR JW1200 ECK1197 lolB chaperone for lipoproteins 41 518.7625 2 1035.5104 0.0008 20.27 R G 0

8765 NLPFTRLDELAHNALVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 48 651.0306 3 1950.0700 0.0012 53.71 K G 0

8766 NLPIETNIMDLEAAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 48 836.4348 2 1670.8550 0.0002 57.89 R A 0

8767 NLQDSLR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 27 423.2270 2 844.4394 -0.0008 26.38 K T 0

8768 NLQQLNAQMAQEAINLTR JW3809 ECK3826 rmuC predicted recombination limiting protein 115 1028.5343 2 2055.0540 0.0010 59.36 R A 0

8769 NLQTTLDSMNK JW0934 ECK0942 pqiB paraquat-inducible protein B 63 632.8137 2 1263.6128 0.0000 38.52 K I 0

8770 NLSLESAIDKESDLLEPLR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 23 714.7164 3 2141.1274 0.0058 59.92 K S 0

8771 NLSLLQAR JW5503 ECK3026 tolC transport channel 39 457.7745 2 913.5344 -0.0001 37.04 R L 0

8772 NLSWLQYQQGQVVPVS JW3116 ECK3135 yraM conserved protein 50 923.4792 2 1844.9438 0.0017 58.21 R - 0

8773 NLTCVFVDNGLLR 57.021465@C:4 JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 93 760.8979 2 1519.7812 -0.0004 55.83 K L 0

8774 NLTDYGAFVDLGGVDGLLHITDMAWK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 72 941.1340 3 2820.3802 0.0009 79.30 K R 0

8775 NLTDYGAFVDLGGVDGLLHITDMAWKR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 88 993.1680 3 2976.4822 0.0017 75.77 K V 0
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8776 NLTIEFK JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 39 432.7449 2 863.4752 0.0001 38.86 R T 0

8777 NLTLVAGINWPSR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 73 720.9021 2 1439.7896 0.0011 55.30 R V 0

8778 NLTSLRQPSIR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 17 642.8730 2 1283.7314 0.0005 31.08 R D 0

8779 NLTSQMVEYGQVK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 56 748.8740 2 1495.7334 -0.0006 40.26 K R 0

8780 NLVQQVAK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 24 450.2689 2 898.5232 -0.0003 26.10 K T 0

8781 NLWLNTGHGTLGWTMACGSGQLLSDLLSGR 57.021465@C:17 JW1178 ECK1177 dadA D-amino acid dehydrogenase 97 1072.5303 3 3214.5691 0.0039 75.86 K T 0

8782 NLYKESDENDAQIAER JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 50 632.2974 3 1893.8704 -0.0001 27.32 K L 0

8783 NMAGSLVR JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 59 424.2262 2 846.4378 -0.0004 25.49 R H 0

8784 NMGALGALSVDMTQANSTLPDDSQHDGQSVR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 132 1072.4946 3 3214.4620 0.0002 52.30 K F 0

8785 NMGFASIGYVPEDGWYAGTEAR JW1446 ECK1445 yncD predicted iron outer membrane transporter 53 1196.0396 2 2390.0646 0.0010 59.05 R Y 0

8786 NMGGDITVTSEQGK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 89 718.8376 2 1435.6606 -0.0007 28.25 K G 0

8787 NMIAFSGSHFR JW5794 ECK4349 mdoB phosphoglycerol transferase I 36 633.8069 2 1265.5992 0.0017 36.76 K L 0

8788 NMIGAFYQPASVVVDLDCLK 57.021465@C:18 JW3352 ECK3376 aroB 3-dehydroquinate synthase 83 1120.5578 2 2239.1010 -0.0006 67.61 K T 0

8789 NMINVALNNGTLQHPVK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 77 931.9992 2 1861.9838 0.0006 42.09 R G 0

8790 NMITGAAQMDGAILVVAATDGPMPQTR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 18 910.4526 3 2728.3360 0.0013 65.49 K E JW3943

8791 NMLPDLYAEDPDFYR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 81 929.9199 2 1857.8252 0.0010 57.34 K N 0

8792 NMQNTMGQVTTSAEQMLK JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 114 1006.4665 2 2010.9184 0.0011 55.91 K G 0

8793 NMQTLYNTGR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 68 599.2880 2 1196.5614 0.0006 29.86 R L 0

8794 NMSDLSLETTLFNEK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 111 871.4194 2 1740.8242 0.0003 58.00 K L 0

8795 NMSKAEAFEESVR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 34 499.9045 3 1496.6917 -0.0014 30.38 K M 0

8796 NMSTYVDYIINQIDSDNK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 97 1066.9937 2 2131.9728 -0.0003 72.33 K L 0

8797 NMSTYVDYK JW2203 ECK2207 ompC outer membrane porin protein C 54 560.7522 2 1119.4898 -0.0008 32.15 K I JW1371 JW1949

8798 NMSTYVDYKINLLDDNQFTR JW2203 ECK2207 ompC outer membrane porin protein C 20 817.3936 3 2449.1590 0.0004 55.19 K D 0

8799 NMVGAVVGVQPFGGEGLSGTGPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 119 1079.5519 2 2157.0892 0.0004 52.22 R A 0

8800 NMVGAVVGVQPFGGEGLSGTGPKAGGPLYLYR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 36 1050.2129 3 3147.6169 -0.0007 58.42 R L 0

8801 NMVTQWGFSEK 15.994915@M:2 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 71 671.8081 2 1341.6016 -0.0007 38.45 R L 0

8802 NMYIVKH JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 38 452.7388 2 903.4630 -0.0005 20.41 R - 0

8803 NNAPWLANIK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 31 570.8117 2 1139.6088 0.0001 42.48 R Y 0

8804 NNDRFVFQILR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 24 474.5934 3 1420.7584 0.0009 48.85 R S 0

8805 NNDTVHDFTKDPIQPYIDGEWVK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 54 911.1061 3 2730.2965 0.0038 53.74 K A 0

8806 NNDTVTTSAPVTAFGATTTNNIK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 129 1169.5801 2 2337.1456 0.0007 42.55 K L 0

8807 NNDVNAFDK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 40 518.7378 2 1035.4610 -0.0010 24.26 K L 0

8808 NNDVNAFDKLLFK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 64 769.4040 2 1536.7934 -0.0002 52.45 K H 0

8809 NNEAFLDR JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 45 489.7355 2 977.4564 -0.0001 27.95 K V 0

8810 NNEHIQVITSLTNALDDESVIER JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 114 1305.6542 2 2609.2938 0.0006 58.37 R L 0

8811 NNEVYLIEVNPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 92 730.3801 2 1458.7456 -0.0011 43.34 K A 0

8812 NNGASGADINNYAGQIK JW0729 ECK0728 tolA membrane anchored protein in TolA-TolQ-TolR complex 88 853.9094 2 1705.8042 0.0022 33.91 K S 0

8813 NNGKVVSKDSLMLQLYPDAELR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 16 830.7729 3 2489.2969 0.0019 78.67 R E 0

8814 NNIAHMLVLPSLMAAIVTQHR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 69 777.0925 3 2328.2557 -0.0001 67.35 R H 0

8815 NNIPVIAQHTGADSASVIFDAIQAAK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 53 1326.1944 2 2650.3742 0.0028 61.08 R A 0

8816 NNKNNEAFLDR JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 15 445.5528 3 1333.6366 -0.0007 23.84 R V 0

8817 NNLDNAVEQLR JW5503 ECK3026 tolC transport channel 84 643.3281 2 1284.6416 -0.0005 37.83 R Q 0

8818 NNLFFVIR JW5794 ECK4349 mdoB phosphoglycerol transferase I 13 511.7928 2 1021.5710 0.0002 52.79 R G 0

8819 NNNWTFNLANDDNKDANAKPSAWSFR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 68 1004.1321 3 3009.3745 -0.0010 50.19 K L 0

8820 NNPSELTIFYPAVPR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 14 859.4499 2 1716.8852 0.0018 53.94 K V 0

8821 NNPVLIGEPGVGK JW2573 ECK2590 clpB protein disaggregation chaperone 62 647.3619 2 1292.7092 0.0005 36.11 K T 0

8822 NNQHDVAIVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 65 583.3072 2 1164.5998 -0.0001 20.40 K I 0

8823 NNQVTVTGSLK JW3608 ECK3623 kdtA 3-deoxy-D-manno-octulosonic-acid transferase (KDO transferase) 34 580.8169 2 1159.6192 -0.0004 25.88 K F 0

8824 NNRVFFRSGNAYEVELWIPTCK 57.021465@C:21 JW1278 ECK1280 gmr modulator of Rnase II stability 14 900.7815 3 2699.3227 -0.0051 68.64 R G 0

8825 NNSEYIPEFDK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 36 678.3085 2 1354.6024 -0.0017 40.26 K S 0

8826 NNSLFIKPLDSTLK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 19 530.6349 3 1588.8829 0.0005 44.60 R N 0

8827 NNTPGNYTFILK JW5196 ECK1261 yciO conserved protein 29 691.3594 2 1380.7042 0.0004 45.82 K G 0

8828 NNVEELLK JW3116 ECK3135 yraM conserved protein 34 479.7640 2 957.5134 0.0003 35.80 K S 0

8829 NNVESVFAVNGFGFAGR JW0451 ECK0456 acrB multidrug efflux system protein 26 892.9396 2 1783.8646 0.0005 57.94 K G 0

8830 NNVLALGDLAK JW0880 ECK0888 ycaC predicted hydrolase 32 564.3251 2 1126.6356 0.0011 43.90 K Y 0

8831 NNVLDYDMR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 40 570.2613 2 1138.5080 0.0003 36.57 R H 0

8832 NNVLSGLFCGLR 57.021465@C:9 JW2943 ECK2970 glcB malate synthase G 56 675.3533 2 1348.6920 -0.0002 59.47 R G 0

8833 NNVVVSR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 37 394.2246 2 786.4346 -0.0002 18.15 R R 0

8834 NNVVVSRR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 23 472.2749 2 942.5352 -0.0007 15.83 R A 0

8835 NNWGQTEQQQEPSAAR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 79 922.4199 2 1842.8252 0.0008 25.35 K Q 0

8836 NNYGQYLYK JW2024 ECK2033 rfbA glucose-1-phosphate thymidylyltransferase 25 581.7795 2 1161.5444 -0.0009 33.33 K M 0

8837 NPALITMFDRPTFSAGAVYIDPDVNISGTSPSGR 15.994915@M:7 JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 74 1194.9232 3 3581.7478 0.0017 59.46 R S 0

8838 NPDIVAGVAALK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 38 584.3406 2 1166.6666 0.0007 43.65 K D 0

8839 NPEFFIR JW3783 ECK3805 yigA conserved protein 30 461.7426 2 921.4706 -0.0001 40.84 K N 0

8840 NPGDEPIFTSTLELDMNDVEASLAGPK JW1268 ECK1271 acnA aconitate hydratase 1 71 954.1240 3 2859.3502 0.0019 76.25 R R 0

8841 NPGDIEGWIMLGR 15.994915@M:10 JW2182 ECK2186 ccmH heme lyase, CcmH subunit 90 737.3613 2 1472.7080 -0.0002 57.27 K V 0

8842 NPGLWELPFGTTAR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 32 779.9051 2 1557.7956 0.0016 59.47 K E 0

8843 NPLEQYYLVQGGFKR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 64 604.6526 3 1810.9360 -0.0007 47.87 K T 0

8844 NPLFLLDEIDKMSSDMR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 50 675.3333 3 2022.9781 0.0027 71.98 K G 0

8845 NPMELTDVADLLK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 95 729.8792 2 1457.7438 0.0003 61.91 R S 0

8846 NPNWTSYEK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 16 569.7615 2 1137.5084 -0.0007 30.58 R L 0

8847 NPPAGEEEFLLDLLTNRVPPGVDEAAYVK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 32 1051.8747 3 3152.6023 -0.0009 71.51 K A 0

8848 NPSISTHLLGSNASSVIR JW0600 ECK0601 uspG universal stress protein UP12 120 926.9973 2 1851.9800 -0.0003 40.93 R H 0

8849 NPWAKPLR JW3351 ECK3375 damX predicted protein 34 491.2851 2 980.5556 0.0001 24.88 K Q 0

8850 NPYLTYAR JW0174 ECK0178 lpxD UDP-3-O-(3-hydroxymyristoyl)-glucosamine N-acyltransferase 44 499.2576 2 996.5006 -0.0023 31.06 K M 0

8851 NQAAAMGGNVIYGISSPSQGMLSSFVPTDSQIIGQVYK JW5736 ECK4138 yjeI conserved protein 13 979.7375 4 3914.9209 0.0026 69.11 R C 0

8852 NQAILPLK JW5625 ECK3691 gyrB DNA gyrase, subunit B 23 448.7814 2 895.5482 -0.0009 33.99 K G 0

8853 NQDLGPFISHEMNR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 24 553.2630 3 1656.7672 -0.0007 40.89 R C 0

8854 NQDMLLSVLDLEK JW5415 ECK2609 yfjD predicted inner membrane protein 44 759.3984 2 1516.7822 0.0016 63.26 R M 0

8855 NQIADLVGADPR JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 78 634.8318 2 1267.6490 -0.0030 40.19 R E 0

8856 NQIFLINER JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 32 573.8169 2 1145.6192 0.0000 42.14 R Q 0

8857 NQILSFLWQANR JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 69 745.3998 2 1488.7850 0.0014 62.08 K R 0

8858 NQILTMGCYGIGVTR 57.021465@C:8 JW0190 ECK0194 proS prolyl-tRNA synthetase 117 841.9211 2 1681.8276 -0.0003 48.71 R V 0

8859 NQIQFFDPQQMEAAQK JW5943 ECK3514 yhjK predicted diguanylate cyclase 74 961.9575 2 1921.9004 0.0013 50.08 K R 0

8860 NQLGSTIIVLATVVEGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 71 871.5067 2 1740.9988 0.0002 70.52 K V 0

8861 NQLLAEAAK JW0451 ECK0456 acrB multidrug efflux system protein 21 479.2719 2 956.5292 0.0002 26.57 R H 0

8862 NQLLAEAAKHPDMLTSVRPNGLEDTPQFK JW0451 ECK0456 acrB multidrug efflux system protein 56 1074.2181 3 3219.6325 -0.0020 48.36 R I 0

8863 NQLLALAAENPELTR JW2454 ECK2465 acrD aminoglycoside/multidrug efflux system 57 826.9521 2 1651.8896 0.0003 49.75 R V 0

8864 NQLPELIEQINASGYGLTLGVHTR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 16 875.1331 3 2622.3775 0.0010 63.88 R I 0

8865 NQLTSDLLDEWAK JW2479 ECK2490 yfgC predicted peptidase 83 766.8834 2 1531.7522 0.0004 58.91 R G 0

8866 NQLVVSVPSGNFGDLTAGLLAK JW0003 ECK0004 thrC threonine synthase 65 1100.6023 2 2199.1900 0.0002 64.38 R S 0

8867 NQNLLVTK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 36 465.2743 2 928.5340 -0.0002 26.09 M R 0

8868 NQNLLVTKR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 24 362.5523 3 1084.6351 -0.0004 21.90 M D 0

8869 NQQLPLTVSYVGQTAEGAQMK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 57 1132.0730 2 2262.1314 0.0000 48.21 K L 0

8870 NQSALSSSIER JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 58 596.3013 2 1190.5880 -0.0010 24.92 K L 0

8871 NQSDPTMFNK JW3645 ECK3661 ilvN acetolactate synthase I, small subunit 20 591.2657 2 1180.5168 -0.0015 26.66 R I 0

8872 NQVALVSQNVHLFNDTVANNIAYAR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 94 924.4796 3 2770.4170 0.0019 56.03 R T 0

8873 NQVDINEIQTAVENQLMSGPYK JW4197 ECK4233 nrdD anaerobic ribonucleoside-triphosphate reductase 67 1246.1107 2 2490.2068 0.0009 67.28 R Q 0

8874 NQVVGTINFQLDGK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 23 766.9066 2 1531.7986 -0.0009 46.65 K T 0

8875 NQYYGITAGPAYR JW0799 ECK0803 ompX outer membrane protein 63 737.3592 2 1472.7038 -0.0010 37.64 K I 0

8876 NRFGPDAFTVQATR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 28 527.2702 3 1578.7888 -0.0014 37.86 R T 0

8877 NRVELWK JW5241 ECK1484 yddV predicted diguanylate cyclase 28 472.7687 2 943.5228 -0.0010 29.58 R A 0

8878 NRVNQLGVAEPVVQR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 20 560.3164 3 1677.9274 0.0000 32.16 R Q 0

8879 NSAIASTIGLVDMAAQAGK JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 80 606.6528 3 1816.9366 0.0013 60.53 K L 0

8880 NSDAALGYAEALTR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 77 726.3601 2 1450.7056 0.0004 46.83 K S 0

8881 NSELLMLGQYK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 34 648.3368 2 1294.6590 0.0000 46.52 K Q 0

8882 NSETLENFSEK JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 32 649.2995 2 1296.5844 0.0011 30.76 K L 0

8883 NSETLENFSEKLEVEGR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 38 660.9889 3 1979.9449 0.0014 44.72 K S 0

8884 NSGDAPAAAPGNNETTEPVGTTK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 79 1100.0124 2 2198.0102 0.0016 24.30 K - 0

8885 NSGKFNPLDR JW5100 ECK0729 tolB periplasmic protein 34 574.2969 2 1146.5792 0.0010 26.66 R A 0

8886 NSGYQNYFVQGANLR JW5794 ECK4349 mdoB phosphoglycerol transferase I 86 865.9158 2 1729.8170 -0.0001 44.49 K F 0

8887 NSHSVIITPGYGMAVAQAQYPVAEITEK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 111 992.1711 3 2973.4915 0.0010 52.79 K L 0

8888 NSKPFIAINCGALPEQLLESELFGHAR 57.021465@C:10 JW2538 ECK2551 yfhA predicted DNA-binding response regulator in two-component system 30 753.6408 4 3010.5341 0.0009 65.08 R G 0

8889 NSLANWQSDK JW2504 ECK2516 yfhM conserved protein 53 581.7778 2 1161.5410 -0.0003 29.04 R L 0

8890 NSLANWQSDKLLQMADLVYTGR JW2504 ECK2516 yfhM conserved protein 26 841.7606 3 2522.2600 0.0014 65.87 R F 0

8891 NSLDHGIELPEKR JW1877 ECK1889 cheA fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 24 503.2675 3 1506.7807 0.0017 30.00 R L 0

8892 NSLGNLFSVEVLTGMGIDPAMR JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 81 1161.0850 2 2320.1554 -0.0001 74.69 R A 0

8893 NSLNNVLTVR JW1070 ECK1068 flgL flagellar hook-filament junction protein 39 565.3191 2 1128.6236 -0.0015 37.82 K A 0

8894 NSNFFGLVDGLNFAVQYLGK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 87 1102.0637 2 2202.1128 0.0019 79.81 R N 0

8895 NSNFFGLVDGLNFAVQYLGKNER JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 112 1301.6561 2 2601.2976 0.0000 74.98 R D 0

8896 NSNFFGLVDGLNFAVQYLGKNERDTAR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 54 1015.8436 3 3044.5090 -0.0014 72.25 R R 0

8897 NSPPQYAGPIR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 50 600.3116 2 1198.6086 -0.0009 27.11 K L 0

8898 NSQGESALNLSLFLKDPATTK JW1606 ECK1609 ydgA conserved protein 56 745.3932 3 2233.1578 -0.0011 54.68 K E 0

8899 NSTAMLTTFNEVNMKPIMDLR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 83 1213.5977 2 2425.1808 0.0006 58.41 K K 0

8900 NSTAMLTTFNEVNMKPIMDLRK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 46 852.0986 3 2553.2740 -0.0013 53.30 K Q 0

8901 NSVEHLNR JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 28 484.7490 2 967.4834 0.0000 14.26 R S 0

8902 NSVETMMVNLEGVDIPLGMISQYLPK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 53 1439.7236 2 2877.4326 0.0001 80.33 K Q 0

8903 NSVIDEVVVCDTIPLSDEIK 57.021465@C:10 JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 56 1123.0678 2 2244.1210 0.0015 61.26 R S 0

8904 NSWHANKGEYDFSHEVK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 41 683.3119 3 2046.9139 -0.0044 29.93 R E 0

8905 NTAIGAGAGALGGAVLTDGSTLGTLGGAAVGGVIGHQVGK JW1275 ECK1278 osmB lipoprotein 98 1149.2860 3 3444.8362 0.0037 69.46 R - 0

8906 NTDFFGLVDGLNFAVQYQGK JW2203 ECK2207 ompC outer membrane porin protein C 103 745.0361 3 2232.0865 0.0012 72.36 R N 0
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8907 NTEATHDQNEALTTGAR JW2500 ECK2512 yfgA conserved protein 101 914.9253 2 1827.8360 0.0013 20.26 M L 0

8908 NTGIYLTGLQQVGDFTFEGAAR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 105 1179.5897 2 2357.1648 -0.0004 63.46 R S 0

8909 NTGNPQAPGTLIGASRDEDELPVK JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 19 827.0854 3 2478.2344 -0.0008 40.00 K G 0

8910 NTGTSVHFWPDETFFDSPR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 48 747.3400 3 2238.9982 0.0012 56.29 R F 0

8911 NTHFQTVHGLDADGQYSSAR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 96 1102.5092 2 2203.0038 -0.0004 30.66 K D 0

8912 NTLGQLALAFAEAFNTQHK JW1069 ECK1067 flgK flagellar hook-filament junction protein 1 22 692.0289 3 2073.0649 0.0007 75.59 R A 0

8913 NTLIVPDTLTLSEALESFK JW4177 ECK4214 ytfL predicted inner membrane protein 107 1046.0651 2 2090.1156 0.0009 72.00 R T 0

8914 NTLLHEQWCDLLEENSVDAVK 57.021465@C:9 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 93 1257.1027 2 2512.1908 0.0005 56.49 R V 0

8915 NTLLHEQWCDLLEENSVDAVKVR 57.021465@C:9 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 88 923.4605 3 2767.3597 -0.0002 55.02 R S 0

8916 NTLLVLSHESR JW5869 ECK4324 yjiK conserved protein 44 634.8514 2 1267.6882 -0.0002 32.45 K A 0

8917 NTLNKPVIMGR JW0047 ECK0049 folA dihydrofolate reductase 51 621.8530 2 1241.6914 0.0001 28.49 R H 0

8918 NTLTPTQMR JW5403 ECK2507 der predicted GTP-binding protein 26 531.2740 2 1060.5334 -0.0001 25.71 R K 0

8919 NTLWQVGTDHAGIATQMVVER JW4215 ECK4251 valS valyl-tRNA synthetase 68 776.0593 3 2325.1561 0.0025 50.69 K K 0

8920 NTMDNGATVLDILGGDNYLGLGR 15.994915@M:3 JW5794 ECK4349 mdoB phosphoglycerol transferase I 120 1198.0818 2 2394.1490 0.0006 68.45 R S 0

8921 NTMLTVFSR JW3927 ECK3946 yijP conserved inner membrane protein 46 534.7789 2 1067.5432 -0.0002 44.59 R Q 0

8922 NTNFEDAK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 14 469.7142 2 937.4138 -0.0002 20.23 R V 0

8923 NTNFEDAKVLAEQALAQPTTDELMTLVNK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 53 1068.8753 3 3203.6041 0.0020 68.03 R F 0

8924 NTNITGVIVNK JW2294 ECK2291 pta phosphate acetyltransferase 48 586.8351 2 1171.6556 -0.0005 32.97 K L 0

8925 NTNITGVIVNKLNAPVDEQGR JW2294 ECK2291 pta phosphate acetyltransferase 73 751.4060 3 2251.1962 0.0042 46.09 K T 0

8926 NTPVSELITLGENMGLENLAR JW3756 ECK3775 rho transcription termination factor 115 1136.0869 2 2270.1592 0.0017 78.36 K M 0

8927 NTSFAPGNVSIK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 47 617.8249 2 1233.6352 -0.0001 35.23 K W 0

8928 NTTHLVWATGGGMVPEEEMNQYLAK JW2363 ECK2362 dsdA D-serine ammonia-lyase 26 926.1070 3 2775.2992 -0.0003 54.21 R G 0

8929 NTTIPVAR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 29 436.2533 2 870.4920 -0.0003 24.06 R A 0

8930 NTTKLDESVNR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 66 638.8276 2 1275.6406 -0.0013 19.71 R V 0

8931 NTTLFDPGWWQLPGSEK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 35 988.4818 2 1974.9490 0.0014 66.61 R R 0

8932 NTVGDNLDDLVTILR JW2243 ECK2242 yfaY conserved protein 113 829.4417 2 1656.8688 0.0005 65.09 R E 0

8933 NTVVIMTSNLGSDLIQER JW2573 ECK2590 clpB protein disaggregation chaperone 23 995.5164 2 1989.0182 -0.0019 54.92 R F 0

8934 NTWTLLPR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 30 500.7830 2 999.5514 0.0012 45.08 R E 0

8935 NTWTLLPRER JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 19 643.3541 2 1284.6936 -0.0002 38.86 R V 0

8936 NTYGALASLELAQQFVDKNELEK JW2497 ECK2509 yfgM conserved protein 72 1291.1609 2 2580.3072 0.0002 64.40 K A 0

8937 NTYGTGCFMLMNTGEK 57.021465@C:7 JW3897 ECK3918 glpK glycerol kinase 120 912.3918 2 1822.7690 0.0003 47.29 K A 0

8938 NVAAALGKPLSELTVTILAKPR JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 41 754.7895 3 2261.3467 -0.0003 58.75 R H 0

8939 NVALEEQAVEAVLAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 84 792.4367 2 1582.8588 0.0023 56.92 R A 0

8940 NVDDALKNPNVTSVEHVVVLKR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 29 612.3409 4 2445.3345 0.0005 43.89 K T 0

8941 NVDNSDSYLR JW5427 ECK2653 ygaT predicted protein 54 591.7724 2 1181.5302 -0.0010 26.62 K Q 0

8942 NVEDLSEVALR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 75 622.8281 2 1243.6416 0.0009 43.28 R Q 0

8943 NVEEGGSLTIIATALIDTGSK JW3756 ECK3775 rho transcription termination factor 59 1045.0560 2 2088.0974 0.0025 68.46 R M 0

8944 NVFSGIR JW2101 ECK2107 metG methionyl-tRNA synthetase 32 396.7219 2 791.4292 0.0003 33.95 R S 0

8945 NVGDRPLLWSTLGQSLMK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 51 672.3632 3 2014.0678 0.0009 59.62 K H 0

8946 NVGIDPEVYSGFAFGMGMER JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 67 1088.4938 2 2174.9730 -0.0035 64.63 R L 0

8947 NVIEVAPLAYMR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 55 688.3738 2 1374.7330 0.0002 53.43 R G 0

8948 NVIGNIFAR JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 36 502.2878 2 1002.5610 0.0000 47.32 K F 0

8949 NVLAVDPTR JW0590 ECK0591 cstA carbon starvation protein 25 492.7774 2 983.5402 0.0003 30.78 K M 0

8950 NVLQPIGWDAFGLPAEGAAVK JW0637 ECK0635 leuS leucyl-tRNA synthetase 64 1077.0727 2 2152.1308 -0.0009 63.75 K N 0

8951 NVLTIPLSALGDPVGDNR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 107 926.0031 2 1849.9916 0.0018 60.60 K Y 0

8952 NVLTIPLSALGDPVGDNRYK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 55 714.7236 3 2141.1490 0.0010 56.53 K V 0

8953 NVNDGQIQGVINK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 73 699.8699 2 1397.7252 -0.0010 32.55 R L 0

8954 NVNQAATQYYPSPQITVYLQK JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 74 1213.6215 2 2425.2284 0.0006 52.01 K T 0

8955 NVPFESGIDSVGSAR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 18 767.8786 2 1533.7426 0.0004 42.68 K L 0

8956 NVPLFEQALEFAR JW4291 ECK4319 iadA isoaspartyl dipeptidase 63 767.4071 2 1532.7996 0.0010 65.22 R K 0

8957 NVQNIFSVER JW5312 ECK1895 otsA trehalose-6-phosphate synthase 33 603.3171 2 1204.6196 -0.0003 40.83 K L 0

8958 NVQVTQTVNDAALPVAFQTLNLTAELR JW4180 ECK4217 ytfN conserved protein 74 976.1925 3 2925.5557 -0.0004 69.21 R N 0

8959 NVSELLDVFER JW0099 ECK0102 yacF conserved protein 74 660.8438 2 1319.6730 0.0009 61.54 R G 0

8960 NVTFTYPGR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 39 527.7699 2 1053.5252 0.0009 35.50 R D 0

8961 NVTFTYPGRDVPALR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 28 853.4543 2 1704.8940 -0.0007 43.22 R N 0

8962 NVTQLIAQISHSTLEQADGLSSLTR JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 65 894.8067 3 2681.3983 0.0000 70.53 K A 0

8963 NVTVMAMDSVPR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 73 660.3252 2 1318.6358 -0.0014 41.51 R I 0

8964 NVVAGDPSPDGQGR JW0190 ECK0194 proS prolyl-tRNA synthetase 80 684.8272 2 1367.6398 -0.0032 22.14 R L 0

8965 NVVITDVNEYR JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 63 661.3408 2 1320.6670 -0.0004 37.84 R L 0

8966 NVVITDVNEYRLELAR JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 22 635.3465 3 1903.0177 0.0014 50.63 R K 0

8967 NVVLDKSFGAPTITK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 79 795.4482 2 1588.8818 -0.0007 39.73 R D 0

8968 NVVLDKSFGAPTITKDGVSVAR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 39 758.7536 3 2273.2390 0.0009 43.31 R E 0

8969 NVVMITAQNHGFAVDEATLPANLR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 18 861.1115 3 2580.3127 0.0008 51.64 K V 0

8970 NVVVETLEQLGIR JW1084 ECK1084 tmk thymidylate kinase 47 735.4199 2 1468.8252 0.0004 67.39 R D 0

8971 NVWLGDISR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 59 530.2828 2 1058.5510 0.0001 43.09 K A 0

8972 NWADYEALPR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 62 617.7965 2 1233.5784 0.0007 43.53 K D 0

8973 NWADYEALPRDPR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 25 534.9267 3 1601.7583 -0.0004 41.04 K Q 0

8974 NWDNTITTIPTWSLVSDSFK JW0566 ECK0569 ybdG predicted mechanosensitive channel 68 1163.0742 2 2324.1338 0.0013 69.86 R N 0

8975 NWIDKEEYPQSAAIDLR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 84 1024.5073 2 2047.0000 -0.0009 46.27 K C JW3485

8976 NWIDKEEYPQSAAIDLR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 106 1024.5077 2 2047.0008 -0.0001 46.13 K C JW3485

8977 NWQALALAR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 50 521.7932 2 1041.5718 0.0000 43.54 R E 0

8978 NWQQLWMETTPGWLNSLQLK JW3630 ECK3645 yicH conserved protein 35 1237.1192 2 2472.2238 -0.0022 75.35 K R 0

8979 NWSGFGGALDMLEENPLPAVAVVIPK JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 71 1362.7075 2 2723.4004 0.0012 79.26 R L 0

8980 NWSISELR JW2434 ECK2436 eutB ethanolamine ammonia-lyase, large subunit, heavy chain 24 502.7617 2 1003.5088 0.0002 43.80 K E 0

8981 NWVMIPHVTHFDKTDITELEAFR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 77 933.8023 3 2798.3851 0.0000 57.86 R K 0

8982 NWVMIPHVTHFDKTDITELEAFRK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 56 976.5016 3 2926.4830 0.0029 54.56 R Q 0

8983 NWVSPVDAIVERDEK JW0637 ECK0635 leuS leucyl-tRNA synthetase 22 586.3008 3 1755.8806 0.0012 48.94 R G 0

8984 NYDIYHNALAELIQLLGAGK JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 55 739.3957 3 2215.1653 0.0016 80.23 R I 0

8985 NYDTYFAVVDR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 78 681.8201 2 1361.6256 0.0005 47.08 K N 0

8986 NYETPDAVEASQK JW2517 ECK2530 suhB inositol monophosphatase 75 726.3357 2 1450.6568 -0.0008 26.90 K G 0

8987 NYGSLIGEATAER JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 94 690.8413 2 1379.6680 0.0000 40.43 R I 0

8988 NYGVVYDVTSWTDVLPEFGGDTYGSDNFMQQR JW2203 ECK2207 ompC outer membrane porin protein C 33 1220.8794 3 3659.6164 0.0013 76.18 R G 0

8989 NYITESGK JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 41 456.2267 2 910.4388 -0.0008 21.73 K I 0

8990 NYLGIDGIPEFGR JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 58 725.8697 2 1449.7248 -0.0004 56.13 K C 0

8991 NYLSDAFK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 34 479.2375 2 956.4604 0.0002 41.17 K F 0

8992 NYLTEHPEATDPR JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 51 771.8629 2 1541.7112 0.0002 27.60 K D 0

8993 NYQFSGGLHGVGISVVNALSK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 58 716.3805 3 2146.1197 0.0024 54.32 K R 0

8994 NYQSNAQTIK JW1063 ECK1061 flgE flagellar hook protein 36 583.7922 2 1165.5698 -0.0028 19.97 R T 0

8995 NYRPVADAVAMLLAGNK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 15 451.4954 4 1801.9525 0.0015 42.30 K L 0

8996 NYSSPPNFGAQVVAAVLNDEALK JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 72 1202.6118 2 2403.2090 0.0021 71.90 R A 0

8997 NYTAGGEGGATLINDK JW3765 ECK3783 rffA TDP-4-oxo-6-deoxy-D-glucose transaminase 32 790.8807 2 1579.7468 -0.0009 32.51 K A 0

8998 NYTITQR JW2462 ECK2473 nlpB lipoprotein 43 448.2354 2 894.4562 0.0004 21.78 K D 0

8999 NYTPYEGDESFLAGATEATTTLWDK JW0886 ECK0894 pflB pyruvate formate lyase I 98 1390.6324 2 2779.2502 0.0001 67.07 K V 0

9000 NYVVYETTR JW3351 ECK3375 damX predicted protein 36 572.7854 2 1143.5562 0.0003 30.13 K N 0

9001 NYWSALDSDKK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 54 663.8192 2 1325.6238 -0.0014 35.09 R N 0

9002 NYYELDGKR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 47 579.2817 2 1156.5488 -0.0025 25.60 R L 0

9003 NYYKEAAR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 28 507.7533 2 1013.4920 -0.0009 16.74 R L 0

9004 PEATPFQVMIVDDHPLMR JW2181 ECK2185 narP DNA-binding response regulator in two-component regulatory system with NarQ or NarX 61 699.3487 3 2095.0243 0.0011 57.26 M R 0

9005 PFKPLVTAGIESLLNTFLYRSPALK JW3811 ECK3828 yigP conserved protein 37 694.6506 4 2774.5733 0.0001 78.80 M T 0

9006 PFTLGQR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 31 409.7296 2 817.4446 0.0001 29.03 M W 0

9007 PGRFELKPTLEK JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 46 472.2729 3 1413.7969 -0.0010 30.47 M V 0

9008 PHSYDYDAIVIGSGPGGEGAAMGLVK JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 118 854.4162 3 2560.2268 0.0001 51.56 M Q 0

9009 PIQVLPPQLANQIAAGEVVERPASVVK JW4128 ECK4166 mutL methyl-directed mismatch repair protein 23 941.8744 3 2822.6014 -0.0005 56.14 M E 0

9010 PLLDSFTVDHTR JW2662 ECK2681 luxS S-ribosylhomocysteinase 31 467.5772 3 1399.7098 0.0002 41.75 M M 0

9011 PQQNYLDELTPAFTSLLAIK JW2133 ECK2139 yeiT predicted oxidoreductase 60 1131.6041 2 2261.1936 -0.0006 74.90 M E 0

9012 PVITLPDGSQR JW1709 ECK1717 thrS threonyl-tRNA synthetase 63 591.8265 2 1181.6384 -0.0019 37.45 M H 0

9013 PYDSVYSEK JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 49 544.2507 2 1086.4868 -0.0001 25.33 M R 0

9014 QAAAQAAAGDSLDK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 98 658.8256 2 1315.6366 -0.0002 21.58 R A 0

9015 QAAAQAAAGDSLDKATLK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 44 577.3079 3 1728.9019 0.0013 28.93 R K 0

9016 QAAAQAAAGDSLDKATLKK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 74 620.0061 3 1856.9965 0.0008 24.86 R V 0

9017 QAAGKTDLAR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 14 515.7841 2 1029.5536 -0.0030 34.98 R D 0

9018 QAASQTLQVR JW4120 ECK4155 yjeP predicted mechanosensitive channel 96 551.3035 2 1100.5924 -0.0014 22.62 R Q 0

9019 QADLMVVAGTCFTK 57.021465@C:11 JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 57 770.8784 2 1539.7422 -0.0004 49.39 R M 0

9020 QADSAVELENVELAPLVETVVSAHSLPAR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 119 1015.5361 3 3043.5865 0.0038 69.48 K A 0

9021 QADSMLGVQYSSCCYAIR 57.021465@C:13,57.021465@C:14 JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 120 1054.9637 2 2107.9128 0.0004 45.91 K V 0

9022 QAEELESR JW5385 ECK2351 yfdN CPS-53 (KpLE1) prophage; predicted protein 14 481.2329 2 960.4512 0.0000 19.75 R G 0

9023 QAEFQILYGEGINFYGELVDLGVKEK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 68 987.1745 3 2958.5017 0.0003 76.67 K L 0

9024 QAEILKAEGEK JW0478 ECK0483 ybbK predicted protease, membrane anchored 73 608.3326 2 1214.6506 0.0000 21.72 R Q 0

9025 QAEILKAEGEKQSQILK JW0478 ECK0483 ybbK predicted protease, membrane anchored 14 479.0227 4 1912.0617 -0.0012 32.16 R A 0

9026 QAEKNWADYEALPR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 82 845.9126 2 1689.8106 -0.0004 38.44 K D 0

9027 QAEKNWADYEALPRDPR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 20 1030.0038 2 2057.9930 0.0012 36.63 K Q 0

9028 QAELDSVAK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 29 480.7547 2 959.4948 0.0025 22.81 R R 0

9029 QAELDSVAKR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 26 558.8039 2 1115.5932 -0.0002 21.11 R H 0

9030 QAFLDFFHSK JW2667 ECK2692 alaS alanyl-tRNA synthetase 17 620.3115 2 1238.6084 0.0001 52.18 R G 0

9031 QAFTVSESNKG JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 65 584.2858 2 1166.5570 0.0002 24.13 R - 0

9032 QAGCTLHEVGTTNR 57.021465@C:4 JW3564 ECK3580 selA selenocysteine synthase 32 515.2476 3 1542.7210 0.0002 20.61 R T 0

9033 QAGIALAGGHSIDAPEPIFGLAVTGIVPTER JW1753 ECK1762 selD selenophosphate synthase 61 1019.8844 3 3056.6314 0.0019 64.28 R V 0

9034 QAGIAMPQVAIYHAPDINAFATGAR JW1818 ECK1828 htpX predicted endopeptidase 41 861.7765 3 2582.3077 0.0014 55.76 R R 0

9035 QAGLGGEIICYVA 57.021465@C:10 JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 24 675.8396 2 1349.6646 -0.0002 57.19 R - 0

9036 QAGVYDLLSEAFVEVK JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 36 884.4631 2 1766.9116 0.0025 69.84 K G 0

9037 QAGVYDLLSEAFVEVKGQDR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 61 742.0464 3 2223.1174 0.0002 67.79 K Y 0
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9038 QAGYDASVSHPK JW0473 ECK0478 copA copper transporter 71 630.3048 2 1258.5950 0.0008 19.05 K A 0

9039 QAGYTVVTTSSEQGKPLFK JW2565 ECK2579 yfiF predicted methyltransferase 47 681.0244 3 2040.0514 -0.0014 37.42 R T 0

9040 QAHQAVVIPPYQPENAEIAIEAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 21 848.7784 3 2543.3134 0.0001 45.28 R D 0

9041 QAHVSEVDAATGIVR JW1892 ECK1903 yecR predicted protein 20 518.2736 3 1551.7990 -0.0015 31.72 R L 0

9042 QAHWNMR JW0797 ECK0801 dps Fe-binding and storage protein 28 471.7214 2 941.4282 -0.0008 22.39 K G 0

9043 QAIEQFVINAA JW1854 ECK1866 nudB dATP pyrophosphohydrolase 37 602.3223 2 1202.6300 0.0006 53.94 R - 0

9044 QAIFATPAFQVDGK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 43 746.8939 2 1491.7732 0.0010 49.02 K F 0

9045 QAIFATPAFQVDGKFDNSR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 24 704.6884 3 2111.0434 -0.0001 49.56 K Y 0

9046 QAIGDAPFLLVTSASHLPR JW0903 ECK0911 ycbC conserved inner membrane protein 53 665.0340 3 1992.0802 0.0008 57.64 K A 0

9047 QAITQLEALDNR JW2577 ECK2593 yfiO predicted lipoprotein 61 686.3651 2 1370.7156 0.0002 40.32 R Y 0

9048 QAIVAEVSEVAK JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 67 622.3486 2 1242.6826 0.0007 38.81 K G 0

9049 QALADDNLALAESLLGHPFAISGR JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 109 827.1033 3 2478.2881 0.0014 68.70 R V 0

9050 QALDAAGFKDTAIMSYSTK JW0361 ECK0366 hemB porphobilinogen synthase 30 673.3349 3 2016.9829 0.0004 44.78 R F 0

9051 QALDMGLVNTVVPLADLEK JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 50 1013.5463 2 2025.0780 -0.0035 65.90 K E 0

9052 QALDMGLVNTVVPLADLEKETVR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 24 837.7888 3 2510.3446 0.0033 64.46 K W 0

9053 QALEDSVK JW0660 ECK0662 asnB asparagine synthetase B 15 445.2343 2 888.4540 -0.0011 21.81 R S 0

9054 QALELVR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 53 414.7505 2 827.4864 -0.0001 30.04 R E 0

9055 QALENVSTWVR JW3775 ECK3797 hemX uroporphyrinogen III methylase 47 651.8435 2 1301.6724 -0.0004 42.53 R A 0

9056 QALHATMLR JW2576 ECK2592 rluD 23S rRNA pseudouridine synthase 24 347.5274 3 1039.5604 0.0006 26.39 R L 0

9057 QALIDANLR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 56 507.2906 2 1012.5666 0.0001 34.14 R L 0

9058 QALLALVLNR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 69 555.8535 2 1109.6924 0.0005 55.92 R D 0

9059 QALLSDFSMPSVR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 68 725.8719 2 1449.7292 0.0006 53.89 R T 0

9060 QALQGVTFHMQPGEMAFLTGHSGAGK JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 28 675.8308 4 2699.2941 -0.0009 52.14 R S 0

9061 QALSDITAILPDGNK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 45 778.4203 2 1554.8260 0.0008 53.55 R V 0

9062 QALTYAVNK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 47 504.2798 2 1006.5450 0.0003 26.91 R D 0

9063 QALVEQMQPGSAALIFAAPEVTR JW2876 ECK2903 pepP proline aminopeptidase P II 40 809.7620 3 2426.2642 0.0015 60.27 R S 0

9064 QAMAAGEKLFDWGGAENLAYATLVDEGIPVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 34 1098.2156 3 3291.6250 0.0017 72.28 R L 0

9065 QAMGLNDLPEWLR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 50 771.8905 2 1541.7664 0.0004 61.64 R - 0

9066 QANELPGAPSQEEAVIAFGK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 82 1028.5213 2 2055.0280 0.0008 48.78 R F 0

9067 QAPLVLIPR JW3116 ECK3135 yraM conserved protein 30 503.8242 2 1005.6338 0.0004 42.47 K S 0

9068 QAPQHEDALMTLAQR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 14 570.2864 3 1707.8374 0.0013 36.96 R I 0

9069 QAQAAYDYAQNFYNR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 101 911.9106 2 1821.8066 -0.0003 42.23 K Q 0

9070 QAQDGHLPTLDLTASTGISDTSYSGSK JW5503 ECK3026 tolC transport channel 98 1375.6595 2 2749.3044 0.0001 47.37 R T 0

9071 QAQEILDTDHYGLER JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 37 894.4310 2 1786.8474 -0.0012 39.17 R V 0

9072 QAQGDISIPQSALIIGGGDVAMDVASTLK JW2133 ECK2139 yeiT predicted oxidoreductase 25 952.4994 3 2854.4764 0.0019 73.48 R V 0

9073 QAQIGTIDAQIK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 22 643.3599 2 1284.7052 0.0015 34.42 K R 0

9074 QAQIGTIDAQIKR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 62 481.2753 3 1440.8041 -0.0007 30.53 K N 0

9075 QAQINGLEMAFLSAEEKR JW1615 ECK1618 add adenosine deaminase 72 679.0141 3 2034.0205 0.0002 55.27 R A 0

9076 QAQLITSR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 51 458.7638 2 915.5130 -0.0008 21.95 R T 0

9077 QAQQGGQQMPAVGVVTVK JW0452 ECK0457 acrA multidrug efflux system 68 913.4829 2 1824.9512 -0.0004 37.31 K T 0

9078 QAQQLAEQQR JW3904 ECK3925 ftsN essential cell division protein 33 600.3098 2 1198.6050 -0.0004 19.01 R L 0

9079 QAQYNFVGASEQLESAHR JW5503 ECK3026 tolC transport channel 42 678.9919 3 2033.9539 -0.0017 41.05 K S 0

9080 QASAILIR JW5066 ECK0485 ybbM predicted inner membrane protein 24 436.2719 2 870.5292 0.0005 29.08 K D 0

9081 QASDTIDYSVGFTDMAR JW4345 ECK4374 deoA thymidine phosphorylase 36 938.9233 2 1875.8320 0.0012 49.59 R L 0

9082 QASHLALSASETAQR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 118 785.4022 2 1568.7898 -0.0007 23.95 R G 0

9083 QASITQELTEIVSGAAAV JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 25 894.4734 2 1786.9322 0.0010 78.04 R - 0

9084 QASQLAQSASDTAQHGGK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 103 892.9293 2 1783.8440 -0.0009 23.09 R V 0

9085 QATAALTALSDVDNDEETR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 55 1010.4772 2 2018.9398 0.0007 44.71 R K 0

9086 QATAALTALSDVDNDEETRK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 39 716.6858 3 2147.0356 0.0013 39.58 R I 0

9087 QATADILR JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 32 444.2499 2 886.4852 -0.0019 26.97 R E 0

9088 QATDSALR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 37 431.2247 2 860.4348 -0.0004 18.12 R G 0

9089 QATFEEMIAR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 40 598.2927 2 1194.5708 0.0006 44.15 K R 0

9090 QATLLLHVIDAADVR JW4131 ECK4169 hflX predicted GTPase 21 545.6461 3 1633.9165 0.0015 53.34 R V 0

9091 QATQGDELTIK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 33 602.3142 2 1202.6138 -0.0005 27.58 K M 0

9092 QAVCIGSALNITAK 57.021465@C:4 JW0192 ECK0196 rcsF predicted outer membrane protein, signal 96 723.3925 2 1444.7704 -0.0003 44.11 R - 0

9093 QAVETAKETLYSFDQLK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 66 657.6737 3 1969.9993 -0.0004 47.18 R T 0

9094 QAVNENTALLMK JW3564 ECK3580 selA selenocysteine synthase 66 666.3531 2 1330.6916 0.0002 34.89 R V 0

9095 QAVPTLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 19 392.7374 2 783.4602 -0.0001 24.79 R A 0

9096 QAVQIEK JW1692 ECK1700 pps phosphoenolpyruvate synthase 19 408.2344 2 814.4542 -0.0006 20.39 K H 0

9097 QAVTMDKPFLNAYSR JW3974 ECK4006 aceB malate synthase A 55 580.9631 3 1739.8675 0.0009 40.35 R L 0

9098 QAVTNPQNTLFAIK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 65 772.9250 2 1543.8354 -0.0004 44.36 R R 0

9099 QAVTNPQNTLFAIKR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 71 850.9755 2 1699.9364 -0.0005 38.44 R L 0

9100 QAVVAAAAGADFIAPSAAMDGQVQAIR JW0361 ECK0366 hemB porphobilinogen synthase 60 867.1156 3 2598.3250 0.0026 54.80 K Q 0

9101 QAVVSAQSSLDAMEAGYSVGTR JW5503 ECK3026 tolC transport channel 77 1114.0376 2 2226.0606 0.0019 49.06 K T 0

9102 QAYEQGFSQR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 47 607.2830 2 1212.5514 -0.0008 24.24 K G 0

9103 QAYILQNEDKR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 29 459.9078 3 1376.7016 -0.0033 24.79 K I 0

9104 QCAALAPADK 57.021465@C:2 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 58 522.7605 2 1043.5064 -0.0005 21.14 K G 0

9105 QCAALAPADKGHYLAR 57.021465@C:2 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 83 871.4435 2 1740.8724 -0.0004 26.62 K K 0

9106 QCNPALAALLDK 57.021465@C:2 JW5689 ECK3404 malP maltodextrin phosphorylase 15 657.3483 2 1312.6820 0.0012 48.11 K S 0

9107 QCSTLLNTIELATLGATLAAGGVNPLTHK 57.021465@C:2 JW0474 ECK0479 ybaS predicted glutaminase 32 988.8654 3 2963.5744 -0.0007 78.54 R R 0

9108 QDAGVGQWIDLMAR JW1241 ECK1243 cls cardiolipin synthase 1 108 780.3854 2 1558.7562 0.0001 62.23 K M 0

9109 QDAIDAVEQHGIVFIDEIDKICK 57.021465@C:22 JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 38 886.1138 3 2655.3196 -0.0017 70.83 K R 0

9110 QDAKYPVDAQLK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 13 459.2450 3 1374.7132 -0.0011 27.45 R A 0

9111 QDARLLK JW1381 ECK1383 tynA tyramine oxidase, copper-requiring 29 422.2561 2 842.4976 0.0002 19.52 K V 0

9112 QDDYAPNYFLPTK JW4340 ECK4369 yjjU predicted esterase 37 786.3725 2 1570.7304 0.0000 47.18 R Q 0

9113 QDEKLDINIDEEVHR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 28 618.3060 3 1851.8962 0.0000 36.79 R L 0

9114 QDGPTALILSR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 45 585.8273 2 1169.6400 -0.0003 40.86 R Q 0

9115 QDIDRWQSTSVNDVLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 50 644.6571 3 1930.9495 -0.0001 43.61 R R 0

9116 QDIGEILIDNPK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 90 677.8642 2 1353.7138 -0.0001 46.25 R V 0

9117 QDKTSQDADFTAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 43 727.8412 2 1453.6678 -0.0007 19.70 K T 0

9118 QDLEMEALTFKPEEWGMK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 56 728.0115 3 2181.0127 0.0004 59.48 K R 0

9119 QDLEMEALTFKPEEWGMKR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 24 585.2852 4 2337.1117 -0.0018 54.91 K G 0

9120 QDLVYEKEDLLISGPGKYPEYNFYR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 84 1012.8376 3 3035.4910 -0.0005 52.85 R M 0

9121 QDNLLAAIWQDSK JW2703 ECK2728 mutS methyl-directed mismatch repair protein 113 751.3861 2 1500.7576 0.0004 61.43 R G 0

9122 QDQTDIEMFELLEPIADGFR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 105 1184.0623 2 2366.1100 0.0001 79.76 R N 0

9123 QDVLGDLMSR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 40 567.2850 2 1132.5554 0.0008 48.48 R N 0

9124 QDVPSFRPGDTVEVK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 14 837.4279 2 1672.8412 -0.0009 36.31 K V 0

9125 QEAAPAAAPAPAAGVK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 51 710.3828 2 1418.7510 -0.0007 24.36 K E 0

9126 QEAEADDYSYDLLR JW2903 ECK2931 yggG predicted peptidase 50 844.3761 2 1686.7376 0.0003 45.57 R Q 0

9127 QEAEQLAR JW5012 ECK0154 clcA chloride channel, voltage-gated 56 472.7437 2 943.4728 0.0005 19.47 K S 0

9128 QEEVINIANIQSR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 108 757.4020 2 1512.7894 -0.0003 43.10 K L 0

9129 QEFDVIGTVNALEQR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 111 859.9398 2 1717.8650 0.0015 58.56 R L 0

9130 QEIGQIVGCSR 57.021465@C:9 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 52 623.8137 2 1245.6128 -0.0008 31.44 R E 0

9131 QEIIDIVTSWPGVSGAHDLR JW3886 ECK3907 fieF zinc transporter 59 731.7155 3 2192.1247 0.0022 61.73 R T 0

9132 QEIVTDPLEQEVNK JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 71 821.4198 2 1640.8250 -0.0007 42.16 K N 0

9133 QEKEDSETFQGEGHFSVDEK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 33 776.0077 3 2325.0013 -0.0019 30.71 R S 0

9134 QELANAR JW5503 ECK3026 tolC transport channel 33 401.2143 2 800.4140 0.0001 16.92 K Y 0

9135 QELEINQQLSQR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 93 743.3867 2 1484.7588 0.0006 35.28 K L 0

9136 QEMLAVATR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 40 509.7707 2 1017.5268 -0.0009 29.35 K E 0

9137 QENVYYYITTLNENYHMPAMPEGAEEGIRK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 77 1187.5540 3 3559.6402 0.0015 58.88 K G 0

9138 QEPVTVHYR JW1090 ECK1090 ycfL predicted protein 21 376.8650 3 1127.5732 0.0008 22.80 R F 0

9139 QEVHGNGLSSYPHPK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 39 550.6053 3 1648.7941 -0.0016 22.26 R L 0

9140 QEVSFVYDNQLLHLK JW1631 ECK1635 ydhA predicted lipoprotein 58 916.9806 2 1831.9466 -0.0002 52.29 R Q 0

9141 QEVTTEGGLDVAGQR JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 107 780.3871 2 1558.7596 0.0009 31.64 R D 0

9142 QEYDQALADAQQANAAVTAAK JW0452 ECK0457 acrA multidrug efflux system 79 1089.0276 2 2176.0406 0.0010 45.26 K A 0

9143 QEYTSLLYIPSQAPWDMWNR JW0462 ECK0467 htpG molecular chaperone HSP90 family 13 1249.5933 2 2497.1720 -0.0016 71.08 K D 0

9144 QFAMSGAFSGALPLWLNNEK JW1376 ECK1378 ydbH predicted protein 45 1091.0434 2 2180.0722 -0.0002 67.20 K W 0

9145 QFAQTPALYR JW4359 ECK4388 rob DNA-binding transcriptional activator 53 597.8160 2 1193.6174 -0.0019 34.73 K R 0

9146 QFAVTLR JW3252 ECK3277 mscL mechanosensitive channel 38 417.7450 2 833.4754 -0.0005 34.74 K D 0

9147 QFDHFDLR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 14 359.8414 3 1076.5024 -0.0015 36.51 R D 0

9148 QFDYLVNSMR JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 36 636.8062 2 1271.5978 0.0011 45.94 K V 0

9149 QFFMFGPR 15.994915@M:4 JW2504 ECK2516 yfhM conserved protein 25 523.2500 2 1044.4854 0.0004 47.10 K D 0

9150 QFGMQEPGIGVYRPNDNPLIDWLQTWGR JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 79 1096.5407 3 3286.6003 0.0021 78.37 R L 0

9151 QFHHGDGQSFNAEDFDDIFSSIFGQHAR JW0985 ECK0991 cbpA curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 27 803.1079 4 3208.4025 0.0002 67.19 R Q 0

9152 QFIDGLALPEEEK JW1117 ECK1117 purB adenylosuccinate lyase 53 744.8829 2 1487.7512 0.0006 50.44 K A 0

9153 QFIDGLALPEEEKAR JW1117 ECK1117 purB adenylosuccinate lyase 44 572.6370 3 1714.8892 0.0003 45.76 K L 0

9154 QFLDGIADGPVPFRYPAGDYHADLLPGS JW3162 ECK3184 yrbF predicted toluene transporter subunit -!- ATP-binding component of ABC superfamily 85 996.8230 3 2987.4472 0.0018 65.38 R - 0

9155 QFLEQVAEWPVQALEYK JW5427 ECK2653 ygaT predicted protein 35 1039.5330 2 2077.0514 -0.0006 68.00 K S 0

9156 QFLNGPVHSFR JW1711 ECK1720 ydiY conserved protein 27 434.5628 3 1300.6666 -0.0011 36.43 R F 0

9157 QFLPLIQLLR JW2487 ECK2498 ppx exopolyphosphatase 19 620.8930 2 1239.7714 0.0012 69.14 K L 0

9158 QFNNIGATTPVVPFR JW4281 ECK4309 fimF minor component of type 1 fimbriae 92 830.9436 2 1659.8726 -0.0006 48.16 K I 0

9159 QFSGTQPLYTLDGDGTLTNNQSGVK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 95 1321.1407 2 2640.2668 0.0000 48.22 R Y 0

9160 QFSLNLR JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 33 439.2481 2 876.4816 -0.0001 41.33 R T 0

9161 QFTDDLIAR JW2768 ECK2792 sdaB L-serine deaminase II 44 539.7802 2 1077.5458 0.0004 39.50 K N 0

9162 QFTTVVADSGDIESIR JW2448 ECK2459 talA transaldolase A 109 869.4360 2 1736.8574 -0.0007 45.49 K H 0

9163 QGADIVFGSAQR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 51 624.8205 2 1247.6264 0.0006 34.11 K F 0

9164 QGAEEIYR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 37 483.2377 2 964.4608 -0.0005 23.80 R G 0

9165 QGAVSAAPFGSASILPISWMYIR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 89 1211.6337 2 2421.2528 0.0013 73.99 R M 0

9166 QGCTIVQPLDMEVGAGTSHPMTCLR 57.021465@C:3,57.021465@C:23 JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 83 920.0973 3 2757.2701 -0.0008 48.37 R E 0

9167 QGDLICLDGK 57.021465@C:6 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 26 559.7788 2 1117.5430 -0.0008 37.74 K L 0

9168 QGDQGWQDEVLMIQEGQCWVIDDVR 57.021465@C:18 JW0849 ECK0856 ybjP predicted lipoprotein 96 1002.1250 3 3003.3532 0.0040 72.14 K Y 0
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9169 QGDWVSIMIPNSNPEHK JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 39 651.3159 3 1950.9259 0.0001 50.56 K L 0

9170 QGEFQYPIYR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 46 650.8195 2 1299.6244 -0.0003 40.46 R M 0

9171 QGEGKDLNNESTPMAFENIK JW1427 ECK1424 ydcL predicted lipoprotein 90 1111.5233 2 2221.0320 0.0000 38.81 R Q 0

9172 QGELLNR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 49 415.2299 2 828.4452 -0.0001 22.17 R V 0

9173 QGEVVGIVGESGSGK JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 38 701.8624 2 1401.7102 0.0002 31.76 K S 0

9174 QGFELDATHGTAIVLGEAGINPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 52 789.4086 3 2365.2040 0.0013 56.08 K L 0

9175 QGFHVLAGCR 57.021465@C:9 JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 49 382.1947 3 1143.5623 0.0015 28.16 R K 0

9176 QGFNEVNSMK JW5353 ECK2118 yehU predicted sensory kinase in two-component system with YehT 22 577.2690 2 1152.5234 0.0002 28.65 R V 0

9177 QGGALVTSTAATVTGINR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 108 858.9660 2 1715.9174 0.0008 41.93 K L 0

9178 QGGEYEASTLISCSGLMADR 57.021465@C:13 JW2635 ECK2654 ygaF predicted enzyme 103 1072.9836 2 2143.9526 0.0013 51.13 R L 0

9179 QGGSDVMSNTTR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 51 626.7830 2 1251.5514 0.0001 20.21 K A 0

9180 QGGTLQLFR JW1178 ECK1177 dadA D-amino acid dehydrogenase 49 510.2852 2 1018.5558 -0.0001 41.63 R T 0

9181 QGIIVNLAELR JW1668 ECK1674 ynhG conserved protein 88 613.3670 2 1224.7194 0.0005 51.69 R L 0

9182 QGILLADAK JW2539 ECK2552 yfhG conserved protein 29 464.7767 2 927.5388 -0.0001 31.56 K I 0

9183 QGIQGQGSFQAQWQESHKR JW2049 ECK2058 asmA predicted assembly protein 49 734.0263 3 2199.0571 0.0002 29.94 K L 0

9184 QGIWIEKLEHNPGK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 65 824.9442 2 1647.8738 0.0006 38.33 R Y 0

9185 QGLEIISQCFDEAKQ 57.021465@C:9 JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 78 883.4253 2 1764.8360 0.0008 50.56 R - 0

9186 QGLITLQDDELHINPAHSR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 80 1079.0565 2 2156.0984 0.0011 44.43 R T 0

9187 QGLLTVEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 44 444.2632 2 886.5118 -0.0005 29.18 K K 0

9188 QGLLTVEKK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 22 339.2098 3 1014.6076 0.0004 23.31 K G 0

9189 QGMPVTVQFGDEAGHE JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 83 851.3812 2 1700.7478 0.0014 43.96 R - 0

9190 QGMWLNADQQSR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 51 717.3329 2 1432.6512 -0.0005 36.72 K V 0

9191 QGNALGWATAGGSGFR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 115 775.3785 2 1548.7424 -0.0008 45.37 R G 0

9192 QGNEFGATTGR JW4135 ECK4173 purA adenylosuccinate synthetase 53 569.2679 2 1136.5212 0.0001 21.91 K R 0

9193 QGNEFGATTGRR JW4135 ECK4173 purA adenylosuccinate synthetase 19 431.8806 3 1292.6200 -0.0023 19.19 K R 0

9194 QGNLYAGDTQNTNSDSYTR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 89 1052.9633 2 2103.9120 0.0028 28.39 R S 0

9195 QGNNVTLQGVNDK JW5535 ECK3180 yrbB predicted protein 14 462.9030 3 1385.6872 -0.0028 44.32 K V 0

9196 QGPQIVVGTPGR JW5531 ECK3150 deaD ATP-dependent RNA helicase 53 604.8410 2 1207.6674 0.0001 30.89 R L 0

9197 QGQEIIAGNFR JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 21 616.8226 2 1231.6306 -0.0002 33.89 R A 0

9198 QGQPIGLGEASNDTWITTK JW3119 ECK3138 yraP predicted protein 43 1008.5052 2 2014.9958 -0.0002 47.02 R V 0

9199 QGQVATVLSAPAK JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 95 635.3610 2 1268.7074 -0.0014 30.51 R I 0

9200 QGSPLSLTLIPESKPGNGK JW0171 ECK0175 yaeL zinc metallopeptidase 61 641.6893 3 1922.0461 -0.0013 44.68 R A 0

9201 QGTKDAAR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 17 423.7252 2 845.4358 0.0004 27.11 R L 0

9202 QGVAMVQQDPVVLADTFLANVTLGR 15.994915@M:5 JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 33 886.8030 3 2657.3872 0.0024 78.47 R D 0

9203 QGVDLNSIEWAHH JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 34 502.5747 3 1504.7023 -0.0037 44.11 K - 0

9204 QGVIIPTANVR JW0938 ECK0946 ycbZ predicted peptidase 40 584.3457 2 1166.6768 -0.0003 36.81 K H 0

9205 QGVLEEFGVTMIGATADAIDKAEDR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 95 879.4337 3 2635.2793 -0.0007 75.45 R R 0

9206 QGVLEEFGVTMIGATADAIDKAEDRR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 56 698.8528 4 2791.3821 0.0011 71.98 R R 0

9207 QGVSALMALKPETATR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 35 558.3064 3 1671.8974 -0.0004 41.59 R L 0

9208 QGYPIGCK 57.021465@C:7 JW3270 ECK3295 rplE 50S ribosomal subunit protein L5 50 461.7261 2 921.4376 -0.0001 23.04 R V 0

9209 QGYWGYYLPDQDHGPEHSEFVDFFATYK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 26 849.8787 4 3395.4857 0.0022 64.46 R A 0

9210 QHAAMEKEQWNDTR JW1575 ECK1578 ynfB predicted protein 70 872.3971 2 1742.7796 0.0002 20.99 R N 0

9211 QHELQLR JW4180 ECK4217 ytfN conserved protein 15 462.2565 2 922.4984 0.0001 17.41 K I 0

9212 QHGVHYGQGWLYSK JW5062 ECK0451 ylaB conserved inner membrane protein 20 553.9385 3 1658.7937 -0.0017 32.88 R A 0

9213 QHHYETIVMGASFR JW2448 ECK2459 talA transaldolase A 45 559.2719 3 1674.7939 0.0003 35.89 K R 0

9214 QHIAALGRPDFSSK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 67 763.9075 2 1525.8004 0.0004 28.68 R I 0

9215 QHPELEAGPQEFLAAGASFNQMVTALER JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 92 1014.4963 3 3040.4671 -0.0042 72.27 R M 0

9216 QHPIFER JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 13 309.4993 3 925.4761 -0.0009 24.11 K E 0

9217 QHVPVFVTDEMVGHK JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 37 574.9593 3 1721.8561 0.0000 37.17 R L 0

9218 QIAENPILLYMK JW1646 ECK1650 ydhD conserved protein 17 716.8968 2 1431.7790 -0.0004 55.25 R G 0

9219 QIAMGVDGANEVYNEIR JW3119 ECK3138 yraP predicted protein 117 939.9547 2 1877.8948 0.0007 49.29 K Q 0

9220 QIASLGIYPAVDPLDSTSR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 70 1002.0260 2 2002.0374 0.0003 56.84 R Q 0

9221 QIDAVLK JW3890 ECK3911 tpiA triosephosphate isomerase 23 393.7396 2 785.4646 0.0000 28.11 R T 0

9222 QIDQPLHLGITEAGGAR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 64 592.6506 3 1774.9300 -0.0028 40.37 K S 0

9223 QIEALQQK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 44 479.2716 2 956.5286 -0.0004 22.59 K G 0

9224 QIEDAGLR JW2751 ECK2774 pyrG CTP synthetase 63 451.2407 2 900.4668 0.0004 23.74 K V 0

9225 QIEDLTR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 19 437.7353 2 873.4560 0.0004 25.34 K E 0

9226 QIEEISAAFER JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 72 646.8278 2 1291.6410 0.0003 43.74 R A 0

9227 QIELNIGK JW4299 ECK4327 yjiN conserved inner membrane protein 33 457.7687 2 913.5228 -0.0004 34.18 R D 0

9228 QIELNIGKDLQFIR JW4299 ECK4327 yjiN conserved inner membrane protein 42 562.9888 3 1685.9446 -0.0019 55.37 R V 0

9229 QIGALEK JW5701 ECK3346 yhfK conserved inner membrane protein 16 379.7240 2 757.4334 0.0000 22.89 K I 0

9230 QIGIYSPNGQQYTPQDR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 90 982.9769 2 1963.9392 0.0005 38.51 R E 0

9231 QIGNVELPQEAFLAILHVGK JW2553 ECK2567 lepA GTP binding membrane protein 19 726.0761 3 2175.2065 0.0012 69.93 K D 0

9232 QIGNVELPQEAFLAILHVGKDNK JW2553 ECK2567 lepA GTP binding membrane protein 57 634.0995 4 2532.3689 -0.0010 64.24 K - 0

9233 QIGTEDFAR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 41 518.7550 2 1035.4954 -0.0030 29.20 R T 0

9234 QIHQADGQPLTAEQNR JW4120 ECK4155 yjeP predicted mechanosensitive channel 39 602.6345 3 1804.8817 0.0001 21.82 R I 0

9235 QIILLTGNDSER JW5878 ECK2532 csiE stationary phase inducible protein 66 679.8674 2 1357.7202 0.0001 40.17 K E 0

9236 QIILLTGNDSEREAQIEQQLR JW5878 ECK2532 csiE stationary phase inducible protein 44 818.7691 3 2453.2855 -0.0021 49.47 K E 0

9237 QIKGEVETIALEQLVGR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 72 942.0337 2 1882.0528 0.0005 51.76 R V 0

9238 QILDHIMLGDNNTDLPAENPAVAAAEDH JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 75 995.4740 3 2983.4002 0.0019 55.34 R - 0

9239 QILDLLTAPVYEPWIDLR JW2161 ECK2167 yeiR predicted enzyme 19 1078.0936 2 2154.1726 0.0002 78.51 K A 0

9240 QILDRLNK JW5571 ECK3864 bipA GTP-binding protein 27 500.3009 2 998.5872 0.0000 27.74 R E 0

9241 QILLDTYYGR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 66 621.3298 2 1240.6450 -0.0002 44.40 K D 0

9242 QILLDTYYGRDYVEGETAAK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 71 1153.0718 2 2304.1290 0.0016 46.75 K K 0

9243 QILLDTYYGRDYVEGETAAKK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 56 811.7477 3 2432.2213 -0.0010 43.40 K E 0

9244 QILPDWLTIEEHPHLLK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 16 521.2900 4 2081.1309 0.0000 57.21 K G 0

9245 QILPEANSQIVGFR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 81 786.4309 2 1570.8472 0.0005 47.54 R Y 0

9246 QILTAEAVEFLTELVTHFTPQR JW3974 ECK4006 aceB malate synthase A 39 848.4554 3 2542.3444 0.0012 80.45 K N 0

9247 QILTNIIQSEDR JW2891 ECK2920 mscS mechanosensitive channel 62 715.3857 2 1428.7568 -0.0004 44.37 K I 0

9248 QINADNVHNLK JW0120 ECK0123 gcd glucose dehydrogenase 70 633.3331 2 1264.6516 -0.0008 22.28 K E 0

9249 QINADNVHNLKEAWVFR JW0120 ECK0123 gcd glucose dehydrogenase 32 685.3581 3 2053.0525 0.0033 44.40 K T 0

9250 QINLPTEVSEAIYNR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 31 873.9545 2 1745.8944 -0.0003 54.22 K M 0

9251 QINNHNANEAINHGFALVTEER JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 21 623.5570 4 2490.1989 -0.0012 43.61 K R 0

9252 QIPAEQVFPGAQGLLEGLTK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 72 699.3849 3 2095.1329 0.0015 65.99 R T 0

9253 QIPIAVR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 26 398.7555 2 795.4964 -0.0002 29.56 R Q 0

9254 QIPVDICNHALLVGYGR 57.021465@C:7 JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 16 642.3392 3 1923.9958 -0.0032 48.48 K V 0

9255 QISDALR JW3965 ECK3993 yjaH conserved protein 17 401.7245 2 801.4344 0.0001 24.75 R Q 0

9256 QISDDVVALTAK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 66 630.3470 2 1258.6794 0.0025 42.33 K Y 0

9257 QISLLLR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 37 421.7766 2 841.5386 0.0001 42.40 R R 0

9258 QITGNYYPELAALNVENFK JW5503 ECK3026 tolC transport channel 64 728.7049 3 2183.0929 0.0029 61.94 R T 0

9259 QITGNYYPELAALNVENFKTDKPQPVNALLK JW5503 ECK3026 tolC transport channel 42 1163.6198 3 3487.8376 0.0024 59.15 R E 0

9260 QITGSQTVSGTWK JW5760 ECK4255 yjgQ conserved inner membrane protein 54 696.8593 2 1391.7040 -0.0005 30.44 K T 0

9261 QITQELEQAK JW4120 ECK4155 yjeP predicted mechanosensitive channel 44 594.3169 2 1186.6192 -0.0001 28.75 K A 0

9262 QIVLNCGEEPSVVANTVK 57.021465@C:6 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 96 979.0063 2 1955.9980 -0.0005 43.03 R G 0

9263 QIYEHGVPQAPLAVTGETEK JW5625 ECK3691 gyrB DNA gyrase, subunit B 23 723.0393 3 2166.0961 0.0005 38.05 R T 0

9264 QKAQEIQQAYELIK JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 32 563.9773 3 1688.9101 0.0005 39.69 K Q 0

9265 QKEIADGLASAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 72 694.3616 2 1386.7086 -0.0017 26.86 R A 0

9266 QKFGINENMTHVEK JW1327 ECK1329 uspE stress-induced protein 23 419.4621 4 1673.8193 -0.0003 29.35 R G 0

9267 QKLAGDLETLR JW0172 ECK0176 yaeT conserved protein 64 415.2379 3 1242.6919 -0.0012 32.14 K S 0

9268 QKLESQISTLYGGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 82 790.4256 2 1578.8366 0.0001 36.21 R L 0

9269 QKLHGYLPSR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 30 599.8381 2 1197.6616 -0.0001 24.13 R Q 0

9270 QKQETGWR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 21 516.7648 2 1031.5150 0.0003 16.39 R S 0

9271 QKVALPPDAVLTVTLSDASLADAPSK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 77 1304.2167 2 2606.4188 0.0021 57.09 R V 0

9272 QKVALPPDAVLTVTLSDASLADAPSKVLAQK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 29 1049.5936 3 3145.7590 -0.0008 60.28 R A 0

9273 QKVDLSTFSDEEVMR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 94 892.4296 2 1782.8446 -0.0011 42.84 R L 0

9274 QKVPAKPVNCMGLTFK 57.021465@C:10 JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 18 606.6641 3 1816.9705 0.0014 32.87 R N 0

9275 QKVTDVEGK JW3302 ECK3327 fusA protein chain elongation factor EF-G 26 502.2747 2 1002.5348 0.0003 16.29 R H 0

9276 QLADAGVR JW3361 ECK3385 yrfF predicted inner membrane protein 47 415.2298 2 828.4450 -0.0003 20.16 K V 0

9277 QLADSYSK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 16 456.2267 2 910.4388 -0.0007 20.77 R N 0

9278 QLAEDPFNNWVALNK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 79 879.9441 2 1757.8736 -0.0001 56.75 K K 0

9279 QLAEDPFNNWVALNKK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 37 943.9914 2 1885.9682 -0.0004 50.78 K G 0

9280 QLAELPR JW2002 ECK2015 hisD bifunctional histidinal dehydrogenase -!- histidinol dehydrogenase 17 413.7427 2 825.4708 0.0000 31.15 R A JW3163

9281 QLAFNMLPLLPDSEGSVR JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 55 994.0202 2 1986.0258 0.0015 66.62 R E 0

9282 QLAFNMLPLLPDSEGSVREER JW2316 ECK2313 usg predicted semialdehyde dehydrogenase 51 801.0782 3 2400.2128 0.0021 60.30 R R 0

9283 QLAGVNQVQVLFATEK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 55 872.9835 2 1743.9524 0.0005 54.41 R L 0

9284 QLAHDGHELVYVPCHR 57.021465@C:14 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 58 644.3159 3 1929.9259 -0.0011 30.15 R S 0

9285 QLAHGDFGPSFK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 50 652.3248 2 1302.6350 -0.0007 32.40 K Y 0

9286 QLANQADVLVR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 41 613.8459 2 1225.6772 -0.0007 34.03 K L 0

9287 QLAYVNQR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 28 496.2694 2 990.5242 -0.0005 23.92 R L 0

9288 QLDEVQQK JW3775 ECK3797 hemX uroporphyrinogen III methylase 36 494.2583 2 986.5020 -0.0013 19.63 K V 0

9289 QLDFLAR JW0860 ECK0867 ybjD conserved protein with nucleoside triphosphate hydrolase domain 31 431.7427 2 861.4708 0.0000 41.16 R E 0

9290 QLDGVLSSAR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 39 523.2854 2 1044.5562 -0.0001 32.66 R A 0

9291 QLDKLNSLLDGALK JW2889 ECK2918 yggE conserved protein 61 764.4409 2 1526.8672 0.0004 51.46 R A 0

9292 QLDNNLANISSR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 59 672.8465 2 1343.6784 -0.0010 33.53 K W 0

9293 QLDPLVVGQEHYDTAR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 52 614.3114 3 1839.9124 0.0009 39.04 R G 0

9294 QLDVFLDPNDPK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 40 700.8562 2 1399.6978 -0.0005 47.27 R V 0

9295 QLEAATQLEGK JW2573 ECK2590 clpB protein disaggregation chaperone 49 594.3173 2 1186.6200 0.0007 29.14 K T 0

9296 QLEEQGYGWLTEQQ JW1672 ECK1678 sufC component of SufBCD complex, ATP-binding component of ABC superfamily 48 854.8951 2 1707.7756 0.0017 51.74 K - 0

9297 QLENWGATCITPDER 57.021465@C:9 JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 106 895.4122 2 1788.8098 -0.0002 41.66 R L 0

9298 QLEQEQMK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 38 517.2528 2 1032.4910 0.0001 20.27 K Q 0

9299 QLETLAEQVGVDFFPSDVGQKPVDIVNAALK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 86 1109.9209 3 3326.7409 0.0012 70.17 K E 0

71



9300 QLGEDPWVAIAK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 82 663.8565 2 1325.6984 0.0006 49.68 K R 0

9301 QLGEDPWVAIAKR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 40 494.9393 3 1481.7961 -0.0028 44.09 K Y 0

9302 QLGLTLPVIGVTANALAEEK JW5917 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 58 1019.0841 2 2036.1536 0.0019 65.48 R Q 0

9303 QLGYNVFKG JW0474 ECK0479 ybaS predicted glutaminase 17 513.2744 2 1024.5342 0.0001 38.47 K - 0

9304 QLHKFGGSSLADVK JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 13 743.9062 2 1485.7978 0.0038 36.16 R C 0

9305 QLHPKPEDESR JW3361 ECK3385 yrfF predicted inner membrane protein 57 668.3359 2 1334.6572 -0.0006 14.28 R V 0

9306 QLHSYGYK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 20 332.5029 3 994.4869 -0.0002 19.58 K G 0

9307 QLIDGIAHELR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 35 422.2386 3 1263.6940 0.0005 42.93 K T 0

9308 QLINTVHVDMLIVPLRDEEE JW3462 ECK3480 uspA universal stress global response regulator 45 788.4146 3 2362.2220 0.0017 59.18 R - 0

9309 QLIQVNPDILMR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 52 720.4060 2 1438.7974 0.0008 53.92 R L 0

9310 QLKPQEAQHLLDYR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 15 435.4860 4 1737.9149 -0.0015 35.85 R C 0

9311 QLLAAVGQSR JW0232 ECK0243 proB gamma-glutamate kinase 32 521.8033 2 1041.5920 -0.0011 30.20 K L 0

9312 QLLAEVQSICPPGVTIMNVR 57.021465@C:10 JW2027 ECK2036 galF predicted subunit with GalU 91 1113.0931 2 2224.1716 0.0008 60.26 R Q 0

9313 QLLDEVQSICPPHVTIMQVR 57.021465@C:10 JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 53 788.4125 3 2362.2157 0.0018 56.30 R Q 0

9314 QLLEEAFGGVKE JW4312 ECK4339 hsdM DNA methylase M 69 660.3455 2 1318.6764 -0.0004 46.35 R - 0

9315 QLLEEESR JW3070 ECK3090 yqjE conserved inner membrane protein 34 502.2559 2 1002.4972 -0.0009 24.17 R E 0

9316 QLLEEESREQ JW3070 ECK3090 yqjE conserved inner membrane protein 48 630.8071 2 1259.5996 0.0004 13.11 R - 0

9317 QLLEQMQADMR JW3904 ECK3925 ftsN essential cell division protein 73 681.8283 2 1361.6420 -0.0010 43.31 R Q 0

9318 QLLEYDDVANDQR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 27 789.8737 2 1577.7328 0.0007 38.47 K R 0

9319 QLLEYDDVANDQRR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 13 578.9517 3 1733.8333 -0.0001 34.29 K A 0

9320 QLLGASSDR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 26 473.7523 2 945.4900 0.0021 23.00 R L 0

9321 QLLGASSDRLQENSLFDIVNTIR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 29 863.7926 3 2588.3560 0.0003 63.65 R Q 0

9322 QLLNNHHDLK JW1990 ECK2002 yeeA conserved inner membrane protein 29 411.2224 3 1230.6454 -0.0016 21.00 R V 0

9323 QLLTDNMDILHAMK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 48 548.2814 3 1641.8224 0.0005 52.73 R D 0

9324 QLLTDNMDILHAMKDALMK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 64 734.3763 3 2200.1071 0.0018 64.66 R Y 0

9325 QLLTDNMDILHAMKDALMKYETIDAPQIDDLMAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 13 1311.6475 3 3931.9207 0.0017 77.96 R R 0

9326 QLMEQCAK 57.021465@C:6 JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 19 504.2358 2 1006.4570 -0.0006 20.52 R D 0

9327 QLNAVNR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 28 407.7301 2 813.4456 0.0000 18.70 R H 0

9328 QLNQVEILGK JW1117 ECK1117 purB adenylosuccinate lyase 25 571.3329 2 1140.6512 0.0008 37.26 R I 0

9329 QLNVFEGER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 49 546.2781 2 1090.5416 0.0009 35.57 R V 0

9330 QLNVFEGERVER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 40 738.3834 2 1474.7522 -0.0006 34.11 R G 0

9331 QLNVFEGERVERGDVISDGPEAPHDILR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 45 1049.8658 3 3146.5756 0.0011 46.76 R L 0

9332 QLPCPAELLR 57.021465@C:4 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 16 598.8265 2 1195.6384 0.0002 49.56 K L 0

9333 QLPDKAIDLIDEAASSIR JW2573 ECK2590 clpB protein disaggregation chaperone 59 978.0260 2 1954.0374 0.0004 63.10 R M 0

9334 QLPLNFYQIQTK JW0190 ECK0194 proS prolyl-tRNA synthetase 56 746.9112 2 1491.8078 -0.0007 50.05 K F 0

9335 QLQANIEVQK JW2660 ECK2679 emrA multidrug efflux system 38 585.8272 2 1169.6398 -0.0005 27.50 K I 0

9336 QLQNVAAQDVSAFSQIVAVSPK JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 89 1150.6168 2 2299.2190 0.0018 61.18 R M 0

9337 QLQQNATQAEVNR JW2460 ECK2471 ypfJ conserved protein 92 750.3822 2 1498.7498 0.0011 21.39 R L 0

9338 QLSELIYSR JW2101 ECK2107 metG methionyl-tRNA synthetase 52 554.8033 2 1107.5920 -0.0003 39.30 R L 0

9339 QLSFFWRPEEVDVSR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 30 632.3199 3 1893.9379 0.0007 54.94 K D 0

9340 QLSGGELRR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 17 339.1928 3 1014.5566 -0.0005 19.43 R L 0

9341 QLSGLSGVVMGYTPN JW5378 ECK2308 dedD conserved protein 27 761.8824 2 1521.7502 0.0005 55.05 K - 0

9342 QLSLLLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 47 421.7766 2 841.5386 0.0001 43.42 R A 0

9343 QLSQEGGSLK JW0324 ECK0330 prpC 2-methylcitrate synthase 49 523.7771 2 1045.5396 -0.0007 21.25 K M 0

9344 QLSTEPSLR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 42 515.7794 2 1029.5442 -0.0013 26.79 K S 0

9345 QLTATGFWPLYR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 68 726.8852 2 1451.7558 -0.0003 57.97 R F 0

9346 QLTEELR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 38 444.7433 2 887.4720 0.0008 25.69 R C 0

9347 QLVHLKPADVYSPEAAAK JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 70 646.3543 3 1936.0411 -0.0006 35.12 K V 0

9348 QLYNAPTIVER JW2751 ECK2774 pyrG CTP synthetase 57 652.3529 2 1302.6912 -0.0019 36.60 R H 0

9349 QLYQHMAK JW5539 ECK3222 yhcB conserved protein 36 509.7610 2 1017.5074 0.0009 19.03 R S 0

9350 QLYTGYEK JW0710 ECK0709 gltA citrate synthase 30 501.2509 2 1000.4872 0.0007 26.13 R R 0

9351 QLYTGYEKR JW0710 ECK0709 gltA citrate synthase 58 579.3014 2 1156.5882 0.0007 22.54 R D 0

9352 QLYWPFTGEK JW4180 ECK4217 ytfN conserved protein 20 634.8193 2 1267.6240 0.0003 54.87 K Q 0

9353 QMAMALAK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 40 432.2275 2 862.4404 0.0000 28.64 R E 0

9354 QMEFTVPGGAPITGFLHMPK JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 48 720.0336 3 2157.0790 0.0038 61.74 R G 0

9355 QMEGAWLGSDLVDQGK JW0172 ECK0176 yaeT conserved protein 81 867.4120 2 1732.8094 0.0005 50.57 R E 0

9356 QMEGAWLGSDLVDQGKER JW0172 ECK0176 yaeT conserved protein 98 1009.9839 2 2017.9532 0.0006 46.82 R L 0

9357 QMLGEEMK JW3974 ECK4006 aceB malate synthase A 40 483.2247 2 964.4348 -0.0009 27.39 R V 0

9358 QMLGEEMKVIASELGEER JW3974 ECK4006 aceB malate synthase A 37 683.6712 3 2047.9918 -0.0001 59.76 R F 0

9359 QMLNNAQR 15.994915@M:2 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 19 495.7432 2 989.4718 0.0007 13.95 K G 0

9360 QMLQEMGREPTPEELAER JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 56 715.3416 3 2143.0030 -0.0008 40.59 R M 0

9361 QMPALAGFAEQNISFTR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 71 940.9691 2 1879.9236 -0.0014 56.98 K H 0

9362 QMQFFGAR JW0886 ECK0894 pflB pyruvate formate lyase I 51 492.7395 2 983.4644 -0.0003 39.07 K A JW5522

9363 QMQMNAQAEK JW2577 ECK2593 yfiO predicted lipoprotein 50 589.7685 2 1177.5224 0.0005 19.70 R V 0

9364 QMQMNAQAEKVAK JW2577 ECK2593 yfiO predicted lipoprotein 34 492.9144 3 1475.7214 -0.0011 22.07 R I 0

9365 QMQVGGKDPLVPEENDKTTVIALR JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 52 660.3517 4 2637.3777 -0.0019 43.00 R E 0

9366 QMSLLER JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 35 438.7341 2 875.4536 0.0002 32.35 R L 0

9367 QMTELLDSEQR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 45 675.3220 2 1348.6294 0.0001 35.56 R Q 0

9368 QMTVNMGQISSNR JW5779 ECK4306 fimI fimbrial protein involved in type 1 pilus biosynthesis 76 733.3483 2 1464.6820 0.0007 34.94 K F 0

9369 QNASGVVTGLTIDTGNNQQVLFTR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 105 1267.1537 2 2532.2928 -0.0004 53.17 R Q 0

9370 QNGDGVGGSITYDYEGFGIGGAISSSK JW2203 ECK2207 ompC outer membrane porin protein C 66 879.4080 3 2635.2022 -0.0016 58.15 R R 0

9371 QNGDGVGGSITYDYEGFGIGGAISSSKR JW2203 ECK2207 ompC outer membrane porin protein C 86 931.4414 3 2791.3024 -0.0025 51.45 R T 0

9372 QNGISYSK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 17 448.7272 2 895.4398 0.0000 19.32 R F 0

9373 QNGISYSKFINGLKK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 38 848.9724 2 1695.9302 -0.0005 40.04 R A 0

9374 QNGVLISNGQGK JW5571 ECK3864 bipA GTP-binding protein 50 607.8276 2 1213.6406 -0.0008 23.68 R A 0

9375 QNLAQVER JW2449 ECK2460 tktB transketolase 2, thiamin-binding 53 479.2586 2 956.5026 -0.0013 22.12 R T 0

9376 QNLATFCQTWDDENVHK 57.021465@C:7 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 94 1053.4715 2 2104.9284 0.0011 41.62 R L JW3485

9377 QNLATFCQTWDDENVHKLMDLSINK 57.021465@C:7 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 75 1007.4802 3 3019.4188 0.0020 59.11 R N JW3485

9378 QNLATFCQTWDDENVHKLMDLSINK 57.021465@C:7 JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 13 755.8625 4 3019.4209 0.0042 58.40 R N JW3485

9379 QNLEASGVR JW0172 ECK0176 yaeT conserved protein 47 487.2567 2 972.4988 0.0001 20.42 K V 0

9380 QNLGIYR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 36 432.2406 2 862.4666 0.0006 27.36 R Q 0

9381 QNLLDIESLK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 43 586.8299 2 1171.6452 0.0004 49.70 R V 0

9382 QNLLDIESLKVDDLDIHAYR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 98 1185.6188 2 2369.2230 0.0004 58.22 R Y 0

9383 QNLNIDSVSEMR JW2274 ECK2273 nuoK NADH:ubiquinone oxidoreductase, membrane subunit K 76 703.3406 2 1404.6666 -0.0001 40.70 R G 0

9384 QNLNIDSVSEMRG JW2274 ECK2273 nuoK NADH:ubiquinone oxidoreductase, membrane subunit K 62 731.8510 2 1461.6874 -0.0007 40.39 R - 0

9385 QNNMTLDQMR JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 36 625.7842 2 1249.5538 -0.0004 30.86 K S 0

9386 QNQLEQLAEQYDELKHEFEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 26 840.4067 3 2518.1983 0.0008 61.18 K K 0

9387 QNTFFVTNSGVQNR JW0755 ECK0761 ybhC predicted pectinesterase 61 806.3975 2 1610.7804 0.0004 37.29 R L 0

9388 QNVLLVPQEGVTHNAQGK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 77 966.5186 2 1931.0226 0.0002 34.21 R A 0

9389 QNWLDVIR JW4340 ECK4369 yjjU predicted esterase 18 522.2861 2 1042.5576 0.0016 51.49 K A 0

9390 QNYSVSHNGR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 20 387.8513 3 1160.5321 -0.0002 16.30 R W 0

9391 QPALGYLN JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 47 438.2348 2 874.4550 0.0003 39.61 K - 0

9392 QPAWGYISALDLK JW0120 ECK0123 gcd glucose dehydrogenase 88 731.3902 2 1460.7658 -0.0004 57.16 K T 0

9393 QPDAMTHPDGMQIK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 14 523.5768 3 1567.7086 -0.0036 28.72 K I 0

9394 QPDGSFIR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 32 460.2354 2 918.4562 0.0003 26.92 R A 0

9395 QPEVKEEKPEFDPILLRPVDDLELTVR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 27 1068.9105 3 3203.7097 0.0020 57.73 R S 0

9396 QPGAQSSEQTTLPSGLQIGTGVRPVATER JW1065 ECK1063 flgG flagellar component of cell-distal portion of basal-body rod 101 989.1826 3 2964.5260 -0.0007 43.05 R L 0

9397 QPGEAQVLLVWR JW0772 ECK0778 ybhO cardiolipin synthase 2 40 698.3908 2 1394.7670 0.0001 52.54 R D 0

9398 QPGLDFQSAK JW3262 ECK3287 secY preprotein translocase membrane subunit 24 545.7803 2 1089.5460 0.0006 32.02 K G 0

9399 QPIGVTAAITPWNFPAAMITR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 69 1128.1042 2 2254.1938 0.0006 68.23 K K 0

9400 QPIVDEGSNAAFDIVYSDAQGVKK JW2504 ECK2516 yfhM conserved protein 54 851.0947 3 2550.2623 0.0022 52.79 K A 0

9401 QPLELVDMVEK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 43 650.8438 2 1299.6730 -0.0014 50.76 R L 0

9402 QPLELVDMVEKLDLYITVK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 54 749.4176 3 2245.2310 0.0032 78.05 R G 0

9403 QPLVFPETLPLLPALEQFR JW5336 ECK2057 yegH fused predicted membrane proteins 64 1104.6264 2 2207.2382 0.0029 77.22 R N 0

9404 QPNDPGEITNEVTPIK JW0120 ECK0123 gcd glucose dehydrogenase 19 876.4446 2 1750.8746 0.0010 38.60 K V 0

9405 QPNDPGEITNEVTPIKVGDTLYLCTAHQR 57.021465@C:24 JW0120 ECK0123 gcd glucose dehydrogenase 70 1089.5418 3 3265.6036 -0.0002 52.51 K L 0

9406 QPNFTEKLELPSLQDFGALLEEQSK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 46 954.4911 3 2860.4515 0.0020 71.46 R E 0

9407 QPNGQVWSPQNDDRR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 64 599.6187 3 1795.8343 -0.0008 25.64 R Y 0

9408 QPQDIDTMFTFSMEGNNQPTAHR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 64 889.0643 3 2664.1711 0.0012 52.88 R S 0

9409 QPSQEELSIAR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 36 629.3253 2 1256.6360 0.0000 29.44 R Y 0

9410 QPVASFEQALDWLVK JW5625 ECK3691 gyrB DNA gyrase, subunit B 50 865.9602 2 1729.9058 0.0020 72.82 R E 0

9411 QPVIAHLIR JW3490 ECK3507 yhjD conserved inner membrane protein 32 349.5537 3 1045.6393 -0.0003 34.06 R A 0

9412 QPVYQLYTLLNR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 81 754.4173 2 1506.8200 0.0006 56.08 R A 0

9413 QQAEAELK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 24 458.7402 2 915.4658 -0.0002 19.18 R L 0

9414 QQAFALTEVVQR JW0907 ECK0915 mukB fused chromosome partitioning proteins 55 695.3780 2 1388.7414 0.0003 44.52 R R 0

9415 QQAQVEQVLKTEEEQFAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 52 721.0343 3 2160.0811 0.0001 48.95 R T 0

9416 QQASLEEQNNDALSPAIR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 24 992.4908 2 1982.9670 0.0013 35.91 R R 0

9417 QQASLEEQNNDALSPAIRR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 26 1070.5413 2 2139.0680 0.0013 31.52 R L 0

9418 QQAVIEPK JW3351 ECK3375 damX predicted protein 46 456.7605 2 911.5064 -0.0011 20.59 R K 0

9419 QQAVNQTATSDALANQLTALQK JW3775 ECK3797 hemX uroporphyrinogen III methylase 105 1157.6029 2 2313.1912 -0.0012 48.78 K A 0

9420 QQEVTPAGTSIR JW3432 ECK3451 yhhM conserved protein 43 643.8378 2 1285.6610 -0.0015 25.12 R Y 0

9421 QQGCTLQQVADASGMTK 57.021465@C:4 JW5800 ECK4382 nadR bifunctional DNA-binding transcriptional repressor -!- NMN adenylyltransferase 30 911.9248 2 1821.8350 0.0002 40.04 K G 0

9422 QQGSTESVLNLR JW0566 ECK0569 ybdG predicted mechanosensitive channel 58 666.3492 2 1330.6838 -0.0003 34.37 R R 0

9423 QQGVAFPNDFR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 25 639.8152 2 1277.6158 0.0006 39.73 R R 0

9424 QQGVAFPNDFRR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 24 478.9127 3 1433.7163 0.0000 34.42 R D 0

9425 QQHHVLQQQLELTTR JW2539 ECK2552 yfhG conserved protein 86 929.9984 2 1857.9822 0.0013 30.40 R K 0

9426 QQIEEATSDYDREK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 70 856.3922 2 1710.7698 0.0003 24.20 R L 0

9427 QQIEEATSDYDREKLQER JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 64 746.6922 3 2237.0548 -0.0012 28.40 R V 0

9428 QQILTEEQYLDALEEFGDEFDAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 70 1366.1308 2 2730.2470 -0.0078 72.52 R M 0

9429 QQINRTDVK JW5448 ECK2805 ygdI predicted protein 15 551.3040 2 1100.5934 -0.0003 16.32 K E 0

9430 QQLAAEQYK JW0907 ECK0915 mukB fused chromosome partitioning proteins 27 539.7793 2 1077.5440 -0.0013 22.92 R H 0
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9431 QQLGLSPQDSLGTR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 83 750.3940 2 1498.7734 -0.0005 36.86 K S 0

9432 QQLNDVAEAHELLR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 14 545.9529 3 1634.8369 -0.0007 38.61 R D 0

9433 QQLNLQFGTR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 39 602.8248 2 1203.6350 -0.0009 38.83 R D 0

9434 QQLNSLTK JW3927 ECK3946 yijP conserved inner membrane protein 35 466.2629 2 930.5112 -0.0021 22.54 R L 0

9435 QQLQEILSQAK JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 25 643.3594 2 1284.7042 0.0005 41.27 R R 0

9436 QQLYQDHQWMR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 24 511.5733 3 1531.6981 -0.0011 33.68 R D 0

9437 QQPGHEGVTQQTLTLTFNSSGVLTNIDNKPALSGN JW2598 ECK2613 smpA small membrane lipoprotein 92 1222.9513 3 3665.8321 0.0036 55.86 R - 0

9438 QQPTQLVEVPWNEQTPEQR JW3904 ECK3925 ftsN essential cell division protein 64 1154.0720 2 2306.1294 0.0004 48.00 R Q 0

9439 QQQALQYELEK JW5539 ECK3222 yhcB conserved protein 30 689.3542 2 1376.6938 0.0003 32.79 R N 0

9440 QQQALQYELEKNK JW5539 ECK3222 yhcB conserved protein 29 540.6175 3 1618.8307 -0.0007 28.87 R A 0

9441 QQQDLVNDALNVE JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 56 743.3626 2 1484.7106 0.0000 47.89 K - 0

9442 QQQLIVMEER JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 24 637.3320 2 1272.6494 -0.0001 36.20 R A 0

9443 QQQSTLNGSWVALLQTR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 111 965.5108 2 1929.0070 0.0002 57.66 R N 0

9444 QQTLLLPESAADITVQGDATLLR JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 72 1227.1663 2 2452.3180 0.0008 60.95 R M 0

9445 QQTQSATLEEAFINLLPQAQR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 55 1193.6220 2 2385.2294 0.0006 68.55 R Q 0

9446 QQVEGASAMGQMFR JW1606 ECK1609 ydgA conserved protein 67 770.3555 2 1538.6964 -0.0006 42.35 K L 0

9447 QQVMESLDQAGWR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 68 774.3668 2 1546.7190 -0.0007 43.74 R L 0

9448 QQVNVPLVADIHFDYR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 38 638.6671 3 1912.9795 0.0000 54.97 K I 0

9449 QQVTQTMNAGIVSSGEVTSTEPVR JW3630 ECK3645 yicH conserved protein 114 1260.1231 2 2518.2316 -0.0017 41.49 K - 0

9450 QQVWLPVESR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 26 621.3346 2 1240.6546 -0.0018 41.79 R D 0

9451 QQYWNALPLEK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 39 695.3624 2 1388.7102 0.0014 46.99 R A 0

9452 QRDYGNDPLPR JW2006 ECK2019 hisA N-(5'-phospho-L-ribosyl-formimino)-5-amino-1-(5'-phosphoribosyl)-4-imidazolecarboxamide isomerase 13 333.4180 4 1329.6429 0.0004 22.74 K L 0

9453 QREAEYKDWTIEQITR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 47 1033.5186 2 2065.0226 -0.0002 40.61 K E 0

9454 QRNPQLEELAR JW4350 ECK4379 ytjB conserved protein 43 677.3654 2 1352.7162 0.0003 26.88 R T 0

9455 QRPDAYDYAWLADALDR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 58 680.3256 3 2037.9550 0.0006 58.95 K L 0

9456 QRPELDVR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 20 338.1901 3 1011.5485 0.0023 21.92 R V 0

9457 QRPVNLDLQTIR JW0711 ECK0710 sdhC succinate dehydrogenase, membrane subunit, binds cytochrome b556 53 726.9176 2 1451.8206 -0.0001 35.98 K F 0

9458 QRYEAAKDEEFTLQEFLTTCR 57.021465@C:20 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 21 659.5674 4 2634.2405 0.0023 53.64 R Q 0

9459 QSAFLQAEAR JW0478 ECK0483 ybbK predicted protease, membrane anchored 82 560.7907 2 1119.5668 -0.0003 29.58 R E 0

9460 QSALDFHEFPVPGK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 64 786.3961 2 1570.7776 -0.0004 46.98 K I 0

9461 QSATGTKTDTPIQK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 28 738.3870 2 1474.7594 -0.0032 18.40 R V 0

9462 QSCEYDSHANPVDCQLIIVDEGVKPAVER 57.021465@C:3,57.021465@C:14 JW5258 ECK1580 ynfC predicted protein 37 832.8948 4 3327.5501 0.0003 47.09 K V 0

9463 QSDDLKPVFDQAFTK JW5655 ECK3541 yiaF conserved protein 76 869.9360 2 1737.8574 0.0001 44.30 K V 0

9464 QSGFLDPVNYR JW3474 ECK3490 slp outer membrane lipoprotein 47 648.3229 2 1294.6312 0.0007 44.97 R N 0

9465 QSILALGEPGTFMTQDVNIIQTQIEQR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 62 1010.8579 3 3029.5519 0.0026 71.38 R L 0

9466 QSITLPPHLDTGSSNFALHTFR JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 58 813.7521 3 2438.2345 0.0003 49.14 K G 0

9467 QSLDDLMNSSLYLMR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 104 893.4295 2 1784.8444 0.0008 66.14 K S 0

9468 QSLGGLIEAYEAVAR JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 106 788.9205 2 1575.8264 0.0008 62.40 R R 0

9469 QSLTLEELYQMFRDGADGVISR JW5186 ECK1187 dhaL dihydroxyacetone kinase, C-terminal domain 54 843.4213 3 2527.2421 0.0043 73.23 R G 0

9470 QSNPEDPESVLTEMAK JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 82 887.9118 2 1773.8090 -0.0001 50.97 R A 0

9471 QSNTLLIFINQIR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 81 780.4492 2 1558.8838 0.0008 64.11 K M 0

9472 QSNWLSGQHGEEGGSMR JW5736 ECK4138 yjeI conserved protein 24 620.6077 3 1858.8013 -0.0005 29.93 K G 0

9473 QSPFSFVLSFNPADVQPNAR JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 71 1111.0557 2 2220.0968 0.0005 68.76 K I 0

9474 QSPNTMSDMAAFEK 15.994915@M:6 JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 16 786.8371 2 1571.6596 0.0001 32.78 K L 0

9475 QSSDPYIMVR 15.994915@M:8 JW2343 ECK2340 vacJ predicted lipoprotein 70 606.2903 2 1210.5660 0.0008 28.78 R E 0

9476 QSSLMVESLVQK JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 96 674.8605 2 1347.7064 -0.0004 42.58 K L 0

9477 QSSMFDDHPASAER JW2903 ECK2931 yggG predicted peptidase 74 789.3352 2 1576.6558 -0.0017 26.19 R A 0

9478 QSTAAAAEIK JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 39 495.2668 2 988.5190 0.0001 19.46 R R 0

9479 QSTAAAAEIKR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 78 573.3172 2 1144.6198 -0.0002 18.25 R N 0

9480 QSTGTLLSR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 39 481.7668 2 961.5190 -0.0002 25.20 K I 0

9481 QSTPASQSGLMNIETR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 26 573.9489 3 1718.8249 -0.0008 36.74 R Y 0

9482 QSTWYMGLGTDIDTGLPMSLSMNVYAK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 58 993.8030 3 2978.3872 0.0009 71.73 R Y 0

9483 QSVDQPVQTGYK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 62 675.3382 2 1348.6618 -0.0004 24.84 R A 0

9484 QTAFSQYDRPQAR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 20 523.2587 3 1566.7543 0.0004 25.94 K R 0

9485 QTDEHLYIVVEDDGPGIPLSKR JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 24 621.0710 4 2480.2549 0.0001 46.56 R E 0

9486 QTDELTGLSSLVVLDSAER JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 106 1017.0240 2 2032.0334 0.0010 60.99 R T 0

9487 QTDKAILDSEDDAELAHH JW1718 ECK1727 ydjN predicted transporter 78 669.9792 3 2006.9158 -0.0023 31.28 K - 0

9488 QTDLEPGKYNVILGEQLASQLGVNR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 58 914.8196 3 2741.4370 0.0021 58.96 K G 0

9489 QTDLEPGKYNVILGEQLASQLGVNRGDQIR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 73 828.6894 4 3310.7285 0.0018 56.80 K V 0

9490 QTDLVEAMAK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 15 553.2817 2 1104.5488 0.0003 35.05 R T 0

9491 QTDLVEAMAKTGAVINVK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 14 630.0100 3 1887.0082 -0.0054 65.26 R K 0

9492 QTEDYITGR JW3703 ECK3718 pstB phosphate transporter subunit -!- ATP-binding component of ABC superfamily 43 541.7587 2 1081.5028 -0.0012 26.47 K Y 0

9493 QTEQALLK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 49 465.7665 2 929.5184 0.0002 24.01 K L 0

9494 QTFNDDYRIPVLIR JW0934 ECK0942 pqiB paraquat-inducible protein B 34 583.9811 3 1748.9215 0.0005 49.80 R I 0

9495 QTGCAMLCAANVQEAQDFALISQIATLK 57.021465@C:4,57.021465@C:8 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 83 1018.1690 3 3051.4852 0.0024 74.40 R S 0

9496 QTGVYVQDQAQWDK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 86 833.3972 2 1664.7798 0.0004 35.58 K V 0

9497 QTGVYVQDQAQWDKVLVTLGGR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 38 821.0996 3 2460.2770 0.0008 58.43 K Y 0

9498 QTHISLNGR JW3630 ECK3645 yicH conserved protein 40 513.2778 2 1024.5410 -0.0004 22.26 R G 0

9499 QTHQLMINSK JW2660 ECK2679 emrA multidrug efflux system 19 400.5447 3 1198.6123 -0.0005 20.40 R Q 0

9500 QTIGDSIIEPLR JW5897 ECK0819 yliA fused predicted peptide transport subunits -!- ATP-binding components of ABC superfamily 14 671.3724 2 1340.7302 0.0003 57.59 R V 0

9501 QTIQVIVGAK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 27 528.8250 2 1055.6354 0.0016 32.69 K A 0

9502 QTISVVPQR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 46 514.2985 2 1026.5824 0.0003 28.86 R V 0

9503 QTIVVDYSAPNVAK JW1865 ECK1877 argS arginyl-tRNA synthetase 52 752.9037 2 1503.7928 -0.0005 38.84 K E 0

9504 QTLAEVIEPR JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 65 578.3218 2 1154.6290 -0.0004 39.23 R Y 0

9505 QTLGHIL JW2385 ECK2384 glk glucokinase 21 391.2319 2 780.4492 -0.0002 34.66 R - 0

9506 QTLGQHDFSAGEGLYTHMK JW3722 ECK3738 asnA asparagine synthetase A 39 707.3336 3 2118.9790 -0.0003 38.74 R A 0

9507 QTLQAQLTR JW5505 ECK3033 yqiC conserved protein 45 529.8012 2 1057.5878 -0.0001 27.57 R L 0

9508 QTLTIGSTQIWVLPNPSGLSR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 39 1134.6210 2 2267.2274 0.0000 62.75 K V 0

9509 QTPEIGYMPGHLTWYFGEELKK JW1950 ECK1963 hchA Hsp31 molecular chaperone 13 875.4332 3 2623.2778 -0.0004 56.52 K M 0

9510 QTQAGLR JW1446 ECK1445 yncD predicted iron outer membrane transporter 17 387.2168 2 772.4190 0.0000 13.79 K Y 0

9511 QTTFNDMIK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 44 549.2685 2 1096.5224 0.0002 35.81 R I 0

9512 QTTTPGTGYVEDGYDQR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 43 944.4213 2 1886.8280 -0.0002 32.63 K N 0

9513 QTTTYGFSEDADVR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 31 795.3577 2 1588.7008 0.0004 35.63 R V 0

9514 QTVAAYIAK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 25 482.7763 2 963.5380 -0.0008 29.30 K T 0

9515 QTVYAFLGDGEMDEPESK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 112 1008.4494 2 2014.8842 0.0013 50.52 K G 0

9516 QTYCGPIGAEYMHITSTEEKR 57.021465@C:4 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 49 618.5385 4 2470.1249 -0.0007 41.28 K W 0

9517 QTYPDLEIVVPLVNAK JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 21 900.0017 2 1797.9888 0.0013 61.09 R R 0

9518 QVADNPGGAYNPLFLYGGTGLGK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 94 1155.0831 2 2308.1516 0.0029 57.59 R T 0

9519 QVADVILQDPAVQSLTSFVGVDGTNPSLNSAR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 41 1100.2357 3 3297.6853 0.0011 70.99 R L 0

9520 QVAILAVAGAEK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 74 585.3480 2 1168.6814 -0.0001 40.52 K I 0

9521 QVAIPDIADLTSEQFQK JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 36 951.9935 2 1901.9724 -0.0011 60.09 K T 0

9522 QVASFPR JW5100 ECK0729 tolB periplasmic protein 40 402.7216 2 803.4286 -0.0003 24.90 R H 0

9523 QVDRTELK JW2553 ECK2567 lepA GTP binding membrane protein 13 494.7750 2 987.5354 0.0006 17.46 K C 0

9524 QVEALVEASKEEVK JW2101 ECK2107 metG methionyl-tRNA synthetase 52 520.2818 3 1557.8236 -0.0015 32.92 R A 0

9525 QVELTLVGSSTELDK JW1877 ECK1889 cheA fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 49 809.9301 2 1617.8456 -0.0005 47.23 K S 0

9526 QVGSNIKPFLYTAAMDK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 62 628.3295 3 1881.9667 0.0008 46.16 R G 0

9527 QVGVPYIIVFLNK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 29 745.4432 2 1488.8718 0.0015 65.44 R C JW3943

9528 QVHASINPVETLFVVDAMTGQDAANTAK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 84 976.4908 3 2926.4506 0.0012 62.79 K A 0

9529 QVHESMPK JW5505 ECK3033 yqiC conserved protein 21 319.1600 3 954.4582 -0.0012 17.55 R G 0

9530 QVHSNSFMRPSPR JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 23 514.9244 3 1541.7514 -0.0006 22.49 K V 0

9531 QVIDASHAEGK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 59 577.7938 2 1153.5730 0.0004 19.41 K W 0

9532 QVIDDMATDATMFDVNKK JW1427 ECK1424 ydcL predicted lipoprotein 108 1021.4825 2 2040.9504 0.0009 49.26 K - 0

9533 QVIGQVAADLR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 58 585.3352 2 1168.6558 -0.0007 38.36 K A 0

9534 QVIQFIDLSLITK JW0797 ECK0801 dps Fe-binding and storage protein 113 759.4514 2 1516.8882 0.0018 64.96 R Q 0

9535 QVLGTHVSQK JW2667 ECK2692 alaS alanyl-tRNA synthetase 50 548.8089 2 1095.6032 -0.0005 18.53 R G 0

9536 QVLPMLYGPEGSANEVLQGYR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 73 1161.0843 2 2320.1540 0.0019 58.81 K E 0

9537 QVLTAMIK JW0325 ECK0331 prpD 2-methylcitrate dehydratase 36 452.2703 2 902.5260 0.0001 34.88 K A 0

9538 QVLTHGFTVDGQGR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 33 505.5950 3 1513.7632 -0.0007 31.47 R K 0

9539 QVMQSWADAEWFLNRPALAEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 73 1245.6166 2 2489.2186 0.0026 60.08 K L 0

9540 QVNLTER JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 31 430.2357 2 858.4568 0.0009 22.05 R G 0

9541 QVNPDMADYIK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 17 647.3107 2 1292.6068 -0.0002 39.81 R K 0

9542 QVPILQK JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 26 413.2635 2 824.5124 0.0004 29.34 K D 0

9543 QVPQAQHISLTNFLDSGLYTSLTER JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 25 940.1510 3 2817.4312 0.0014 64.34 R L 0

9544 QVQADLK JW3351 ECK3375 damX predicted protein 40 401.2266 2 800.4386 -0.0005 18.89 R - 0

9545 QVQDSFGKEAQER JW3809 ECK3826 rmuC predicted recombination limiting protein 36 507.9144 3 1520.7214 -0.0004 23.05 R H 0

9546 QVQGFEINGNTGSLTANPDCVINR 57.021465@C:20 JW3116 ECK3135 yraM conserved protein 113 1302.6268 2 2603.2390 -0.0007 48.16 R N 0

9547 QVQGSTPVQLNLENGK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 42 856.4518 2 1710.8890 -0.0011 36.93 K R 0

9548 QVQGSTPVQLNLENGKR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 83 934.5025 2 1866.9904 -0.0008 32.19 K Y 0

9549 QVQQPVMDR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 55 550.7793 2 1099.5440 -0.0004 22.41 K Y 0

9550 QVSDGVAHIHASFNNTIVTITDR JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 34 832.4261 3 2494.2565 0.0000 48.29 K Q 0

9551 QVSELAVDLVELLR JW5486 ECK2972 glcF glycolate oxidase iron-sulfur subunit 16 792.4537 2 1582.8928 -0.0001 76.29 R E 0

9552 QVSELAVDLVELLREEPLEK JW5486 ECK2972 glcF glycolate oxidase iron-sulfur subunit 40 770.4253 3 2308.2541 0.0015 73.83 R L 0

9553 QVSFNSIYMMADSGAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 121 888.9052 2 1775.7958 -0.0012 53.93 K G 0

9554 QVSGLSNEVIAK JW3719 ECK3734 gidA glucose-inhibited cell-division protein 20 622.8453 2 1243.6760 -0.0012 31.79 R L 0

9555 QVSTNLAWEHNR JW2904 ECK2932 speB agmatinase 35 485.5757 3 1453.7053 -0.0008 28.72 R F 0

9556 QVTDLRSELLDSR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 43 511.2741 3 1530.8005 0.0002 41.54 K F 0

9557 QVTLNVAPLMR JW4350 ECK4379 ytjB conserved protein 26 621.3558 2 1240.6970 0.0009 47.53 R T 0

9558 QVTNQIVR JW4220 ECK4256 yjgR predicted ATPase 32 479.2765 2 956.5384 -0.0018 21.86 R G 0

9559 QVVFQVNAAPGAATGGVK JW1061 ECK1059 flgC flagellar component of cell-proximal portion of basal-body rod 83 857.4683 2 1712.9220 0.0011 40.71 K V 0

9560 QVVVGLPDVR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 50 541.3218 2 1080.6290 -0.0001 42.46 R G 0

9561 QVWAGAIDTVGDKVLAK JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 29 590.9968 3 1769.9686 0.0008 47.49 K V 0
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9562 QVYGNANLYNK JW2640 ECK2659 ygaU predicted protein 20 642.3222 2 1282.6298 -0.0008 27.51 K I 0

9563 QWEGAFEGLTAGVNWR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 87 910.9398 2 1819.8650 0.0008 60.40 K I 0

9564 QWFWQPPK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 16 558.7849 2 1115.5552 -0.0001 50.09 K T 0

9565 QWIIDTPFQPELENAIR JW1692 ECK1700 pps phosphoenolpyruvate synthase 46 1035.5362 2 2069.0578 -0.0004 66.61 R E 0

9566 QWILGLPGDATDYK JW1200 ECK1197 lolB chaperone for lipoproteins 28 788.9045 2 1575.7944 0.0010 56.89 R L 0

9567 QWILGLPGDATDYKLDDQYR JW1200 ECK1197 lolB chaperone for lipoproteins 35 789.7258 3 2366.1556 0.0014 58.99 R L 0

9568 QWINNDHE JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 23 528.2301 2 1054.4456 -0.0011 25.57 R - 0

9569 QWVNLPLVLHGASGLSTK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 91 960.5383 2 1919.0620 -0.0008 55.46 R D 0

9570 QYAPMSVAQQSLVLFAAER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 126 1055.0444 2 2108.0742 0.0019 63.70 K G 0

9571 QYDDGSWQNTFK JW2539 ECK2552 yfhG conserved protein 56 744.8227 2 1487.6308 -0.0008 40.39 R Q 0

9572 QYDDRLLLPIPR JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 13 500.2843 3 1497.8311 0.0008 48.79 R L 0

9573 QYDINEAIALLK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 21 695.8831 2 1389.7516 0.0014 60.07 K E 0

9574 QYDINEAIALLKELATAK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 58 668.7057 3 2003.0953 0.0015 75.49 K F 0

9575 QYEVGVK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 40 411.7214 2 821.4282 -0.0001 22.94 K Y 0

9576 QYGEAFEKR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 39 564.2775 2 1126.5404 -0.0003 22.91 K H 0

9577 QYHHPLAIHLDHHTK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 16 616.3198 3 1845.9376 -0.0011 22.42 K F 0

9578 QYHHPLAIHLDHHTKFDDIAQK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 18 888.7860 3 2663.3362 0.0004 31.95 K V 0

9579 QYIAVMPGEYQGTVYVPAAPGGITLYGTGEKPIDVK JW0755 ECK0761 ybhC predicted pectinesterase 85 1261.6496 3 3781.9270 -0.0006 59.85 R I 0

9580 QYIEKDAALER JW2573 ECK2590 clpB protein disaggregation chaperone 25 445.9015 3 1334.6827 -0.0003 24.92 R R 0

9581 QYIEKDAALERR JW2573 ECK2590 clpB protein disaggregation chaperone 15 497.9356 3 1490.7850 0.0009 22.70 R F 0

9582 QYMAEVESGVYPGEEHSFH JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 69 732.6492 3 2194.9258 -0.0008 40.88 R - 0

9583 QYQALFNLEGVDLEFRDEALDAIAK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 37 956.8202 3 2867.4388 0.0047 70.07 K K 0

9584 QYQPFEYYGHPQAER JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 30 638.2919 3 1911.8539 -0.0001 36.13 R V 0

9585 QYTDEYLDNITPPFTK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 75 972.9654 2 1943.9162 0.0009 53.71 R A 0

9586 QYTTVVADTGDIAAMK JW0007 ECK0008 talB transaldolase B 112 842.4167 2 1682.8188 0.0003 43.26 R L 0

9587 QYTVQWANNVIVGHGSIGAGVDWQK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 79 909.7934 3 2726.3584 0.0019 54.50 K Q 0

9588 QYVAFASQR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 56 535.2742 2 1068.5338 -0.0013 28.68 R A 0

9589 QYVAYMEQNDR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 53 708.8139 2 1415.6132 -0.0007 31.23 K L 0

9590 QYVVGATLPVLLK JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 45 700.9292 2 1399.8438 -0.0001 54.29 R E 0

9591 QYVVISAGGHGSFGTK JW0120 ECK0123 gcd glucose dehydrogenase 87 804.4121 2 1606.8096 -0.0008 35.16 K M 0

9592 QYYMNQQR JW3927 ECK3946 yijP conserved inner membrane protein 53 565.7555 2 1129.4964 -0.0010 22.06 K T 0

9593 RAAGEAPAAPQVTAEDASASLAELLNAGLGGSDNE JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 100 1108.5381 3 3322.5925 0.0013 71.49 R - 0

9594 RAAPAVVNVYNR JW3204 ECK3224 degS serine endoprotease, periplasmic 51 665.3725 2 1328.7304 -0.0008 27.71 R G 0

9595 RAASEAVKDAALSCDQFFVNHR 57.021465@C:14 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 47 623.8078 4 2491.2021 -0.0004 40.96 K W 0

9596 RAATILAEQLEAFVDLR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 62 639.3586 3 1915.0540 0.0013 66.66 R D 0

9597 RADDALWR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 46 501.7592 2 1001.5038 -0.0004 27.93 R R 0

9598 RADDALWRR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 23 579.8109 2 1157.6072 0.0019 26.31 R T 0

9599 RADQIQWSAGIEPGDPR JW3975 ECK4007 aceA isocitrate lyase 52 948.4718 2 1894.9290 0.0004 39.55 R Y 0

9600 RAEAAPAATGGGIPGMLPWPK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 83 1024.5405 2 2047.0664 -0.0008 49.74 K V 0

9601 RAEDYLR JW3841 ECK3863 glnA glutamine synthetase 35 461.7397 2 921.4648 -0.0019 21.19 K S 0

9602 RAEITPANADTVTR JW0161 ECK0164 dapD 2,3,4,5-tetrahydropyridine-2-carboxylate N-succinyltransferase 49 505.6023 3 1513.7851 0.0000 23.84 R E 0

9603 RAEMLAELMR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 27 610.3179 2 1218.6212 0.0001 43.26 R F 0

9604 RAEMLQQANALDER JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 64 548.9417 3 1643.8033 -0.0015 31.07 R E 0

9605 RAENGEEPIKEHLLLTR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 53 669.0326 3 2004.0760 0.0007 32.10 R Y 0

9606 RAENMLWHK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 37 395.5378 3 1183.5916 -0.0005 23.42 K L 0

9607 RAENMLWHKLPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 50 761.9190 2 1521.8234 -0.0004 30.45 K S 0

9608 RAEQAIWPADALPGIRPQFASK JW2504 ECK2516 yfhM conserved protein 38 808.1043 3 2421.2911 -0.0005 50.21 R S 0

9609 RAFIEENALK JW5625 ECK3691 gyrB DNA gyrase, subunit B 43 595.8295 2 1189.6444 -0.0010 30.78 R A 0

9610 RAFSGIVAGNVK JW2766 ECK2790 ygdH conserved protein 26 406.9032 3 1217.6878 -0.0001 30.21 R E 0

9611 RAGAPFGPGANPMHGR JW0886 ECK0894 pflB pyruvate formate lyase I 41 531.6003 3 1591.7791 0.0001 25.60 R D 0

9612 RAGEITAMAHTR JW2876 ECK2903 pepP proline aminopeptidase P II 61 438.5631 3 1312.6675 0.0004 21.71 R A 0

9613 RAGGMGLILGR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 40 550.8212 2 1099.6278 -0.0005 36.33 K K 0

9614 RAIAEATEAGLLGK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 75 700.3980 2 1398.7814 -0.0016 33.87 R N 0

9615 RAILPQAAR JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 49 498.3087 2 994.6028 -0.0008 23.37 R V 0

9616 RAISIVTETR JW0662 ECK0664 nagC DNA-binding transcriptional dual regulator 23 573.3354 2 1144.6562 -0.0001 24.77 R N 0

9617 RAITDDIASLSAVSQVDYDGIILK JW3775 ECK3797 hemX uroporphyrinogen III methylase 69 1282.1864 2 2562.3582 0.0042 63.05 R L 0

9618 RALIVTDR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 48 472.2871 2 942.5596 -0.0014 23.56 K F 0

9619 RANDIALK JW4203 ECK4239 pyrI aspartate carbamoyltransferase, regulatory subunit 24 450.7670 2 899.5194 0.0007 19.02 K C 0

9620 RAPLAMR JW4026 ECK4058 yjcE predicted cation/proton antiporter 28 407.7393 2 813.4640 -0.0002 20.59 R L 0

9621 RAQAWQR JW3222 ECK3241 yhdH predicted oxidoreductase, Zn-dependent and NAD(P)-binding 19 458.2491 2 914.4836 0.0002 18.81 R L 0

9622 RAQMDGLEGYPVYTR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 26 585.9545 3 1754.8417 0.0006 37.66 K K 0

9623 RAQSVVDYLISK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 46 460.2612 3 1377.7618 0.0002 43.71 R G 0

9624 RAQSVVDYLISKGIPADK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 64 654.0331 3 1959.0775 -0.0016 50.17 R I 0

9625 RAQVAELAR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 48 507.2961 2 1012.5776 -0.0001 20.24 R A 0

9626 RATITLR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 15 415.7637 2 829.5128 -0.0006 16.50 K R 0

9627 RAVASVLMSK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 44 531.3103 2 1060.6060 -0.0002 27.93 K T 0

9628 RAVEGTPFECLK 57.021465@C:10 JW3948 ECK3976 rplJ 50S ribosomal subunit protein L10 60 703.8571 2 1405.6996 -0.0027 34.11 R D 0

9629 RAVGLPGDKVTYDPVSK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 30 601.3312 3 1800.9718 -0.0017 31.78 K E 0

9630 RAVGVLHLPLGDENR JW2504 ECK2516 yfhM conserved protein 33 549.3093 3 1644.9061 0.0001 39.51 K R 0

9631 RAVIESENSAERDQLLENLQEGMEVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 86 996.4966 3 2986.4680 0.0015 50.45 R G 0

9632 RAVQNAMR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 29 473.2558 2 944.4970 -0.0004 16.34 K L 0

9633 RAVYLHQR JW1327 ECK1329 uspE stress-induced protein 15 348.2016 3 1041.5830 -0.0002 18.36 R I 0

9634 RAWIVGK JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 14 415.2559 2 828.4972 0.0003 25.15 K E 0

9635 RAYILEAEGIR JW0478 ECK0483 ybbK predicted protease, membrane anchored 57 645.8629 2 1289.7112 0.0022 36.06 K Q 0

9636 RDDDSYDEDVEDDEGVGEVR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 82 1157.4653 2 2312.9160 0.0008 34.42 K V 0

9637 RDDTAVPLLAPNQDIYLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 61 690.7040 3 2069.0902 -0.0004 51.19 R E 0

9638 RDELHAQLSNNR JW0907 ECK0915 mukB fused chromosome partitioning proteins 34 484.9148 3 1451.7226 -0.0003 20.30 R S 0

9639 RDELLER JW0105 ECK0108 nadC quinolinate phosphoribosyltransferase 46 465.7529 2 929.4912 -0.0018 22.04 R I 0

9640 RDFMADISHELR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 60 497.2454 3 1488.7144 0.0000 44.83 R T 0

9641 RDFVAAVLPK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 28 558.3319 2 1114.6492 -0.0007 38.20 K G 0

9642 RDIDENR JW2309 ECK2306 purF amidophosphoribosyltransferase 18 459.2252 2 916.4358 -0.0003 23.19 K T 0

9643 RDLIVTIGK JW2504 ECK2516 yfhM conserved protein 34 507.8182 2 1013.6218 -0.0015 33.76 K E 0

9644 RDNADPSGLGNTLGWAWAWPLNR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 53 856.4229 3 2566.2469 0.0005 68.29 R R 0

9645 RDNADPSGLGNTLGWAWAWPLNRR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 35 681.5946 4 2722.3493 0.0018 63.16 R I 0

9646 RDNLTGSEQIFYSGFK JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 36 621.3075 3 1860.9007 0.0002 45.72 K E 0

9647 RDPASLTK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 19 444.2508 2 886.4870 -0.0001 17.43 R M 0

9648 RDPNVQMVPER JW3328 ECK3353 nirB nitrite reductase, large subunit, NAD(P)H-binding 13 447.5620 3 1339.6642 -0.0025 50.16 K E 0

9649 RDQTQGLQR JW5743 ECK4185 yjfO conserved protein 43 551.2915 2 1100.5684 -0.0002 15.79 R I 0

9650 RDTTLQHPR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 29 375.2033 3 1122.5881 -0.0013 14.18 K C 0

9651 REDVVVATK JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 49 508.7895 2 1015.5644 -0.0017 18.66 R V 0

9652 REEDGIVLIDQDKCR 57.021465@C:14 JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 44 615.9751 3 1844.9035 -0.0014 31.61 K G JW1462

9653 REEYGDMAEQK JW2767 ECK2791 sdaC predicted serine transporter 48 678.2985 2 1354.5824 0.0001 20.55 K C 0

9654 REFNVEANVGKPQVAYR JW3302 ECK3327 fusA protein chain elongation factor EF-G 45 659.6813 3 1976.0221 -0.0007 33.54 K E 0

9655 REGFELAVSRPK JW5571 ECK3864 bipA GTP-binding protein 30 463.5930 3 1387.7572 0.0000 28.96 R V 0

9656 REGRPSEGETLIAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 48 524.2808 3 1569.8206 -0.0018 23.83 R L 0

9657 REGTDLFLK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 26 539.7981 2 1077.5816 -0.0002 33.11 R S 0

9658 REISMSIK JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 40 482.2679 2 962.5212 -0.0006 25.02 R R 0

9659 REISMSIKR JW3260 ECK3285 rpsM 30S ribosomal subunit protein S13 51 373.8813 3 1118.6221 -0.0008 23.05 R L 0

9660 RELGSVNDFIVDGNR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 18 564.2885 3 1689.8437 0.0003 41.02 K I 0

9661 RELTSGER JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 13 474.2502 2 946.4858 0.0026 26.76 R A 0

9662 RELYEVER JW1913 ECK1927 yedD predicted protein 16 547.2842 2 1092.5538 -0.0024 25.43 K D 0

9663 REQLLEVGDFLK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 73 723.9013 2 1445.7880 0.0003 52.34 K K 0

9664 REQQLLAEAR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 59 607.3360 2 1212.6574 0.0000 23.72 K S 0

9665 REQVAALR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 39 471.7776 2 941.5406 0.0000 19.32 R Q 0

9666 RETLEMVVR JW1178 ECK1177 dadA D-amino acid dehydrogenase 50 566.8101 2 1131.6056 -0.0013 29.99 R D 0

9667 REWLETTGAYDRR JW3071 ECK3091 yqjK conserved protein 48 551.6096 3 1651.8070 0.0003 31.14 R W 0

9668 RFAEADAHYHSAPPSR JW1001 ECK1006 putP proline:sodium symporter 46 453.7190 4 1810.8469 -0.0028 21.61 K L 0

9669 RFAQAIHAK JW3975 ECK4007 aceA isocitrate lyase 46 347.8704 3 1040.5894 0.0014 19.20 R Y 0

9670 RFCLPNSR 57.021465@C:3 JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 23 525.2688 2 1048.5230 -0.0005 26.62 K V 0

9671 RFDETGHSQIMVEPVADVTAYGVVDCK 57.021465@C:26 JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 62 756.6113 4 3022.4161 -0.0002 49.83 R G 0

9672 RFDFLGEFPLEPVNGK JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 60 622.3249 3 1863.9529 0.0009 60.28 R S 0

9673 RFDGVLASELADPQLYK JW2101 ECK2107 metG methionyl-tRNA synthetase 14 641.3388 3 1920.9946 0.0002 52.91 K T 0

9674 RFDKVSNR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 19 511.2804 2 1020.5462 -0.0002 16.85 K M 0

9675 RFDSLYK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 22 464.7478 2 927.4810 -0.0004 26.72 K Q 0

9676 RFDVAMK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 25 433.7318 2 865.4490 0.0010 24.24 R K 0

9677 RFEEHLQHEAQER JW0600 ECK0601 uspG universal stress protein UP12 45 570.2767 3 1707.8083 0.0006 21.99 R L 0

9678 RFFGAAR JW3756 ECK3775 rho transcription termination factor 42 412.7298 2 823.4450 -0.0003 24.33 K N 0

9679 RFGIEPR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 33 437.7483 2 873.4820 0.0000 25.78 R V 0

9680 RFGLLGYEAATLEDVGR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 47 622.9954 3 1865.9644 0.0009 55.49 R E 0

9681 RFIQQGHK JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 24 507.2853 2 1012.5560 -0.0006 16.07 R V 0

9682 RFLSANQTLR JW5336 ECK2057 yegH fused predicted membrane proteins 18 603.3409 2 1204.6672 -0.0003 28.73 R Q 0

9683 RFMKEPQEVR JW5531 ECK3150 deaD ATP-dependent RNA helicase 28 440.5680 3 1318.6822 0.0004 22.36 R I 0

9684 RFMVANNAELER JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 64 483.9137 3 1448.7193 -0.0002 32.29 K S 0

9685 RFNHGAQPPVQSALDGK JW0229 ECK0240 frsA hydrolase, binds to enzyme IIA(Glc) 83 607.9830 3 1820.9272 -0.0011 27.00 R T 0

9686 RFPGSDVIIHQDPCSVVPR 57.021465@C:14 JW3886 ECK3907 fieF zinc transporter 41 727.0407 3 2178.1003 -0.0002 42.80 R E 0

9687 RFPLHEMR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 44 362.5273 3 1084.5601 0.0000 25.27 K D JW1488

9688 RFPLHEMRDDVAFQIINDELYLDGNAR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 88 1083.2034 3 3246.5884 0.0003 61.29 K Q JW1488

9689 RFQASDMVR JW2553 ECK2567 lepA GTP binding membrane protein 27 555.2790 2 1108.5434 -0.0014 27.67 K V 0

9690 RFQDEEVQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 60 603.7964 2 1205.5782 -0.0006 20.05 R D 0

9691 RFSLEGGDALIPMLK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 55 823.9503 2 1645.8860 -0.0001 56.66 K E 0

9692 RFTDLVK JW1823 ECK1833 yebT conserved protein 21 439.7583 2 877.5020 -0.0002 29.76 R K 0
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9693 RFTIDCSGVR 57.021465@C:6 JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 13 605.8036 2 1209.5926 0.0001 29.97 K R 0

9694 RGAPNCLLLADLPFMAYATPEQAFENAATVMR 57.021465@C:6 JW0130 ECK0133 panB 3-methyl-2-oxobutanoate hydroxymethyltransferase 113 1180.2475 3 3537.7207 0.0000 78.20 R A 0

9695 RGDAIFFVTGR JW4015 ECK4047 aphA acid phosphatase/phosphotransferase, class B, non-specific 34 619.8352 2 1237.6558 -0.0009 42.36 R S 0

9696 RGDDFITLNAEQAMQGAADILR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 90 1203.0967 2 2404.1788 -0.0016 67.70 R Q 0

9697 RGDIVVFK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 32 467.2792 2 932.5438 -0.0006 29.67 K Y 0

9698 RGDIVVFKYPEDPK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 29 554.9665 3 1661.8777 0.0000 36.11 K L 0

9699 RGDTLYR JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 33 440.7351 2 879.4556 -0.0006 17.81 K I 0

9700 RGDYAVNVNYNVQNAGEKPLEISSFGQLK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 110 1070.8778 3 3209.6116 0.0011 49.05 K Q 0

9701 RGDYLGATVQVIPHITNAIK JW2751 ECK2774 pyrG CTP synthetase 37 722.7395 3 2165.1967 0.0009 49.29 R E 0

9702 RGEEDDTSGHYLR JW0765 ECK0771 moaB molybdopterin biosynthesis protein B 14 512.2339 3 1533.6799 -0.0010 20.45 R D 0

9703 RGELEGKPGQTLLLHHVPNVLSER JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 34 670.6225 4 2678.4609 -0.0008 41.82 R I 0

9704 RGELGIMGTELNSELAK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 115 909.4749 2 1816.9352 0.0000 46.27 K A 0

9705 RGESSGPDVSR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 17 573.7787 2 1145.5428 0.0003 14.35 K E 0

9706 RGEVISIVETR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 32 629.8590 2 1257.7034 -0.0007 32.78 R G 0

9707 RGFEGGQMPLYR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 39 705.8509 2 1409.6872 -0.0001 35.37 R R 0

9708 RGFEMDFAELLLEDYK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 78 988.4777 2 1974.9408 0.0012 69.59 R A JW3485

9709 RGFEMDFAELLLEDYK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 44 659.3208 3 1974.9406 0.0008 69.36 R A JW3485

9710 RGFEMDFAELLLEDYKASLK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 77 792.4049 3 2374.1929 0.0051 71.76 R Y JW1488

9711 RGFEYSDCWVDDAR 57.021465@C:8 JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 23 592.5858 3 1774.7356 -0.0013 42.13 K L 0

9712 RGGFESYQER JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 26 614.7888 2 1227.5630 -0.0002 20.45 K V 0

9713 RGGFESYQERVEGNK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 38 585.9509 3 1754.8309 -0.0028 27.79 K V 0

9714 RGGGLCLGGK 57.021465@C:6 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 19 487.7631 2 973.5116 -0.0011 16.20 K I 0

9715 RGGVVQYVDASR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 54 653.8467 2 1305.6788 -0.0001 26.77 K I 0

9716 RGLSIQR JW5625 ECK3691 gyrB DNA gyrase, subunit B 24 415.2536 2 828.4926 -0.0004 20.98 R Y 0

9717 RGNHEVMMR JW1268 ECK1271 acnA aconitate hydratase 1 22 377.1831 3 1128.5275 -0.0006 18.05 R G 0

9718 RGNIMWENEFR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 47 726.3480 2 1450.6814 0.0040 40.56 R Y 0

9719 RGPAIAQAFDAEGKPSK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 67 581.6439 3 1741.9099 -0.0014 28.91 K A 0

9720 RGQTVLDLAGGTGDLTAK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 87 886.9779 2 1771.9412 -0.0015 42.02 R F 0

9721 RGSLPIALDEVITDGHK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 81 607.6667 3 1819.9783 -0.0011 46.30 R R 0

9722 RGSLPIALDEVITDGHKR JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 106 989.0476 2 1976.0806 0.0003 42.48 R A 0

9723 RGTENEDFMFLNLGPNHPSAHGAFR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 84 938.7763 3 2813.3071 -0.0022 46.53 K I 0

9724 RGTLDVNQVIGDTTAVR JW0790 ECK0794 fiu predicted iron outer membrane transporter 15 605.6620 3 1813.9642 -0.0004 43.21 R L 0

9725 RGTPYEIFNVSLTQTLHR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 19 711.3797 3 2131.1173 -0.0002 51.58 R T 0

9726 RGVLAVMPDMDKFPYTVR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 20 524.5267 4 2094.0777 0.0022 51.64 K V 0

9727 RGVTDAQVVSR JW3392 ECK3415 glgA glycogen synthase 39 594.3277 2 1186.6408 -0.0010 20.38 R R 0

9728 RGVTDAQVVSRR JW3392 ECK3415 glgA glycogen synthase 16 672.3800 2 1342.7454 0.0024 23.45 R D 0

9729 RHAQEEMTHMQR JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 59 777.3568 2 1552.6990 0.0004 18.08 R L 0

9730 RHDKEQV JW3813 ECK3830 tatA TatABCE protein translocation system subunit 26 456.2382 2 910.4618 -0.0002 13.51 K - 0

9731 RHEAWITLEK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 51 641.8487 2 1281.6828 -0.0001 32.00 K A 0

9732 RHEQLLQER JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 57 403.5544 3 1207.6414 -0.0008 19.99 R N 0

9733 RHGHNEADEPSATQPLMYQK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 96 770.3633 3 2308.0681 0.0026 25.39 R I 0

9734 RHLEFFNTQPFVAAPILGVTLALEEQR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 112 1032.8931 3 3095.6575 0.0018 70.71 R A 0

9735 RHPDLVISSQGSNQLR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 96 602.9902 3 1805.9488 -0.0008 27.91 K A 0

9736 RHSIEYLR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 33 358.5331 3 1072.5775 -0.0001 22.42 K E 0

9737 RIAADIDDSELK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 65 673.3510 2 1344.6874 -0.0011 30.53 R A 0

9738 RIAADIDDSELKAPR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 78 557.3000 3 1668.8782 -0.0012 32.08 R D 0

9739 RIAEAAWQVNESTENIGAR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 83 705.6903 3 2114.0491 -0.0012 37.55 K R 0

9740 RICTLGEK 57.021465@C:3 JW5625 ECK3691 gyrB DNA gyrase, subunit B 24 488.7653 2 975.5160 -0.0010 18.74 R L 0

9741 RIDAIDVTSK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 42 559.3139 2 1116.6132 -0.0006 26.34 R T 0

9742 RIDAIDVTSKTEPHP JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 16 560.2960 3 1677.8662 -0.0023 30.70 R - 0

9743 RIDDPHAAVAILRPLR JW5943 ECK3514 yhjK predicted diguanylate cyclase 25 605.0228 3 1812.0466 -0.0017 40.71 R N 0

9744 RIDKEGVFHTEWLD JW2011 ECK2024 gnd gluconate-6-phosphate dehydrogenase, decarboxylating 17 582.2929 3 1743.8569 -0.0011 45.68 K - 0

9745 RIDNQLR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 34 457.7613 2 913.5080 -0.0013 18.19 R G 0

9746 RIDQMEAEAESHSFGK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 60 612.2845 3 1833.8317 0.0002 33.74 R Q 0

9747 RIDQTEEILGVTR JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 37 510.6140 3 1528.8202 -0.0007 38.37 R A 0

9748 RIDVADVGETVLADTVGFIR JW4131 ECK4169 hflX predicted GTPase 98 1073.5797 2 2145.1448 0.0019 74.49 R H 0

9749 RIDVQQVEK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 39 557.8144 2 1113.6142 0.0000 21.95 R - 0

9750 RIEAVTGEGAIATVHADSDR JW2667 ECK2692 alaS alanyl-tRNA synthetase 68 690.0182 3 2067.0328 -0.0016 33.32 R L 0

9751 RIEAVTGEGAIATVHADSDRLSEVAHLLK JW2667 ECK2692 alaS alanyl-tRNA synthetase 61 765.4133 4 3057.6241 0.0033 53.25 R G 0

9752 RIEEITAEIEVGR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 47 505.6106 3 1513.8100 -0.0001 40.74 R V 0

9753 RIEEVLTLALQNEPSGMQVVTAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 13 842.7917 3 2525.3533 0.0008 57.32 K - 0

9754 RIEGDDRTELK JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 21 444.5685 3 1330.6837 -0.0005 18.88 R E 0

9755 RIEHGSSLPISDLSTHIILK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 73 739.4177 3 2215.2313 -0.0011 45.51 R N 0

9756 RIENGGLHPVTR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 39 674.8758 2 1347.7370 0.0000 21.43 R T 0

9757 RIETLFTNDLDHGPYISETLR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 54 830.7590 3 2489.2552 0.0001 51.83 K V 0

9758 RIETLFTNDLDHGPYISETLRVDPTNDR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 14 822.6627 4 3286.6217 0.0000 53.23 K L 0

9759 RIGHTVEREDTPAIR JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 43 583.9831 3 1748.9275 -0.0009 21.93 R G 0

9760 RIGYPVIIK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 26 529.8396 2 1057.6646 -0.0001 35.32 K A 0

9761 RIILPVNDGR JW0120 ECK0123 gcd glucose dehydrogenase 35 384.8998 3 1151.6776 0.0000 32.15 R L 0

9762 RIINEPTAAALAYGLDK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 47 606.0038 3 1814.9896 0.0005 45.08 K G 0

9763 RIINEPTAAALAYGLDKGTGNR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 60 767.7494 3 2300.2264 0.0028 42.60 K T 0

9764 RILEDIK JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 14 443.7712 2 885.5278 -0.0005 25.41 R G 0

9765 RILVTGVASK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 52 522.3327 2 1042.6508 0.0009 25.16 K L 0

9766 RIMLCVSDTIDKVVK 57.021465@C:5 JW3460 ECK3478 pitA phosphate transporter, low-affinity 74 592.9948 3 1775.9626 -0.0011 45.96 R M 0

9767 RIMMPQTWK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 30 595.8122 2 1189.6098 -0.0002 35.17 R G 0

9768 RIPTINIHSTGK JW5430 ECK2698 srlE glucitol/sorbitol-specific enzyme IIB component of PTS 20 446.2604 3 1335.7594 -0.0030 29.10 R S 0

9769 RIPVFSYYNVNK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 41 500.6050 3 1498.7932 0.0001 41.60 R A 0

9770 RIQAILDQLTDESR JW4350 ECK4379 ytjB conserved protein 36 829.4469 2 1656.8792 -0.0003 47.44 K I 0

9771 RIQGMEK 15.994915@M:5 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 21 439.2315 2 876.4484 -0.0003 13.41 R W 0

9772 RIQNAGTEVVEAK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 71 707.8851 2 1413.7556 -0.0019 21.54 K A 0

9773 RISALGPGGLTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 59 599.3566 2 1196.6986 -0.0002 31.06 R E 0

9774 RISLGLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 40 393.7632 2 785.5118 -0.0004 28.55 R Q 0

9775 RISLTQTR JW5366 ECK2193 ccmA heme exporter subunit -!- ATP-binding component of ABC superfamily 33 487.7899 2 973.5652 -0.0016 21.91 R A 0

9776 RISNEESISAMFEH JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 62 825.3827 2 1648.7508 -0.0007 42.91 R - 0

9777 RISTVPEAVEMQSR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 57 801.9171 2 1601.8196 0.0001 32.11 K V 0

9778 RISYVDLR JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 32 511.2936 2 1020.5726 0.0011 31.75 K Y 0

9779 RITRPLAELQK JW4073 ECK4105 basS sensory histidine kinase in two-component regulatory system with BasR 14 442.2739 3 1323.7999 0.0014 26.64 R E 0

9780 RITTDNAQINLVTQDVTSEDLVTLYGTTFNSSGLK JW3166 ECK3188 yrbK conserved protein 115 1272.3160 3 3813.9262 -0.0012 66.65 R M 0

9781 RIVLPEGDEPR JW2294 ECK2291 pta phosphate acetyltransferase 46 427.5695 3 1279.6867 -0.0017 28.89 K T 0

9782 RIVNMVALAVVEAQTQPL JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 23 976.5532 2 1951.0918 -0.0006 64.96 R - 0

9783 RIVQATGVGLHTGK JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 33 479.6160 3 1435.8262 0.0001 21.83 K K 0

9784 RIVVNYAK JW3262 ECK3287 secY preprotein translocase membrane subunit 40 481.7924 2 961.5702 -0.0007 23.04 R R 0

9785 RIVVNYAKR JW3262 ECK3287 secY preprotein translocase membrane subunit 30 373.5640 3 1117.6702 -0.0017 21.21 R Q 0

9786 RIWGVTGDSLNGLSDSLNR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 57 687.3572 3 2059.0498 0.0051 49.39 K M 0

9787 RIYGVLER JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 39 503.2956 2 1004.5766 -0.0001 27.65 R Q 0

9788 RIYKFPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 26 317.8637 3 950.5693 -0.0007 23.02 K M 0

9789 RKAEQAAAEQALK JW2551 ECK2565 rnc RNase III 46 471.9311 3 1412.7715 -0.0019 18.06 R K 0

9790 RKDLYPIK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 16 344.8779 3 1031.6119 -0.0007 22.79 K - 0

9791 RKGALDLAGLPGK JW5625 ECK3691 gyrB DNA gyrase, subunit B 26 432.5978 3 1294.7716 -0.0004 31.47 R L 0

9792 RKLPATIILR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 46 394.2676 3 1179.7810 -0.0005 31.05 R A 0

9793 RKMEGVPK 15.994915@M:3 JW2688 ECK2713 hycH protein required for maturation of hydrogenase 3 13 480.7684 2 959.5222 0.0000 16.68 R Y 0

9794 RKNNQHDVAIVR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 36 483.9392 3 1448.7958 -0.0002 18.05 R I 0

9795 RKPTMLVTDLTLR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 40 515.3044 3 1542.8914 -0.0002 38.71 K F 0

9796 RKTEALIFGSHDNSTLEMTQR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 75 812.0760 3 2433.2062 -0.0009 36.17 R M 0

9797 RLASYEK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 26 433.7399 2 865.4652 -0.0004 17.27 K A 0

9798 RLDDVYGDR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 49 554.7722 2 1107.5298 -0.0010 24.67 K N 0

9799 RLDDVYGDRNLFCSCVPISEYQ 57.021465@C:13,57.021465@C:15 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 71 902.7476 3 2705.2210 -0.0005 54.24 K - 0

9800 RLDFMMQEFNR JW3619 ECK3634 yicC conserved protein 59 743.8519 2 1485.6892 0.0036 48.28 R E 0

9801 RLDITESTVK JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 42 581.3265 2 1160.6384 -0.0016 26.05 R V 0

9802 RLDLALETPAK JW2504 ECK2516 yfhM conserved protein 51 613.8593 2 1225.7040 0.0010 35.46 R M 0

9803 RLDSVLR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 31 429.7610 2 857.5074 -0.0009 26.18 K L 0

9804 RLEDNLPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 48 506.7810 2 1011.5474 0.0013 25.01 K L 0

9805 RLEEAGFAFR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 41 598.3145 2 1194.6144 -0.0001 37.08 K W 0

9806 RLEEEGNKVLK JW2287 ECK2284 yfbQ predicted aminotransferase 20 438.9171 3 1313.7295 -0.0007 20.24 K L 0

9807 RLEEGLVELR JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 61 607.3478 2 1212.6810 -0.0015 35.67 K G 0

9808 RLEEGLVELRGEK JW5735 ECK4132 dcuA C4-dicarboxylate antiporter 37 509.9559 3 1526.8459 0.0044 31.80 K Q 0

9809 RLEKLEAK JW3811 ECK3828 yigP conserved protein 27 329.5377 3 985.5913 -0.0008 17.02 K - 0

9810 RLENQLSPATDVAVVPHSSAAKE JW1271 ECK1274 yciS conserved inner membrane protein 85 807.0905 3 2418.2497 -0.0006 34.34 K - 0

9811 RLGASGVVK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 15 443.7764 2 885.5382 -0.0014 19.72 K L 0

9812 RLGIEEGIELNPPLFDLFLK JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 45 1157.1460 2 2312.2774 -0.0006 73.50 K N 0

9813 RLGNSVDWER JW4215 ECK4251 valS valyl-tRNA synthetase 25 616.3120 2 1230.6094 -0.0010 28.11 R E 0

9814 RLGNSVDWERER JW4215 ECK4251 valS valyl-tRNA synthetase 22 506.2583 3 1515.7531 -0.0011 27.82 R F 0

9815 RLGVALATAESVVDAIER JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 52 624.0185 3 1869.0337 0.0016 62.61 R A 0

9816 RLGVQLD JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 29 400.7347 2 799.4548 -0.0003 30.85 R - 0

9817 RLHEFGGDITK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 53 424.8948 3 1271.6626 0.0005 25.70 K F 0

9818 RLHKEPGV JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 13 468.2741 2 934.5336 -0.0011 11.02 R - 0

9819 RLHTVLER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 49 512.3061 2 1022.5976 -0.0008 22.23 R L 0

9820 RLIEQGNPDAVSVQYPLSELR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 37 795.4235 3 2383.2487 -0.0007 48.07 R Y 0

9821 RLLAEHNLDASAIK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 76 775.9357 2 1549.8568 -0.0008 31.33 R G 0

9822 RLLAEHNLDASAIKGTGVGGR JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 75 712.3938 3 2134.1596 -0.0011 33.48 R L 0

9823 RLLDLAAPDIIVR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 30 488.9681 3 1463.8825 0.0000 52.35 K N 0
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9824 RLLENGANTSFVNR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 65 795.9208 2 1589.8270 -0.0004 32.52 R I 0

9825 RLLTGTR JW4107 ECK4141 efp Elongation factor EF-P 25 408.7569 2 815.4992 0.0016 19.50 R V 0

9826 RLLWPIK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 13 463.3025 2 924.5904 -0.0004 40.53 R Q 0

9827 RLLYEMVDR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 39 597.8181 2 1193.6216 -0.0011 37.58 R E 0

9828 RLNDVEYHESIDEMK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 43 626.6281 3 1876.8625 0.0001 31.53 K H 0

9829 RLNDWAER JW2049 ECK2058 asmA predicted assembly protein 17 530.2704 2 1058.5262 0.0006 24.30 R N 0

9830 RLPEGCELR 57.021465@C:6 JW5189 ECK1194 ychM predicted transporter 45 565.2923 2 1128.5700 -0.0009 23.37 K V 0

9831 RLPGVDITQNGGSGQLSSIFIR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 106 772.4207 3 2314.2403 0.0010 54.77 R G 0

9832 RLPTDFNEGAK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 55 624.3224 2 1246.6302 -0.0004 26.91 K N 0

9833 RLQELAKR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 48 338.5455 3 1012.6147 0.0004 18.79 K I 0

9834 RLQHIAPQK JW5291 ECK1784 yeaJ predicted diguanylate cyclase 31 545.8279 2 1089.6412 0.0005 17.81 K E 0

9835 RLQQQLR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 45 471.2860 2 940.5574 0.0008 18.55 R K 0

9836 RLQVTSEK JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 36 480.7771 2 959.5396 -0.0003 15.24 R V 0

9837 RLSATGWFNSVVVAPQFDK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 29 708.0409 3 2121.1009 0.0001 57.14 R A 0

9838 RLSLELNGR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 36 529.3091 2 1056.6036 -0.0003 32.43 R L 0

9839 RLSPIAEQLDK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 50 635.3615 2 1268.7084 -0.0003 30.53 R I 0

9840 RLSPIAEQLDKISDGYISALLR JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 94 820.1276 3 2457.3610 0.0018 71.54 R R 0

9841 RLSPPAFR JW2294 ECK2291 pta phosphate acetyltransferase 23 472.2766 2 942.5386 -0.0013 28.95 R Y 0

9842 RLSPPAFRYQLTELAR JW2294 ECK2291 pta phosphate acetyltransferase 14 640.0256 3 1917.0550 -0.0034 67.25 R K 0

9843 RLSQEQLQHAQQVAAR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 22 621.6694 3 1861.9864 -0.0006 25.85 R D 0

9844 RLTLTEK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 17 430.7636 2 859.5126 -0.0001 21.53 K T 0

9845 RLTPFDR JW3883 ECK3905 cpxR DNA-binding response regulator in two-component regulatory system with CpxA 29 452.7541 2 903.4936 0.0010 28.10 K A 0

9846 RLTTIANALGNNINGQPVNYK JW2903 ECK2931 yggG predicted peptidase 57 757.7455 3 2270.2147 0.0014 43.04 K V 0

9847 RLTTLTR JW5808 ECK0142 pcnB poly(A) polymerase I 27 430.7693 2 859.5240 0.0001 20.48 K D 0

9848 RLVEEGAQVSAGQPILEMDLDYLNANAR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 126 1024.8521 3 3071.5345 0.0001 59.61 K S 0

9849 RLVITPVDGSDPYEEMIPK 15.994915@M:16 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 75 725.7045 3 2174.0917 -0.0011 43.87 R W 0

9850 RLVLLSDPVTMAR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 16 735.9261 2 1469.8376 -0.0012 46.38 R L 0

9851 RLVVGGFER JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 53 516.8012 2 1031.5878 0.0002 30.19 K V JW2858

9852 RLVVNEHGR JW2144 ECK2150 yeiE predicted DNA-binding transcriptional regulator 37 360.5401 3 1078.5985 -0.0010 18.21 K L 0

9853 RLWIDSPAR JW0822 ECK0828 yliJ predicted glutathione S-transferase 14 557.3132 2 1112.6118 0.0028 33.42 K R 0

9854 RLYPENNEARK JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 21 463.9126 3 1388.7160 0.0001 16.30 R Q 0

9855 RLYSGSTSLHFIAK JW5779 ECK4306 fimI fimbrial protein involved in type 1 pilus biosynthesis 43 527.2908 3 1578.8506 -0.0013 35.18 K Y 0

9856 RMADEHGTDKTIAQK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 15 425.9650 4 1699.8309 -0.0003 16.73 R L 0

9857 RMDDLLQGFVAQHR JW2766 ECK2790 ygdH conserved protein 56 562.6232 3 1684.8478 0.0009 48.69 R M 0

9858 RMEAAGKPTDKPNLVCGPVQICWHK 57.021465@C:16,57.021465@C:22 JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 60 964.8193 3 2891.4361 0.0005 37.63 K F JW1488

9859 RMIERVLNLNQR 15.994915@M:2 JW5336 ECK2057 yegH fused predicted membrane proteins 17 779.4342 2 1556.8538 -0.0031 51.98 R T 0

9860 RMIESNLR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 43 509.7764 2 1017.5382 -0.0007 22.41 R L 0

9861 RMLQEAVDALLDNGRR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 41 619.6634 3 1855.9684 -0.0003 49.86 K G 0

9862 RMNSIEQALK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 48 595.3212 2 1188.6278 -0.0006 28.09 R I 0

9863 RMQINASK JW0192 ECK0196 rcsF predicted outer membrane protein, signal 39 474.2587 2 946.5028 0.0010 18.29 K M 0

9864 RMSGGLPKDWEK JW2449 ECK2460 tktB transketolase 2, thiamin-binding 15 702.3597 2 1402.7048 0.0021 34.05 R T 0

9865 RMSIGEAK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 25 446.2388 2 890.4630 -0.0014 18.49 R A 0

9866 RMVEEDPAHPR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 38 446.2182 3 1335.6328 -0.0025 18.78 R Y 0

9867 RNALAMR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 43 416.2338 2 830.4530 -0.0014 20.09 R W 0

9868 RNDVNPEITDRFEFFIGGR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 39 761.3820 3 2281.1242 0.0000 55.26 R E JW2858

9869 RNEFIIGVAYDSDIDQVK JW2891 ECK2920 mscS mechanosensitive channel 55 694.6880 3 2081.0422 -0.0008 50.64 R Q 0

9870 RNETNELFIPPGPR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 51 820.4308 2 1638.8470 -0.0007 38.52 K L 0

9871 RNFGMPAPEGYRK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 19 508.2577 3 1521.7513 0.0002 27.28 R A 0

9872 RNFIEGDKVNQGDSLYQIDPAPLQAELNSAK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 89 1144.2458 3 3429.7156 -0.0008 52.97 K G 0

9873 RNGGEATSGFFEVPKNETK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 44 690.0084 3 2067.0034 0.0013 31.88 R E 0

9874 RNLPIETNIMDLEAAK JW2667 ECK2692 alaS alanyl-tRNA synthetase 42 609.9926 3 1826.9560 0.0000 48.51 R A 0

9875 RNMINVALNNGTLQHPVK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 86 673.7017 3 2018.0833 -0.0009 37.60 R G 0

9876 RNNFTTGR JW2751 ECK2774 pyrG CTP synthetase 39 483.2492 2 964.4838 0.0000 17.72 R I 0

9877 RNNVVVSR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 51 472.2747 2 942.5348 -0.0010 17.47 K R 0

9878 RNVEDLSEVALR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 32 467.5877 3 1399.7413 -0.0007 36.51 R Q 0

9879 RNYGSLIGEATAER JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 57 512.9305 3 1535.7697 0.0005 35.71 R I 0

9880 RPALILMDELAHSNAPGSR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 52 683.3620 3 2047.0642 0.0011 45.97 R H 0

9881 RPDGSVIR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 33 450.2563 2 898.4980 -0.0005 17.97 R F 0

9882 RPDGSVNVR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 27 500.2701 2 998.5256 -0.0001 14.28 R R 0

9883 RPDLMIDGPLQYDAAVMADVAK 15.994915@M:5 JW2294 ECK2291 pta phosphate acetyltransferase 86 802.3996 3 2404.1770 0.0001 58.15 K S 0

9884 RPEHASLGVLR JW4127 ECK4165 amiB N-acetylmuramoyl-l-alanine amidase II 36 412.2385 3 1233.6937 -0.0005 22.39 R S 0

9885 RPEITLVTNK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 33 585.8455 2 1169.6764 -0.0004 28.96 K Q 0

9886 RPETEAVSMLLEQAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 39 577.3017 3 1728.8833 0.0006 47.07 R L 0

9887 RPFDFPDSK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 33 554.7746 2 1107.5346 -0.0003 32.57 R E 0

9888 RPFGITGK JW3063 ECK3083 uxaC uronate isomerase 37 438.2584 2 874.5022 -0.0002 24.12 R L 0

9889 RPFKGDWLDCAK 57.021465@C:10 JW3887 ECK3908 pfkA 6-phosphofructokinase I 26 498.2502 3 1491.7288 -0.0005 33.79 K K 0

9890 RPFRLEGVQTQDGYDEMVK JW5127 ECK0943 ymbA conserved protein 44 756.7071 3 2267.0995 -0.0010 39.72 K V 0

9891 RPIQDLEHEPIKPLDNSEK JW3490 ECK3507 yhjD conserved inner membrane protein 41 565.2993 4 2257.1681 -0.0022 32.68 K G 0

9892 RPISSSLLAFGGQK JW5942 ECK3515 bcsC cellulose synthase subunit 17 730.9144 2 1459.8142 -0.0005 41.11 R D 0

9893 RPKEPAILAEISGIVSFGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 106 1006.5812 2 2011.1478 0.0013 62.05 R E 0

9894 RPKEPAILAEISGIVSFGKETK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 79 593.3404 4 2369.3325 0.0007 58.31 R G 0

9895 RPLSWVVGDQGVYR JW5875 ECK2281 nuoB NADH:ubiquinone oxidoreductase, chain B 67 544.6269 3 1630.8589 0.0009 42.18 R A 0

9896 RPLVVMSPK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 43 342.8749 3 1025.6029 -0.0028 27.03 R S 0

9897 RPPITVFDDFWKK JW1729 ECK1738 nadE NAD synthetase, NH3/glutamine-dependent 26 550.2994 3 1647.8764 -0.0009 51.08 R - 0

9898 RPQPGLLLTQR JW1802 ECK1811 yeaB predicted NUDIX hydrolase 42 426.9275 3 1277.7607 0.0038 32.60 R S 0

9899 RPQVLDVPYLLSIQLDSFQK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 79 1180.1544 2 2358.2942 -0.0005 68.41 K F 0

9900 RPSLALTANSSTVNISELSAFTEK JW3630 ECK3645 yicH conserved protein 79 846.1132 3 2535.3178 -0.0002 54.03 R G 0

9901 RPTGMLTNSNMEEMTK JW4325 ECK4351 dnaC DNA biosynthesis protein 43 613.9513 3 1838.8321 -0.0003 32.55 K L 0

9902 RPTRPADFDAR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 32 651.3394 2 1300.6642 0.0007 20.85 R M 0

9903 RPTRPADFDARMK 15.994915@M:12 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 17 526.2732 3 1575.7978 0.0036 59.72 R A 0

9904 RPTTEPLK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 44 471.2743 2 940.5340 -0.0002 16.93 K E 0

9905 RPTTEPLKEVQFK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 53 786.9404 2 1571.8662 -0.0009 29.26 K A 0

9906 RPVLYLGGGVINAPAR JW3646 ECK3662 ilvB acetolactate synthase I, large subunit 30 551.6583 3 1651.9531 0.0009 42.51 K V 0

9907 RQDIESNLQYDAGDKGIYR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 73 747.7014 3 2240.0824 0.0002 36.00 K H 0

9908 RQGIAGVK JW1241 ECK1243 cls cardiolipin synthase 1 28 414.7562 2 827.4978 0.0001 17.22 R G 0

9909 RQLAYPINK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 23 551.8217 2 1101.6288 -0.0005 25.45 R L 0

9910 RQLNEIERR JW4120 ECK4155 yjeP predicted mechanosensitive channel 22 405.2301 3 1212.6685 -0.0003 19.45 R L 0

9911 RQPTASDLR JW3702 ECK3717 phoU DNA-binding transcriptional regulator 32 522.2832 2 1042.5518 0.0000 18.64 K L 0

9912 RQTLGQHDFSAGEGLYTHMK JW3722 ECK3738 asnA asparagine synthetase A 40 569.7772 4 2275.0797 -0.0007 35.20 K A 0

9913 RRDDTAVPLLAPNQDIYLR JW3775 ECK3797 hemX uroporphyrinogen III methylase 66 742.7382 3 2225.1928 0.0011 46.69 R E 0

9914 RRPLWEFEIDTAR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 31 563.6342 3 1687.8808 0.0012 46.18 R Q 0

9915 RRYEDDDDYDDYDDYEDEEPMPR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 98 1006.0498 3 3015.1276 0.0015 38.55 R K 0

9916 RSAVNAIETR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 45 558.8095 2 1115.6044 -0.0003 20.07 K Q 0

9917 RSDAEPHYLPQLR JW1163 ECK1162 minE cell division topological specificity factor 16 527.9426 3 1580.8060 0.0001 32.54 R K 0

9918 RSDIEIVAINDLLDADYMAYMLK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 68 891.4493 3 2671.3261 0.0024 79.10 K Y 0

9919 RSFFVGNDHMVEDVER JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 47 646.3035 3 1935.8887 -0.0010 38.84 R F 0

9920 RSGFLIPNAK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 35 551.8229 2 1101.6312 0.0018 31.95 R Y 0

9921 RSGMPVQISSGSR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 61 681.3509 2 1360.6872 -0.0008 24.47 R Q 0

9922 RSIGSLAKPATYLTALSQPK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 74 1051.6023 2 2101.1900 0.0005 45.03 R I 0

9923 RSMVMTEAQK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 40 590.7942 2 1179.5738 -0.0002 19.85 R E 0

9924 RSPEWSAFGIRPPLR JW4359 ECK4388 rob DNA-binding transcriptional activator 18 590.3249 3 1767.9529 -0.0005 45.36 R L 0

9925 RSQILDEAK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 35 353.8645 3 1058.5717 -0.0003 20.36 R A 0

9926 RSQILDEAKAEAEQER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 96 936.9726 2 1871.9306 -0.0030 33.59 R T 0

9927 RSVAIALR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 40 443.2839 2 884.5532 -0.0023 25.93 K N 0

9928 RSVNMEPK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 38 480.7503 2 959.4860 0.0003 16.83 R L 0

9929 RTAEICEHLKR 57.021465@C:6 JW3897 ECK3918 glpK glycerol kinase 45 471.5848 3 1411.7326 -0.0028 20.24 R D 0

9930 RTDAQNTAAYIGNGDR JW2203 ECK2207 ompC outer membrane porin protein C 72 861.9108 2 1721.8070 -0.0011 24.80 K A 0

9931 RTDAQNTAAYIGNGDRAETYTGGLK JW2203 ECK2207 ompC outer membrane porin protein C 47 881.7631 3 2642.2675 -0.0009 34.78 K Y 0

9932 RTEPAAPVASTK JW3351 ECK3375 damX predicted protein 72 614.3384 2 1226.6622 0.0004 18.19 K A 0

9933 RTEPAAPVASTKAPAATSTPAPK JW3351 ECK3375 damX predicted protein 62 740.7384 3 2219.1934 0.0022 22.34 K E 0

9934 RTGWLDTVAVR JW4135 ECK4173 purA adenylosuccinate synthetase 33 637.3539 2 1272.6932 -0.0006 38.83 R R 0

9935 RTIQVLQR JW2573 ECK2590 clpB protein disaggregation chaperone 34 507.3142 2 1012.6138 -0.0003 24.77 R R 0

9936 RTMATFR JW1411 ECK1407 ydcF conserved protein 33 441.7345 2 881.4544 0.0003 21.14 R R 0

9937 RTSHITVVVSDR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 65 457.2554 3 1368.7444 -0.0030 22.90 K - 0

9938 RTYIGSMPGK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 36 555.2923 2 1108.5700 0.0001 25.37 R L 0

9939 RVAALEGDVLGSYQHGAR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 72 633.6656 3 1897.9750 -0.0008 36.66 R I 0

9940 RVAAVGR JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 15 364.7299 2 727.4452 -0.0001 15.67 R Q 0

9941 RVAEALRDDLLAAK JW2734 ECK2759 cysJ sulfite reductase, alpha subunit, flavoprotein 26 514.2984 3 1539.8734 0.0003 37.66 R L 0

9942 RVAFENIEDAAR JW1615 ECK1618 add adenosine deaminase 35 695.8583 2 1389.7020 0.0020 35.57 R H 0

9943 RVALADK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 16 386.7374 2 771.4602 0.0000 14.37 K Y 0

9944 RVALADKYFAK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 44 641.3692 2 1280.7238 -0.0003 31.27 K R 0

9945 RVALYGIDYLMK JW0886 ECK0894 pflB pyruvate formate lyase I 41 481.2670 3 1440.7792 -0.0006 50.27 R D 0

9946 RVDFSLAR JW1963 ECK1977 amn AMP nucleosidase 53 482.2718 2 962.5290 -0.0007 32.47 R L 0

9947 RVDYSGR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 39 426.7186 2 851.4226 -0.0024 16.09 K S 0

9948 RVEIEVK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 26 436.7637 2 871.5128 0.0001 19.89 R G 0

9949 RVEITGPVER JW3974 ECK4006 aceB malate synthase A 52 385.8874 3 1154.6404 -0.0005 25.00 R K 0

9950 RVEITLSPL JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 23 514.3113 2 1026.6080 0.0007 46.63 R - 0

9951 RVEVNVR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 50 436.2587 2 870.5028 -0.0006 18.59 K R 0

9952 RVFAYATHPIFSGNAANNLR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 36 740.3868 3 2218.1386 -0.0010 39.69 K N 0

9953 RVFPAIDYNR JW3756 ECK3775 rho transcription termination factor 39 625.8355 2 1249.6564 -0.0002 35.33 K S 0

9954 RVGDLAR JW2573 ECK2590 clpB protein disaggregation chaperone 30 393.7327 2 785.4508 0.0001 17.17 R M 0
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9955 RVGGSTYQVPVEVRPVRR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 39 514.5435 4 2054.1449 -0.0051 29.94 R N 0

9956 RVGNQLGLR JW2766 ECK2790 ygdH conserved protein 32 506.8043 2 1011.5940 0.0002 21.47 R E 0

9957 RVGTSMLTR JW5403 ECK2507 der predicted GTP-binding protein 19 510.7844 2 1019.5542 -0.0003 21.51 R I 0

9958 RVKHPSEIVNVGDEITVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 39 505.7849 4 2019.1105 -0.0008 33.93 K V 0

9959 RVLALDMGALVAGAK JW2573 ECK2590 clpB protein disaggregation chaperone 46 742.9343 2 1483.8540 -0.0003 50.55 R Y 0

9960 RVPETMPPQLFEK JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 22 786.4168 2 1570.8190 0.0013 40.62 K A 0

9961 RVPHIGDVVLAIGNPYNLGQTITQGIISATGR JW3204 ECK3224 degS serine endoprotease, periplasmic 105 1110.9473 3 3329.8201 -0.0006 75.38 R I 0

9962 RVPIPIISR JW4299 ECK4327 yjiN conserved inner membrane protein 40 525.8426 2 1049.6706 -0.0003 36.71 R H 0

9963 RVPLAPDIDAAIIAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 59 795.9701 2 1589.9256 0.0004 48.00 R G 0

9964 RVPLGNANLIGR JW2660 ECK2679 emrA multidrug efflux system 54 640.3830 2 1278.7514 -0.0006 33.71 R E 0

9965 RVPLGNANLIGREELQHAR JW2660 ECK2679 emrA multidrug efflux system 72 536.5514 4 2142.1765 -0.0005 33.53 R D 0

9966 RVQAGHLINAPMQK JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 40 521.6255 3 1561.8547 0.0035 26.67 K L 0

9967 RVSAALDKVGLLDK JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 50 495.6313 3 1483.8721 -0.0001 35.34 R A 0

9968 RVSNILAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 28 450.7847 2 899.5548 -0.0003 16.64 K S 0

9969 RVSQASDSYYYR JW2261 ECK2260 elaB conserved protein 67 498.9039 3 1493.6899 -0.0001 24.74 K A 0

9970 RVTESELVQR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 40 608.8356 2 1215.6566 -0.0005 22.86 R S 0

9971 RVTTAFTFIK JW3119 ECK3138 yraP predicted protein 36 592.3451 2 1182.6756 -0.0004 39.64 K - 0

9972 RVVAVTACPTGVAHTFMAAEAIETEAK 57.021465@C:8 JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 92 944.1456 3 2829.4150 -0.0003 49.19 K K 0

9973 RVVEPLITLAK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 42 619.8944 2 1237.7742 -0.0015 37.98 R T 0

9974 RVVINKDTTTIIDGVGEEAAIQGR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 74 852.4643 3 2554.3711 -0.0005 44.00 K V 0

9975 RVVLPEGEEAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 55 627.8431 2 1253.6716 -0.0011 24.16 K V 0

9976 RVVMCSGK 57.021465@C:5 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 33 468.7413 2 935.4680 0.0000 17.20 K V 0

9977 RVVMGEK JW0166 ECK0170 pyrH uridylate kinase 35 409.7312 2 817.4478 -0.0002 15.71 R E 0

9978 RVVSMVEFEK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 59 408.5532 3 1222.6378 -0.0002 33.78 K A 0

9979 RVYAAQSTHLPLK JW3262 ECK3287 secY preprotein translocase membrane subunit 43 495.2829 3 1482.8269 -0.0039 27.12 R V 0

9980 RVYLGEDFRL JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 17 634.3437 2 1266.6728 0.0007 46.04 K - 0

9981 RWLAGQNAPMPSR 15.994915@M:10 JW0183 ECK0187 tilS tRNA(Ile)-lysidine synthetase 14 500.5890 3 1498.7452 -0.0012 26.99 R D 0

9982 RWLAVANPSLSAVLDEHLGR JW3391 ECK3414 glgP glycogen phosphorylase 60 551.8043 4 2203.1881 0.0018 54.73 R N 0

9983 RWNGVTVTPK JW2992 ECK3015 ygiW conserved protein 44 579.3245 2 1156.6344 -0.0008 25.37 K D 0

9984 RWNQSTR JW1897 ECK1911 pgsA phosphatidylglycerophosphate synthetase 28 474.2438 2 946.4730 -0.0003 17.07 R F 0

9985 RWSDGLHQAVEAK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 57 748.8835 2 1495.7524 -0.0007 30.03 R E 0

9986 RYAGVGDIIK JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 30 546.3131 2 1090.6116 -0.0018 32.03 R I 0

9987 RYDFLAQMAGK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 49 650.3293 2 1298.6440 0.0000 44.34 K A 0

9988 RYEGEIIQSDRPGENILLFK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 24 793.0881 3 2376.2425 -0.0014 46.94 R R 0

9989 RYEGEIIQSDRPGENILLFKR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 53 634.0932 4 2532.3437 -0.0010 43.77 R A 0

9990 RYGADIYDIYGQVIEGQGR JW2504 ECK2516 yfhM conserved protein 46 725.0278 3 2172.0616 0.0017 54.07 K L 0

9991 RYGAHGTSHFYVTQEAAK JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 22 674.9970 3 2021.9692 -0.0018 22.20 R M 0

9992 RYGIEKPYEK JW1117 ECK1117 purB adenylosuccinate lyase 14 428.2315 3 1281.6727 0.0011 22.55 R L 0

9993 RYGTVPHSGFGLGFER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 30 593.9687 3 1778.8843 -0.0009 38.89 R L 0

9994 RYILAPK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 22 430.7712 2 859.5278 -0.0001 24.97 R G 0

9995 RYLGTIMSPWAAK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 45 747.4005 2 1492.7864 0.0005 45.00 R R 0

9996 RYLGTWYEIAR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 44 714.3748 2 1426.7350 -0.0007 42.86 K F 0

9997 RYMAPQR JW1336 ECK1339 ydaN predicted Zn(II) transporter 20 461.2398 2 920.4650 0.0001 17.98 R D 0

9998 RYPFLTESLAR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 28 676.8698 2 1351.7250 0.0003 42.84 R H 0

9999 RYQDALER JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 36 525.7690 2 1049.5234 -0.0019 21.44 K A 0

10000 RYSQTGTLK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 30 527.2877 2 1052.5608 -0.0005 17.28 K F 0

10001 RYTPNVADATEAQIQQATK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 122 1053.0346 2 2104.0546 -0.0002 39.00 K D 0

10002 RYVESQVYQGVVENLASEQAAR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 54 832.7549 3 2495.2429 0.0024 47.54 R M 0

10003 SAADRDAAFEK JW5503 ECK3026 tolC transport channel 19 590.7844 2 1179.5542 0.0023 19.68 K I 0

10004 SAADRDAAFEKINEAR JW5503 ECK3026 tolC transport channel 71 882.4367 2 1762.8588 -0.0010 29.05 K S 0

10005 SAALVVK JW0174 ECK0178 lpxD UDP-3-O-(3-hydroxymyristoyl)-glucosamine N-acyltransferase 30 344.2233 2 686.4320 -0.0006 22.41 K N 0

10006 SACIVVGVFEPR 57.021465@C:3 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 62 667.3504 2 1332.6862 0.0003 47.12 R R 0

10007 SACTYVGASR 57.021465@C:3 JW0101 ECK0104 guaC GMP reductase 71 536.2480 2 1070.4814 -0.0001 20.96 R L 0

10008 SADASLADMNDPSLITVR JW3775 ECK3797 hemX uroporphyrinogen III methylase 88 938.4598 2 1874.9050 0.0007 48.98 K R 0

10009 SADASLADMNDPSLITVRR JW3775 ECK3797 hemX uroporphyrinogen III methylase 62 678.0092 3 2031.0058 0.0002 43.86 K A 0

10010 SADIISAR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 35 416.7292 2 831.4438 -0.0011 24.23 K N 0

10011 SADIQTPAPAANTSISATQQPAIQQPNVSGTVWIR JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 76 1206.9553 3 3617.8441 0.0004 52.09 K Q 0

10012 SADKAPLAAEAMGIIAPR JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 40 594.6578 3 1780.9516 0.0010 50.14 K L 0

10013 SADLISIGPMLQGMR JW2294 ECK2291 pta phosphate acetyltransferase 22 794.9131 2 1587.8116 0.0004 59.21 R K 0

10014 SADLLAILK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 72 472.2947 2 942.5748 -0.0001 54.05 R A 0

10015 SADSEYPYR JW2876 ECK2903 pepP proline aminopeptidase P II 37 544.2376 2 1086.4606 -0.0012 24.03 R Q 0

10016 SADSSYLAGPDDIYVSPSQIR JW3756 ECK3775 rho transcription termination factor 122 1121.0374 2 2240.0602 0.0006 49.53 R R 0

10017 SAEALQWDLSFR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 80 711.8544 2 1421.6942 0.0003 55.31 K L 0

10018 SAECTTAYNNALK 57.021465@C:4 JW5927 ECK3028 ygiB conserved outer membrane protein 58 721.8323 2 1441.6500 -0.0006 27.00 K E 0

10019 SAECTTAYNNALKEAER 57.021465@C:4 JW5927 ECK3028 ygiB conserved outer membrane protein 59 964.4444 2 1926.8742 0.0002 32.44 K T 0

10020 SAEHVLTMLNEHEVK JW3841 ECK3863 glnA glutamine synthetase 61 868.9352 2 1735.8558 -0.0005 37.07 M F 0

10021 SAELLDTMAHDYR JW5539 ECK3222 yhcB conserved protein 30 761.3543 2 1520.6940 0.0012 42.28 R Q 0

10022 SAEQLAQAWK JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 53 566.2931 2 1130.5716 -0.0004 35.21 R Y 0

10023 SAETLSGGEAQR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 65 603.2916 2 1204.5686 0.0003 20.08 R I 0

10024 SAEVIQIQAQR JW3564 ECK3580 selA selenocysteine synthase 57 621.8436 2 1241.6726 -0.0001 31.04 R L 0

10025 SAFDEFSTPAAR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 54 649.8047 2 1297.5948 0.0010 39.63 K K 0

10026 SAGGAFANINRPVSGPTHEK JW5492 ECK2983 yghU predicted S-transferase 64 670.6771 3 2009.0095 0.0014 28.02 K T 0

10027 SAGGIVLTGSAAAK JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 18 601.8412 2 1201.6678 0.0013 29.56 K S 0

10028 SAGTITLHGK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 36 328.8538 3 983.5396 -0.0004 19.95 K Q 0

10029 SAGTYVQIVAR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 56 582.8224 2 1163.6302 0.0004 34.22 R D 0

10030 SAGVAPEAILAGVINAMAR JW5785 ECK4325 yjiL predicted ATPase, activator of (R)-hydroxyglutaryl-CoA dehydratase 46 604.3332 3 1809.9778 0.0007 76.70 R R 0

10031 SAHVAMALYPLSAFRAMNR 15.994915@M:17 JW0323 ECK0329 prpB 2-methylisocitrate lyase 15 708.0277 3 2121.0613 0.0003 56.28 R A 0

10032 SAIGAGLGSLVGAGIGALSSSK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 132 937.0234 2 1872.0322 0.0006 65.76 K K 0

10033 SAIGAGLGSLVGAGIGALSSSKK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 114 1001.0711 2 2000.1276 0.0010 59.94 K D 0

10034 SAIGLGLLLSEGIGDTLR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 45 893.0103 2 1784.0060 0.0017 72.39 K V 0

10035 SAIGRLPK JW3264 ECK3289 rpmD 50S ribosomal subunit protein L30 31 421.2657 2 840.5168 -0.0013 19.29 R H 0

10036 SAIQGIEGVISQLQATAMSAR JW1921 ECK1935 fliE flagellar basal-body component 88 1066.0630 2 2130.1114 0.0012 75.49 M A 0

10037 SALFNQIVAER JW2715 ECK2740 truD pseudoruidine synthase 41 624.3409 2 1246.6672 0.0003 45.42 R L 0

10038 SALLVLEDGTQFHGR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 52 548.2897 3 1641.8473 -0.0004 45.57 K A 0

10039 SALNSLQGAFSAR JW3684 ECK3699 trmE GTPase 60 661.3464 2 1320.6782 -0.0004 44.65 R V 0

10040 SALNTNIFGEPGWQGTGWR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 64 1046.0069 2 2089.9992 0.0022 57.55 K A 0

10041 SALQYAASVAGLMITTECMVTDLPK 57.021465@C:18 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 62 890.7784 3 2669.3134 0.0020 80.39 R N 0

10042 SALTTFQTANTALSK JW1909 ECK1923 fliD flagellar filament capping protein 85 777.4118 2 1552.8090 -0.0006 42.95 K A 0

10043 SALVIQTLANGAVR JW5100 ECK0729 tolB periplasmic protein 106 706.9153 2 1411.8160 0.0013 47.77 R Q 0

10044 SAMEPVWNGK 15.994915@M:3 JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 57 567.7659 2 1133.5172 -0.0002 26.71 K E 0

10045 SAMEPVWNGKEFVPR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 76 873.9350 2 1745.8554 -0.0005 42.02 K L 0

10046 SAMEPVWNGKEFVPRLMLPISLSFDHR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 14 789.9090 4 3155.6069 0.0023 64.30 K V 0

10047 SAMRDVVSK JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 37 496.7635 2 991.5124 0.0003 19.56 K V 0

10048 SAMVLEDLIGQFLYGSK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 78 935.9859 2 1869.9572 0.0027 80.37 K G 0

10049 SAMVLEDLIGQFLYGSKGDDNK 15.994915@M:3 JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 69 806.0619 3 2415.1639 0.0010 76.56 K N 0

10050 SANAANDIR JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 43 466.2329 2 930.4512 -0.0007 18.16 R K 0

10051 SANAETQTPQQPVKK JW2660 ECK2679 emrA multidrug efflux system 30 813.9258 2 1625.8370 -0.0003 18.15 M S 0

10052 SANCLKAEAIHYIGDLVQR 57.021465@C:4 JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 45 720.0405 3 2157.0997 -0.0002 52.76 R T 0

10053 SANIALVLYK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 51 546.3272 2 1090.6398 0.0013 45.09 R D 0

10054 SANIALVLYKDGER JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 42 516.9512 3 1547.8318 0.0010 42.25 R R 0

10055 SANIALVLYKDGERR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 21 568.9841 3 1703.9305 -0.0013 37.93 R Y 0

10056 SANMTLEQLESLNAEQK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 48 953.4662 2 1904.9178 0.0030 47.52 R A 0

10057 SANSLTLINPTPYYLTVTELNAGTR JW4279 ECK4307 fimC chaperone, periplasmic 77 1355.2093 2 2708.4040 0.0019 65.49 R V 0

10058 SAPSSHYTLQLSSSSNYDNLNGWAK JW3351 ECK3375 damX predicted protein 98 1364.1362 2 2726.2578 0.0006 46.66 K K 0

10059 SAPTGSINMISK JW0790 ECK0794 fiu predicted iron outer membrane transporter 71 603.3129 2 1204.6112 -0.0009 31.92 R Q 0

10060 SAQGTAGPDFR JW3116 ECK3135 yraM conserved protein 67 553.7646 2 1105.5146 -0.0006 23.51 R L 0

10061 SAQINNIRPEFDR JW0325 ECK0331 prpD 2-methylcitrate dehydratase 13 520.6019 3 1558.7839 -0.0013 33.34 M E 0

10062 SAQPAWDAYMK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 16 634.2936 2 1266.5726 0.0024 42.57 K A 0

10063 SARVPITAK JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 36 314.8629 3 941.5669 0.0010 18.80 R V 0

10064 SASLAYQNAVTAVSEGKPDSIPAAEK JW2497 ECK2509 yfgM conserved protein 104 868.7766 3 2603.3080 0.0002 43.92 R F 0

10065 SASLAYQNAVTAVSEGKPDSIPAAEKFAAENK JW2497 ECK2509 yfgM conserved protein 44 816.9145 4 3263.6289 -0.0019 48.37 R N 0

10066 SATDVPAEELPDSEMFLLGRPMLQAR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 54 958.4773 3 2872.4101 0.0002 62.08 R L 0

10067 SATFYNTLPLHDGNHYPGVSK JW3506 ECK3523 bcsG predicted inner membrane protein 42 773.3780 3 2317.1122 -0.0005 41.73 R T 0

10068 SATNGLTPAPQAR JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 31 642.3391 2 1282.6636 0.0007 23.03 R D 0

10069 SATNSVLWFMGDDIPHVPNKR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 74 1192.5944 2 2383.1742 -0.0001 54.53 K G 0

10070 SATPAQAQAVHK JW3890 ECK3911 tpiA triosephosphate isomerase 41 604.8238 2 1207.6330 0.0022 16.78 K F 0

10071 SAVEPFIRDDMSPAAR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 19 587.9581 3 1760.8525 0.0011 40.19 K E 0

10072 SAVEQQMNELLAEYLLENPTDAK JW5625 ECK3691 gyrB DNA gyrase, subunit B 97 1303.6376 2 2605.2606 0.0025 69.99 K I 0

10073 SAVNAIETR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 62 480.7591 2 959.5036 0.0001 23.75 R Q 0

10074 SAVYGSDAIGGVVNIITTR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 113 947.0095 2 1892.0044 0.0041 60.67 R D 0

10075 SAWEAGVK JW2497 ECK2509 yfgM conserved protein 44 424.2192 2 846.4238 0.0002 25.76 R S 0

10076 SAWEAGVKSDVTPALSEMMQMK JW2497 ECK2509 yfgM conserved protein 35 799.3817 3 2395.1233 0.0011 56.28 R I 0

10077 SAYANAAER JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 52 476.7278 2 951.4410 0.0001 17.59 R L 0

10078 SAYPDPQALIGR JW2101 ECK2107 metG methionyl-tRNA synthetase 68 644.3383 2 1286.6620 0.0001 45.99 R H 0

10079 SCAHFGVK 57.021465@C:2 JW2565 ECK2579 yfiF predicted methyltransferase 14 302.4817 3 904.4233 0.0007 19.27 R G 0

10080 SCSCCTAILPADEPVCPR 57.021465@C:2,57.021465@C:4,57.021465@C:5,57.021465@C:16 JW0933 ECK0941 pqiA paraquat-inducible membrane protein A 48 1046.9499 2 2091.8852 0.0006 39.56 R C 0

10081 SCSVVAHIR 57.021465@C:2 JW0213 ECK0224 yafJ predicted amidotransfease 20 514.7692 2 1027.5238 0.0006 19.38 K Q 0

10082 SCWEITK 57.021465@C:2 JW0944 ECK0952 yccF conserved inner membrane protein 29 462.2183 2 922.4220 0.0003 30.31 R L 0

10083 SDALGLMQVVQHTAGK JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 106 827.9324 2 1653.8502 -0.0006 49.35 R D 0

10084 SDALGLMQVVQHTAGKDVFR JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 52 724.7126 3 2171.1160 0.0004 55.16 R S 0

10085 SDASKGEALVLFTTDNELTR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 16 723.0345 3 2166.0817 0.0012 52.45 K D 0
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10086 SDDMSMGLPSSAGEHGVLR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 52 649.2964 3 1944.8674 0.0004 40.04 M S 0

10087 SDDTHNHSVLFNR JW2876 ECK2903 pepP proline aminopeptidase P II 33 514.5743 3 1540.7011 -0.0007 24.60 K V 0

10088 SDEEQTSTTTDTPATPAR JW0636 ECK0634 rlpB minor lipoprotein 92 954.4259 2 1906.8372 -0.0020 21.80 R V 0

10089 SDELGLTLR JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 58 502.2748 2 1002.5350 0.0004 39.47 R A 0

10090 SDEVLSDR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 30 460.7184 2 919.4222 -0.0025 22.25 K V 0

10091 SDEVLSDRVNASTLKEPEEIK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 57 787.0709 3 2358.1909 -0.0005 37.93 K L 0

10092 SDFAQMLDAHANFLR JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 91 868.4146 2 1734.8146 -0.0002 56.01 R S 0

10093 SDIALIQIQNPK JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 52 670.3824 2 1338.7502 -0.0005 44.14 R N 0

10094 SDILNAVGITLDETTTR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 131 909.9762 2 1817.9378 0.0007 60.82 R E 0

10095 SDIQMIFQDPLASLNPR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 70 972.9972 2 1943.9798 0.0023 67.97 R M 0

10096 SDLALELDGAK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 42 566.2981 2 1130.5816 -0.0002 39.85 R N 0

10097 SDLFNVNAGIVK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 69 638.8488 2 1275.6830 0.0008 46.59 R N 0

10098 SDLFPDEIYVFTPEGR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 53 942.9544 2 1883.8942 0.0000 63.74 K I 0

10099 SDLGGTMR JW2751 ECK2774 pyrG CTP synthetase 36 418.7003 2 835.3860 0.0001 20.73 K L 0

10100 SDLSADINEHLIVELYSK JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 34 682.6851 3 2045.0335 0.0018 57.79 R - 0

10101 SDLWQLVQFSR JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 64 689.8598 2 1377.7050 0.0010 61.88 K R 0

10102 SDNGASNLLR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 53 523.7643 2 1045.5140 -0.0011 27.26 K L 0

10103 SDNLKTEMDEYIR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 64 807.3774 2 1612.7402 -0.0001 42.33 K N 0

10104 SDNVIFSATGITK JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 28 676.8569 2 1351.6992 0.0010 45.67 R G 0

10105 SDNYPLR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 50 432.7130 2 863.4114 -0.0022 23.34 K E 0

10106 SDPLEGFNR JW2343 ECK2340 vacJ predicted lipoprotein 42 517.7487 2 1033.4828 0.0000 35.36 R T 0

10107 SDQLLAMVGPGLMLWAPR JW0902 ECK0910 ycbJ conserved protein 50 978.0164 2 1954.0182 0.0015 75.58 R E 0

10108 SDSIVQPR JW0769 ECK0775 ybhL predicted inner membrane protein 56 451.2405 2 900.4664 -0.0001 21.52 R A 0

10109 SDSQTLVVK JW0232 ECK0243 proB gamma-glutamate kinase 23 488.7689 2 975.5232 -0.0005 23.28 M L 0

10110 SDSVAALQR JW0473 ECK0478 copA copper transporter 75 473.7509 2 945.4872 -0.0006 24.04 R L 0

10111 SDTQWVIDSMR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 16 669.3109 2 1336.6072 -0.0009 46.73 K V 0

10112 SDTTILQNSTHVIKPK JW0324 ECK0330 prpC 2-methylcitrate synthase 64 594.6630 3 1780.9672 -0.0012 32.02 M K 0

10113 SDTYGWQEDSTYIR JW1268 ECK1271 acnA aconitate hydratase 1 57 860.8758 2 1719.7370 -0.0006 42.64 R L 0

10114 SDVELER JW0101 ECK0104 guaC GMP reductase 40 424.2117 2 846.4088 0.0006 22.07 R Q 0

10115 SDVIEIR JW1666 ECK1672 pykF pyruvate kinase I 34 416.2322 2 830.4498 0.0000 30.81 R E 0

10116 SDVLFNFNK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 45 542.2774 2 1082.5402 0.0005 46.27 K A 0

10117 SDVLFNFNKATLKPEGQAALDQLYSQLSNLDPK JW0940 ECK0948 ompA outer membrane protein A (3a;II*;G;d) 51 1222.3004 3 3663.8794 0.0011 69.33 K D 0

10118 SDVQAAKDDAAR JW1667 ECK1673 lpp murein lipoprotein 53 623.8048 2 1245.5950 0.0001 17.60 R A 0

10119 SDVQAAKDDAARANQR JW1667 ECK1673 lpp murein lipoprotein 52 572.6177 3 1714.8313 -0.0033 19.05 R L 0

10120 SDVTPALSEMMQMK JW2497 ECK2509 yfgM conserved protein 65 784.3622 2 1566.7098 0.0007 53.36 K I 0

10121 SDWEIYK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 39 470.7240 2 939.4334 -0.0004 37.65 K A JW1463

10122 SDYPNQVNNVLCFPFIFR 57.021465@C:12 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 74 1115.5413 2 2229.0680 0.0004 72.38 R G 0

10123 SEAEARPTNFIR JW0666 ECK0668 glnS glutamyl-tRNA synthetase 27 464.2398 3 1389.6976 -0.0023 27.63 M Q 0

10124 SEANAQATNAVIPPAR JW5633 ECK3680 yidQ conserved outer membrane protein 18 805.4185 2 1608.8224 0.0005 28.42 K M 0

10125 SEAWWPQLHSFAVGLPGSPDLK JW0660 ECK0662 asnB asparagine synthetase B 36 808.0782 3 2421.2128 0.0009 63.55 R A 0

10126 SEDAPVAPR JW2049 ECK2058 asmA predicted assembly protein 34 471.2380 2 940.4614 0.0001 20.31 R D 0

10127 SEDQVELVEK JW1268 ECK1271 acnA aconitate hydratase 1 27 588.2929 2 1174.5712 -0.0004 28.15 R Y 0

10128 SEEEMCELFADIPEALANTVEIAKR 57.021465@C:6 JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 80 955.7926 3 2864.3560 -0.0010 78.24 R C 0

10129 SEEGIVLVTR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 46 551.8090 2 1101.6034 0.0005 35.80 R E 0

10130 SEFAENDAYVHATPLIR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 82 966.9765 2 1931.9384 0.0007 42.29 K R 0

10131 SEFAENDAYVHATPLIRR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 72 697.0202 3 2088.0388 0.0000 38.59 K L 0

10132 SEFITVARPYAK JW3713 ECK3728 atpH F1 sector of membrane-bound ATP synthase, delta subunit 69 691.3774 2 1380.7402 0.0002 34.59 M A 0

10133 SEGAKTFEPSEGLK JW1402 ECK1398 ydbA predicted outer membrane protein, C-ter fragment (pseudogene) 15 370.6886 4 1478.7253 0.0001 27.74 R V 0

10134 SEHTDTLVYNPEGALSYR JW3166 ECK3188 yrbK conserved protein 97 1026.4873 2 2050.9600 0.0004 42.74 K L 0

10135 SEIGRLDVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 42 508.7897 2 1015.5648 -0.0013 25.65 R D 0

10136 SEIGRLDVKDIVTDSR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 30 601.6581 3 1801.9525 -0.0010 41.77 R G 0

10137 SEIIGIDINDDWK JW5415 ECK2609 yfjD predicted inner membrane protein 21 759.3775 2 1516.7404 -0.0004 56.55 R S 0

10138 SEIPAEVIEQLVFGQVVQMPEAPNIAR JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 62 988.8553 3 2963.5441 0.0016 80.26 R E 0

10139 SEKDSMGAIDVPADKLWGAQTQR JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 46 835.0802 3 2502.2188 0.0016 45.18 R S 0

10140 SEKPAIVGEPEMPSTIADVAQEK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 62 809.4088 3 2425.2046 0.0000 45.52 R G 0

10141 SELEAFEVALENVRPTVEVK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 95 753.7349 3 2258.1829 0.0033 63.33 K S 0

10142 SELLDSR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 40 410.2139 2 818.4132 -0.0002 24.09 R F JW3485

10143 SELLDSR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 31 410.2139 2 818.4132 -0.0001 13.15 R F JW3485

10144 SELLDSRFGAK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 54 611.8241 2 1221.6336 -0.0017 34.70 R A JW1488

10145 SELSQLSPQPLWDIFAK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 63 980.0150 2 1958.0154 0.0006 70.83 M I 0

10146 SELSQSEQQR JW1298 ECK1300 pspB transcriptional regulator of psp operon 75 596.2836 2 1190.5526 0.0000 19.02 R L 0

10147 SELVNVAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 13 430.2477 2 858.4808 -0.0002 36.44 K K 0

10148 SEMGDLAQSVSHMQR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 46 838.3793 2 1674.7440 -0.0013 42.45 R S 0

10149 SEPAAATR JW0459 ECK0464 dnaX DNA polymerase III/DNA elongation factor III, tau and gamma subunits 13 401.7066 2 801.3986 0.0006 18.79 K A 0

10150 SEPLLIAR JW4220 ECK4256 yjgR predicted ATPase 44 449.7714 2 897.5282 0.0000 33.39 M T 0

10151 SEPLPLAFAVQDGASYAGAILKDELK JW3149 ECK3171 dacB D-alanyl-D-alanine carboxypeptidase 47 901.8134 3 2702.4184 0.0017 78.56 R Q 0

10152 SEPMLNDTESYFNTAIK JW3997 ECK4029 malM maltose regulon periplasmic protein 76 980.4542 2 1958.8938 0.0007 53.78 K N 0

10153 SEQHAQGADAVVDLNNELK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 50 680.0010 3 2036.9812 0.0050 38.32 M T 0

10154 SERAELYHLR JW4026 ECK4058 yjcE predicted cation/proton antiporter 20 425.2255 3 1272.6547 -0.0027 24.58 R A 0

10155 SERFPNDVDPIETR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 64 837.9076 2 1673.8006 -0.0002 35.51 M D 0

10156 SESAIPAEQFK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 18 603.8037 2 1205.5928 0.0000 31.74 K N 0

10157 SESDLAQSLDTLQLPPGVTMGYR JW2243 ECK2242 yfaY conserved protein 43 1239.6128 2 2477.2110 0.0003 63.10 R S 0

10158 SESERYAIADR JW1010 ECK1014 ycdS predicted outer membrane protein 13 648.8125 2 1295.6104 -0.0002 32.76 R A 0

10159 SETAQQIIDR JW2061 ECK2072 mdtC multidrug efflux system, subunit C 14 580.7974 2 1159.5802 -0.0031 47.82 R L 0

10160 SETIATLLAEDETLDENELGEILHAIEK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 16 1032.8540 3 3095.5402 0.0005 80.23 K N 0

10161 SEVAVPGIDASTFDGIIQK JW1477 ECK1476 osmC osmotically inducible, stress-inducible membrane protein 25 974.0077 2 1946.0008 0.0012 57.58 K A 0

10162 SEVLAVPLQPTLQQEVILAR JW3132 ECK3151 nlpI conserved protein 99 1102.6362 2 2203.2578 0.0002 58.94 K M 0

10163 SEVLTHIGNEMLAK JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 74 771.4026 2 1540.7906 -0.0012 40.36 R G 0

10164 SEVNLGAGEAGSVTIPR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 57 828.9317 2 1655.8488 0.0010 41.02 K G 0

10165 SEVRLPNGVLR JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 22 413.9104 3 1238.7094 -0.0001 34.07 K T 0

10166 SEWAGTVYPCVPGHEIVGR 57.021465@C:10 JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 47 705.3420 3 2113.0042 -0.0011 45.46 R V 0

10167 SFDEDVDYYVPVAEIEK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 42 1009.4677 2 2016.9208 0.0004 58.02 K L 0

10168 SFDEDVDYYVPVAEIEKLENQHFDEITK JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 21 843.9011 4 3371.5753 0.0033 67.27 K A 0

10169 SFDFILNTVAAPHNLDDFTTLLK JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 63 864.7832 3 2591.3278 0.0006 74.11 K R 0

10170 SFDFILNTVAAPHNLDDFTTLLKR JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 81 916.8167 3 2747.4283 -0.0001 71.12 K D 0

10171 SFDIAKYPTLALVDSTQELR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 53 756.4028 3 2266.1866 0.0021 60.99 M L 0

10172 SFDKWLTGQPGER JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 32 507.5886 3 1519.7440 0.0021 40.85 K I 0

10173 SFFDGVK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 15 400.2030 2 798.3914 0.0002 38.56 K K 0

10174 SFFDGVKK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 26 309.8361 3 926.4865 0.0002 31.76 K F 0

10175 SFFDNPQMALAK 15.994915@M:8 JW0636 ECK0634 rlpB minor lipoprotein 48 692.8314 2 1383.6482 -0.0011 44.84 R D 0

10176 SFFDNPQMALAKDNEQDMIVK JW0636 ECK0634 rlpB minor lipoprotein 56 814.3875 3 2440.1407 0.0004 52.94 R E 0

10177 SFFDNPQMALAKDNEQDMIVKEMYDR JW0636 ECK0634 rlpB minor lipoprotein 89 1045.8118 3 3134.4136 -0.0011 58.05 R A 0

10178 SFFENDLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 33 514.2458 2 1026.4770 -0.0001 40.69 R F 0

10179 SFFQVSDFIAPLIPFGLGAGR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 21 1120.1007 2 2238.1868 0.0031 80.29 R L 0

10180 SFFVGNDHMVEDVER JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 96 890.9016 2 1779.7886 0.0000 44.28 R F 0

10181 SFGAMQTFNSSEMSAPQMQSVLR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 100 1267.5779 2 2533.1412 0.0012 55.12 K E 0

10182 SFGAPTITK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 49 461.2557 2 920.4968 0.0001 29.84 K D 0

10183 SFGAPTITKDGVSVAR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 38 535.9567 3 1604.8483 -0.0039 35.39 K E 0

10184 SFGDIPLVHGMPFISGIGIEALQNK 15.994915@M:11 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 84 886.1323 3 2655.3751 0.0021 64.08 R I 0

10185 SFIIVTHYQR JW1672 ECK1678 sufC component of SufBCD complex, ATP-binding component of ABC superfamily 61 632.3453 2 1262.6760 -0.0011 35.58 R I 0

10186 SFISVIAGGFGTDGSSTGDDQEVGEHR JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 66 909.0826 3 2724.2260 -0.0003 57.86 R E 0

10187 SFLDASPDLVFYR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 66 765.3855 2 1528.7564 0.0002 60.86 R N 0

10188 SFLVNVEKV JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 50 517.7977 2 1033.5808 0.0001 45.39 K - 0

10189 SFMAMTAGNEHVR JW1874 ECK1886 tap methyl-accepting protein IV 63 725.8308 2 1449.6470 -0.0023 32.20 K G 0

10190 SFNDAYASLVSDIGNK JW1069 ECK1067 flgK flagellar hook-filament junction protein 1 103 850.9112 2 1699.8078 0.0026 56.06 K T 0

10191 SFNWYKEVIASNGEKL JW2869 ECK2896 bglA 6-phospho-beta-glucosidase A 16 628.9871 3 1883.9395 -0.0023 57.57 K - 0

10192 SFSHQAGASSK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 52 553.7649 2 1105.5152 0.0000 14.06 R Q 0

10193 SFSHQAGASSKQPALGYLN JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 37 654.9940 3 1961.9602 0.0007 33.58 R - 0

10194 SFTFVTK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 24 415.2265 2 828.4384 0.0002 35.07 R T 0

10195 SFTHLAPIHGTHIVER JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 59 605.6601 3 1813.9585 -0.0002 30.81 K N 0

10196 SFTMSNPNR JW0915 ECK0923 pepN aminopeptidase N 44 527.2422 2 1052.4698 -0.0010 24.89 R I 0

10197 SFTVDGVVTLVGGR JW5150 ECK1032 ymdC predicted hydrolase 78 703.8864 2 1405.7582 0.0017 56.21 K N 0

10198 SFVAVHNQPGLYVGQQAR JW3474 ECK3490 slp outer membrane lipoprotein 81 986.0133 2 1970.0120 -0.0002 36.01 K F 0

10199 SFVVADIPGLIEGAAEGAGLGIR JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 18 738.0710 3 2211.1912 0.0013 79.88 K F 0

10200 SFVVSNQLR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 41 525.2902 2 1048.5658 -0.0007 33.14 K E 0

10201 SFWLGLTR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 58 490.2717 2 978.5288 0.0002 52.94 R G 0

10202 SFWLSAAR JW2715 ECK2740 truD pseudoruidine synthase 31 469.2479 2 936.4812 -0.0004 44.01 R S 0

10203 SFYMCACR 57.021465@C:5,57.021465@C:7 JW4340 ECK4369 yjjU predicted esterase 13 547.7142 2 1093.4138 -0.0005 31.79 K Q 0

10204 SGAFVAR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 23 354.1951 2 706.3756 -0.0005 19.83 R A JW2693

10205 SGAFVPGIRPGEQTAK JW3262 ECK3287 secY preprotein translocase membrane subunit 56 807.9335 2 1613.8524 -0.0001 31.34 K Y 0

10206 SGAGQYFTPRPLIK JW4312 ECK4339 hsdM DNA methylase M 14 512.2841 3 1533.8305 0.0000 39.31 K T 0

10207 SGALQEQVANK JW2101 ECK2107 metG methionyl-tRNA synthetase 90 572.8012 2 1143.5878 -0.0006 21.67 R M 0

10208 SGALTESPVVR JW1754 ECK1763 ydjA predicted oxidoreductase 19 558.3063 2 1114.5980 -0.0001 28.12 R E 0

10209 SGALTVSEIAAAGLPALFVPFQHK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 88 1212.6677 2 2423.3208 -0.0005 72.15 R D 0

10210 SGALTVSEIAAAGLPALFVPFQHKDR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 21 674.6204 4 2694.4525 0.0030 69.52 R Q 0

10211 SGAPDDESTELGPLSSLAHLER JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 69 761.0364 3 2280.0874 0.0003 54.63 K V 0

10212 SGASVGIDDMVIPEK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 66 759.3794 2 1516.7442 0.0000 45.77 R K 0

10213 SGASVGIDDMVIPEKK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 68 823.4267 2 1644.8388 -0.0004 38.87 R H 0

10214 SGATVIPVR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 20 300.5150 3 898.5232 -0.0005 18.64 K I 0

10215 SGAVDVIVVDSVAALTPK JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 43 580.9961 3 1739.9665 -0.0003 69.06 R A 0

10216 SGAYQSWIEQNYEGRQ JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 89 958.4325 2 1914.8504 0.0008 44.28 K - 0
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10217 SGCLAVIEEVMLDEPQYWK 57.021465@C:3 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 81 1134.0396 2 2266.0646 -0.0003 72.57 R K 0

10218 SGCLAVIEEVMLDEPQYWKK 57.021465@C:3 JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 94 1198.0866 2 2394.1586 -0.0012 65.44 R Y 0

10219 SGDDQLVEIIEVPNHPWFVACQFHPEFTSTPR 57.021465@C:21 JW2751 ECK2774 pyrG CTP synthetase 72 1251.5981 3 3751.7725 -0.0006 66.22 R D 0

10220 SGDLVLVWLQVK JW2504 ECK2516 yfhM conserved protein 49 678.8986 2 1355.7826 0.0013 65.87 R A 0

10221 SGDTLSAISK JW2640 ECK2659 ygaU predicted protein 87 489.7589 2 977.5032 0.0004 27.02 K Q 0

10222 SGEDIFGDGVLEILQDGFGFLR JW3756 ECK3775 rho transcription termination factor 122 1192.5927 2 2383.1708 0.0013 80.91 K S 0

10223 SGEGLYFIDKELSTLDTQN JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 17 1065.5157 2 2129.0168 0.0005 65.60 K - 0

10224 SGEIDMTNNSMPIELFQK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 43 1027.4820 2 2052.9494 -0.0001 58.42 R L 0

10225 SGEPLIR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 47 386.2217 2 770.4288 0.0003 23.26 K K 0

10226 SGEPLIRK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 38 450.2688 2 898.5230 -0.0006 18.73 K G 0

10227 SGEQVMLVTNETLAPLYLDKVR JW3352 ECK3376 aroB 3-dehydroquinate synthase 38 826.1084 3 2475.3034 -0.0010 58.56 K G 0

10228 SGERLPTLTADQKK JW5655 ECK3541 yiaF conserved protein 38 515.2857 3 1542.8353 -0.0012 24.68 R Q 0

10229 SGESVEVR JW4350 ECK4379 ytjB conserved protein 23 431.7171 2 861.4196 0.0004 19.48 R D 0

10230 SGETEDATIADLAVGTAAGQIK JW2750 ECK2773 eno enolase 107 1059.5319 2 2117.0492 0.0005 55.38 R T 0

10231 SGETVTLNK JW1402 ECK1398 ydbA predicted outer membrane protein, C-ter fragment (pseudogene) 13 474.7537 2 947.4928 0.0004 28.30 R S 0

10232 SGFDPQAMPTFLEK JW2479 ECK2490 yfgC predicted peptidase 68 784.3767 2 1566.7388 0.0001 53.46 R L 0

10233 SGFIFIGPK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 63 483.2763 2 964.5380 -0.0001 47.26 R A 0

10234 SGFLGITDCPLLR 57.021465@C:9 JW5298 ECK1825 yobH predicted protein 85 724.8826 2 1447.7506 0.0013 59.05 K K 0

10235 SGFLIPNAK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 47 473.7714 2 945.5282 -0.0001 36.77 R Y 0

10236 SGFPDLLVDTLLATEDR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 69 931.4819 2 1860.9492 0.0023 77.88 R H 0

10237 SGFQYHGR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 59 476.2249 2 950.4352 -0.0006 12.67 R V 0

10238 SGFYYFAQGWK JW2406 ECK2408 cysZ predicted inner membrane protein 59 677.3171 2 1352.6196 0.0007 53.52 R L 0

10239 SGGVTFAARPQDHSQK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 43 562.6168 3 1684.8286 0.0006 20.57 R V 0

10240 SGIGWTGSGGEQQCFQTTGAQSK 57.021465@C:14 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 130 1186.5322 2 2371.0498 -0.0002 39.13 R Y 0

10241 SGIQLAELDELAAAVAELPR JW2918 ECK2946 yggS predicted enzyme 33 1033.5605 2 2065.1064 0.0009 77.89 K L 0

10242 SGIRPLHQNCSFENYR 57.021465@C:10 JW4325 ECK4351 dnaC DNA biosynthesis protein 44 659.9830 3 1976.9272 -0.0004 30.51 R V 0

10243 SGISFVDR JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 70 440.7294 2 879.4442 -0.0007 32.72 R S 0

10244 SGISFVDRSEVLTHIGNEMLAK JW2081 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 76 1202.1205 2 2402.2264 0.0001 55.51 R G 0

10245 SGITFSQELK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 41 555.2959 2 1108.5772 0.0008 36.64 R D 0

10246 SGKSELEAFEVALENVRPTVEVK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 58 844.4498 3 2530.3276 -0.0004 59.44 R S 0

10247 SGKVDGAWELSDNLKELR JW2504 ECK2516 yfhM conserved protein 45 505.0144 4 2016.0285 0.0009 45.43 K L 0

10248 SGLASLHAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 54 456.2566 2 910.4986 0.0002 19.90 R V 0

10249 SGLLEITQLQGK JW2049 ECK2058 asmA predicted assembly protein 34 643.8691 2 1285.7236 -0.0005 47.31 K L 0

10250 SGLNAENYENFIQTDAAINR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 123 1120.5333 2 2239.0520 0.0016 51.86 R G 0

10251 SGLNLEGLENFIQTDASINR JW3203 ECK3223 degQ serine endoprotease, periplasmic 104 1096.0537 2 2190.0928 0.0013 68.40 R G 0

10252 SGLPQAALNYIK JW4135 ECK4173 purA adenylosuccinate synthetase 29 637.8589 2 1273.7032 0.0002 48.57 R R 0

10253 SGLYEDGVR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 46 498.2426 2 994.4706 -0.0014 26.41 K K 0

10254 SGLYEDGVRK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 30 562.2899 2 1122.5652 -0.0017 21.03 K D 0

10255 SGMNPFLLDSEDVFIDLLTDSGTGAVTQSMQAAMMR 15.994915@M:35 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 48 1288.9318 3 3863.7736 0.0009 80.48 K G 0

10256 SGMPVQISSGSR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 29 603.3010 2 1204.5874 0.0004 29.00 R Q 0

10257 SGMPVQISSGSRQMF JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 15 548.5889 3 1642.7449 0.0005 40.99 R - 0

10258 SGMVLLDDFGDIVLK JW3361 ECK3385 yrfF predicted inner membrane protein 42 811.4288 2 1620.8430 -0.0003 70.68 K T 0

10259 SGNDLHYR JW0324 ECK0330 prpC 2-methylcitrate synthase 37 321.1544 3 960.4414 0.0001 18.88 K G 0

10260 SGNIDDFCR 57.021465@C:8 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 18 542.2298 2 1082.4450 -0.0001 28.95 K R 0

10261 SGNIDDFCRR 57.021465@C:8 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 13 413.8559 3 1238.5459 -0.0002 25.00 K W 0

10262 SGNLMNWK JW0790 ECK0794 fiu predicted iron outer membrane transporter 61 475.2315 2 948.4484 -0.0002 35.96 K A 0

10263 SGNPLDSVTQMGAQVSHGQLETILNYIDIGKK JW3561 ECK3577 aldB aldehyde dehydrogenase B 124 1138.5848 3 3412.7326 0.0030 73.09 R E 0

10264 SGNREQDIAQAK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 50 439.5566 3 1315.6480 0.0000 17.51 R A 0

10265 SGPCVEGGPDNVAQQFYDYR 57.021465@C:4 JW0849 ECK0856 ybjP predicted lipoprotein 19 1129.9935 2 2257.9724 0.0025 49.24 R I 0

10266 SGPGDEFYLQAVQELVDSALAHR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 87 834.7473 3 2501.2201 0.0013 79.40 R I 0

10267 SGPGDEFYLQAVQELVDSALAHRIPR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 82 717.8718 4 2867.4581 0.0015 75.77 R I 0

10268 SGPLAPVQAATAVEQAVPR JW5338 ECK2070 mdtA multidrug efflux system, subunit A 97 931.5107 2 1861.0068 0.0010 53.08 R Y 0

10269 SGQAETLADHEGR JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 66 685.8182 2 1369.6218 -0.0003 19.82 R H 0

10270 SGQDTEQVMEHAESATR JW3221 ECK3240 yhdA conserved inner membrane protein 67 625.9418 3 1874.8036 -0.0030 31.45 R N 0

10271 SGQIMWK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 44 425.2181 2 848.4216 0.0002 30.91 R R 0

10272 SGQIMWKR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 27 335.8474 3 1004.5204 -0.0022 26.28 R E 0

10273 SGQSVIFNESVDHGPFPLAQLK JW1606 ECK1609 ydgA conserved protein 102 1185.6084 2 2369.2022 0.0006 55.16 K K 0

10274 SGQSVIFNESVDHGPFPLAQLKK JW1606 ECK1609 ydgA conserved protein 70 833.4395 3 2497.2967 0.0001 48.97 K L 0

10275 SGRPLAVSVPVK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 50 605.3688 2 1208.7230 -0.0010 29.26 R A 0

10276 SGSAAQGFQLLDEAELK JW0384 ECK0388 rdgC DNA-binding protein, non-specific 83 882.4447 2 1762.8748 0.0012 53.48 R S 0

10277 SGSAAQGFQLLDEAELKSLLEDGGVIR JW0384 ECK0388 rdgC DNA-binding protein, non-specific 89 935.1547 3 2802.4423 0.0025 70.51 R A 0

10278 SGSGKSSLLNALSGFLSYQGSLR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 77 777.0765 3 2328.2077 0.0003 66.48 R I 0

10279 SGSGTLTVSNTTLTQK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 42 797.9170 2 1593.8194 -0.0015 31.19 K A 0

10280 SGSIKSPIWR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 18 565.8191 2 1129.6236 -0.0007 30.49 R S 0

10281 SGSQLTIPQQLILPDTVR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 24 983.5514 2 1965.0882 -0.0012 57.72 K K 0

10282 SGSQLTIPQQLILPDTVRK JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 41 698.7352 3 2093.1838 -0.0006 50.46 K G 0

10283 SGSTDQAVRDQFNSMK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 61 885.9074 2 1769.8002 0.0000 31.70 R K 0

10284 SGSTDQAVRDQFNSMKK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 57 949.9547 2 1897.8948 -0.0003 29.04 R D 0

10285 SGTAMLVDDYGHHPTEVDATIK JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 69 786.3741 3 2356.1005 -0.0002 38.67 K A 0

10286 SGTAQVFGLK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 29 504.2785 2 1006.5424 -0.0024 33.85 K A 0

10287 SGTASFADMFAGSK JW1063 ECK1061 flgE flagellar hook protein 64 688.8113 2 1375.6080 0.0003 49.95 K V 0

10288 SGTEPLIR JW3143 ECK3165 glmM phosphoglucosamine mutase 31 436.7456 2 871.4766 0.0004 25.91 K V 0

10289 SGTIAFSGAYHGR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 31 441.8865 3 1322.6377 0.0008 29.75 R T 0

10290 SGTKEEDLEPELLELLDEMDNVAR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 88 1373.1621 2 2744.3096 0.0035 76.34 R E 0

10291 SGTLNIAGNHFDFTKTPSDK JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 45 717.3554 3 2149.0444 0.0003 41.67 R A 0

10292 SGTLTYEAVK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 60 534.7823 2 1067.5500 0.0001 27.96 R Q 0

10293 SGTRKEELLTTQEELQK JW3756 ECK3775 rho transcription termination factor 70 995.5261 2 1989.0376 -0.0001 27.75 R M 0

10294 SGVLTGLPDAYGR JW0886 ECK0894 pflB pyruvate formate lyase I 37 653.3419 2 1304.6692 -0.0032 42.77 K G 0

10295 SGVSLEGINYLDGGISDAIPVK JW4340 ECK4369 yjjU predicted esterase 148 1102.5762 2 2203.1378 0.0007 62.46 R E 0

10296 SGVSLEGINYLDGGISDAIPVKEAAR JW4340 ECK4369 yjjU predicted esterase 89 877.7930 3 2630.3572 0.0021 57.55 R Q 0

10297 SGWDNVPAPAEPTYR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 58 830.3916 2 1658.7686 -0.0003 40.11 R S 0

10298 SGWLLYGR JW4351 ECK4380 serB 3-phosphoserine phosphatase 36 476.2560 2 950.4974 0.0000 46.47 R G 0

10299 SHALNATKR JW3612 ECK3627 rpmB 50S ribosomal subunit protein L28 20 499.2809 2 996.5472 0.0009 8.16 R R 0

10300 SHATAQEEILK JW3039 ECK3057 rpoD RNA polymerase, sigma 70 (sigma D) factor 27 613.8227 2 1225.6308 0.0006 22.11 R L 0

10301 SHATVITR JW0105 ECK0108 nadC quinolinate phosphoribosyltransferase 31 442.7503 2 883.4860 -0.0016 16.58 R E 0

10302 SHGFDHLYGSEELK JW5794 ECK4349 mdoB phosphoglycerol transferase I 24 540.2546 3 1617.7420 -0.0003 32.84 K S 0

10303 SHHNVGGLPK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 44 523.2807 2 1044.5468 0.0004 18.01 K E 0

10304 SHILSVTAQR JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 56 556.3143 2 1110.6140 -0.0005 24.94 R M 0

10305 SHINFDDGTITIETIAGTEPAAHLRR JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 64 709.6147 4 2834.4297 -0.0015 51.19 R A 0

10306 SHLAELVASAK JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 60 563.3169 2 1124.6192 0.0003 32.14 M A 0

10307 SHLKDPTTQYYTGEYPK JW2972 ECK2997 yghA predicted glutathionylspermidine synthase, with NAD(P)-binding Rossmann-fold domain 55 676.6615 3 2026.9627 -0.0010 30.87 M Q 0

10308 SHLMEELKK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 40 557.7990 2 1113.5834 -0.0017 23.90 K I 0

10309 SHMPEILQWQR JW3619 ECK3634 yicC conserved protein 29 475.5747 3 1423.7023 -0.0009 44.57 R E 0

10310 SHVINMLDGDALR JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 28 480.9136 3 1439.7190 -0.0002 41.18 R R 0

10311 SHVINMLDGDALRR JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 22 532.9476 3 1595.8210 0.0007 37.27 R V 0

10312 SHVWGLFSHPDR JW5356 ECK2128 yohC predicted inner membrane protein 57 479.9051 3 1436.6935 -0.0013 36.89 M E 0

10313 SHVWGNVK JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 36 463.7454 2 925.4762 -0.0008 22.41 R L 0

10314 SIAGGFPLAGVTGR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 56 651.8621 2 1301.7096 0.0005 48.10 K A 0

10315 SIAIDALGLCLGGR 57.021465@C:10 JW5416 ECK2612 recN recombination and repair protein 101 708.3877 2 1414.7608 0.0007 58.45 K A 0

10316 SIAQAMQHLSPQESK JW2182 ECK2186 ccmH heme lyase, CcmH subunit 22 552.2799 3 1653.8179 0.0036 34.98 R - 0

10317 SIATLFELCER 57.021465@C:9 JW0907 ECK0915 mukB fused chromosome partitioning proteins 64 669.8392 2 1337.6638 -0.0010 55.85 R L 0

10318 SIDDSLR JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 24 403.2063 2 804.3980 0.0002 24.95 R R 0

10319 SIDDSLRR JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 24 481.2564 2 960.4982 -0.0006 21.89 R L 0

10320 SIDVQISR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 32 459.2557 2 916.4968 -0.0009 29.95 R L 0

10321 SIEKELEWVR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 46 644.8479 2 1287.6812 -0.0010 41.62 K Q 0

10322 SIENLDNLHTR JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 22 437.8925 3 1310.6557 -0.0022 30.28 K V 0

10323 SIEPLKVALQDAGLSVSDIDDVILVGGQTR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 35 1036.8984 3 3107.6734 0.0020 76.25 R M 0

10324 SIEQAMLDAGLSAEEASAGAHAAMINFAK JW3785 ECK3807 yigB predicted hydrolase 87 968.8008 3 2903.3806 0.0013 71.39 R W 0

10325 SIGATTHVGVTASSDTFYPGQER JW3808 ECK3825 udp uridine phosphorylase 72 794.3837 3 2380.1293 -0.0003 37.78 K Y 0

10326 SIGLVIPDLENTSYTR JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 58 889.4705 2 1776.9264 0.0007 57.83 R I 0

10327 SIGNTVSPQDVMNK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 48 745.3690 2 1488.7234 -0.0008 35.54 K L 0

10328 SIGPWQHFQMAR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 60 729.3592 2 1456.7038 0.0005 42.68 K M 0

10329 SIGSLAKPATYLTALSQPK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 27 649.3698 3 1945.0876 -0.0009 50.08 R I 0

10330 SIGTLSAFEQNALEGMLDTLK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 93 1119.5709 2 2237.1272 0.0024 77.00 K K 0

10331 SIGTLSAFEQNALEGMLDTLKK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 86 1183.6165 2 2365.2184 -0.0014 72.84 K D 0

10332 SIGVGQYQHDVSQTQLAR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 76 663.0053 3 1985.9941 0.0022 35.00 K K 0

10333 SIHTIDATQPLEAVMDAIR JW1084 ECK1084 tmk thymidylate kinase 20 694.3619 3 2080.0639 0.0016 64.56 K T 0

10334 SIIARPVA JW1279 ECK1281 rnb ribonuclease II 13 413.7607 2 825.5068 -0.0004 27.30 R - 0

10335 SIIDKLSLAGK JW1893 ECK1904 ftn ferritin iron storage protein (cytoplasmic) 40 572.8488 2 1143.6830 -0.0033 43.00 K S 0

10336 SIIKEFR JW3252 ECK3277 mscL mechanosensitive channel 22 446.7660 2 891.5174 -0.0003 27.42 M E 0

10337 SIIPPGTTLLAEVPLLDNNGK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 46 1081.6077 2 2161.2008 0.0015 68.45 R F 0

10338 SIIPPGTTLLAEVPLLDNNGKFNGQYELR JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 27 1057.2335 3 3168.6787 -0.0032 66.79 R L 0

10339 SILANVEQIK JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 55 557.8256 2 1113.6366 -0.0026 42.38 K T 0

10340 SILILGAGPIVIGQACEFDYSGAQACK 57.021465@C:16,57.021465@C:26 JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 17 946.8109 3 2837.4109 0.0017 66.10 K A 0

10341 SILSELVR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 31 458.7767 2 915.5388 0.0000 50.06 K Q 0

10342 SILSELVRQDR JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 16 658.3698 2 1314.7250 -0.0005 47.21 K L 0

10343 SIMIEIR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 34 431.2468 2 860.4790 0.0002 40.20 R E 0

10344 SINAAFKR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 29 453.7610 2 905.5074 -0.0008 19.88 R A 0

10345 SINAEVTNSAIELK JW3619 ECK3634 yicC conserved protein 112 744.8988 2 1487.7830 0.0000 41.09 K V 0

10346 SINIAPSANAYVAR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 20 723.8891 2 1445.7636 0.0010 38.98 R A 0

10347 SINLLEQPEAGTITVGDITIDTAR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 119 1264.1665 2 2526.3184 0.0007 62.90 R S 0
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10348 SINLMEMPGLNVGYLSYNVQK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 102 1185.5945 2 2369.1744 -0.0014 65.74 K K 0

10349 SINVDDFDPEELATKPVK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 21 673.0101 3 2016.0085 0.0033 49.67 R L 0

10350 SINVDDFDPEELATKPVKLPEK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 71 1242.6476 2 2483.2806 0.0011 51.10 R V 0

10351 SINVDDFDPEELATKPVKLPEKVR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 69 913.8234 3 2738.4484 -0.0008 49.25 R K 0

10352 SIPADPAPELGLDTSRPIMYVLPYNSK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 21 982.1757 3 2943.5053 0.0002 59.91 K A 0

10353 SIPHMLEHFR JW2294 ECK2291 pta phosphate acetyltransferase 38 633.8239 2 1265.6332 -0.0007 36.00 R A 0

10354 SIQDSLYTDHIDYLMFFK JW0934 ECK0942 pqiB paraquat-inducible protein B 30 746.0268 3 2235.0586 0.0027 66.86 K D 0

10355 SIQDSLYTDHIDYLMFFKDSVR JW0934 ECK0942 pqiB paraquat-inducible protein B 28 674.0787 4 2692.2857 0.0014 63.51 K G 0

10356 SIQIVSPTYTVK JW3598 ECK3613 rfaK lipopolysaccharide core biosynthesis 24 668.3793 2 1334.7440 -0.0006 40.55 K D 0

10357 SIQPAMLR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 14 458.2587 2 914.5028 0.0022 30.60 R D 0

10358 SIQPAMLRDDEILTHPVFNR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 62 784.7426 3 2351.2060 0.0004 49.22 R Y 0

10359 SISASGHK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 40 393.7086 2 785.4026 -0.0005 13.56 K F JW3485

10360 SISEITQDSLVQGLGK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 85 837.9491 2 1673.8836 0.0001 48.80 K E 0

10361 SISEITQDSLVQGLGKELPAALAPMAK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 24 923.1687 3 2766.4843 0.0005 64.82 K G 0

10362 SISIDVTSIR JW0566 ECK0569 ybdG predicted mechanosensitive channel 40 545.8085 2 1089.6024 -0.0005 42.91 R F 0

10363 SISIPDQDR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 30 515.7622 2 1029.5098 0.0006 29.39 R F 0

10364 SISIPDQDRFWLSAGTTYAFNK JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 37 1259.1240 2 2516.2334 -0.0001 59.34 R D 0

10365 SISPNEDEAAK JW2460 ECK2471 ypfJ conserved protein 57 580.7749 2 1159.5352 -0.0004 19.74 R F 0

10366 SISPNEDEAAKFTSVILATTEDTWGQQFEK JW2460 ECK2471 ypfJ conserved protein 68 1114.8736 3 3341.5990 0.0051 74.56 R M 0

10367 SISTIAESK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 55 468.2554 2 934.4962 -0.0009 22.81 K R 0

10368 SISTIAESKR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 69 546.3058 2 1090.5970 -0.0011 20.34 K F 0

10369 SITAQSVYR JW1247 ECK1249 yciC predicted inner membrane protein 52 512.7746 2 1023.5346 -0.0003 26.71 M D 0

10370 SIVEAALLDTMYDLPSMEDVEK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 33 1235.0936 2 2468.1726 0.0024 76.10 R V 0

10371 SIVPEMR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 19 416.2233 2 830.4320 0.0001 31.58 R R 0

10372 SIVVAIER JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 34 443.7710 2 885.5274 -0.0009 34.78 K F 0

10373 SIVVPAPEAQNDPR JW1716 ECK1725 yniC predicted hydrolase 23 746.8912 2 1491.7678 -0.0002 33.37 R F 0

10374 SIYSMVHDELEKEYVIAAR JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 48 751.7126 3 2252.1160 0.0011 61.39 R L 0

10375 SKAEQALK JW3069 ECK3089 yqjD conserved protein 33 437.7531 2 873.4916 -0.0002 14.00 R Q 0

10376 SKAEQALKQSR JW3069 ECK3089 yqjD conserved protein 56 623.3492 2 1244.6838 0.0001 14.63 R Y 0

10377 SKAIGIAR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 29 408.2584 2 814.5022 -0.0003 19.46 R N 0

10378 SKAPNSPVAGR JW2294 ECK2291 pta phosphate acetyltransferase 32 542.2988 2 1082.5830 -0.0001 16.96 K A 0

10379 SKAQALLK JW2647 ECK2666 ygaM predicted protein 16 429.7740 2 857.5334 0.0001 18.19 R E 0

10380 SKAQALLKETR JW2647 ECK2666 ygaM predicted protein 70 622.8693 2 1243.7240 -0.0008 21.56 R A 0

10381 SKATNLLYTR JW0797 ECK0801 dps Fe-binding and storage protein 52 583.8299 2 1165.6452 -0.0002 26.31 K N 0

10382 SKDGAYVR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 33 448.2352 2 894.4558 -0.0001 15.56 K E 0

10383 SKDIDIELHTAGQYK JW1264 ECK1266 sohB predicted inner membrane peptidase 18 430.2242 4 1716.8677 -0.0005 31.72 K R 0

10384 SKDIDIELHTAGQYKR JW1264 ECK1266 sohB predicted inner membrane peptidase 47 625.3302 3 1872.9688 -0.0004 29.15 K T 0

10385 SKEELSK JW3069 ECK3089 yqjD conserved protein 42 410.7240 2 819.4334 -0.0003 13.74 K I 0

10386 SKEELSKIR JW3069 ECK3089 yqjD conserved protein 13 363.8806 3 1088.6200 0.0012 17.79 K S 0

10387 SKEHTTEHLR JW3069 ECK3089 yqjD conserved protein 49 619.3178 2 1236.6210 0.0000 2.94 M A 0

10388 SKEHTTEHLRAELK JW3069 ECK3089 yqjD conserved protein 52 839.9475 2 1677.8804 0.0007 18.72 M S 0

10389 SKGESSLFSR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 53 549.2823 2 1096.5500 -0.0012 23.95 R D 0

10390 SKGNVIDPLDMVDGISLPELLEK JW4215 ECK4251 valS valyl-tRNA synthetase 32 828.1088 3 2481.3046 0.0010 72.66 K R 0

10391 SKGNVIDPLDMVDGISLPELLEKR JW4215 ECK4251 valS valyl-tRNA synthetase 78 880.1430 3 2637.4072 0.0026 67.88 K T 0

10392 SKIASVQNTQK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 53 602.3379 2 1202.6612 -0.0006 16.21 R I 0

10393 SKIEETR JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 45 431.7349 2 861.4552 -0.0004 13.95 R W 0

10394 SKIFDFVKPGVITGDDVQK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 46 698.3809 3 2092.1209 0.0005 47.42 M V 0

10395 SKIFEDNSLTIGHTPLVR JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 38 676.3687 3 2026.0843 -0.0004 43.07 M L 0

10396 SKILAAIR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 21 436.2894 2 870.5642 -0.0008 25.17 R Q 0

10397 SKLENMFANMTEGEVHEVNIVLK JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 45 878.1092 3 2631.3058 0.0022 59.79 K A 0

10398 SKNAELIEK JW3166 ECK3188 yrbK conserved protein 40 516.2891 2 1030.5636 -0.0021 18.87 R V 0

10399 SKNVPFESGIDSVGSAR JW2283 ECK2282 nuoA NADH:ubiquinone oxidoreductase, membrane subunit A 67 875.4416 2 1748.8686 -0.0007 35.87 R L 0

10400 SKPEMLIELFR JW3138 ECK3158 nusA transcription termination/antitermination L factor 16 681.8765 2 1361.7384 0.0007 53.64 R I 0

10401 SKQWEGAFEGLTAGVNWR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 39 679.3381 3 2034.9925 0.0013 54.79 K I 0

10402 SKRDDDSYDEDVEDDEGVGEVR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 105 843.6877 3 2528.0413 -0.0010 31.17 K V 0

10403 SKSDVFHLGLTK JW3808 ECK3825 udp uridine phosphorylase 76 666.3691 2 1330.7236 -0.0008 35.22 M N 0

10404 SKSENLYSAAR JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 65 613.3116 2 1224.6086 -0.0012 20.00 M E 0

10405 SKSFFDGVKK JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 27 571.8138 2 1141.6130 -0.0002 24.68 R F 0

10406 SLAAIPVEVK JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 51 513.8136 2 1025.6126 0.0006 39.41 R S 0

10407 SLADIGEALK JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 88 508.7849 2 1015.5552 0.0003 43.88 R T 0

10408 SLADMIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 40 389.2124 2 776.4102 0.0000 39.58 K G 0

10409 SLADVNVK JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 14 423.2401 2 844.4656 0.0002 26.13 K C 0

10410 SLAEQGVTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 32 466.7558 2 931.4970 -0.0005 20.10 K E 0

10411 SLAESFAANFTAELDNAGLAHGTVQWFAAPR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 78 1088.2010 3 3261.5812 -0.0032 75.67 R R 0

10412 SLAGAFKQ JW0566 ECK0569 ybdG predicted mechanosensitive channel 30 411.2295 2 820.4444 0.0002 27.44 R - 0

10413 SLAHLLMMNDVVPVWLKPTR JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 39 580.8218 4 2319.2581 -0.0013 64.05 K N 0

10414 SLAICTLLDKPSR 57.021465@C:5 JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 28 491.9411 3 1472.8015 -0.0006 46.50 K R 0

10415 SLAICTLLDKPSRR 57.021465@C:5 JW5009 ECK0124 hpt hypoxanthine phosphoribosyltransferase 39 543.9750 3 1628.9032 -0.0002 41.29 K E 0

10416 SLAISLILQDTSR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 94 708.9063 2 1415.7980 -0.0003 57.58 K T 0

10417 SLALEIER JW0171 ECK0175 yaeL zinc metallopeptidase 15 465.7664 2 929.5182 0.0001 36.69 K Q 0

10418 SLATAAGAVAGGVAGQGVQSAMNK JW1633 ECK1637 slyB outer membrane lipoprotein 155 1058.5455 2 2115.0764 0.0022 48.27 R T 0

10419 SLATAAGAVAGGVAGQGVQSAMNKTQGVELEIR JW1633 ECK1637 slyB outer membrane lipoprotein 172 1047.8821 3 3140.6245 -0.0002 57.10 R K 0

10420 SLATTVQNELTQELK JW5580 ECK3831 tatB TatABCE protein translocation system subunit 86 837.9494 2 1673.8842 0.0007 58.03 R L 0

10421 SLAVEYAQSGIR JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 49 647.3434 2 1292.6722 -0.0002 35.86 K V 0

10422 SLDDAQIALAVINTTYASQIGLTPAK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 73 1337.7194 2 2673.4242 0.0018 73.28 R D 0

10423 SLDDAQIALAVINTTYASQIGLTPAKDGIFVEDK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 91 1193.2930 3 3576.8572 0.0009 75.27 R E 0

10424 SLDDFLIKQ JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 56 539.7929 2 1077.5712 0.0006 50.29 K - 0

10425 SLDDGFMHAVFNPSFNALATAMATAR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 106 1378.1527 2 2754.2908 0.0015 74.83 R H 0

10426 SLDDQFAELKADDAISEQLAQLK JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 33 850.0976 3 2547.2710 0.0007 62.20 K A 0

10427 SLDELQDGSQVAVPNDPTNLGR JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 29 1163.0705 2 2324.1264 0.0021 45.85 K S 0

10428 SLDVDANTNGQVVIR JW0755 ECK0761 ybhC predicted pectinesterase 59 800.9181 2 1599.8216 -0.0001 37.96 R D 0

10429 SLDVMGSPIR JW5403 ECK2507 der predicted GTP-binding protein 49 537.7845 2 1073.5544 0.0006 39.30 K I 0

10430 SLEGNTVLQDTLQK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 18 773.4096 2 1544.8046 0.0000 43.03 K Q 0

10431 SLEHEVTLVDDTLAR JW1297 ECK1299 pspA regulatory protein for phage-shock-protein operon 16 566.6291 3 1696.8655 0.0023 46.83 K M 0

10432 SLELPAIVGTGSVTSQVK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 109 893.5025 2 1784.9904 0.0020 52.82 R N 0

10433 SLEPVVR JW3619 ECK3634 yicC conserved protein 13 400.2373 2 798.4600 0.0001 25.36 R E 0

10434 SLEQYFGR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 34 500.2495 2 998.4844 0.0024 41.44 R E 0

10435 SLEQYFGRETAR JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 23 486.2437 3 1455.7093 -0.0015 37.89 R M 0

10436 SLEWLNR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 25 459.2454 2 916.4762 -0.0003 41.31 K L 0

10437 SLFAIGIDNTLPEEFAR JW5878 ECK2532 csiE stationary phase inducible protein 115 946.9922 2 1891.9698 0.0019 63.94 R L 0

10438 SLFDGTLQGIHR JW0030 ECK0033 carA carbamoyl phosphate synthetase small subunit, glutamine amidotransferase 17 448.5736 3 1342.6990 -0.0004 45.38 K T 0

10439 SLFMGYATPK JW5283 ECK1749 ydjY predicted protein 50 557.7837 2 1113.5528 -0.0001 42.11 K A 0

10440 SLGINIELEDE JW3950 ECK3978 rpoB RNA polymerase, beta subunit 80 616.3063 2 1230.5980 0.0002 54.43 R - 0

10441 SLGITNPEEIDRYSLR JW0159 ECK0162 yaeH conserved protein 20 621.6583 3 1861.9531 -0.0005 44.84 K Q 0

10442 SLGLPVKR JW0003 ECK0004 thrC threonine synthase 28 435.2817 2 868.5488 -0.0006 27.47 K F 0

10443 SLGMLAVDNQARVYHGPTVASLAPTFGR JW1470 ECK1468 fdnG formate dehydrogenase-N, alpha subunit, nitrate-inducible 13 982.1760 3 2943.5062 0.0037 59.71 R G 0

10444 SLGNSVSFSGPSELR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 71 768.8860 2 1535.7574 -0.0005 41.16 R S 0

10445 SLGQFNLDGINPAPR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 75 799.9178 2 1597.8210 -0.0001 50.22 K G 0

10446 SLGSSVDRK JW5800 ECK4382 nadR bifunctional DNA-binding transcriptional repressor -!- NMN adenylyltransferase 32 474.7588 2 947.5030 -0.0005 16.90 R E 0

10447 SLIDSGKDYVVSMLDSLGK JW0227 ECK0238 pepD aminoacyl-histidine dipeptidase (peptidase D) 57 1014.0242 2 2026.0338 0.0046 75.69 R L 0

10448 SLIEDSVGK JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 38 474.2557 2 946.4968 -0.0002 29.11 K V 0

10449 SLIEDSVGKVDVGSTLVESAGETMAEIVSAVTR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 13 1117.2405 3 3348.6997 0.0028 80.51 K V 0

10450 SLIGPDGEQYK JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 30 603.8046 2 1205.5946 0.0018 32.42 R L 0

10451 SLIGPDGEQYKLPR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 72 786.9216 2 1571.8286 -0.0021 39.06 R S 0

10452 SLIGPDGEQYKLPRSEFR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 19 698.0320 3 2091.0742 -0.0006 41.45 R A 0

10453 SLIQTIGR JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 24 444.2692 2 886.5238 0.0003 34.29 R A 0

10454 SLITGER JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 34 388.2190 2 774.4234 -0.0001 23.02 R M 0

10455 SLLDKLK JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 13 408.7628 2 815.5110 -0.0005 35.67 K V 0

10456 SLLEDGGVIR JW0384 ECK0388 rdgC DNA-binding protein, non-specific 30 529.7958 2 1057.5770 0.0002 39.01 K A 0

10457 SLLKPEHQGLATEVMCR 57.021465@C:16 JW1753 ECK1762 selD selenophosphate synthase 52 657.0044 3 1967.9914 -0.0009 35.94 K M 0

10458 SLLLLQK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 52 407.7734 2 813.5322 -0.0001 39.82 R V 0

10459 SLLNVPAGK JW4185 ECK4222 ppa inorganic pyrophosphatase 17 449.7711 2 897.5276 -0.0007 32.67 M D 0

10460 SLLREEIEGSGILSK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 85 815.9540 2 1629.8934 -0.0003 45.67 R D 0

10461 SLLREEIEGSGILSKDDIIDVMK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 72 854.1237 3 2559.3493 0.0027 58.98 R K 0

10462 SLMDLYTFAQR JW2366 ECK2365 evgA DNA-binding response regulator in two-component regulatory system with EvgS 53 672.8347 2 1343.6548 0.0005 58.04 K N 0

10463 SLNESGTNIQLVGYR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 100 825.9255 2 1649.8364 -0.0009 40.46 K Y 0

10464 SLNFLDFEQPIAELEAK JW0180 ECK0184 accA acetylCoA carboxylase, carboxytransferase, alpha subunit 82 982.5027 2 1962.9908 -0.0029 70.08 M I 0

10465 SLNPLSTPQFDSTDETPASYNLAVR JW3204 ECK3224 degS serine endoprotease, periplasmic 79 1362.1626 2 2722.3106 0.0021 54.72 R R 0

10466 SLNQANDIAADFGSK JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 90 775.8760 2 1549.7374 0.0002 41.76 R S 0

10467 SLNRIIGK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 24 450.7849 2 899.5552 0.0001 22.42 R S 0

10468 SLNVALR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 24 386.7374 2 771.4602 0.0000 29.43 R Q 0

10469 SLPIDVLK JW5943 ECK3514 yhjK predicted diguanylate cyclase 21 442.7762 2 883.5378 -0.0001 44.92 K I 0

10470 SLPLPESELVNK JW3361 ECK3385 yrfF predicted inner membrane protein 14 663.3696 2 1324.7246 0.0008 43.80 R A 0

10471 SLQEAVMEEIIKPILPAEWLTSATK JW2909 ECK2937 metK methionine adenosyltransferase 1 75 933.1745 3 2796.5017 0.0034 79.24 K F 0

10472 SLQNQVVDIAPEQYQK JW3495 ECK3512 yhjJ predicted zinc-dependent peptidase 37 930.4786 2 1858.9426 0.0001 42.49 R L 0

10473 SLQSINTSLEADLR JW3809 ECK3826 rmuC predicted recombination limiting protein 81 773.9080 2 1545.8014 0.0017 47.65 R E 0

10474 SLQSLPWR JW2894 ECK2923 epd D-erythrose 4-phosphate dehydrogenase 46 493.7747 2 985.5348 0.0004 41.44 R E 0

10475 SLRDDTWVTLR JW2992 ECK3015 ygiW conserved protein 40 681.3621 2 1360.7096 -0.0003 41.58 K G 0

10476 SLSDITK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 24 382.2132 2 762.4118 -0.0004 23.85 K A 0

10477 SLSDTLEEVLSSSGEK JW3069 ECK3089 yqjD conserved protein 99 840.9122 2 1679.8098 -0.0002 62.90 K S 0

10478 SLSDTLEEVLSSSGEKSK JW3069 ECK3089 yqjD conserved protein 54 948.4760 2 1894.9374 0.0004 58.11 K E 0
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10479 SLSDTLEEVLSSSGEKSKEELSK JW3069 ECK3089 yqjD conserved protein 78 1241.6237 2 2481.2328 -0.0004 56.89 K I 0

10480 SLSELFMTHPPLDKR JW1818 ECK1828 htpX predicted endopeptidase 62 885.9641 2 1769.9136 0.0003 47.20 K I 0

10481 SLSLHLLNEAQNELELSEGSDDNEGIKER JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 101 1080.5270 3 3238.5592 0.0004 55.82 K T 0

10482 SLSQEHGVSISTVQQAYQTLETMK JW4303 ECK4331 yjiR fused predicted DNA-binding transcriptional regulator -!- predicted aminotransferase 16 889.1094 3 2664.3064 0.0000 57.53 R L 0

10483 SLSSYSNEVVLVFK JW0845 ECK0852 artM arginine transporter subunit -!- membrane component of ABC superfamily 17 786.4191 2 1570.8236 -0.0007 55.66 R S 0

10484 SLSTEATAK JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 45 454.2402 2 906.4658 0.0001 18.68 M I 0

10485 SLTDFFAPLR JW3630 ECK3645 yicH conserved protein 71 583.8141 2 1165.6136 0.0004 61.80 K S 0

10486 SLTDTVTHVR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 80 564.8041 2 1127.5936 0.0002 29.06 R E 0

10487 SLTEIKDVLASR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 37 444.5892 3 1330.7458 0.0002 42.58 K G 0

10488 SLTLINWNGFFAR JW0907 ECK0915 mukB fused chromosome partitioning proteins 89 769.9093 2 1537.8040 0.0000 68.14 R T 0

10489 SLTLLAR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 45 387.2477 2 772.4808 0.0001 36.49 K Q 0

10490 SLTNVNAQFQR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 67 639.3344 2 1276.6542 0.0019 32.20 K G 0

10491 SLTPGQEFVK JW5414 ECK2607 ffh Signal Recognition Particle (SRP) component with 4.5S RNA (ffs) 21 553.2981 2 1104.5816 0.0002 33.60 K I 0

10492 SLTREQLTEQLNCYLDLMR 57.021465@C:13 JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 20 795.0635 3 2382.1687 0.0017 64.12 R N 0

10493 SLTSIALR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 55 430.7624 2 859.5102 -0.0025 36.15 K K 0

10494 SLTSIALRK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 43 494.8098 2 987.6050 -0.0027 29.94 K G 0

10495 SLWLYLAEQK JW3132 ECK3151 nlpI conserved protein 59 625.8430 2 1249.6714 0.0008 55.39 R L 0

10496 SLWQDAR JW1237 ECK1239 oppC oligopeptide transporter subunit -!- membrane component of ABC superfamily 34 438.2220 2 874.4294 -0.0002 31.75 R R 0

10497 SLYEADLVDEAKR JW2893 ECK2922 pgk phosphoglycerate kinase 82 754.8826 2 1507.7506 -0.0011 37.84 K L 0

10498 SLYIPYAGPVLLEFPLLNK JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 72 1074.1116 2 2146.2086 0.0009 78.45 R G 0

10499 SLYSQLPAIDR JW3564 ECK3580 selA selenocysteine synthase 42 631.8406 2 1261.6666 0.0001 43.65 R L 0

10500 SLYVDTAPMR JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 31 576.7892 2 1151.5638 -0.0006 34.68 R G 0

10501 SMAAQAVEQVVEQGQSLSNILPPLQQK JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 33 965.1748 3 2892.5026 0.0011 70.74 R V 0

10502 SMAPLPEMVATSR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 15 695.3473 2 1388.6800 0.0009 43.78 K N 0

10503 SMAVVGCDPSIMGYGPVPASK 57.021465@C:7 JW5578 ECK3837 fadA 3-ketoacyl-CoA thiolase (thiolase I) 115 1062.0019 2 2121.9892 -0.0004 50.11 R L 0

10504 SMDLEQECEQLR 57.021465@C:8 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 58 769.3344 2 1536.6542 -0.0005 38.76 K E 0

10505 SMDLEQECEQLREELNETNSETK 57.021465@C:8 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 81 938.0804 3 2811.2194 0.0021 54.10 K R 0

10506 SMDMTQPEGEHSAHEGMEGMDMSHAESAH JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 56 1058.0648 3 3171.1726 -0.0006 29.14 K - 0

10507 SMDVETISTGSLSLDIALGAGGLPMGR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 22 1324.6691 2 2647.3236 0.0040 74.33 R I 0

10508 SMFLATVSHELR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 69 695.8604 2 1389.7062 -0.0012 46.30 K T 0

10509 SMISAPVFR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 34 504.2708 2 1006.5270 0.0000 42.60 K G 0

10510 SMISPVVCSNIDDFSGLIIK 57.021465@C:8 JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 106 1098.0589 2 2194.1032 0.0018 66.44 R A 0

10511 SMLLDSVEPLPLVDVVK JW2665 ECK2685 yqaB predicted hydrolase 59 927.5185 2 1853.0224 0.0005 66.95 R S 0

10512 SMLNPGSALLTLSYLGAER JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 123 997.0257 2 1992.0368 0.0018 68.26 R A 0

10513 SMLSNTVSSSSYK JW1909 ECK1923 fliD flagellar filament capping protein 18 695.8302 2 1389.6458 0.0013 32.94 K T 0

10514 SMMIFGQGAIR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 58 605.8072 2 1209.5998 0.0000 46.83 R C 0

10515 SMNTGYAGVQNPLFFK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 53 887.4368 2 1772.8590 0.0035 51.49 R E 0

10516 SMNTGYAGVQNPLFFKENTHMLFGDAK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 44 1006.4805 3 3016.4197 -0.0016 54.77 R A 0

10517 SMNVPTVNLGMALGLPAVTETWIK 15.994915@M:11 JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 78 1279.6724 2 2557.3302 0.0019 71.21 R L 0

10518 SMQDPIADMLTR 15.994915@M:2 JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 71 697.3270 2 1392.6394 0.0017 48.41 M I 0

10519 SMQEVAMSSQEASK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 111 756.8363 2 1511.6580 -0.0015 27.34 R M 0

10520 SMQGFQPGSAAYNK JW0934 ECK0942 pqiB paraquat-inducible protein B 64 743.3432 2 1484.6718 0.0001 30.89 R M 0

10521 SMQGMENAK JW3719 ECK3734 gidA glucose-inhibited cell-division protein 19 498.2182 2 994.4218 0.0007 20.06 R I 0

10522 SMSAGLTR JW1963 ECK1977 amn AMP nucleosidase 24 411.7106 2 821.4066 0.0002 21.73 R Y 0

10523 SMSDGIYTPLGEQGNNLSVGQK JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 63 1148.0498 2 2294.0850 0.0001 47.40 R Q 0

10524 SMTGHLLGAAGAVESIYSILALR JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 35 777.4232 3 2329.2478 0.0015 75.75 K D 0

10525 SMVELDALAKPYRFPLAGVHGAER JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 20 657.5993 4 2626.3681 -0.0008 51.81 R R 0

10526 SMVMTEAQK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 46 512.7424 2 1023.4702 -0.0026 22.67 R E 0

10527 SMVMTEAQKESTAYHEAGHAIIGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 103 873.0880 3 2616.2422 -0.0003 37.69 R L 0

10528 SMWGFLK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 29 434.7229 2 867.4312 0.0000 52.59 R D 0

10529 SNAIGLMQLK JW5821 ECK1181 emtA lytic murein endotransglycosylase E 50 537.8030 2 1073.5914 0.0011 42.47 K A 0

10530 SNAIVYAK JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 24 433.2426 2 864.4706 0.0001 22.45 K N 0

10531 SNALVFEAK JW0934 ECK0942 pqiB paraquat-inducible protein B 25 489.7663 2 977.5180 -0.0002 32.39 K D 0

10532 SNANVPVTVTVALADDLTGR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 20 1007.0319 2 2012.0492 -0.0046 65.74 K E 0

10533 SNDADPGLNVK JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 52 565.2774 2 1128.5402 -0.0008 24.28 K L 0

10534 SNDGETPEGIGFAIPFQLATK JW3204 ECK3224 degS serine endoprotease, periplasmic 49 1096.5470 2 2191.0794 -0.0003 63.87 K I 0

10535 SNDITALRPYLSDK JW0849 ECK0856 ybjP predicted lipoprotein 65 796.9172 2 1591.8198 -0.0008 41.87 R L 0

10536 SNDITALRPYLSDKLATLLSDASR JW0849 ECK0856 ybjP predicted lipoprotein 56 874.1368 3 2619.3886 0.0020 65.74 R D 0

10537 SNDITALRPYLSDKLATLLSDASRDNNHR JW0849 ECK0856 ybjP predicted lipoprotein 27 814.9225 4 3255.6609 0.0015 61.03 R E 0

10538 SNDLTVNCLTGK 57.021465@C:8 JW5571 ECK3864 bipA GTP-binding protein 70 661.3250 2 1320.6354 0.0010 35.66 R K 0

10539 SNDLTVNCLTGKK 57.021465@C:8 JW5571 ECK3864 bipA GTP-binding protein 59 725.3713 2 1448.7280 -0.0012 30.05 R L 0

10540 SNDPEQVYAYGLYLSGHDQDR JW5942 ECK3515 bcsC cellulose synthase subunit 27 809.6994 3 2426.0764 -0.0012 51.84 K A 0

10541 SNEEIEVMFK JW1267 ECK1269 cysB DNA-binding transcriptional dual regulator, O-acetyl-L-serine-binding 65 613.2924 2 1224.5702 0.0006 44.63 R D 0

10542 SNELEDALLDLLDNLDKGNIQFDR JW5790 ECK4342 yjiA predicted GTPase 104 920.7954 3 2759.3644 0.0031 80.45 R L 0

10543 SNEYANLVGGERYEPDEENPMLGFR JW1692 ECK1700 pps phosphoenolpyruvate synthase 71 962.7724 3 2885.2954 0.0027 52.85 K G 0

10544 SNFDAMSGQYYAR JW5427 ECK2653 ygaT predicted protein 54 755.3249 2 1508.6352 -0.0002 37.96 R F 0

10545 SNHYGMIIMR 15.994915@M:9 JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 32 619.2948 2 1236.5750 0.0008 28.27 R D 0

10546 SNILLIGPTGSGK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 98 628.8640 2 1255.7134 -0.0002 43.14 K T 0

10547 SNILPYQNTL JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 79 581.8088 2 1161.6030 0.0001 50.29 R - 0

10548 SNIQCGSVLLPEMK 57.021465@C:5 JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 71 788.3967 2 1574.7788 -0.0008 45.12 R I 0

10549 SNKPFHYQAPFPLKK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 16 601.3311 3 1800.9715 0.0040 32.18 M D 0

10550 SNLFQGSWNFER JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 71 742.8500 2 1483.6854 0.0010 52.18 R M 0

10551 SNLIGMGILPLEFPQGVTR JW1268 ECK1271 acnA aconitate hydratase 1 65 1021.5598 2 2041.1050 0.0021 68.10 R K 0

10552 SNLLGSSGK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 41 431.7350 2 861.4554 -0.0002 22.28 R G JW1463

10553 SNLLGSSGKGHEFMLK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 15 568.9621 3 1703.8645 -0.0020 35.26 R Y 0

10554 SNMASADQPSVMDEAYK JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 114 922.3950 2 1842.7754 -0.0010 36.00 R E 0

10555 SNMASADQPSVMDEAYKEFVMQLASWDTR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 97 1103.1621 3 3306.4645 0.0015 77.40 R R 0

10556 SNMASADQPSVMDEAYKEFVMQLASWDTRR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 99 1155.1951 3 3462.5635 -0.0007 73.26 R E 0

10557 SNNALQTIINAR JW0328 ECK0334 codA cytosine deaminase 92 657.8601 2 1313.7056 0.0006 45.32 M L 0

10558 SNNIRIEEDLLGTR JW4099 ECK4133 aspA aspartate ammonia-lyase 75 815.4310 2 1628.8474 -0.0008 42.27 M E 0

10559 SNNTEPTWFPDSQNLAFTSDQAGRPQVYK JW5100 ECK0729 tolB periplasmic protein 70 1100.1849 3 3297.5329 0.0003 52.35 R V 0

10560 SNPLGEDFDYR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 16 656.7938 2 1311.5730 -0.0001 40.65 R K 0

10561 SNPLGEDFDYRK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 45 720.8412 2 1439.6678 -0.0003 35.00 R E 0

10562 SNPNLDVQMVPVSVMFGR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 75 995.4985 2 1988.9824 0.0013 61.34 R A 0

10563 SNPQAELIKDVYGIDDALR JW0232 ECK0243 proB gamma-glutamate kinase 89 1059.0472 2 2116.0798 -0.0002 60.17 R A 0

10564 SNQEPATILLIDDHPMLR JW1212 ECK1215 narL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) 45 688.3582 3 2062.0528 0.0010 52.00 M T 0

10565 SNQFGDTR JW2261 ECK2260 elaB conserved protein 29 462.7121 2 923.4096 -0.0001 18.77 M I 0

10566 SNQFGDTRIDDDLTLLSETLEEVLR JW2261 ECK2260 elaB conserved protein 73 960.4813 3 2878.4221 0.0026 80.42 M S 0

10567 SNQNTCINQMPCVSLGEPVER 57.021465@C:6,57.021465@C:12 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 91 1217.0511 2 2432.0876 -0.0007 46.05 R G 0

10568 SNSYDSSSIK JW5625 ECK3691 gyrB DNA gyrase, subunit B 33 544.2485 2 1086.4824 -0.0005 20.55 M V 0

10569 SNTFVAELK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 26 504.7722 2 1007.5298 0.0012 34.16 R G 0

10570 SNTGLVIDPYFSGTK JW3897 ECK3918 glpK glycerol kinase 21 799.9070 2 1597.7994 0.0006 50.33 R V 0

10571 SNTPLNVLALNQPENIENR JW3116 ECK3135 yraM conserved protein 97 1068.5559 2 2135.0972 0.0003 50.65 K V 0

10572 SNVLENNDVEDVAISR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 85 887.4351 2 1772.8556 0.0016 41.83 K E 0

10573 SNVPALEACPQK 57.021465@C:9 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 77 657.3292 2 1312.6438 -0.0007 28.28 K R 0

10574 SNVPALEACPQKR 57.021465@C:9 JW3304 ECK3329 rpsL 30S ribosomal subunit protein S12 70 735.3798 2 1468.7450 -0.0006 24.61 K G 0

10575 SPAFDSIMAETLK JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 56 705.3529 2 1408.6912 0.0004 53.15 K V 0

10576 SPAGAIQFEAVDAPEIIPDPFDPSK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 96 1306.1507 2 2610.2868 0.0016 67.53 R K 0

10577 SPAGAIQFEAVDAPEIIPDPFDPSKK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 97 913.8000 3 2738.3782 -0.0022 63.17 R R 0

10578 SPAGAIQFEAVDAPEIIPDPFDPSKKR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 101 965.8347 3 2894.4823 0.0009 60.19 R K 0

10579 SPAIEEWLR JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 41 550.7907 2 1099.5668 0.0006 48.69 R K 0

10580 SPDIPSVLVETGFISNNSEER JW4127 ECK4165 amiB N-acetylmuramoyl-l-alanine amidase II 44 1145.5668 2 2289.1190 0.0066 60.00 R L 0

10581 SPDKIYPGQVLR JW2640 ECK2659 ygaU predicted protein 35 458.2582 3 1371.7528 0.0016 32.04 K I 0

10582 SPDKIYPGQVLRIPEE JW2640 ECK2659 ygaU predicted protein 13 614.3314 3 1839.9724 -0.0007 45.36 K - 0

10583 SPDSPQWR JW1200 ECK1197 lolB chaperone for lipoproteins 48 486.7298 2 971.4450 -0.0011 24.34 K Q 0

10584 SPEEITLLAVSK JW2918 ECK2946 yggS predicted enzyme 78 643.8640 2 1285.7134 0.0006 47.47 R T 0

10585 SPEVFNLIMK JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 21 589.3180 2 1176.6214 0.0001 53.73 K R 0

10586 SPEWSAFGIRPPLR JW4359 ECK4388 rob DNA-binding transcriptional activator 19 538.2908 3 1611.8506 -0.0014 50.21 R L 0

10587 SPFMMLAEEVPEAR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 44 803.8848 2 1605.7550 0.0020 56.29 R E 0

10588 SPFVTSGIR JW2535 ECK2548 glyA serine hydroxymethyltransferase 62 482.2663 2 962.5180 -0.0004 31.56 K V 0

10589 SPGVFFDSDKGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 36 428.5460 3 1282.6162 -0.0034 31.09 R T 0

10590 SPGVFFDSDKGKTHSSGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 46 627.6430 3 1879.9072 0.0008 24.50 R V 0

10591 SPHVAALGSEAGGTLYGLQVLER JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 38 775.7448 3 2324.2126 0.0001 53.40 K I 0

10592 SPHYIVMNDK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 41 602.2936 2 1202.5726 -0.0027 25.02 R K 0

10593 SPHYIVMNDKK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 46 666.3422 2 1330.6698 -0.0004 22.75 R H 0

10594 SPHYIVMNDKKH JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 45 734.8720 2 1467.7294 0.0002 12.54 R - 0

10595 SPIAGMPVLEVWK JW1594 ECK1597 pntB pyridine nucleotide transhydrogenase, beta subunit 77 713.8921 2 1425.7696 0.0006 58.77 K A 0

10596 SPLLPQLGLGADYTYSNGYR JW5503 ECK3026 tolC transport channel 50 729.0361 3 2184.0865 0.0013 57.50 R D 0

10597 SPLLTPEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 41 442.7581 2 883.5016 0.0001 25.55 K A 0

10598 SPLLTPEKAIELLGTMQGGYNIHPLIDALDDAK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 61 1178.6239 3 3532.8499 0.0012 77.00 K L 0

10599 SPMCPSMK 57.021465@C:4 JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 35 469.2004 2 936.3862 -0.0005 22.63 R I 0

10600 SPNIFFADVMDEEDAFFDK JW3561 ECK3577 aldB aldehyde dehydrogenase B 53 1118.9917 2 2235.9688 0.0018 76.41 K A 0

10601 SPQAIVITGGPDQIPK JW0154 ECK0157 btuF vitamin B12 transporter subunit -!- periplasmic-binding component of ABC superfamily 15 810.9514 2 1619.8882 0.0000 41.87 R I 0

10602 SPQDIAATSEQFIASTFHAR JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 78 726.3599 3 2176.0579 0.0029 63.40 R S 0

10603 SPQPLMSPAWSPDGSK JW5100 ECK0729 tolB periplasmic protein 61 842.9040 2 1683.7934 0.0008 42.46 R L 0

10604 SPSASVTVNLLPGR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 67 699.3909 2 1396.7672 -0.0001 43.62 K A 0

10605 SPSFGEYYSHPR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 48 476.2177 3 1425.6313 -0.0002 31.49 R L 0

10606 SPSLFVNAATWGLLFTGK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 52 955.0143 2 1908.0140 -0.0004 74.81 R L 0

10607 SPVDMFNAACGPESLIR 57.021465@C:10 JW0281 ECK0286 yagU conserved inner membrane protein 60 932.4389 2 1862.8632 -0.0023 57.60 R A 0

10608 SPVEPVQSTAPQPK JW0192 ECK0196 rcsF predicted outer membrane protein, signal 45 732.8892 2 1463.7638 0.0019 24.05 R A 0

10609 SPVEPVQSTAPQPKAEPAKPK JW0192 ECK0196 rcsF predicted outer membrane protein, signal 18 547.3006 4 2185.1733 -0.0011 22.17 R A 0
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10610 SPVGCLFYDFFGGNTLK 57.021465@C:5 JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 73 961.4618 2 1920.9090 0.0010 73.44 K A 0

10611 SPVLLALDYNPTGDKEAPVYACLVGK 57.021465@C:22 JW2507 ECK2520 pepB aminopeptidase B 58 930.8181 3 2789.4325 0.0013 59.80 R G 0

10612 SPVNDHPFCLFNPQEDAQILEK 57.021465@C:9 JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 76 866.7484 3 2597.2234 0.0014 58.59 R E 0

10613 SPVSHYR JW3937 ECK3957 trmA tRNA (uracil-5-)-methyltransferase 37 423.2169 2 844.4192 0.0001 12.14 R M 0

10614 SPVSIGGVVVGR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 78 563.8324 2 1125.6502 -0.0004 40.82 R V 0

10615 SPVTLEYDLDDAGR JW3564 ECK3580 selA selenocysteine synthase 107 775.8700 2 1549.7254 -0.0006 44.06 R G 0

10616 SPWPELMR JW1241 ECK1243 cls cardiolipin synthase 1 22 508.2552 2 1014.4958 0.0002 45.82 R N 0

10617 SQAIEGLVK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 28 472.7742 2 943.5338 0.0001 31.01 K A 0

10618 SQAYLGVLVDDLCTLGTKEPYR 57.021465@C:13 JW3719 ECK3734 gidA glucose-inhibited cell-division protein 70 833.4251 3 2497.2535 0.0012 65.70 R M 0

10619 SQDLASQAEESFVEAE JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 39 870.3842 2 1738.7538 0.0006 54.07 R - 0

10620 SQETPASTTEAQIK JW1823 ECK1833 yebT conserved protein 79 745.8697 2 1489.7248 -0.0011 24.46 M N 0

10621 SQFWDLIDSIR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 29 690.3519 2 1378.6892 0.0010 68.85 R Q 0

10622 SQGLDDYICKR 57.021465@C:9 JW2751 ECK2774 pyrG CTP synthetase 50 677.8246 2 1353.6346 -0.0001 32.44 K F 0

10623 SQGNMAVTYKPLSDSDWQELGASDPGLASGDYK JW2462 ECK2473 nlpB lipoprotein 92 1163.2035 3 3486.5887 0.0000 53.02 R L 0

10624 SQGQEEAEKLR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 51 637.8201 2 1273.6256 -0.0006 19.39 R A 0

10625 SQGVAAYGAK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 49 476.2472 2 950.4798 -0.0022 20.18 R E 0

10626 SQIEMPIDDNVVLNK JW0831 ECK0838 ybjL predicted transporter 65 857.9380 2 1713.8614 0.0007 48.85 R G 0

10627 SQILDEAK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 28 452.2427 2 902.4708 0.0000 24.35 R A 0

10628 SQILDEAKAEAEQER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 51 572.9510 3 1715.8312 -0.0014 37.41 R T 0

10629 SQILDEAKAEAEQERTK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 89 973.4950 2 1944.9754 0.0003 35.17 R I 0

10630 SQKELEDVLYSNLEELTR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 24 722.7029 3 2165.0869 0.0018 64.08 R M 0

10631 SQLDWLVPHQANLR JW1077 ECK1077 fabH 3-oxoacyl-[acyl-carrier-protein] synthase III 24 559.6341 3 1675.8805 0.0012 49.07 R I 0

10632 SQLIDKIAAGADISK JW0430 ECK0434 hupB HU, DNA-binding transcriptional regulator, beta subunit 49 510.6223 3 1528.8451 -0.0008 42.68 K A 0

10633 SQLITSYSHSK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 34 625.8224 2 1249.6302 0.0000 22.17 K D 0

10634 SQLLTSDLVK JW3119 ECK3138 yraP predicted protein 51 552.3189 2 1102.6232 -0.0002 39.20 R S 0

10635 SQLTDDDSQFK JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 22 642.2914 2 1282.5682 0.0005 28.36 K N 0

10636 SQNGAAMSFGR JW0886 ECK0894 pflB pyruvate formate lyase I 63 563.2585 2 1124.5024 -0.0009 27.25 K T 0

10637 SQPIARPR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 26 462.7724 2 923.5302 0.0002 17.16 K S 0

10638 SQPVLVQPGQTGAMNSTLWVGPEIQDK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 73 1440.7318 2 2879.4490 0.0002 55.82 K M 0

10639 SQSEFDSALPNGIGLAPYLR JW4050 ECK4082 rpiR DNA-binding transcriptional repressor 68 1068.0428 2 2134.0710 0.0015 59.79 M M 0

10640 SQSMVDGNAYELLLDLFETK 15.994915@M:4 JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 117 1145.0514 2 2288.0882 0.0000 78.81 R I 0

10641 SQSNPMPIIMVTAK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 84 758.8969 2 1515.7792 0.0004 46.78 R G 0

10642 SQSTVGAGDSMVGAMTLK JW5280 ECK1721 pfkB 6-phosphofructokinase II 100 870.4188 2 1738.8230 0.0000 43.66 K L 0

10643 SQTAFALMGLLAANGR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 106 810.9302 2 1619.8458 0.0006 64.24 K I 0

10644 SQTGFGVEQGR JW4028 ECK4060 actP acetate transporter 56 583.2832 2 1164.5518 -0.0005 24.92 R A 0

10645 SQTIDLTLDGLSCGHCVK 57.021465@C:13,57.021465@C:16 JW0473 ECK0478 copA copper transporter 90 1002.4799 2 2002.9452 0.0000 45.60 M R 0

10646 SQTIDLTLDGLSCGHCVKR 57.021465@C:13,57.021465@C:16 JW0473 ECK0478 copA copper transporter 45 540.7698 4 2159.0501 0.0038 41.53 M V 0

10647 SQTVEGVTDTR JW1462 ECK1461 narY nitrate reductase 2 (NRZ), beta subunit 59 596.7934 2 1191.5722 -0.0009 22.65 R A 0

10648 SQTVHFQGNPVTVANSIPQAGSK JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 29 789.7400 3 2366.1982 0.0001 39.37 M A 0

10649 SQVGMVLNLDK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 19 602.3250 2 1202.6354 0.0025 42.67 R C JW1462

10650 SQVLITGATGLVGGHLLR JW5528 ECK3140 yraR predicted nucleoside-diphosphate-sugar epimerase 105 896.5245 2 1791.0344 -0.0023 49.77 M M 0

10651 SQVPFAWAPGWNSPQAWNK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 68 1086.0265 2 2170.0384 -0.0001 59.44 R F 0

10652 SQVPFAWAPGWNSPQAWNKFQDEVGGK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 38 1011.1548 3 3030.4426 0.0011 62.18 R L 0

10653 SQVQSGILPEHCR 57.021465@C:12 JW2424 ECK2426 yfeX conserved protein 46 504.2528 3 1509.7366 0.0009 25.40 M A 0

10654 SQVSTEFIPTR JW0765 ECK0771 moaB molybdopterin biosynthesis protein B 43 632.8302 2 1263.6458 -0.0001 35.99 M I 0

10655 SQVTFQYDDGK JW2909 ECK2937 metK methionine adenosyltransferase 1 49 644.2964 2 1286.5782 0.0003 31.00 K I 0

10656 SQVVLLPPVKEQAEIVR JW4311 ECK4338 hsdS specificity determinant for hsdM and hsdR 51 635.7102 3 1904.1088 -0.0007 44.19 K R 0

10657 SRDPQLQVVTNK JW5682 ECK3456 dcrB periplasmic protein 75 692.8804 2 1383.7462 -0.0008 24.03 R A 0

10658 SREFLMK JW0190 ECK0194 proS prolyl-tRNA synthetase 24 455.7439 2 909.4732 -0.0009 26.03 R D 0

10659 SRGQVMER JW1692 ECK1700 pps phosphoenolpyruvate synthase 38 481.7452 2 961.4758 -0.0005 15.29 R Y 0

10660 SRLDEIDRVSGQTQFNGVNVLAK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 25 637.3384 4 2545.3245 -0.0003 45.65 K N 0

10661 SRLDGTDVGETALRPSQK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 39 483.2549 4 1928.9905 -0.0009 28.78 R V 0

10662 SRVDGQLIALHFQEGQQVK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 57 718.3870 3 2152.1392 0.0001 41.46 R A 0

10663 SRVPDLENQVK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 44 428.9018 3 1283.6836 0.0003 27.47 R T 0

10664 SSAASIPLNVEAQTR JW1718 ECK1727 ydjN predicted transporter 22 772.4077 2 1542.8008 0.0006 37.45 R R 0

10665 SSAIFINAGR JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 28 518.2823 2 1034.5500 -0.0009 33.94 K G 0

10666 SSAIYLLRPTNK JW2078 ECK2087 gatA galactitol-specific enzyme IIA component of PTS 48 681.8904 2 1361.7662 -0.0005 35.03 K V 0

10667 SSALNTLTNQK JW5930 ECK3857 yihA GTP-binding protein 79 588.8147 2 1175.6148 0.0002 29.17 K S 0

10668 SSDIQPAPVAGMK JW2861 ECK2888 dsbC protein disulfide isomerase II 34 650.8317 2 1299.6488 -0.0004 29.63 K T 0

10669 SSDTGTYSGSVYTVK JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 24 776.3623 2 1550.7100 0.0000 30.02 K R 0

10670 SSDYVFR JW5241 ECK1484 yddV predicted diguanylate cyclase 53 437.2088 2 872.4030 0.0003 29.34 R Y 0

10671 SSEAGGSSSFASNNIYDYTNETANDVFDVR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 29 1073.1322 3 3216.3748 -0.0008 60.12 R L 0

10672 SSELDPVNHGDLITSMGQLQR JW1877 ECK1889 cheA fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 61 766.3778 3 2296.1116 -0.0001 48.93 R N 0

10673 SSEVYGQTNIGGK JW3897 ECK3918 glpK glycerol kinase 51 670.3284 2 1338.6422 0.0007 25.28 R G 0

10674 SSFADILNHADNVINQQTR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 92 1072.0302 2 2142.0458 0.0004 57.88 R M 0

10675 SSFNNINASISSINAYK JW5503 ECK3026 tolC transport channel 90 915.4554 2 1828.8962 0.0007 46.79 R Q 0

10676 SSGDPADQKYVELK JW2261 ECK2260 elaB conserved protein 84 768.8800 2 1535.7454 -0.0012 28.49 R A 0

10677 SSGDPADQKYVELKAR JW2261 ECK2260 elaB conserved protein 68 588.6350 3 1762.8832 -0.0018 27.37 R A 0

10678 SSGLDLTYQTLNVK JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 28 769.9070 2 1537.7994 0.0007 46.90 R N 0

10679 SSGLGLAFVSEVAR JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 97 696.8778 2 1391.7410 0.0002 53.43 K L 0

10680 SSIHSYR JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 38 425.2142 2 848.4138 -0.0002 12.09 R G 0

10681 SSIHSYRGPGLEEGMK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 46 874.4248 2 1746.8350 -0.0008 26.97 R I 0

10682 SSIPVFGVDALPEALALVK JW2137 ECK2143 mglB methyl-galactoside transporter subunit -!- periplasmic-binding component of ABC superfamily 49 963.5509 2 1925.0872 -0.0001 73.07 K S 0

10683 SSLAFDTLYAEGQR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 103 779.3811 2 1556.7476 0.0006 46.99 K R 0

10684 SSLGAVQNR JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 58 466.2505 2 930.4864 -0.0018 19.79 R L 0

10685 SSLIIWPESAITDLEINQQPFLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 114 1321.7079 2 2641.4012 0.0009 74.23 K A 0

10686 SSLINNAMSGLNAAQAALNTASNNISSYNVAGYTR JW1069 ECK1067 flgK flagellar hook-filament junction protein 1 102 1186.9135 3 3557.7187 0.0018 73.13 M Q 0

10687 SSLLNALAGR JW3684 ECK3699 trmE GTPase 16 501.2909 2 1000.5672 0.0007 45.02 K E 0

10688 SSLLNALSGFLSYQGSLR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 82 638.3430 3 1912.0072 0.0017 74.27 K I 0

10689 SSLLSLISGAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 101 552.3248 2 1102.6350 0.0004 56.41 K V 0

10690 SSLQFIDPK JW2462 ECK2473 nlpB lipoprotein 45 517.7795 2 1033.5444 0.0001 38.47 R G 0

10691 SSMFPDPWR JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 16 561.7551 2 1121.4956 -0.0007 49.44 R T 0

10692 SSMLEVLGEDYIR JW3512 ECK3530 dppB dipeptide transporter-!- membrane component of ABC superfamily 84 756.3742 2 1510.7338 0.0002 59.32 R T 0

10693 SSMPIIELK JW2243 ECK2242 yfaY conserved protein 20 509.2863 2 1016.5580 0.0005 43.39 R L 0

10694 SSNTETFVAIR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 13 612.8144 2 1223.6142 -0.0003 34.99 K V 0

10695 SSNTFTLGTK JW1403 ECK1399 ydbC predicted oxidoreductase, NAD(P)-binding 47 528.2720 2 1054.5294 0.0000 30.09 M S 0

10696 SSPGGLLNMVSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 69 595.3158 2 1188.6170 -0.0002 43.34 K R 0

10697 SSRDQAQATLK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 23 602.8177 2 1203.6208 0.0001 17.15 R S 0

10698 SSSGVYLLPGAK JW5056 ECK0406 yajI predicted lipoprotein 38 589.8245 2 1177.6344 0.0001 38.92 K T 0

10699 SSSSLLPELSAEANPFR JW5539 ECK3222 yhcB conserved protein 26 902.9580 2 1803.9014 0.0012 58.04 K N 0

10700 SSSVETMPDLPLK JW1692 ECK1700 pps phosphoenolpyruvate synthase 30 702.3577 2 1402.7008 -0.0005 44.95 K V 0

10701 SSTAVNLALALAAEGAK JW2100 ECK2106 mrp antiporter inner membrane protein 78 793.9415 2 1585.8684 0.0009 58.49 K V 0

10702 SSVAVSWIGK JW1897 ECK1911 pgsA phosphatidylglycerophosphate synthetase 63 517.2877 2 1032.5608 0.0005 39.63 R V 0

10703 SSVDILVPDLPESVADATVATWHK JW0716 ECK0715 sucB dihydrolipoyltranssuccinase 75 1275.6589 2 2549.3032 0.0020 66.67 M K 0

10704 SSVFDYR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 35 437.2088 2 872.4030 0.0002 33.62 K G 0

10705 SSVFVPLFAVEQAATTTGTWMLAR JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 94 1292.1677 2 2582.3208 0.0006 80.29 R M 0

10706 SSVGFLIVR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 66 489.2927 2 976.5708 0.0003 45.38 K L 0

10707 SSVTVGALVTANQADSLVTVQR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 38 1108.5973 2 2215.1800 -0.0007 51.96 K L 0

10708 SSWQEVNELIAASNVYTIK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 43 718.0363 3 2151.0871 0.0022 65.06 R N 0

10709 SSWTYELDENGFAK JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 61 823.8703 2 1645.7260 0.0001 48.80 K R 0

10710 SSWTYELDENGFAKR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 47 601.6163 3 1801.8271 0.0000 44.62 K D 0

10711 SSYLDYAMSVIVGR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 91 780.8895 2 1559.7644 -0.0009 69.84 K A 0

10712 STAESIVYSALETLAQR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 75 919.9788 2 1837.9430 0.0010 73.74 K S 0

10713 STCTGVEMFR 57.021465@C:3 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 80 594.2630 2 1186.5114 0.0004 33.63 K K JW3943

10714 STCTGVEMFRK 57.021465@C:3 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 65 658.3100 2 1314.6054 -0.0006 29.18 K L JW3943

10715 STEIIRR JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 16 437.7586 2 873.5026 -0.0007 18.30 K L 0

10716 STEIKTQVVVLGAGPAGYSAAFR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 77 774.7531 3 2321.2375 -0.0004 49.12 M C 0

10717 STENVPSTAVNNELR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 96 815.9051 2 1629.7956 -0.0002 32.32 R I 0

10718 STETNPLYWLR JW2539 ECK2552 yfhG conserved protein 50 690.3514 2 1378.6882 0.0001 55.46 K A 0

10719 STFIPILANIFAR JW2248 ECK2247 yfbF undecaprenyl phosphate-L-Ara4FN transferase 35 731.9251 2 1461.8356 0.0013 74.35 R R 0

10720 STFISSVK JW3997 ECK4029 malM maltose regulon periplasmic protein 43 434.7423 2 867.4700 -0.0001 29.55 R G 0

10721 STFLLDSLGK JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 44 540.8006 2 1079.5866 0.0003 49.63 K Q 0

10722 STFQQLPGTGVKPDQFHSQTR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 54 787.0658 3 2358.1756 0.0037 35.04 R E 0

10723 STGEAMELMEQLASK JW0451 ECK0456 acrB multidrug efflux system protein 78 812.8819 2 1623.7492 0.0009 57.64 K L 0

10724 STGEAMELMEQLASKLPTGVGYDWTGMSYQER JW0451 ECK0456 acrB multidrug efflux system protein 106 1189.2146 3 3564.6220 0.0010 76.62 K L 0

10725 STGEVMGVGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 28 496.7446 2 991.4746 -0.0010 25.03 R T 0

10726 STGHAGGIHNWR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 38 431.5452 3 1291.6138 -0.0032 20.15 K I 0

10727 STGIADTVLFGPEPEFFLFDDIR JW3841 ECK3863 glnA glutamine synthetase 68 1293.6423 2 2585.2700 0.0011 79.87 R F 0

10728 STGIDMDINYR JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 14 642.7989 2 1283.5832 0.0017 40.50 R Y 0

10729 STGQNLTHLR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 47 563.8011 2 1125.5876 -0.0014 21.29 K G 0

10730 STGSYSLVTQQPLGGK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 66 811.9213 2 1621.8280 -0.0031 37.37 R A 0

10731 STGWGGYLVVGYNF JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 19 760.3647 2 1518.7148 0.0004 68.14 R - 0

10732 STHGVNCTGSCSWK 57.021465@C:7,57.021465@C:11 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 25 527.5568 3 1579.6486 -0.0024 20.80 R I JW1463

10733 STHHYTDSVGGILR JW0451 ECK0456 acrB multidrug efflux system protein 56 771.8863 2 1541.7580 -0.0007 29.76 K S 0

10734 STIALTELGDEVR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 50 702.3721 2 1402.7296 -0.0007 46.23 K G 0

10735 STIASLITR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 68 481.2879 2 960.5612 0.0008 40.73 K F 0

10736 STIFPNMIGLTIAVHNGR JW3278 ECK3303 rpsS 30S ribosomal subunit protein S19 32 647.6843 3 1940.0311 0.0008 57.70 R Q 0

10737 STLASLLMGYYPLTEGEIR JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 59 1057.5454 2 2113.0762 -0.0002 72.32 K L 0

10738 STLFNALTK JW1194 ECK1191 ychF predicted GTP-binding protein 62 497.7821 2 993.5496 0.0002 42.95 K A 0

10739 STLGHQYDNSLVSNAFGFLR JW2904 ECK2932 speB agmatinase 70 1113.5507 2 2225.0868 0.0003 60.40 M L 0

10740 STLLHLLGGLDTPTSGDVIFNGQPMSK JW5162 ECK1103 lolD outer membrane-specific lipoprotein transporter subunit -!- ATP-binding component of ABC superfamily 82 933.4839 3 2797.4299 -0.0024 63.26 K L 0
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10741 STLLQQLTR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 56 530.3112 2 1058.6078 -0.0005 45.23 K A 0

10742 STLMNILGCLDK 57.021465@C:9 JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 47 682.8488 2 1363.6830 -0.0009 60.62 K A 0

10743 STLQNPADPESSVMYVAAPIMDGSR JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 47 1318.6217 2 2635.2288 0.0031 59.65 R L 0

10744 STMDHYAASNPLNK JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 62 774.8590 2 1547.7034 -0.0003 29.91 K E 0

10745 STMMAGLSYAHFTQYGYLR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 74 733.0121 3 2196.0145 0.0014 53.74 K T 0

10746 STNNGITAVIGPQGEIQAMIPQFTR JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 49 1322.1810 2 2642.3474 -0.0011 65.18 R E 0

10747 STPFAAQVAAER JW3259 ECK3284 rpsK 30S ribosomal subunit protein S11 29 624.3231 2 1246.6316 0.0010 33.82 K C 0

10748 STPVAVSTAR JW2660 ECK2679 emrA multidrug efflux system 56 494.7747 2 987.5348 -0.0001 20.84 R E 0

10749 STPYCTDIGK 57.021465@C:5 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 31 571.2641 2 1140.5136 0.0015 26.74 R M 0

10750 STQHYTDSTR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 40 598.2698 2 1194.5250 -0.0015 14.69 K S 0

10751 STQVYGQDVWLPAETLDLIR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 68 1152.5981 2 2303.1816 0.0018 69.13 K E 0

10752 STQYETQGYTINNAGR JW0955 ECK0964 hyaB hydrogenase 1, large subunit 50 901.9190 2 1801.8234 0.0003 30.73 M R 0

10753 STSDDIHNTTATGK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 78 724.3365 2 1446.6584 -0.0003 18.09 M C 0

10754 STTGLALLR JW2168 ECK2174 yejF fused predicted oligopeptide transporter subunits -!- ATP-binding components of ABC superfamily 14 466.2821 2 930.5496 -0.0002 38.03 K L 0

10755 STTIGIISSLVNK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 90 666.8900 2 1331.7654 -0.0006 53.64 K T 0

10756 STTWFVGADWLAEHIDDPEIQIIDAR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 49 1000.1582 3 2997.4528 0.0020 74.48 M M 0

10757 STVEAIWAGIK JW3722 ECK3738 asnA asparagine synthetase A 67 587.8268 2 1173.6390 -0.0004 49.78 K A 0

10758 STVLAPTTVVTR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 58 622.8643 2 1243.7140 0.0004 33.91 R Q 0

10759 STWVTPSAEAAAEVNAHLTAPLSR JW3719 ECK3734 gidA glucose-inhibited cell-division protein 26 827.0907 3 2478.2503 0.0000 54.16 K E 0

10760 SVAAVGHDAK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 33 477.7535 2 953.4924 -0.0006 15.10 K Q 0

10761 SVAEAANTPVALVFGR JW2516 ECK2529 yfhQ predicted methyltransferase 73 801.4355 2 1600.8564 -0.0008 55.48 K E 0

10762 SVAIALR JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 32 365.2342 2 728.4538 -0.0006 28.85 R N 0

10763 SVALATGAYAHIR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 77 665.3670 2 1328.7194 -0.0007 33.37 K R 0

10764 SVALATGAYAHIRR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 29 495.9480 3 1484.8222 0.0010 29.83 K Q 0

10765 SVALEEGAILAR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 73 614.8486 2 1227.6826 0.0004 40.64 K F 0

10766 SVALSGVPAGNTALCTVGK 57.021465@C:15 JW0324 ECK0330 prpC 2-methylcitrate synthase 80 901.4777 2 1800.9408 0.0004 42.41 K S 0

10767 SVANAEQMDR 15.994915@M:8 JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 35 568.7532 2 1135.4918 -0.0009 16.35 R L 0

10768 SVANAIIAACDEVLNNGK 57.021465@C:10 JW4099 ECK4133 aspA aspartate ammonia-lyase 77 620.3164 3 1857.9274 0.0021 58.80 K C 0

10769 SVANAVR JW1495 ECK1494 ydeP predicted oxidoreductase 13 358.7063 2 715.3980 0.0003 33.05 K K 0

10770 SVANIIRK JW0907 ECK0915 mukB fused chromosome partitioning proteins 38 450.7840 2 899.5534 -0.0017 23.53 R T 0

10771 SVDALHAAFNQ JW2635 ECK2654 ygaF predicted enzyme 37 586.7881 2 1171.5616 -0.0005 38.90 R - 0

10772 SVDALLIDDIQFFANK JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 37 904.9766 2 1807.9386 0.0030 72.46 R E 0

10773 SVDALLIDDIQFFANKER JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 78 1047.5469 2 2093.0792 -0.0001 67.95 R S 0

10774 SVDDVIAQVK JW2904 ECK2932 speB agmatinase 28 537.2957 2 1072.5768 0.0004 37.94 R Q 0

10775 SVDEAANSDIVDK JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 76 681.8226 2 1361.6306 -0.0003 26.31 R L 0

10776 SVDEAANSDIVDKLVAEL JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 40 944.4810 2 1886.9474 0.0001 69.66 R - 0

10777 SVDEAIAACGDVPEIMVIGGGR 57.021465@C:9 JW0047 ECK0049 folA dihydrofolate reductase 109 1108.5390 2 2215.0634 0.0022 57.70 K V 0

10778 SVDIALSSR JW3630 ECK3645 yicH conserved protein 51 474.2616 2 946.5086 0.0004 30.90 K Q 0

10779 SVDTPVIGLK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 35 514.8023 2 1027.5900 -0.0013 36.39 R E 0

10780 SVDTPVIGLKELMVQHEER JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 63 727.3842 3 2179.1308 0.0001 49.43 R I 0

10781 SVDVGTWIAGVGYR JW0799 ECK0803 ompX outer membrane protein 106 740.3835 2 1478.7524 0.0006 54.08 R F 0

10782 SVDVGTWIAGVGYRF JW0799 ECK0803 ompX outer membrane protein 108 813.9175 2 1625.8204 0.0002 64.09 R - 0

10783 SVDVGVVESATLADDLTHVEIK JW0934 ECK0942 pqiB paraquat-inducible protein B 99 1149.0972 2 2296.1798 0.0001 60.12 R A 0

10784 SVEDEDIIR JW1814 ECK1823 yebO predicted protein 43 538.2671 2 1074.5196 0.0004 31.95 K L 0

10785 SVEEILGK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 45 437.7481 2 873.4816 0.0009 33.76 K - 0

10786 SVEELNTELLNLLR JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 89 821.9542 2 1641.8938 0.0002 69.08 K E 0

10787 SVEELNTELLNLLREQFNLR JW3274 ECK3299 rpmC 50S ribosomal subunit protein L29 71 810.7712 3 2429.2918 0.0004 76.91 K M 0

10788 SVEFAVFAGPANDPK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 37 774.8885 2 1547.7624 0.0005 48.60 K G 0

10789 SVELVKEYVR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 53 407.8997 3 1220.6773 0.0008 33.76 K A 0

10790 SVESYKFNGWELDINSR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 79 1022.4927 2 2042.9708 0.0011 51.69 R S 0

10791 SVFDTLATAAK JW2924 ECK2952 ansB periplasmic L-asparaginase II 49 562.3036 2 1122.5926 0.0006 47.02 K T 0

10792 SVFPIQSYSGNSELQYVSYR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 122 1162.5640 2 2323.1134 0.0014 53.96 R L 0

10793 SVGEMAENQFR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 61 634.2904 2 1266.5662 -0.0001 32.70 R V 0

10794 SVGEVMAIGR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 54 509.7711 2 1017.5276 0.0000 33.87 K T 0

10795 SVGGEVIEQPR JW1818 ECK1828 htpX predicted endopeptidase 47 585.8095 2 1169.6044 0.0005 27.23 R N 0

10796 SVGLMTQPI JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 39 473.2578 2 944.5010 0.0009 46.27 K - 0

10797 SVGTQVDDGTLEVR JW3119 ECK3138 yraP predicted protein 66 738.3709 2 1474.7272 0.0009 34.14 R V 0

10798 SVGVMGDGR JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 51 439.2130 2 876.4114 -0.0010 21.86 R K 0

10799 SVIAEDGK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 35 409.7163 2 817.4180 -0.0001 19.25 R V 0

10800 SVIAEDGKVLYQSFPQAER JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 42 713.0365 3 2136.0877 0.0025 46.11 R A 0

10801 SVIDTMQTR JW0323 ECK0329 prpB 2-methylisocitrate lyase 37 525.7653 2 1049.5160 -0.0015 29.23 K N 0

10802 SVIETATVPLAQQQADALLNVK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 28 1155.1392 2 2308.2638 0.0001 58.18 M D 0

10803 SVITPEIEQK JW1611 ECK1614 hdhA 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 31 572.3166 2 1142.6186 0.0003 31.23 K M 0

10804 SVITVGPYLR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 44 552.8242 2 1103.6338 0.0000 43.15 R L 0

10805 SVKDDMLK JW0172 ECK0176 yaeT conserved protein 38 468.2467 2 934.4788 -0.0005 21.69 K Q 0

10806 SVLGIGQR JW3070 ECK3090 yqjE conserved inner membrane protein 41 415.2482 2 828.4818 0.0000 29.62 K I 0

10807 SVLITGCSSGIGLESALELKR 57.021465@C:7 JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 42 730.7321 3 2189.1745 0.0019 52.59 K Q 0

10808 SVLTQLYR JW1316 ECK1319 tyrR DNA-binding transcriptional dual regulator, tyrosine-binding 40 490.2821 2 978.5496 -0.0002 40.16 R N 0

10809 SVMIDASHLPFAQNISR 15.994915@M:3 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 59 951.4803 2 1900.9460 -0.0004 48.98 R V 0

10810 SVMLAAGDTFR JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 60 584.2948 2 1166.5750 -0.0004 39.26 K A 0

10811 SVMTFGISHHTDETGSDAWREDGLVAR JW0361 ECK0366 hemB porphobilinogen synthase 73 992.1294 3 2973.3664 -0.0011 44.38 R M 0

10812 SVNDVKADEQILDIGDASAQELAEILK JW2893 ECK2922 pgk phosphoglycerate kinase 91 962.1652 3 2883.4738 0.0025 74.29 K N 0

10813 SVNDVKADEQILDIGDASAQELAEILKNAK JW2893 ECK2922 pgk phosphoglycerate kinase 39 800.1698 4 3196.6501 0.0037 73.83 K T 0

10814 SVNIFDKTGAEVK JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 35 469.9202 3 1406.7388 -0.0016 34.06 R R 0

10815 SVNMEPK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 40 402.6993 2 803.3840 -0.0006 19.52 R L 0

10816 SVNSMGLGIMGGGSLEEALTELETGR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 122 1304.6343 2 2607.2540 0.0020 75.76 R A 0

10817 SVPLAEVQPGMLLR JW0473 ECK0478 copA copper transporter 81 755.4268 2 1508.8390 0.0006 53.07 K L 0

10818 SVPSLQIGR JW3630 ECK3645 yicH conserved protein 18 478.7799 2 955.5452 0.0001 34.69 R L 0

10819 SVPVQHPMYIDGQFVTWR JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 27 720.6949 3 2159.0629 0.0004 48.70 M G 0

10820 SVQAPLLK JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 22 428.2690 2 854.5234 0.0009 30.77 K N 0

10821 SVQDYLK JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 23 426.7268 2 851.4390 0.0001 32.91 K V 0

10822 SVQTVTGQPDVDQVVLDEAIK JW0803 ECK0809 ybiS conserved protein 57 1121.0845 2 2240.1544 0.0008 52.33 K N 0

10823 SVSGSATGTPYELR JW5761 ECK4262 yjgB predicted alcohol dehydrogenase, Zn-dependent and NAD(P)-binding 68 712.8544 2 1423.6942 0.0000 31.46 R K 0

10824 SVSLGVAQPDAYK JW2889 ECK2918 yggE conserved protein 55 667.8518 2 1333.6890 0.0012 35.93 R D 0

10825 SVSLGVAQPDAYKDK JW2889 ECK2918 yggE conserved protein 76 789.4119 2 1576.8092 -0.0004 31.70 R A 0

10826 SVSPGMSTDALNQEILQVSSQLLDK JW4120 ECK4155 yjeP predicted mechanosensitive channel 90 1330.6754 2 2659.3362 -0.0012 74.33 R S 0

10827 SVSPGMSTDALNQEILQVSSQLLDKSR JW4120 ECK4155 yjeP predicted mechanosensitive channel 58 968.4976 3 2902.4710 0.0005 70.20 R Q 0

10828 SVSSLAIMGLIDYPGR JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 42 839.9452 2 1677.8758 -0.0001 63.95 K V 0

10829 SVTAIDISSEK JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 50 575.3037 2 1148.5928 0.0003 31.23 K L 0

10830 SVTFCAR 57.021465@C:5 JW2294 ECK2291 pta phosphate acetyltransferase 20 420.7059 2 839.3972 0.0013 24.13 K S 0

10831 SVTGMVAR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 34 410.7212 2 819.4278 0.0005 23.07 R D 0

10832 SVTGNFSR JW0232 ECK0243 proB gamma-glutamate kinase 55 434.2192 2 866.4238 -0.0007 21.63 K G 0

10833 SVTIPAHSAVTLYGSANFLGAHK JW1090 ECK1090 ycfL predicted protein 66 781.0813 3 2340.2221 -0.0004 46.72 R V 0

10834 SVVDLTDDDIAAFRK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 19 555.6206 3 1663.8400 -0.0017 47.95 R E 0

10835 SVVIAAPADVSPLLR JW1925 ECK1939 fliI flagellum-specific ATP synthase 23 754.4459 2 1506.8772 0.0002 51.54 R M 0

10836 SVVNDTDGIVR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 59 587.8069 2 1173.5992 0.0002 31.59 K V 0

10837 SVVNPQFK JW3927 ECK3946 yijP conserved inner membrane protein 25 459.7558 2 917.4970 0.0000 26.80 R E 0

10838 SVVPVADVLQGR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 79 620.3565 2 1238.6984 0.0001 46.14 M V 0

10839 SVVQTVR JW5503 ECK3026 tolC transport channel 19 394.7347 2 787.4548 -0.0004 19.59 R S 0

10840 SVVSCDTDFGVCAHCYGR 57.021465@C:5,57.021465@C:12,57.021465@C:15 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 60 697.2888 3 2088.8446 -0.0005 37.51 R D 0

10841 SVVSGATPVMR JW2101 ECK2107 metG methionyl-tRNA synthetase 67 552.2973 2 1102.5800 -0.0005 28.83 K D 0

10842 SVVSQPENGLYHFTWPLDSNAATGMWHIR JW2504 ECK2516 yfhM conserved protein 85 1105.1998 3 3312.5776 0.0001 62.62 R A 0

10843 SVYIAEQLADYFR JW3172 ECK3194 yhbJ predicted protein with nucleoside triphosphate hydrolase domain 51 787.8968 2 1573.7790 0.0015 64.08 R S 0

10844 SWAAGDATSR JW0325 ECK0331 prpD 2-methylcitrate dehydratase 65 511.2387 2 1020.4628 0.0004 22.54 K A 0

10845 SWDYLYEPDPK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 74 706.8218 2 1411.6290 -0.0005 46.81 K A 0

10846 SWFGYTEGFR JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 65 625.2856 2 1248.5566 0.0002 51.54 R E 0

10847 SWGSDAK JW2647 ECK2666 ygaM predicted protein 39 375.6743 2 749.3340 -0.0003 18.44 K G 0

10848 SWGSDAKGEAEAAR JW2647 ECK2666 ygaM predicted protein 85 717.8340 2 1433.6534 -0.0001 24.99 K S 0

10849 SWQNFMDNFITIR JW3775 ECK3797 hemX uroporphyrinogen III methylase 91 836.4015 2 1670.7884 0.0010 69.46 K R 0

10850 SWSFGEVK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 40 470.2324 2 938.4502 0.0004 40.25 R K 0

10851 SWSFGEVKKPETINYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 50 647.6671 3 1939.9795 0.0001 39.79 R T 0

10852 SWTDASSIVDYLIFAR JW1177 ECK1176 ycgB conserved protein 40 615.3131 3 1842.9175 0.0022 79.36 R K 0

10853 SWTGLISTGITYK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 73 713.8829 2 1425.7512 0.0008 51.99 K F 0

10854 SWTGLISTGITYKF JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 48 787.4170 2 1572.8194 0.0006 61.57 K - 0

10855 SWVDEAEQHDE JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 68 672.7699 2 1343.5252 -0.0013 35.95 K - 0

10856 SWWQLSNSEESSPFR JW3794 ECK3815 pldA outer membrane phospholipase A 96 920.4186 2 1838.8226 0.0002 56.04 K E 0

10857 SYALQPVPSTQASIR JW3361 ECK3385 yrfF predicted inner membrane protein 14 809.4335 2 1616.8524 0.0002 38.43 R G 0

10858 SYGDRLLIDDLSFSIPK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 54 647.0120 3 1938.0142 0.0044 61.40 K G 0

10859 SYGTDVTLGFPINEYNSLR JW0172 ECK0176 yaeT conserved protein 88 716.0202 3 2145.0388 0.0010 59.60 K A 0

10860 SYLNALGDALK JW1835 ECK1847 yebE conserved protein 29 582.8163 2 1163.6180 -0.0005 49.25 R I 0

10861 SYNLNQQLLQR JW5943 ECK3514 yhjK predicted diguanylate cyclase 64 688.8672 2 1375.7198 -0.0010 38.86 R H 0

10862 SYPITIASGLFNEPASFLPLK JW3352 ECK3376 aroB 3-dehydroquinate synthase 45 1133.1127 2 2264.2108 0.0017 73.01 R S 0

10863 SYPLDIHNVQDHLK JW0797 ECK0801 dps Fe-binding and storage protein 68 839.9308 2 1677.8470 -0.0004 40.18 K E 0

10864 SYPLDIHNVQDHLKELADR JW0797 ECK0801 dps Fe-binding and storage protein 46 755.0540 3 2262.1402 0.0010 51.53 K Y 0

10865 SYPLDIHNVQDHLKELADRYAIVANDVR JW0797 ECK0801 dps Fe-binding and storage protein 48 1088.8967 3 3263.6683 -0.0005 65.38 K K 0

10866 SYPTYLADEPEWASR JW5041 ECK0305 ykgE predicted oxidoreductase 65 892.9109 2 1783.8072 0.0019 47.59 K A 0

10867 SYQANVEVLNTVK JW1061 ECK1059 flgC flagellar component of cell-proximal portion of basal-body rod 68 732.8888 2 1463.7630 0.0011 40.30 R S 0

10868 SYRVEPGK JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 17 468.2508 2 934.4870 -0.0002 17.13 R T 0

10869 SYVDCQDKVDELYELQEEWTAK 57.021465@C:5 JW3391 ECK3414 glgP glycogen phosphorylase 43 916.7497 3 2747.2273 0.0000 59.29 R A 0

10870 SYYALAESVK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 52 565.7895 2 1129.5644 -0.0010 37.48 R N 0

10871 SYYALAESVKNIFGYQYTIPTHQGR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 76 969.4875 3 2905.4407 0.0007 60.77 R G 0
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10872 SYYLDRGYAR JW0172 ECK0176 yaeT conserved protein 23 421.8749 3 1262.6029 -0.0015 28.81 R F 0

10873 TAAAADRTGHALLHTLYQQNLK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 79 798.4275 3 2392.2607 -0.0005 39.56 R N 0

10874 TAAFSLPLLQNLDPELK JW5531 ECK3150 deaD ATP-dependent RNA helicase 34 935.5205 2 1869.0264 0.0018 71.02 K A 0

10875 TAAFSLPLLQNLDPELKAPQILVLAPTR JW5531 ECK3150 deaD ATP-dependent RNA helicase 92 1010.5855 3 3028.7347 0.0021 74.90 K E 0

10876 TAAILLDTK JW1666 ECK1672 pykF pyruvate kinase I 43 473.2843 2 944.5540 -0.0001 33.67 K G 0

10877 TAAILLDTKGPEIR JW1666 ECK1672 pykF pyruvate kinase I 97 749.4349 2 1496.8552 -0.0009 39.25 K T 0

10878 TAALVMNIDDMSK JW0174 ECK0178 lpxD UDP-3-O-(3-hydroxymyristoyl)-glucosamine N-acyltransferase 64 704.8439 2 1407.6732 -0.0005 47.23 K R 0

10879 TAANGIEREWLNADELR JW2635 ECK2654 ygaF predicted enzyme 62 653.3290 3 1956.9652 -0.0002 47.34 R E 0

10880 TAAPSPSSSDKP JW5580 ECK3831 tatB TatABCE protein translocation system subunit 73 572.7772 2 1143.5398 -0.0010 19.27 K - 0

10881 TAAQNAFR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 21 439.7284 2 877.4422 0.0016 19.94 R V 0

10882 TAAVADYYAPIR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 74 655.8404 2 1309.6662 -0.0003 38.73 R S 0

10883 TACEVAEISYK 57.021465@C:3 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 61 635.8022 2 1269.5898 -0.0012 31.82 K K 0

10884 TACEVAEISYKK 57.021465@C:3 JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 58 699.8500 2 1397.6854 -0.0006 26.17 K F 0

10885 TADAELCETGTPEQPGKQNLPGAEEGDGFFYAK 57.021465@C:7 JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 98 1176.5362 3 3526.5868 0.0033 47.12 R L 0

10886 TADAILR JW1805 ECK1814 yoaE fused predicted membrane proteins 29 380.2216 2 758.4286 0.0000 24.45 R L 0

10887 TADGKDYLVVATTRPETLLGDTGVAVNPEDPR JW4215 ECK4251 valS valyl-tRNA synthetase 48 843.4339 4 3369.7065 0.0014 55.12 K Y 0

10888 TADKLVLTDSK JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 55 595.8344 2 1189.6542 -0.0012 24.35 R G 0

10889 TADKLVLTDSKGEK JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 82 752.9148 2 1503.8150 0.0006 21.82 R S 0

10890 TADLCSAKDDCVR 57.021465@C:5,57.021465@C:11 JW3361 ECK3385 yrfF predicted inner membrane protein 89 755.8349 2 1509.6552 0.0000 21.74 K L 0

10891 TADYKARAQK JW3506 ECK3523 bcsG predicted inner membrane protein 16 384.5437 3 1150.6093 0.0000 28.71 K F 0

10892 TAEDENVVGLQR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 70 665.8336 2 1329.6526 0.0002 30.08 R V 0

10893 TAEDYLGEPVTEAVITVPAYFNDAQR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 65 957.1353 3 2868.3841 0.0024 66.59 K Q 0

10894 TAEGGAEHVQPITGDNIVNVLDDFR JW2565 ECK2579 yfiF predicted methyltransferase 61 889.7725 3 2666.2957 0.0020 61.09 R Q 0

10895 TAEICEHLKR 57.021465@C:5 JW3897 ECK3918 glpK glycerol kinase 22 419.5520 3 1255.6342 -0.0002 20.47 R D 0

10896 TAELIQADMAQVGVK JW1287 ECK1289 sapA predicted antimicrobial peptide transporter subunit -!- periplasmic-binding component of ABC superfamily 54 787.4149 2 1572.8152 -0.0028 46.49 K V 0

10897 TAEWAEFLQR JW1272 ECK1275 yciM conserved protein 61 625.8120 2 1249.6094 0.0004 52.08 K A 0

10898 TAFKDTVIDMAR JW5794 ECK4349 mdoB phosphoglycerol transferase I 23 456.5709 3 1366.6909 -0.0006 39.15 K Y 0

10899 TAFQLTLHGER JW3840 ECK3862 glnL sensory kinase in two-component regulatory system with GlnG 19 636.8382 2 1271.6618 -0.0003 35.35 R Y 0

10900 TAFVLYDDQK JW0934 ECK0942 pqiB paraquat-inducible protein B 60 600.3009 2 1198.5872 0.0002 39.71 K S 0

10901 TAGGKDLRPALK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 16 409.5787 3 1225.7143 0.0001 20.16 R I 0

10902 TAGNVGSLK JW3351 ECK3375 damX predicted protein 44 423.7373 2 845.4600 -0.0006 19.33 K S 0

10903 TAGSSGANPFACIAAGIASLWGPAHGGANEAALK 57.021465@C:12 JW0710 ECK0709 gltA citrate synthase 98 1065.8595 3 3194.5567 0.0001 76.20 R M 0

10904 TAGVGSVQLFGSEYAMR 15.994915@M:16 JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 39 894.9327 2 1787.8508 -0.0003 46.90 R I 0

10905 TAGVLGDDLSLNAQQVSGVR JW1941 ECK1956 yedI conserved inner membrane protein 133 1000.5239 2 1999.0332 -0.0001 48.73 K A 0

10906 TAHQLVLSK JW1666 ECK1672 pykF pyruvate kinase I 56 498.7951 2 995.5756 -0.0008 20.63 K G 0

10907 TAIAEGLAWR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 56 544.2983 2 1086.5820 -0.0002 42.05 K I 0

10908 TAIAPVITIDGPSGAGK JW0893 ECK0901 cmk cytidylate kinase 29 784.4386 2 1566.8626 0.0010 43.86 M G 0

10909 TAIHALAR JW3179 ECK3202 gltB glutamate synthase, large subunit 34 426.7559 2 851.4972 -0.0005 21.39 R M 0

10910 TAIMENAHLVLSAASFAESDGTVINNEGR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 62 1006.4932 3 3016.4578 0.0019 60.32 R A 0

10911 TAISDLEVENR JW4215 ECK4251 valS valyl-tRNA synthetase 78 623.8171 2 1245.6196 -0.0005 36.16 R E 0

10912 TAISQFEGYIK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 78 628.8298 2 1255.6450 0.0003 48.21 R L 0

10913 TAITGANVNSAK JW2060 ECK2071 mdtB multidrug efflux system, subunit B 38 573.8082 2 1145.6018 -0.0022 21.79 R G 0

10914 TAIVEGLAQR JW2573 ECK2590 clpB protein disaggregation chaperone 14 529.3034 2 1056.5922 -0.0005 31.24 K I 0

10915 TAKGQPVLVGTISIEKSELVSNELTK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 14 686.1379 4 2740.5225 0.0003 48.49 R A 0

10916 TALAIDAIINQR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 93 649.8746 2 1297.7346 -0.0008 50.20 K D 0

10917 TALAQYR JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 40 411.7266 2 821.4386 -0.0009 22.71 R E 0

10918 TALASSVR JW2660 ECK2679 emrA multidrug efflux system 43 402.7318 2 803.4490 -0.0011 19.80 K Q 0

10919 TALGNDYHALFSFDDALAGR JW2507 ECK2520 pepB aminopeptidase B 50 718.6805 3 2153.0197 0.0017 60.61 K L 0

10920 TALIDHLDTMAER JW0797 ECK0801 dps Fe-binding and storage protein 83 743.3714 2 1484.7282 -0.0010 41.98 R A 0

10921 TALIMPICNEDVNR 57.021465@C:8 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 39 823.4055 2 1644.7964 0.0002 44.06 R V 0

10922 TALITGALQGIGEGIAR JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 108 820.9705 2 1639.9264 0.0007 56.04 K T 0

10923 TALMTSR JW1843 ECK1855 pykA pyruvate kinase II 18 390.2076 2 778.4006 -0.0001 20.23 R I 0

10924 TALMTSRISSGLPIFAMSRHER JW1843 ECK1855 pykA pyruvate kinase II 14 1231.1416 2 2460.2686 -0.0043 63.71 R T 0

10925 TALNFVQTLSGVASK JW0105 ECK0108 nadC quinolinate phosphoribosyltransferase 66 768.4254 2 1534.8362 0.0007 56.38 R V 0

10926 TALNVSGSMTAGTLTSQWLK JW1718 ECK1727 ydjN predicted transporter 119 1033.5334 2 2065.0522 0.0008 56.13 R Q 0

10927 TALVANPWQLGNVAAMLER JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 126 1027.5472 2 2053.0798 0.0020 68.62 K A 0

10928 TALVMGSASPQDLVQAVEK JW0473 ECK0478 copA copper transporter 47 648.6751 3 1943.0035 0.0000 54.41 R A 0

10929 TALVMGSASPQDLVQAVEKAGYGAEAIEDDAK JW0473 ECK0478 copA copper transporter 87 1078.8663 3 3233.5771 0.0010 69.21 R R 0

10930 TAMAPKPATTTTVTR JW5927 ECK3028 ygiB conserved outer membrane protein 89 773.9164 2 1545.8182 -0.0002 21.12 K G 0

10931 TANDFYIPEDEPFK JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 59 843.3886 2 1684.7626 0.0005 51.50 K I 0

10932 TANDGVDALNVLSK JW5917 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 59 708.8699 2 1415.7252 -0.0003 44.38 K N 0

10933 TANSGYLTR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 75 491.7509 2 981.4872 -0.0007 21.60 K R 0

10934 TAPHIMVVER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 35 576.8130 2 1151.6114 -0.0006 29.31 K D 0

10935 TAPHIMVVERDYPATYER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 44 716.6900 3 2147.0482 0.0013 36.31 K F 0

10936 TAPNIVAVERDYPATYER JW1463 ECK1462 narZ nitrate reductase 2 (NRZ), alpha subunit 15 689.0166 3 2064.0280 0.0003 40.03 K F 0

10937 TAQALLQGLGGLDTLYAEPEKIAGLSFR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 95 978.1974 3 2931.5704 -0.0001 70.83 K G 0

10938 TAQEAEALAR JW2338 ECK2335 yfcX fused enoyl-CoA hydratase-!-epimerase-!-isomerase -!- 3-hydroxyacyl-CoA dehydrogenase, subunit of anaerobic fatty acid oxidation complex 78 530.2748 2 1058.5350 -0.0005 23.04 K Q 0

10939 TAQEAVSPDEAAR JW0454 ECK0459 kefA fused mechanosensitive channel proteins 76 672.8229 2 1343.6312 -0.0004 21.59 K I 0

10940 TAQELDKAVAEATPYEPAGK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 28 697.0195 3 2088.0367 -0.0007 39.35 K A 0

10941 TAQPGDHILVMSNGGFGGIHQK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 60 755.3797 3 2263.1173 0.0005 40.19 K L 0

10942 TAQSVLVR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 47 437.2612 2 872.5078 -0.0002 23.73 K W 0

10943 TASEFGYLPLEHTLAVAEAVVTTQR JW2733 ECK2758 cysI sulfite reductase, beta subunit, NAD(P)-binding 36 901.8041 3 2702.3905 -0.0009 72.81 R D 0

10944 TASLAQEGATSSAVGFNIQLNDCDTNVASK 57.021465@C:23 JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 109 1023.8201 3 3068.4385 0.0027 51.01 R A 0

10945 TASSDLYQLFR JW2766 ECK2790 ygdH conserved protein 51 650.8308 2 1299.6470 0.0012 52.39 R N 0

10946 TASSGDYNKNQYYGITAGPAYR JW0799 ECK0803 ompX outer membrane protein 91 1199.0572 2 2396.0998 -0.0034 36.17 R I 0

10947 TASVTPSSAVPK JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 51 572.8137 2 1143.6128 -0.0007 24.80 K S 0

10948 TATFQQEVAESILAGIK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 59 903.4859 2 1804.9572 0.0002 67.27 K A 0

10949 TATPATASQFYTVK JW2640 ECK2659 ygaU predicted protein 75 743.3831 2 1484.7516 0.0006 36.64 K S 0

10950 TAVDTYR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 23 413.2087 2 824.4028 0.0001 19.90 K Y 0

10951 TAVGQTIQIGSGITK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 104 737.4169 2 1472.8192 -0.0007 37.73 K G 0

10952 TAVINKR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 19 401.2499 2 800.4852 -0.0016 14.13 R A 0

10953 TAVNHPLGK JW3352 ECK3376 aroB 3-dehydroquinate synthase 27 468.7666 2 935.5186 -0.0002 16.61 K N 0

10954 TAVNVIGYTDSTGGHDLNMR 15.994915@M:19 JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 51 713.0042 3 2135.9908 0.0003 37.00 K L 0

10955 TAVQGSPTMLAAISK JW1382 ECK1384 maoC fused aldehyde dehydrogenase -!- enoyl-CoA hydratase 78 737.8998 2 1473.7850 -0.0011 41.97 R Q 0

10956 TAWIHEQAK JW1327 ECK1329 uspE stress-induced protein 24 361.8573 3 1082.5501 -0.0010 21.82 R Y 0

10957 TAWIPLK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 18 414.7525 2 827.4904 0.0000 40.33 R Q 0

10958 TAYWELVR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 30 519.2743 2 1036.5340 -0.0001 44.78 R D 0

10959 TAYWELVRDHFAILK JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 37 621.3371 3 1860.9895 0.0008 58.15 R V 0

10960 TCAFIDAEHALDPIYAR 57.021465@C:2 JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 75 981.9723 2 1961.9300 -0.0005 54.13 K K 0

10961 TCHAAIIAR 57.021465@C:2 JW1692 ECK1700 pps phosphoenolpyruvate synthase 51 506.7715 2 1011.5284 0.0000 20.23 R E 0

10962 TCIHGDQVLAQPLGADRK 57.021465@C:2 JW5741 ECK4175 rnr exoribonuclease R, RNase R 13 495.5083 4 1978.0041 -0.0013 30.33 K G 0

10963 TCPTGAIHFGTK 57.021465@C:2 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 69 645.3191 2 1288.6236 0.0003 28.56 K E JW1471

10964 TDADAADLITSDCDPYDSEFITGER 57.021465@C:13 JW3975 ECK4007 aceA isocitrate lyase 92 1389.0917 2 2776.1688 0.0031 56.51 R T 0

10965 TDALAVEGLDAAIER JW0323 ECK0329 prpB 2-methylisocitrate lyase 89 772.4017 2 1542.7888 -0.0001 52.38 R A 0

10966 TDAPVAVSPVR JW0898 ECK0906 lpxK lipid A 4'kinase 19 556.3090 2 1110.6034 0.0001 28.91 R S 0

10967 TDAQNTAAYIGNGDR JW2203 ECK2207 ompC outer membrane porin protein C 90 783.8609 2 1565.7072 0.0002 27.59 R A 0

10968 TDAQNTAAYIGNGDRAETYTGGLK JW2203 ECK2207 ompC outer membrane porin protein C 77 1244.0902 2 2486.1658 -0.0014 37.13 R Y 0

10969 TDDFTFNYGWTYNK JW0172 ECK0176 yaeT conserved protein 70 886.3835 2 1770.7524 -0.0002 54.44 K L 0

10970 TDDFTFNYGWTYNKLDR JW0172 ECK0176 yaeT conserved protein 46 719.3293 3 2154.9661 0.0015 53.15 K G 0

10971 TDDPVEAIEQMEIELSR JW0907 ECK0915 mukB fused chromosome partitioning proteins 95 987.9699 2 1973.9252 0.0001 73.03 R L 0

10972 TDGDQVQINNVNILGR JW0755 ECK0761 ybhC predicted pectinesterase 91 878.4528 2 1754.8910 0.0000 45.53 R Q 0

10973 TDGLDPDQAVVDFYSLGLGEIYPIAASHGR JW5403 ECK2507 der predicted GTP-binding protein 134 1059.5243 3 3175.5511 0.0048 77.36 K G 0

10974 TDGSSTLASFGER JW1606 ECK1609 ydgA conserved protein 69 664.3100 2 1326.6054 0.0002 35.97 K V 0

10975 TDIAQLLGK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 75 479.7820 2 957.5494 0.0000 46.87 M D 0

10976 TDIAQLLGKDADNLLQHR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 96 1011.0422 2 2020.0698 -0.0003 57.29 M C 0

10977 TDIDKIR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 34 430.7452 2 859.4758 -0.0004 20.80 K T 0

10978 TDINQALNRLPQVEGTGGDVQPSQDLVR JW2573 ECK2590 clpB protein disaggregation chaperone 74 1007.5185 3 3019.5337 0.0015 49.78 R V 0

10979 TDITELEAFRK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 48 441.5686 3 1321.6840 -0.0037 40.86 K Q 0

10980 TDIVEYVR JW2347 ECK2345 yfdH CPS-53 (KpLE1) prophage; bactoprenol glucosyl transferase 35 497.7640 2 993.5134 0.0004 35.90 K A 0

10981 TDKDYLK JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 33 441.7316 2 881.4486 -0.0007 18.89 R L 0

10982 TDKETPYVPIPEGGVK JW5791 ECK4344 yjiY predicted inner membrane protein 49 865.4536 2 1728.8926 -0.0007 36.94 R I 0

10983 TDKFIVR JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 33 439.7583 2 877.5020 -0.0001 23.23 R R 0

10984 TDKLTSLR JW0007 ECK0008 talB transaldolase B 28 311.8505 3 932.5297 0.0005 21.36 M Q 0

10985 TDKPQPVNALLK JW5503 ECK3026 tolC transport channel 13 662.3854 2 1322.7562 0.0005 30.26 K E 0

10986 TDKPWPVALYLTPVSSAGGVAIK JW4283 ECK4311 fimH minor component of type 1 fimbriae 44 790.7746 3 2369.3020 0.0026 59.48 R A 0

10987 TDKTIAFSLLDLAPIPEGSSAR JW3129 ECK3148 yhbW predicted enzyme 26 768.0820 3 2301.2242 0.0025 63.39 M E 0

10988 TDKTSLSYK JW2484 ECK2495 purM phosphoribosylaminoimidazole synthetase 36 348.1852 3 1041.5338 -0.0003 19.03 M D 0

10989 TDKVYYHHTGHIGGIK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 45 457.2386 4 1824.9253 -0.0018 22.16 R Q 0

10990 TDLDKLVIEMETNGTIDPEEAIRR JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 78 920.1350 3 2757.3832 -0.0022 61.03 R A 0

10991 TDLEYVLPDGSK JW4285 ECK4313 uxuA mannonate hydrolase 22 668.8370 2 1335.6594 0.0036 43.11 R A 0

10992 TDLHGTAVR JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 35 485.2596 2 968.5046 0.0006 17.81 R V 0

10993 TDLNDTESDSTTLVASR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 110 912.9255 2 1823.8364 -0.0021 34.93 R Y 0

10994 TDLNPPVDFPADAK JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 22 750.3728 2 1498.7310 0.0006 43.82 R S 0

10995 TDSTVKQPIVDEGSNAAFDIVYSDAQGVK JW2504 ECK2516 yfhM conserved protein 66 1018.8348 3 3053.4826 -0.0003 55.12 R K 0

10996 TDTATDKDYLDIER JW0915 ECK0923 pepN aminopeptidase N 75 828.3917 2 1654.7688 0.0003 34.87 R V 0

10997 TDTFLFHYNFPPYSVGETGMVGSPK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 29 931.1071 3 2790.2995 -0.0004 59.24 R R 0

10998 TDTLLEISVLPLDSYAKPDIEANYQGR JW3474 ECK3490 slp outer membrane lipoprotein 92 1007.8526 3 3020.5360 0.0017 64.37 K L 0

10999 TDTPIQKVPQSISVVTAEEMALHQPK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 63 949.8357 3 2846.4853 0.0003 52.28 K S 0

11000 TDTPSLETPQAAR JW5012 ECK0154 clcA chloride channel, voltage-gated 46 693.8464 2 1385.6782 -0.0004 29.64 K L 0

11001 TDVAGEAEKLHER JW5790 ECK4342 yjiA predicted GTPase 32 485.5792 3 1453.7158 -0.0003 24.93 K L 0

11002 TDVKEMVELDQ JW5448 ECK2805 ygdI predicted protein 76 653.8131 2 1305.6116 -0.0005 41.09 R - 0
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11003 TDVLALPLPQQR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 37 675.8918 2 1349.7690 0.0024 49.08 R L 0

11004 TDVLDLTINTR JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 69 630.8436 2 1259.6726 0.0006 47.59 K G 0

11005 TDVLIDEVR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 63 530.2875 2 1058.5604 -0.0004 38.01 K A 0

11006 TDVMDAALRQPLSEFDTQPVGQVISR JW5061 ECK0443 mdlB fused predicted multidrug transporter subunits -!- ATP binding components of ABC superfamily 41 958.4878 3 2872.4416 0.0026 59.58 R V 0

11007 TEAINANYHAPEIAFSAPYLSEMVR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 60 932.1222 3 2793.3448 0.0017 59.11 R Q 0

11008 TEDILLLQTNPQWQSIFDTYGVLPR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 63 1474.2642 2 2946.5138 0.0012 76.28 R H 0

11009 TEEEQFAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 42 505.2323 2 1008.4500 -0.0012 22.26 K T 0

11010 TEEFDAIK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 20 476.7346 2 951.4546 -0.0004 30.96 K I 0

11011 TEEFDAIKIALASPDMIR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 102 1010.5255 2 2019.0364 0.0018 60.99 K S 0

11012 TEEQLANIAR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 43 572.8030 2 1143.5914 0.0031 30.48 R G 0

11013 TEFDKDNGFTVLDACQVNDR 57.021465@C:15 JW2904 ECK2932 speB agmatinase 41 782.0215 3 2343.0427 -0.0011 45.93 R S 0

11014 TEFLFMDRDALPTEEEQFAAYK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 59 884.4162 3 2650.2268 0.0007 59.34 R A 0

11015 TEGKQSPFSFVLSFNPADVQPNAR JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 80 1318.6596 2 2635.3046 0.0015 62.32 R I 0

11016 TEGVGLHGVAR JW5837 ECK2081 yegR predicted protein 83 548.2987 2 1094.5828 -0.0005 22.49 K L 0

11017 TEHQILHNLR JW0438 ECK0442 mdlA fused predicted multidrug transporter subunits -!- ATP-binding components of ABC superfamily 31 630.8440 2 1259.6734 0.0000 20.96 R Q 0

11018 TEIEDVLILEPR JW2023 ECK2032 rfbC dTDP-4-deoxyrhamnose-3,5-epimerase 65 713.8933 2 1425.7720 0.0006 55.25 R V 0

11019 TEKEAIDAGTTWWEGDLFQGKPDWK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 88 1454.6931 2 2907.3716 0.0002 58.77 R K 0

11020 TEKEAIDAGTTWWEGDLFQGKPDWKK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 42 759.8731 4 3035.4633 -0.0032 53.70 R L 0

11021 TEKEWDKADAAFDNR JW1575 ECK1578 ynfB predicted protein 67 898.4164 2 1794.8182 0.0010 31.26 R D 0

11022 TELFLVEGDSAGGSAK JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 111 790.8941 2 1579.7736 0.0007 45.15 R Q 0

11023 TELKEALASLELPEGMGLIVR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 15 757.0875 3 2268.2407 0.0009 66.04 R T 0

11024 TELLKELDR JW0099 ECK0102 yacF conserved protein 53 558.8166 2 1115.6186 0.0000 34.91 R Q 0

11025 TELPIGAYQVSGEYAMIK JW0361 ECK0366 hemB porphobilinogen synthase 25 985.5005 2 1968.9864 -0.0002 54.75 R F 0

11026 TEMDEYIR JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 38 528.7367 2 1055.4588 -0.0004 33.95 K N 0

11027 TENLYILPASQTR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 91 753.4015 2 1504.7884 -0.0001 41.11 R D 0

11028 TENTIETGVGYSTDVGPR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 57 948.4526 2 1894.8906 -0.0003 37.96 R V 0

11029 TEPGDENNQDISALVGK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 98 893.9258 2 1785.8370 -0.0010 39.83 K V 0

11030 TEPKPVAQTPK JW3351 ECK3375 damX predicted protein 39 598.3372 2 1194.6598 -0.0010 17.82 K R 0

11031 TEPLKPR JW1315 ECK1318 ycjF conserved inner membrane protein 16 420.7503 2 839.4860 -0.0004 16.28 M I 0

11032 TEPLQITTELPGR JW0452 ECK0457 acrA multidrug efflux system 48 727.8960 2 1453.7774 -0.0001 44.63 K T 0

11033 TEPLTETPELSAK JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 19 708.3659 2 1414.7172 -0.0018 34.72 M Y 0

11034 TEPTYTLYATFDNIGGLK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 86 1002.5037 2 2002.9928 0.0040 62.00 R A 0

11035 TEQATTTDELAFTRPYGEQEK JW3974 ECK4006 aceB malate synthase A 75 1208.0693 2 2414.1240 0.0003 39.27 M Q 0

11036 TEQEKTSAVVEETR JW3775 ECK3797 hemX uroporphyrinogen III methylase 81 803.8999 2 1605.7852 0.0006 20.38 M E 0

11037 TEQQYENATR JW1178 ECK1177 dadA D-amino acid dehydrogenase 58 620.2838 2 1238.5530 0.0004 19.09 R D 0

11038 TEQRPLTIALVAGETSGDILGAGLIR JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 39 884.4955 3 2650.4647 -0.0006 66.77 M A 0

11039 TEQTQPAAPAKPTSDIPN JW3142 ECK3164 secG preprotein translocase membrane subunit 43 933.4663 2 1864.9180 0.0013 27.65 K - 0

11040 TERGEPQINFDDIELDDTDDRRPTR JW3351 ECK3375 damX predicted protein 39 751.6057 4 3002.3937 -0.0029 42.56 R A 0

11041 TESEEMLAK JW1666 ECK1672 pykF pyruvate kinase I 18 519.2447 2 1036.4748 0.0003 23.25 K M 0

11042 TESFAQLFEESLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 65 764.8803 2 1527.7460 0.0003 63.78 M E 0

11043 TESFAQLFEESLKEIETRPGSIVR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 65 922.8151 3 2765.4235 0.0001 71.34 M G 0

11044 TETAPFSEEK JW1070 ECK1068 flgL flagellar hook-filament junction protein 33 569.7661 2 1137.5176 -0.0013 26.12 K G 0

11045 TEVELLK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 28 416.2444 2 830.4742 -0.0007 31.55 R T 0

11046 TEVYPIGIEPK JW5312 ECK1895 otsA trehalose-6-phosphate synthase 52 623.3400 2 1244.6654 0.0002 40.61 R E 0

11047 TFADAVPNSDPLMILADYR JW1186 ECK1185 treA periplasmic trehalase 64 1055.0202 2 2108.0258 0.0010 68.16 K M 0

11048 TFADKLATFEAK JW2424 ECK2426 yfeX conserved protein 42 671.3556 2 1340.6966 -0.0010 42.80 K F 0

11049 TFADVDEAQALR JW0473 ECK0478 copA copper transporter 32 668.3306 2 1334.6466 0.0000 39.54 K L 0

11050 TFAEAFAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 13 442.7294 2 883.4442 0.0002 33.84 R A 0

11051 TFAHVDPVKEPIPVIPTCHYMMGGIPTK 57.021465@C:18 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 75 1045.8657 3 3134.5753 -0.0004 49.56 R V 0

11052 TFALAQKYDR JW0328 ECK0334 codA cytosine deaminase 55 606.8221 2 1211.6296 -0.0003 31.54 K L 0

11053 TFCAHAPGAVEPLQSAIK 57.021465@C:3 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 47 948.9857 2 1895.9568 0.0005 38.68 K Y 0

11054 TFCIPHGGGGPGMGPIGVK 57.021465@C:3 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 28 613.6389 3 1837.8949 -0.0018 42.70 K A 0

11055 TFDLDELVTTLSGGNGAGK JW0907 ECK0915 mukB fused chromosome partitioning proteins 89 947.9738 2 1893.9330 0.0011 71.09 R S 0

11056 TFDNGVICASEQSVVVVDSVYDAVR 57.021465@C:8 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 116 1365.1565 2 2728.2984 -0.0031 70.07 K E 0

11057 TFDNGVICASEQSVVVVDSVYDAVRER 57.021465@C:8 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 109 1005.4902 3 3013.4488 0.0038 70.31 K F 0

11058 TFDTHPEGLNQAEVESAR JW4201 ECK4237 mgtA magnesium transporter 33 667.6492 3 1999.9258 0.0022 34.52 K E 0

11059 TFEAIQYYLLK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 64 694.8764 2 1387.7382 -0.0005 58.38 K A 0

11060 TFFPDFSK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 16 494.7424 2 987.4702 0.0000 48.17 K V 0

11061 TFGAEQSYIVTNGTSTSNK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 33 1002.9803 2 2003.9460 0.0024 37.26 R I 0

11062 TFGEAACQQELEAFLAHR 57.021465@C:7 JW1615 ECK1618 add adenosine deaminase 47 693.3305 3 2076.9697 0.0010 55.35 R D 0

11063 TFGFGAGR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 34 406.7061 2 811.3976 -0.0001 32.31 R E 0

11064 TFGFGAGREDVWEPDLDVNWGDEK JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 71 913.7492 3 2738.2258 0.0009 61.19 R A 0

11065 TFGMEGLFR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 13 529.2598 2 1056.5050 -0.0012 53.22 R Q 0

11066 TFGVQAK JW1615 ECK1618 add adenosine deaminase 22 375.7108 2 749.4070 -0.0002 22.82 R L 0

11067 TFGYYNAGQDCTAACR 57.021465@C:11,57.021465@C:15 JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 87 927.8806 2 1853.7466 0.0005 33.79 R I 0

11068 TFHIGGAASR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 54 339.5137 3 1015.5193 -0.0007 22.68 R A 0

11069 TFKPERDGLFCAR 57.021465@C:11 JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 33 532.9351 3 1595.7835 -0.0042 32.87 R I 0

11070 TFLDQTGGLWASGALYGK JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 101 942.9788 2 1883.9430 0.0013 61.44 R L 0

11071 TFLEHGIR JW1615 ECK1618 add adenosine deaminase 45 486.7662 2 971.5178 -0.0011 28.14 K A 0

11072 TFLLTANMHF JW0790 ECK0794 fiu predicted iron outer membrane transporter 53 597.8026 2 1193.5906 0.0003 57.93 R - 0

11073 TFLVEIGTEELPPK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 21 786.9297 2 1571.8448 0.0001 53.56 K A 0

11074 TFLVTIGDR JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 15 511.2876 2 1020.5606 0.0003 44.47 K S 0

11075 TFMETPLAHPQR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 22 476.5745 3 1426.7017 -0.0011 33.31 K G 0

11076 TFNCGVGMIIALPAPEVDK 57.021465@C:4 JW2484 ECK2495 purM phosphoribosylaminoimidazole synthetase 60 1016.5161 2 2031.0176 0.0008 59.21 R A 0

11077 TFNCGVGMIIALPAPEVDKALALLNANGENAWK 57.021465@C:4 JW2484 ECK2495 purM phosphoribosylaminoimidazole synthetase 76 1166.6020 3 3496.7842 -0.0004 77.32 R I 0

11078 TFNEFFVRPLR JW4121 ECK4156 psd phosphatidylserine decarboxylase 20 475.9261 3 1424.7565 0.0001 48.48 R D 0

11079 TFNFFINQPLVR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 64 748.4066 2 1494.7986 0.0004 59.36 K K 0

11080 TFNIPGGK JW1487 ECK1486 gadC predicted glutamate:gamma-aminobutyric acid antiporter 37 417.2294 2 832.4442 0.0000 32.11 R G 0

11081 TFQGLILTLQDYWAR JW3531 ECK3548 glyQ glycine tRNA synthetase, alpha subunit 73 912.9867 2 1823.9588 0.0019 75.20 R Q 0

11082 TFSIIKPNAVAK JW2502 ECK2514 ndk multifunctional nucleoside diphosphate kinase -!- apyrimidinic endonuclease -!- 3'-phosphodiesterase 40 644.8845 2 1287.7544 -0.0007 35.49 R N 0

11083 TFSLFGDKFTR JW5652 ECK3561 avtA valine-pyruvate aminotransferase 46 659.8436 2 1317.6726 0.0008 48.07 M H 0

11084 TFSNAIAEVR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 46 554.2930 2 1106.5714 -0.0005 35.00 K E 0

11085 TFSPESEDYLKNPVFWEK JW4015 ECK4047 aphA acid phosphatase/phosphotransferase, class B, non-specific 20 739.3565 3 2215.0477 0.0002 53.52 K M 0

11086 TFTAKPETVK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 33 561.3138 2 1120.6130 0.0002 20.20 K R 0

11087 TFTAKPETVKR JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 46 639.3644 2 1276.7142 0.0004 19.80 K D 0

11088 TFTDAAEVIGEAWESR JW2101 ECK2107 metG methionyl-tRNA synthetase 94 891.4214 2 1780.8282 0.0015 61.89 K E 0

11089 TFTDVQGDTHE JW1213 ECK1216 narX sensory histidine kinase in two-component regulatory system with NarL 38 625.2707 2 1248.5268 0.0009 26.74 K - 0

11090 TFTPSESLSSLSLFLSLAR JW0861 ECK0868 ybjX conserved protein 91 1028.5515 2 2055.0884 -0.0004 76.80 R G 0

11091 TFWITNQQTMTAR JW3927 ECK3946 yijP conserved inner membrane protein 69 799.3931 2 1596.7716 -0.0002 45.90 K N 0

11092 TGAALTLDGATFSSETTLNNGTNTIPFQAR JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 14 1023.8408 3 3068.5006 -0.0045 75.71 R Y 0

11093 TGAFHAAIAAGVPIIPVCVSTTSNK 57.021465@C:18 JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 32 828.1084 3 2481.3034 -0.0017 51.96 K I 0

11094 TGAGMMDCK 57.021465@C:8 JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 75 485.6928 2 969.3710 -0.0008 20.60 R K 0

11095 TGAGMMDCKK 57.021465@C:8 JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 46 549.7410 2 1097.4674 0.0006 17.44 R A 0

11096 TGAIVDFFSPGALK JW4050 ECK4082 rpiR DNA-binding transcriptional repressor 67 711.8853 2 1421.7560 0.0005 58.68 K - 0

11097 TGAQEYAPHVINTPLAFLIK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 78 1092.0971 2 2182.1796 0.0011 59.60 K S 0

11098 TGAVINVK JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 34 401.2448 2 800.4750 -0.0005 23.24 K K 0

11099 TGAWSSLLDIIPSMAK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 54 845.4487 2 1688.8828 0.0022 72.30 R A 0

11100 TGDDNITWENDDK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 81 761.8183 2 1521.6220 0.0002 31.63 R T 0

11101 TGDDNITWENDDKTGSLVWAGDTYWR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 64 1005.7851 3 3014.3335 0.0016 57.96 R I 0

11102 TGDIGLFR JW2667 ECK2692 alaS alanyl-tRNA synthetase 60 439.7402 2 877.4658 0.0000 38.33 R I 0

11103 TGDIVEYLVK JW0190 ECK0194 proS prolyl-tRNA synthetase 90 568.8136 2 1135.6126 0.0002 49.54 K Q 0

11104 TGDKVELEGK JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 48 538.2850 2 1074.5554 -0.0003 19.19 K Y 0

11105 TGDTVNDEDISNTIR JW0172 ECK0176 yaeT conserved protein 96 825.3845 2 1648.7544 0.0004 34.04 R A 0

11106 TGDVIEVFEIIEIQR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 35 880.9753 2 1759.9360 0.0005 70.89 R T 0

11107 TGDVKQPNDPGEITNEVTPIKVGDTLYLCTAHQR 57.021465@C:29 JW0120 ECK0123 gcd glucose dehydrogenase 64 1256.2952 3 3765.8638 0.0006 49.48 R L 0

11108 TGEDIPITAR JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 56 536.7852 2 1071.5558 -0.0001 29.42 K R 0

11109 TGELSIHCTELR 57.021465@C:8 JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 24 472.5695 3 1414.6867 -0.0008 31.48 K L JW4090

11110 TGEMGYPSALTAPVWGFYDVSFK JW0325 ECK0331 prpD 2-methylcitrate dehydratase 55 1262.0995 2 2522.1844 0.0017 72.45 K G 0

11111 TGEQFERPVTVGYMYMLK 15.994915@M:16 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 64 722.3515 3 2164.0327 -0.0006 46.58 R L 0

11112 TGFAYADQISLLALEQSAQAAR JW3213 ECK3233 tldD predicted peptidase 42 1162.5976 2 2323.1806 -0.0001 64.66 K T 0

11113 TGFNDSLLDIR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 80 625.8224 2 1249.6302 0.0000 50.53 R Y 0

11114 TGGDAPDQTTTIVR JW2294 ECK2291 pta phosphate acetyltransferase 91 716.3569 2 1430.6992 -0.0009 26.27 R A 0

11115 TGGLADVIGALPAAQIADGVDAR JW3392 ECK3415 glgA glycogen synthase 106 1076.0740 2 2150.1334 0.0003 65.65 K V 0

11116 TGGSLDAWFK JW4025 ECK4057 yjcD predicted permease 62 541.2692 2 1080.5238 -0.0001 48.16 R I 0

11117 TGGTLVYATCSVLPEENSLQIK 57.021465@C:10 JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 45 1190.6063 2 2379.1980 -0.0011 54.08 K A 0

11118 TGGVALAVK JW2289 ECK2286 yfbS predicted transporter 28 408.2527 2 814.4908 -0.0004 26.28 K G 0

11119 TGGVLALVSTPSYDPNLFVDGISSK JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 39 1269.1607 2 2536.3068 0.0008 66.79 R D 0

11120 TGHALLHTLYQQNLK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 74 868.9757 2 1735.9368 -0.0001 34.04 R N 0

11121 TGHTDKAGYNLVASATEGQMR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 88 736.3549 3 2206.0429 -0.0007 34.52 K L 0

11122 TGHWDNYKDAMFTTSSENR JW1709 ECK1717 thrS threonyl-tRNA synthetase 60 753.9958 3 2258.9656 0.0006 37.50 K E 0

11123 TGIAFDDSPVPAQNR JW2341 ECK2338 fadL long-chain fatty acid outer membrane transporter 61 794.3912 2 1586.7678 -0.0010 39.22 R S 0

11124 TGIEINPQAIFDIQIK JW5689 ECK3404 malP maltodextrin phosphorylase 34 900.4969 2 1798.9792 -0.0036 67.51 R R 0

11125 TGIPDADKVNIQIADGK JW2640 ECK2659 ygaU predicted protein 76 877.9673 2 1753.9200 -0.0010 39.59 K A 0

11126 TGISAAFLGNTAEQVIDHLR JW1327 ECK1329 uspE stress-induced protein 53 705.0394 3 2112.0964 0.0000 68.31 R C 0

11127 TGITTTIGSNLTSWLSTTGIIK JW1909 ECK1923 fliD flagellar filament capping protein 119 1133.1209 2 2264.2272 0.0008 74.04 K A 0

11128 TGIVHYDKDVCTGCR 57.021465@C:11,57.021465@C:14 JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 23 445.9570 4 1779.7989 -0.0042 24.47 K Y 0

11129 TGKYDAVIALGTVIR JW0405 ECK0409 ribE riboflavin synthase beta chain 72 788.9568 2 1575.8990 0.0006 48.92 K G 0

11130 TGLANSSDFLR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 112 590.8013 2 1179.5880 -0.0003 39.39 R S 0

11131 TGLDAQQTNMDVIANNLANVSTNGFKR JW1065 ECK1063 flgG flagellar component of cell-distal portion of basal-body rod 72 964.8137 3 2891.4193 -0.0005 58.16 K Q 0

11132 TGLILDIFAQR JW4131 ECK4169 hflX predicted GTPase 78 623.8615 2 1245.7084 0.0004 63.06 R A 0

11133 TGLLSSSAASGVPQVENLENKGQ JW3140 ECK3161 argG argininosuccinate synthetase 83 1143.5824 2 2285.1502 0.0004 47.29 K - 0
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11134 TGLPGVAWVR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 78 528.3040 2 1054.5934 0.0010 46.99 K V 0

11135 TGLPTRK JW1671 ECK1677 sufD component of SufBCD complex 16 386.7373 2 771.4600 -0.0002 17.00 R H 0

11136 TGLQHLTVINQSHQQYLQK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 55 746.0658 3 2235.1756 -0.0005 35.28 K D 0

11137 TGMTNVTK JW1876 ECK1888 cheW purine-binding chemotaxis protein 60 426.2182 2 850.4218 -0.0001 18.80 M L 0

11138 TGNIFVLDR JW0120 ECK0123 gcd glucose dehydrogenase 39 517.7852 2 1033.5558 0.0003 43.03 K R 0

11139 TGNIFVLDRR JW0120 ECK0123 gcd glucose dehydrogenase 45 397.5593 3 1189.6561 -0.0006 36.74 K N 0

11140 TGNRHDLAVEPPAPTVLQK JW4346 ECK4375 deoB phosphopentomutase 36 681.7028 3 2042.0866 -0.0043 33.61 R L 0

11141 TGNTDSLALQNIGLETDSR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 86 1002.9956 2 2003.9766 0.0007 47.50 R G 0

11142 TGNTPDGRR JW0886 ECK0894 pflB pyruvate formate lyase I 13 487.2439 2 972.4732 -0.0005 19.23 K A JW5522

11143 TGPEAILELEHMGLPFSR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 83 999.0121 2 1996.0096 0.0008 63.79 K L 0

11144 TGPEAILELEHMGLPFSRLDDGR JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 65 851.7636 3 2552.2690 -0.0003 63.99 K I 0

11145 TGQPLLLSLLVR JW2994 ECK3017 qseC sensory histidine kinase in two-component regulatory system with QseB 72 655.4139 2 1308.8132 0.0003 66.97 R N 0

11146 TGQVGWELQR JW2025 ECK2034 rfbD dTDP-4-dehydrorhamnose reductase subunit, NAD(P)-binding, of dTDP-L-rhamnose synthase 63 587.3041 2 1172.5936 -0.0001 34.85 K A 0

11147 TGRYHFEQSSTTTQPAR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 67 656.3168 3 1965.9286 -0.0009 22.45 K - 0

11148 TGSLNLYVMDLASGQIR JW5100 ECK0729 tolB periplasmic protein 89 919.4776 2 1836.9406 0.0002 61.65 K Q 0

11149 TGSLVWAGDTYWR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 34 756.3675 2 1510.7204 0.0000 52.35 K I 0

11150 TGSYFRDVLEEVIDDLK JW2019 ECK2028 wbbI conserved protein 77 1000.0055 2 1997.9964 0.0019 79.03 R T 0

11151 TGSYFRDVLEEVIDDLKTR JW2019 ECK2028 wbbI conserved protein 68 752.7221 3 2255.1445 0.0011 74.13 R - 0

11152 TGTLFAMEQMGVAPDLTTFAK JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 102 1115.0503 2 2228.0860 0.0003 64.17 R S 0

11153 TGTLSMTIQAMLR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 72 711.8759 2 1421.7372 0.0002 58.14 K G 0

11154 TGTLTEGKPQVVAVK JW0473 ECK0478 copA copper transporter 32 764.4403 2 1526.8660 -0.0007 26.62 K T 0

11155 TGTLTVGKPR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 53 515.3059 2 1028.5972 -0.0006 19.60 K V 0

11156 TGTPLSVLIIDVDKFK JW5241 ECK1484 yddV predicted diguanylate cyclase 28 582.6740 3 1745.0002 0.0028 65.15 R E 0

11157 TGTTAGAGYNLVASATQGDMR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 114 1021.4842 2 2040.9538 0.0003 44.55 K L 0

11158 TGVGVQDVLER JW2553 ECK2567 lepA GTP binding membrane protein 67 586.8170 2 1171.6194 -0.0002 38.58 K L 0

11159 TGVLPEAVNEALSGSVAWDGK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 114 1050.5346 2 2099.0546 0.0012 62.34 K V 0

11160 TGVMADEIAQVMQENLAR JW1336 ECK1339 ydaN predicted Zn(II) transporter 127 988.4827 2 1974.9508 0.0006 63.47 R R 0

11161 TGVPVVWIK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 31 499.8056 2 997.5966 0.0005 44.80 R R 0

11162 TGVSNTLENEFK JW0173 ECK0177 hlpA periplasmic chaperone 47 669.8300 2 1337.6454 -0.0008 39.87 K G 0

11163 TGVSNTLENEFKGR JW0173 ECK0177 hlpA periplasmic chaperone 55 517.9293 3 1550.7661 -0.0027 35.52 K A 0

11164 TGVVFCQYPEGVR 57.021465@C:6 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 55 756.3694 2 1510.7242 0.0003 39.22 K F 0

11165 TGVVFCQYPEGVRFGEEEDDIAR 57.021465@C:6 JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 48 891.7468 3 2672.2186 0.0009 49.74 K L 0

11166 TGVVLAPDGGILGK JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 35 648.8804 2 1295.7462 0.0013 45.02 R M 0

11167 TGWLDTVAVR JW4135 ECK4173 purA adenylosuccinate synthetase 84 559.3039 2 1116.5932 0.0004 47.42 R R 0

11168 TGWLDTVAVRR JW4135 ECK4173 purA adenylosuccinate synthetase 31 637.3537 2 1272.6928 -0.0010 41.77 R A 0

11169 TGYLTLGGSQR JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 39 576.8033 2 1151.5920 -0.0015 33.33 K V 0

11170 THAGIEQAISR JW3975 ECK4007 aceA isocitrate lyase 63 591.8144 2 1181.6142 -0.0011 23.82 R G 0

11171 THAPVDFDTAVASTITSHDAGYINK JW0886 ECK0894 pflB pyruvate formate lyase I 88 877.7610 3 2630.2612 -0.0001 48.61 R Q 0

11172 THAPVDFDTAVASTITSHDAGYINKQLEK JW0886 ECK0894 pflB pyruvate formate lyase I 57 783.1428 4 3128.5421 0.0005 49.80 R I 0

11173 THATEVTVLEGK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 59 642.8434 2 1283.6722 0.0001 26.81 K T 0

11174 THEQTTAAER JW4347 ECK4376 deoD purine-nucleoside phosphorylase 34 572.2731 2 1142.5316 0.0001 13.64 R Q 0

11175 THGLNPNNLNK JW1693 ECK1701 ydiA conserved protein 28 611.3205 2 1220.6264 0.0002 20.52 R Y 0

11176 THGLNPNNLNKYDAR JW1693 ECK1701 ydiA conserved protein 22 576.2923 3 1725.8551 0.0004 25.45 R I 0

11177 THGQPATPSTIGK JW1117 ECK1117 purB adenylosuccinate lyase 59 647.8412 2 1293.6678 0.0001 19.28 R E 0

11178 THGSALFTR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 45 495.2617 2 988.5088 -0.0001 24.42 R G 0

11179 THGVDTDYPLDHEFITGGEYR JW5625 ECK3691 gyrB DNA gyrase, subunit B 33 808.0363 3 2421.0871 -0.0003 45.29 R R 0

11180 THGVDTDYPLDHEFITGGEYRR JW5625 ECK3691 gyrB DNA gyrase, subunit B 36 645.3045 4 2577.1889 0.0007 41.06 R I 0

11181 THIAVMGMER JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 47 572.7835 2 1143.5524 -0.0005 29.91 K I 0

11182 THIVHLPDAIAR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 51 448.2578 3 1341.7516 0.0000 32.86 K D 0

11183 THLLHAVGNGIMAR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 62 497.2735 3 1488.7987 0.0005 30.75 K K 0

11184 THLNFQR JW3318 ECK3343 prkB predicted phosphoribulokinase 27 458.2429 2 914.4712 -0.0010 19.51 R V 0

11185 THMELGGKAPVIVFDDADIEAVVEGVR JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 32 717.6202 4 2866.4517 -0.0018 63.53 R T 0

11186 THNQGVFDVYTPDILR JW0886 ECK0894 pflB pyruvate formate lyase I 108 937.9731 2 1873.9316 -0.0007 52.37 K C 0

11187 THREGLPAADFSVFYHLISIDR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 68 636.8313 4 2543.2961 0.0039 63.37 R N 0

11188 THSEVLEAVK JW1426 ECK1423 tehB predicted S-adenosyl-L-methionine-dependent methyltransferase 31 556.8011 2 1111.5876 0.0003 23.55 R V 0

11189 THYTLALTGK JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 22 552.8056 2 1103.5966 -0.0009 30.59 R V 0

11190 TIADKQADTNQEQAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 73 830.9103 2 1659.8060 -0.0004 16.93 K T 0

11191 TIADKQADTNQEQAKTEDAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 92 1103.0373 2 2204.0600 0.0044 18.35 K R 0

11192 TIAELER JW3702 ECK3717 phoU DNA-binding transcriptional regulator 34 416.2319 2 830.4492 -0.0006 26.41 K I 0

11193 TIAELVEQFNLPIEK JW0190 ECK0194 proS prolyl-tRNA synthetase 29 872.4807 2 1742.9468 0.0014 67.43 K T 0

11194 TIAITPDYSEVAK JW1463 ECK1462 narZ nitrate reductase 2 (NRZ), alpha subunit 38 704.3715 2 1406.7284 -0.0009 40.52 K L 0

11195 TIALELQQLK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 75 578.8499 2 1155.6852 -0.0010 46.08 M K 0

11196 TIALELQQLKK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 26 428.9341 3 1283.7805 -0.0007 39.52 M T 0

11197 TIAMGSSDGLR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 55 554.2769 2 1106.5392 0.0002 29.52 R R 0

11198 TIAMGSSDGLRR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 26 421.8871 3 1262.6395 -0.0006 25.19 R G 0

11199 TIANLLTA JW2507 ECK2520 pepB aminopeptidase B 38 408.7450 2 815.4754 0.0003 50.69 R - 0

11200 TIDKLAELQER JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 66 658.3642 2 1314.7138 -0.0004 32.15 K F 0

11201 TIDQLCR 57.021465@C:6 JW0454 ECK0459 kefA fused mechanosensitive channel proteins 25 453.2286 2 904.4426 -0.0009 24.18 R E 0

11202 TIEAGMILHQQLLSGAAER JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 57 680.0301 3 2037.0685 0.0009 48.45 K V 0

11203 TIETIGPVK JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 50 479.2846 2 956.5546 0.0005 29.06 R G 0

11204 TIFGEAASR JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 19 476.2481 2 950.4816 -0.0005 29.55 K V 0

11205 TIFHLMPCAEQK 57.021465@C:8 JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 32 737.8636 2 1473.7126 0.0018 39.81 K L 0

11206 TIHTCNAPSPAATSAIPIGAHIVSK 57.021465@C:5 JW2635 ECK2654 ygaF predicted enzyme 57 629.3336 4 2513.3053 -0.0007 38.20 R V 0

11207 TIHVSAVTLGNIFNDIIDMDKMER JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 20 683.8491 4 2731.3673 -0.0001 72.22 K R 0

11208 TIIGDDVFVGSDTQLVAPVTVGK JW3708 ECK3723 glmU fused N-acetyl glucosamine-1-phosphate uridyltransferase -!- glucosamine-1-phosphate acetyl transferase 44 1166.1255 2 2330.2364 -0.0006 58.63 K G 0

11209 TIIHLLKPQPR JW4312 ECK4339 hsdM DNA methylase M 44 439.2783 3 1314.8131 -0.0004 31.61 K E 0

11210 TIIMPVDVFEMELSDK 15.994915@M:11 JW0600 ECK0601 uspG universal stress protein UP12 35 941.9640 2 1881.9134 0.0031 68.33 K A 0

11211 TIIRDEPELDTQLRPK JW3980 ECK4012 yjbB predicted transporter 47 642.0205 3 1923.0397 -0.0030 35.35 K H 0

11212 TIKEYADHIWHIDPVRL JW3391 ECK3414 glgP glycogen phosphorylase 32 702.7097 3 2105.1073 0.0015 52.32 R - 0

11213 TILNLVNAGNSASGLATSGK JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 88 944.5100 2 1887.0054 -0.0006 48.11 K G 0

11214 TILSQMK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 20 410.7331 2 819.4516 -0.0007 29.64 R K 0

11215 TILSQMKK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 51 474.7811 2 947.5476 0.0002 25.28 R - 0

11216 TILVPIDISDSELTQR JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 92 900.4911 2 1798.9676 0.0001 56.92 R V 0

11217 TILWNGPVGVFEFPNFR JW2893 ECK2922 pgk phosphoglycerate kinase 67 997.0205 2 1992.0264 0.0007 71.93 K K 0

11218 TINDYGALTPK JW4279 ECK4307 fimC chaperone, periplasmic 27 596.8145 2 1191.6144 0.0009 33.87 R M 0

11219 TINSQLDYSLNSLK JW1606 ECK1609 ydgA conserved protein 65 798.4176 2 1594.8206 0.0004 48.61 K V 0

11220 TINTLNDTGSMEAVCFLTELHVK 15.994915@M:11,57.021465@C:15 JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 17 870.4244 3 2608.2514 0.0001 60.23 K G 0

11221 TIPSVLTALFCAR 57.021465@C:11 JW3702 ECK3717 phoU DNA-binding transcriptional regulator 43 724.9010 2 1447.7874 0.0017 68.37 R S 0

11222 TIPVPMVVGHEYVGEVVGIGQEVK 15.994915@M:6 JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 35 851.4524 3 2551.3354 -0.0001 55.12 K G 0

11223 TIQDLPGK JW2504 ECK2516 yfhM conserved protein 24 436.2472 2 870.4798 -0.0012 24.78 R W 0

11224 TIQDLPGKWQAQTSFSAEQLTGEK JW2504 ECK2516 yfhM conserved protein 70 888.4485 3 2662.3237 -0.0002 50.28 R A 0

11225 TIQLLEGELPSPINPPSGCVFR 57.021465@C:19 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 95 1212.6331 2 2423.2516 -0.0002 62.12 K T 0

11226 TIQQGFEAAK JW3116 ECK3135 yraM conserved protein 50 546.7872 2 1091.5598 -0.0013 25.73 R N 0

11227 TIQTQLK JW1909 ECK1923 fliD flagellar filament capping protein 30 416.2502 2 830.4858 -0.0003 22.46 R S 0

11228 TIQVLQR JW2573 ECK2590 clpB protein disaggregation chaperone 35 429.2636 2 856.5126 -0.0003 27.43 R R 0

11229 TIQVSMVQGDIPQSLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 37 872.4686 2 1742.9226 -0.0011 48.42 K W 0

11230 TIQVSMVQGDIPQSLKWDEGQLLNTLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 98 1014.5380 3 3040.5922 0.0017 66.67 K I 0

11231 TIRLPIHIVK JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 33 397.2640 3 1188.7702 -0.0004 38.15 R E 0

11232 TISANDLENAR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 69 602.3018 2 1202.5890 -0.0001 31.68 R S 0

11233 TISGQDALPNISDAER JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 36 843.9182 2 1685.8218 -0.0001 40.97 K I 0

11234 TISGTGLGLAIVQR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 74 693.4091 2 1384.8036 -0.0001 47.01 R I 0

11235 TISQLYDPEK JW2101 ECK2107 metG methionyl-tRNA synthetase 42 597.3065 2 1192.5984 0.0009 34.81 R G 0

11236 TISQLYDPEKGMFLPDRFVK JW2101 ECK2107 metG methionyl-tRNA synthetase 48 795.4157 3 2383.2253 0.0007 53.23 R G 0

11237 TISYNLPVYNAFGMIEQEIPK JW0985 ECK0991 cbpA curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 60 1214.1179 2 2426.2212 0.0022 74.32 R T 0

11238 TITDVFEPGSTVKPMVVMTALQR JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 59 840.7788 3 2519.3146 0.0017 60.22 R G 0

11239 TITIAELR JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 46 458.7769 2 915.5392 0.0003 37.96 K D 0

11240 TITIAELRDEKGELLVPER JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 46 728.0739 3 2181.1999 -0.0006 47.08 K K 0

11241 TITPIAQFQIPCLIK 57.021465@C:12 JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 31 871.9979 2 1741.9812 0.0011 62.57 R N 0

11242 TITYTDSSGAASSPTAVK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 93 878.9334 2 1755.8522 -0.0004 29.02 K L 0

11243 TIVDVLDATTTLYNAK JW5503 ECK3026 tolC transport channel 96 869.4675 2 1736.9204 0.0008 63.49 R Q 0

11244 TIVDVLDATTTLYNAKQELANAR JW5503 ECK3026 tolC transport channel 128 1260.6687 2 2519.3228 -0.0003 64.33 R Y 0

11245 TIVHESR JW5415 ECK2609 yfjD predicted inner membrane protein 37 421.2301 2 840.4456 0.0002 15.06 R S 0

11246 TIVMAGSVTDNFSTR JW0120 ECK0123 gcd glucose dehydrogenase 109 799.8959 2 1597.7772 0.0003 42.39 K E 0

11247 TIVSDGKPQTDNDTGMISYK JW5448 ECK2805 ygdI predicted protein 57 724.0158 3 2169.0256 -0.0005 33.81 R D 0

11248 TIVSDGKPQTDNDTGMISYKDANGNK JW5448 ECK2805 ygdI predicted protein 76 923.7711 3 2768.2915 -0.0007 30.73 R Q 0

11249 TIVSDGKPQTDNDTGMISYKDANGNKQQINR JW5448 ECK2805 ygdI predicted protein 72 852.9165 4 3407.6369 -0.0005 30.57 R T 0

11250 TIVVYGTR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 36 454.7635 2 907.5124 -0.0003 28.32 K - 0

11251 TIYQIEMMPEKVDNVQQTLDALR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 112 912.4633 3 2734.3681 0.0011 60.14 R S 0

11252 TKAHGTIAEVVNHFK JW2986 ECK3009 plsC 1-acyl-sn-glycerol-3-phosphate acyltransferase 37 551.3020 3 1650.8842 0.0001 34.08 R K 0

11253 TKDQFVQPVVK JW1728 ECK1737 osmE DNA-binding transcriptional regulator 62 644.8669 2 1287.7192 0.0006 28.25 R D 0

11254 TKEANEEIDGDERPETSHLTR JW2424 ECK2426 yfeX conserved protein 53 607.5394 4 2426.1285 -0.0026 23.96 R V 0

11255 TKESYKVPYGAVLAK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 31 414.2358 4 1652.9141 0.0004 32.35 R G 0

11256 TKIVAQAQAEIEAER JW3714 ECK3729 atpF F0 sector of membrane-bound ATP synthase, subunit b 101 828.9479 2 1655.8812 -0.0029 35.61 R K 0

11257 TKNNPVLIGEPGVGK JW2573 ECK2590 clpB protein disaggregation chaperone 65 761.9319 2 1521.8492 -0.0022 29.91 R T 0

11258 TKPHVNVGTIGHVDHGK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 71 898.4831 2 1794.9516 0.0027 21.43 R T JW3943

11259 TKPHVNVGTIGHVDHGKTTLTAAITTVLAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 82 1027.5787 3 3079.7143 0.0000 44.12 R T JW3943

11260 TKSWTLVR JW3273 ECK3298 rpsQ 30S ribosomal subunit protein S17 56 495.7900 2 989.5654 -0.0003 29.35 K V 0

11261 TKYALVGDVGGTNAR JW2385 ECK2384 glk glucokinase 46 507.9388 3 1520.7946 0.0000 31.00 M L 0

11262 TKYSISQLAAAGLTPQQPLGNHQQASLLR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 21 773.6718 4 3090.6581 0.0006 48.72 K L 0

11263 TLAASGIK JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 25 380.7315 2 759.4484 -0.0006 21.78 R D 0

11264 TLAEAER JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 47 395.2085 2 788.4024 -0.0003 18.35 R Q 0
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11265 TLAGPLNFTLPAGQR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 25 778.4351 2 1554.8556 0.0038 53.19 K A 0

11266 TLAKQEAEQLAR JW5012 ECK0154 clcA chloride channel, voltage-gated 14 453.2520 3 1356.7342 -0.0018 25.12 R S 0

11267 TLAQAATHYK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 46 368.5334 3 1102.5784 0.0013 21.36 K K 0

11268 TLAQAATHYKK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 39 616.3421 2 1230.6696 -0.0024 20.28 K F 0

11269 TLAQEVLGTTK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 89 580.8303 2 1159.6460 0.0011 40.30 R V 0

11270 TLAQQLIDFGEIKR JW3203 ECK3223 degQ serine endoprotease, periplasmic 54 544.6421 3 1630.9045 0.0003 54.61 R G 0

11271 TLAVVGESGCGK 57.021465@C:10 JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 45 589.2974 2 1176.5802 -0.0007 27.06 K S 0

11272 TLCVVQEGFPTYGGLEGGAMER 15.994915@M:20,57.021465@C:3 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 102 1194.0537 2 2386.0928 -0.0005 51.72 R L 0

11273 TLDAAAALAAANK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 44 600.8329 2 1199.6512 0.0001 38.70 R R 0

11274 TLDAAAALAAANKR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 69 678.8830 2 1355.7514 -0.0006 36.04 R V 0

11275 TLDDDAAAGVVAQLQAEQGVEK JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 77 1114.5568 2 2227.0990 0.0022 54.08 K V 0

11276 TLDDDAAAGVVAQLQAEQGVEKVNYLSR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 99 987.5038 3 2959.4896 0.0009 57.87 K E 0

11277 TLDDVIEGADIFLGCSGPK 57.021465@C:15 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 90 1003.9900 2 2005.9654 -0.0013 69.99 R V 0

11278 TLDEVQLTLDDK JW2504 ECK2516 yfhM conserved protein 101 695.3589 2 1388.7032 -0.0003 44.46 R G 0

11279 TLDEVQLTLDDKGR JW2504 ECK2516 yfhM conserved protein 42 534.9496 3 1601.8270 0.0009 39.69 R G 0

11280 TLDNLASR JW3927 ECK3946 yijP conserved inner membrane protein 53 445.2405 2 888.4664 -0.0001 24.77 K M 0

11281 TLDSIVR JW2132 ECK2137 sanA predicted protein 44 402.2347 2 802.4548 -0.0001 28.51 R T 0

11282 TLDTIKGEGWAAIVADLR JW2497 ECK2509 yfgM conserved protein 24 965.0268 2 1928.0390 0.0023 61.75 K G 0

11283 TLDTIKGEGWAAIVADLRGEALLSK JW2497 ECK2509 yfgM conserved protein 38 876.4852 3 2626.4338 0.0008 65.93 K G 0

11284 TLEDAIPLVVGK JW2758 ECK2781 gudD (D)-glucarate dehydratase 1 42 627.8687 2 1253.7228 -0.0003 52.62 K T 0

11285 TLEEEEIAATVAK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 67 702.3665 2 1402.7184 -0.0006 41.24 R C 0

11286 TLEEVEAINLLPAHEFPTDKAAIELFR JW1100 ECK1100 mfd transcription-repair coupling factor 66 1022.8763 3 3065.6071 -0.0001 64.79 R S 0

11287 TLELMEEVAK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 50 581.8044 2 1161.5942 -0.0009 43.61 R R 0

11288 TLENLASQGYIR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 70 682.8607 2 1363.7068 -0.0026 41.05 K A 0

11289 TLESAGVKR JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 34 480.7775 2 959.5404 0.0004 17.58 K I 0

11290 TLESSAVVIGQR JW2018 ECK2027 wbbJ predicted acyl transferase 104 630.3513 2 1258.6880 0.0000 34.05 R V 0

11291 TLEWATSSPPPFYNFAVVPHVHER JW0421 ECK0425 cyoB cytochrome o ubiquinol oxidase subunit I 91 1391.1923 2 2780.3700 -0.0011 56.52 R D 0

11292 TLFEPGEMVR JW3945 ECK3973 nusG transcription termination factor 36 589.7969 2 1177.5792 -0.0008 42.86 K V 0

11293 TLFGDHERFEQTYFSTFK JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 32 751.6923 3 2252.0551 0.0013 51.26 R N 0

11294 TLFTVSAGGQPAYSQDFAPLPADIR JW1737 ECK1746 astC succinylornithine transaminase, PLP-dependent 95 1311.6644 2 2621.3142 0.0016 59.59 R H 0

11295 TLGADALEPK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 70 507.7784 2 1013.5422 0.0029 32.18 R R 0

11296 TLGEMNGDAELR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 52 653.3075 2 1304.6004 -0.0025 33.37 K G 0

11297 TLGGDLGAAIK JW0622 ECK0620 tatE TatABCE protein translocation system subunit 66 508.2928 2 1014.5710 0.0001 37.37 R G 0

11298 TLGLDGFSVK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 44 518.7873 2 1035.5600 -0.0001 46.25 K N 0

11299 TLGLTGEEKIDIGDLQNLQPGATVPVTLTR JW1268 ECK1271 acnA aconitate hydratase 1 45 1050.5741 3 3148.7005 0.0026 60.44 K A 0

11300 TLGMYNSGR JW2479 ECK2490 yfgC predicted peptidase 43 499.7390 2 997.4634 -0.0017 25.76 R N 0

11301 TLGSGVIMDQR JW3204 ECK3224 degS serine endoprotease, periplasmic 26 588.8056 2 1175.5966 -0.0002 33.85 R G 0

11302 TLGSLRPDKR JW3625 ECK3640 spoT bifunctional (p)ppGpp synthetase II -!- guanosine-3',5'-bis pyrophosphate 3'-pyrophosphohydrolase 16 571.8360 2 1141.6574 0.0007 21.42 R R 0

11303 TLGTAACPPYHIAFVIGGTSAETNLK 57.021465@C:7 JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 43 897.1262 3 2688.3568 -0.0014 52.63 R T JW4083

11304 TLGWVAR JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 38 401.7319 2 801.4492 -0.0004 33.18 R - 0

11305 TLHYYFVAQDIHER JW5128 ECK0951 yccS predicted inner membrane protein 36 597.9656 3 1790.8750 0.0009 38.69 R A 0

11306 TLIDELNLLR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 75 600.3535 2 1198.6924 0.0003 63.27 K E 0

11307 TLIEQMLSR JW3221 ECK3240 yhdA conserved inner membrane protein 41 545.8001 2 1089.5856 0.0004 51.21 R G 0

11308 TLIETGHPK JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 30 498.2794 2 994.5442 -0.0005 19.85 K R 0

11309 TLILDDAAIAGLEYTLPK JW3630 ECK3645 yicH conserved protein 60 639.6913 3 1916.0521 0.0014 67.31 K N 0

11310 TLILNNLEFDHADIFDDLK JW4192 ECK4228 mpl UDP-N-acetylmuramate:L-alanyl-gamma-D-glutamyl-meso-diaminopimelate ligase 50 749.3831 3 2245.1275 0.0010 65.81 R A 0

11311 TLIVEAIVR JW3147 ECK3169 yhbY predicted RNA-binding protein 67 507.3216 2 1012.6286 0.0005 46.01 K E 0

11312 TLIVPPDAPMRPK JW5531 ECK3150 deaD ATP-dependent RNA helicase 13 478.9425 3 1433.8057 -0.0008 35.89 R R 0

11313 TLLAETLAR JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 21 494.2950 2 986.5754 -0.0006 39.46 K L 0

11314 TLLGAAAR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 47 386.7373 2 771.4600 -0.0002 25.64 K K 0

11315 TLLGTALRPAATR JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 29 447.6051 3 1339.7935 -0.0002 35.00 M V 0

11316 TLLIIDANLGQAR JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 116 699.4098 2 1396.8050 0.0013 51.40 K A 0

11317 TLLMAGVSHDLR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 71 656.8559 2 1311.6972 0.0004 38.17 R T 0

11318 TLLNDKGYQEVITYSFVDPK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 46 777.4021 3 2329.1845 0.0002 54.65 K V 0

11319 TLLTQFRDQVK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 33 674.8829 2 1347.7512 0.0001 40.58 K K 0

11320 TLLTQVAPPGVTAHVVDVAK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 45 672.7213 3 2015.1421 0.0003 48.18 K M 0

11321 TLLVTTGSEAVENAVK JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 111 816.4463 2 1630.8780 0.0002 47.10 K I 0

11322 TLLVWCGENR 57.021465@C:6 JW2115 ECK2119 mlrA DNA-binding transcriptional regulator 25 624.3138 2 1246.6130 0.0003 44.11 R T 0

11323 TLMTTAR JW1874 ECK1886 tap methyl-accepting protein IV 38 397.2156 2 792.4166 0.0003 20.61 K A 0

11324 TLNAEIVFVMSQGTDTPEQLK JW2294 ECK2291 pta phosphate acetyltransferase 54 774.3950 3 2320.1632 0.0010 62.67 K E 0

11325 TLNAEIVFVMSQGTDTPEQLKER JW2294 ECK2291 pta phosphate acetyltransferase 148 869.4424 3 2605.3054 -0.0003 57.82 K I 0

11326 TLNAYMDKEGYSK JW5625 ECK3691 gyrB DNA gyrase, subunit B 18 507.2411 3 1518.7015 -0.0008 29.13 R K 0

11327 TLNDAVEVK JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 20 494.7692 2 987.5238 0.0002 25.99 R H 0

11328 TLNLQDYGIAAGNSANLIILPAENGFDALRR JW0328 ECK0334 codA cytosine deaminase 136 1100.9157 3 3299.7253 -0.0008 69.00 R Q 0

11329 TLNLTALYR JW1843 ECK1855 pykA pyruvate kinase II 23 532.8085 2 1063.6024 -0.0002 46.37 R G 0

11330 TLNMAMSGMRDLSIIATPPARR 15.994915@M:4,15.994915@M:6 JW1100 ECK1100 mfd transcription-repair coupling factor 14 609.3134 4 2433.2245 -0.0044 43.34 R L 0

11331 TLPDGKPLPLSNEQMK JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 13 589.9816 3 1766.9230 -0.0007 35.46 K Q 0

11332 TLPPEVMANIEAK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 60 706.8764 2 1411.7382 0.0002 44.61 R Y 0

11333 TLPSGHPK JW0230 ECK0241 crl DNA-binding transcriptional regulator 18 418.7351 2 835.4556 0.0004 14.37 M S 0

11334 TLPVNGVSDALVSEGNLLSR JW5832 ECK1954 yedQ predicted diguanylate cyclase 115 1021.0499 2 2040.0852 0.0001 58.14 R E 0

11335 TLPWPMLDPR JW2516 ECK2529 yfhQ predicted methyltransferase 15 613.3238 2 1224.6330 0.0006 56.40 R E 0

11336 TLQEQYPNDTDLLGR JW3391 ECK3414 glgP glycogen phosphorylase 71 881.9338 2 1761.8530 -0.0002 42.96 K A 0

11337 TLQGHVSSIGR JW1636 ECK1640 ydhJ undecaprenyl pyrophosphate phosphatase 44 385.5472 3 1153.6198 -0.0006 23.53 K A 0

11338 TLQLLAAGAR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 72 507.3078 2 1012.6010 -0.0019 37.44 R E 0

11339 TLQPGLSLVVPFMDR JW0478 ECK0483 ybbK predicted protease, membrane anchored 77 836.9585 2 1671.9024 0.0006 64.45 K I 0

11340 TLQPGLSLVVPFMDRIGR JW0478 ECK0483 ybbK predicted protease, membrane anchored 23 667.0435 3 1998.1087 0.0002 65.45 K K 0

11341 TLQPVSGSEIDLQLR JW3911 ECK3932 metL fused aspartokinase II -!- homoserine dehydrogenase II 109 828.4517 2 1654.8888 -0.0001 46.83 R C 0

11342 TLQSDAGQLVGGHYEVSGHSIR JW0938 ECK0946 ycbZ predicted peptidase 56 578.5412 4 2310.1357 0.0002 40.38 R L 0

11343 TLQVESHR JW5336 ECK2057 yegH fused predicted membrane proteins 42 485.2590 2 968.5034 -0.0004 17.86 K V 0

11344 TLQYGEALDDLLTAIK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 34 882.4748 2 1762.9350 -0.0003 71.92 R N 0

11345 TLQYGEALDDLLTAIKNK JW0928 ECK0936 pyrD dihydro-orotate oxidase, FMN-linked 28 669.3658 3 2005.0756 0.0026 67.59 R Q 0

11346 TLSDQACQEMDSK 57.021465@C:7 JW2903 ECK2931 yggG predicted peptidase 97 756.8179 2 1511.6212 -0.0019 28.91 K A 0

11347 TLSNGKPVTK JW3974 ECK4006 aceB malate synthase A 15 348.8725 3 1043.5957 -0.0019 16.03 K A 0

11348 TLSPYLQEVAK JW5873 ECK4366 prfC peptide chain release factor RF-3 14 624.8454 2 1247.6762 0.0001 40.75 M R 0

11349 TLSQQGHQILAAAR JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 14 498.6110 3 1492.8112 0.0001 31.08 R H 0

11350 TLSVAIGDKVK JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 44 377.5641 3 1129.6705 -0.0001 29.61 K K 0

11351 TLTATLPAYLNALTGK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 54 824.4699 2 1646.9252 0.0010 61.95 K G 0

11352 TLTAVDCCLMVIDAAK 57.021465@C:7,57.021465@C:8 JW5873 ECK4366 prfC peptide chain release factor RF-3 40 890.9358 2 1779.8570 0.0002 54.29 R G 0

11353 TLTDKLTNIDNTWNQR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 88 966.9923 2 1931.9700 -0.0001 45.03 K T 0

11354 TLTISDNGVGMTRDEVIDHLGTIAK JW0462 ECK0467 htpG molecular chaperone HSP90 family 66 886.1260 3 2655.3562 0.0024 53.37 R S 0

11355 TLTLLGENTEEGR JW1264 ECK1266 sohB predicted inner membrane peptidase 38 716.8673 2 1431.7200 -0.0005 39.58 R E 0

11356 TLTLLGENTEEGREK JW1264 ECK1266 sohB predicted inner membrane peptidase 55 845.4357 2 1688.8568 -0.0012 33.45 R F 0

11357 TLTLSGMLAEAIR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 103 688.3843 2 1374.7540 0.0000 64.78 R R 0

11358 TLTLSGMLAEAIRR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 32 766.4351 2 1530.8556 0.0004 58.77 R I 0

11359 TLTNGCICCSR 57.021465@C:6,57.021465@C:8,57.021465@C:9 JW5790 ECK4342 yjiA predicted GTPase 55 671.2887 2 1340.5628 -0.0006 25.90 K S 0

11360 TLTQTLNEK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 52 524.2871 2 1046.5596 -0.0011 25.39 K S 0

11361 TLVAEPSVFLLDEPLSNLDAALR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 111 828.4516 3 2482.3330 0.0012 76.53 R V 0

11362 TLVFELEWNK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 49 639.8403 2 1277.6660 0.0005 56.74 R L 0

11363 TLVGSEYNTR JW0740 ECK0746 galK galactokinase 69 570.2880 2 1138.5614 -0.0003 25.33 R R 0

11364 TLVLNNNGK JW2176 ECK2182 yejM predicted hydrolase, inner membrane 33 486.7769 2 971.5392 -0.0009 23.99 K Y 0

11365 TLVLVIGESTQR JW3927 ECK3946 yijP conserved inner membrane protein 73 658.3824 2 1314.7502 -0.0005 44.79 R G 0

11366 TLVLYRPTK JW3147 ECK3169 yhbY predicted RNA-binding protein 29 545.8340 2 1089.6534 -0.0011 29.53 K E 0

11367 TLVTNSYIEGDVDIVSGR JW0755 ECK0761 ybhC predicted pectinesterase 72 969.4955 2 1936.9764 0.0023 51.70 R G 0

11368 TLWNTDTDR JW4218 ECK4254 yjgP conserved inner membrane protein 33 561.2647 2 1120.5148 -0.0001 31.42 R A 0

11369 TLYGALEHNFTDAWSGFVR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 121 1092.5299 2 2183.0452 0.0017 66.11 K G 0

11370 TLYSSERPSFIELEEHVR JW1879 ECK1891 motA proton conductor component of flagella motor 72 731.3709 3 2191.0909 0.0001 45.10 K A 0

11371 TLYYQNTR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 31 529.7668 2 1057.5190 -0.0001 24.32 K D 0

11372 TMACGIAGLSVAADSLSAIK 57.021465@C:4 JW0886 ECK0894 pflB pyruvate formate lyase I 108 968.4984 2 1934.9822 0.0017 59.26 R Y 0

11373 TMAMIQLLLGNMGMAGGGVNALR JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 63 1160.0934 2 2318.1722 -0.0009 78.07 R G JW1470

11374 TMAQLFR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 37 433.7308 2 865.4470 -0.0009 37.90 K D 0

11375 TMDDIADSTQR JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 68 626.7767 2 1251.5388 -0.0012 26.76 K I 0

11376 TMDIGGDKELPYMNFPKEENPFLGWR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 91 1028.8244 3 3083.4514 -0.0007 62.67 R A 0

11377 TMEDIVAQVK JW3043 ECK3062 aer fused signal transducer for aerotaxis sensory component -!- methyl accepting chemotaxis component 77 567.2969 2 1132.5792 -0.0006 40.42 R N 0

11378 TMEEALELANDTQYGLGAGVWSR JW3561 ECK3577 aldB aldehyde dehydrogenase B 46 1256.0970 2 2510.1794 0.0048 63.96 K N 0

11379 TMEGFGIHTFR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 23 432.5448 3 1294.6126 -0.0004 40.31 R L 0

11380 TMFIGGLQGAK JW0861 ECK0868 ybjX conserved protein 38 561.8017 2 1121.5888 -0.0014 41.44 R W 0

11381 TMGAISTSSKK JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 37 555.7946 2 1109.5746 -0.0004 16.69 K I 0

11382 TMGDATRGEEAIALALK JW2504 ECK2516 yfhM conserved protein 66 873.9560 2 1745.8974 -0.0006 46.53 K T 0

11383 TMGTFWR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 45 449.7158 2 897.4170 0.0004 40.85 K A 0

11384 TMHEIADSSK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 54 559.7609 2 1117.5072 -0.0002 17.73 K K 0

11385 TMHEIADSSKK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 48 623.8086 2 1245.6026 0.0004 16.17 K I 0

11386 TMIPGVPQIDAESYILIDYNSGK JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 28 1262.6369 2 2523.2592 0.0026 67.20 K V 0

11387 TMLDTMNHGGR JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 62 616.7788 2 1231.5430 -0.0007 26.56 R I 0

11388 TMLELLETPPAGEVVTG JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 25 878.9560 2 1755.8974 0.0010 64.68 R - 0

11389 TMLFNIHTLDWDDKMLEVLDIPR JW3897 ECK3918 glpK glycerol kinase 22 704.6097 4 2814.4097 0.0015 73.70 R E 0

11390 TMLQQQGSR JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 38 524.7629 2 1047.5112 -0.0018 19.83 K T 0

11391 TMLYAINGGVDEK JW0886 ECK0894 pflB pyruvate formate lyase I 87 705.8501 2 1409.6856 -0.0004 39.43 K L 0

11392 TMNLGTVSEER JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 49 618.7974 2 1235.5802 -0.0013 32.22 R R 0

11393 TMNLGTVSEERR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 30 696.8486 2 1391.6826 -0.0001 26.98 R S 0

11394 TMNTPHGDAITVFDLR JW2662 ECK2681 luxS S-ribosylhomocysteinase 55 596.6301 3 1786.8685 0.0013 46.72 K F 0

11395 TMPGVNLTGNSTSGQR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 37 810.3948 2 1618.7750 0.0018 33.24 R G 0
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11396 TMQQFLR JW5832 ECK1954 yedQ predicted diguanylate cyclase 28 462.2418 2 922.4690 -0.0004 33.97 R N 0

11397 TMSTIVDAVASVTHIMQEIAAASDEQSR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 62 987.8157 3 2960.4253 0.0034 80.45 K G 0

11398 TMTVISEQVIK JW0790 ECK0794 fiu predicted iron outer membrane transporter 56 624.8467 2 1247.6788 -0.0006 39.95 R D 0

11399 TMTVISEQVIKDQGATNLTDALK JW0790 ECK0794 fiu predicted iron outer membrane transporter 79 826.1038 3 2475.2896 0.0006 51.75 R N 0

11400 TMVHWWSQK JW2234 ECK2232 glpT sn-glycerol-3-phosphate transporter 41 601.7918 2 1201.5690 -0.0013 37.50 R E 0

11401 TMVIVTHEMSFAR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 82 761.3812 2 1520.7478 -0.0001 41.00 R D 0

11402 TMYEQEKGEK JW3786 ECK3808 uvrD DNA-dependent ATPase I and helicase II 18 621.7867 2 1241.5588 -0.0009 17.12 R G 0

11403 TMYNFNFNVLDPYIVRPVAVAWR 15.994915@M:2 JW2343 ECK2340 vacJ predicted lipoprotein 85 934.4789 3 2800.4149 -0.0011 67.62 R D 0

11404 TNAATVAVIQDALK JW0233 ECK0244 proA gamma-glutamylphosphate reductase 71 707.8987 2 1413.7828 0.0002 49.02 R S 0

11405 TNDDFFEMMK JW3756 ECK3775 rho transcription termination factor 54 639.2627 2 1276.5108 0.0004 52.11 K R 0

11406 TNELKADEER JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 54 602.7934 2 1203.5722 -0.0008 18.08 R V 0

11407 TNEQIELLEALLDQQK JW1814 ECK1823 yebO predicted protein 15 629.0019 3 1883.9839 -0.0001 68.13 R R 0

11408 TNEQIELLEALLDQQKR JW1814 ECK1823 yebO predicted protein 76 681.0363 3 2040.0871 0.0020 61.72 R Q 0

11409 TNESFQHVTCR 57.021465@C:10 JW0120 ECK0123 gcd glucose dehydrogenase 71 689.8122 2 1377.6098 0.0002 21.73 K G 0

11410 TNEVVWK JW0120 ECK0123 gcd glucose dehydrogenase 43 438.2346 2 874.4546 -0.0002 27.94 K K 0

11411 TNFSLTGPLGDEFSFR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 98 894.4341 2 1786.8536 0.0010 61.92 R L 0

11412 TNFTFLSYFQNEPETGYYGWLPK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 62 1401.6584 2 2801.3022 0.0010 74.60 K E 0

11413 TNGKMVIATVK JW3979 ECK4011 metH homocysteine-N5-methyltetrahydrofolate transmethylase, B12-dependent 25 387.8939 3 1160.6599 0.0012 30.77 K G 0

11414 TNGSLNAAEATETLR JW5157 ECK1091 ycfM predicted outer membrane lipoprotein 51 774.3865 2 1546.7584 -0.0002 33.26 R N 0

11415 TNIIQAQTR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 42 522.7935 2 1043.5724 0.0002 24.82 R V 0

11416 TNLAGLMDGYFHHEASIEGGQHLNVNVMNR JW0886 ECK0894 pflB pyruvate formate lyase I 25 831.8961 4 3323.5553 -0.0013 56.17 K E 0

11417 TNLDYTR JW0862 ECK0869 macA macrolide transporter subunit, membrane fusion protein (MFP) component 38 441.7194 2 881.4242 -0.0001 22.34 K I 0

11418 TNLIGAVAR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 28 457.7744 2 913.5342 -0.0002 32.97 R V 0

11419 TNLQEAQPLGNGK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 88 685.3569 2 1368.6992 -0.0005 26.10 R K 0

11420 TNLQEAQPLGNGKK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 34 499.9387 3 1496.7943 -0.0004 22.88 R A 0

11421 TNLTEVQVAR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 82 565.8120 2 1129.6094 0.0003 30.11 K F 0

11422 TNLTPDKLGVVALDPDALSISGLHNYVK JW5760 ECK4255 yjgQ conserved inner membrane protein 80 984.2011 3 2949.5815 0.0003 59.62 K Y 0

11423 TNNLMADPEGSFFSVEGGEIR 15.994915@M:5 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 99 1143.5213 2 2285.0280 0.0011 53.22 K A 0

11424 TNNPEQLEK JW3774 ECK3796 hemY predicted protoheme IX synthesis protein 35 536.7658 2 1071.5170 -0.0026 20.51 K V 0

11425 TNNPPSAQIKPGEYGFPLK JW3561 ECK3577 aldB aldehyde dehydrogenase B 21 686.6934 3 2057.0584 0.0001 41.58 M L 0

11426 TNNSIASSHILALNYDHWHYSVVAR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 91 956.8108 3 2867.4106 0.0002 47.27 R Y 0

11427 TNPAELLYAEDFAEMSLIEGR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 56 1185.0709 2 2368.1272 0.0016 72.66 R R 0

11428 TNPVLQLNLANAYLQGGQPQEAANILNR JW2479 ECK2490 yfgC predicted peptidase 97 1007.5360 3 3019.5862 0.0024 63.53 R Y 0

11429 TNSPFLPFDCSQIIWNDAR 57.021465@C:10 JW3361 ECK3385 yrfF predicted inner membrane protein 92 1141.0396 2 2280.0646 0.0012 65.66 K S 0

11430 TNSTWPTTWFAPR JW2773 ECK2797 fucI L-fucose isomerase 37 782.8807 2 1563.7468 -0.0001 55.90 R L 0

11431 TNTPITSGGSDDSLEASHISDLFLR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 59 878.4285 3 2632.2637 0.0019 56.84 R Q 0

11432 TNTTDVATFK JW2924 ECK2952 ansB periplasmic L-asparaginase II 24 549.2770 2 1096.5394 -0.0006 27.22 K S 0

11433 TNTVSTAEVGAR JW0903 ECK0911 ycbC conserved inner membrane protein 25 603.3095 2 1204.6044 -0.0004 22.00 K V 0

11434 TNVDLQIR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 69 479.7690 2 957.5234 -0.0008 30.51 K I 0

11435 TNVFNEQVR JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 69 553.7828 2 1105.5510 -0.0005 29.09 K Y 0

11436 TNVLFFTK JW4312 ECK4339 hsdM DNA methylase M 14 485.2739 2 968.5332 0.0002 45.44 K G 0

11437 TNVPHIFAIGDIVGQPMLAHK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 84 1129.6097 2 2257.2048 0.0007 55.79 R G 0

11438 TNVSDGMLNNIPASETISAAGIYR JW1951 ECK1964 yedV predicted sensory kinase in two-component regulatory system with YedW 57 1247.6155 2 2493.2164 -0.0004 54.98 R S 0

11439 TNYDAYYSPGSPLLDTR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 106 966.9520 2 1931.8894 -0.0007 47.30 R K 0

11440 TPAAEITPR JW1112 ECK1112 potA polyamine transporter subunit -!- ATP-binding component of ABC superfamily 55 478.2636 2 954.5126 -0.0008 23.41 K V 0

11441 TPAALITALNQQGYQLGLFSSDGFTSPLYR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 22 1077.2239 3 3228.6499 0.0045 75.36 R Q 0

11442 TPADEALDTELNQR JW1417 ECK1415 trg methyl-accepting chemotaxis protein III, ribose and galactose sensor receptor 51 786.8786 2 1571.7426 0.0000 38.22 K F 0

11443 TPAIPYEDLSVAR JW1178 ECK1177 dadA D-amino acid dehydrogenase 47 716.3772 2 1430.7398 -0.0006 44.86 R Y 0

11444 TPAPDWLAGYWQTK JW1913 ECK1927 yedD predicted protein 78 817.4048 2 1632.7950 0.0015 57.40 K G 0

11445 TPAPDWLAGYWQTKGPQR JW1913 ECK1927 yedD predicted protein 57 691.3497 3 2071.0273 -0.0003 51.78 K A 0

11446 TPASFEPSIDYVVTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 80 827.4224 2 1652.8302 0.0005 47.17 R I 0

11447 TPASFEPSIDYVVTKIPR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 94 674.0296 3 2019.0670 -0.0008 55.73 R F 0

11448 TPAVIKK JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 38 378.7524 2 755.4902 -0.0002 15.86 R A 0

11449 TPDAHFFTEVR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 20 440.5506 3 1318.6300 -0.0005 37.98 R Y JW1463

11450 TPDTELFLLPGMANR JW4220 ECK4256 yjgR predicted ATPase 38 837.9303 2 1673.8460 0.0013 59.46 R H 0

11451 TPEGYASGSLGPTTAGR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 100 811.3938 2 1620.7730 -0.0013 31.06 K M 0

11452 TPELMQK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 24 423.7233 2 845.4320 0.0004 23.41 R T 0

11453 TPELNLFK JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 31 481.2712 2 960.5278 -0.0001 43.95 K E 0

11454 TPEQLTPEQR JW3904 ECK3925 ftsN essential cell division protein 37 599.8062 2 1197.5978 -0.0012 22.88 K Q 0

11455 TPETHPLTWR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 43 619.3198 2 1236.6250 0.0000 29.14 R L 0

11456 TPEYDELFSGDPIWATESIGGMGLDGR JW0886 ECK0894 pflB pyruvate formate lyase I 87 1457.1667 2 2912.3188 0.0013 71.42 R T 0

11457 TPEYPSHLIWSPNHHK JW3598 ECK3613 rfaK lipopolysaccharide core biosynthesis 15 486.4939 4 1941.9465 -0.0022 34.80 R S 0

11458 TPFTDEHLQPFER JW4312 ECK4339 hsdM DNA methylase M 36 539.5956 3 1615.7650 0.0019 42.08 R V 0

11459 TPGGAPSTSEEVLEELALDYPLPK JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 106 1257.1358 2 2512.2570 -0.0013 67.54 K V 0

11460 TPGGYTIWNTGAAWQVTK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 96 975.9904 2 1949.9662 0.0027 53.76 K D 0

11461 TPGNIAAIRPMK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 57 634.8608 2 1267.7070 0.0000 30.00 R D 0

11462 TPGNIAAIRPMKDGVIADFFVTEK JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 60 864.1278 3 2589.3616 -0.0010 56.78 R M 0

11463 TPHWLIK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 26 447.7632 2 893.5118 -0.0004 33.85 R Q 0

11464 TPITNLITQTEIALSQSR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 19 662.7015 3 1985.0827 0.0035 71.92 R S 0

11465 TPLAVLR JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 31 385.2500 2 768.4854 -0.0003 33.66 R G 0

11466 TPLIISGPAEDSSEMYK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 93 919.4481 2 1836.8816 0.0001 44.68 R R 0

11467 TPLIISGPAEDSSEMYKR JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 52 665.3343 3 1992.9811 -0.0014 40.93 R V 0

11468 TPLKSYPLDIHNVQDHLK JW0797 ECK0801 dps Fe-binding and storage protein 45 706.7164 3 2117.1274 0.0006 39.75 K E 0

11469 TPLNGIVGLSR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 63 563.8325 2 1125.6504 -0.0002 43.44 R I 0

11470 TPLNGVIGFTR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 26 587.8324 2 1173.6502 -0.0003 45.82 R L 0

11471 TPLSVLR JW3599 ECK3614 rfaZ lipopolysaccharide core biosynthesis protein 17 393.2475 2 784.4804 -0.0003 30.81 K T 0

11472 TPLYGIIGNLDLLQTK JW5920 ECK2211 rcsC hybrid sensory kinase in two-component regulatory system with RcsB and YojN 91 880.0038 2 1757.9930 0.0003 66.82 R E 0

11473 TPMAESIAR JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 43 488.2498 2 974.4850 -0.0004 24.92 R Q 0

11474 TPNLGKK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 23 379.2323 2 756.4500 0.0006 14.73 K S 0

11475 TPNPGNTMSEQLGDK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 24 794.8674 2 1587.7202 0.0004 31.30 R - 0

11476 TPNQAQYIANILDHDITFGVGPAGTGK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 89 933.4757 3 2797.4053 0.0017 65.22 R T 0

11477 TPPAAVLLK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 43 455.2919 2 908.5692 -0.0002 33.24 K K 0

11478 TPPAAVLLKK JW3946 ECK3974 rplK 50S ribosomal subunit protein L11 46 346.5619 3 1036.6639 -0.0004 28.87 K A 0

11479 TPPGAGDEIQLTDAIDMLIEKETVEAYHMK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 59 1105.8766 3 3314.6080 0.0031 71.44 K G 0

11480 TPQAASPLASWLSYLENLHSK JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 60 771.7350 3 2312.1832 0.0030 71.53 R T 0

11481 TPQTIGEELLDYR JW0907 ECK0915 mukB fused chromosome partitioning proteins 70 767.8905 2 1533.7664 -0.0010 53.38 R N 0

11482 TPSFAHLQQIPAAIR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 98 825.4595 2 1648.9044 -0.0004 44.48 R G 0

11483 TPTISDEVK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 34 495.2611 2 988.5076 0.0000 26.54 R Q 0

11484 TPTISDEVKQEMLAVATR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 110 995.0198 2 1988.0250 0.0002 57.23 R E 0

11485 TPVADSEADKETAAAALDKTNR JW1070 ECK1068 flgL flagellar hook-filament junction protein 82 758.7114 3 2273.1124 -0.0011 30.53 K G 0

11486 TPVFLGDDLTDESGFAVVNR JW1886 ECK1896 otsB trehalose-6-phosphate phosphatase, biosynthetic 153 1076.5321 2 2151.0496 0.0013 58.78 R L 0

11487 TPYLYFVADGK JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 74 637.3272 2 1272.6398 0.0008 48.75 K G 0

11488 TQDATHGNSLSHR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 69 712.3364 2 1422.6582 -0.0018 14.17 R V 0

11489 TQDQILNTLVNLR JW1063 ECK1061 flgE flagellar hook protein 96 764.4281 2 1526.8416 0.0000 57.32 K - 0

11490 TQDVLLVAQYQFDFGLRPSIAYTK JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 52 925.1580 3 2772.4522 0.0034 65.14 K S 0

11491 TQENEIKRPIQDLEHEPIKPLDNSEK JW3490 ECK3507 yhjD conserved inner membrane protein 43 775.9028 4 3099.5821 -0.0015 38.17 M G 0

11492 TQEVVAQEQK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 69 580.3012 2 1158.5878 -0.0003 18.45 R D 0

11493 TQEVVAQEQKDLR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 77 772.4072 2 1542.7998 -0.0004 23.56 R I 0

11494 TQFTGDTASLLVENGR JW2462 ECK2473 nlpB lipoprotein 110 854.9280 2 1707.8414 -0.0013 44.40 R G 0

11495 TQGAAAFEGAVIAYEPVWAIGTGK JW3890 ECK3911 tpiA triosephosphate isomerase 83 1204.1174 2 2406.2202 -0.0017 65.47 K S 0

11496 TQGLGPANPIASNSTAEGK JW5657 ECK3539 yiaD predicted outer membrane lipoprotien 16 906.9589 2 1811.9032 0.0020 32.47 R A 0

11497 TQGNWGEVVLTR JW3809 ECK3826 rmuC predicted recombination limiting protein 73 680.3543 2 1358.6940 -0.0003 42.66 K V 0

11498 TQGVELEIR JW1633 ECK1637 slyB outer membrane lipoprotein 47 522.7877 2 1043.5608 -0.0003 34.14 K K 0

11499 TQGVELEIRKDDGNTIMVVQK JW1633 ECK1637 slyB outer membrane lipoprotein 36 791.7528 3 2372.2366 -0.0006 40.21 K Q 0

11500 TQIFIIR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 32 445.7766 2 889.5386 0.0001 42.37 R D 0

11501 TQIGSLSGGNQQK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 76 659.3409 2 1316.6672 -0.0012 23.58 R V 0

11502 TQIVNWLTR JW5186 ECK1187 dhaL dihydroxyacetone kinase, C-terminal domain 52 565.8198 2 1129.6250 0.0006 47.05 R C 0

11503 TQLDSAGYR JW1100 ECK1100 mfd transcription-repair coupling factor 25 505.7486 2 1009.4826 -0.0002 23.68 R H 0

11504 TQLENTEIQWLEAQR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 88 929.9692 2 1857.9238 0.0017 52.17 R R 0

11505 TQLENTEIQWLEAQRR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 67 672.3485 3 2014.0237 0.0004 47.11 R Q 0

11506 TQLIDVIAEKAELSK JW3964 ECK3992 hupA HU, DNA-binding transcriptional regulator, alpha subunit 34 553.3171 3 1656.9295 -0.0003 51.42 K T 0

11507 TQLNEAEANVTVAK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 108 744.3884 2 1486.7622 -0.0005 30.46 R A 0

11508 TQLPSGSELSLYDIAPVTPGVAVDLSHIPTAVK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 125 1125.9400 3 3374.7982 0.0010 65.61 K I 0

11509 TQMSAAHTPEQITR JW3592 ECK3607 kbl glycine C-acetyltransferase 35 524.2596 3 1569.7570 0.0000 23.48 R A 0

11510 TQPAMPANMELTDGGQR JW1200 ECK1197 lolB chaperone for lipoproteins 88 908.9187 2 1815.8228 -0.0015 38.16 K I 0

11511 TQPGAWGR JW2027 ECK2036 galF predicted subunit with GalU 17 436.7226 2 871.4306 0.0006 18.36 R I 0

11512 TQPMPGKPAEDAENELDIR JW5601 ECK3777 wzzE Entobacterial Common Antigen (ECA) polysaccharide chain length modulation protein 27 704.3406 3 2110.0000 0.0000 37.95 M G 0

11513 TQQEAYVFAPATLSNIYYGFLAVNSR JW0755 ECK0761 ybhC predicted pectinesterase 25 975.1595 3 2922.4567 0.0014 77.60 R F 0

11514 TQQEEAVITAVR JW1923 ECK1937 fliG flagellar motor switching and energizing component 63 672.8586 2 1343.7026 -0.0019 33.45 K E 0

11515 TQQEIPNAETMK JW3808 ECK3825 udp uridine phosphorylase 33 695.3377 2 1388.6608 0.0002 28.20 R Q 0

11516 TQQIEELQK JW3975 ECK4007 aceA isocitrate lyase 57 558.7985 2 1115.5824 0.0003 24.64 R E 0

11517 TQQIEELQKEWTQPR JW3975 ECK4007 aceA isocitrate lyase 95 957.4903 2 1912.9660 0.0017 41.77 R W 0

11518 TQSDEQTATQWINWLGR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 102 1017.4869 2 2032.9592 -0.0011 61.94 R Y 0

11519 TQSLFANAFGYPATHTIQAPGR JW0740 ECK0746 galK galactokinase 45 783.3994 3 2347.1764 0.0054 50.87 K V 0

11520 TQTAERPSTTRPAR JW3351 ECK3375 damX predicted protein 20 786.4158 2 1570.8170 -0.0005 15.38 K Q 0

11521 TQTAPVATPQELADYDAIIFGTPTR JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 47 1338.6819 2 2675.3492 0.0049 64.11 K F 0

11522 TQTLSQLENSGAFIER JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 90 897.4558 2 1792.8970 0.0015 47.90 M H 0

11523 TQTSGVQIR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 57 495.2721 2 988.5296 -0.0006 21.04 R T 0

11524 TQTYNADAIEVLTGLEPVR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 70 1045.5416 2 2089.0686 -0.0005 61.92 M R 0

11525 TQTYNADAIEVLTGLEPVRR JW2998 ECK3021 parE DNA topoisomerase IV, subunit B 26 749.3976 3 2245.1710 0.0009 57.62 M R 0

11526 TQVMTMGGMVEQQLSDAITAMHNQDSDLAK JW3702 ECK3717 phoU DNA-binding transcriptional regulator 94 1084.1663 3 3249.4771 -0.0003 71.94 R R 0
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11527 TQVMTMGGMVEQQLSDAITAMHNQDSDLAKR JW3702 ECK3717 phoU DNA-binding transcriptional regulator 47 852.4023 4 3405.5801 0.0016 69.76 R V 0

11528 TQVNNAVSVDEK JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 88 652.3275 2 1302.6404 -0.0011 23.04 K D 0

11529 TQVVVLGAGPAGYSAAFR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 131 882.4751 2 1762.9356 -0.0010 48.89 K C 0

11530 TRAETFGFEVIVDDAQK JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 43 642.6586 3 1924.9540 0.0008 51.67 R V 0

11531 TRCPIAGPECAK 57.021465@C:3,57.021465@C:10 JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 16 453.8887 3 1358.6443 0.0008 20.07 R T 0

11532 TRDAINNVEAYFEQHPALLK JW3460 ECK3478 pitA phosphate transporter, low-affinity 61 777.0690 3 2328.1852 -0.0010 53.60 R Q 0

11533 TRDNEIVAK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 24 523.2853 2 1044.5560 -0.0003 14.33 R L 0

11534 TRELEKLENSLGGIK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 36 562.9828 3 1685.9266 -0.0047 41.63 R D 0

11535 TRLEIATVPLDSGARPTLGEPSR JW1795 ECK1804 yeaY predicted lipoprotein 40 812.7784 3 2435.3134 0.0002 43.20 K G 0

11536 TRPDLSEIFDDSSK JW2294 ECK2291 pta phosphate acetyltransferase 71 805.3894 2 1608.7642 0.0011 45.13 R A 0

11537 TRPDLSEIFDDSSKAK JW2294 ECK2291 pta phosphate acetyltransferase 23 603.6392 3 1807.8958 0.0007 41.77 R V 0

11538 TRPEGVPSRY JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 22 581.3040 2 1160.5934 -0.0004 21.48 K - 0

11539 TRPVLEGSFR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 51 581.3219 2 1160.6292 -0.0009 29.43 K H 0

11540 TRTQQIEELQK JW3975 ECK4007 aceA isocitrate lyase 30 458.5837 3 1372.7293 -0.0018 22.15 K E 0

11541 TRVPDMSAYRK JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 33 441.8991 3 1322.6755 -0.0009 24.61 K L 0

11542 TRVSLGLK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 33 437.2789 2 872.5432 -0.0011 26.20 R Q 0

11543 TRWGYGDGLGGK JW0172 ECK0176 yaeT conserved protein 54 633.8147 2 1265.6148 -0.0005 30.75 R E 0

11544 TSAEALQQAIDDNFWQAEYR JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 120 1178.5461 2 2355.0776 0.0009 61.06 K D 0

11545 TSAMLSEIITEDREHLSLIQR JW0046 ECK0048 kefC potassium:proton antiporter 44 814.7603 3 2441.2591 0.0008 55.70 R H 0

11546 TSAPIISR JW5062 ECK0451 ylaB conserved inner membrane protein 52 422.7477 2 843.4808 -0.0005 23.19 K Y 0

11547 TSAQQQQLTSWQEQGHDIFPLGI JW2115 ECK2119 mlrA DNA-binding transcriptional regulator 58 1306.6414 2 2611.2682 0.0015 62.96 R - 0

11548 TSASQYALFVEDEWR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 97 901.4232 2 1800.8318 0.0000 56.57 K I 0

11549 TSAVVEETR JW3775 ECK3797 hemX uroporphyrinogen III methylase 64 496.2563 2 990.4980 -0.0001 18.98 K E 0

11550 TSDFIESR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 52 477.7295 2 953.4444 -0.0009 26.21 R E 0

11551 TSDHVLGVR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 70 492.2665 2 982.5184 -0.0011 20.48 K A 0

11552 TSDIHETIIK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 43 578.8136 2 1155.6126 -0.0008 25.41 K A 0

11553 TSDVNAAPGYQNFVGFETGANGR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 89 1186.5491 2 2371.0836 0.0007 48.51 R R 0

11554 TSEELHHYYEIVWDEEQTHK JW5158 ECK1094 ycfP conserved protein 38 644.0447 4 2572.1497 -0.0007 45.97 R F 0

11555 TSEGFFR JW3975 ECK4007 aceA isocitrate lyase 46 422.2032 2 842.3918 -0.0005 30.95 R T 0

11556 TSENPLLALR JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 46 557.3170 2 1112.6194 0.0005 42.93 M E 0

11557 TSFRLER JW2974 ECK2999 exbB membrane spanning protein in TonB-ExbB-ExbD complex 24 454.7507 2 907.4868 -0.0007 23.66 R R 0

11558 TSGLLGEQYLALNVGFEDPELGTAILK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 35 950.1703 3 2847.4891 -0.0014 71.63 R D 0

11559 TSGLLGEQYLALNVGFEDPELGTAILKDGDTIQDTK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 132 1274.6500 3 3820.9282 0.0025 69.64 R S 0

11560 TSGNWLR JW3630 ECK3645 yicH conserved protein 48 417.2173 2 832.4200 0.0010 27.53 R D 0

11561 TSGVGDVQLFGSQYAMR JW0451 ECK0456 acrB multidrug efflux system protein 86 908.4381 2 1814.8616 -0.0005 51.61 R I 0

11562 TSHAMHDTFR JW0177 ECK0181 lpxB tetraacyldisaccharide-1-P synthase 23 401.5171 3 1201.5295 -0.0004 19.28 K E 0

11563 TSHITVVVSDR JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 67 607.3302 2 1212.6458 -0.0005 25.03 R - 0

11564 TSHTSIMAR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 22 502.2534 2 1002.4922 0.0006 19.29 R S 0

11565 TSLDSPLPVQVLEASPK JW2415 ECK2417 cysA sulfate/thiosulfate transporter subunit -!- ATP-binding component of ABC superfamily 66 890.9885 2 1779.9624 0.0006 55.85 R G 0

11566 TSLGQSIAK JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 73 452.7587 2 903.5028 0.0004 23.45 K A 0

11567 TSLIPHQLNIAHDVGRR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 32 643.0270 3 1926.0592 0.0045 36.44 R H 0

11568 TSLLDYIR JW3137 ECK3157 infB fused protein chain initiation factor 2, IF2 62 490.7742 2 979.5338 0.0000 54.10 K S 0

11569 TSLPGSTGLR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 18 494.7748 2 987.5350 0.0002 27.68 R F 0

11570 TSLVIAHR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 58 448.7689 2 895.5232 -0.0006 23.52 R L 0

11571 TSLVSLENVSVSFGQR JW1847 ECK1859 znuC zinc transporter subunit -!- ATP-binding component of ABC superfamily 30 861.9545 2 1721.8944 -0.0003 55.01 M R 0

11572 TSLYLSMELPVFIWDK JW2019 ECK2028 wbbI conserved protein 89 971.5060 2 1940.9974 0.0017 75.58 K A 0

11573 TSNNADKLAAIAAPAEIFLLEDGIDGWKK JW2643 ECK2662 ygaP predicted inner membrane protein with hydrolase activity 74 1024.5405 3 3070.5997 0.0023 70.27 R A 0

11574 TSQAAPVQAQPR JW3904 ECK3925 ftsN essential cell division protein 75 627.3334 2 1252.6522 -0.0003 19.73 R Q 0

11575 TSQDADFTAK JW3813 ECK3830 tatA TatABCE protein translocation system subunit 33 542.2510 2 1082.4874 -0.0005 20.66 K T 0

11576 TSQLITPLFEYSGACSGCGETPYIK 57.021465@C:15,57.021465@C:18 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 103 1390.1510 2 2778.2874 -0.0007 59.32 R L 0

11577 TSQNSVYGYGVCSDPANAYSK 57.021465@C:12 JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 62 1134.4976 2 2266.9806 0.0006 38.85 K Q 0

11578 TSSALDTLLR JW3221 ECK3240 yhdA conserved inner membrane protein 44 538.8011 2 1075.5876 0.0004 43.97 R E 0

11579 TSTFLDVYIER JW0886 ECK0894 pflB pyruvate formate lyase I 60 672.3458 2 1342.6770 0.0002 52.37 R D 0

11580 TSTGLALK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 23 395.7370 2 789.4594 -0.0001 24.53 R K 0

11581 TSTGLALKK JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 34 459.7846 2 917.5546 0.0000 19.09 R T 0

11582 TSYEIQNK JW3166 ECK3188 yrbK conserved protein 42 491.7459 2 981.4772 0.0005 21.35 R Q 0

11583 TTALLTDMNQVLASSAGNAVEVR JW4345 ECK4374 deoA thymidine phosphorylase 49 1181.1077 2 2360.2008 0.0003 63.33 R E 0

11584 TTASYVINGK JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 27 527.2822 2 1052.5498 -0.0003 26.56 R A 0

11585 TTDELDAIFFGR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 106 692.8411 2 1383.6676 0.0006 61.63 K G 0

11586 TTDPLKALDDAIASVDKFR JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 97 1038.5527 2 2075.0908 0.0009 68.95 K S 0

11587 TTDVEATVNQIK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 46 659.8463 2 1317.6780 0.0004 34.83 R A 0

11588 TTDVTGTIELPEGVEMVMPGDNIK 15.994915@M:18 JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 72 1281.6202 2 2561.2258 0.0017 56.06 R M JW3943

11589 TTEQSWQQQTR JW3904 ECK3925 ftsN essential cell division protein 19 696.8293 2 1391.6440 0.0011 23.12 R T 0

11590 TTEYIDAMPIAASEK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 114 820.3979 2 1638.7812 0.0002 43.82 K A 0

11591 TTFADVAGCDEAKEEVAELVEYLR 57.021465@C:9 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 35 905.7660 3 2714.2762 0.0018 70.72 K E 0

11592 TTFADVAGCDEAKEEVAELVEYLREPSR 57.021465@C:9 JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 105 1062.1756 3 3183.5050 0.0018 68.82 K F 0

11593 TTFNQPGHLATVVAFDLPINDLIPPGMPLDSFR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 26 1198.6193 3 3592.8361 -0.0029 76.63 R L 0

11594 TTGEHEVSFQVHSEVFAK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 40 677.9968 3 2030.9686 -0.0011 35.74 R V 0

11595 TTGISVSTR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 30 461.2538 2 920.4930 0.0004 22.68 K Y 0

11596 TTGVISSNTVTRPAAR JW4127 ECK4165 amiB N-acetylmuramoyl-l-alanine amidase II 51 544.3004 3 1629.8794 -0.0005 24.93 R A 0

11597 TTHILEVAPEAQVVAVDIDEQR JW3250 ECK3275 rsmB 16S rRNA m5C967 methyltransferase, S-adenosyl-L-methionine-dependent 52 811.7587 3 2432.2543 -0.0005 51.30 K L 0

11598 TTIADIEK JW0172 ECK0176 yaeT conserved protein 31 445.7450 2 889.4754 -0.0002 28.60 R G 0

11599 TTIADIEKGLEDFYYSVGK JW0172 ECK0176 yaeT conserved protein 51 717.0286 3 2148.0640 0.0013 76.06 R Y 0

11600 TTIADIEKGLEDFYYSVGKYSASVK JW0172 ECK0176 yaeT conserved protein 24 928.8051 3 2783.3935 0.0030 77.56 R A 0

11601 TTIAEQASLQQK JW1623 ECK1627 rsxG predicted oxidoreductase 37 659.3530 2 1316.6914 -0.0022 26.66 K A 0

11602 TTIVSVR JW3903 ECK3924 hslV peptidase component of the HslUV protease 20 388.2372 2 774.4598 -0.0002 24.28 M R 0

11603 TTLAGDTLDNSNGIVWDMAWLYR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 45 1306.6244 2 2611.2342 -0.0035 73.13 R Y 0

11604 TTLANIVANEMGVNLR JW1849 ECK1861 ruvB ATP-dependent DNA helicase, component of RuvABC resolvasome 33 572.6418 3 1714.9036 0.0000 63.09 K T 0

11605 TTLDQLLDIVQGPDYPTEAEIITSR JW2987 ECK3010 parC DNA topoisomerase IV, subunit A 29 930.1475 3 2787.4207 0.0029 73.48 K A 0

11606 TTLFIPVR JW2504 ECK2516 yfhM conserved protein 26 473.7896 2 945.5646 -0.0002 43.25 R A 0

11607 TTLIDAR JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 23 395.2269 2 788.4392 0.0001 25.63 R R 0

11608 TTLPDSAHVASASTIPNR JW0849 ECK0856 ybjP predicted lipoprotein 13 613.3182 3 1836.9328 -0.0003 31.93 R D 0

11609 TTLPDSAHVASASTIPNRDAR JW0849 ECK0856 ybjP predicted lipoprotein 35 727.3731 3 2179.0975 -0.0006 30.16 R N 0

11610 TTLPHIR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 29 419.2507 2 836.4868 0.0001 25.84 R S 0

11611 TTLSLGYSM JW1711 ECK1720 ydiY conserved protein 28 486.7389 2 971.4632 -0.0001 48.81 R - 0

11612 TTLTAAITTVLAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 101 652.3958 2 1302.7770 0.0012 55.47 K T JW3943

11613 TTLTLQVIAAAQR JW2669 ECK2694 recA DNA strand exchange and recombination protein with protease and nuclease activity 61 693.4096 2 1384.8046 0.0009 47.78 K E 0

11614 TTLVDKLLQQSGTFDSR JW5571 ECK3864 bipA GTP-binding protein 88 955.0047 2 1907.9948 -0.0004 56.34 K A 0

11615 TTNYIFVTGGVVSSLGK JW2751 ECK2774 pyrG CTP synthetase 25 871.9702 2 1741.9258 0.0007 55.54 M G 0

11616 TTPSIIAYTQDGETLVGQPAKR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 34 782.7477 3 2345.2213 -0.0015 47.19 R Q 0

11617 TTQDGVEAAR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 17 524.2567 2 1046.4988 -0.0005 28.56 K M 0

11618 TTSIVPVDLNSLMFK JW1186 ECK1185 treA periplasmic trehalase 24 832.9509 2 1663.8872 0.0018 63.80 R M 0

11619 TTSSAAIATGLAQK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 81 660.3619 2 1318.7092 0.0001 30.22 K G 0

11620 TTTGDGIVAGLQVLAAMAR JW3143 ECK3165 glmM phosphoglucosamine mutase 47 615.6682 3 1843.9828 0.0003 73.72 K N 0

11621 TTTQNEILR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 49 538.2908 2 1074.5670 0.0002 25.03 K L 0

11622 TTTSNGHNPFRN JW5503 ECK3026 tolC transport channel 60 673.3156 2 1344.6166 -0.0005 20.14 R - 0

11623 TTVTHWVK JW1084 ECK1084 tmk thymidylate kinase 20 486.2691 2 970.5236 0.0000 21.95 R E 0

11624 TTVTSGGLQR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 55 510.2768 2 1018.5390 -0.0017 21.98 K V 0

11625 TVAAMDVLAPGIGEIIGGSQR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 84 1028.0472 2 2054.0798 -0.0031 64.99 K E 0

11626 TVAAMDVLAPGIGEIIGGSQREER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 61 823.7636 3 2468.2690 -0.0004 60.78 K L 0

11627 TVAAMDVLAPGIGEIIGGSQREERLDVLDER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 26 1103.9085 3 3308.7037 0.0003 64.41 K M 0

11628 TVAAMSDFAAGANIDGK JW0190 ECK0194 proS prolyl-tRNA synthetase 51 819.8943 2 1637.7740 0.0021 44.61 R H 0

11629 TVAATPPAEPVPK JW5108 ECK0797 ybiO predicted mechanosensitive channel 54 639.3582 2 1276.7018 -0.0008 27.27 R I 0

11630 TVAEGVTEYMAWLNRDA JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 74 963.4566 2 1924.8986 -0.0002 63.29 K - 0

11631 TVAFNTNGEMVAPNGSIGFR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 83 1041.5074 2 2081.0002 0.0002 48.71 K W 0

11632 TVALNNITLDIPAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 65 755.9330 2 1509.8514 0.0000 51.01 K C 0

11633 TVALVGR JW0897 ECK0905 msbA fused lipid transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 37 358.2265 2 714.4384 -0.0004 24.12 K S 0

11634 TVATHALSIFGDHSDVMAVR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 72 709.6931 3 2126.0575 -0.0005 47.53 R Q 0

11635 TVAVHSSADRDLK JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 46 699.8705 2 1397.7264 0.0002 18.81 K H 0

11636 TVAVTPDYAEIAK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 76 689.3670 2 1376.7194 0.0008 39.10 K L 0

11637 TVAVTPDYAEIAKLCDLWLAPK 57.021465@C:15 JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 33 825.4393 3 2473.2961 0.0035 68.23 K Q 0

11638 TVCYNFMPVLDWTR 57.021465@C:3 JW4285 ECK4313 uxuA mannonate hydrolase 15 901.4230 2 1800.8314 -0.0014 65.78 R T 0

11639 TVDALGNVHYDDNQVILK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 106 1007.5153 2 2013.0160 -0.0006 43.10 R G 0

11640 TVDALGNVHYDDNQVILKGPK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 85 766.0692 3 2295.1858 -0.0001 40.34 R G 0

11641 TVDALMR JW3283 ECK3308 rpsJ 30S ribosomal subunit protein S10 27 403.2154 2 804.4162 -0.0002 27.92 K L 0

11642 TVDGPSHKDWR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 26 433.2142 3 1296.6208 -0.0004 19.29 K G 0

11643 TVDQLTLNEMAVIAGLPK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 75 638.3518 3 1912.0336 -0.0003 64.59 K A 0

11644 TVDVTIR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 33 402.2345 2 802.4544 -0.0004 26.57 R R 0

11645 TVDVTIRR JW4364 ECK4393 arcA DNA-binding response regulator in two-component regulatory system with ArcB or CpxA 28 480.2849 2 958.5552 -0.0007 22.72 R I 0

11646 TVEAASALEQGDLKR JW0740 ECK0746 galK galactokinase 86 794.4196 2 1586.8246 -0.0017 31.44 R M 0

11647 TVEASEDKFTGFVFK JW5873 ECK4366 prfC peptide chain release factor RF-3 23 568.9542 3 1703.8408 0.0002 46.37 R I 0

11648 TVEDAVKEMLEHMASTLAQGER JW0895 ECK0903 ihfB integration host factor (IHF), DNA-binding protein, beta subunit 74 815.7303 3 2444.1691 0.0017 77.25 K I 0

11649 TVEFEIFSHLR JW1854 ECK1866 nudB dATP pyrophosphohydrolase 23 459.9090 3 1376.7052 -0.0035 25.27 R H 0

11650 TVEQLLK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 15 415.7528 2 829.4910 0.0001 31.87 K L 0

11651 TVETPDLR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 48 465.7479 2 929.4812 -0.0005 26.53 K T 0

11652 TVETSDERLK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 47 589.3062 2 1176.5978 -0.0008 18.46 K L 0

11653 TVEVTLR JW2889 ECK2918 yggE conserved protein 20 409.2426 2 816.4706 0.0001 27.78 R Q 0

11654 TVFGNVALPLELDNTPKDEVK JW0195 ECK0199 metN DL-methionine transporter subunit -!- ATP-binding component of ABC superfamily 39 767.0780 3 2298.2122 0.0013 56.09 R R 0

11655 TVFLIGGAK JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 22 453.2763 2 904.5380 -0.0002 39.13 K D 0

11656 TVFLIGGAKDVPYDEIIKALNLLHSAGVK JW0728 ECK0727 tolR membrane spanning protein in TolA-TolQ-TolR complex 26 771.1897 4 3080.7297 0.0025 73.29 K S 0

11657 TVGAGVVAK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 23 401.2448 2 800.4750 -0.0006 19.99 R V JW3943
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11658 TVGELHLR JW0723 ECK0722 cydB cytochrome d terminal oxidase, subunit II 54 462.7666 2 923.5186 -0.0003 25.81 R T 0

11659 TVGFKPAGGVR JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 17 363.5452 3 1087.6138 -0.0002 24.82 K T 0

11660 TVGWIAHWSEMHSDGMK JW0710 ECK0709 gltA citrate synthase 58 657.9659 3 1970.8759 -0.0009 45.11 R I 0

11661 TVHSLTQALAK JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 49 390.2275 3 1167.6607 -0.0004 29.09 R F 0

11662 TVIATLLNYFS JW3765 ECK3783 rffA TDP-4-oxo-6-deoxy-D-glucose transaminase 35 621.3434 2 1240.6722 0.0019 79.39 R - 0

11663 TVILNEGDFVVFYPGEVHKPLCAVGAPAQVR 57.021465@C:22 JW5756 ECK4245 yjgK conserved protein 17 846.4461 4 3381.7553 0.0008 56.95 K K 0

11664 TVINFDNAIIAAGSRPIQLPFIPHEDPR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 43 1034.5559 3 3100.6459 -0.0001 65.67 K I 0

11665 TVINQVTYLPIASEVTDVNR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 73 1116.5983 2 2231.1820 0.0022 58.73 K Y 0

11666 TVKLPLRGPVENTAR JW0101 ECK0104 guaC GMP reductase 18 550.9931 3 1649.9575 -0.0002 31.77 K D 0

11667 TVLAVSDSK JW1242 ECK1244 kch voltage-gated potassium channel 36 460.2589 2 918.5032 0.0011 24.19 K N 0

11668 TVLDFLLMLCSVGQHYPGFETDIHGAK 57.021465@C:10 JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 13 762.8795 4 3047.4889 0.0005 79.56 R Q 0

11669 TVLEADPMPVIK JW0749 ECK0755 ybhA predicted hydrolase 72 656.8626 2 1311.7106 -0.0002 45.11 K A 0

11670 TVLEALPAASHPMDVMR JW0324 ECK0330 prpC 2-methylcitrate synthase 38 613.3148 3 1836.9226 -0.0001 46.55 R T 0

11671 TVLENIIEGPVIVKGEPK JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 53 645.7100 3 1934.1082 -0.0007 51.62 R E 0

11672 TVLENIIEGPVIVKGEPKEEATAR JW1902 ECK1916 yecC predicted transporter subunit -!- ATP-binding component of ABC superfamily 27 648.8616 4 2591.4173 0.0002 48.41 R A 0

11673 TVLGSMELDEMLSQR JW0478 ECK0483 ybbK predicted protease, membrane anchored 103 854.9160 2 1707.8174 0.0003 58.25 R D 0

11674 TVLHLIPSGILR JW4135 ECK4173 purA adenylosuccinate synthetase 33 659.9130 2 1317.8114 -0.0018 49.54 K E 0

11675 TVLIPFENKR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 33 608.8562 2 1215.6978 0.0003 37.38 K D 0

11676 TVLMVTHR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 42 478.7709 2 955.5272 -0.0001 22.38 K L 0

11677 TVLSSIYQDQR JW5291 ECK1784 yeaJ predicted diguanylate cyclase 73 655.3409 2 1308.6672 -0.0002 38.99 R T 0

11678 TVLVGNAAQTLHPIAGQGFNLGMR JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 60 822.4411 3 2464.3015 0.0007 52.13 R D 0

11679 TVLVVQDPFTSYYDAQVVADFVR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 41 1316.6680 2 2631.3214 -0.0006 74.24 R L 0

11680 TVMLAFDHGYFQGPTTGLER JW1510 ECK1510 lsrF predicted aldolase 50 747.3655 3 2239.0747 0.0015 52.86 K I 0

11681 TVMLESWR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 32 511.2602 2 1020.5058 -0.0004 40.41 K W 0

11682 TVNGVILEALEEIPVAGTR JW5415 ECK2609 yfjD predicted inner membrane protein 107 991.0529 2 1980.0912 0.0021 72.33 R V 0

11683 TVNLSFR JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 41 418.7349 2 835.4552 0.0000 34.09 R V 0

11684 TVNMMELIR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 40 553.7879 2 1105.5612 -0.0011 49.20 K N 0

11685 TVNNDTLTIR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 53 573.8094 2 1145.6042 0.0003 29.51 K E 0

11686 TVNVADIESVVAR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 63 686.8754 2 1371.7362 0.0005 50.62 K I 0

11687 TVPMFNEALAELNK 15.994915@M:4 JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 26 796.9026 2 1591.7906 -0.0009 50.17 K I 0

11688 TVPYEVAEIRPQVGGIIIK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 39 1041.6018 2 2081.1890 0.0006 51.43 R R 0

11689 TVPYEVAEIRPQVGGIIIKR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 37 1119.6523 2 2237.2900 0.0004 46.74 R N 0

11690 TVQAALDIAR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 21 529.3035 2 1056.5924 -0.0003 34.89 R Y 0

11691 TVQGASTLTQQLVK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 83 737.4172 2 1472.8198 0.0000 38.25 R N 0

11692 TVQQAIDEGYR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 56 640.3177 2 1278.6208 0.0004 31.12 R G 0

11693 TVSSIMTSR JW5336 ECK2057 yegH fused predicted membrane proteins 49 491.2548 2 980.4950 -0.0010 26.05 R H 0

11694 TVSTYKSRLMEK 15.994915@M:10 JW2366 ECK2365 evgA DNA-binding response regulator in two-component regulatory system with EvgS 13 486.9254 3 1457.7544 -0.0004 29.20 K L 0

11695 TVTPAAPR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 18 406.7349 2 811.4552 0.0000 19.23 K K 0

11696 TVTYDFER JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 35 515.7462 2 1029.4778 0.0011 32.04 K L JW5173

11697 TVVIDFDIGLR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 83 624.3533 2 1246.6920 -0.0001 57.74 K N 0

11698 TVVPVSTLSGPELALQK JW5713 ECK4031 ubiC chorismate pyruvate lyase 48 870.0014 2 1737.9882 0.0005 49.70 R L 0

11699 TVVTAVSQAVR JW0915 ECK0923 pepN aminopeptidase N 31 565.8298 2 1129.6450 -0.0004 33.34 K H 0

11700 TVWEEVSGGLDIMK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 99 782.3901 2 1562.7656 0.0006 59.82 K I 0

11701 TVWLPWIKLEKPDAR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 15 618.0211 3 1851.0415 0.0009 54.55 K L 0

11702 TVYDNVAIPLIIAGASGDDIR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 41 1087.0801 2 2172.1456 0.0030 65.18 R R 0

11703 TVYDNVAIPLIIAGASGDDIRR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 19 777.0894 3 2328.2464 0.0027 60.97 R R 0

11704 TVYHSPGAPDIR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 53 438.2260 3 1311.6562 -0.0012 25.75 K E 0

11705 TVYSTENPDLLVLEFR JW2461 ECK2472 purC phosphoribosylaminoimidazole-succinocarboxamide synthetase 95 948.4921 2 1894.9696 0.0021 59.90 K N 0

11706 TWAREDDSPQGSVK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 71 788.3734 2 1574.7322 -0.0002 22.89 R A 0

11707 TWESYHLIR JW2556 ECK2570 rseA anti-sigma factor 35 602.8094 2 1203.6042 0.0007 37.48 K D 0

11708 TWLGNSAGR JW4355 ECK4384 slt lytic murein transglycosylase, soluble 26 481.2462 2 960.4778 0.0002 27.29 R I 0

11709 TWLLAQADFLVK JW3775 ECK3797 hemX uroporphyrinogen III methylase 115 702.8983 2 1403.7820 0.0007 63.45 K L 0

11710 TWMSPQFK JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 13 512.7495 2 1023.4844 -0.0004 39.89 K S 0

11711 TWTGQGR JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 17 403.2015 2 804.3884 0.0006 18.36 K T JW2644

11712 TWYMSVNTHF JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 31 643.2871 2 1284.5596 -0.0001 50.74 R - 0

11713 TYDAHRDGFVIAGGGGMVVVEELEHALAR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 65 768.1362 4 3068.5157 0.0020 68.66 R G 0

11714 TYDLEVWIPAQNTYR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 15 934.9635 2 1867.9124 0.0021 57.46 K E 0

11715 TYDSADLNGGNLQTGLTAGGEALTAVANGK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 32 960.4721 3 2878.3945 -0.0002 59.48 K T 0

11716 TYGGAAR JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 48 348.1772 2 694.3398 0.0000 14.11 K A JW3943

11717 TYGGLDR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 44 391.1956 2 780.3766 0.0000 21.50 R I 0

11718 TYGSNSELLLGNAGTVSDLGEDFGHEFYEAELK JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 133 1188.2216 3 3561.6430 0.0006 69.14 R Y 0

11719 TYLAVAAAVDALER JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 100 731.8994 2 1461.7842 0.0015 60.24 K Q 0

11720 TYLYQETK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 19 523.2635 2 1044.5124 -0.0003 27.23 K A JW4083

11721 TYLYQGIAER JW3664 ECK3679 ibpA heat shock chaperone 48 607.3142 2 1212.6138 0.0000 36.68 R N 0

11722 TYMDTAVSPFYFVSNAPR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 89 1033.4881 2 2064.9616 0.0002 60.84 R E 0

11723 TYNFGLYPAGDEWQLALSDGETGK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 80 1316.6135 2 2631.2124 -0.0004 64.55 K N 0

11724 TYSINEGNYIKFPNGVK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 43 648.6663 3 1942.9771 -0.0019 44.11 K K 0

11725 TYSINEGNYIKFPNGVKK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 23 691.3650 3 2071.0732 -0.0006 40.08 K Y 0

11726 TYVPADDYR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 20 550.2563 2 1098.4980 -0.0001 27.65 R V 0

11727 TYVVMEEVK JW0872 ECK0880 lrp DNA-binding transcriptional dual regulator, leucine-binding 18 549.2818 2 1096.5490 0.0016 36.09 R Q 0

11728 VAAAGDLFVAVVGHQADGR JW0083 ECK0086 murE UDP-N-acetylmuramoyl-L-alanyl-D-glutamate:meso-diaminopimelate ligase 54 618.3275 3 1851.9607 0.0014 50.84 R R 0

11729 VAAASAGGIVGSLSQSQLGNLGEK JW2903 ECK2931 yggG predicted peptidase 51 1107.5906 2 2213.1666 0.0014 51.62 R L 0

11730 VAALAEAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 56 400.7348 2 799.4550 -0.0002 20.78 R L 0

11731 VAALEGDVLGSYQHGAR JW0165 ECK0169 tsf protein chain elongation factor EF-Ts 49 581.6317 3 1741.8733 -0.0013 39.06 R I 0

11732 VAALNGLNR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 56 464.2719 2 926.5292 -0.0004 27.14 R L 0

11733 VAALVGEVLPDGMVNIIGVGSCPSR 57.021465@C:22 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 92 1255.6593 2 2509.3040 0.0007 65.72 K G 0

11734 VAAQLYWQGEVIPGEISFR JW2100 ECK2106 mrp antiporter inner membrane protein 48 1082.0665 2 2162.1184 0.0024 61.48 R A 0

11735 VAASQGVELGAGIEIVDPEVVR JW2294 ECK2291 pta phosphate acetyltransferase 98 1104.5973 2 2207.1800 0.0002 56.38 R E 0

11736 VAASQGVELGAGIEIVDPEVVRESYVGR JW2294 ECK2291 pta phosphate acetyltransferase 78 967.1764 3 2898.5074 -0.0013 58.71 R L 0

11737 VAATTQAQWPVHAVITNSTYDGLLYNTDWIK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 50 1159.5879 3 3475.7419 0.0005 64.55 K Q 0

11738 VAAVKAPGFGDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 49 594.3301 2 1186.6456 -0.0003 27.35 K R 0

11739 VAAVKAPGFGDRR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 31 448.5896 3 1342.7470 -0.0002 25.07 K K 0

11740 VAAVVNNGVVLESDVDGLMQSVK JW0052 ECK0054 surA peptidyl-prolyl cis-trans isomerase (PPIase) 59 1172.1150 2 2342.2154 0.0003 63.18 K L 0

11741 VACETYVK 57.021465@C:3 JW2909 ECK2937 metK methionine adenosyltransferase 1 25 485.2390 2 968.4634 -0.0003 21.31 R T 0

11742 VACPECDIPVIYGDTQK 57.021465@C:3,57.021465@C:6 JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 83 982.9582 2 1963.9018 -0.0002 45.96 K S 0

11743 VADAMLAQGVI JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 37 544.2950 2 1086.5754 0.0012 51.45 K - 0

11744 VADEVFILPLNAVMESLQPR JW1877 ECK1889 cheA fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 88 1121.1024 2 2240.1902 0.0028 80.12 R E 0

11745 VADGATVVSTSTR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 114 632.3304 2 1262.6462 -0.0005 23.31 R N 0

11746 VADILESNAR JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 70 544.2907 2 1086.5668 0.0000 31.25 R Q 0

11747 VADISLLQ JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 50 429.7503 2 857.4860 0.0002 47.59 R - 0

11748 VADITLDPK JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 62 486.2738 2 970.5330 -0.0004 32.00 R T 0

11749 VADLEVK JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 15 387.2238 2 772.4330 0.0000 25.83 K Y 0

11750 VADLFEAR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 29 460.7448 2 919.4750 -0.0013 36.24 R R 0

11751 VADRVSLTLR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 26 377.2276 3 1128.6610 -0.0005 30.98 R D 0

11752 VADVHKEQLQK JW5063 ECK0452 ylaC predicted inner membrane protein 29 432.2423 3 1293.7051 0.0009 17.68 R M 0

11753 VADWQIAAILNIGQR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 50 834.4654 2 1666.9162 0.0008 65.03 K A 0

11754 VADYPFTTLVPSLGVVR JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 41 917.5097 2 1833.0048 0.0011 63.57 K M 0

11755 VADYRDNMAK JW1051 ECK1049 grxB glutaredoxin 2 (Grx2) 19 394.8574 3 1181.5504 0.0003 20.56 R Q 0

11756 VAEEAGVYK JW0887 ECK0895 focA formate transporter 65 483.2507 2 964.4868 0.0004 21.45 K A 0

11757 VAEETPHLIHK JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 28 425.2343 3 1272.6811 -0.0016 22.24 K V 0

11758 VAEFFGK JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 23 399.2132 2 796.4118 -0.0001 33.30 K E 0

11759 VAEFFGKEPR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 56 590.3109 2 1178.6072 -0.0012 30.29 K K 0

11760 VAEHAEICGR 57.021465@C:8 JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 36 381.1854 3 1140.5344 -0.0002 18.96 K C 0

11761 VAEMLAPVLTGNDLILVQGAGNIGK JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 116 1247.1916 2 2492.3686 0.0014 66.54 R I 0

11762 VAENGYIAIALNDTTEVVIK JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 68 1067.0764 2 2132.1382 0.0017 62.83 K R 0

11763 VAENGYIAIALNDTTEVVIKR JW0397 ECK0401 yajC SecYEG protein translocase auxillary subunit 100 763.7538 3 2288.2396 0.0020 68.00 K D 0

11764 VAEPGEVLAAGGR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 47 613.3305 2 1224.6464 0.0003 32.76 R V 0

11765 VAESVIPEIK JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 46 542.8161 2 1083.6176 0.0000 39.46 R H 0

11766 VAEVAQEEVVEPK JW4180 ECK4217 ytfN conserved protein 53 713.8751 2 1425.7356 0.0006 29.75 K I 0

11767 VAEVFPDMIQR JW1859 ECK1871 yecO predicted methyltransferase 35 652.8377 2 1303.6608 0.0014 45.80 R S 0

11768 VAEVGITGLNADFLR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 111 787.9310 2 1573.8474 0.0010 55.55 K Q 0

11769 VAEVIDIPFCVAGGIK 57.021465@C:10 JW2007 ECK2020 hisF imidazole glycerol phosphate synthase, catalytic subunit with HisF 57 844.4586 2 1686.9026 0.0011 61.12 R S 0

11770 VAEYGVDCLR 57.021465@C:8 JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 42 591.2846 2 1180.5546 -0.0001 33.96 K I 0

11771 VAFAGLK JW2203 ECK2207 ompC outer membrane porin protein C 36 353.2180 2 704.4214 -0.0007 31.13 R F JW2918

11772 VAFDGVVNDPMK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 83 646.3201 2 1290.6256 -0.0022 41.75 R M 0

11773 VAFENIEDAAR JW1615 ECK1618 add adenosine deaminase 87 617.8067 2 1233.5988 -0.0001 38.92 R H 0

11774 VAFINTGFLDR JW2943 ECK2970 glcB malate synthase G 59 626.8374 2 1251.6602 -0.0010 52.52 R T 0

11775 VAFMPWNGYNFEDSILVSER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 107 1187.5624 2 2373.1102 0.0002 68.01 R V 0

11776 VAFQAVIK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 66 438.2711 2 874.5276 0.0001 34.97 R A 0

11777 VAFSGGEFQLNADRDGK JW1606 ECK1609 ydgA conserved protein 100 905.9397 2 1809.8648 0.0002 39.70 K A 0

11778 VAFTALVEK JW1706 ECK1714 rplT 50S ribosomal subunit protein L20 70 489.2866 2 976.5586 -0.0006 40.99 K A 0

11779 VAFTGSTEVGQQIMQYATQNIIPVTLELGGK JW3561 ECK3577 aldB aldehyde dehydrogenase B 42 1098.5754 3 3292.7044 0.0031 79.32 K S 0

11780 VAGADLWEELMAR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 71 730.8648 2 1459.7150 0.0021 63.54 R A 0

11781 VAGAGAMR JW3511 ECK3529 dppC dipeptide transporter -!- membrane component of ABC superfamily 42 366.6948 2 731.3750 0.0003 15.95 R Q 0

11782 VAGEALSRPVVSDGLVLIHTSNGQLQALNEADGAVK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 108 907.9878 4 3627.9221 0.0002 55.66 K W 0

11783 VAGFSPIPAMSMVSYASGAR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 47 999.9932 2 1997.9718 0.0015 60.57 R Y 0

11784 VAGITQDFTDGTTTNTGR JW1063 ECK1061 flgE flagellar hook protein 116 927.9452 2 1853.8758 0.0003 37.38 K G 0

11785 VAGQSVIFEGTEGLPAQISR JW2243 ECK2242 yfaY conserved protein 17 1030.0448 2 2058.0750 0.0005 50.61 R E 0

11786 VAHECILDIRPLKEETGISELDIAKR 57.021465@C:5 JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 69 1002.5410 3 3004.6012 -0.0002 48.51 R L 0

11787 VAIKGPLTTPVGGGIR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 52 512.6472 3 1534.9198 0.0003 37.18 R S 0

11788 VAINGFGR JW2894 ECK2923 epd D-erythrose 4-phosphate dehydrogenase 30 417.2343 2 832.4540 -0.0015 31.50 R I 0
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11789 VAITIAR JW0405 ECK0409 ribE riboflavin synthase beta chain 55 372.2422 2 742.4698 -0.0003 28.87 R F 0

11790 VALADKYFAK JW3269 ECK3294 rpsN 30S ribosomal subunit protein S14 45 375.8814 3 1124.6224 -0.0006 34.44 R R 0

11791 VALAENDLHVPTFTK JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 74 827.9428 2 1653.8710 -0.0016 45.09 K L 0

11792 VALAGAQDYYGVVPDLTCLGK 57.021465@C:18 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 87 1105.5616 2 2209.1086 -0.0003 60.34 R I 0

11793 VALAQAQGQLAK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 31 599.3516 2 1196.6886 0.0010 28.29 K D 0

11794 VALDDFGMGYAGLR JW5943 ECK3514 yhjK predicted diguanylate cyclase 100 742.8639 2 1483.7132 0.0002 55.02 R Q 0

11795 VALDNVNIK JW4180 ECK4217 ytfN conserved protein 60 493.2873 2 984.5600 -0.0003 32.74 R I 0

11796 VALDPLTGPMPYQGR JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 90 807.9190 2 1613.8234 -0.0001 48.37 K E 0

11797 VALDTNTLADNVDLDNAVANVVPTR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 46 870.7842 3 2609.3308 0.0010 60.07 R G 0

11798 VALELVK JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 22 386.2524 2 770.4902 0.0000 35.86 R E 0

11799 VALFSTGDELQLPGQPLGDGQIYDTNR JW0811 ECK0817 moeA molybdopterin biosynthesis protein 16 968.8173 3 2903.4301 0.0000 61.99 R L 0

11800 VALIENAEFVEGSDK JW2101 ECK2107 metG methionyl-tRNA synthetase 77 810.9079 2 1619.8012 -0.0030 45.15 R L 0

11801 VALIENAEFVEGSDKLLR JW2101 ECK2107 metG methionyl-tRNA synthetase 55 668.3655 3 2002.0747 0.0013 52.46 R L 0

11802 VALLNIGEEEVK JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 58 657.3692 2 1312.7238 0.0000 46.88 R G 0

11803 VALLNIGEEEVKGLDSIR JW5156 ECK1076 plsX fatty acid/phospholipid synthesis protein 24 652.3653 3 1954.0741 0.0005 58.75 R D 0

11804 VALLSHSNFGSSDCPSSSK 57.021465@C:14 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 101 990.4601 2 1978.9056 0.0001 32.66 R M 0

11805 VALPDVPK JW1268 ECK1271 acnA aconitate hydratase 1 41 419.7552 2 837.4958 -0.0001 34.40 R A 0

11806 VALPPDAVLTVTLSDASLADAPSK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 132 1176.1394 2 2350.2642 0.0010 64.16 K V 0

11807 VALPPDAVLTVTLSDASLADAPSKVLAQK JW0443 ECK0447 ybaY predicted outer membrane lipoprotein 104 964.2097 3 2889.6073 0.0011 65.56 K A 0

11808 VALPPLSNSFISLVK JW1903 ECK1917 yecS predicted transporter subunit -!- membrane component of ABC superfamily 38 792.9727 2 1583.9308 0.0022 62.88 R D 0

11809 VALQDAGLSVSDIDDVILVGGQTR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 107 1221.1483 2 2440.2820 0.0010 64.72 K M 0

11810 VALTGLTMAEK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 64 567.3163 2 1132.6180 0.0019 38.97 R F 0

11811 VALVDGQR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 55 429.2454 2 856.4762 -0.0005 22.90 R L 0

11812 VALVQPHEPGATTVPAR JW3678 ECK3693 dnaN DNA polymerase III, beta subunit 59 581.6562 3 1741.9468 -0.0008 30.45 R K 0

11813 VALYGIDYLMK JW0886 ECK0894 pflB pyruvate formate lyase I 50 643.3469 2 1284.6792 0.0003 56.52 R D 0

11814 VALYGIDYLMKDK JW0886 ECK0894 pflB pyruvate formate lyase I 15 510.2739 3 1527.7999 -0.0009 51.79 R L 0

11815 VAMLSYSTGTSGAGSDVEK JW2294 ECK2291 pta phosphate acetyltransferase 138 930.4386 2 1858.8626 0.0007 36.80 R V 0

11816 VAMLSYSTGTSGAGSDVEKVR JW2294 ECK2291 pta phosphate acetyltransferase 19 705.6847 3 2114.0323 0.0009 36.24 R E 0

11817 VAMTEAAK JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 21 410.7153 2 819.4160 0.0001 18.86 R A 0

11818 VAMTLTGAK JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 55 446.2518 2 890.4890 -0.0005 27.93 K S 0

11819 VAMVSMTGSVSAGEK JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 43 727.3541 2 1452.6936 -0.0017 35.36 K I 0

11820 VANAFAQEWQK JW3116 ECK3135 yraM conserved protein 81 646.3247 2 1290.6348 -0.0009 37.22 R L 0

11821 VANLAEAQPDREIEK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 51 841.9388 2 1681.8630 -0.0005 28.45 K R 0

11822 VANLAEAQPDREIEKR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 41 613.6617 3 1837.9633 -0.0013 26.54 K G 0

11823 VANLGSLGDQVNVK JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 83 707.3881 2 1412.7616 -0.0007 38.51 K A 0

11824 VAPEALTLLAR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 48 577.3506 2 1152.6866 0.0001 48.80 K Q 0

11825 VAPEFSAFLTR JW4299 ECK4327 yjiN conserved inner membrane protein 72 619.3321 2 1236.6496 -0.0006 52.13 R H 0

11826 VAPITTGDVVLQSAR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 62 763.9303 2 1525.8460 -0.0003 42.08 R S 0

11827 VAPMQSFSLGK JW2500 ECK2512 yfgA conserved protein 64 582.8076 2 1163.6006 -0.0002 40.50 K R 0

11828 VAPMQSFSLGKR JW2500 ECK2512 yfgA conserved protein 38 660.8572 2 1319.6998 -0.0021 36.09 K R 0

11829 VAPTTELFPMSK JW5761 ECK4262 yjgB predicted alcohol dehydrogenase, Zn-dependent and NAD(P)-binding 50 660.8468 2 1319.6790 -0.0004 45.06 K I 0

11830 VAQALDDLQNAQNDLASYNSQLVSLQTQPER JW0454 ECK0459 kefA fused mechanosensitive channel proteins 49 1143.9016 3 3428.6830 0.0020 62.02 R V 0

11831 VAQSDSVINGLKEENQK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 88 929.9790 2 1857.9434 0.0003 30.82 K L 0

11832 VAQSLGVPR JW0903 ECK0911 ycbC conserved inner membrane protein 40 463.7747 2 925.5348 0.0003 25.57 R E 0

11833 VAQVGKPLELYHYPADR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 50 652.6820 3 1955.0242 -0.0023 37.90 R F 0

11834 VAQYISFLELNQIAK JW2889 ECK2918 yggE conserved protein 75 868.9831 2 1735.9516 0.0009 60.26 R K 0

11835 VAQYISFLELNQIAKK JW2889 ECK2918 yggE conserved protein 36 622.3559 3 1864.0459 0.0000 53.91 R D 0

11836 VASTAVVAEMLGLTR JW0325 ECK0331 prpD 2-methylcitrate dehydratase 36 759.4223 2 1516.8300 0.0017 63.73 K E 0

11837 VASVFINR JW1083 ECK1083 yceG predicted aminodeoxychorismate lyase 21 453.2634 2 904.5122 -0.0007 31.22 K L 0

11838 VATEFSETAPATLK JW2893 ECK2922 pgk phosphoglycerate kinase 100 732.8826 2 1463.7506 -0.0001 36.55 R S 0

11839 VATIQTLGGSGALK JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 37 658.3827 2 1314.7508 0.0001 36.79 R V 0

11840 VATISGSDAK JW3775 ECK3797 hemX uroporphyrinogen III methylase 37 474.7534 2 947.4922 -0.0002 19.17 K T 0

11841 VATISGSDAKTWLLAQADFLVKLAGR JW3775 ECK3797 hemX uroporphyrinogen III methylase 36 683.6344 4 2730.5085 0.0015 74.40 K K 0

11842 VATLEDATEMVNLYR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 92 862.9304 2 1723.8462 0.0012 57.37 K D 0

11843 VATNLAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 47 372.7216 2 743.4286 -0.0004 19.02 K N 0

11844 VAVATIGAVLPGDFK JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 58 486.6170 3 1456.8292 0.0002 53.51 R I 0

11845 VAVDSEVTVR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 87 537.7927 2 1073.5708 -0.0008 27.77 R G 0

11846 VAVEAGIADYWYK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 71 742.8746 2 1483.7346 -0.0001 51.30 R Y JW2449

11847 VAVEAGIADYWYK JW2449 ECK2460 tktB transketolase 2, thiamin-binding 48 742.8747 2 1483.7348 0.0001 51.97 R Y JW2449

11848 VAVFTLEEHEVAR JW1874 ECK1886 tap methyl-accepting protein IV 29 500.6000 3 1498.7782 0.0001 38.81 R H 0

11849 VAVFTQGANAEAAK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 99 688.8617 2 1375.7088 -0.0007 29.67 R A 0

11850 VAVFTQGANAEAAKAAGAELVGMEDLADQIK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 70 1030.1923 3 3087.5551 0.0004 65.21 R K 0

11851 VAVGAALLSMPVR JW0172 ECK0176 yaeT conserved protein 45 642.3789 2 1282.7432 0.0001 51.11 R T 0

11852 VAVGAALLSMPVRTGDTVNDEDISNTIR JW0172 ECK0176 yaeT conserved protein 36 972.1692 3 2913.4858 -0.0009 54.36 R A 0

11853 VAVLEQR JW2874 ECK2901 visC predicted oxidoreductase, FAD/NAD(P)-binding domain 37 407.7430 2 813.4714 0.0006 23.28 R V 0

11854 VAVLGAAGGIGQALALLLK JW3205 ECK3225 mdh malate dehydrogenase, NAD(P)-binding 93 868.0461 2 1734.0776 0.0010 79.24 K T 0

11855 VAVVDATGK JW3370 ECK3394 yhgF predicted transcriptional accessory protein 39 430.2475 2 858.4804 -0.0007 21.55 K L 0

11856 VAYDTAHYCLLDTLGCGLEALEYPACK 57.021465@C:9,57.021465@C:16,57.021465@C:26 JW0325 ECK0331 prpD 2-methylcitrate dehydratase 54 1035.1455 3 3102.4147 0.0010 70.52 K K 0

11857 VAYDTAHYCLLDTLGCGLEALEYPACKK 57.021465@C:9,57.021465@C:16,57.021465@C:26 JW0325 ECK0331 prpD 2-methylcitrate dehydratase 35 808.6349 4 3230.5105 0.0021 66.25 K L 0

11858 VAYNVTWNSEPPESAPEHTDRR JW1711 ECK1720 ydiY conserved protein 25 639.5533 4 2554.1841 0.0003 34.05 K T 0

11859 VCASVSYQQMHGFSAEQLR 57.021465@C:2 JW2363 ECK2362 dsdA D-serine ammonia-lyase 57 733.3430 3 2197.0072 0.0027 40.69 R N 0

11860 VCLDKVIETMYETGKDMNAK 57.021465@C:2 JW2768 ECK2792 sdaB L-serine deaminase II 43 782.3773 3 2344.1101 -0.0011 58.16 R Y 0

11861 VCLELGGK 57.021465@C:2 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 39 438.2363 2 874.4580 -0.0001 30.75 K A 0

11862 VCLELGGKAPAIVMDDADLELAVK 15.994915@M:14,57.021465@C:2 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 90 848.4415 3 2542.3027 0.0003 54.59 K A 0

11863 VCLGAEK 57.021465@C:2 JW1843 ECK1855 pykA pyruvate kinase II 32 388.7020 2 775.3894 -0.0003 20.29 R I 0

11864 VCNVEFQPLR 57.021465@C:2 JW5189 ECK1194 ychM predicted transporter 66 631.3216 2 1260.6286 0.0002 38.44 R T 0

11865 VCPHSFLHGHALVMK 57.021465@C:2 JW1100 ECK1100 mfd transcription-repair coupling factor 20 578.2981 3 1731.8725 0.0025 32.67 R K 0

11866 VDADTLK JW3722 ECK3738 asnA asparagine synthetase A 37 381.2052 2 760.3958 -0.0009 21.01 R H 0

11867 VDANNHTVTMLVQINGR JW5283 ECK1749 ydjY predicted protein 30 627.9915 3 1880.9527 0.0000 41.97 R F 0

11868 VDARQDQTDIEMFELLEPIADGFR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 39 936.7889 3 2807.3449 0.0014 75.86 R N 0

11869 VDATKQYDINEAIALLKELATAK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 57 840.1311 3 2517.3715 0.0023 72.18 K F 0

11870 VDAVYIVATPGEIAFIKPMIAMR JW3116 ECK3135 yraM conserved protein 27 835.7920 3 2504.3542 0.0007 67.97 R N 0

11871 VDDGGTLDVR JW1982 ECK1993 flu CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter 68 523.7594 2 1045.5042 0.0003 26.26 R N 0

11872 VDDIELSLSK JW2287 ECK2284 yfbQ predicted aminotransferase 49 559.8010 2 1117.5874 0.0007 40.42 R F 0

11873 VDDKVPLFAVVSR JW3392 ECK3415 glgA glycogen synthase 31 482.2770 3 1443.8092 0.0006 47.92 K L 0

11874 VDDLDIHAYR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 58 406.2034 3 1215.5884 -0.0001 33.32 K Y 0

11875 VDDVLNVSGHR JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 36 605.8123 2 1209.6100 -0.0002 27.88 R L 0

11876 VDEPLNVEGK JW3429 ECK3448 ftsY fused Signal Recognition Particle (SRP) receptor 18 550.2851 2 1098.5556 0.0000 29.06 K A 0

11877 VDFSKFGEIEEVELGR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 47 618.6480 3 1852.9222 0.0015 56.01 K I 0

11878 VDGAEVVVK JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 16 458.2606 2 914.5066 -0.0006 24.95 K R 0

11879 VDGFFEIGLRPWDFAAGELLVR JW2517 ECK2530 suhB inositol monophosphatase 84 836.4422 3 2506.3048 0.0039 76.86 R E 0

11880 VDGGAVANNFLMQFQSDILGTR JW3897 ECK3918 glpK glycerol kinase 126 1177.0842 2 2352.1538 0.0006 76.13 R V 0

11881 VDGLHYFSDNK JW2203 ECK2207 ompC outer membrane porin protein C 51 647.8062 2 1293.5978 -0.0012 34.72 K D 0

11882 VDGLHYFSDNKDVDGDQTYMR JW2203 ECK2207 ompC outer membrane porin protein C 59 825.7005 3 2474.0797 -0.0012 41.14 K L 0

11883 VDGNLNSFELTGQAGADNHFNSR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 101 821.7143 3 2462.1211 0.0000 42.47 K W 0

11884 VDGQLIALHFQEGQQVK JW5338 ECK2070 mdtA multidrug efflux system, subunit A 48 637.3421 3 1909.0045 -0.0014 44.97 R A 0

11885 VDGTKPVAEVR JW0463 ECK0468 adk adenylate kinase 20 390.8876 3 1169.6410 0.0004 19.76 K A 0

11886 VDIDNWR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 42 459.2274 2 916.4402 -0.0001 35.85 R W 0

11887 VDIITGTLGK JW3592 ECK3607 kbl glycine C-acetyltransferase 45 508.8030 2 1015.5914 0.0001 41.28 R A 0

11888 VDIYLNNGYMATR 15.994915@M:10 JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 80 773.3720 2 1544.7294 0.0002 38.52 R D 0

11889 VDKSQETTHFGFQTVAK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 15 481.4958 4 1921.9541 0.0005 30.94 M E 0

11890 VDLAQLVK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 58 443.2736 2 884.5326 -0.0005 43.33 R T 0

11891 VDLINTR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 32 415.7401 2 829.4656 -0.0002 28.49 K D 0

11892 VDLLNQHSNR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 81 598.3123 2 1194.6100 -0.0005 24.73 R S 0

11893 VDLSTFSDEEVMRLAENLRK 15.994915@M:12 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 13 790.0639 3 2367.1699 -0.0040 75.75 K G 0

11894 VDMALVGDIK JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 72 530.7892 2 1059.5638 0.0005 44.32 K S 0

11895 VDNWQAGLENALVSGR JW1376 ECK1378 ydbH predicted protein 88 864.9371 2 1727.8596 0.0005 55.87 K L 0

11896 VDPNFPFAMLFPGSR JW2796 ECK2824 lgt phosphatidylglycerol-prolipoprotein diacylglyceryl transferase 31 847.9227 2 1693.8308 0.0021 72.58 R T 0

11897 VDPTNDRLSALVEIYR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 38 620.9993 3 1859.9761 0.0020 51.83 R M 0

11898 VDQLSNDVNAMR 15.994915@M:11 JW1667 ECK1673 lpp murein lipoprotein 86 689.3251 2 1376.6356 0.0003 32.45 K S 0

11899 VDQLSNDVNAMRSDVQAAK 15.994915@M:11 JW1667 ECK1673 lpp murein lipoprotein 38 693.0040 3 2075.9902 -0.0004 28.93 K D 0

11900 VDQLSNDVNAMRSDVQAAKDDAAR JW1667 ECK1673 lpp murein lipoprotein 60 863.7486 3 2588.2240 -0.0009 47.01 K A 0

11901 VDSASEFK JW2667 ECK2692 alaS alanyl-tRNA synthetase 48 441.7137 2 881.4128 -0.0003 21.91 R G 0

11902 VDSSGFQTEPVAADGK JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 93 804.3805 2 1606.7464 -0.0011 29.89 K L 0

11903 VDTGGLALLLHLIDLAKK JW5535 ECK3180 yrbB predicted protein 42 630.7193 3 1889.1361 0.0009 73.96 R Q 0

11904 VDTGSVLVESAGETMNNIVNAVTR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 125 1238.6224 2 2475.2302 0.0028 77.64 R V 0

11905 VDTHNFYGTDSDYDDSTTDTATMR JW0790 ECK0794 fiu predicted iron outer membrane transporter 103 910.0365 3 2727.0877 -0.0002 38.16 K F 0

11906 VDTLRPGQGVGLAVAR JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 37 536.9773 3 1607.9101 -0.0007 35.16 R E 0

11907 VDVGSTLVESAGETMAEIVSAVTR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 98 807.7444 3 2420.2114 0.0009 80.86 K V 0

11908 VDVLINGERVDALALITHR JW2553 ECK2567 lepA GTP binding membrane protein 49 702.0671 3 2103.1795 -0.0007 55.34 R D 0

11909 VDWQGLEIIEEMR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 52 809.4022 2 1616.7898 0.0030 64.79 R R 0

11910 VDWQGLEIIEEMRR JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 23 591.9707 3 1772.8903 0.0024 59.10 R N 0

11911 VDYEAIPK JW1753 ECK1762 selD selenophosphate synthase 55 467.7475 2 933.4804 -0.0003 30.71 R L 0

11912 VDYEAIPKLPGVEEYIK JW1753 ECK1762 selD selenophosphate synthase 62 655.0195 3 1962.0367 0.0018 55.85 R L 0

11913 VDYSTFLQEVNNDQVR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 80 963.9625 2 1925.9104 -0.0015 55.77 K E 0

11914 VEAGVIK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 13 358.2204 2 714.4262 -0.0013 21.96 R D 0

11915 VEAPPAPKPEPKPVVEEK JW5378 ECK2308 dedD conserved protein 13 486.0227 4 1940.0617 -0.0003 24.61 K A 0

11916 VEATLAPLALLTK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 74 670.4134 2 1338.8122 0.0000 59.05 R T 0

11917 VECLELDNLMETAYATAVSANFR 57.021465@C:3 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 105 1309.1179 2 2616.2212 0.0012 78.32 R T 0

11918 VEDALHATR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 65 506.2643 2 1010.5140 -0.0004 19.70 R A 0

11919 VEDLFIIATADRR JW0162 ECK0165 glnD uridylyltransferase 19 506.9476 3 1517.8210 0.0009 49.14 R A 0
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11920 VEEHIADALEK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 50 627.3223 2 1252.6300 0.0001 29.41 K G 0

11921 VEGFMLGELDMLK JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 63 741.3728 2 1480.7310 0.0005 63.88 R N 0

11922 VEGGQHLNVNVLR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 16 478.9322 3 1433.7748 0.0010 32.01 R R 0

11923 VEGGQHLNVNVLRR JW2563 ECK2577 yfiD pyruvate formate lyase subunit 22 530.9647 3 1589.8723 -0.0026 29.40 R E 0

11924 VEGGVVDLNTLK JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 35 622.3486 2 1242.6826 0.0007 40.71 K A 0

11925 VEGTVLNQR JW5878 ECK2532 csiE stationary phase inducible protein 69 508.2801 2 1014.5456 -0.0002 23.08 R L 0

11926 VEGWENAEAAKAEIVASFER JW4185 ECK4222 ppa inorganic pyrophosphatase 80 736.0310 3 2205.0712 0.0009 56.69 K A 0

11927 VEIPIDAPGIDALLRR JW3125 ECK3144 yhbS predicted acyltransferase with acyl-CoA N-acyltransferase domain 30 583.3407 3 1747.0003 0.0011 59.94 R S 0

11928 VEKEGADQPSILP JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 21 691.8615 2 1381.7084 -0.0005 36.26 K - 0

11929 VEKPGVLEVPTAENVR JW2804 ECK2832 aas fused 2-acylglycerophospho-ethanolamine acyl transferase -!- acyl-acyl carrier protein synthetase 33 579.6558 3 1735.9456 -0.0012 36.65 R G 0

11930 VELGAEDYSTVAR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 56 705.3491 2 1408.6836 0.0003 35.68 R Y 0

11931 VELLDSAR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 29 451.7501 2 901.4856 -0.0013 30.42 K K 0

11932 VELLDSARK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 23 515.7976 2 1029.5806 -0.0012 25.66 K T 0

11933 VELQALTTSDFER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 71 754.8829 2 1507.7512 -0.0006 46.64 R I 0

11934 VELVGPFSVR JW3882 ECK3904 cpxA sensory histidine kinase in two-component regulatory system with CpxR 16 551.8165 2 1101.6184 0.0002 48.78 R D 0

11935 VELWKASL JW5241 ECK1484 yddV predicted diguanylate cyclase 17 473.2745 2 944.5344 0.0013 47.46 R - 0

11936 VEMNVQYR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 57 519.7555 2 1037.4964 0.0000 27.99 R V 0

11937 VEQAFELTDASAER JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 76 783.3751 2 1564.7356 -0.0012 38.66 K S 0

11938 VEQEYGKPGEK JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 37 632.3142 2 1262.6138 -0.0004 17.22 K F 0

11939 VEQISQPDVNINLVTLNAK JW4180 ECK4217 ytfN conserved protein 110 1048.0741 2 2094.1336 0.0015 52.52 R G 0

11940 VERGDVISDGPEAPHDILR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 16 519.5182 4 2074.0437 -0.0008 36.43 R L 0

11941 VERPEVR JW3897 ECK3918 glpK glycerol kinase 30 442.7499 2 883.4852 -0.0022 17.74 R E 0

11942 VESLAVDEGDAIK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 28 673.3457 2 1344.6768 -0.0005 35.91 R A 0

11943 VESLAVDEGDAIKAGQVLGELDHKPYEIALMQAK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 49 910.2254 4 3636.8725 0.0018 61.36 R A 0

11944 VETGSGIGFGATVK JW0428 ECK0432 clpX ATPase and specificity subunit of ClpX-ClpP ATP-dependent serine protease 68 661.8515 2 1321.6884 0.0007 35.92 R A 0

11945 VEVAGWVEDPDTYPMAAK JW0913 ECK0921 asnS asparaginyl tRNA synthetase 45 989.4674 2 1976.9202 0.0012 52.10 K R 0

11946 VEVETPEENTGDVIGDLSR JW3302 ECK3327 fusA protein chain elongation factor EF-G 46 1029.9962 2 2057.9778 0.0025 48.43 K R 0

11947 VEYDGLSNSQPLR JW5283 ECK1749 ydjY predicted protein 34 739.3675 2 1476.7204 -0.0004 35.13 K V 0

11948 VFATPQQEYTR JW2168 ECK2174 yejF fused predicted oligopeptide transporter subunits -!- ATP-binding components of ABC superfamily 51 670.3354 2 1338.6562 -0.0005 29.98 R Q 0

11949 VFATYAK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 17 400.2209 2 798.4272 -0.0003 24.25 R W 0

11950 VFAYATHPIFSGNAANNLR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 102 1032.0260 2 2062.0374 -0.0011 44.45 R N 0

11951 VFDFFEALAEDR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 84 729.8488 2 1457.6830 0.0004 69.06 K G 0

11952 VFEALLVGSDSLTDLAVLK JW3204 ECK3224 degS serine endoprotease, periplasmic 87 995.5600 2 1989.1054 0.0020 72.28 R I 0

11953 VFEGNRPTNSILLR JW3985 ECK4017 pgi glucosephosphate isomerase 13 539.3017 3 1614.8833 -0.0009 36.50 K E 0

11954 VFGNSHGMLQGYCSTR 57.021465@C:13 JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 53 605.2748 3 1812.8026 -0.0011 35.19 K H 0

11955 VFGQVDDAK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 71 489.7482 2 977.4818 0.0001 25.31 R L 0

11956 VFHQGTR JW0195 ECK0199 metN DL-methionine transporter subunit -!- ATP-binding component of ABC superfamily 19 422.7249 2 843.4352 0.0000 15.80 K T 0

11957 VFIALHGR JW0090 ECK0093 ddlB D-Alanine:D-alanine ligase 30 304.8519 3 911.5339 -0.0001 31.15 K G 0

11958 VFIKPGNGK JW3199 ECK3219 rpsI 30S ribosomal subunit protein S9 20 320.5270 3 958.5592 -0.0007 20.01 R I 0

11959 VFIMDDAEQFMPNYLR JW0462 ECK0467 htpG molecular chaperone HSP90 family 31 994.9663 2 1987.9180 0.0009 67.58 R F 0

11960 VFITDHNHGSFK JW2018 ECK2027 wbbJ predicted acyl transferase 62 701.3491 2 1400.6836 -0.0001 27.64 K H 0

11961 VFLQFGINPPFTSGK JW0154 ECK0157 btuF vitamin B12 transporter subunit -!- periplasmic-binding component of ABC superfamily 68 826.4461 2 1650.8776 0.0007 60.14 R E 0

11962 VFMADFEDSLAPDWNK JW3974 ECK4006 aceB malate synthase A 91 942.9277 2 1883.8408 0.0008 61.51 K V 0

11963 VFMADFEDSLAPDWNKVIDGQINLR JW3974 ECK4006 aceB malate synthase A 84 965.1450 3 2892.4132 0.0015 71.01 K D 0

11964 VFMQPASEGTGIIAGGAMR JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 26 946.9713 2 1891.9280 -0.0003 46.86 R A 0

11965 VFNGGAVK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 50 396.2241 2 790.4336 0.0000 20.98 K G 0

11966 VFNITLR JW4050 ECK4082 rpiR DNA-binding transcriptional repressor 44 431.7607 2 861.5068 -0.0004 43.47 K T 0

11967 VFNMNKPGALR JW0166 ECK0170 pyrH uridylate kinase 67 623.8394 2 1245.6642 -0.0010 31.41 R R 0

11968 VFPAIDYNR JW3756 ECK3775 rho transcription termination factor 29 547.7850 2 1093.5554 -0.0002 39.51 R S 0

11969 VFPVKPLR JW5415 ECK2609 yfjD predicted inner membrane protein 27 478.3077 2 954.6008 -0.0007 30.55 K E 0

11970 VFQEEIFGPVLAVTTFK JW3561 ECK3577 aldB aldehyde dehydrogenase B 48 642.3518 3 1924.0336 -0.0010 69.27 R T 0

11971 VFQTHSPVVDSISVK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 69 548.2982 3 1641.8728 0.0000 37.17 R R 0

11972 VFQTHSPVVDSISVKR JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 38 600.3316 3 1797.9730 -0.0008 33.39 R R 0

11973 VFQVAKENNFALPAVNCVGTDSINAVLETAAK 57.021465@C:17 JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 38 1130.9171 3 3389.7295 0.0007 64.18 K V 0

11974 VFTEVTVGGPLSNNK JW1843 ECK1855 pykA pyruvate kinase II 55 781.4146 2 1560.8146 -0.0002 42.74 K G 0

11975 VFTYYTPKEESIK JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 45 802.9159 2 1603.8172 0.0038 35.00 R L 0

11976 VFVAEPSVEDTIAILR JW2573 ECK2590 clpB protein disaggregation chaperone 19 879.9838 2 1757.9530 -0.0032 62.05 K G 0

11977 VFYGDATR JW0046 ECK0048 kefC potassium:proton antiporter 34 464.7299 2 927.4452 0.0003 25.10 K M 0

11978 VGAADDLASGR JW2703 ECK2728 mutS methyl-directed mismatch repair protein 29 516.2586 2 1030.5026 -0.0017 23.21 R S 0

11979 VGAAPLAAFSQIR JW2403 ECK2406 ligA DNA ligase, NAD(+)-dependent 48 650.8728 2 1299.7310 0.0012 48.10 R H 0

11980 VGAATEVEMK 15.994915@M:9 JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 19 525.7600 2 1049.5054 -0.0008 19.14 K E 0

11981 VGAATEVEMKEK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 87 646.3314 2 1290.6482 -0.0007 21.26 K K 0

11982 VGAATEVEMKEKK JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 14 473.9222 3 1418.7448 0.0009 19.13 K A 0

11983 VGADIVR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 63 365.2167 2 728.4188 0.0007 22.55 R V 0

11984 VGAGPFPTELFDETGEFLCK 57.021465@C:19 JW4135 ECK4173 purA adenylosuccinate synthetase 93 1107.5256 2 2213.0366 0.0016 69.71 R Q 0

11985 VGAHIINDIR JW3144 ECK3166 folP 7,8-dihydropteroate synthase 34 554.3167 2 1106.6188 -0.0007 29.81 K S 0

11986 VGATYSR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 49 377.1981 2 752.3816 -0.0001 17.26 K D 0

11987 VGDAPITPDFVLK JW3143 ECK3165 glmM phosphoglucosamine mutase 60 686.3797 2 1370.7448 0.0002 49.45 R L 0

11988 VGDAVQADVDEAR JW2667 ECK2692 alaS alanyl-tRNA synthetase 81 672.8231 2 1343.6316 0.0000 28.39 K R 0

11989 VGDFAVAVGNPFGLGQTATSGIVSALGR JW3203 ECK3223 degQ serine endoprotease, periplasmic 108 1331.2038 2 2660.3930 0.0008 71.14 R S 0

11990 VGDGTQDNLSGCEK 57.021465@C:12 JW3722 ECK3738 asnA asparagine synthetase A 97 740.3222 2 1478.6298 -0.0009 21.66 R A 0

11991 VGDIVIFNDGYGVK JW4102 ECK4136 groS Cpn10 chaperonin GroES, small subunit of GroESL 68 748.3930 2 1494.7714 -0.0005 50.07 K S 0

11992 VGDIVVSDEAR JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 74 580.3014 2 1158.5882 0.0002 29.29 K Y 0

11993 VGDLPEGLSR JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 44 521.7793 2 1041.5440 -0.0014 33.77 R A 0

11994 VGDNDNLSALAAILAGADK JW0232 ECK0243 proB gamma-glutamate kinase 90 914.4764 2 1826.9382 0.0009 67.53 K L 0

11995 VGDTLYLCTAHQR 57.021465@C:8 JW0120 ECK0123 gcd glucose dehydrogenase 69 767.3775 2 1532.7404 -0.0001 31.41 K L 0

11996 VGDVLVTSGLGGR JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 69 615.3459 2 1228.6772 -0.0004 38.88 R F 0

11997 VGDVLVTSGLGGRFPEGYPVAVVSSVK JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 45 897.1576 3 2688.4510 0.0022 56.84 R L 0

11998 VGDYTVAIGNPFGLGETVTSGIVSALGR JW0157 ECK0160 degP serine endoprotease (protease Do), membrane-associated 127 1375.7216 2 2749.4286 0.0000 79.97 R S 0

11999 VGDYVFGLK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 65 499.2706 2 996.5266 -0.0014 43.62 K A 0

12000 VGEALEYGIVGINTGIISNEVAPFGGIK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 69 1409.2558 2 2816.4970 0.0010 70.78 R A 0

12001 VGEENIFIFGHTVEQVK JW5689 ECK3404 malP maltodextrin phosphorylase 51 649.3385 3 1944.9937 -0.0007 52.40 K A 0

12002 VGEEVEIVGIK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 64 586.3324 2 1170.6502 0.0006 40.97 K E JW3943

12003 VGEEVEIVGIKETQK JW3301 ECK3326 tufA protein chain elongation factor EF-Tu (duplicate of tufB) 40 553.3037 3 1656.8893 -0.0041 35.99 K S JW3943

12004 VGELSGGER JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 65 452.2300 2 902.4454 -0.0004 19.33 R G 0

12005 VGEQLMEVLMLHK JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 39 509.6073 3 1525.8001 0.0005 59.40 R N 0

12006 VGESAWDNNK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 37 560.2568 2 1118.4990 -0.0001 23.37 K I 0

12007 VGESAWDNNKITDTLK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 53 597.6347 3 1789.8823 -0.0022 40.30 K A 0

12008 VGESLDR JW0172 ECK0176 yaeT conserved protein 58 388.2012 2 774.3878 0.0007 19.90 R T 0

12009 VGESLDRTTIADIEKGLEDFYYSVGK JW0172 ECK0176 yaeT conserved protein 62 969.1542 3 2904.4408 0.0014 76.26 R Y 0

12010 VGFFNPIASEKEEGTRLDLDR JW2590 ECK2606 rpsP 30S ribosomal subunit protein S16 56 798.4069 3 2392.1989 -0.0034 48.19 R I 0

12011 VGFGYGK JW3265 ECK3290 rpsE 30S ribosomal subunit protein S5 30 364.1922 2 726.3698 -0.0003 26.27 R A 0

12012 VGFIGLGIMGKPMSK JW5526 ECK3113 garR tartronate semialdehyde reductase 29 512.2879 3 1533.8419 0.0008 50.20 K N 0

12013 VGFLAIANK JW0590 ECK0591 cstA carbon starvation protein 62 466.7818 2 931.5490 0.0000 41.37 K F 0

12014 VGGIDPLIGR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 38 498.7956 2 995.5766 0.0003 39.92 R E 0

12015 VGGLSVMCEDAEAAGR 57.021465@C:8 JW4014 ECK4046 tyrB tyrosine aminotransferase, tyrosine-repressible, PLP-dependent 86 811.3693 2 1620.7240 0.0005 39.72 R V 0

12016 VGGMAEIVGFNTELLQPR JW1178 ECK1177 dadA D-amino acid dehydrogenase 51 966.0063 2 1929.9980 -0.0001 61.64 R R 0

12017 VGGMVMPGSVQR JW2185 ECK2189 ccmE periplasmic heme chaperone 56 609.3100 2 1216.6054 -0.0003 32.98 R D 0

12018 VGGPGNIASCGNCMTR 57.021465@C:10,57.021465@C:13 JW2422 ECK2424 murP fused predicted enzyme IIBC components of PTS 47 825.8607 2 1649.7068 -0.0004 30.04 R L 0

12019 VGGRVESLAVDEGDAIK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 62 857.9517 2 1713.8888 -0.0008 35.54 R A 0

12020 VGGSTYQVPVEVRPVR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 48 581.6558 3 1741.9456 -0.0019 35.69 R R 0

12021 VGGSTYQVPVEVRPVRR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 47 633.6900 3 1898.0482 -0.0004 32.70 R N 0

12022 VGGTGDGGIDGVISLDKLGLEK JW4314 ECK4341 mrr methylated adenine and cytosine restriction protein 60 700.7108 3 2099.1106 -0.0003 55.58 R V 0

12023 VGGVATYR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 21 411.7269 2 821.4392 -0.0003 21.45 R N 0

12024 VGIGPGSICTTR 57.021465@C:9 JW5401 ECK2504 guaB IMP dehydrogenase 61 609.3184 2 1216.6222 -0.0012 32.63 K I 0

12025 VGIGPGSVCTTR 57.021465@C:9 JW0101 ECK0104 guaC GMP reductase 55 602.3107 2 1202.6068 -0.0010 29.00 K V 0

12026 VGINGFGR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 54 410.2272 2 818.4398 -0.0001 32.16 K I JW5906

12027 VGIVFGGK JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 31 388.7369 2 775.4592 0.0000 33.89 R S 0

12028 VGIVYNYANASDLPAK JW2924 ECK2952 ansB periplasmic L-asparaginase II 76 847.9414 2 1693.8682 0.0008 43.55 K A 0

12029 VGIYFGMK JW1253 ECK1255 trpB tryptophan synthase, beta subunit 30 457.7441 2 913.4736 0.0005 44.08 R A 0

12030 VGKEFASEPVWFGDSDR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 36 642.6392 3 1924.8958 0.0002 45.58 K A 0

12031 VGKEGVITVEDGTGLQDELDVVEGMQFDR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 100 1045.8437 3 3134.5093 0.0015 63.05 K G 0

12032 VGLDGVEFLGASASEWINGGIR JW1823 ECK1833 yebT conserved protein 105 1124.0748 2 2246.1350 0.0020 74.52 K I 0

12033 VGLDHVLLVK JW0325 ECK0331 prpD 2-methylcitrate dehydratase 36 364.8970 3 1091.6692 -0.0011 41.49 R V 0

12034 VGLETLLGVLNASSR JW5165 ECK1118 hflD predicted lysogenization regulator 98 764.9386 2 1527.8626 0.0007 69.09 R Q 0

12035 VGLFGGAGVGK JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 35 481.2772 2 960.5398 0.0005 38.43 K T 0

12036 VGLFQDTSAF JW0937 ECK0945 fabA beta-hydroxydecanoyl thioester dehydrase 36 542.7692 2 1083.5238 0.0002 58.54 K - 0

12037 VGLIAGSGGGSPR JW2320 ECK2317 fabB 3-oxoacyl-[acyl-carrier-protein] synthase I 90 564.3119 2 1126.6092 -0.0002 26.36 R F 0

12038 VGLLDNSR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 41 437.2430 2 872.4714 -0.0001 29.00 K M 0

12039 VGLLPNLINR JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 21 554.8455 2 1107.6764 0.0001 51.47 K Y 0

12040 VGLLTGDVAQK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 39 550.8195 2 1099.6244 0.0007 34.17 R K 0

12041 VGLSFSLPIYQGGMVNSQVK JW5503 ECK3026 tolC transport channel 92 1062.5621 2 2123.1096 0.0012 60.57 K Q 0

12042 VGLTNEELQK JW2516 ECK2529 yfhQ predicted methyltransferase 50 565.8060 2 1129.5974 -0.0005 28.68 R C 0

12043 VGLVRVER JW3950 ECK3978 rpoB RNA polymerase, beta subunit 22 464.2901 2 926.5656 -0.0004 22.87 R A 0

12044 VGMAGSNVALHVNNLFDR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 85 957.4853 2 1912.9560 -0.0018 48.51 R E 0

12045 VGMALGNASIATDAYATAYR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 110 1008.4961 2 2014.9776 -0.0006 49.65 R L 0

12046 VGMPTMAVTGVGK JW1510 ECK1510 lsrF predicted aldolase 61 624.3282 2 1246.6418 0.0004 40.59 K D 0

12047 VGNFMDDSAITAK JW4338 ECK4367 osmY periplasmic protein 69 684.8264 2 1367.6382 -0.0009 39.52 K V 0

12048 VGNLAFLDVTGR JW5702 ECK3345 crp DNA-binding transcriptional dual regulator 64 631.3484 2 1260.6822 -0.0004 51.73 K I 0

12049 VGNLFSADLFYSPDGEMFDVMEK JW4347 ECK4376 deoD purine-nucleoside phosphorylase 89 1306.0926 2 2610.1706 0.0048 73.19 R Y 0

12050 VGPALTFALR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 28 522.8140 2 1043.6134 0.0007 47.52 K E JW3101
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12051 VGPELVAWTDGK JW0831 ECK0838 ybjL predicted transporter 48 636.3351 2 1270.6556 -0.0001 45.34 R N 0

12052 VGPVPIFYSPYLQLPVGDK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 104 1045.0723 2 2088.1300 0.0004 66.60 K R 0

12053 VGPVPIFYSPYLQLPVGDKR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 76 1123.1230 2 2244.2314 0.0007 61.48 K R 0

12054 VGQILEEPLLINTSLSK JW3509 ECK3527 dppF dipeptide transporter -!- ATP-binding component of ABC superfamily 63 927.5332 2 1853.0518 0.0009 56.89 K E 0

12055 VGQKIPNPTWTPTAGIR JW1668 ECK1674 ynhG conserved protein 34 612.6757 3 1835.0053 -0.0003 40.51 R Q 0

12056 VGSCGAVLPHVK 57.021465@C:4 JW4347 ECK4376 deoD purine-nucleoside phosphorylase 60 612.3315 2 1222.6484 -0.0008 27.21 R L 0

12057 VGSFDGGWGASYMAR JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 44 780.8483 2 1559.6820 -0.0006 47.57 K I 0

12058 VGSGAFMPTYELSEALAEAIVGVANGAGVR JW4345 ECK4374 deoA thymidine phosphorylase 19 979.4998 3 2935.4776 0.0026 80.56 K T 0

12059 VGSLGWANK JW2203 ECK2207 ompC outer membrane porin protein C 61 466.2528 2 930.4910 -0.0012 30.75 R A 0

12060 VGSLLGEK JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 55 401.7370 2 801.4594 -0.0001 26.21 R L 0

12061 VGSVETSTFDTQK JW0934 ECK0942 pqiB paraquat-inducible protein B 61 699.8413 2 1397.6680 0.0005 28.55 R R 0

12062 VGSVETSTFDTQKR JW0934 ECK0942 pqiB paraquat-inducible protein B 103 777.8911 2 1553.7676 -0.0010 25.03 R N 0

12063 VGSYTVVDALVR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 80 639.8566 2 1277.6986 0.0006 47.35 K Y 0

12064 VGTVTPNVAEAVK JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 61 642.8616 2 1283.7086 0.0001 32.90 K N 0

12065 VGVAFHGVADGK JW5779 ECK4306 fimI fimbrial protein involved in type 1 pilus biosynthesis 23 578.8106 2 1155.6066 0.0029 27.91 R N 0

12066 VGVENLVNAVPQLK JW2924 ECK2952 ansB periplasmic L-asparaginase II 18 740.4301 2 1478.8456 -0.0001 54.03 K D 0

12067 VGVGVMLNDLF JW3794 ECK3815 pldA outer membrane phospholipase A 64 590.3079 2 1178.6012 0.0006 64.34 R - 0

12068 VGVINGAEQDVAEVAK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 98 799.9228 2 1597.8310 -0.0001 44.86 K K 0

12069 VGVINGAEQDVAEVAKK JW3635 ECK3651 nlpA cytoplasmic membrane lipoprotein-28 31 576.3163 3 1725.9271 0.0009 40.24 K V 0

12070 VGVIVGAEQQVAEVAQK JW0193 ECK0197 metQ DL-methionine transporter subunit -!- periplasmic-binding component of ABC superfamily 142 862.9804 2 1723.9462 -0.0007 46.74 K V 0

12071 VGVKNPLFLLDEIDKMSSDMR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 50 803.0836 3 2406.2290 0.0003 66.42 K G 0

12072 VGVLDIPGFYVGLTDDVK JW1819 ECK1829 prc carboxy-terminal protease for penicillin-binding protein 3 60 954.0117 2 1906.0088 0.0000 70.12 K V 0

12073 VGVLSNDFFVNLLDMR JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 42 919.9782 2 1837.9418 0.0021 76.99 R Y 0

12074 VGVNQVVGVNLFDVYR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 101 889.4828 2 1776.9510 -0.0013 60.21 K G 0

12075 VGVTVLMATHDINLISR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 61 613.6769 3 1838.0089 0.0005 53.14 R R 0

12076 VGVTVLMATHDINLISRR JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 28 665.7095 3 1994.1067 -0.0029 49.10 R S 0

12077 VGVVGIGGLGHMGIK JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 54 697.4018 2 1392.7890 -0.0021 45.14 K L 0

12078 VGVYSSPHLVR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 18 405.2271 3 1212.6595 -0.0020 28.86 K Y 0

12079 VGYINDQYVLNPTQDELK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 70 1055.0296 2 2108.0446 0.0020 50.72 R E 0

12080 VGYINDQYVLNPTQDELKESK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 72 818.4120 3 2452.2142 0.0020 45.46 R L 0

12081 VGYLVVSTDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 98 554.8035 2 1107.5924 0.0000 35.58 R G 0

12082 VGYQAQVIPALLAGLALGVIETR JW4199 ECK4235 treB fused trehalose(maltose)-specific enzyme IIBC component of PTS 77 784.7939 3 2351.3599 0.0021 80.61 K L 0

12083 VHEGRPHIQDR JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 30 672.3502 2 1342.6858 0.0005 17.41 K I 0

12084 VHFEIKDGK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 14 358.1978 3 1071.5716 0.0004 24.27 K Q 0

12085 VHGGILGR JW3970 ECK3998 purH fused IMP cyclohydrolase -!- phosphoribosylaminoimidazolecarboxamide formyltransferase 27 404.7430 2 807.4714 -0.0001 22.42 K R 0

12086 VHIINLEK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 41 483.2920 2 964.5694 -0.0010 29.09 K T 0

12087 VHLAMPKPSLFVR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 49 498.9586 3 1493.8540 -0.0001 42.90 R E 0

12088 VHLEPTINLPLSNNWGSINTEAK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 95 1274.1633 2 2546.3120 -0.0009 55.76 R L 0

12089 VHLFSATLR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 41 522.3034 2 1042.5922 -0.0002 35.47 R D 0

12090 VHLITCHNDMAK 57.021465@C:6 JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 66 719.8498 2 1437.6850 -0.0007 23.73 K N 0

12091 VHMPCNGILR 15.994915@M:3,57.021465@C:5 JW4121 ECK4156 psd phosphatidylserine decarboxylase 31 404.8709 3 1211.5909 0.0005 24.25 R E 0

12092 VHNLAWEEDAR JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 76 670.3225 2 1338.6304 -0.0012 29.11 R S 0

12093 VHPNGIR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 21 396.7271 2 791.4396 -0.0005 16.82 K L 0

12094 VHQGHLAR JW0050 ECK0052 ksgA S-adenosylmethionine-6-N',N'-adenosyl (rRNA) dimethyltransferase 23 459.2567 2 916.4988 -0.0002 8.10 R K 0

12095 VHSAATIAGIAFANAFLGVCHSMAHK 57.021465@C:20 JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 43 671.0911 4 2680.3353 -0.0012 60.15 R L 0

12096 VHTQYAGHPIAFDDR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 21 576.2815 3 1725.8227 0.0004 29.55 R Y 0

12097 VHTSNYSIQGFTK JW3564 ECK3580 selA selenocysteine synthase 61 741.3724 2 1480.7302 -0.0008 32.79 K A 0

12098 VHTSYHQAVTATGR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 37 509.9274 3 1526.7604 0.0014 19.59 R L 0

12099 VHVHVEEGSPK JW1370 ECK1371 uspF stress-induced protein, ATP-binding protein 56 406.5472 3 1216.6198 -0.0003 17.48 R D 0

12100 VHVTDYTNASR JW3897 ECK3918 glpK glycerol kinase 47 631.8097 2 1261.6048 -0.0003 23.38 R T 0

12101 VIAAGANVVR JW1843 ECK1855 pykA pyruvate kinase II 53 485.2958 2 968.5770 0.0003 26.28 K M 0

12102 VIAAGNGCTDDLQLEHLPANTDIR 57.021465@C:8 JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 53 865.0943 3 2592.2611 0.0008 44.15 R V 0

12103 VIADCGCEGR 57.021465@C:5,57.021465@C:7 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 70 568.7447 2 1135.4748 -0.0001 19.04 K A 0

12104 VIADCGCEGRA 57.021465@C:5,57.021465@C:7 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 56 604.2639 2 1206.5132 0.0012 20.27 K - 0

12105 VIADYEER JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 25 497.7446 2 993.4746 -0.0021 24.60 K K 0

12106 VIAEDKLPPK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 32 370.5568 3 1108.6486 -0.0005 22.15 R E 0

12107 VIAEDKLPPKEATHK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 32 559.3177 3 1674.9313 0.0010 19.44 R S 0

12108 VIAGTGSDMYSAIIGAIGALRGPK JW0324 ECK0330 prpC 2-methylcitrate synthase 22 773.4229 3 2317.2469 0.0003 72.02 R H 0

12109 VIALDLDGTLLTPK JW0749 ECK0755 ybhA predicted hydrolase 35 734.9347 2 1467.8548 0.0001 58.95 R K 0

12110 VIANANFTGR JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 65 531.7885 2 1061.5624 0.0006 28.44 R A 0

12111 VIARPFIGDK JW4346 ECK4375 deoB phosphopentomutase 37 558.3319 2 1114.6492 -0.0007 30.47 R A 0

12112 VIASCFFEASTR 57.021465@C:5 JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 73 694.3369 2 1386.6592 -0.0010 44.78 K T 0

12113 VIASELGEER JW3974 ECK4006 aceB malate synthase A 64 551.7905 2 1101.5664 -0.0001 27.87 K F 0

12114 VIASTQPAQTTVYLEQPEAIDYKR JW0328 ECK0334 codA cytosine deaminase 49 907.8082 3 2720.4028 0.0006 42.89 K - 0

12115 VIAVPGK JW1913 ECK1927 yedD predicted protein 35 342.2260 2 682.4374 -0.0004 22.87 R L 0

12116 VIAVPGKLTLMSDDLTNVTVKR JW1913 ECK1927 yedD predicted protein 24 593.3417 4 2369.3377 0.0024 51.27 R E 0

12117 VICQGFTGSQGTFHSEQAIAYGTK 57.021465@C:3 JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 53 863.0792 3 2586.2158 -0.0015 39.60 K M 0

12118 VICSAEPK 57.021465@C:3 JW3261 ECK3286 rpmJ 50S ribosomal subunit protein L36 53 452.2338 2 902.4530 -0.0001 19.23 R H 0

12119 VIDALQQR JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 51 471.7715 2 941.5284 -0.0009 26.84 K G 0

12120 VIDFSGNYEDYLR JW0804 ECK0810 ybiT fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 88 795.8752 2 1589.7358 -0.0003 54.30 R S 0

12121 VIDGADGAR JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 20 437.2249 2 872.4352 0.0000 18.13 R F 0

12122 VIDGQINLR JW3974 ECK4006 aceB malate synthase A 56 514.2984 2 1026.5822 0.0000 32.46 K D 0

12123 VIDIWAAANDR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 78 622.3252 2 1242.6358 0.0002 48.76 K V 0

12124 VIDIWAAANDRVSK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 64 779.4222 2 1556.8298 -0.0012 44.91 K A 0

12125 VIDLMCPFAK 57.021465@C:6 JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 63 597.3065 2 1192.5984 0.0001 54.62 K G 0

12126 VIDQGTGETMGDMTK JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 106 791.8581 2 1581.7016 0.0001 31.39 R H 0

12127 VIDRTGLILDIFAQR JW4131 ECK4169 hflX predicted GTPase 48 577.3368 3 1728.9886 0.0001 61.89 R A 0

12128 VIEDISSTDSQAAHNLALSIDER JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 74 828.7454 3 2483.2144 0.0005 48.14 R L 0

12129 VIEIAVK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 55 386.2523 2 770.4900 -0.0002 31.96 R G 0

12130 VIELGTQVEI JW5609 ECK3741 trkD potassium transporter 72 550.8136 2 1099.6126 0.0001 53.78 R - 0

12131 VIEPVKR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 35 420.7685 2 839.5224 -0.0004 18.49 R T 0

12132 VIEQAIK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 38 400.7473 2 799.4800 -0.0002 22.11 K D 0

12133 VIEQAIKDGIPLSVIEAAQQSPVYK JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 42 899.5009 3 2695.4809 0.0013 58.74 K M 0

12134 VIEQGNVMVLGGDMRDPK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 24 653.3324 3 1956.9754 -0.0008 40.79 R H 0

12135 VIEQTVR JW2313 ECK2310 accD acetylCoA carboxylase, beta (carboxyltranferase) subunit 49 422.7479 2 843.4812 -0.0001 20.03 R E 0

12136 VIESLIHSGEPLGLEAGSK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 49 646.0174 3 1935.0304 -0.0009 45.31 R A 0

12137 VIESLIHSGEPLGLEAGSKAELMAVLAHAGMTR JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 63 847.6994 4 3386.7685 -0.0005 63.20 R S 0

12138 VIETDEKVFR JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 27 412.5591 3 1234.6555 -0.0002 29.30 K H 0

12139 VIETFGASEGGNK JW2712 ECK2737 nlpD predicted outer membrane lipoprotein 86 654.8249 2 1307.6352 -0.0005 28.51 K G 0

12140 VIFDVAHNPHAAEYLTGR JW2312 ECK2309 folC bifunctional folylpolyglutamate synthase -!- dihydrofolate synthase 72 670.6779 3 2009.0119 0.0001 43.02 R M 0

12141 VIFETQSTHK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 46 595.3137 2 1188.6128 -0.0011 22.86 K M 0

12142 VIFLVPHGWAVDIPAMLMASQGQK 15.994915@M:16 JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 66 875.4628 3 2623.3666 0.0012 67.62 K M 0

12143 VIGCLSK 57.021465@C:4 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 40 388.7203 2 775.4260 -0.0002 22.38 K L 0

12144 VIGEQQMK JW4217 ECK4253 pepA aminopeptidase A, a cyteinylglycinase 31 466.7470 2 931.4794 -0.0002 21.25 R E 0

12145 VIGHEYFHNWTGNR JW0915 ECK0923 pepN aminopeptidase N 55 577.2777 3 1728.8113 -0.0007 36.02 R V 0

12146 VIGHLAHGNLEYK JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 30 484.2646 3 1449.7720 -0.0007 27.71 K H 0

12147 VIGHLAHGNLEYKHPYLEDR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 47 591.0577 4 2360.2017 -0.0008 32.17 K D 0

12148 VIGIGSPR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 40 399.7448 2 797.4750 -0.0009 27.34 K A 0

12149 VIGQNEAVDAVSNAIR JW2573 ECK2590 clpB protein disaggregation chaperone 102 828.4389 2 1654.8632 -0.0005 46.29 R R 0

12150 VIGQNEAVDAVSNAIRR JW2573 ECK2590 clpB protein disaggregation chaperone 31 604.6621 3 1810.9645 -0.0003 44.28 R S 0

12151 VIGSTTYQEFSNIFEKDR JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 29 712.0201 3 2133.0385 0.0007 53.98 R A 0

12152 VIGTATSENGAQAISDYLGANGK JW1079 ECK1079 fabG 3-oxoacyl-[acyl-carrier-protein] reductase 48 1119.0525 2 2236.0904 -0.0067 49.99 K G 0

12153 VIGVAEEK JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 26 422.7424 2 843.4702 0.0001 22.70 R Q 0

12154 VIGVGGGGGNAVEHMVR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 113 804.9167 2 1607.8188 -0.0013 35.82 K E 0

12155 VIGYTDLPGR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 46 545.7982 2 1089.5818 0.0000 35.99 K L 0

12156 VIGYTDLPGRLPTQSSQLYGTNLVNLLK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 87 1020.8963 3 3059.6671 0.0015 62.83 K L 0

12157 VIHDISEMNR JW1692 ECK1700 pps phosphoenolpyruvate synthase 42 405.2045 3 1212.5917 -0.0003 25.55 K I 0

12158 VIHDISEMNRIEPGDVLVTDMTDPDWEPIMK JW1692 ECK1700 pps phosphoenolpyruvate synthase 63 1199.2424 3 3594.7054 0.0010 63.39 K K 0

12159 VIHVVDKK JW2504 ECK2516 yfhM conserved protein 40 469.2953 2 936.5760 0.0003 16.42 R S 0

12160 VIIAAHGNSLR JW0738 ECK0744 gpmA phosphoglyceromutase 1 63 575.8381 2 1149.6616 -0.0002 25.27 R A 0

12161 VIIAGFGR JW0046 ECK0048 kefC potassium:proton antiporter 14 416.7556 2 831.4966 -0.0001 39.86 R F 0

12162 VIKNHFASEYIYNAYKDEK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 53 778.0575 3 2331.1507 -0.0028 37.79 K T 0

12163 VIKPIMDGLTPIAK JW2076 ECK2085 gatC galactitol-specific enzyme IIC component of PTS 41 499.3017 3 1494.8833 -0.0012 43.90 R Q 0

12164 VILAGEVTTPVTVR JW3263 ECK3288 rplO 50S ribosomal subunit protein L15 75 727.9326 2 1453.8506 0.0002 44.35 K G 0

12165 VILDSKK JW0934 ECK0942 pqiB paraquat-inducible protein B 15 401.7550 2 801.4954 -0.0005 16.60 R A 0

12166 VILLTLR JW5609 ECK3741 trkD potassium transporter 21 414.2892 2 826.5638 -0.0002 45.01 R T 0

12167 VILVGNLGQDPEVR JW4020 ECK4051 ssb Single-stranded DNA-binding protein 90 754.9250 2 1507.8354 -0.0003 44.90 K Y 0

12168 VILVNSNPATIMTDPEMADATYIEPIHWEVVRK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 19 938.9811 4 3751.8953 0.0001 63.34 R I 0

12169 VIMEGHQGDEYDEALSTLAELEDIGWK JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 55 1016.8103 3 3047.4091 0.0021 74.05 R V 0

12170 VIMEGHQGDEYDEALSTLAELEDIGWKVR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 63 826.6516 4 3302.5773 0.0007 73.20 R L 0

12171 VIMPYSTADGGNK JW2833 ECK2861 ygeR Tetratricopeptide repeat transcriptional regulator 25 676.8290 2 1351.6434 -0.0008 32.55 K G 0

12172 VINDKGENGWLEIPIDQLVPGDIIK JW4201 ECK4237 mgtA magnesium transporter 55 925.8367 3 2774.4883 0.0028 69.02 R L 0

12173 VINDNFGIIEGLMTTVHATTATQK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 58 858.7799 3 2573.3179 0.0021 67.94 K T 0

12174 VINESTNQNAAVK JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 85 694.3620 2 1386.7094 -0.0008 20.58 K R 0

12175 VINESTNQNAAVKR JW0399 ECK0403 secF SecYEG protein translocase auxillary subunit 25 515.2777 3 1542.8113 -0.0001 18.56 K I 0

12176 VINGVVELPKDQAVLIEPFDTVTVQGFYR JW1596 ECK1599 ydgH predicted protein 45 1082.9184 3 3245.7334 -0.0003 65.83 R S 0

12177 VINNDPQIGDK JW3391 ECK3414 glgP glycogen phosphorylase 48 606.8143 2 1211.6140 -0.0006 23.21 K L 0

12178 VINQLTGGLAGMAK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 89 686.8847 2 1371.7548 0.0005 43.83 K G 0

12179 VINSGQVCNCAER 57.021465@C:8,57.021465@C:10 JW1412 ECK1408 aldA aldehyde dehydrogenase A, NAD-linked 76 753.8428 2 1505.6710 -0.0005 22.66 R V 0

12180 VINVINGK JW3474 ECK3490 slp outer membrane lipoprotein 52 428.7661 2 855.5176 -0.0001 27.21 K T 0

12181 VINYLNK JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 54 432.2528 2 862.4910 -0.0002 27.71 K L 0
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12182 VINYLNKLLGNELVAINQYFLHAR JW3298 ECK3323 bfr bacterioferritin, iron storage and detoxification protein 58 704.6463 4 2814.5561 0.0015 77.70 K M 0

12183 VIPATILGIQSDR JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 13 691.9043 2 1381.7940 0.0011 47.49 K V 0

12184 VIPLNPDGTLQLETLPTLFDEK JW1670 ECK1676 sufS selenocysteine lyase, PLP-dependent 23 1227.1636 2 2452.3126 0.0025 70.69 R T 0

12185 VIPSIAYTEPEVAWVGLTEK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 87 1101.5888 2 2201.1630 0.0010 64.69 K E 0

12186 VIPSIAYTEPEVAWVGLTEKEAK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 80 1265.6752 2 2529.3358 -0.0008 59.21 K E 0

12187 VIPSIAYTEPEVAWVGLTEKEAKEK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 49 929.8324 3 2786.4754 0.0010 56.81 K G 0

12188 VIPYAGNVVTSDIAYAFGTPPSDAEAIK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 93 1433.7301 2 2865.4456 0.0021 66.93 K V 0

12189 VIPYAGNVVTSDIAYAFGTPPSDAEAIKVR JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 51 1041.2123 3 3120.6151 0.0019 62.97 K H 0

12190 VIPYWNETILPR JW0738 ECK0744 gpmA phosphoglyceromutase 1 42 750.9142 2 1499.8138 0.0003 55.10 R M 0

12191 VIQDNLK JW0866 ECK0873 clpA ATPase and specificity subunit of ClpA-ClpP ATP-dependent serine protease, chaperone activity 33 415.2420 2 828.4694 -0.0011 21.87 R K 0

12192 VISEQQQIQEK JW5066 ECK0485 ybbM predicted inner membrane protein 68 665.3537 2 1328.6928 -0.0007 22.65 R L 0

12193 VISQDRELVSETLEMLQTCYQQLGK 57.021465@C:19 JW1272 ECK1275 yciM conserved protein 31 990.1635 3 2967.4687 0.0006 72.90 R T 0

12194 VISQVEAQR JW4194 ECK4230 pmbA predicted peptidase required for the maturation and secretion of the antibiotic peptide MccB17 61 515.2881 2 1028.5616 0.0002 21.11 K K 0

12195 VISVQEMHAQIK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 69 691.8760 2 1381.7374 -0.0014 32.56 K - 0

12196 VITASDSSGTVVDESGFTKEK JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 55 719.6902 3 2156.0488 0.0003 35.22 R L 0

12197 VITLTGK JW0212 ECK0223 lpcA D-sedoheptulose 7-phosphate isomerase 39 366.2366 2 730.4586 -0.0003 26.82 K D 0

12198 VITPHPGEAAR JW4125 ECK4163 yjeF predicted carbohydrate kinase 23 383.2120 3 1146.6142 -0.0002 19.95 R L 0

12199 VITRGEATR JW3586 ECK3601 yibN predicted rhodanese-related sulfurtransferase 27 501.7880 2 1001.5614 -0.0003 14.41 K L 0

12200 VITSGQLVYK JW4314 ECK4341 mrr methylated adenine and cytosine restriction protein 22 554.3241 2 1106.6336 0.0001 32.57 K N 0

12201 VIVAAPVIAELNMPR JW2504 ECK2516 yfhM conserved protein 65 796.9639 2 1591.9132 0.0013 56.65 K F 0

12202 VIVNVVAE JW4161 ECK4199 rplI 50S ribosomal subunit protein L9 46 421.7529 2 841.4912 0.0004 38.68 K - 0

12203 VIVPPMTSEMMNLVK JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 27 844.9437 2 1687.8728 0.0017 60.48 R N 0

12204 VIVSGEWLLNHQGQLIK JW5127 ECK0943 ymbA conserved protein 86 967.5467 2 1933.0788 0.0004 51.10 K R 0

12205 VIVSGLQR JW3481 ECK3497 mdtE multidrug resistance efflux transporter 66 436.2716 2 870.5286 0.0000 27.81 R I 0

12206 VIVSQLHR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 61 476.2905 2 950.5664 0.0004 24.24 R S 0

12207 VIVVTDGER JW5238 ECK1473 sfcA malate dehydrogenase, NAD-requiring (malic enzyme) 44 494.2767 2 986.5388 -0.0009 25.65 K I 0

12208 VIYPAGQK JW4279 ECK4307 fimC chaperone, periplasmic 17 438.2529 2 874.4912 0.0001 21.94 R Q 0

12209 VIYQAGFTDR JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 41 585.3009 2 1168.5872 -0.0005 32.87 K Q 0

12210 VKAALELAEQR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 80 614.3558 2 1226.6970 -0.0011 28.27 R E 0

12211 VKAEMENLR JW2594 ECK2610 grpE heat shock protein 22 363.8619 3 1088.5639 -0.0009 22.01 R R 0

12212 VKAPVIVQFSNGGASFIAGK JW2892 ECK2921 fbaA fructose-bisphosphate aldolase, class II 78 664.0420 3 1989.1042 -0.0006 48.91 K G 0

12213 VKDDLQELAVVESFPTKIEGR JW5829 ECK1716 infC protein chain initiation factor IF-3 64 594.0724 4 2372.2605 0.0016 54.81 R Q 0

12214 VKDEKPQLSLLLQVLTDEKR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 31 588.8429 4 2351.3425 0.0000 57.67 R F 0

12215 VKDSLKDSFDDSSANLFK JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 61 672.6688 3 2014.9846 0.0000 43.55 K L 0

12216 VKEEDDIEAATR JW3573 ECK3588 mtlA fused mannitol-specific PTS enzyme IIABC components 74 688.3382 2 1374.6618 -0.0008 24.08 K R 0

12217 VKEVVDFCHR 57.021465@C:8 JW5343 ECK2089 gatY D-tagatose 1,6-bisphosphate aldolase 2, catalytic subunit 60 644.8265 2 1287.6384 -0.0009 27.05 R F 0

12218 VKGDEELGGISIYAFNENR JW5760 ECK4255 yjgQ conserved inner membrane protein 38 704.3510 3 2110.0312 -0.0021 50.56 R R 0

12219 VKGDEELGGISIYAFNENRR JW5760 ECK4255 yjgQ conserved inner membrane protein 56 756.3853 3 2266.1341 -0.0002 45.38 R L 0

12220 VKGGFTVELNGIR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 57 695.3967 2 1388.7788 0.0012 39.82 K A 0

12221 VKHPSEIVNVGDEITVK JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 95 932.5122 2 1863.0098 -0.0004 35.88 R V 0

12222 VKKGDVLK JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 14 443.7904 2 885.5662 0.0015 14.11 K A 0

12223 VKLDEAGVR JW0718 ECK0717 sucD succinyl-CoA synthetase, NAD(P)-binding, alpha subunit 41 329.5256 3 985.5550 -0.0005 22.23 K M 0

12224 VKNPDFFKR JW1653 ECK1657 cfa cyclopropane fatty acyl phospholipid synthase (unsaturated-phospholipid methyltransferase) 28 384.2167 3 1149.6283 -0.0011 27.18 R V 0

12225 VKNPGLWELPFGTTAR JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 60 893.4855 2 1784.9564 -0.0010 52.21 R E 0

12226 VKNWLER JW0454 ECK0459 kefA fused mechanosensitive channel proteins 19 472.7691 2 943.5236 -0.0002 30.11 K A 0

12227 VKPESLPAFISQWEYR JW2504 ECK2516 yfhM conserved protein 21 650.6760 3 1949.0062 0.0016 59.23 R N 0

12228 VKPGSLGHR JW4346 ECK4375 deoB phosphopentomutase 22 475.7801 2 949.5456 0.0000 16.49 K E 0

12229 VKPITLR JW4072 ECK4104 proP proline/glycine betaine transporter 22 413.7789 2 825.5432 -0.0004 20.99 K D 0

12230 VKPNQQVTIIDSEGK JW5571 ECK3864 bipA GTP-binding protein 31 552.6365 3 1654.8877 -0.0012 27.04 K T 0

12231 VKSQAIEGLVK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 30 586.3557 2 1170.6968 -0.0004 28.53 R A 0

12232 VLAEGNADEK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 16 523.2617 2 1044.5088 0.0001 18.71 K L 0

12233 VLAEGNADEKLDPASLTK JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 92 935.9910 2 1869.9674 -0.0008 36.75 K I 0

12234 VLAEQALAQPTTDELMTLVNK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 100 1143.1064 2 2284.1982 -0.0001 61.36 K F 0

12235 VLAEQALAQPTTDELMTLVNKFIEEK JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 51 977.8510 3 2930.5312 0.0003 79.77 K T 0

12236 VLAEQNADVR JW0627 ECK0625 dacA D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 5) 66 557.7961 2 1113.5776 -0.0002 21.86 K R 0

12237 VLAGEPR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 13 371.2162 2 740.4178 -0.0003 20.05 R I 0

12238 VLAGVWSQEAASIAQEIK JW5127 ECK0943 ymbA conserved protein 44 950.5122 2 1899.0098 -0.0003 62.24 K R 0

12239 VLALDMGALVAGAK JW2573 ECK2590 clpB protein disaggregation chaperone 111 664.8838 2 1327.7530 -0.0002 56.57 R Y 0

12240 VLANQSLALNSGVQIR JW4177 ECK4214 ytfL predicted inner membrane protein 106 841.9805 2 1681.9464 -0.0011 42.42 R N 0

12241 VLAPDTAGK JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 49 436.2475 2 870.4804 -0.0007 20.50 K F 0

12242 VLAPDTAGKFYPNQDCSSLGQ 57.021465@C:16 JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 38 1134.5342 2 2267.0538 0.0010 43.07 K - 0

12243 VLASGTPQELVEK JW5676 ECK3471 rbbA fused ribosome-associated ATPases 31 685.8796 2 1369.7446 -0.0007 35.23 K R 0

12244 VLAYEVR JW3367 ECK3391 envZ sensory histidine kinase in two-component regulatory system with OmpR 37 425.2448 2 848.4750 -0.0006 28.59 K M 0

12245 VLAYYKPEGELCTR 57.021465@C:12 JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 15 566.9560 3 1697.8462 0.0015 35.16 R N 0

12246 VLCLQDEIADHTLK 57.021465@C:3 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 73 827.9271 2 1653.8396 0.0001 44.90 R M 0

12247 VLDATQLYLGEIGYSPLLTAEEEVYFAR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 18 1054.2076 3 3159.6010 -0.0007 78.37 R R 0

12248 VLDATQLYLGEIGYSPLLTAEEEVYFARR JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 100 1106.2425 3 3315.7057 0.0028 73.08 R A 0

12249 VLDDTMAVADILTSMVVDVSDLLDQAR JW4135 ECK4173 purA adenylosuccinate synthetase 70 1453.2307 2 2904.4468 0.0008 81.84 K Q 0

12250 VLDEFVVHTLGENAR JW2766 ECK2790 ygdH conserved protein 24 566.9653 3 1697.8741 0.0004 47.42 R R 0

12251 VLDEFVVHTLGENARR JW2766 ECK2790 ygdH conserved protein 15 618.9983 3 1853.9731 -0.0016 44.17 R H 0

12252 VLDGAVMVYCAVGGVQPQSETVWR 57.021465@C:10 JW3302 ECK3327 fusA protein chain elongation factor EF-G 101 1311.1471 2 2620.2796 0.0018 61.20 R Q 0

12253 VLDICAR 57.021465@C:5 JW2535 ECK2548 glyA serine hydroxymethyltransferase 36 423.7290 2 845.4434 0.0006 28.85 K Y 0

12254 VLDKILNYTNTEMK JW1427 ECK1424 ydcL predicted lipoprotein 75 841.4445 2 1680.8744 -0.0011 44.29 K E 0

12255 VLDLASPIGR JW3756 ECK3775 rho transcription termination factor 27 520.8086 2 1039.6026 0.0000 43.10 R G 0

12256 VLDLIAHISK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 36 370.2288 3 1107.6646 -0.0006 43.13 K - 0

12257 VLDNLLNNALR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 70 627.8616 2 1253.7086 -0.0006 51.12 R Y 0

12258 VLDTGSGIPDYALSR JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 91 782.4040 2 1562.7934 -0.0005 44.17 K I 0

12259 VLDWAAEGLHNVSISQVELR JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 92 746.0630 3 2235.1672 0.0022 56.84 R S 0

12260 VLEASGLR JW3809 ECK3826 rmuC predicted recombination limiting protein 52 422.7483 2 843.4820 0.0006 25.79 R E 0

12261 VLEELEDWLHNLPGTSVDILR JW1998 ECK2010 yeeZ predicted epimerase, with NAD(P)-binding Rossmann-fold domain 87 1224.6417 2 2447.2688 -0.0008 76.97 R L 0

12262 VLENAEGDRTTPSIIAYTQDGETLVGQPAKR JW0013 ECK0014 dnaK chaperone Hsp70, co-chaperone with DnaJ 31 833.1797 4 3328.6897 -0.0002 47.36 R Q 0

12263 VLENALVPPMGESTVK JW4279 ECK4307 fimC chaperone, periplasmic 26 842.4527 2 1682.8908 -0.0005 46.56 R L 0

12264 VLENALVPPMGESTVKLPSDAGSNITYR JW4279 ECK4307 fimC chaperone, periplasmic 40 986.8469 3 2957.5189 0.0022 52.18 R T 0

12265 VLEQSAESVPEYGK JW0657 ECK0652 ybeZ predicted protein with nucleoside triphosphate hydrolase domain 35 768.3840 2 1534.7534 0.0020 31.76 R A 0

12266 VLESAIANAEHNDGADIDDLK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 97 737.3570 3 2209.0492 -0.0007 44.20 K V 0

12267 VLESAIANAEHNDGADIDDLKVTK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 94 846.7605 3 2537.2597 -0.0013 43.48 K I 0

12268 VLESGVDILIGTTGR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 67 765.4303 2 1528.8460 -0.0002 52.50 K L 0

12269 VLESLHGALAADAALLSAAER JW2510 ECK2523 hscA DnaK-like molecular chaperone specific for IscU 45 693.3797 3 2077.1173 0.0006 59.65 R Q 0

12270 VLETILHSEQAK JW1753 ECK1762 selD selenophosphate synthase 59 684.3798 2 1366.7450 -0.0005 33.51 K F 0

12271 VLEVDLQR JW3370 ECK3394 yhgF predicted transcriptional accessory protein 27 486.2796 2 970.5446 0.0000 34.61 K K 0

12272 VLEVQGMK JW1843 ECK1855 pykA pyruvate kinase II 27 452.2519 2 902.4892 -0.0003 27.85 K V 0

12273 VLEVSNLR JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 53 465.2740 2 928.5334 -0.0008 31.92 K K 0

12274 VLEVSNLRK JW4354 ECK4383 yjjK fused predicted transporter subunits -!- ATP-binding components of ABC superfamily 14 353.2167 3 1056.6283 -0.0008 25.45 K S 0

12275 VLFMVDGTTTDAVDPAEIWPEFIAR JW3684 ECK3699 trmE GTPase 27 1397.1952 2 2792.3758 0.0028 76.79 R L 0

12276 VLFTQAGMLLVDQAR 15.994915@M:8 JW3933 ECK3953 oxyR DNA-binding transcriptional dual regulator 18 839.4530 2 1676.8914 -0.0006 53.98 K T 0

12277 VLGCYPSENVVPVDPT 57.021465@C:4 JW2580 ECK2596 pheA fused chorismate mutase P -!- prephenate dehydratase 18 873.4248 2 1744.8350 0.0009 48.68 K - 0

12278 VLGDKIQLVGDDLFVTNTK JW2750 ECK2773 eno enolase 76 1038.0736 2 2074.1326 0.0016 54.77 K I 0

12279 VLGFITDAGGR JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 53 553.3025 2 1104.5904 -0.0024 43.38 K T 0

12280 VLGGSHR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 38 363.2062 2 724.3978 -0.0002 14.05 K R 0

12281 VLGHLGLER JW5571 ECK3864 bipA GTP-binding protein 46 497.2951 2 992.5756 -0.0010 31.34 K I 0

12282 VLGHPYGFVDR JW0179 ECK0183 dnaE DNA polymerase III alpha subunit 22 420.5558 3 1258.6456 -0.0003 33.81 R I 0

12283 VLGTDGFGR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 57 461.2427 2 920.4708 -0.0008 31.50 R S 0

12284 VLGTDGFGRSDSR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 24 456.2278 3 1365.6616 -0.0021 27.29 R E 0

12285 VLHATQELVTLGLAKPILIGRPNVIEMR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 96 1027.9374 3 3080.7904 0.0007 56.48 R I 0

12286 VLHMLEAR JW1941 ECK1956 yedI conserved inner membrane protein 47 484.7708 2 967.5270 -0.0003 27.84 K K 0

12287 VLHNHSEELTLR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 52 724.3867 2 1446.7588 0.0010 25.10 K L 0

12288 VLHPLPR JW4204 ECK4240 pyrB aspartate carbamoyltransferase, catalytic subunit 18 416.2635 2 830.5124 -0.0002 20.24 K V 0

12289 VLHSAWLNSHYQTGLK JW4201 ECK4237 mgtA magnesium transporter 36 618.6599 3 1852.9579 -0.0005 36.39 R N 0

12290 VLHVIPQEYAIDYQEGIKNPVGLSGVR JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 68 749.4068 4 2993.5981 0.0008 52.19 R M 0

12291 VLIDRGEVK JW2784 ECK2809 mltA membrane-bound lytic murein transglycosylase A 17 343.5416 3 1027.6030 0.0004 23.78 K K 0

12292 VLIEATSNQVNQFGGYTGMTPADFR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 113 1358.6553 2 2715.2960 -0.0002 55.68 K E 0

12293 VLIEQAIEQPLDPQR JW1835 ECK1847 yebE conserved protein 50 874.9808 2 1747.9470 0.0003 49.49 R L 0

12294 VLIEQMR JW3619 ECK3634 yicC conserved protein 44 444.7519 2 887.4892 -0.0006 30.82 K E 0

12295 VLINLLENAVK JW0683 ECK0683 kdpD fused sensory histidine kinase in two-component regulatory system with KdpE 44 613.3801 2 1224.7456 0.0016 56.51 R Y 0

12296 VLKADQEFDGLYNELLLEMAR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 51 823.0900 3 2466.2482 0.0018 71.21 R N 0

12297 VLLADEVGLGK JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 64 557.3296 2 1112.6446 0.0005 43.35 R T 0

12298 VLLEIADLK JW1239 ECK1241 oppF oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 44 507.3159 2 1012.6172 0.0005 48.97 K V 0

12299 VLLENNK JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 15 415.2423 2 828.4700 -0.0004 21.01 K L 0

12300 VLLFGQAIQTAGTVK JW5873 ECK4366 prfC peptide chain release factor RF-3 108 773.4539 2 1544.8932 0.0007 51.73 K G 0

12301 VLLGENK JW1254 ECK1256 trpC fused indole-3-glycerolphosphate synthetase -!- N-(5-phosphoribosyl)anthranilate isomerase 16 386.7319 2 771.4492 0.0002 15.08 R V 0

12302 VLLHLIDIDPIDGTDPVENAR JW3150 ECK3172 obgE GTPase involved in cell partioning and DNA repair 115 772.4135 3 2314.2187 0.0018 59.78 R I 0

12303 VLLICDATHALPIQVLR 57.021465@C:5 JW3219 ECK3238 mreC cell wall structural complex MreBCD transmembrane component MreC 91 966.5590 2 1931.1034 0.0008 59.13 R N 0

12304 VLLLYAHPESQDSVANR JW3314 ECK3339 kefG component of potassium effux complex with KefB 53 638.0022 3 1910.9848 -0.0003 38.34 K V 0

12305 VLLPAFPDIR JW3392 ECK3415 glgA glycogen synthase 24 570.8426 2 1139.6706 0.0003 56.16 R R 0

12306 VLLPAFPDIRR JW3392 ECK3415 glgA glycogen synthase 21 648.8930 2 1295.7714 0.0001 49.00 R G 0

12307 VLLQLALTQTK JW2924 ECK2952 ansB periplasmic L-asparaginase II 22 614.3875 2 1226.7604 0.0006 49.04 R D 0

12308 VLLQLALTQTKDPQQIQQIFNQY JW2924 ECK2952 ansB periplasmic L-asparaginase II 38 910.8328 3 2729.4766 0.0014 67.41 R - 0

12309 VLLTGER JW0105 ECK0108 nadC quinolinate phosphoribosyltransferase 14 394.2371 2 786.4596 -0.0002 25.46 R T 0

12310 VLLVGQSPNAELSAR JW3119 ECK3138 yraP predicted protein 101 777.4356 2 1552.8566 -0.0006 40.39 K A 0

12311 VLLYTDGRPDKPYHGQIGFVSPTAEFTPK JW0779 ECK0784 ybhG predicted membrane fusion protein (MFP) component of efflux pump, membrane anchor 52 1078.5599 3 3232.6579 0.0022 47.61 K T 0

12312 VLMQAQQALLNAEIDQQRK JW0454 ECK0459 kefA fused mechanosensitive channel proteins 99 733.0631 3 2196.1675 -0.0009 46.32 K S 0
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12313 VLMQDFTGVPAVVDLAAMR JW1268 ECK1271 acnA aconitate hydratase 1 52 1017.0317 2 2032.0488 0.0002 67.46 R E 0

12314 VLNEVTHYYLTK JW0451 ECK0456 acrB multidrug efflux system protein 66 740.3952 2 1478.7758 -0.0010 38.48 K E 0

12315 VLNHPDETQAR JW5082 ECK0562 cusS sensory histidine kinase in two-component regulatory system with CusR, senses copper ions 20 427.2185 3 1278.6337 0.0019 18.62 R R 0

12316 VLNIFPSIDTGVCAASVR 57.021465@C:13 JW1317 ECK1320 tpx lipid hydroperoxide peroxidase 82 960.0070 2 1917.9994 0.0012 58.42 K K 0

12317 VLNLLEMPR JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 66 542.8130 2 1083.6114 0.0004 50.94 R S 0

12318 VLNLNQR JW5336 ECK2057 yegH fused predicted membrane proteins 28 428.7531 2 855.4916 -0.0010 24.88 R T 0

12319 VLNMVDLSDVYMTFFLPTEQAGTLK JW3454 ECK3472 yhiI predicted HlyD family secretion protein 18 944.8121 3 2831.4145 0.0020 80.24 R L 0

12320 VLNNEIILVTCGSAFK 57.021465@C:11 JW3302 ECK3327 fusA protein chain elongation factor EF-G 106 889.4796 2 1776.9446 0.0002 54.64 R N 0

12321 VLNNGDLGENK JW1666 ECK1672 pykF pyruvate kinase I 57 586.7987 2 1171.5828 -0.0004 22.42 K G 0

12322 VLPAVVSVR JW3203 ECK3223 degQ serine endoprotease, periplasmic 13 470.3027 2 938.5908 -0.0006 35.73 K V 0

12323 VLPELNGK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 23 435.2583 2 868.5020 0.0002 30.20 K L 0

12324 VLPITIHGDAAVTGQGVVQETLNMSK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 66 893.4782 3 2677.4128 0.0017 55.67 K A 0

12325 VLPLNELKDKLEAMEGVQFK JW0907 ECK0915 mukB fused chromosome partitioning proteins 46 767.7559 3 2300.2459 0.0010 62.07 R Q 0

12326 VLPLTGVVSPR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 46 569.3527 2 1136.6908 -0.0010 41.94 K T 0

12327 VLPYDRFETDKWDVMDADVR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 24 824.0614 3 2469.1624 -0.0010 52.67 K F 0

12328 VLQLINAYR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 65 545.3243 2 1088.6340 -0.0001 43.42 K F 0

12329 VLQLLGLPYR JW0876 ECK0884 serS seryl-tRNA synthetase, also charges selenocysteinyl-tRNA with serine 44 586.3638 2 1170.7130 0.0005 54.43 K K 0

12330 VLQLQFIDPDVR JW5158 ECK1094 ycfP conserved protein 53 721.9047 2 1441.7948 0.0019 55.56 K L 0

12331 VLQQVTDYYLTK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 66 735.8952 2 1469.7758 -0.0008 44.89 K E 0

12332 VLRAPHVSEK JW3280 ECK3305 rplW 50S ribosomal subunit protein L23 33 379.2241 3 1134.6505 -0.0004 20.83 K A 0

12333 VLRDDDNKPLVYEPGLHFK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 21 564.5505 4 2254.1729 -0.0018 38.90 K I 0

12334 VLRDDDNKPLVYEPGLHFKIPFIETVK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 59 1061.5795 3 3181.7167 -0.0010 56.75 K M 0

12335 VLRDGDTLLVQVK JW0172 ECK0176 yaeT conserved protein 52 728.4292 2 1454.8438 -0.0019 37.91 R E 0

12336 VLSGPGLVNLYR JW2385 ECK2384 glk glucokinase 38 644.3744 2 1286.7342 -0.0004 47.06 R A 0

12337 VLSHAAGLISSSLR JW5832 ECK1954 yedQ predicted diguanylate cyclase 65 705.9063 2 1409.7980 -0.0009 37.48 R A 0

12338 VLSMGDFSTELCGGTHASR 15.994915@M:4,57.021465@C:12 JW2667 ECK2692 alaS alanyl-tRNA synthetase 70 680.9742 3 2039.9008 -0.0034 37.82 R T 0

12339 VLSMYAFNAFEQQR JW2182 ECK2186 ccmH heme lyase, CcmH subunit 56 568.6124 3 1702.8154 0.0016 55.93 R F 0

12340 VLTEAAVAGK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 63 479.7817 2 957.5488 -0.0006 24.02 R R 0

12341 VLTEAAVAGKR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 61 557.8323 2 1113.6500 -0.0005 21.89 R D 0

12342 VLTGGVDANALHRPK JW3756 ECK3775 rho transcription termination factor 77 774.4361 2 1546.8576 -0.0003 28.41 K R 0

12343 VLTGGVDANALHRPKR JW3756 ECK3775 rho transcription termination factor 52 568.6606 3 1702.9600 0.0008 25.40 K F 0

12344 VLTQEMVK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 51 474.2650 2 946.5154 -0.0003 26.00 K K 0

12345 VLTQEMVKK JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 48 538.3122 2 1074.6098 -0.0008 21.13 K M 0

12346 VLTQEMVKKMAR 15.994915@M:6 JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 15 725.3979 2 1448.7812 -0.0031 54.75 K A 0

12347 VLTQTMVTSADEGGLHTK JW1095 ECK1095 ndh respiratory NADH dehydrogenase 2/cupric reductase 103 944.4772 2 1886.9398 -0.0010 34.73 R D 0

12348 VLVCVPVGATQVER 57.021465@C:4 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 80 763.9212 2 1525.8278 -0.0008 42.39 R R 0

12349 VLVCVPVGATQVERR 57.021465@C:4 JW3220 ECK3239 mreB cell wall structural complex MreBCD, actin-like component MreB 16 561.6498 3 1681.9276 -0.0022 37.32 R A 0

12350 VLVDVNK JW2339 ECK2336 yfcY beta-ketoacyl-CoA thiolase, anaerobic, subunit 22 393.7398 2 785.4650 0.0004 25.46 R A 0

12351 VLVDWHR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 41 462.7559 2 923.4972 -0.0004 31.50 R A 0

12352 VLVEGLQR JW0429 ECK0433 lon DNA-binding ATP-dependent protease La 62 457.2764 2 912.5382 -0.0010 30.52 K A 0

12353 VLVICAK 57.021465@C:5 JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 21 401.7465 2 801.4784 0.0002 27.96 K A 0

12354 VLVIHYTADDFDSSLATLTDK JW0851 ECK0858 ybjR predicted amidase and lipoprotein 74 775.3939 3 2323.1599 0.0013 57.99 K Q 0

12355 VLVLVAAPEGIAALEK JW2483 ECK2494 upp uracil phosphoribosyltransferase 101 796.9851 2 1591.9556 0.0007 57.98 K A 0

12356 VLVNDKGGNLMVLPLDQMLK JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 21 733.0738 3 2196.1996 -0.0013 60.47 K G 0

12357 VLVPTQEAIQK JW3975 ECK4007 aceA isocitrate lyase 69 613.3608 2 1224.7070 -0.0007 32.92 K L 0

12358 VLVSSTK JW1081 ECK1081 fabF 3-oxoacyl-[acyl-carrier-protein] synthase II 22 367.2262 2 732.4378 -0.0004 18.46 R S 0

12359 VLVTLGGR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 60 407.7609 2 813.5072 0.0001 31.85 K Y 0

12360 VLVTLGGRYDWADQESLNR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 53 731.3750 3 2191.1032 0.0008 48.63 K V 0

12361 VLVTTLTK JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 25 437.7842 2 873.5538 0.0003 30.98 R R 0

12362 VLVTTLTKR JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 46 515.8343 2 1029.6540 -0.0007 25.79 R M 0

12363 VLVVEDNALLR JW1116 ECK1116 phoP DNA-binding response regulator in two-component regulatory system with PhoQ 45 620.8655 2 1239.7164 -0.0022 44.40 R H 0

12364 VLVVGDMAELGAESEACHVQVGEAAK 57.021465@C:17 JW0084 ECK0087 murF UDP-N-acetylmuramoyl-tripeptide:D-alanyl-D-alanine ligase 87 890.4356 3 2668.2850 0.0014 50.84 R A 0

12365 VLVVGGSQGAR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 55 521.8034 2 1041.5922 -0.0009 23.67 R I 0

12366 VLYAMNVLGNDWNK JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 58 818.9112 2 1635.8078 0.0000 55.49 R A 0

12367 VLYEMDGVPEELAR JW3275 ECK3300 rplP 50S ribosomal subunit protein L16 76 810.9004 2 1619.7862 -0.0003 48.43 K E 0

12368 VLYPDDSTYSGR JW3391 ECK3414 glgP glycogen phosphorylase 29 686.8220 2 1371.6294 -0.0012 31.36 R E 0

12369 VLYQSFPQAER JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 69 669.3458 2 1336.6770 -0.0004 36.02 K A 0

12370 VMAEKLEFNGQDLQR JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 48 593.3011 3 1776.8815 -0.0015 38.33 R I 0

12371 VMAGLGIAVVSTSK JW3268 ECK3293 rpsH 30S ribosomal subunit protein S8 80 666.8814 2 1331.7482 -0.0001 45.13 K G 0

12372 VMAQAWTADDFGSNESK JW2504 ECK2516 yfhM conserved protein 120 928.9101 2 1855.8056 0.0010 42.15 R V 0

12373 VMDLAAFTLAR JW0166 ECK0170 pyrH uridylate kinase 76 604.3292 2 1206.6438 0.0007 55.48 K D 0

12374 VMDSNDLEKER JW5571 ECK3864 bipA GTP-binding protein 64 668.3137 2 1334.6128 -0.0007 23.89 R G 0

12375 VMDTLHQAGYLK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 20 459.2396 3 1374.6970 0.0005 32.88 K I 0

12376 VMEALNAASLR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 98 587.8158 2 1173.6170 -0.0006 38.18 R Q 0

12377 VMEELYPR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 52 518.7603 2 1035.5060 0.0002 34.58 R L 0

12378 VMELHNDGTYVEEITDYVLMMK JW5427 ECK2653 ygaT predicted protein 86 877.4112 3 2629.2118 0.0005 73.74 R I 0

12379 VMENLLLESADKLLR 15.994915@M:2 JW5790 ECK4342 yjiA predicted GTPase 26 587.3271 3 1758.9595 0.0045 61.27 R Y 0

12380 VMFHQMR JW0120 ECK0123 gcd glucose dehydrogenase 42 474.7299 2 947.4452 -0.0017 22.62 R Y 0

12381 VMGFIGGTSDRPAPISDKEVDAIMNR JW3945 ECK3973 nusG transcription termination factor 62 926.1302 3 2775.3688 0.0002 51.28 R L 0

12382 VMGQALPELVDQVVEVVQR JW0626 ECK0624 ybeD conserved protein 47 1055.0726 2 2108.1306 0.0007 73.81 K H 0

12383 VMHIAEVLMSR JW5041 ECK0305 ykgE predicted oxidoreductase 56 643.3412 2 1284.6678 -0.0004 44.69 K - 0

12384 VMIAIALANQPR JW1284 ECK1286 sapD predicted antimicrobial peptide transporter subunit -!- ATP-binding component of ABC superfamily 41 648.8764 2 1295.7382 -0.0001 46.54 K L 0

12385 VMIAMAIACRPK 57.021465@C:9 JW3510 ECK3528 dppD dipeptide transporter -!- ATP-binding component of ABC superfamily 69 680.8660 2 1359.7174 -0.0014 38.88 R L 0

12386 VMIAMALLCRPK 57.021465@C:9 JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 64 701.8897 2 1401.7648 -0.0009 49.23 R L 0

12387 VMIDNNRPPAVLR JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 48 498.9453 3 1493.8141 0.0004 32.85 R N 0

12388 VMIHQPLGGYQGQATDIEIHAR JW0427 ECK0431 clpP proteolytic subunit of ClpA-ClpP and ClpX-ClpP ATP-dependent serine proteases 70 812.0826 3 2433.2260 0.0036 40.51 R E 0

12389 VMILDSGDPNGPLSR 15.994915@M:2 JW0636 ECK0634 rlpB minor lipoprotein 82 793.8954 2 1585.7762 -0.0008 40.12 K A 0

12390 VMLAESMRPEHEGVTILSSSELR 15.994915@M:2 JW5528 ECK3140 yraR predicted nucleoside-diphosphate-sugar epimerase 13 863.0984 3 2586.2734 -0.0046 79.99 R K 0

12391 VMLKVEELR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 48 558.8260 2 1115.6374 0.0002 34.15 R Q 0

12392 VMLLFTNPTDVER 15.994915@M:2 JW1806 ECK1815 manX fused mannose-specific PTS enzyme IIAB components 77 775.8974 2 1549.7802 -0.0008 49.24 R L 0

12393 VMLVDALTR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 53 509.2918 2 1016.5690 0.0003 47.03 R S 0

12394 VMMLLDPESDPLGAGYHIIQSK JW0629 ECK0627 mrdB cell wall shape-determining protein 49 805.4068 3 2413.1986 -0.0035 61.47 R I 0

12395 VMMNVGNPDR JW1692 ECK1700 pps phosphoenolpyruvate synthase 42 566.7654 2 1131.5162 -0.0003 27.34 K A 0

12396 VMMSSLR JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 36 412.2118 2 822.4090 -0.0002 26.78 K Q 0

12397 VMNLDRFDLL JW3914 ECK3934 katG catalase/hydroperoxidase HPI(I) 46 618.3265 2 1234.6384 0.0004 59.41 K - 0

12398 VMPFFEQHK JW1950 ECK1963 hchA Hsp31 molecular chaperone 14 581.7893 2 1161.5640 0.0000 37.16 K S 0

12399 VMPQFKVDGK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 22 574.8096 2 1147.6046 -0.0014 31.68 R M 0

12400 VMQAQGSQLTNK JW2535 ECK2548 glyA serine hydroxymethyltransferase 78 652.8336 2 1303.6526 -0.0028 22.18 R Y 0

12401 VMQDLAEEGMTMVIVTHEIGFAEK JW0794 ECK0798 glnQ glutamine transporter subunit -!- ATP-binding component of ABC superfamily 48 893.4346 3 2677.2820 0.0019 68.77 K V 0

12402 VMSAPQLYVGQEAR JW1795 ECK1804 yeaY predicted lipoprotein 104 774.8956 2 1547.7766 0.0000 40.23 R F 0

12403 VMSDAFIK JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 18 455.7387 2 909.4628 -0.0001 34.38 K A 0

12404 VMSDAFIKAEMELFAAQAK 15.994915@M:11 JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 56 706.0205 3 2115.0397 0.0016 60.69 K E 0

12405 VMSTGQTYNADR JW2553 ECK2567 lepA GTP binding membrane protein 73 671.8059 2 1341.5972 -0.0011 22.39 K L 0

12406 VMVEGEDEAQVTEFAHR JW3143 ECK3165 glmM phosphoglucosamine mutase 35 649.6354 3 1945.8844 0.0002 38.79 R I 0

12407 VMVIGAGVAGLAAIGAANSLGAIVR JW1595 ECK1598 pntA pyridine nucleotide transhydrogenase, alpha subunit 15 751.1035 3 2250.2887 0.0005 73.95 K A 0

12408 VMVMVDDK 15.994915@M:4 JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 13 476.7276 2 951.4406 0.0001 29.62 K E 0

12409 VMVPSASQFTPMGR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 38 754.3733 2 1506.7320 -0.0003 45.48 R I 0

12410 VNAALAK JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 32 343.7133 2 685.4120 -0.0002 17.35 R A 0

12411 VNAALAKAPLVMVVDHQR JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 76 644.6996 3 1931.0770 -0.0005 42.05 R T 0

12412 VNADIVNK JW2101 ECK2107 metG methionyl-tRNA synthetase 64 436.7455 2 871.4764 0.0001 22.24 R V 0

12413 VNAEYVEAFTK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 82 635.8209 2 1269.6272 0.0032 41.98 R G 0

12414 VNAEYVEAFTKGEVK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 76 842.4328 2 1682.8510 -0.0004 42.19 R G 0

12415 VNAGHGLTYHNVK JW2548 ECK2562 pdxJ pyridoxine 5'-phosphate synthase 48 470.5810 3 1408.7212 0.0000 21.42 K A 0

12416 VNAIAAPTR JW5528 ECK3140 yraR predicted nucleoside-diphosphate-sugar epimerase 61 456.7664 2 911.5182 -0.0005 23.43 K R 0

12417 VNAICPGYVR 57.021465@C:5 JW5394 ECK2421 ucpA predicted oxidoredutase, sulfate metabolism protein 39 574.7982 2 1147.5818 0.0011 30.30 R T 0

12418 VNAISAGPIR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 57 499.2930 2 996.5714 -0.0002 28.19 R T 0

12419 VNASWTWLDATYR JW1446 ECK1445 yncD predicted iron outer membrane transporter 91 791.8861 2 1581.7576 0.0001 55.32 R S 0

12420 VNCAALPESLLESELFGHEK 57.021465@C:3 JW2214 ECK2213 atoC fused response regulator of ato opeon, in two-component system with AtoS 28 748.3722 3 2242.0948 0.0009 60.46 K G 0

12421 VNDDVAAQQATNAK JW2718 ECK2743 ftsB cell division protein 73 722.8553 2 1443.6960 0.0006 20.80 R L 0

12422 VNDIMGEIASASEEQQR JW1874 ECK1886 tap methyl-accepting protein IV 51 938.9380 2 1875.8614 -0.0017 49.25 R G 0

12423 VNDQEISR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 67 480.7407 2 959.4668 -0.0003 18.94 K G 0

12424 VNDQEISRGQFENAFNSER JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 64 747.3485 3 2239.0237 -0.0016 39.99 K N 0

12425 VNEDEMYPGEAGIDIYNLTK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 99 1136.0281 2 2270.0416 0.0004 57.41 K Y 0

12426 VNEDLGLLSEEK JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 94 673.3455 2 1344.6764 -0.0008 41.38 K A 0

12427 VNEELPWPDDLVVR JW3454 ECK3472 yhiI predicted HlyD family secretion protein 38 840.9335 2 1679.8524 0.0006 59.37 R L 0

12428 VNEELPWPDDLVVRLPQ JW3454 ECK3472 yhiI predicted HlyD family secretion protein 43 1010.0317 2 2018.0488 0.0015 66.70 R - 0

12429 VNEIETYMDGVHLICTTAK 57.021465@C:15 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 78 1097.5293 2 2193.0440 -0.0006 55.36 R V 0

12430 VNEIETYMDGVHLICTTAKVDR 57.021465@C:15 JW2077 ECK2086 gatB galactitol-specific enzyme IIB component of PTS 62 855.4216 3 2563.2430 0.0018 54.54 R S 0

12431 VNEISEQLNLSPK JW1899 ECK1913 uvrY DNA-binding response regulator in two-component regulatory system with BarA 90 735.8936 2 1469.7726 0.0002 41.15 K T 0

12432 VNEVNFDKPENAR JW3756 ECK3775 rho transcription termination factor 67 766.3785 2 1530.7424 -0.0002 25.93 K N 0

12433 VNFYLAGR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 52 470.2561 2 938.4976 0.0003 38.95 R A 0

12434 VNGGVVPWSPK JW3630 ECK3645 yicH conserved protein 33 570.3146 2 1138.6146 0.0011 37.63 R A 0

12435 VNGIAPGAILTDALK JW1611 ECK1614 hdhA 7alpha-hydroxysteroid dehydrogenase, NAD-dependent 58 726.9254 2 1451.8362 0.0015 54.19 R S 0

12436 VNHAPANAQEHEAARPSPQHQYQPPYASAQPR JW2404 ECK2407 zipA cell division protein involved in Z ring assembly 105 1183.2385 3 3546.6937 0.0048 24.87 R Q 0

12437 VNHLVEALTHLR JW3684 ECK3699 trmE GTPase 20 467.9367 3 1400.7883 -0.0005 44.19 R I 0

12438 VNICYFALSPEDEAR 57.021465@C:4 JW3116 ECK3135 yraM conserved protein 70 892.4203 2 1782.8260 0.0014 51.72 R D 0

12439 VNICYFALSPEDEARDAAR 57.021465@C:4 JW3116 ECK3135 yraM conserved protein 49 733.0161 3 2196.0265 -0.0005 48.81 R H 0

12440 VNIEIDPQTQAVVDTVER JW1654 ECK1658 ribC riboflavin synthase, alpha subunit 21 1013.5281 2 2025.0416 0.0037 51.64 R V 0

12441 VNIFGGK JW3391 ECK3414 glgP glycogen phosphorylase 14 367.7136 2 733.4126 0.0003 32.27 R A 0

12442 VNINGGAPQR JW5100 ECK0729 tolB periplasmic protein 63 513.2774 2 1024.5402 -0.0011 20.39 K I 0

12443 VNKLELNYDNFMEEFTAILHR JW0727 ECK0726 tolQ membrane spanning protein in TolA-TolQ-TolR complex 90 1298.6477 2 2595.2808 0.0018 71.83 R Q 0
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12444 VNLIALTPDGK JW1495 ECK1494 ydeP predicted oxidoreductase 26 570.8358 2 1139.6570 0.0021 35.20 R R 0

12445 VNLIASQIQR JW5408 ECK2558 yfhB conserved protein 89 571.3377 2 1140.6608 -0.0007 35.21 R G 0

12446 VNLPASTSTPQPRPEKPVYLSVK JW2973 ECK2998 exbD membrane spanning protein in TonB-ExbB-ExbD complex 37 836.7987 3 2507.3743 -0.0004 36.51 K A 0

12447 VNLVEQLESLSVTK JW4121 ECK4156 psd phosphatidylserine decarboxylase 74 779.9384 2 1557.8622 0.0008 62.69 K I 0

12448 VNNFWETSGLNILETLAR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 52 1039.0403 2 2076.0660 0.0021 77.50 K L 0

12449 VNNLSEQYK JW1264 ECK1266 sohB predicted inner membrane peptidase 24 547.7775 2 1093.5404 0.0001 22.33 R E 0

12450 VNNLSEQYKEMKEELAAALMDSHQQK JW1264 ECK1266 sohB predicted inner membrane peptidase 40 759.3710 4 3033.4549 0.0015 55.75 R Q 0

12451 VNNVDPAKLQESSPLPVLGAVPWSFDLIATR JW2294 ECK2291 pta phosphate acetyltransferase 70 1111.9333 3 3332.7781 0.0012 73.65 K A 0

12452 VNPADDIEVINTELALADLDTCER 57.021465@C:22 JW1194 ECK1191 ychF predicted GTP-binding protein 141 1343.6471 2 2685.2796 -0.0007 69.17 K A 0

12453 VNPGSIILSAEMMLR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 46 815.9374 2 1629.8602 0.0020 71.30 K H 0

12454 VNPIDFENSEGNLGLSNAVLQHLASKLPVSR JW1117 ECK1117 purB adenylosuccinate lyase 25 830.4418 4 3317.7381 0.0015 65.06 K W 0

12455 VNPVVPEVVNQVCFK 57.021465@C:13 JW4099 ECK4133 aspA aspartate ammonia-lyase 71 864.4609 2 1726.9072 -0.0004 51.28 K V 0

12456 VNPYSAGMGLMPGHVYR JW2637 ECK2656 gabT 4-aminobutyrate aminotransferase, PLP-dependent 39 616.9680 3 1847.8822 0.0011 44.65 K A 0

12457 VNQGDSLYQIDPAPLQAELNSAK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 36 824.4191 3 2470.2355 0.0014 55.64 K G 0

12458 VNQLGVAEPVVQR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 89 704.8981 2 1407.7816 -0.0017 34.74 R Q 0

12459 VNQVAEVLQLAHLLDR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 68 606.6798 3 1817.0176 0.0015 67.84 R K 0

12460 VNQVAEVLQLAHLLDRKPK JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 21 724.4271 3 2170.2595 0.0009 57.54 R A 0

12461 VNSALSKDEQIKK JW3119 ECK3138 yraP predicted protein 13 365.7078 4 1458.8021 -0.0020 18.85 R E 0

12462 VNSMYQTAQPHVYAVGDVIGYPSLASAAYDQGR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 85 1176.8993 3 3527.6761 -0.0020 55.54 K I 0

12463 VNSPGGSVTASEVIR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 96 736.8889 2 1471.7632 0.0002 32.84 R A 0

12464 VNTIEERPGGAANVAMNIASLGANAR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 32 866.1135 3 2595.3187 -0.0001 49.24 K L 0

12465 VNVAGMTPDNMAPLCEAIVAVL 57.021465@C:15 JW0911 ECK0919 aspC aspartate aminotransferase, PLP-dependent 69 1143.0707 2 2284.1268 0.0003 80.32 R - 0

12466 VNVLVATDVAAR JW2560 ECK2574 srmB ATP-dependent RNA helicase 100 614.3563 2 1226.6980 -0.0002 38.62 R G 0

12467 VNVWLHK JW0931 ECK0939 ycbY predicted methyltransferase 21 448.2609 2 894.5072 -0.0003 29.79 R E 0

12468 VPAGMTMMYHAQER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 50 541.2474 3 1620.7204 -0.0006 35.05 R I 0

12469 VPAYDPEAVAEHAIGMMMTLNR JW1375 ECK1377 ldhA fermentative D-lactate dehydrogenase, NAD-dependent 71 806.0542 3 2415.1408 0.0024 74.99 R R 0

12470 VPDLENQVK JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 54 521.2821 2 1040.5496 -0.0005 29.16 R T 0

12471 VPFFAPNMR JW0934 ECK0942 pqiB paraquat-inducible protein B 15 539.7787 2 1077.5428 -0.0002 45.86 K Q 0

12472 VPFFTISGSDFVEMFVGVGASR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 103 1175.0835 2 2348.1524 0.0013 80.05 K V 0

12473 VPFIDTFDLR JW1773 ECK1782 yeaH conserved protein 42 611.8271 2 1221.6396 0.0002 58.80 R Y 0

12474 VPFLDKK JW0660 ECK0662 asnB asparagine synthetase B 26 423.7574 2 845.5002 -0.0008 28.92 R F 0

12475 VPGDSEVK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 21 415.7163 2 829.4180 -0.0002 19.08 R Q 0

12476 VPGIAAAAPYINFTGLVESGANLR JW1104 ECK1104 lolE outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 64 801.1012 3 2400.2818 0.0017 68.55 K A 0

12477 VPGSLIALHR JW0659 ECK0654 ubiF 2-octaprenyl-3-methyl-6-methoxy-1,4-benzoquinol oxygenase 69 531.8246 2 1061.6346 0.0000 33.59 R H 0

12478 VPGSPDQVDVVYK JW0172 ECK0176 yaeT conserved protein 83 701.8635 2 1401.7124 -0.0016 34.19 R V 0

12479 VPGTQFQLDPVQAAFNIGAMIR JW0325 ECK0331 prpD 2-methylcitrate dehydratase 76 1187.1224 2 2372.2302 -0.0008 75.47 R W 0

12480 VPHIGDVVLAIGNPYNLGQTITQGIISATGR JW3204 ECK3224 degS serine endoprotease, periplasmic 96 1058.9145 3 3173.7217 0.0018 78.81 R I 0

12481 VPLAPDIDAAIIAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 52 717.9198 2 1433.8250 0.0009 53.74 R G 0

12482 VPLHTLR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 42 418.2607 2 834.5068 -0.0008 19.33 R A 0

12483 VPNGVSGTVIDVQVFTR JW3950 ECK3978 rpoB RNA polymerase, beta subunit 73 894.4861 2 1786.9576 -0.0001 53.35 R D 0

12484 VPQDYVTQSGPLR JW5655 ECK3541 yiaF conserved protein 42 730.3802 2 1458.7458 -0.0009 35.01 R E 0

12485 VPQSISVVTAEEMALHQPK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 62 688.6970 3 2063.0692 -0.0029 47.48 K S 0

12486 VPQTEEELER JW3859 ECK3881 yiiD predicted acetyltransferase 49 615.3042 2 1228.5938 0.0003 25.92 R Y 0

12487 VPTPNVSVVDLTVR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 95 748.4277 2 1494.8408 0.0002 49.34 R L 0

12488 VPTPNVSVVDLTVRLEK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 23 622.6946 3 1865.0620 -0.0002 51.60 R A 0

12489 VPTVDTSNPFAAK JW3318 ECK3343 prkB predicted phosphoribulokinase 57 673.8512 2 1345.6878 0.0001 40.03 R G 0

12490 VPVINPNSMAALGIEVVDVR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 111 1047.0747 2 2092.1348 -0.0003 66.16 K I 0

12491 VPVIYAPAK JW0120 ECK0123 gcd glucose dehydrogenase 41 479.2920 2 956.5694 0.0000 30.98 K T 0

12492 VPYEVGR JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 34 410.2210 2 818.4274 -0.0012 23.42 K A 0

12493 VPYIAQVMNDAPAVASTDYMK 15.994915@M:20 JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 124 1150.5506 2 2299.0866 0.0003 54.36 R L 0

12494 VPYNFLEVNMQGIQVWHLR JW3474 ECK3490 slp outer membrane lipoprotein 109 1172.1072 2 2342.1998 0.0004 65.06 K E 0

12495 VPYSFMVPIFGGR JW1214 ECK1217 narK nitrate/nitrite transporter 36 735.3847 2 1468.7548 0.0011 64.31 R R JW1464

12496 VQAHVIDKY JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 28 358.1976 3 1071.5710 -0.0004 23.45 K - 0

12497 VQALADAAR JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 39 457.7561 2 913.4976 -0.0004 22.03 R E 0

12498 VQELAEKLYSELR JW0190 ECK0194 proS prolyl-tRNA synthetase 37 526.6225 3 1576.8457 -0.0004 48.60 R A 0

12499 VQENIEAVNTVLEEIDAHEIPTLLVMNK JW4131 ECK4169 hflX predicted GTPase 82 1054.5520 3 3160.6342 0.0018 74.92 R I 0

12500 VQEYVANYINADWIESLTATSER JW2294 ECK2291 pta phosphate acetyltransferase 71 1336.6467 2 2671.2788 0.0023 69.09 K S 0

12501 VQFIDEPVK JW0803 ECK0809 ybiS conserved protein 49 537.7948 2 1073.5750 -0.0007 35.98 R A 0

12502 VQFIDEPVKATTEPDGSR JW0803 ECK0809 ybiS conserved protein 45 663.6685 3 1987.9837 -0.0014 36.23 R Y 0

12503 VQGEIPENADLK JW5692 ECK3388 hslO heat shock protein Hsp33 19 656.8403 2 1311.6660 -0.0010 30.04 R T 0

12504 VQGKDEVILTLNK JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 13 486.2836 3 1455.8290 -0.0006 33.79 R S 0

12505 VQIIDQPVK JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 52 520.3118 2 1038.6090 0.0018 31.09 R Y 0

12506 VQIIDQPVKYTTEPDGSNWLEVHEPLSR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 19 813.4149 4 3249.6305 -0.0001 52.49 R N 0

12507 VQIIPLRK JW5336 ECK2057 yegH fused predicted membrane proteins 25 322.8873 3 965.6401 0.0016 31.90 K D 0

12508 VQIPQNPLILVDGSSYLYR JW3835 ECK3855 polA fused DNA polymerase I 5'->3' exonuclease -!- 3'->5' polymerase -!- 3'->5' exonuclease 53 1088.0936 2 2174.1726 -0.0009 64.10 M A 0

12509 VQLAQEGLGIEAQAR JW0183 ECK0187 tilS tRNA(Ile)-lysidine synthetase 93 791.9304 2 1581.8462 -0.0012 39.80 R Q 0

12510 VQLLGSGSILR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 81 571.8479 2 1141.6812 -0.0007 45.69 K H 0

12511 VQLTFNNLK JW1606 ECK1609 ydgA conserved protein 45 538.8087 2 1075.6028 0.0003 39.49 K T 0

12512 VQLTFNNLKTDGSSTLASFGER JW1606 ECK1609 ydgA conserved protein 15 795.7401 3 2384.1985 0.0012 52.32 K V 0

12513 VQMLAQAAEEHPLHGGTGIAHTR JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 65 808.7454 3 2423.2144 0.0016 31.96 K W 0

12514 VQNALQSVPGVTQAR JW0473 ECK0478 copA copper transporter 92 784.4309 2 1566.8472 -0.0006 36.44 R V 0

12515 VQNASYQVAAYLADEIAK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 148 977.5000 2 1952.9854 0.0012 60.07 K L JW3485

12516 VQNASYQVAAYLADEIAK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 98 977.5004 2 1952.9862 0.0020 59.65 K L JW3485

12517 VQNNQISGGQLGGMPQAADQQLNASIIVQTR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 115 1079.5537 3 3235.6393 0.0024 53.32 K L 0

12518 VQNTNGVYVVPAFTGLGAPYWDPYAR JW3897 ECK3918 glpK glycerol kinase 14 952.4767 3 2854.4083 0.0004 67.68 K G 0

12519 VQQDGSQVLLR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 65 621.8424 2 1241.6702 -0.0025 30.19 K D 0

12520 VQQMIHPGVEALLLPSPISVEMSAMR 15.994915@M:25 JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 36 950.4956 3 2848.4650 0.0002 61.46 K L 0

12521 VQQPEFAAAK JW3975 ECK4007 aceA isocitrate lyase 21 544.7900 2 1087.5654 -0.0007 26.06 K D 0

12522 VQQQLESSDLDQYR JW5531 ECK3150 deaD ATP-dependent RNA helicase 100 854.9110 2 1707.8074 0.0011 35.45 K A 0

12523 VQSELGQSLATRPELEDIEASAR JW3789 ECK3810 corA magnesium/nickel/cobalt transporter 71 1250.1382 2 2498.2618 0.0006 46.87 R F 0

12524 VQSMPEINDADK JW0172 ECK0176 yaeT conserved protein 16 673.8168 2 1345.6190 0.0007 29.99 R T 0

12525 VQSMPEINDADKTVK JW0172 ECK0176 yaeT conserved protein 59 837.9218 2 1673.8290 -0.0004 29.93 R L 0

12526 VQTLLASQSNPGR JW2635 ECK2654 ygaF predicted enzyme 83 685.8748 2 1369.7350 0.0037 27.85 K T 0

12527 VRAECLLK 57.021465@C:5 JW1439 ECK1438 ydcW medium chain aldehyde dehydrogenase 35 494.7839 2 987.5532 -0.0003 24.74 K L 0

12528 VRDDANTLHIEPLPYSLEE JW2866 ECK2893 ygfZ predicted folate-dependent regulatory protein 33 737.7031 3 2210.0875 0.0020 52.33 R - 0

12529 VRDDLTQR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 26 501.7697 2 1001.5248 -0.0005 17.95 K L 0

12530 VRDIEALDELLATLTDDKPR JW2748 ECK2771 ygcF conserved protein 40 761.7445 3 2282.2117 -0.0001 67.93 R V 0

12531 VRDMFEQAK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 48 562.2817 2 1122.5488 -0.0004 24.58 R K 0

12532 VRDMFEQAKK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 53 626.3292 2 1250.6438 -0.0002 22.62 R A 0

12533 VRENEPFDVALR JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 56 722.8801 2 1443.7456 -0.0013 37.98 K R 0

12534 VRENEPFDVALRR JW3037 ECK3055 rpsU 30S ribosomal subunit protein S21 44 534.2894 3 1599.8464 -0.0016 34.21 K F 0

12535 VRIDPIIVAQDGSLSGPGMACTTVAK 57.021465@C:21 JW0628 ECK0626 rlpA minor lipoprotein 96 1328.6938 2 2655.3730 0.0007 49.89 K Q 0

12536 VRIEAQMHGGGHER JW2514 ECK2527 iscS cysteine desulfurase (tRNA sulfurtransferase), PLP-dependent 35 526.2635 3 1575.7687 0.0000 19.46 R G 0

12537 VRLDYVIPSR JW5571 ECK3864 bipA GTP-binding protein 25 609.3544 2 1216.6942 0.0014 38.14 R G 0

12538 VRNDMGLTNVEIMIPFVR JW1692 ECK1700 pps phosphoenolpyruvate synthase 45 1052.5556 2 2103.0966 -0.0002 63.02 R T 0

12539 VRNEYHVYMTDAQGK JW4362 ECK4391 creC sensory histidine kinase in two-component regulatory system with CreB or PhoB, regulator of the CreBC regulon 49 604.2889 3 1809.8449 -0.0019 26.33 K V 0

12540 VRNLLAQPAAGTTEAKPAPAPQADTPAAAPQGE JW3775 ECK3797 hemX uroporphyrinogen III methylase 96 1070.5594 3 3208.6564 0.0089 34.98 R - 0

12541 VRPGVQVK JW0452 ECK0457 acrA multidrug efflux system 34 441.7799 2 881.5452 0.0005 17.87 K A 0

12542 VRPVQPR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 23 426.2638 2 850.5130 -0.0007 16.86 R R 0

12543 VRTPSFAHLQQIPAAIR JW5375 ECK2280 nuoC NADH:ubiquinone oxidoreductase, chain C,D 36 635.6992 3 1904.0758 0.0014 41.70 R G 0

12544 VRYEQSVAEEAVVAPVVEETVAAEPIVQEAPAPR JW1071 ECK1069 rne fused ribonucleaseE endoribonuclease -!- scaffold for formation of degradosome 44 1211.6318 3 3631.8736 0.0003 58.79 K T 0

12545 VSAALDKVGLLDK JW3428 ECK3447 ftsE predicted transporter subunit -!- ATP-binding component of ABC superfamily 55 443.5976 3 1327.7710 0.0000 39.06 R A 0

12546 VSAELNRPFAIR JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 48 458.2613 3 1371.7621 -0.0003 35.99 K G 0

12547 VSANMILPYPPGVPLLMPGEMLTK JW0181 ECK0185 ldcC lysine decarboxylase 2, constitutive 30 1284.6860 2 2567.3574 0.0009 73.27 R E 0

12548 VSAQELLSPLADASK JW1463 ECK1462 narZ nitrate reductase 2 (NRZ), alpha subunit 44 764.9151 2 1527.8156 0.0012 53.19 K Y 0

12549 VSAVLMEQGQMIWQQR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 100 952.4794 2 1902.9442 -0.0001 53.09 R I 0

12550 VSDAASNDTESLAGAEQAAGVK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 143 1045.9963 2 2089.9780 0.0017 39.21 K A 0

12551 VSDLQETLIGR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 92 615.8390 2 1229.6634 0.0018 41.64 K F 0

12552 VSDLSVPQLVLSFIPK JW1718 ECK1727 ydjN predicted transporter 16 871.5095 2 1741.0044 0.0018 79.36 K N 0

12553 VSDPSYFNDFDNK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 100 774.3359 2 1546.6572 -0.0003 42.68 K Y 0

12554 VSDPSYFNDFDNKYGSSTDGYATQK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 75 936.0754 3 2805.2044 0.0003 43.35 K F 0

12555 VSDSVLASEIQGEAGSLVIEK JW3058 ECK3077 ygjR predicted NAD(P)-binding dehydrogenase 50 1066.0596 2 2130.1046 -0.0010 57.81 K L 0

12556 VSDYDGYNQFVVHR JW5100 ECK0729 tolB periplasmic protein 85 849.8969 2 1697.7792 -0.0005 38.54 R S 0

12557 VSEISIVGR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 34 480.2795 2 958.5444 -0.0002 32.49 R N 0

12558 VSELLSVPTK JW2162 ECK2168 yeiU undecaprenyl pyrophosphate phosphatase 50 536.8153 2 1071.6160 -0.0015 37.48 R D 0

12559 VSEQGVGELTASTPLQEQAIADALDGDYR JW2425 ECK2427 yfeY predicted protein 78 1011.8270 3 3032.4592 0.0019 63.06 K L 0

12560 VSEQPIR JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 47 414.7322 2 827.4498 -0.0002 19.61 R S 0

12561 VSFDKDKR JW0462 ECK0467 htpG molecular chaperone HSP90 family 28 332.1821 3 993.5245 0.0003 17.12 R T 0

12562 VSFDLWPGETLSLVGESGSGK JW5897 ECK0819 yliA fused predicted peptide transport subunits -!- ATP-binding components of ABC superfamily 49 1083.0413 2 2164.0680 -0.0008 67.64 K S 0

12563 VSFFGPFYGGYNVIALDR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 41 1011.5093 2 2021.0040 -0.0007 68.68 K E 0

12564 VSFFGPFYGGYNVIALDREYR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 22 824.0781 3 2469.2125 0.0008 64.17 K H 0

12565 VSFPVEWGAYR JW2504 ECK2516 yfhM conserved protein 47 655.8296 2 1309.6446 -0.0009 51.87 K L 0

12566 VSGEGHITCGHCR 57.021465@C:9,57.021465@C:12 JW3591 ECK3606 tdh threonine 3-dehydrogenase, NAD(P)-binding 58 490.5506 3 1468.6300 0.0001 16.81 R N 0

12567 VSGGSYEYFEGMGLPELISEVK JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 72 1196.0750 2 2390.1354 0.0002 69.36 K K 0

12568 VSGIMGAR JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 60 395.7155 2 789.4164 -0.0002 23.08 K K 0

12569 VSGMDCAACAR 57.021465@C:6,57.021465@C:9 JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 51 599.2441 2 1196.4736 0.0001 21.73 K K 0

12570 VSGNSPVIFDVTHALQCR 57.021465@C:17 JW1206 ECK1203 kdsA 3-deoxy-D-manno-octulosonate 8-phosphate synthase 53 667.3392 3 1998.9958 0.0011 54.16 K D 0

12571 VSGQTQFNGVNVLAK JW1908 ECK1922 fliC flagellar filament structural protein (flagellin) 60 781.4206 2 1560.8266 0.0006 39.37 R N 0

12572 VSGYAVR JW0886 ECK0894 pflB pyruvate formate lyase I 61 376.2080 2 750.4014 -0.0010 19.96 R F JW2563 JW5522

12573 VSILGGGLAGWQR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 47 657.3696 2 1312.7246 -0.0005 51.57 K D 0

12574 VSIMMGR JW1272 ECK1275 yciM conserved protein 35 397.2065 2 792.3984 -0.0002 30.62 R V 0
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12575 VSISTTMGAGVAVDQAGLSASVN JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 15 1068.0375 2 2134.0604 0.0029 80.91 K - 0

12576 VSKADLEIFVDPLGKPLPFSEVTGSK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 24 694.1315 4 2772.4969 0.0021 62.85 K G 0

12577 VSKEETFGPLAPLFR JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 20 564.3103 3 1689.9091 0.0001 55.91 K F 0

12578 VSLAADPVEEIK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 64 635.8478 2 1269.6810 -0.0005 41.25 R V 0

12579 VSLAADPVEEIKVGFDILK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 42 681.7179 3 2042.1319 0.0021 66.18 R S 0

12580 VSLDDPEALTK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 64 594.3112 2 1186.6078 -0.0002 38.06 K I 0

12581 VSLDKVIETMYETGKDMNAK JW1803 ECK1812 sdaA L-serine deaminase I 65 758.0453 3 2271.1141 0.0014 60.46 R Y 0

12582 VSLEESVLSQVTTAIQNAQEK JW1070 ECK1068 flgL flagellar hook-filament junction protein 109 1137.5972 2 2273.1798 0.0049 73.04 K I 0

12583 VSLEKNDHLMLAR JW3393 ECK3416 glgC glucose-1-phosphate adenylyltransferase 42 509.2766 3 1524.8080 -0.0003 32.20 M Q 0

12584 VSLELGGNAPFIVFDDADLDKAVEGALASK JW2636 ECK2655 gabD succinate-semialdehyde dehydrogenase I, NADP-dependent 42 1021.1966 3 3060.5680 0.0025 75.35 K F 0

12585 VSLIAGVSK JW2667 ECK2692 alaS alanyl-tRNA synthetase 26 437.2736 2 872.5326 -0.0005 32.89 K D 0

12586 VSLITSDGIK JW0452 ECK0457 acrA multidrug efflux system 24 516.8004 2 1031.5862 -0.0001 35.24 K F 0

12587 VSLITSDGIKFPQDGTLEFSDVTVDQTTGSITLR JW0452 ECK0457 acrA multidrug efflux system 41 1214.2909 3 3639.8509 -0.0012 80.97 K A 0

12588 VSLTMAMR JW4345 ECK4374 deoA thymidine phosphorylase 63 454.7376 2 907.4606 -0.0012 36.31 R D 0

12589 VSNASALGR JW0712 ECK0711 sdhD succinate dehydrogenase, membrane subunit, binds cytochrome b556 67 437.7405 2 873.4664 -0.0003 19.32 M N 0

12590 VSNILAK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 52 372.7342 2 743.4538 -0.0003 22.94 R S 0

12591 VSQALDILTYTNKK JW3277 ECK3302 rplV 50S ribosomal subunit protein L22 62 797.4458 2 1592.8770 -0.0003 42.50 K A 0

12592 VSQALETVTTTAEK JW3490 ECK3507 yhjD conserved inner membrane protein 85 739.3905 2 1476.7664 -0.0007 32.99 K V 0

12593 VSQALETVTTTAEKVQR JW3490 ECK3507 yhjD conserved inner membrane protein 62 621.0057 3 1859.9953 -0.0001 38.42 K Q 0

12594 VSQASDSYYYR JW2261 ECK2260 elaB conserved protein 53 669.8013 2 1337.5880 -0.0008 26.63 R A 0

12595 VSQWLVEYTQQR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 93 768.8939 2 1535.7732 0.0001 45.62 R L 0

12596 VSRGDMLSMEDVLEILR JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 29 655.0045 3 1961.9917 0.0003 68.02 R I 0

12597 VSSFTSAPR JW2406 ECK2408 cysZ predicted inner membrane protein 67 476.2481 2 950.4816 -0.0005 22.57 M S 0

12598 VSSSEGVTVGPVLMGVAKPVHVLTPIASVR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 87 996.2298 3 2985.6676 -0.0010 53.82 R R 0

12599 VSSTTPSSGEYLLEMSGINK JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 19 1050.5096 2 2099.0046 -0.0045 52.57 M S 0

12600 VSTHVFR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 28 423.2352 2 844.4558 0.0002 21.97 K V 0

12601 VSTLDLENLPR JW0913 ECK0921 asnS asparaginyl tRNA synthetase 19 628.8466 2 1255.6786 0.0014 45.53 R N 0

12602 VSVADVSK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 43 402.7266 2 803.4386 -0.0003 23.00 R V 0

12603 VSVADVSKVDQAGLK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 49 505.9511 3 1514.8315 0.0012 36.38 R K 0

12604 VSVADVSKVDQAGLKK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 22 548.6482 3 1642.9228 -0.0027 32.19 R L 0

12605 VSVFGYDLEKDVVNAK JW0123 ECK0126 yadG predicted transporter subunit -!- ATP-binding component of ABC superfamily 34 594.9808 3 1781.9206 0.0006 52.46 R R 0

12606 VSVPTMDAAEAFK JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 83 683.3396 2 1364.6646 0.0001 46.76 R L 0

12607 VSVSGSGNVAQYAIEK JW1750 ECK1759 gdhA glutamate dehydrogenase, NADP-specific 128 804.9161 2 1607.8176 0.0021 36.67 R A 0

12608 VSVSIFGR JW3945 ECK3973 nusG transcription termination factor 50 432.7502 2 863.4858 -0.0007 41.63 K A 0

12609 VSVVIPVYNEQESLPELIR JW2248 ECK2247 yfbF undecaprenyl phosphate-L-Ara4FN transferase 48 1092.6002 2 2183.1858 0.0020 61.09 K R 0

12610 VSYFGQK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 23 414.7162 2 827.4178 0.0001 26.69 R M 0

12611 VSYPIYHIDNIVKPVSK JW3366 ECK3390 pck phosphoenolpyruvate carboxykinase 51 658.0352 3 1971.0838 0.0008 43.71 R A 0

12612 VTAEDVLKPGTADILVPR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 84 947.5361 2 1893.0576 0.0005 50.71 R N 0

12613 VTAERDPANLK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 46 607.3300 2 1212.6454 -0.0007 19.85 R W 0

12614 VTAERDPANLKWDEVGVDVVAEATGLFLTDETAR JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 94 1229.9564 3 3686.8474 0.0047 77.73 R K 0

12615 VTALFVDGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 51 475.2714 2 948.5282 0.0002 35.00 K A 0

12616 VTATAIDQVQVELPMPNR JW3995 ECK4027 malK fused maltose transport subunit, ATP-binding component of ABC superfamily -!- regulatory protein 31 991.5223 2 1981.0300 -0.0002 51.87 K Q 0

12617 VTATYSLR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 65 455.7532 2 909.4918 -0.0001 26.15 K D 0

12618 VTATYSLRDDGGLNVINK JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 64 646.0097 3 1935.0073 0.0012 40.55 K G 0

12619 VTAVEAKEDGIYVTMEGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 87 970.4874 2 1938.9602 -0.0005 39.00 K K 0

12620 VTDAEIAEVLAR JW2573 ECK2590 clpB protein disaggregation chaperone 74 643.8517 2 1285.6888 0.0011 47.84 K W 0

12621 VTDIEPGLVGGTEFSNVR JW1532 ECK1532 ydfG L-allo-threonine dehydrogenase, NAD(P)-binding 78 945.4842 2 1888.9538 0.0008 47.42 R F 0

12622 VTDIMGEIASASDEQSR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 37 904.9209 2 1807.8272 0.0015 49.40 R G JW1875

12623 VTDIMGEIASASDEQSR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 55 904.9206 2 1807.8266 0.0009 49.87 R G JW1875

12624 VTDVLLASHENTAQIIDARPAAR JW2505 ECK2517 sseA 3-mercaptopyruvate sulfurtransferase 26 616.0838 4 2460.3061 -0.0022 41.22 K F 0

12625 VTDYLQMGQEVPVK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 91 803.9104 2 1605.8062 -0.0010 44.23 K V 0

12626 VTDYLQMGQEVPVKVLEVDR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 60 773.4069 3 2317.1989 -0.0001 55.41 K Q 0

12627 VTEADIHIASQLMDR JW0054 ECK0056 djlA DnaJ-like protein, membrane anchored 61 566.9531 3 1697.8375 -0.0033 45.87 R M 0

12628 VTEAFFSALPLMLK JW1606 ECK1609 ydgA conserved protein 65 783.9338 2 1565.8530 0.0003 69.63 K G 0

12629 VTEHHETPGLGDKIELR JW1623 ECK1627 rsxG predicted oxidoreductase 22 483.5048 4 1929.9901 -0.0006 29.17 R L 0

12630 VTEKETTFNELMNQQA JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 64 941.9465 2 1881.8784 0.0006 43.53 K - 0

12631 VTESAALAGYK JW3896 ECK3917 glpX fructose 1,6-bisphosphatase II 69 555.2950 2 1108.5754 -0.0010 28.52 R W 0

12632 VTESELVQR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 88 530.7856 2 1059.5566 0.0007 26.85 R S 0

12633 VTFSTPDGDVTAVNDLNFSLR JW1238 ECK1240 oppD oligopeptide transporter subunit -!- ATP-binding component of ABC superfamily 109 1134.5608 2 2267.1070 0.0001 59.54 R A 0

12634 VTGATDLSNK JW2667 ECK2692 alaS alanyl-tRNA synthetase 17 503.2642 2 1004.5138 0.0001 20.16 K S 0

12635 VTGDTDITVSTMLLK JW4180 ECK4217 ytfN conserved protein 43 797.4239 2 1592.8332 0.0001 52.35 R V 0

12636 VTGEMTVDPSVVTLLR JW1823 ECK1833 yebT conserved protein 87 858.9640 2 1715.9134 0.0006 55.54 K E 0

12637 VTGETNTDDLSPAPDAWSRPDIPLHALAMLK 15.994915@M:29 JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 104 1116.5579 3 3346.6519 0.0015 57.46 K N 0

12638 VTGLADEPKAEIFSDPAMSQQAALSYLLR JW4180 ECK4217 ytfN conserved protein 78 1041.2004 3 3120.5794 -0.0007 63.97 R G 0

12639 VTGQALTVNEK JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 48 580.3194 2 1158.6242 -0.0003 23.26 K G 0

12640 VTGQALTVNEKGEDVVVPGLFAVGEIACVSVHGANR 57.021465@C:28 JW0713 ECK0712 sdhA succinate dehydrogenase, flavoprotein subunit 111 1231.6404 3 3691.8994 0.0002 62.30 K L 0

12641 VTGWAAHIIEQR JW0324 ECK0330 prpC 2-methylcitrate synthase 51 460.9178 3 1379.7316 0.0005 40.73 R Q 0

12642 VTIHGWAYGIHDGLLR JW0122 ECK0125 can carbonic anhydrase 20 452.7455 4 1806.9529 0.0000 46.58 K D 0

12643 VTIHTARPGIVIGK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 43 731.4487 2 1460.8828 0.0001 30.91 R K 0

12644 VTIHTARPGIVIGKK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 19 530.6662 3 1588.9768 -0.0010 25.01 R G 0

12645 VTIIPRGR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 43 456.2929 2 910.5712 0.0000 22.90 K A 0

12646 VTINGAHNCR 57.021465@C:9 JW0460 ECK0465 ybaB conserved protein 21 571.2808 2 1140.5470 0.0013 14.39 K R 0

12647 VTIPGSDNEYYK JW0172 ECK0176 yaeT conserved protein 60 693.3329 2 1384.6512 0.0002 35.88 K V 0

12648 VTITIAADSIETAVK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 55 766.4327 2 1530.8508 0.0004 51.71 R S 0

12649 VTITIAADSIETAVKSELVNVAK JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 38 791.4483 3 2371.3231 0.0021 69.69 R K 0

12650 VTKMEDDIK JW0172 ECK0176 yaeT conserved protein 20 360.1865 3 1077.5377 0.0000 20.15 K K 0

12651 VTKMEDDIKK JW0172 ECK0176 yaeT conserved protein 63 603.8237 2 1205.6328 0.0003 18.28 K L 0

12652 VTKPEAGHFAK JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 40 395.5520 3 1183.6342 -0.0006 19.08 R A 0

12653 VTLDTATYVPIDDDHK JW0172 ECK0176 yaeT conserved protein 46 601.6316 3 1801.8730 -0.0005 40.17 K W 0

12654 VTLDTATYVPIDDDHKWVVLGR JW0172 ECK0176 yaeT conserved protein 35 629.0819 4 2512.2985 0.0021 53.57 K T 0

12655 VTLEIEQR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 59 494.2771 2 986.5396 0.0001 30.93 R Y 0

12656 VTLEPLER JW3257 ECK3282 rpoA RNA polymerase, alpha subunit 40 478.7742 2 955.5338 0.0001 34.67 K G 0

12657 VTLGGEDVR JW1195 ECK1192 pth peptidyl-tRNA hydrolase 14 473.2531 2 944.4916 -0.0010 26.55 R L 0

12658 VTLKLDK JW2504 ECK2516 yfhM conserved protein 33 408.7629 2 815.5112 -0.0004 24.27 R A 0

12659 VTLLGDYAHTHGYDVVAYGNTGTQAQTDNDGFLSK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 129 1243.5874 3 3727.7404 0.0012 51.93 R T 0

12660 VTLNAPGR JW0089 ECK0092 murC UDP-N-acetylmuramate:L-alanine ligase 44 414.2398 2 826.4650 -0.0011 24.41 R H 0

12661 VTLTLRPAPANTGVIYR JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 54 614.6914 3 1841.0524 0.0001 41.66 K R 0

12662 VTLWQGLADQSNLNGVDAVINLAGEPIADKR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 142 1093.2441 3 3276.7105 0.0001 70.29 R W 0

12663 VTNLTDYGCFVEIEEGVEGLVHVSEMDWTNK 15.994915@M:26,57.021465@C:9 JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 44 1196.2167 3 3585.6283 0.0002 79.97 R N 0

12664 VTNPEKYLYSVTSPDDSLR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 33 728.6986 3 2183.0740 -0.0005 47.09 R Q 0

12665 VTPGVPVLIGGTDVVLR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 39 846.5071 2 1690.9996 0.0014 57.58 K G 0

12666 VTPTSEDELGK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 38 588.2929 2 1174.5712 -0.0004 23.89 R L 0

12667 VTPTSEDELGKLAQDFNQLASTLEK JW2063 ECK2074 baeS sensory histidine kinase in two-component regulatory system with BaeR 36 912.1320 3 2733.3742 0.0033 74.43 R N 0

12668 VTPVGTPVTEEDFLQPGNK JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 16 1014.5188 2 2027.0230 0.0019 47.40 R Q 0

12669 VTQNGAVWR JW0628 ECK0626 rlpA minor lipoprotein 15 515.7758 2 1029.5370 0.0015 23.56 R I 0

12670 VTQQNAALVEESAAAAAALEEQASR JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 117 1264.6334 2 2527.2522 0.0008 60.10 R L 0

12671 VTQQNASLVQESAAAAAALEEQASR JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 72 1272.1407 2 2542.2668 0.0045 59.24 R L 0

12672 VTQVAFDK JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 57 454.2476 2 906.4806 -0.0004 25.73 R T 0

12673 VTQVAFDKTGTLTVGKPR JW3434 ECK3453 zntA zinc, cobalt and lead efflux system 58 640.0303 3 1917.0691 0.0006 33.97 R V 0

12674 VTSDARIR JW2893 ECK2922 pgk phosphoglycerate kinase 22 459.2632 2 916.5118 0.0027 34.04 K A 0

12675 VTSNSVMNSFFIPR JW0422 ECK0426 cyoA cytochrome o ubiquinol oxidase subunit II 23 799.9046 2 1597.7946 0.0023 54.50 K L 0

12676 VTSPISGR JW0452 ECK0457 acrA multidrug efflux system 34 408.7324 2 815.4502 0.0001 21.71 K I 0

12677 VTTAFTFIK JW3119 ECK3138 yraP predicted protein 18 514.2952 2 1026.5758 0.0007 45.88 R - 0

12678 VTTENGEVFLMGLVTER JW3119 ECK3138 yraP predicted protein 58 632.3243 3 1893.9511 0.0004 64.45 K E 0

12679 VTTIIQGGTSSVTALTGSTEESQF JW3975 ECK4007 aceA isocitrate lyase 69 1207.6011 2 2413.1876 0.0016 57.03 K - 0

12680 VTTNPGQPMQPIAK JW5416 ECK2612 recN recombination and repair protein 44 741.3929 2 1480.7712 0.0004 27.98 R V 0

12681 VTVEGHADER JW0731 ECK0730 pal peptidoglycan-associated outer membrane lipoprotein 65 556.7703 2 1111.5260 0.0002 17.33 K G 0

12682 VTVKDAIAADQLFTTLMGDAVEPR JW5625 ECK3691 gyrB DNA gyrase, subunit B 16 854.4478 3 2560.3216 0.0008 74.48 R R 0

12683 VTVPTLK JW0985 ECK0991 cbpA curved DNA-binding protein, DnaJ homologue that functions as a co-chaperone of DnaK 29 379.2445 2 756.4744 0.0000 31.59 K E 0

12684 VTVQDAVEK JW3624 ECK3639 rpoZ RNA polymerase, omega subunit 35 494.7688 2 987.5230 -0.0006 24.55 R I 0

12685 VTVQSLDVVR JW3282 ECK3307 rplC 50S ribosomal subunit protein L3 57 558.3243 2 1114.6340 -0.0006 37.04 R V 0

12686 VTVVATGIGMDK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 72 595.8259 2 1189.6372 -0.0005 36.00 R R 0

12687 VTVVATGIGMDKRPEITLVTNK 15.994915@M:10 JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 56 786.7737 3 2357.2993 0.0006 40.84 R Q 0

12688 VTVYGLPIVAAR JW5905 ECK1406 hrpA ATP-dependent helicase 41 629.8795 2 1257.7444 -0.0001 49.69 K K 0

12689 VTYGEHVFDFGKPFEK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 36 633.9804 3 1898.9194 -0.0008 46.93 K L 0

12690 VVAAAIEQNYDER JW0190 ECK0194 proS prolyl-tRNA synthetase 59 739.3678 2 1476.7210 0.0003 32.93 R G 0

12691 VVADAIAK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 34 393.7396 2 785.4646 0.0000 21.08 K F 0

12692 VVADAIAKFNIDADK JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 16 795.4319 2 1588.8492 0.0032 44.18 K V 0

12693 VVADAIAKFNIDADKVNPR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 79 686.0441 3 2055.1105 -0.0007 43.28 K L 0

12694 VVADDQAPAEQSLR JW4166 ECK4204 cycA D-alanine/D-serine/glycine transporter 97 749.8778 2 1497.7410 -0.0013 27.35 K R 0

12695 VVADDQAPAEQSLRR JW4166 ECK4204 cycA D-alanine/D-serine/glycine transporter 46 552.2880 3 1653.8422 -0.0014 24.18 K N 0

12696 VVADFLSSVGVDR JW1198 ECK1195 prsA phosphoribosylpyrophosphate synthase 103 682.3639 2 1362.7132 -0.0012 52.28 K V 0

12697 VVADIAGVPAQINIAEVR JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 60 918.0224 2 1834.0302 -0.0010 53.21 K K 0

12698 VVADIAGVPAQINIAEVRKPELDAK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 28 654.8737 4 2615.4657 0.0012 49.38 K L 0

12699 VVAGLLNVVIFPTGR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 104 777.9720 2 1553.9294 0.0000 64.94 R H 0

12700 VVAILLNDEVR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 70 620.8663 2 1239.7180 -0.0007 45.71 R S 0

12701 VVAKDYIDESTGELICAANMELSLDLLAK 57.021465@C:16 JW3950 ECK3978 rpoB RNA polymerase, beta subunit 98 1061.2059 3 3180.5959 0.0024 77.11 K L 0

12702 VVALGSAAQDK JW5761 ECK4262 yjgB predicted alcohol dehydrogenase, Zn-dependent and NAD(P)-binding 19 529.7952 2 1057.5758 -0.0010 23.57 R G 0

12703 VVALVIR JW1922 ECK1936 fliF flagellar basal-body MS-ring and collar protein 33 385.2682 2 768.5218 -0.0004 35.47 R Q 0

12704 VVAQGAPYTWENLCQPLAEVDDVLGR 57.021465@C:14 JW3465 ECK3483 prlC oligopeptidase A 56 1450.7146 2 2899.4146 -0.0027 70.60 R I 0

12705 VVASPGQGQQFEIQASK JW0913 ECK0921 asnS asparaginyl tRNA synthetase 100 887.4598 2 1772.9050 -0.0007 34.42 K V 0
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12706 VVAVTACPTGVAHTFMAAEAIETEAK 57.021465@C:7 JW2154 ECK2160 fruA fused fructose-specific PTS enzyme IIB'BC components 84 892.1121 3 2673.3145 0.0003 53.72 R K 0

12707 VVDAAVEK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 46 415.7344 2 829.4542 -0.0002 19.26 K A 0

12708 VVDGVVK JW1875 ECK1887 tar methyl-accepting chemotaxis protein II 51 358.2209 2 714.4272 -0.0004 19.67 K T 0

12709 VVDILALGQNIAK JW0762 ECK0768 uvrB excinulease of nucleotide excision repair, DNA damage recognition component 72 677.4089 2 1352.8032 0.0005 56.00 K T 0

12710 VVDLAAK JW0031 ECK0034 carB carbamoyl-phosphate synthase large subunit 35 358.2209 2 714.4272 -0.0004 22.08 R L 0

12711 VVDNVVQTMR 15.994915@M:9 JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 53 588.8057 2 1175.5968 0.0000 23.79 K D 0

12712 VVDQLAHIDLTLAQAVAK JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 84 953.0438 2 1904.0730 0.0000 55.38 R N 0

12713 VVEALEK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 16 394.2316 2 786.4486 -0.0001 22.52 K K 0

12714 VVEALEKK JW3753 ECK3772 rhlB ATP-dependent RNA helicase 50 458.2791 2 914.5436 -0.0001 18.95 K G 0

12715 VVEEAPAPGITPELR JW3224 ECK3243 accC acetyl-CoA carboxylase, biotin carboxylase subunit 23 789.4302 2 1576.8458 -0.0002 39.21 K R 0

12716 VVEGLPVMALNVNNVDVNFFR JW2504 ECK2516 yfhM conserved protein 50 1173.6173 2 2345.2200 -0.0001 70.51 K V 0

12717 VVEPLITLAK JW3256 ECK3281 rplQ 50S ribosomal subunit protein L17 31 541.8449 2 1081.6752 0.0006 45.37 R T 0

12718 VVFCGINPGLSSAGTGFPFAHPANR 57.021465@C:4 JW3040 ECK3058 ygjF G/U mismatch-specific DNA glycosylase 13 858.4287 3 2572.2643 -0.0002 55.66 R F 0

12719 VVFSQLSR JW2688 ECK2713 hycH protein required for maturation of hydrogenase 3 16 312.5155 3 934.5247 0.0011 19.10 K K 0

12720 VVGDHMGMLATVMNGLAMR JW0166 ECK0170 pyrH uridylate kinase 36 668.3283 3 2001.9631 0.0011 62.88 R D 0

12721 VVGGWNGESK JW2049 ECK2058 asmA predicted assembly protein 14 516.7584 2 1031.5022 -0.0013 23.87 R L 0

12722 VVGINNR JW1254 ECK1256 trpC fused indole-3-glycerolphosphate synthetase -!- N-(5-phosphoribosyl)anthranilate isomerase 16 386.2270 2 770.4394 -0.0004 28.70 K D 0

12723 VVGLDMGTGSAFSLLPAQNATGNWIK JW2660 ECK2679 emrA multidrug efflux system 68 1324.1811 2 2646.3476 0.0001 66.92 K V 0

12724 VVGMNYKDDR JW2183 ECK2187 ccmG periplasmic thioredoxin of cytochrome c-type biogenesis 56 598.7899 2 1195.5652 -0.0004 22.94 R Q 0

12725 VVGQLGQVLGPR JW3947 ECK3975 rplA 50S ribosomal subunit protein L1 65 611.8670 2 1221.7194 0.0000 39.78 R G 0

12726 VVHGDELGR JW0023 ECK0026 ribF bifunctional riboflavin kinase -!- FAD synthetase 20 327.8417 3 980.5033 -0.0007 19.01 R T 0

12727 VVIAGRPNAGK JW3684 ECK3699 trmE GTPase 20 361.2209 3 1080.6409 0.0006 19.96 K S 0

12728 VVIGPVK JW3904 ECK3925 ftsN essential cell division protein 38 356.2414 2 710.4682 -0.0009 26.85 R G 0

12729 VVILSAGTGNPFFTTDSAACLR 57.021465@C:20 JW0166 ECK0170 pyrH uridylate kinase 93 1149.0841 2 2296.1536 0.0014 59.13 R G 0

12730 VVINKDTTTIIDGVGEEAAIQGR JW4103 ECK4137 groL Cpn60 chaperonin GroEL, large subunit of GroESL 114 1200.1429 2 2398.2712 0.0008 48.13 R V 0

12731 VVISGLQK JW0452 ECK0457 acrA multidrug efflux system 50 422.2684 2 842.5222 -0.0004 27.32 R V 0

12732 VVKVWPSILQQIAIAK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 34 598.3733 3 1792.0981 0.0007 58.50 R T 0

12733 VVLADINESMLK JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 103 666.3660 2 1330.7174 0.0009 48.67 K M 0

12734 VVLASNGSQVTVSPR JW1633 ECK1637 slyB outer membrane lipoprotein 61 757.4206 2 1512.8266 0.0006 32.07 R - 0

12735 VVLEHNTENTPGLAALDTIR JW2060 ECK2071 mdtB multidrug efflux system, subunit B 58 721.7193 3 2162.1361 0.0029 46.32 R L 0

12736 VVLPEGEEAR JW2447 ECK2458 maeB fused malic enzyme predicted oxidoreductase -!- predicted phosphotransacetylase 25 549.7930 2 1097.5714 -0.0002 27.58 R V 0

12737 VVLTIPAPADANSEEVTEILLTAAR JW4120 ECK4155 yjeP predicted mechanosensitive channel 37 1297.2088 2 2592.4030 0.0020 71.15 R R 0

12738 VVMEKPLGTSLATSQEINDQVGEYFEECQVYR 57.021465@C:28 JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 72 1240.5906 3 3718.7500 0.0004 59.46 R I 0

12739 VVMGEKEGTLITE JW0166 ECK0170 pyrH uridylate kinase 72 703.3659 2 1404.7172 0.0003 36.96 R - 0

12740 VVMMPLEASSLMGSIAGIAELVK 15.994915@M:4 JW0478 ECK0483 ybbK predicted protease, membrane anchored 81 1181.6251 2 2361.2356 -0.0001 79.11 K D 0

12741 VVMMPLEASSLMGSIAGIAELVKDSANKR JW0478 ECK0483 ybbK predicted protease, membrane anchored 59 755.1515 4 3016.5769 0.0011 79.91 K T 0

12742 VVMTADAVK JW3281 ECK3306 rplD 50S ribosomal subunit protein L4 48 467.2572 2 932.4998 -0.0003 25.62 K Q 0

12743 VVMTEELLPAPIPASK JW0587 ECK0588 entB isochorismatase 66 847.9744 2 1693.9342 0.0018 51.49 R A 0

12744 VVMTGPSK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 41 409.7258 2 817.4370 0.0003 19.83 K D 0

12745 VVMTGPSKDNTPMFVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 27 584.2996 3 1749.8770 -0.0025 35.54 K G 0

12746 VVMTNGVFDILHAGHVSYLANAR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 16 621.8261 4 2483.2753 0.0009 56.93 K K 0

12747 VVNDNAPQTAKEPDYLDIPAFLR JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 65 862.7790 3 2585.3152 0.0026 57.74 K K 0

12748 VVNDNAPQTAKEPDYLDIPAFLRK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 77 905.4766 3 2713.4080 0.0005 52.09 K Q 0

12749 VVNGLGK JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 22 343.7132 2 685.4118 -0.0004 19.64 K F 0

12750 VVNIASYQVSPNDVVSIR JW3258 ECK3283 rpsD 30S ribosomal subunit protein S4 93 980.5282 2 1959.0418 -0.0006 51.55 R E 0

12751 VVNIINAMEPEMEKLSDEELKGK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 30 654.8370 4 2615.3189 0.0002 59.82 K T 0

12752 VVNLASR JW2101 ECK2107 metG methionyl-tRNA synthetase 24 379.7296 2 757.4446 0.0001 21.42 K N 0

12753 VVNPELHK JW3279 ECK3304 rplB 50S ribosomal subunit protein L2 55 468.2695 2 934.5244 0.0008 18.91 K G 0

12754 VVNPSDDPIAASQAVVLSQAQAQNSQYTLAR JW1070 ECK1068 flgL flagellar hook-filament junction protein 27 811.1668 4 3240.6381 0.0008 56.44 R T 0

12755 VVNTLGAPIDGK JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 14 592.3380 2 1182.6614 0.0007 31.88 R G 0

12756 VVNTLGAPIDGKGPLDHDGFSAVEAIAPGVIER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 88 1105.5841 3 3313.7305 -0.0003 58.06 R Q 0

12757 VVNVGDVVEVMVLDIDEER JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 117 1065.0438 2 2128.0730 0.0009 79.96 K R 0

12758 VVNVGDVVEVMVLDIDEERR JW0894 ECK0902 rpsA 30S ribosomal subunit protein S1 47 762.3987 3 2284.1743 0.0010 74.42 K R 0

12759 VVPDSFTHGTSQQR JW2460 ECK2471 ypfJ conserved protein 65 779.8840 2 1557.7534 -0.0002 24.70 R Y 0

12760 VVPESADYACIR 57.021465@C:10 JW0889 ECK0897 ycaP conserved inner membrane protein 27 690.3330 2 1378.6514 -0.0036 34.26 K C 0

12761 VVPLFPIYDGK JW1844 ECK1856 lpxM myristoyl-acyl carrier protein (ACP)-dependent acyltransferase 25 624.3554 2 1246.6962 0.0001 54.16 R T 0

12762 VVRPYIR JW1721 ECK1730 katE hydroperoxidase HPII(III) (catalase) 22 451.7820 2 901.5494 -0.0003 20.12 K E 0

12763 VVSDYLAK JW1268 ECK1271 acnA aconitate hydratase 1 25 447.7502 2 893.4858 0.0001 29.23 K A 0

12764 VVSEITESNGSSSMASVCGASLALMDAGVPIK 57.021465@C:18 JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 42 1056.5148 3 3166.5226 0.0031 63.05 R A 0

12765 VVSGGTDNHLFLVDLVDKNLTGK JW2535 ECK2548 glyA serine hydroxymethyltransferase 14 611.0815 4 2440.2969 0.0008 60.33 K E 0

12766 VVSLPSTDIFDAQDEEYR JW2449 ECK2460 tktB transketolase 2, thiamin-binding 14 1042.4948 2 2082.9750 0.0005 54.53 R E 0

12767 VVSLPSTDIFDAQDEEYRESVLPSNVAAR JW2449 ECK2460 tktB transketolase 2, thiamin-binding 94 1069.8655 3 3206.5747 0.0016 57.35 R V 0

12768 VVSMPSTDAFDKQDAAYR JW5478 ECK2930 tktA transketolase 1, thiamin-binding 34 667.6500 3 1999.9282 -0.0027 39.16 R E 0

12769 VVSMVEFEK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 47 534.2760 2 1066.5374 0.0005 38.91 R A 0

12770 VVSVETAQAAR JW0944 ECK0952 yccF conserved inner membrane protein 102 565.8110 2 1129.6074 -0.0017 23.84 R E 0

12771 VVTFRPGQK JW1702 ECK1710 ihfA integration host factor (IHF), DNA-binding protein, alpha subunit 24 516.3034 2 1030.5922 -0.0002 19.93 R L 0

12772 VVVDIEDVNLNSVLK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 96 828.4644 2 1654.9142 0.0001 60.37 R G 0

12773 VVVETPVGLNER JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 48 656.3668 2 1310.7190 -0.0003 36.76 R Q 0

12774 VVVGLLLGEVIR JW0426 ECK0430 tig peptidyl-prolyl cis/trans isomerase (trigger factor) 72 633.9111 2 1265.8076 0.0005 62.44 R T 0

12775 VVVGQEPACVK 57.021465@C:9 JW3864 ECK3886 fdoH formate dehydrogenase-O, Fe-S subunit 69 593.3181 2 1184.6216 -0.0007 25.65 R T 0

12776 VVVPAAIAPEINDK JW0372 ECK0376 ddlA D-alanine-D-alanine ligase A 19 718.4115 2 1434.8084 0.0002 44.62 K I 0

12777 VVVPAQGK JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 29 399.2476 2 796.4806 0.0000 20.22 K K 0

12778 VVVTNENVLGK JW3662 ECK3677 yidE predicted transporter 68 586.3379 2 1170.6612 0.0004 31.36 R R 0

12779 VVVVDVEDAR JW5316 ECK1945 fliO flagellar biosynthesis protein 43 550.8012 2 1099.5878 0.0004 33.75 R L 0

12780 VVVYDMPGTTR JW5403 ECK2507 der predicted GTP-binding protein 56 619.3151 2 1236.6156 -0.0017 35.65 R D 0

12781 VVWRPGKPAAEGVNVK JW4122 ECK4157 rsgA ribosome small subunit-dependent GTPase A 38 569.6612 3 1705.9618 -0.0009 29.83 R G 0

12782 VVYDFVNVIQGDATLNQALIK JW1164 ECK1163 minD membrane ATPase of the MinC-MinD-MinE system 104 1160.6313 2 2319.2480 0.0006 66.63 R D 0

12783 VVYDISGKPPATIEWE JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 68 902.4614 2 1802.9082 -0.0009 51.72 R - 0

12784 VVYGGYDTK JW1200 ECK1197 lolB chaperone for lipoproteins 65 501.2505 2 1000.4864 -0.0001 24.54 K T 0

12785 VVYMENGHIVEQGDASCFTEPQTEAFKNYLSH 57.021465@C:17 JW0848 ECK0855 artP arginine transporter subunit -!- ATP-binding component of ABC superfamily 14 925.9226 4 3699.6613 0.0004 52.47 R - 0

12786 VVYMHSER JW3679 ECK3694 dnaA chromosomal replication initiator protein DnaA, DNA-binding transcriptional dual regulator 18 340.8358 3 1019.4856 -0.0001 19.06 K F 0

12787 VVYRPDINQGNYLTANDVSK JW2598 ECK2613 smpA small membrane lipoprotein 95 1133.5767 2 2265.1388 -0.0001 39.85 R I 0

12788 VWADNTDFVK JW2660 ECK2679 emrA multidrug efflux system 53 597.7930 2 1193.5714 -0.0003 38.74 K E 0

12789 VWADNTDFVKEGDVLVTLDPTDAR JW2660 ECK2679 emrA multidrug efflux system 40 892.7769 3 2675.3089 0.0009 60.24 K Q 0

12790 VWDSVLSEEAVLAFEYGYATAEPR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 90 1351.6529 2 2701.2912 0.0001 75.89 R T 0

12791 VWEEEIKPLWEK JW2183 ECK2187 ccmG periplasmic thioredoxin of cytochrome c-type biogenesis 43 793.4163 2 1584.8180 -0.0007 49.79 R Y 0

12792 VWFGDKSEVNLGAGEAGSVTIPR JW0823 ECK0829 dacC D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a) 133 1195.1112 2 2388.2078 0.0005 50.77 R G 0

12793 VWHAPDNFR JW5745 ECK4202 ytfB predicted cell envelope opacity-associated protein 39 381.1895 3 1140.5467 0.0001 31.11 K F 0

12794 VWIFKGEILGGMAAVEQPEKPAAQPK JW3276 ECK3301 rpsC 30S ribosomal subunit protein S3 55 699.3795 4 2793.4889 0.0003 53.08 K K 0

12795 VWLANPER JW2970 ECK2995 yghZ aldo-keto reductase 49 492.7665 2 983.5184 -0.0003 33.76 M Y 0

12796 VWLGENVTVLPGTIIGNGVVVGANSVVR JW2018 ECK2027 wbbJ predicted acyl transferase 66 1410.2927 2 2818.5708 0.0002 67.99 R G 0

12797 VWLQADDIDLKPWLGK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 32 633.0123 3 1896.0151 0.0006 60.31 R W 0

12798 VWPSILQQIAIAK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 95 733.9404 2 1465.8662 0.0005 61.78 K T 0

12799 VWQLPAAVYGR JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 32 630.3490 2 1258.6834 0.0012 50.01 K M 0

12800 VWSNSGDLQNVYWDVLER JW2891 ECK2920 mscS mechanosensitive channel 79 1090.5242 2 2179.0338 0.0005 62.78 R I 0

12801 VWTFHLR JW1235 ECK1237 oppA oligopeptide transporter subunit -!- periplasmic-binding component of ABC superfamily 49 479.7663 2 957.5180 -0.0004 41.55 K K 0

12802 VWTGGGDEAALAR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 63 651.8249 2 1301.6352 -0.0012 32.86 R G 0

12803 VWTNCYHAYPAHAAFGGYK 57.021465@C:5 JW3561 ECK3577 aldB aldehyde dehydrogenase B 79 1107.0045 2 2211.9944 -0.0005 37.90 R Q 0

12804 VWVLDFK JW1264 ECK1266 sohB predicted inner membrane peptidase 44 453.7576 2 905.5006 -0.0004 53.54 R G 0

12805 VWVVEGSK JW2587 ECK2603 rplS 50S ribosomal subunit protein L19 32 452.2506 2 902.4866 0.0005 29.50 K K 0

12806 VYAADQLFATLDPTLR JW4131 ECK4169 hflX predicted GTPase 109 897.4764 2 1792.9382 0.0024 64.93 R R 0

12807 VYAADQLFATLDPTLRR JW4131 ECK4169 hflX predicted GTPase 22 650.6867 3 1949.0383 0.0012 58.96 R I 0

12808 VYAAQSTHLPLK JW3262 ECK3287 secY preprotein translocase membrane subunit 64 664.3714 2 1326.7282 -0.0014 28.86 R V 0

12809 VYAGNEHNHAAQQPQVLDI JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 56 1052.5122 2 2103.0098 -0.0035 36.21 K - 0

12810 VYDALEVQNGNER JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 101 753.8626 2 1505.7106 -0.0004 31.86 R L 0

12811 VYDGESLKDTDPK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 39 733.8537 2 1465.6928 -0.0007 23.98 R A 0

12812 VYDYAINPNK JW1823 ECK1833 yebT conserved protein 39 598.8019 2 1195.5892 0.0019 30.19 K Q 0

12813 VYEDEHPNDDSSRR JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 15 859.8720 2 1717.7294 0.0003 17.34 K W 0

12814 VYGEDPHGLSPR JW4312 ECK4339 hsdM DNA methylase M 28 442.8862 3 1325.6368 0.0003 25.60 R T 0

12815 VYGGEADAADKAEAANKK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 63 603.2985 3 1806.8737 -0.0011 21.04 R E 0

12816 VYGYNNIPDEPVQASLIMGTHR JW1703 ECK1711 pheT phenylalanine tRNA synthetase, beta subunit 65 825.4083 3 2473.2031 -0.0029 51.12 R E 0

12817 VYIDVINTGTPIPQEER JW5407 ECK2553 yfhK predicted sensory kinase in two-component system 20 972.5079 2 1943.0012 0.0013 47.90 R A 0

12818 VYLAEEGGR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 59 497.2529 2 992.4912 -0.0015 25.58 R K 0

12819 VYLGEDFRL JW3168 ECK3190 yhbG predicted transporter subunit -!- ATP-binding component of ABC superfamily 50 556.2928 2 1110.5710 0.0001 51.96 R - 0

12820 VYLNDELMGVLPVTK JW3500 ECK3517 bcsB regulator of cellulose synthase, cyclic di-GMP binding 23 845.9581 2 1689.9016 0.0006 58.82 K E 0

12821 VYLPVIR JW0831 ECK0838 ybjL predicted transporter 20 430.2738 2 858.5330 0.0004 41.14 K A 0

12822 VYLVIEK JW2905 ECK2933 speA biosynthetic arginine decarboxylase, PLP-binding 24 432.2654 2 862.5162 -0.0002 37.06 K M 0

12823 VYQLAETKTGKSLPR JW0369 ECK0373 yaiW predicted DNA-binding transcriptional regulator 13 564.3210 3 1689.9412 -0.0002 62.66 K E 0

12824 VYQLLAELITSDVR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 44 810.4546 2 1618.8946 0.0017 66.86 K L 0

12825 VYRPSAWAAHGMDIEGQDYR JW2773 ECK2797 fucI L-fucose isomerase 63 774.6954 3 2321.0644 -0.0003 40.18 K A 0

12826 VYSGLMDMMTDNEVEAVIGHEMGHVALGHVK JW2903 ECK2931 yggG predicted peptidase 99 1123.8632 3 3368.5678 0.0015 65.63 R K 0

12827 VYSGVVNSGDTVLNSVK JW3302 ECK3327 fusA protein chain elongation factor EF-G 75 869.4555 2 1736.8964 0.0019 43.16 R A 0

12828 VYSYTEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 35 445.2187 2 888.4228 0.0000 21.25 M K 0

12829 VYTDVSYLACAK 57.021465@C:10 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 86 695.3394 2 1388.6642 -0.0004 40.55 K K 0

12830 VYTSPSTPVQGK JW5378 ECK2308 dedD conserved protein 15 632.3322 2 1262.6498 -0.0009 23.17 R I 0

12831 VYVEGAWNR JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 38 547.2744 2 1092.5342 -0.0010 33.29 K V 0

12832 VYVMSEAK JW0451 ECK0456 acrB multidrug efflux system protein 15 463.7358 2 925.4570 -0.0008 24.57 K Y 0

12833 VYVQAGTPFR JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 42 569.3060 2 1136.5974 -0.0004 34.93 K M 0

12834 VYYDLLEQR JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 57 599.8090 2 1197.6034 0.0004 43.91 K R 0

12835 VYYHHTGHIGGIK JW3200 ECK3220 rplM 50S ribosomal subunit protein L13 69 741.3858 2 1480.7570 -0.0005 21.37 K Q 0

12836 WADLVILAPATADLIAR JW5642 ECK3629 dfp fused 4'-phosphopantothenoylcysteine decarboxylase -!- phosphopantothenoylcysteine synthetase, FMN-binding 53 905.0179 2 1808.0212 0.0017 69.01 K V 0
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12837 WAESCLEFQVAQEIGR 57.021465@C:5 JW5878 ECK2532 csiE stationary phase inducible protein 93 961.9573 2 1921.9000 0.0009 57.04 R H 0

12838 WAGVPFYLR JW1841 ECK1853 zwf glucose-6-phosphate dehydrogenase 37 554.8006 2 1107.5866 0.0001 53.49 R T 0

12839 WAIAVGDQR JW2501 ECK2513 yfgB predicted enzyme 26 508.2695 2 1014.5244 -0.0003 37.12 K V 0

12840 WANDPFPIVALDR JW0078 ECK0081 fruR DNA-binding transcriptional dual regulator 44 757.3932 2 1512.7718 -0.0006 59.93 R A 0

12841 WAPLVVGR JW2875 ECK2902 ubiH 2-octaprenyl-6-methoxyphenol hydroxylase, FAD/NAD(P)-binding 19 449.2688 2 896.5230 -0.0001 41.81 R N 0

12842 WAPLWVIDFPMFEDDGEGGLTAMHHPFTSPK JW1855 ECK1867 aspS aspartyl-tRNA synthetase 24 882.9160 4 3527.6349 0.0031 75.67 K D 0

12843 WCHGNLMNFR 57.021465@C:2 JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 22 445.5340 3 1333.5802 -0.0007 39.21 R L 0

12844 WCYKPFEDLIQPAR 57.021465@C:2 JW3513 ECK3531 dppA dipeptide transporter -!- periplasmic-binding component of ABC superfamily 41 608.3030 3 1821.8872 0.0000 53.64 K A 0

12845 WDAAQSLLATYIK JW0915 ECK0923 pepN aminopeptidase N 17 740.3957 2 1478.7768 0.0000 61.51 R L 0

12846 WDASAGSDWQPK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 50 674.3011 2 1346.5876 -0.0014 36.99 R N 0

12847 WDDWFADPIDLADAR JW1870 ECK1882 cheZ chemotaxis regulator 67 903.4107 2 1804.8068 0.0011 69.44 R E 0

12848 WDEGQLLNTLK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 74 658.8461 2 1315.6776 0.0005 53.10 K I 0

12849 WDEKWGYDYTGNADNNANFGK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 54 822.3526 3 2464.0360 0.0004 44.87 K A 0

12850 WDEVGVDVVAEATGLFLTDETARK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 63 874.4416 3 2620.3030 0.0008 76.14 K H 0

12851 WDFAPLQSLELEAGYSR JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 99 991.4869 2 1980.9592 0.0011 68.18 R Q 0

12852 WDLGDIIGAR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 74 558.2959 2 1114.5772 0.0001 61.84 K G 0

12853 WDLGDILGAK JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 64 544.2930 2 1086.5714 0.0005 62.91 K G 0

12854 WDRDELPDVIDALANEMQR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 60 1143.5443 2 2285.0740 -0.0006 71.86 R Q 0

12855 WDWQPEPVNEALNAR JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 46 912.9366 2 1823.8586 -0.0004 53.04 R V 0

12856 WDYGTSELK JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 44 549.7586 2 1097.5026 -0.0003 36.83 R Y 0

12857 WDYNTPIEETLEALNDVVK JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 60 750.3710 3 2248.0912 0.0013 80.21 R A 0

12858 WEEIACR 57.021465@C:6 JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 31 482.2215 2 962.4284 0.0004 28.97 R A 0

12859 WEGGMVR JW3630 ECK3645 yicH conserved protein 25 417.6998 2 833.3850 -0.0004 26.87 R T 0

12860 WEGITRPYSAEDVVK JW3975 ECK4007 aceA isocitrate lyase 65 875.4440 2 1748.8734 0.0001 40.16 R L 0

12861 WEHNQDAMAVEK JW2448 ECK2459 talA transaldolase A 13 486.5536 3 1456.6390 -0.0015 24.37 R L 0

12862 WEIPHQEIQNATK JW0861 ECK0868 ybjX conserved protein 15 531.9385 3 1592.7937 -0.0010 37.48 K A 0

12863 WEQYGPELLR JW0190 ECK0194 proS prolyl-tRNA synthetase 44 645.8277 2 1289.6408 0.0005 45.64 R F 0

12864 WEYGSPR JW0451 ECK0456 acrB multidrug efflux system protein 19 447.7085 2 893.4024 -0.0007 26.65 R L 0

12865 WEYGSPRLER JW0451 ECK0456 acrB multidrug efflux system protein 16 431.5507 3 1291.6303 -0.0006 32.91 R Y 0

12866 WFDSQALMLR JW3140 ECK3161 argG argininosuccinate synthetase 48 633.8186 2 1265.6226 -0.0001 54.27 R D 0

12867 WFFSVPQSDAHLVLAQTAGGLSCFFVPR 57.021465@C:23 JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 33 1046.5278 3 3136.5616 0.0024 75.54 K F 0

12868 WFSWVSFNGTNIDDSNQQAFAR JW2176 ECK2182 yejM predicted hydrolase, inner membrane 125 1295.5907 2 2589.1668 -0.0005 64.62 R K 0

12869 WGAMNVEVK JW1861 ECK1873 torZ trimethylamine N-oxide reductase system III, catalytic subunit 13 517.2605 2 1032.5064 0.0002 40.35 R D 0

12870 WGASDVHFVRPVHTVTLLLGDK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 47 816.4453 3 2446.3141 0.0020 51.67 R V 0

12871 WGIHSTYSDNLLMLTLGR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 20 693.0235 3 2076.0487 0.0024 62.40 K G 0

12872 WGVWSGSANLNAAAATFNR JW3630 ECK3645 yicH conserved protein 108 996.9876 2 1991.9606 0.0005 56.54 K V 0

12873 WGYDYTGNADNNANFGK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 75 953.9039 2 1905.7932 0.0014 41.29 K A 0

12874 WGYGDGLGGK JW0172 ECK0176 yaeT conserved protein 47 505.2393 2 1008.4640 -0.0024 35.33 R E 0

12875 WHLTQQVIMPPQPIDPWFYGGR JW1795 ECK1804 yeaY predicted lipoprotein 50 889.4488 3 2665.3246 -0.0017 63.36 R G 0

12876 WHVWPQLSILSGR JW2049 ECK2058 asmA predicted assembly protein 17 789.9304 2 1577.8462 -0.0004 57.76 R M 0

12877 WHYDPELK JW0120 ECK0123 gcd glucose dehydrogenase 34 544.2631 2 1086.5116 -0.0017 33.09 K T 0

12878 WHYDPELKTNESFQHVTCR 57.021465@C:18 JW0120 ECK0123 gcd glucose dehydrogenase 33 612.5359 4 2446.1145 0.0023 37.00 K G 0

12879 WIDNGVQVSK JW2115 ECK2119 mlrA DNA-binding transcriptional regulator 60 573.3008 2 1144.5870 -0.0007 31.31 R V 0

12880 WIFGAPPAGEITVDEGATAAILER JW0232 ECK0243 proB gamma-glutamate kinase 35 1242.6416 2 2483.2686 -0.0010 66.88 R G 0

12881 WIGELWQNYLNTVAANR JW1755 ECK1764 sppA protease IV (signal peptide peptidase) 94 1024.5219 2 2047.0292 0.0018 70.56 R Q 0

12882 WIGEVYPTSHFLTIAR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 14 630.6684 3 1888.9834 -0.0004 53.44 R G 0

12883 WIGNPYKK JW3927 ECK3946 yijP conserved inner membrane protein 16 503.2795 2 1004.5444 0.0002 27.60 R N 0

12884 WILDHVEGSR JW3897 ECK3918 glpK glycerol kinase 49 606.3119 2 1210.6092 -0.0002 39.51 K E 0

12885 WIVEAAR JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 22 422.7373 2 843.4600 -0.0003 32.48 R K 0

12886 WIVEAARK JW3303 ECK3328 rpsG 30S ribosomal subunit protein S7 37 486.7848 2 971.5550 -0.0001 26.10 R R 0

12887 WKEGEATLAPSLDLVGKI JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 43 964.0301 2 1926.0456 -0.0006 54.97 K - 0

12888 WKGTLSNTR JW4180 ECK4217 ytfN conserved protein 41 531.7883 2 1061.5620 0.0002 21.79 R F 0

12889 WLAAIHAEPMK JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 68 633.8370 2 1265.6594 0.0005 37.72 R L 0

12890 WLAQGTIYPDVIESAASATGK JW2491 ECK2503 guaA GMP synthetase (glutamine aminotransferase) 117 1089.5581 2 2177.1016 0.0013 58.77 K A 0

12891 WLASGPR JW1603 ECK1606 fumC fumarate hydratase (fumarase C),aerobic Class II 33 393.7165 2 785.4184 0.0000 27.29 R C 0

12892 WLAVANPSLSAVLDEHLGR JW3391 ECK3414 glgP glycogen phosphorylase 42 683.3692 3 2047.0858 0.0006 58.85 R N 0

12893 WLEENQLEDGHECLLR 57.021465@C:13 JW5416 ECK2612 recN recombination and repair protein 25 680.9864 3 2039.9374 0.0002 46.36 R R 0

12894 WLELGLTDEEKQNQLEQLAEQYDELKHEFEK JW3950 ECK3978 rpoB RNA polymerase, beta subunit 89 1278.2900 3 3831.8482 0.0002 66.83 R K 0

12895 WLFELNAK JW5437 ECK2736 rpoS RNA polymerase, sigma S (sigma 38) factor 37 510.7791 2 1019.5436 -0.0003 53.52 K Q 0

12896 WLGDSSLQPLVNLVQHHETSYR JW4340 ECK4369 yjjU predicted esterase 53 860.4385 3 2578.2937 0.0007 60.12 R D 0

12897 WLGGMLTNWK JW0164 ECK0168 rpsB 30S ribosomal subunit protein S2 62 603.3107 2 1204.6068 0.0005 56.43 R T 0

12898 WLGTADR JW0088 ECK0091 murG N-acetylglucosaminyl transferase 18 409.7114 2 817.4082 0.0000 26.91 R M 0

12899 WLGTADRMEADLVPK JW0088 ECK0091 murG N-acetylglucosaminyl transferase 25 567.9597 3 1700.8573 0.0017 47.34 R H 0

12900 WLIDALQR JW3512 ECK3530 dppB dipeptide transporter-!- membrane component of ABC superfamily 38 507.7901 2 1013.5656 -0.0001 51.95 R R 0

12901 WLILTIPNGYEAGEIVASAR JW0467 ECK0472 ybaL predicted transporter with NAD(P)-binding Rossmann-fold domain 81 1087.0855 2 2172.1564 -0.0015 67.28 K A 0

12902 WLLTQPEILMLDEPTR JW2136 ECK2142 mglA fused methyl-galactoside transporter subunitsl -!- ATP-binding components of ABC superfamily 68 978.0179 2 1954.0212 -0.0022 66.34 R G 0

12903 WLPLPGGLR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 19 504.8031 2 1007.5916 0.0001 51.69 R G 0

12904 WLSTQESNALFLAAR JW2504 ECK2516 yfhM conserved protein 91 853.9466 2 1705.8786 -0.0001 54.04 R T 0

12905 WLTGQPGER JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 26 522.2666 2 1042.5186 -0.0009 28.94 K I 0

12906 WLVNTVATQAR JW1818 ECK1828 htpX predicted endopeptidase 78 629.8487 2 1257.6828 -0.0001 40.41 R Q 0

12907 WLVTEGLK JW0452 ECK0457 acrA multidrug efflux system 25 473.2751 2 944.5356 0.0026 43.02 K A 0

12908 WLWDDIAPMPELR JW0933 ECK0941 pqiA paraquat-inducible membrane protein A 27 821.4083 2 1640.8020 -0.0001 71.02 R Q 0

12909 WMIAEGYGDRR JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 18 451.8835 3 1352.6287 -0.0009 37.08 K T 0

12910 WMIEELR JW5905 ECK1406 hrpA ATP-dependent helicase 38 488.7496 2 975.4846 -0.0001 46.87 R V 0

12911 WMVQCGSFR 57.021465@C:5 JW3904 ECK3925 ftsN essential cell division protein 36 585.7628 2 1169.5110 0.0000 40.31 R G 0

12912 WNAIMTVLR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 53 552.3053 2 1102.5960 0.0003 52.27 R A 0

12913 WNAQTVAAR JW5701 ECK3346 yhfK conserved inner membrane protein 22 508.7674 2 1015.5202 0.0004 26.42 R L 0

12914 WNDQHMVDAEGNTFSVPPER JW0091 ECK0094 ftsQ membrane anchored protein involved in growth of wall at septum 13 583.0127 4 2328.0217 -0.0013 23.99 R T 0

12915 WNGVTVTPK JW2992 ECK3015 ygiW conserved protein 24 501.2744 2 1000.5342 0.0001 30.24 R D 0

12916 WNMLHPLETPR JW0110 ECK0113 aceE pyruvate dehydrogenase, decarboxylase component E1, thiamin-binding 62 697.3553 2 1392.6960 -0.0011 45.52 R V 0

12917 WNMLLSLR JW3071 ECK3091 yqjK conserved protein 53 516.7867 2 1031.5588 0.0002 54.66 R S 0

12918 WNTGQSEEAWQGAK JW4355 ECK4384 slt lytic murein transglycosylase, soluble 60 796.3600 2 1590.7054 -0.0009 34.00 K E 0

12919 WQALPMLEQPVAAGEMSPVINPAEPK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 77 935.1439 3 2802.4099 0.0016 62.74 K D 0

12920 WQGDNLTLININVYSKPPVNIR JW3965 ECK3993 yjaH conserved protein 28 852.1312 3 2553.3718 0.0013 57.29 R A 0

12921 WQHINTWLER JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 43 461.5701 3 1381.6885 -0.0006 42.23 K D 0

12922 WQIANGIQHVR JW0328 ECK0334 codA cytosine deaminase 35 441.2417 3 1320.7033 -0.0019 36.25 K T 0

12923 WQQSPFLLTASKPVPEEEESEKKE JW4350 ECK4379 ytjB conserved protein 28 704.8551 4 2815.3913 -0.0003 42.70 R - 0

12924 WQSTSVNDVLR JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 37 652.8332 2 1303.6518 -0.0003 38.72 R R 0

12925 WQVLDKR JW0790 ECK0794 fiu predicted iron outer membrane transporter 32 472.7693 2 943.5240 0.0001 27.11 K L 0

12926 WRPEYGYFAK JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 21 439.5521 3 1315.6345 -0.0004 38.96 R Q 0

12927 WSDGLHQAVEAK JW0096 ECK0099 secA preprotein translocase subunit, ATPase that targets protein precursors to the SecYE core translocon 60 670.8333 2 1339.6520 -0.0001 28.02 R E 0

12928 WSDIKLPDFLSFFGGK JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 75 619.6572 3 1855.9498 -0.0010 75.63 R R 0

12929 WSDIKLPDFLSFFGGKR JW0665 ECK0667 nagE fused N-acetyl glucosamine specific PTS enzyme IICBA components 30 671.6925 3 2012.0557 0.0037 70.89 R F 0

12930 WSDQQLTFLMR JW0915 ECK0923 pepN aminopeptidase N 73 712.8531 2 1423.6916 -0.0001 55.52 K H 0

12931 WSGTVTVDTTIQEHR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 29 577.2890 3 1728.8452 0.0022 36.57 K D 0

12932 WSIVGAYYYDTNANK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 88 882.9150 2 1763.8154 -0.0001 52.29 R Q 0

12933 WSLDHFTQGEITNTTMLFYPGVMISR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 26 1015.4935 3 3043.4587 0.0015 70.48 R T 0

12934 WSNAQLGDEVKIEYK JW5794 ECK4349 mdoB phosphoglycerol transferase I 14 593.9687 3 1778.8843 0.0004 41.24 R H 0

12935 WSTFFAEQR JW1714 ECK1723 yniA predicted phosphotransferase/kinase 57 586.2800 2 1170.5454 -0.0004 45.91 R I 0

12936 WTDDDLYGIIR JW0024 ECK0027 ileS isoleucyl-tRNA synthetase 67 683.8355 2 1365.6564 -0.0001 54.11 R A 0

12937 WTEVIGMEHIR JW1041 ECK1039 lpxL lauryl-acyl carrier protein (ACP)-dependent acyltransferase 78 685.8479 2 1369.6812 0.0000 41.46 R D 0

12938 WTGIPVSR JW2573 ECK2590 clpB protein disaggregation chaperone 27 458.2559 2 914.4972 -0.0001 34.47 R M 0

12939 WTGMCGELAGDER 57.021465@C:5 JW2409 ECK2411 ptsI PEP-protein phosphotransferase of PTS system (enzyme I) 103 741.3107 2 1480.6068 -0.0007 38.22 K A 0

12940 WTHVNIPLVVSR JW1808 ECK1817 manZ mannose-specific enzyme IID component of PTS 28 474.2737 3 1419.7993 0.0006 46.64 K I 0

12941 WTLEGIETR JW2343 ECK2340 vacJ predicted lipoprotein 49 552.7881 2 1103.5616 0.0005 44.53 K A 0

12942 WTPIMSTVMEIGYDNVESQR JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 113 1178.5516 2 2355.0886 0.0011 66.84 K T 0

12943 WTSTAIITQPDVGQIAGYNNAMNVIYGQAAPK JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 34 1131.5702 3 3391.6888 0.0017 63.19 K V 0

12944 WTVNLDMPSLSLR JW2496 ECK2508 yfgL protein assembly complex, lipoprotein component 77 766.4007 2 1530.7868 0.0005 60.80 K G 0

12945 WTWPAGENDGSVALLK JW4121 ECK4156 psd phosphatidylserine decarboxylase 77 872.4391 2 1742.8636 0.0009 55.22 R G 0

12946 WVDPSFDQSK JW1427 ECK1424 ydcL predicted lipoprotein 39 604.7815 2 1207.5484 -0.0025 36.46 R Y 0

12947 WVLASDFPFTR JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 38 669.8460 2 1337.6774 0.0007 60.20 K E 0

12948 WVNALVSELNDKEQHGSQWK JW5625 ECK3691 gyrB DNA gyrase, subunit B 28 592.7969 4 2367.1585 -0.0023 47.24 R F 0

12949 WVTFTAR JW0938 ECK0946 ycbZ predicted peptidase 27 440.7375 2 879.4604 0.0001 38.43 R H 0

12950 WWTVGIRPMYK JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 49 718.8791 2 1435.7436 0.0001 48.62 K W 0

12951 WYDLEEALADVVR JW2301 ECK2298 yfcH conserved protein with NAD(P)-binding Rossmann-fold domain 103 789.8943 2 1577.7740 0.0015 70.81 R - 0

12952 WYEDGTLNLAANCLDR 57.021465@C:13 JW4030 ECK4062 acs bifunctional acetyl-CoA synthetase -!- propionyl-CoA synthetase 74 955.9407 2 1909.8668 0.0040 52.19 K H 0

12953 WYGPNDPVSLADVR JW4285 ECK4313 uxuA mannonate hydrolase 42 794.8914 2 1587.7682 0.0001 49.34 R Q 0

12954 WYHEGLDAFEHTCPTGR 57.021465@C:13 JW0058 ECK0060 hepA RNA polymerase-associated helicase protein (ATPase and RNA polymerase recycling factor) 83 1038.4552 2 2074.8958 0.0003 41.28 R T 0

12955 WYPEFFR JW2276 ECK2275 nuoI NADH:ubiquinone oxidoreductase, chain I 29 522.7506 2 1043.4866 0.0002 53.38 R I 0

12956 WYQQLTERPAVR JW0822 ECK0828 yliJ predicted glutathione S-transferase 19 516.2756 3 1545.8050 -0.0001 34.04 R K 0

12957 WYVVQAFSGFEGR JW3945 ECK3973 nusG transcription termination factor 83 773.3779 2 1544.7412 0.0001 59.93 R V 0

12958 YAALQQSSLFRGMR JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 14 814.4239 2 1626.8332 0.0032 61.20 R Y 0

12959 YADAPAMHVAHR JW1838 ECK1850 purT phosphoribosylglycinamide formyltransferase 2 25 335.4146 4 1337.6293 -0.0005 23.23 R S 0

12960 YADEVVR JW3267 ECK3292 rplF 50S ribosomal subunit protein L6 47 426.2163 2 850.4180 -0.0004 21.73 R T 0

12961 YADGISVVR JW3770 ECK3787 rffM UDP-N-acetyl-D-mannosaminuronic acid transferase 79 490.2637 2 978.5128 -0.0006 30.57 K S 0

12962 YADMLAMSAK 15.994915@M:4 JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 61 558.7567 2 1115.4988 -0.0003 29.04 K K 0

12963 YADMLAMSAKK JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 66 614.8064 2 1227.5982 -0.0009 31.23 K D 0

12964 YADVGSFDYGR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 52 625.2776 2 1248.5406 -0.0004 38.32 K N 0

12965 YAEGYPGKR JW2535 ECK2548 glyA serine hydroxymethyltransferase 45 520.7615 2 1039.5084 -0.0002 18.99 K Y 0

12966 YAELSVAGGPFATLLAHR JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 36 625.0041 3 1871.9905 0.0012 58.76 R Q 0

12967 YAELSVAGGPFATLLAHRQEEI JW0870 ECK0878 cydD fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 37 791.4136 3 2371.2190 0.0017 60.04 R - 0
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12968 YAFATLVR JW1072 ECK1071 rluC 23S rRNA pseudouridylate synthase 52 470.7662 2 939.5178 0.0001 42.34 R C 0

12969 YAFHGALQDLK JW3427 ECK3446 ftsX predicted transporter subunit -!- membrane component of ABC superfamily 54 631.8296 2 1261.6446 -0.0009 36.77 R S 0

12970 YAGHDFFVK JW1714 ECK1723 yniA predicted phosphotransferase/kinase 29 542.2660 2 1082.5174 -0.0010 33.83 R C 0

12971 YAGQDIVSNASCTTNCLAPLAK 57.021465@C:12,57.021465@C:16 JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 97 1177.5601 2 2353.1056 0.0014 47.93 K V 0

12972 YAGQDKVNPGSIILSAEMMLR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 41 765.0613 3 2292.1621 0.0015 67.27 K H 0

12973 YAGRPASASPAVGYMSVHQK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 68 1039.0170 2 2076.0194 -0.0016 29.29 R Q 0

12974 YAGVGDIIK JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 29 468.2641 2 934.5136 0.0012 37.81 R I 0

12975 YAGVGDIIKITIKEAIPR JW3272 ECK3297 rplN 50S ribosomal subunit protein L14 37 653.0538 3 1956.1396 -0.0012 60.83 R G 0

12976 YAHEKPKLTR JW3025 ECK3043 glnE fused deadenylyltransferase -!- adenylyltransferase for glutamine synthetase 18 414.9040 3 1241.6902 0.0022 31.46 R W 0

12977 YAHIGTGNFNEK JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 26 450.8858 3 1349.6356 -0.0009 25.93 R T 0

12978 YAHRIPFLVK JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 41 622.3682 2 1242.7218 -0.0019 36.24 R L 0

12979 YAIALNLER JW3712 ECK3727 atpA F1 sector of membrane-bound ATP synthase, alpha subunit 45 531.8002 2 1061.5858 -0.0010 43.40 R D 0

12980 YAIAPAFTWRPDDK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 62 825.9168 2 1649.8190 -0.0011 47.96 R T 0

12981 YAIDAEK JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 22 405.2053 2 808.3960 -0.0007 22.99 R I 0

12982 YAIDAEKIGR JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 21 379.2080 3 1134.6022 -0.0010 29.87 R A 0

12983 YAITFWLLSANPSINR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 84 933.4995 2 1864.9844 0.0009 69.24 R G 0

12984 YAIVANDVR JW0797 ECK0801 dps Fe-binding and storage protein 45 510.7777 2 1019.5408 0.0009 29.80 R K 0

12985 YAIVANDVRK JW0797 ECK0801 dps Fe-binding and storage protein 57 574.8244 2 1147.6342 -0.0006 24.31 R A 0

12986 YALEAWSDALR JW0482 ECK0487 ybbO predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain 65 647.8246 2 1293.6346 -0.0007 53.21 K M 0

12987 YALLEIPSDKVPR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 38 500.9524 3 1499.8354 0.0008 44.75 R F 0

12988 YALLELSLLGQDQDDLAESDQQ JW3132 ECK3151 nlpI conserved protein 82 1232.5905 2 2463.1664 0.0012 71.16 R - 0

12989 YALLVDQLIGQHQVVVK JW1877 ECK1889 cheA fused chemotactic sensory histidine kinase (soluble) in two-component regulatory system with CheB and CheY 37 641.7070 3 1922.0992 0.0003 55.96 R N 0

12990 YAMIGDPTGALTR JW0598 ECK0599 ahpC alkyl hydroperoxide reductase, C22 subunit 65 683.3454 2 1364.6762 0.0005 45.14 K N 0

12991 YAMNFSADAFMR JW0094 ECK0097 lpxC UDP-3-O-acyl N-acetylglucosamine deacetylase 60 712.3105 2 1422.6064 0.0005 53.49 R Q 0

12992 YANNDMQELEAR JW3592 ECK3607 kbl glycine C-acetyltransferase 83 727.3221 2 1452.6296 -0.0007 33.06 R L 0

12993 YAPFEIPSEIYAQWDAK JW5478 ECK2930 tktA transketolase 1, thiamin-binding 38 676.6638 3 2026.9696 0.0019 67.03 K E 0

12994 YAPGDLVGVGCIVDSCK 57.021465@C:11,57.021465@C:16 JW0317 ECK0323 yahK predicted oxidoreductase, Zn-dependent and NAD(P)-binding 53 905.4285 2 1808.8424 -0.0012 50.93 K H 0

12995 YAQVDVIK JW5851 ECK3152 pnp polynucleotide phosphorylase/polyadenylase 32 468.2633 2 934.5120 -0.0004 30.20 R S 0

12996 YASPEYIQATLPK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 51 740.8879 2 1479.7612 0.0003 42.59 R Y 0

12997 YASSILALNATTGK JW0120 ECK0123 gcd glucose dehydrogenase 118 705.3846 2 1408.7546 -0.0015 41.43 R L 0

12998 YAVITAYNGGAGSVLR JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 73 806.4281 2 1610.8416 0.0000 44.38 R V 0

12999 YAVLCGGGANHR 57.021465@C:5 JW0105 ECK0108 nadC quinolinate phosphoribosyltransferase 69 637.8067 2 1273.5988 0.0002 21.21 K L 0

13000 YAVMDDEASAK JW0168 ECK0172 dxr 1-deoxy-D-xylulose 5-phosphate reductoisomerase 57 600.2657 2 1198.5168 -0.0008 26.83 R L 0

13001 YCDSVVCHINGYQGIQAALEK 57.021465@C:2,57.021465@C:7 JW2280 ECK2279 nuoE NADH:ubiquinone oxidoreductase, chain E 78 809.0466 3 2424.1180 -0.0022 48.73 R K 0

13002 YCDYLVALR 57.021465@C:2 JW0147 ECK0150 fhuC iron-hydroxamate transporter subunit -!- ATP-binding component of ABC superfamily 13 586.7920 2 1171.5694 -0.0002 46.12 R G 0

13003 YCHSTVETSLLLSGNR 57.021465@C:2 JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 28 612.9682 3 1835.8828 -0.0010 38.47 R A 0

13004 YCLEFVEISAR 57.021465@C:2 JW1115 ECK1115 phoQ sensory histidine kinase in two-compoent regulatory system with PhoP 72 693.8398 2 1385.6650 0.0001 51.41 K Q 0

13005 YCMVACPYNVPK 57.021465@C:2,57.021465@C:6 JW2964 ECK2990 hybA hydrogenase 2 4Fe-4S ferredoxin-type component 30 751.3358 2 1500.6570 0.0006 39.48 R Y 0

13006 YDANNIYLAANYGETR JW0912 ECK0920 ompF outer membrane porin 1a (Ia;b;F) 52 924.4331 2 1846.8516 0.0032 44.45 K N 0

13007 YDANNIYLAAQYTQTYNATR JW2203 ECK2207 ompC outer membrane porin protein C 110 1177.5563 2 2353.0980 0.0007 49.78 K V 0

13008 YDAVLVAIGR JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 36 538.8089 2 1075.6032 0.0007 45.24 R V 0

13009 YDDLIAIQK JW0863 ECK0870 macB fused macrolide transporter subunits -!- ATP-binding component and membrane component of ABC superfamily 16 539.7927 2 1077.5708 0.0002 51.64 K Q 0

13010 YDDNIGVIILTGAGDK JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 100 832.4309 2 1662.8472 0.0008 57.03 R A 0

13011 YDDNIGVIILTGAGDKAFCSGGDQK 57.021465@C:19 JW2257 ECK2256 menB dihydroxynaphthoic acid synthetase 56 872.0868 3 2613.2386 0.0004 58.48 R V 0

13012 YDEAPSNVAQAVIEAR JW3302 ECK3327 fusA protein chain elongation factor EF-G 134 866.9288 2 1731.8430 0.0003 47.68 K G 0

13013 YDFIGSR JW2075 ECK2084 gatD galactitol-1-phosphate dehydrogenase, Zn-dependent and NAD(P)-binding 22 429.2109 2 856.4072 -0.0007 34.60 K R 0

13014 YDFKGNFDLEGLER JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 66 851.9076 2 1701.8006 0.0008 50.46 R G 0

13015 YDFLAQMAGK JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 69 572.2788 2 1142.5430 0.0001 49.22 R A 0

13016 YDFVIIGGGIIGMSTAMQLIDVYPDAR 15.994915@M:17 JW2635 ECK2654 ygaF predicted enzyme 13 977.8237 3 2930.4493 -0.0067 49.69 M I 0

13017 YDIPVVMDSAR JW3686 ECK3701 tnaA tryptophanase/L-cysteine desulfhydrase, PLP-dependent 61 633.3129 2 1264.6112 -0.0009 45.25 K F 0

13018 YDKDYSSYPYQTVK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 84 878.9059 2 1755.7972 -0.0019 30.79 R M 0

13019 YDKYTDNASETQPLGYASGAYAWQLTDNAK JW1711 ECK1720 ydiY conserved protein 117 1114.5133 3 3340.5181 0.0021 52.10 R F 0

13020 YDRYHLIR JW2569 ECK2583 pssA phosphatidylserine synthase (CDP-diacylglycerol-serine O-phosphatidyltransferase) 31 379.2059 3 1134.5959 0.0025 26.42 R N 0

13021 YDSFDSALR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 39 537.2486 2 1072.4826 0.0002 35.01 K N 0

13022 YDSHLLPGGQK JW5867 ECK4183 aidB isovaleryl CoA dehydrogenase 29 405.5437 3 1213.6093 0.0001 28.07 R R 0

13023 YDSIVWNPITYYPVPKPSTQVGQK JW1427 ECK1424 ydcL predicted lipoprotein 56 927.4814 3 2779.4224 0.0002 56.33 K V 0

13024 YDSSATLDEMK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 65 630.2761 2 1258.5376 -0.0011 31.79 R Q 0

13025 YDSTHGRFDGTVEVK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 34 570.9403 3 1709.7991 -0.0018 26.47 K D 0

13026 YDSTHGRFDGTVEVKDGHLIVNGK JW1768 ECK1777 gapA glyceraldehyde-3-phosphate dehydrogenase A 37 661.8331 4 2643.3033 -0.0010 37.94 K K 0

13027 YDTYNTIITLGK JW0654 ECK0649 lnt apolipoprotein N-acyltransferase 98 701.3671 2 1400.7196 0.0009 48.07 R G 0

13028 YDVVISR JW3662 ECK3677 yidE predicted transporter 50 426.2347 2 850.4548 0.0000 29.12 R L 0

13029 YDWADQESLNR JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 78 698.8100 2 1395.6054 -0.0001 37.43 R V 0

13030 YDYSNPATLFTLSDIGVSAHR JW2504 ECK2516 yfhM conserved protein 86 1164.0689 2 2326.1232 0.0002 61.23 R Y 0

13031 YEDFELGGTFK JW0554 ECK0557 ompT DLP12 prophage; outer membrane protease VII (outer membrane protein 3b) 68 653.3035 2 1304.5924 -0.0001 46.26 R Y 0

13032 YEDIDVLDFR JW5063 ECK0452 ylaC predicted inner membrane protein 16 642.8093 2 1283.6040 0.0006 54.75 R V 0

13033 YEEDNSPLGVIGSFTYTEK JW0799 ECK0803 ompX outer membrane protein 114 1075.0023 2 2147.9900 0.0002 60.67 R S 0

13034 YELHHHVQITDPAIVAAATLSHR JW2573 ECK2590 clpB protein disaggregation chaperone 57 645.5922 4 2578.3397 -0.0009 43.51 R Y 0

13035 YEMLDAIQPQMATMFRG JW0861 ECK0868 ybjX conserved protein 32 1001.4652 2 2000.9158 0.0000 63.90 R - 0

13036 YEPDVSAQGELILNEK JW3619 ECK3634 yicC conserved protein 83 902.9523 2 1803.8900 0.0011 46.30 R L 0

13037 YEQPGVAVK JW4180 ECK4217 ytfN conserved protein 41 495.7662 2 989.5178 -0.0004 24.14 R A 0

13038 YETIDAPQIDDLMAR JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 109 875.9192 2 1749.8238 -0.0005 53.14 K R 0

13039 YETPDEAEADIR JW0324 ECK0330 prpC 2-methylcitrate synthase 63 704.8151 2 1407.6156 0.0002 33.25 R K 0

13040 YETVTAEELLSPMADK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 14 898.9347 2 1795.8548 -0.0001 54.42 R S 0

13041 YEVNNMLLK JW2751 ECK2774 pyrG CTP synthetase 38 562.2950 2 1122.5754 0.0012 39.69 R Q 0

13042 YEYSVAEYYTER JW2577 ECK2593 yfiO predicted lipoprotein 61 786.8461 2 1571.6776 -0.0003 43.32 K G 0

13043 YFAHDIR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 39 461.2326 2 920.4506 0.0002 24.65 K V JW4083

13044 YFAPFEPAQIQALIPLAK JW0851 ECK0858 ybjR predicted amidase and lipoprotein 48 1009.0625 2 2016.1104 0.0020 72.21 K D 0

13045 YFASCIR 57.021465@C:5 JW3561 ECK3577 aldB aldehyde dehydrogenase B 29 458.7208 2 915.4270 -0.0002 29.24 R A 0

13046 YFATGAATPGAANADATFK JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 101 922.9442 2 1843.8738 -0.0003 37.90 R V 0

13047 YFATGAATPGAANADATFKVQYQ JW4277 ECK4305 fimA major type 1 subunit fimbrin (pilin) 108 1182.0691 2 2362.1236 0.0005 46.78 R - 0

13048 YFFGNILWQTR JW5116 ECK0860 ybjT conserved protein with NAD(P)-binding Rossmann-fold domain 39 722.8730 2 1443.7314 0.0015 62.55 R A 0

13049 YFGTDGIR JW3143 ECK3165 glmM phosphoglucosamine mutase 36 464.7295 2 927.4444 -0.0006 32.63 K G 0

13050 YFGTSDMEYGK JW4346 ECK4375 deoB phosphopentomutase 66 649.2741 2 1296.5336 0.0005 37.14 K A 0

13051 YFIEQIAR JW3144 ECK3166 folP 7,8-dihydropteroate synthase 15 520.2819 2 1038.5492 -0.0006 41.07 R C 0

13052 YFIEQPPLTSYDELDRR JW5676 ECK3471 rbbA fused ribosome-associated ATPases 13 714.6882 3 2141.0428 -0.0001 50.17 R M 0

13053 YFKQDAGVGQWIDLMAR JW1241 ECK1243 cls cardiolipin synthase 1 46 666.6689 3 1996.9849 0.0018 58.34 R M 0

13054 YFLATVGK JW4340 ECK4369 yjjU predicted esterase 22 449.7554 2 897.4962 0.0003 36.42 R L 0

13055 YFMAVDYR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 22 532.7468 2 1063.4790 -0.0006 41.57 R F 0

13056 YFMAVDYRF JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 23 606.2818 2 1210.5490 0.0009 54.01 R - 0

13057 YFNELEAENIK JW0664 ECK0666 nagB glucosamine-6-phosphate deaminase 58 685.3354 2 1368.6562 0.0001 39.89 R G 0

13058 YFNLPTILTTSFETGPNGPLVPELK JW0880 ECK0888 ycaC predicted hydrolase 51 1374.7290 2 2747.4434 0.0012 76.29 K A 0

13059 YFNVYGPR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 57 508.2532 2 1014.4918 -0.0005 36.49 R E 0

13060 YFPVYANDGK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 25 587.2821 2 1172.5496 -0.0005 35.67 K L 0

13061 YFREEFEAGIK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 27 463.5655 3 1387.6747 -0.0025 36.93 K Q 0

13062 YFREEFEAGIKQPFSNTHLINGIQPNLLK JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 29 851.7005 4 3402.7729 0.0006 54.82 K E 0

13063 YFTEAGVGFVVPDDSR JW5741 ECK4175 rnr exoribonuclease R, RNase R 66 879.9204 2 1757.8262 0.0002 51.91 R L 0

13064 YFTENGDSPMER JW5808 ECK0142 pcnB poly(A) polymerase I 50 723.3032 2 1444.5918 -0.0010 32.21 R I 0

13065 YFTPALTTIHQPK JW1650 ECK1654 purR DNA-binding transcriptional repressor, hypoxanthine-binding 39 758.9114 2 1515.8082 -0.0003 38.53 R D 0

13066 YFVQQVIRPSSK JW2248 ECK2247 yfbF undecaprenyl phosphate-L-Ara4FN transferase 35 484.6051 3 1450.7935 0.0002 33.90 R E 0

13067 YGADIYDIYGQVIEGQGR JW2504 ECK2516 yfhM conserved protein 109 1008.9870 2 2015.9594 0.0006 59.47 R L 0

13068 YGAHGTSHFYVTQEAAK JW2293 ECK2290 ackA acetate kinase A and propionate kinase 2 50 467.4738 4 1865.8661 -0.0035 26.08 R M 0

13069 YGDIPLPK JW1261 ECK1263 rluB 23S rRNA pseudouridylate synthase 47 451.7526 2 901.4906 -0.0003 37.39 R G 0

13070 YGDMINHR JW1279 ECK1281 rnb ribonuclease II 65 503.2318 2 1004.4490 -0.0007 21.29 K L 0

13071 YGEDENNKQYQR JW2773 ECK2797 fucI L-fucose isomerase 37 515.2311 3 1542.6715 0.0016 17.90 R N 0

13072 YGEPTPQALLESAMR JW2499 ECK2511 ispG 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase 31 831.9122 2 1661.8098 0.0014 58.79 K H 0

13073 YGEQMSTGK JW1070 ECK1068 flgL flagellar hook-filament junction protein 60 500.7241 2 999.4336 0.0006 20.05 K R 0

13074 YGEQMSTGKR JW1070 ECK1068 flgL flagellar hook-filament junction protein 72 578.7743 2 1155.5340 -0.0002 18.11 K V 0

13075 YGESAYEDGYR JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 72 655.2705 2 1308.5264 0.0006 27.58 R I 0

13076 YGEVSFFLGTDDLGR JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 79 838.4021 2 1674.7896 0.0007 60.01 R D 0

13077 YGEVSFFLGTDDLGRDVLSR JW1285 ECK1287 sapC predicted antimicrobial peptide transporter subunit -!- membrane component of ABC superfamily 79 749.3753 3 2245.1041 0.0026 62.87 R L 0

13078 YGGLLWGEHGK JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 31 406.2077 3 1215.6013 -0.0023 37.79 K G 0

13079 YGGVAVLK JW4125 ECK4163 yjeF predicted carbohydrate kinase 37 403.7419 2 805.4692 -0.0006 29.80 R G 0

13080 YGHESGEIWHR JW1176 ECK1175 fadR DNA-binding transcriptional dual regulator 34 457.5460 3 1369.6162 0.0000 25.83 R M 0

13081 YGIEKPYEK JW1117 ECK1117 purB adenylosuccinate lyase 38 563.7922 2 1125.5698 -0.0007 23.67 R L 0

13082 YGKADPLAFWLSDQLAR JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 22 651.0075 3 1950.0007 0.0008 61.89 R K 0

13083 YGLAMVR JW3889 ECK3910 cdh CDP-diacylglycerol phosphotidylhydrolase 43 405.2205 2 808.4264 -0.0001 34.57 R Q 0

13084 YGLLKPQR JW2115 ECK2119 mlrA DNA-binding transcriptional regulator 16 325.5306 3 973.5700 -0.0011 25.76 R T JW1149

13085 YGLPAPVGYACTTPR 57.021465@C:11 JW0717 ECK0716 sucC succinyl-CoA synthetase, beta subunit 91 811.9030 2 1621.7914 -0.0009 42.51 R E 0

13086 YGMAACAVDNLIDALQGK 57.021465@C:6 JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 22 955.4612 2 1908.9078 0.0005 71.71 R V 0

13087 YGMAACAVDNLIDALQGKVEK 57.021465@C:6 JW5656 ECK3540 tiaE 2-keto-D-gluconate reductase (glyoxalate reductase) (2-ketoaldonate reductase) 46 756.0454 3 2265.1144 0.0011 67.93 R N 0

13088 YGNGAAGGVVNIITK JW5086 ECK0576 fepA iron-enterobactin outer membrane transporter 39 717.3908 2 1432.7670 -0.0004 40.51 R K 0

13089 YGQAIGHIGK JW2667 ECK2692 alaS alanyl-tRNA synthetase 52 522.2853 2 1042.5560 0.0001 22.11 K L 0

13090 YGQLGWTPLYYLNQHFDR JW5312 ECK1895 otsA trehalose-6-phosphate synthase 33 757.7044 3 2270.0914 0.0006 63.28 K K 0

13091 YGQMQYR JW2970 ECK2995 yghZ aldo-keto reductase 48 473.2158 2 944.4170 -0.0004 22.64 R Y 0

13092 YGSSTDGYATQK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 72 639.2858 2 1276.5570 -0.0001 20.51 K F 0

13093 YGTVPHSGFGLGFER JW0913 ECK0921 asnS asparaginyl tRNA synthetase 86 541.9356 3 1622.7850 0.0007 42.42 R L 0

13094 YGVAPSVAFGLGTANR JW0790 ECK0794 fiu predicted iron outer membrane transporter 106 790.4151 2 1578.8156 0.0003 47.92 R L 0

13095 YGVGIFDSIATLTLR JW4180 ECK4217 ytfN conserved protein 63 813.4496 2 1624.8846 0.0021 70.13 K Y 0

13096 YGVTDLR JW5277 ECK1712 pheS phenylalanine tRNA synthetase, alpha subunit 54 412.2190 2 822.4234 -0.0001 30.21 R S 0

13097 YGYAYPR JW0172 ECK0176 yaeT conserved protein 34 445.2133 2 888.4120 -0.0009 27.38 R V 0

13098 YGYAYPRVQSMPEINDADKTVK JW0172 ECK0176 yaeT conserved protein 21 637.0656 4 2544.2333 0.0015 40.67 R L 0
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13099 YGYQKDQAEKEVVDWETR JW4005 ECK4037 yjbJ predicted stress response protein 13 561.7689 4 2243.0465 -0.0029 38.66 R N 0

13100 YHDADVTAFGYEYGQLPGCPAGFK 57.021465@C:19 JW0155 ECK0158 pfs 5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase 57 888.4007 3 2662.1803 0.0004 52.77 R A 0

13101 YHFEQSSTTTQPAR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 25 551.5940 3 1651.7602 0.0012 22.73 R - 0

13102 YHGTSYNLEPDIK JW0162 ECK0165 glnD uridylyltransferase 28 512.9172 3 1535.7298 0.0041 32.69 R S 0

13103 YHIKPENVVAHADIAPQR JW0851 ECK0858 ybjR predicted amidase and lipoprotein 35 686.7007 3 2057.0803 -0.0003 31.45 R K 0

13104 YHIKPENVVAHADIAPQRK JW0851 ECK0858 ybjR predicted amidase and lipoprotein 41 729.3982 3 2185.1728 -0.0027 29.91 R D 0

13105 YHLDDISMHR JW1601 ECK1604 rstB sensory histidine kinase in two-component regulatory system with RstA 43 429.5362 3 1285.5868 -0.0005 31.75 K L 0

13106 YHLNDPIMTQYFSYLK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 68 1016.9959 2 2031.9772 0.0008 58.27 K Q 0

13107 YHLNDPIMTQYFSYLKQLAHGDFGPSFK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 24 830.1582 4 3316.6037 0.0021 68.83 K Y 0

13108 YHPHGDSAVYDTIVR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 41 577.2811 3 1728.8215 -0.0006 32.31 K M 0

13109 YHQLTLTTGYDGSYR JW5878 ECK2532 csiE stationary phase inducible protein 38 592.2846 3 1773.8320 -0.0004 37.53 R V 0

13110 YHSETEMMR JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 33 592.2469 2 1182.4792 -0.0006 20.31 R Y 0

13111 YHVSNYQPSPMVR JW2889 ECK2918 yggE conserved protein 57 789.3798 2 1576.7450 -0.0005 30.58 R M 0

13112 YIAETFLEDAR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 87 664.3292 2 1326.6438 -0.0018 48.48 K E 0

13113 YIAETFLEDAREVNNVR JW4347 ECK4376 deoD purine-nucleoside phosphorylase 38 680.3441 3 2038.0105 -0.0016 53.67 K G 0

13114 YICGEETALINSLEGR 57.021465@C:3 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 60 912.9433 2 1823.8720 -0.0003 56.07 R R 0

13115 YIDKELSNR JW2486 ECK2497 ppk polyphosphate kinase, component of RNA degradosome 21 379.8680 3 1136.5822 -0.0004 21.83 R Y 0

13116 YIDQFVQPK JW5427 ECK2653 ygaT predicted protein 50 569.2997 2 1136.5848 -0.0018 35.71 R D 0

13117 YIDQFVQPKDFEEGVWLSELSDAIETSK JW5427 ECK2653 ygaT predicted protein 63 1091.8658 3 3272.5756 -0.0010 74.06 R G 0

13118 YIELPDAYKSVIEALKHGGLK JW2751 ECK2774 pyrG CTP synthetase 29 782.1028 3 2343.2866 0.0028 63.02 K N 0

13119 YIEPQLPDVATLK JW3359 ECK3383 mrcA fused penicillin-binding protein 1a murein transglycosylase -!- murein transpeptidase 25 743.9112 2 1485.8078 -0.0001 51.85 R D 0

13120 YIEVHNPLSTTEAQFEGQEIVPITLTK JW0803 ECK0809 ybiS conserved protein 64 1019.8644 3 3056.5714 0.0008 60.34 R S 0

13121 YIFAGYKTETAPFSEEK JW1070 ECK1068 flgL flagellar hook-filament junction protein 36 660.9910 3 1979.9512 -0.0004 43.70 R G 0

13122 YIFAGYKTETAPFSEEKGK JW1070 ECK1068 flgL flagellar hook-filament junction protein 25 722.6966 3 2165.0680 -0.0001 40.19 R Y 0

13123 YIFELNPDHVLVK JW0462 ECK0467 htpG molecular chaperone HSP90 family 44 793.9325 2 1585.8504 0.0000 51.32 K R 0

13124 YIFELNPDHVLVKR JW0462 ECK0467 htpG molecular chaperone HSP90 family 38 581.6578 3 1741.9516 0.0000 47.04 K A 0

13125 YIFIIDEINR JW5871 ECK4336 mcrB 5-methylcytosine-specific restriction enzyme McrBC, subunit McrB 33 648.3526 2 1294.6906 -0.0015 57.14 K A 0

13126 YIGASSMHASQFAQALELQK JW0409 ECK0413 yajO predicted oxidoreductase, NAD(P)-binding 47 727.3648 3 2179.0726 -0.0006 48.09 R Q 0

13127 YIGSLVADFHR JW4191 ECK4227 fbp fructose-1,6-bisphosphatase I 55 639.3350 2 1276.6554 -0.0010 43.85 R N 0

13128 YIGSMHK JW0790 ECK0794 fiu predicted iron outer membrane transporter 25 418.2101 2 834.4056 -0.0002 18.92 R G 0

13129 YIKELESR JW3904 ECK3925 ftsN essential cell division protein 31 346.5257 3 1036.5553 -0.0001 22.75 R Q 0

13130 YILQVAQR JW0300 ECK0306 ykgF predicted amino acid dehydrogenase with NAD(P)-binding domain and ferridoxin-like domain 57 495.7901 2 989.5656 -0.0002 33.88 R K 0

13131 YINELQANPAK JW2449 ECK2460 tktB transketolase 2, thiamin-binding 64 630.8332 2 1259.6518 0.0007 29.44 K I 0

13132 YINIGVAVDTPNGLVVPVFK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 94 1058.0961 2 2114.1776 0.0001 64.55 K D 0

13133 YINIGVAVDTPNGLVVPVFKDVNKK JW0111 ECK0114 aceF pyruvate dehydrogenase, dihydrolipoyltransacetylase component E2 48 900.5096 3 2698.5070 0.0010 56.82 K G 0

13134 YIPGQPELALNDLTR JW0557 ECK0560 nfrA bacteriophage N4 receptor, outer membrane subunit 36 850.4546 2 1698.8946 0.0006 52.21 R S 0

13135 YIQTVWGLGYVFVPDGSK JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 34 1015.0266 2 2028.0386 0.0029 67.45 R A 0

13136 YIQTVWGLGYVFVPDGSKA JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 57 1050.5446 2 2099.0746 0.0019 67.44 R - 0

13137 YISDIDSYVK JW2204 ECK2209 rcsD phosphotransfer intermediate protein in two-component regulatory system with RcsBC 40 601.8005 2 1201.5864 -0.0003 40.41 K S 0

13138 YITIENNDALAQLAGHTR JW1328 ECK1330 fnr DNA-binding transcriptional dual regulator, global regulator of anaerobic growth 14 667.3432 3 1999.0078 -0.0046 47.51 K N 0

13139 YITLAPIATVLGLAFK JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 68 846.0111 2 1690.0076 0.0007 80.18 R L 0

13140 YIVALDQGTTSSR JW3897 ECK3918 glpK glycerol kinase 75 705.8653 2 1409.7160 0.0010 35.66 K A 0

13141 YIVNEVQDVYR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 78 699.3566 2 1396.6986 -0.0001 42.79 R L 0

13142 YIYKLEQALDAM JW5821 ECK1181 emtA lytic murein endotransglycosylase E 56 729.3714 2 1456.7282 0.0010 56.42 R - 0

13143 YKDYSVNDLVASSFPVSAK JW1236 ECK1238 oppB oligopeptide transporter subunit -!- membrane component of ABC superfamily 32 697.3531 3 2089.0375 0.0007 51.46 K L 0

13144 YKETESSAVREELAK JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 19 435.7260 4 1738.8749 0.0011 25.48 R F 0

13145 YKFDTIADNENLNISSK JW3683 ECK3698 yidC cytoplasmic insertase into membrane protein, Sec system 126 986.4862 2 1970.9578 -0.0006 42.67 K G 0

13146 YKGGWIR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 20 440.2448 2 878.4750 -0.0013 26.07 K K 0

13147 YKGNVDTLK JW5794 ECK4349 mdoB phosphoglycerol transferase I 36 346.5254 3 1036.5544 -0.0008 19.12 R I 0

13148 YKPGSGISSR JW2757 ECK2780 barA hybrid sensory histidine kinase, in two-component regulatory system with UvrY 30 526.2805 2 1050.5464 0.0006 19.29 R V 0

13149 YKQEQTPLAVIAGK JW1268 ECK1271 acnA aconitate hydratase 1 23 515.9590 3 1544.8552 -0.0010 36.94 R E 0

13150 YKVVPESADYACIR 57.021465@C:12 JW0889 ECK0897 ycaP conserved inner membrane protein 52 557.6106 3 1669.8100 -0.0033 35.25 R C 0

13151 YLAASWQAGHTGSGLHYR JW5687 ECK3410 glpG predicted intramembrane serine protease 51 658.9903 3 1973.9491 -0.0004 35.02 R R 0

13152 YLAEEHFK JW0913 ECK0921 asnS asparaginyl tRNA synthetase 34 346.1746 3 1035.5020 -0.0006 25.38 R A 0

13153 YLAEEHFKAPVVVK JW0913 ECK0921 asnS asparaginyl tRNA synthetase 27 543.9712 3 1628.8918 -0.0007 35.24 R N 0

13154 YLAENFIAFFNR JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 63 752.8831 2 1503.7516 0.0006 67.80 R D 0

13155 YLAESIR JW5581 ECK3827 ubiE bifunctional 2-octaprenyl-6-methoxy-1,4-benzoquinone methylase -!- S-adenosylmethionine:2-DMK methyltransferase 33 426.2344 2 850.4542 -0.0006 26.75 R M 0

13156 YLAIADELFGADWADAR JW4344 ECK4373 deoC 2-deoxyribose-5-phosphate aldolase, NAD(P)-linked 74 948.9605 2 1895.9064 0.0011 71.24 K H 0

13157 YLAIANYEDR JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 29 614.3027 2 1226.5908 -0.0022 37.99 R F JW1462

13158 YLAQTQNASDLIGGVSK JW5449 ECK2813 amiC N-acetylmuramoyl-L-alanine amidase 105 882.9601 2 1763.9056 0.0003 42.87 K S 0

13159 YLDGLSIIVEAPEAGSLGIGTPVLFR JW1823 ECK1833 yebT conserved protein 88 1344.2383 2 2686.4620 0.0039 76.94 R G 0

13160 YLDGVTVR JW0637 ECK0635 leuS leucyl-tRNA synthetase 20 461.7530 2 921.4914 -0.0006 31.56 K K 0

13161 YLDIQIVLK JW5756 ECK4245 yjgK conserved protein 28 552.8376 2 1103.6606 0.0016 54.41 R G 0

13162 YLDLIANDK JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 38 532.7848 2 1063.5550 0.0002 40.46 R S 0

13163 YLDLIANDKSR JW4090 ECK4123 lysU lysine tRNA synthetase, inducible 75 654.3509 2 1306.6872 -0.0008 35.28 R Q 0

13164 YLDLISNDESR JW2858 ECK2885 lysS lysine tRNA synthetase, constitutive 44 662.8219 2 1323.6292 -0.0014 41.35 R N 0

13165 YLDMAQQYQHLGPLYEVPEGLR JW3822 ECK3838 fadB fused 3-hydroxybutyryl-CoA epimerase/delta(3)-cis-delta(2)-trans-enoyl-CoA isomerase/enoyl-CoA hydratase -!- 3-hydroxyacyl-CoA dehydrogenase 75 874.0999 3 2619.2779 -0.0013 57.95 K N 0

13166 YLEHYEFR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 38 578.7740 2 1155.5334 -0.0015 32.39 R L 0

13167 YLFDNVPVGTR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 38 640.8358 2 1279.6570 0.0009 45.93 K V 0

13168 YLGAKFPGAK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 41 351.2027 3 1050.5863 0.0001 30.85 R R 0

13169 YLGAREEPSSFASYGTWAR JW0188 ECK0192 nlpE lipoprotein involved with copper homeostasis and adhesion 44 716.6763 3 2147.0071 -0.0002 45.73 R T 0

13170 YLGGEELTEAEIK JW3302 ECK3327 fusA protein chain elongation factor EF-G 106 726.3661 2 1450.7176 -0.0014 40.88 K G 0

13171 YLGGSVHATAGTLR JW0849 ECK0856 ybjP predicted lipoprotein 97 701.8753 2 1401.7360 -0.0004 28.57 R Q 0

13172 YLGGSVHATAGTLRQSIENR JW0849 ECK0856 ybjP predicted lipoprotein 47 710.7069 3 2129.0989 0.0012 32.03 R - 0

13173 YLGIDIGQIQTLDLITAR JW1823 ECK1833 yebT conserved protein 48 1002.0629 2 2002.1112 0.0014 70.25 R N 0

13174 YLGSFDAQSPEK JW2019 ECK2028 wbbI conserved protein 52 671.3198 2 1340.6250 0.0002 34.06 K I 0

13175 YLGTIMSPWAAK JW1772 ECK1781 yeaG conserved protein with nucleoside triphosphate hydrolase domain 64 669.3499 2 1336.6852 0.0003 50.66 R R 0

13176 YLGTWYEIAR JW4110 ECK4145 blc outer membrane lipoprotein (lipocalin) 31 636.3246 2 1270.6346 0.0000 49.76 R F 0

13177 YLGVLLYDADAIER JW1216 ECK1219 narH nitrate reductase 1, beta (Fe-S) subunit 103 805.9266 2 1609.8386 0.0035 58.19 R A 0

13178 YLHCNLCETEWHVVR 57.021465@C:4,57.021465@C:7 JW3862 ECK3884 fdhE formate dehydrogenase formation protein 44 672.6452 3 2014.9138 -0.0003 38.63 R V 0

13179 YLLASLDQSLKR JW2970 ECK2995 yghZ aldo-keto reductase 38 703.9034 2 1405.7922 -0.0007 44.92 K M 0

13180 YLLCNADEMEPGTYKDR 57.021465@C:4 JW2279 ECK2278 nuoF NADH:ubiquinone oxidoreductase, chain F 64 692.3114 3 2073.9124 -0.0010 38.93 R L 0

13181 YLLDSVSR JW0410 ECK0414 dxs 1-deoxyxylulose-5-phosphate synthase, thiamine-requiring, FAD-requiring 39 476.7587 2 951.5028 0.0003 35.34 R S 0

13182 YLLGTEHGIQGK JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 73 658.3535 2 1314.6924 -0.0008 29.68 K D 0

13183 YLLLQQFSNPANPEIHEK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 41 714.3727 3 2140.0963 0.0008 49.34 K T 0

13184 YLNFNQLSQYTEK JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 82 824.4042 2 1646.7938 -0.0002 49.78 R A 0

13185 YLNFNQLSQYTEKADGVIFQTAV JW0114 ECK0117 acnB bifunctional aconitate hydratase 2 -!- 2-methylisocitrate dehydratase 80 1325.1633 2 2648.3120 -0.0002 68.60 R - 0

13186 YLNGIPQDSR JW2970 ECK2995 yghZ aldo-keto reductase 22 581.7963 2 1161.5780 0.0003 29.48 K M 0

13187 YLNLSGK JW5371 ECK2243 yfaZ predicted outer membrane porin protein 15 397.7239 2 793.4332 -0.0002 27.47 R D 0

13188 YLPTAMLTK JW4345 ECK4374 deoA thymidine phosphorylase 14 519.2888 2 1036.5630 0.0004 39.80 K A 0

13189 YLPVAHGILEY JW0556 ECK0559 ybcH predicted protein 27 637.8427 2 1273.6708 0.0001 49.74 R - 0

13190 YLQASADCQSPAPASGVVYELFVAGK 57.021465@C:8 JW0556 ECK0559 ybcH predicted protein 45 910.1152 3 2727.3238 0.0022 63.63 R G 0

13191 YLQDPGMMSIPYADNLK JW2504 ECK2516 yfhM conserved protein 45 978.4668 2 1954.9190 0.0023 55.09 R A 0

13192 YLQDYGMGPETPLGEPK JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 20 947.9471 2 1893.8796 -0.0022 45.90 R N 0

13193 YLQGLFGNAR JW5153 ECK1064 flgH flagellar protein of basal-body outer-membrane L ring 27 569.8042 2 1137.5938 0.0008 44.23 R A 0

13194 YLQHSVDK JW3812 ECK3829 ubiB 2-octaprenylphenol hydroxylase 46 495.2561 2 988.4976 -0.0002 17.31 K I 0

13195 YLQLCAEQNMQVCVPSTPAQVYHMLR 57.021465@C:5,57.021465@C:13 JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 116 1046.1659 3 3135.4759 -0.0002 59.71 R R 0

13196 YLQPANDEPWLGILAGISTDDGSQAWR JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 22 1487.2244 2 2972.4342 0.0038 76.21 R Y 0

13197 YLSDHPK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 37 430.2192 2 858.4238 0.0002 16.47 K L JW3485

13198 YLSDHPK JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 19 430.2190 2 858.4234 -0.0002 16.77 K L JW3485

13199 YLSDHPKLQGIAQQNSFK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 92 1037.5398 2 2073.0650 0.0008 34.79 K H JW1488

13200 YLSDHPKLQGIAQQNSFKHT JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 44 771.3978 3 2311.1716 0.0008 31.51 K - JW1488

13201 YLSLLPYTDR JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 21 620.8327 2 1239.6508 0.0010 51.31 R H 0

13202 YLSLLPYTDRHQ JW4160 ECK4198 rpsR 30S ribosomal subunit protein S18 56 753.3905 2 1504.7664 -0.0009 44.47 R - 0

13203 YLSLLTGELPR JW1411 ECK1407 ydcF conserved protein 80 631.3612 2 1260.7078 0.0001 53.80 R L 0

13204 YLSQAGAGLMELDYLPSDK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 128 1036.0065 2 2069.9984 0.0005 57.34 R V 0

13205 YLSTALFADLFTEK JW2407 ECK2409 cysK cysteine synthase A, O-acetylserine sulfhydrolase A subunit 81 809.9223 2 1617.8300 0.0011 70.08 R E 0

13206 YLSVIPAEDVIAATEK JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 43 859.9640 2 1717.9134 -0.0004 56.49 K L 0

13207 YLSVIPAEDVIAATEKLLPEDAPSADRNAQL JW3607 ECK3622 rfaQ lipopolysaccharide core biosynthesis protein 27 1103.9121 3 3308.7145 0.0007 73.66 K - 0

13208 YLTEQGFQVR JW3368 ECK3392 ompR DNA-binding response regulator in two-component regulatory system with EnvZ 50 620.8186 2 1239.6226 -0.0021 36.82 R S 0

13209 YLTGLGTITAANTVTVR JW5338 ECK2070 mdtA multidrug efflux system, subunit A 122 875.9883 2 1749.9620 -0.0005 48.34 R S 0

13210 YLVDHEWVR JW3389 ECK3412 glpD sn-glycerol-3-phosphate dehydrogenase, aerobic, FAD/NAD(P)-binding 24 406.2083 3 1215.6031 -0.0005 35.85 K R 0

13211 YLVGDCQLAHITNASLSHPSR 57.021465@C:6 JW1376 ECK1378 ydbH predicted protein 66 780.3894 3 2338.1464 -0.0024 42.52 R W 0

13212 YLVIQGIK JW2568 ECK2582 yfiQ fused predicted acyl-CoA synthetase NAD(P)-binding subunit -!- ATP-binding subunit 31 467.2918 2 932.5690 -0.0004 40.93 R S 0

13213 YLVSQVMLSEEDR 15.994915@M:7 JW2198 ECK2202 mqo malate dehydrogenase, FAD/NAD(P)-binding domain 13 528.9253 3 1583.7541 0.0039 22.04 K F 0

13214 YLVSVGGALNSR JW5368 ECK2206 yojL predicted thiamine biosynthesis lipoprotein 63 618.3398 2 1234.6650 -0.0019 39.98 R G 0

13215 YLYSMGEHPSTSDQDNSFK JW0172 ECK0176 yaeT conserved protein 36 735.9848 3 2204.9326 0.0004 36.01 R T 0

13216 YLYSVTSPDDSLR JW4132 ECK4170 hflK modulator for HflB protease specific for phage lambda cII repressor 16 758.3706 2 1514.7266 0.0013 41.83 K Q 0

13217 YLYYNPSVAK JW5542 ECK3234 yhdP conserved membrane protein, predicted transporter 27 609.3135 2 1216.6124 -0.0003 36.47 K T 0

13218 YMAGDPTAGK JW1087 ECK1087 ptsG fused glucose-specific PTS enzyme IIBC components 16 505.7341 2 1009.4536 -0.0003 21.09 R L 0

13219 YMANAMGPEGVR JW1281 ECK1283 fabI enoyl-[acyl-carrier-protein] reductase, NADH-dependent 62 648.2974 2 1294.5802 0.0005 30.91 R V 0

13220 YMELGPR JW4115 ECK4150 frdA fumarate reductase (anaerobic) catalytic and NAD/flavoprotein subunit 40 433.2150 2 864.4154 -0.0010 29.90 K D 0

13221 YMGDIMADDENTAK JW1446 ECK1445 yncD predicted iron outer membrane transporter 30 787.3285 2 1572.6424 -0.0011 37.12 R A 0

13222 YMHSLER JW2871 ECK2898 gcvP glycine decarboxylase, PLP-dependent, subunit (protein P) of glycine cleavage complex 31 468.2233 2 934.4320 -0.0010 21.53 R K 0

13223 YMINGVLTLASR JW1805 ECK1814 yoaE fused predicted membrane proteins 37 669.3660 2 1336.7174 0.0001 51.63 R S 0

13224 YMKTPTSATR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 53 385.8656 3 1154.5750 -0.0003 18.95 R - 0

13225 YMLVDGQGNFGSIDGDSAAAMR JW2225 ECK2223 gyrA DNA gyrase (type II topoisomerase), subunit A 24 1138.0089 2 2274.0032 -0.0012 52.14 R Y 0

13226 YMMDQNNIGSGSTVAELMESASISLK JW4318 ECK4345 tsr methyl-accepting chemotaxis protein I, serine sensor receptor 146 1388.6459 2 2775.2772 0.0007 68.84 R Q 0

13227 YMPGKPAWYMYDSCQSK 57.021465@C:14 JW0755 ECK0761 ybhC predicted pectinesterase 61 1056.4553 2 2110.8960 0.0009 41.95 K R 0

13228 YMSQDKIK JW2019 ECK2028 wbbI conserved protein 36 506.7603 2 1011.5060 0.0001 18.73 K D 0

13229 YNAFFQPAEGVHWLH JW5637 ECK3654 yicN conserved protein 39 605.9583 3 1814.8531 0.0000 54.23 R - 0
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13230 YNDLRDFLTLLEQQGELKR JW3819 ECK3835 ubiD 3-octaprenyl-4-hydroxybenzoate decarboxylase 31 784.4167 3 2350.2283 0.0002 66.27 K I 0

13231 YNGELIK JW3938 ECK3958 btuB vitamin B12/cobalamin outer membrane transporter 48 418.7294 2 835.4442 0.0003 25.31 R S 0

13232 YNGEPLTGTGK JW3492 ECK3509 yhjG predicted outer membrane biogenesis protein 37 568.7827 2 1135.5508 -0.0001 23.56 R I 0

13233 YNGILNQMGMTADQYAQALR JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 18 753.3619 3 2257.0639 0.0021 62.51 R N 0

13234 YNGIPSMEILGEAAAGK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 57 860.9324 2 1719.8502 0.0001 55.26 R S 0

13235 YNGKPAAGIAIK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 54 401.5677 3 1201.6813 -0.0006 24.39 R L 0

13236 YNGLPSMEILGQAAPGK JW0451 ECK0456 acrB multidrug efflux system protein 67 873.4482 2 1744.8818 0.0001 52.50 R S 0

13237 YNGTVNHYFLCDR 57.021465@C:11 JW2278 ECK2277 nuoG NADH:ubiquinone oxidoreductase, chain G 77 829.8722 2 1657.7298 -0.0009 36.36 R G 0

13238 YNHIPDTSSLSIR JW3160 ECK3182 yrbD predicted ABC-type organic solvent transporter 55 751.8834 2 1501.7522 -0.0002 36.11 R T 0

13239 YNHSTHYAMAVWQLGQAVALAR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 39 622.5647 4 2486.2297 0.0019 54.51 R V 0

13240 YNKVIDIWAAANDR JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 52 550.2863 3 1647.8371 0.0002 47.40 R V 0

13241 YNKVIDIWAAANDRVSK JW3951 ECK3979 rpoC RNA polymerase, beta prime subunit 49 655.0183 3 1962.0331 0.0008 45.85 R A 0

13242 YNLAAMIAR JW2027 ECK2036 galF predicted subunit with GalU 74 511.7761 2 1021.5376 -0.0001 45.60 R F 0

13243 YNLHLGGNR JW2733 ECK2758 cysI sulfite reductase, beta subunit, NAD(P)-binding 53 522.2726 2 1042.5306 -0.0001 28.08 R I 0

13244 YNLVPSDVISQIK JW3482 ECK3498 mdtF multidrug transporter, RpoS-dependent 45 738.4093 2 1474.8040 0.0009 53.35 K V 0

13245 YNMELTLEEAVR JW0014 ECK0015 dnaJ chaperone Hsp40, co-chaperone with DnaK 97 734.3614 2 1466.7082 0.0007 51.91 R G 0

13246 YNNALAQSCYLVTAPELGKGEHR 57.021465@C:9 JW1623 ECK1627 rsxG predicted oxidoreductase 21 648.5716 4 2590.2573 -0.0024 42.35 R V 0

13247 YNPDALMTDLPKPLR JW3753 ECK3772 rhlB ATP-dependent RNA helicase 21 581.9749 3 1742.9029 0.0003 50.55 K L 0

13248 YNPDVDDAPR JW0714 ECK0713 sdhB succinate dehydrogenase, FeS subunit 50 581.2622 2 1160.5098 0.0000 24.51 R M 0

13249 YNRNQLPELIEQINASGYGLTLGVHTR JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 67 764.9036 4 3055.5853 0.0013 61.86 R I 0

13250 YNTLGGVCLNVGCIPSK 57.021465@C:8,57.021465@C:13 JW0112 ECK0115 lpd lipoamide dehydrogenase, E3 component is part of three enzyme complexes 50 926.4585 2 1850.9024 0.0006 48.42 R A 0

13251 YNYLINQLNIK JW5503 ECK3026 tolC transport channel 102 698.3853 2 1394.7560 0.0002 49.51 R S 0

13252 YPAGNITGWR JW5161 ECK1102 lolC outer membrane-specific lipoprotein transporter subunit -!- membrane component of ABC superfamily 80 567.7879 2 1133.5612 -0.0005 37.87 R L 0

13253 YPAVDGALPYTIDSK JW5925 ECK2968 yghJ predicted inner membrane lipoprotein 59 805.4084 2 1608.8022 -0.0013 47.08 R T 0

13254 YPIASMAK 15.994915@M:6 JW2138 ECK2144 galS DNA-binding transcriptional repressor 14 448.7315 2 895.4484 0.0011 43.01 R L 0

13255 YPLADYALTPDMAIVDANLVMDMPK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 60 923.1183 3 2766.3331 0.0013 77.76 K S 0

13256 YPLISELK JW1228 ECK1235 adhE fused acetaldehyde-CoA dehydrogenase -!- iron-dependent alcohol dehydrogenase -!- pyruvate-formate lyase deactivase 49 481.7819 2 961.5492 0.0008 41.31 R Q 0

13257 YPNLHLAGK JW0145 ECK0148 mrcB fused glycosyl transferase -!- transpeptidase 45 506.7822 2 1011.5498 -0.0003 31.29 K T 0

13258 YPVDAQLK JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 40 467.2558 2 932.4970 0.0004 28.53 K A 0

13259 YPWHGALGR JW0147 ECK0150 fhuC iron-hydroxamate transporter subunit -!- ATP-binding component of ABC superfamily 21 352.8503 3 1055.5291 -0.0009 33.37 R F 0

13260 YQAFTQADLTNLR JW3594 ECK3609 rfaD ADP-L-glycero-D-mannoheptose-6-epimerase, NAD(P)-binding 97 770.8909 2 1539.7672 -0.0008 45.27 R A 0

13261 YQDALER JW5536 ECK3200 arcB hybrid sensory histidine kinase in two-component regulatory system with ArcA 39 447.7192 2 893.4238 -0.0005 22.32 R A 0

13262 YQDALVELAELREPVDAFFDK JW3530 ECK3547 glyS glycine tRNA synthetase, beta subunit 51 823.4166 3 2467.2280 0.0010 71.28 R V 0

13263 YQGEYVAGLAVK JW0989 ECK0995 wrbA predicted flavoprotein in Trp regulation 85 649.3424 2 1296.6702 -0.0011 36.90 R L 0

13264 YQGGHNAGHTLVINGEK JW4135 ECK4173 purA adenylosuccinate synthetase 74 897.9473 2 1793.8800 -0.0009 22.75 R T 0

13265 YQGVVGLEGDTLAACLEDYFMR 57.021465@C:15 JW5692 ECK3388 hslO heat shock protein Hsp33 82 1254.0835 2 2506.1524 0.0017 77.25 R S 0

13266 YQISVKPQGYQQAVTVK JW2462 ECK2473 nlpB lipoprotein 76 969.0284 2 1936.0422 0.0005 36.22 R L 0

13267 YQLANCYMGR 57.021465@C:6 JW5344 ECK2090 fbaB fructose-bisphosphate aldolase class I 62 638.2832 2 1274.5518 -0.0017 34.64 R A 0

13268 YQLTELAR JW2294 ECK2291 pta phosphate acetyltransferase 37 497.2717 2 992.5288 -0.0003 36.97 R K 0

13269 YQLWHQSCR 57.021465@C:8 JW5416 ECK2612 recN recombination and repair protein 35 639.2954 2 1276.5762 -0.0008 29.06 R D 0

13270 YQNVGGGCTHWGTIPSK 57.021465@C:8 JW5551 ECK3954 sthA pyridine nucleotide transhydrogenase, soluble 14 621.2930 3 1860.8572 -0.0005 33.49 R A 0

13271 YQQEPGVSGPLK JW0987 ECK0993 agp glucose-1-phosphatase/inositol phosphatase 37 651.8374 2 1301.6602 -0.0014 28.37 K V 0

13272 YQQHGMAPLTQEQKPVAK JW0093 ECK0096 ftsZ GTP-binding tubulin-like cell division protein 62 685.3545 3 2053.0417 0.0001 23.56 R V 0

13273 YQQLEAALDDAPENREEAVDA JW0438 ECK0442 mdlA fused predicted multidrug transporter subunits -!- ATP-binding components of ABC superfamily 64 1174.0385 2 2346.0624 0.0013 45.03 R - 0

13274 YQTLLDSIQGR JW2229 ECK2227 nrdB ribonucleoside diphosphate reductase 1, beta subunit, ferritin-like 74 647.3433 2 1292.6720 -0.0005 47.39 K S 0

13275 YQWQNYGAANENEWDGYR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 93 1132.4753 2 2262.9360 0.0006 47.58 K F 0

13276 YQWQNYGAANENEWDGYRFK JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 69 847.0400 3 2538.0982 -0.0007 49.07 K I 0

13277 YRADQIR JW3965 ECK3993 yjaH conserved protein 34 461.2482 2 920.4818 -0.0010 18.79 R Q 0

13278 YRAEELAEER JW3902 ECK3923 hslU molecular chaperone and ATPase component of HslUV protease 52 633.3093 2 1264.6040 -0.0007 24.51 R I 0

13279 YRDAHSGMSGPNAAMR JW3580 ECK3595 lldD L-lactate dehydrogenase, FMN-linked 63 574.2595 3 1719.7567 -0.0003 21.86 R R 0

13280 YRDLVDSLINFGDHYQVLADYR JW3391 ECK3414 glgP glycogen phosphorylase 41 891.4418 3 2671.3036 0.0005 68.03 R S 0

13281 YRGEFEER JW2573 ECK2590 clpB protein disaggregation chaperone 31 543.2542 2 1084.4938 0.0001 20.49 K L 0

13282 YRLGETGDAIAK JW3069 ECK3089 yqjD conserved protein 67 647.3433 2 1292.6720 -0.0004 27.62 R Q 0

13283 YRLGETGDAIAKQTR JW3069 ECK3089 yqjD conserved protein 46 560.3004 3 1677.8794 -0.0005 27.50 R V 0

13284 YRLGNECETYAELK 57.021465@C:7 JW3996 ECK4028 lamB maltose outer membrane porin (maltoporin) 24 582.6118 3 1744.8136 0.0046 34.53 K L 0

13285 YRPNNQIGFYQSITADGNWGDEK JW3993 ECK4025 malF maltose transporter subunit -!- membrane component of ABC superfamily 113 891.7490 3 2672.2252 -0.0002 48.93 K L 0

13286 YRQGELLNR JW0869 ECK0877 cydC fused cysteine transporter subunits -!- membrane component and ATP-binding component of ABC superfamily 34 574.8124 2 1147.6102 0.0004 24.26 R V 0

13287 YRYEDIDVLDFR JW5063 ECK0452 ylaC predicted inner membrane protein 19 535.2634 3 1602.7684 0.0004 52.31 R V 0

13288 YRYEEDNSPLGVIGSFTYTEK JW0799 ECK0803 ompX outer membrane protein 114 1234.5850 2 2467.1554 0.0012 56.52 K S 0

13289 YSDGSANNLTHK JW2228 ECK2226 nrdA ribonucleoside diphosphate reductase 1, alpha subunit 30 436.2058 3 1305.5956 0.0006 18.54 R T 0

13290 YSDHIALPVEIEKR JW0462 ECK0467 htpG molecular chaperone HSP90 family 31 835.4483 2 1668.8820 -0.0014 38.78 K E 0

13291 YSDNESQLASVMAHEISHVTQR JW2479 ECK2490 yfgC predicted peptidase 67 626.2973 4 2501.1601 -0.0003 53.92 R H 0

13292 YSDVGLVTPLR JW5312 ECK1895 otsA trehalose-6-phosphate synthase 61 610.3383 2 1218.6620 0.0013 41.04 R D 0

13293 YSEGNDPYVK JW2194 ECK2198 napA nitrate reductase, periplasmic, large subunit 46 586.2669 2 1170.5192 0.0000 24.09 R A 0

13294 YSELTLTGVLQK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 65 676.3775 2 1350.7404 0.0010 47.98 R S 0

13295 YSGEQPAGANPFSLDDFEFSPMK JW0873 ECK0881 ftsK DNA-binding membrane protein required for chromosome resolution and partitioning 105 1267.5636 2 2533.1126 0.0019 63.88 R A 0

13296 YSGSSYPFPTTSETPR JW4283 ECK4311 fimH minor component of type 1 fimbriae 25 888.9085 2 1775.8024 0.0023 39.42 K V 0

13297 YSIGQPFVYPR JW0710 ECK0709 gltA citrate synthase 42 663.8443 2 1325.6740 -0.0027 46.56 K N 0

13298 YSIIQTK JW0431 ECK0435 ppiD peptidyl-prolyl cis-trans isomerase (rotamase D) 37 426.7447 2 851.4748 -0.0003 28.27 R T 0

13299 YSISQLAAAGLTPQQPLGNHQQASLLR JW2671 ECK2696 mltB membrane-bound lytic murein transglycosylase B 86 954.8462 3 2861.5168 0.0020 54.14 K L 0

13300 YSITAGEYR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 50 530.2586 2 1058.5026 -0.0007 30.50 R S 0

13301 YSLAELIHTWSDLAGLSYDGYDPTR JW3927 ECK3946 yijP conserved inner membrane protein 18 948.4560 3 2842.3462 0.0011 80.25 K S 0

13302 YSLLGAMR JW2277 ECK2276 nuoH NADH:ubiquinone oxidoreductase, membrane subunit H 20 455.7443 2 909.4740 -0.0002 42.27 K A 0

13303 YSLSDRIR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 37 505.2749 2 1008.5352 0.0001 28.84 R Y 0

13304 YSQNAPLDMYK JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 20 665.3104 2 1328.6062 -0.0008 35.41 R E 0

13305 YSQTGTLK JW3481 ECK3497 mdtE multidrug resistance efflux transporter 56 449.2372 2 896.4598 -0.0005 19.23 R F 0

13306 YSRFPEVPLFGR JW0907 ECK0915 mukB fused chromosome partitioning proteins 23 489.9290 3 1466.7652 -0.0019 50.57 R A 0

13307 YSSLIFTPR JW1677 ECK1684 ydiJ predicted FAD-linked oxidoreductase 17 542.2950 2 1082.5754 -0.0005 42.76 R G 0

13308 YSSNIALMCGSGCAGAHK 57.021465@C:9,57.021465@C:13 JW0855 ECK0862 poxB pyruvate dehydrogenase (pyruvate oxidase), thiamin-dependent, FAD-binding 20 628.6111 3 1882.8115 -0.0008 31.77 R E 0

13309 YSSRPPEILLTHPLPESR JW2479 ECK2490 yfgC predicted peptidase 47 698.0447 3 2091.1123 0.0009 40.67 R L 0

13310 YSSTISDPDTNVK JW0715 ECK0714 sucA 2-oxoglutarate decarboxylase, thiamin-requiring 41 713.8399 2 1425.6652 0.0029 26.93 R Q 0

13311 YSSWVSYYEGIK JW1037 ECK1035 mdoH glucan biosynthesis: glycosyl transferase 55 741.3510 2 1480.6874 0.0001 50.33 R L 0

13312 YSTEMMNVISAGLDK JW2462 ECK2473 nlpB lipoprotein 122 829.8916 2 1657.7686 -0.0004 55.00 R S 0

13313 YSTEMMNVISAGLDKSATDAANAAQNR JW2462 ECK2473 nlpB lipoprotein 102 943.7766 3 2828.3080 0.0009 58.21 R A 0

13314 YSTSGYFNFADTTYSR JW5780 ECK4308 fimD outer membrane usher protein, type 1 fimbrial synthesis 97 940.4113 2 1878.8080 0.0020 50.38 R M 0

13315 YSVAEIFDSIDLTQR JW0905 ECK0913 mukF Involved in chromosome partioning, Ca2+ binding protein 68 878.9422 2 1755.8698 0.0020 67.37 K L 0

13316 YSVSDMINR JW3887 ECK3908 pfkA 6-phosphofructokinase I 42 542.7585 2 1083.5024 0.0005 38.51 R G 0

13317 YSYDMLGEAALTAADAQAYMVSYQQAIHAIGK 15.994915@M:5 JW0999 ECK1005 putA fused DNA-binding transcriptional regulator -!- proline dehydrogenase -!- pyrroline-5-carboxylate dehydrogenase 83 1156.2142 3 3465.6208 -0.0011 70.55 R A 0

13318 YSYVDENGETK JW1225 ECK1232 hns global DNA-binding transcriptional dual regulator H-NS 62 652.7857 2 1303.5568 0.0000 24.72 K T 0

13319 YTAAITGAEGK JW4158 ECK4196 rpsF 30S ribosomal subunit protein S6 39 541.2796 2 1080.5446 -0.0004 23.92 R I 0

13320 YTADDAEEMIGK JW1200 ECK1197 lolB chaperone for lipoproteins 93 671.7954 2 1341.5762 0.0004 38.58 R L 0

13321 YTADDAEEMIGKLTGMPIPLNSLR JW1200 ECK1197 lolB chaperone for lipoproteins 35 879.1086 3 2634.3040 0.0007 71.43 R Q 0

13322 YTAGSGDPLEHESVK JW3143 ECK3165 glmM phosphoglucosamine mutase 76 795.3754 2 1588.7362 -0.0007 26.78 R A 0

13323 YTDGIYVFWSK JW1631 ECK1635 ydhA predicted lipoprotein 28 689.8379 2 1377.6612 0.0008 56.10 R G 0

13324 YTDMPMLVMLEER JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 51 814.3809 2 1626.7472 0.0018 63.15 R D 0

13325 YTDQYQTR JW5481 ECK2958 mltC membrane-bound lytic murein transglycosylase C 19 537.7460 2 1073.4774 -0.0003 20.08 K S 0

13326 YTEALQQIGSSSNSK JW0478 ECK0483 ybbK predicted protease, membrane anchored 114 806.8939 2 1611.7732 -0.0007 30.94 K V 0

13327 YTELLNLVNEEILQLQEK JW0092 ECK0095 ftsA ATP-binding cell division protein involved in recruitment of FtsK to Z ring 99 1095.0890 2 2188.1634 0.0008 76.08 R L 0

13328 YTFADVASYR JW4028 ECK4060 actP acetate transporter 32 596.7849 2 1191.5552 -0.0007 44.03 R L 0

13329 YTGEQETLPLSPQWILR JW0938 ECK0946 ycbZ predicted peptidase 58 1016.0314 2 2030.0482 0.0010 61.72 R Q 0

13330 YTGHLIDFNVR JW1215 ECK1218 narG nitrate reductase 1, alpha subunit 55 667.8461 2 1333.6776 -0.0002 41.65 R A 0

13331 YTGKVVGLDMGTGSAFSLLPAQNATGNWIKVVQR JW2660 ECK2679 emrA multidrug efflux system 17 1193.6278 3 3577.8616 -0.0101 74.61 K L 0

13332 YTGNKDAAAAVGK JW3266 ECK3291 rplR 50S ribosomal subunit protein L18 74 633.3278 2 1264.6410 0.0000 18.83 K A 0

13333 YTGSSYGDPANSFK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 77 747.3299 2 1492.6452 -0.0017 33.09 R V 0

13334 YTIDLTER JW2573 ECK2590 clpB protein disaggregation chaperone 14 505.7615 2 1009.5084 0.0004 36.46 K A 0

13335 YTIMRPVSIEAGYR JW5371 ECK2243 yfaZ predicted outer membrane porin protein 55 552.6241 3 1654.8505 0.0003 41.42 R Y 0

13336 YTISVTHLAQAQTLTTR JW1909 ECK1923 fliD flagellar filament capping protein 19 635.3458 3 1903.0156 -0.0007 42.34 K T 0

13337 YTLAGTEVSALLGR JW3710 ECK3725 atpD F1 sector of membrane-bound ATP synthase, beta subunit 69 484.2687 3 1449.7843 0.0015 54.92 R M 0

13338 YTLHSQGK JW1692 ECK1700 pps phosphoenolpyruvate synthase 30 467.2431 2 932.4716 0.0001 14.32 R I 0

13339 YTLPELLDNSQQLIHEAR JW0005 ECK0006 yaaA conserved protein 42 714.0400 3 2139.0982 0.0020 60.72 R K 0

13340 YTLPLTAINQFLTVGGEWR JW2142 ECK2148 cirA ferric iron-catecholate outer membrane transporter 117 1090.0815 2 2178.1484 0.0011 76.84 K H 0

13341 YTLTCTYNDLASVR 57.021465@C:5 JW0150 ECK0153 hemL glutamate-1-semialdehyde aminotransferase (aminomutase) 93 838.9009 2 1675.7872 -0.0003 47.38 K A 0

13342 YTNGGLTVTPGIGVQWNSENQNEYYYGVSR JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 78 1122.8605 3 3365.5597 0.0007 56.02 R K 0

13343 YTNGGLTVTPGIGVQWNSENQNEYYYGVSRK JW1771 ECK1780 mipA scaffolding protein for murein synthesizing machinery 61 1165.5588 3 3493.6546 0.0007 51.56 R E 0

13344 YTPDVVENICGTPK 57.021465@C:10 JW3865 ECK3887 fdoG formate dehydrogenase-O, large subunit 49 796.8846 2 1591.7546 -0.0006 39.49 R D JW1470

13345 YTPLEGLINSQFVSIAGEISPQQR JW1671 ECK1677 sufD component of SufBCD complex 79 1324.1902 2 2646.3658 0.0005 73.24 K D 0

13346 YTPNVADATEAQIQQATK JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 75 974.9851 2 1947.9556 0.0019 44.09 R D 0

13347 YTPNVADATEAQIQQATKDSIPR JW0722 ECK0721 cydA cytochrome d terminal oxidase, subunit I 20 839.7583 3 2516.2531 0.0025 50.34 R V 0

13348 YTQIAPTSR JW5312 ECK1895 otsA trehalose-6-phosphate synthase 36 518.7739 2 1035.5332 -0.0016 22.39 R G 0

13349 YTQLIER JW3134 ECK3154 rpsO 30S ribosomal subunit protein S15 35 461.7523 2 921.4900 -0.0019 27.14 R L 0

13350 YTTEPDGSNWLEVHEPLSR JW1968 ECK1985 erfK conserved protein with NAD(P)-binding Rossmann-fold domain 42 744.0191 3 2229.0355 0.0016 47.36 K N 0

13351 YTTYIPVQDPK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 21 662.8436 2 1323.6726 0.0016 35.64 R L 0

13352 YTTYIPVQDPKLLDNLLTK JW3145 ECK3167 ftsH protease, ATP-dependent zinc-metallo 36 745.7473 3 2234.2201 0.0004 59.67 R N 0

13353 YVAEAITEEWR JW3811 ECK3828 yigP conserved protein 79 683.8355 2 1365.6564 0.0001 45.52 R M 0

13354 YVAGQPAER JW5017 ECK0209 yafD conserved protein 44 495.7537 2 989.4928 -0.0001 19.18 R I 0

13355 YVDEQAPWVVAK JW2101 ECK2107 metG methionyl-tRNA synthetase 41 702.8612 2 1403.7078 -0.0007 41.12 R Q 0

13356 YVDVGATYYFNK JW2203 ECK2207 ompC outer membrane porin protein C 92 720.3453 2 1438.6760 -0.0008 44.13 K N JW5078

13357 YVDVGATYYFNKNMSTYVDYK JW2203 ECK2207 ompC outer membrane porin protein C 31 847.7267 3 2540.1583 0.0013 52.60 K I 0

13358 YVDYFLPIVADAEAGFGGVLNAFELMK JW3975 ECK4007 aceA isocitrate lyase 95 983.8306 3 2948.4700 0.0030 80.96 R A 0

13359 YVDYVLGILK JW4135 ECK4173 purA adenylosuccinate synthetase 31 591.8420 2 1181.6694 -0.0001 57.35 R A 0

13360 YVESLSAYAR JW4019 ECK4050 uvrA ATPase and DNA damage recognition protein of nucleotide excision repair excinuclease UvrABC 43 579.7929 2 1157.5712 -0.0005 34.61 R Q 0
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13361 YVESQVYQGVVENLASEQAAR JW3711 ECK3726 atpG F1 sector of membrane-bound ATP synthase, gamma subunit 138 1170.5788 2 2339.1430 0.0037 53.33 R M 0

13362 YVFEHADICDAPAMAR 57.021465@C:9 JW2026 ECK2035 rfbB dTDP-glucose 4,6 dehydratase, NAD(P)-binding 31 622.6150 3 1864.8232 -0.0003 42.03 R I 0

13363 YVFIHGGPR JW4001 ECK4033 plsB glycerol-3-phosphate O-acyltransferase 36 349.1900 3 1044.5482 -0.0022 30.30 R V 0

13364 YVGGAESIKQQVDASR JW1070 ECK1068 flgL flagellar hook-filament junction protein 38 569.9599 3 1706.8579 -0.0009 30.34 K S 0

13365 YVGGGLNQHIESAR JW0413 ECK0417 thiI sulfurtransferase required for thiamine and 4-thiouridine biosynthesis 43 500.9227 3 1499.7463 -0.0017 27.44 R V 0

13366 YVGNIDEDGVCR 57.021465@C:11 JW0001 ECK0002 thrA fused aspartokinase I -!- homoserine dehydrogenase I 77 698.8113 2 1395.6080 -0.0009 29.93 R V 0

13367 YVIANNNLWASPLDQQLR JW5127 ECK0943 ymbA conserved protein 132 1058.0531 2 2114.0916 0.0008 56.39 K N 0

13368 YVILPLALR JW0795 ECK0799 glnP glutamine transporter subunit -!- membrane component of ABC superfamily 31 529.3422 2 1056.6698 0.0004 54.61 R R 0

13369 YVILPLVNR JW4215 ECK4251 valS valyl-tRNA synthetase 31 543.8370 2 1085.6594 -0.0003 49.58 K R 0

13370 YVLAGEGNK JW2750 ECK2773 eno enolase 52 475.7504 2 949.4862 -0.0007 22.78 K A 0

13371 YVLAVAADQLPLFDELCKR 57.021465@C:17 JW2541 ECK2555 purL phosphoribosylformyl-glycineamide synthetase 45 741.0621 3 2220.1645 0.0030 65.24 R E 0

13372 YVLLPNAYR JW0649 ECK0647 gltJ glutamate and aspartate transporter subunit -!- membrane component of ABC superfamily 29 554.8113 2 1107.6080 0.0004 41.76 R V 0

13373 YVLQVAPEDCTGCNLCVEVCPAKDR 57.021465@C:10,57.021465@C:13,57.021465@C:16,57.021465@C:20 JW1372 ECK1374 ydbK fused predicted Fe-S subunit of pyruvate-flavodoxin oxidoreductase 77 985.1151 3 2952.3235 -0.0003 46.79 K Q 0

13374 YVLSADIWPELER JW2027 ECK2036 galF predicted subunit with GalU 25 795.9120 2 1589.8094 0.0006 60.08 R T 0

13375 YVLSADIWPLLAK JW1224 ECK1231 galU glucose-1-phosphate uridylyltransferase 80 744.9270 2 1487.8394 0.0007 67.12 R T 0

13376 YVMKPMLPIR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 33 624.3542 2 1246.6938 0.0008 40.98 R R 0

13377 YVMKPMLPIRR JW5836 ECK2022 cld regulator of length of O-antigen component of lipopolysaccharide chains 26 468.6051 3 1402.7935 -0.0007 34.05 R D 0

13378 YVPEDRPIVVTGAVYNLTK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 56 1067.5810 2 2133.1474 0.0005 47.28 K T 0

13379 YVSDELNTWVR JW3027 ECK3045 htrG predicted signal transduction protein (SH3 domain) 95 691.3395 2 1380.6644 -0.0030 46.55 R S 0

13380 YVSDSFR JW1692 ECK1700 pps phosphoenolpyruvate synthase 37 437.2088 2 872.4030 0.0002 25.13 R D 0

13381 YVTSDTFTLR JW1299 ECK1301 pspC transcriptional activator 26 601.8070 2 1201.5994 0.0016 39.32 R S 0

13382 YVVALNLAPATPR JW0398 ECK0402 secD SecYEG protein translocase auxillary subunit 53 692.9010 2 1383.7874 0.0000 46.01 K W 0

13383 YVVDDEKLQNFSVDTQLQSK JW0146 ECK0149 fhuA ferrichrome outer membrane transporter 72 786.0602 3 2355.1588 -0.0007 46.00 K F 0

13384 YVVHNVAHR JW3841 ECK3863 glnA glutamine synthetase 52 547.7974 2 1093.5802 0.0021 18.85 K F 0

13385 YVYCHNPAPFYK 57.021465@C:4 JW2017 ECK2026 wbbK lipopolysaccharide biosynthesis protein 29 520.2427 3 1557.7063 -0.0012 33.85 R G 0

13386 YWDLSSGWQR JW4179 ECK4216 ytfM predicted outer membrane protein and surface antigen 47 649.3012 2 1296.5878 -0.0009 50.18 R A 0

13387 YWDVELR JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 45 490.7457 2 979.4768 0.0005 43.34 R E JW3485

13388 YWDVELR JW1488 ECK1487 gadB glutamate decarboxylase B, PLP-dependent 38 490.7454 2 979.4762 0.0000 42.96 R E JW3485

13389 YWDVELREIPMRPGQLFMDPK JW3485 ECK3502 gadA glutamate decarboxylase A, PLP-dependent 25 655.8317 4 2619.2977 -0.0002 60.27 R R JW1488

13390 YWEYIPTEVKPFFVR JW5800 ECK4382 nadR bifunctional DNA-binding transcriptional repressor -!- NMN adenylyltransferase 25 658.6771 3 1973.0095 0.0009 60.90 R T 0

13391 YWFESLAGIPCDVEIASEFR 57.021465@C:11 JW3707 ECK3722 glmS L-glutamine:D-fructose-6-phosphate aminotransferase 70 1195.0628 2 2388.1110 0.0014 74.94 R Y 0

13392 YWGFVPEANLVGR JW2552 ECK2566 lepB leader peptidase (signal peptidase I) 23 754.3881 2 1506.7616 -0.0003 56.71 R A 0

13393 YWHDGGQWNDDAELNFGNGNFNVR JW0401 ECK0405 tsx nucleoside channel, receptor of phage T6 and colicin K 72 942.4079 3 2824.2019 0.0004 52.78 R S 0

13394 YWQADLLLER JW4355 ECK4384 slt lytic murein transglycosylase, soluble 45 653.8435 2 1305.6724 0.0008 53.44 R G 0

13395 YWYGPTSR JW3024 ECK3042 rfaE fused heptose 7-phosphate kinase -!- heptose 1-phosphate adenyltransferase 20 515.2432 2 1028.4718 0.0003 33.19 R I 0

13396 YYDELPTEGNEHGQAFR JW1604 ECK1607 fumA aerobic Class I fumarate hydratase (fumarase A) 55 675.9695 3 2024.8867 0.0004 35.74 K D JW4083

13397 YYEDVLHGQTGYEEVEVNNR JW0630 ECK0628 mrdA transpeptidase involved in peptidoglycan synthesis (penicillin-binding protein 2) 61 805.3680 3 2413.0822 0.0001 41.25 R G 0

13398 YYEPSPGR JW1446 ECK1445 yncD predicted iron outer membrane transporter 15 484.7272 2 967.4398 -0.0001 22.41 R N 0

13399 YYGYVTQPWFIGHSQR JW5832 ECK1954 yedQ predicted diguanylate cyclase 50 667.9917 3 2000.9533 0.0000 49.37 R E 0

13400 YYLATGGGDISQAEVLLK JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 119 949.5004 2 1896.9862 0.0029 54.62 R R 0

13401 YYLATGGGDISQAEVLLKR JW4133 ECK4171 hflC modulator for HflB protease specific for phage lambda cII repressor 28 685.3687 3 2053.0843 -0.0001 49.91 R K 0

13402 YYLGNADEIAAK JW0738 ECK0744 gpmA phosphoglyceromutase 1 75 664.3296 2 1326.6446 -0.0008 37.03 R A 0

13403 YYLNAGVPIEIK JW1327 ECK1329 uspE stress-induced protein 79 690.3820 2 1378.7494 -0.0001 49.19 K V 0

13404 YYLSLGDLDSATALFK JW3132 ECK3151 nlpI conserved protein 90 888.9566 2 1775.8986 0.0006 68.23 K L 0

13405 YYPSGEVTAHLIGFTNVDSQGIEGVEK JW0082 ECK0085 ftsI transpeptidase involved in septal peptidoglycan synthesis (penicillin-binding protein 3) 81 970.8097 3 2909.4073 -0.0010 55.20 R S 0

13406 YYQGTPSPVKHPELTDMVIFR JW1122 ECK1122 icd e14 prophage; isocitrate dehydrogenase, specific for NADP+ 35 826.7555 3 2477.2447 0.0033 48.86 R E 0

13407 YYQHLNR JW5020 ECK0222 fadE acyl coenzyme A dehydrogenase 41 497.2487 2 992.4828 0.0000 19.40 R L 0

13408 YYSTAEQYK JW0053 ECK0055 imp exported protein required for envelope biosynthesis and integrity 49 576.7637 2 1151.5128 -0.0006 22.98 K N 0

13409 YYWPHSR JW2082 ECK2088 gatZ D-tagatose 1,6-bisphosphate aldolase 2, subunit 26 504.7376 2 1007.4606 -0.0007 29.49 R I 0
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Supplementary Table S7 Transporters and antiporters regulated by (p)ppGpp signaling in relA KO cells.

relA  KO WT relA  KO WT relA  KO WT

JW0046 kefC ECK0048 potassium:proton antiporter 321 195 24.35 8.71 1.68 ± 0.21 0.39 ± 0.06 12 4 4.31 ± 0.30

JW0065 thiQ ECK0067 thiamin transporter subunit -!- ATP-binding component of ABC superfamily N.D. 62 N.D. 17.67 0.03 ± 0.03 0.39 ± 0.03 - 2 0.06 ± 0.21

JW0263 yagG ECK0271 CP4-6 prophage; predicted sugar transporter 39 N.D. 5.00 N.D. 0.58 ± 0.03 0.03 ± 0.03 2 - 23.20 ± 0.32

JW0777 ybhS ECK0782 predicted transporter subunit -!- membrane component of ABC superfamily N.D. 119 N.D. 6.10 0.03 ± 0.03 0.58 ± 0.03 - 2 0.04 ± 0.32

JW0815 yliC ECK0821 predicted peptide transporter subunit -!- membrane component of ABC superfamily N.D. 201 N.D. 12.42 0.03 ± 0.03 1.68 ± 0.03 - 3 0.01 ± 0.52

JW1111 potB ECK1111 polyamine transporter subunit -!- membrane component of ABC superfamily N.D. 56 N.D. 7.27 0.03 ± 0.03 0.78 ± 0.03 - 2 0.03 ± 0.43

JW1175 nhaB ECK1174 sodium:proton antiporter N.D. 90 N.D. 3.51 0.03 ± 0.03 0.43 ± 0.03 - 2 0.06 ± 0.23

JW1507 lsrC ECK1507 AI2 transporter -!- membrane component of ABC superfamily N.D. 28 N.D. 6.73 0.03 ± 0.03 0.93 ± 0.03 - 2 0.03 ± 0.52

JW2167 yejE ECK2173 predicted oligopeptide transporter subunit -!- membrane component of ABC superfamily N.D. 73 N.D. 5.28 0.03 ± 0.03 0.43 ± 0.03 - 2 0.06 ± 0.00

JW2289 yfbS ECK2286 predicted transporter 41 N.D. 3.61 N.D. 0.29 ± 0.03 0.03 ± 0.03 2 - 11.60 ± 0.00

JW2305 hisQ ECK2302 histidine/lysine/arginine/ornithine transporter subunit -!- membrane component of ABC superfamily N.D. 75 N.D. 13.16 0.03 ± 0.03 0.58 ± 0.03 - 2 0.04 ± 0.00

JW2767 sdaC ECK2791 predicted serine transporter 234 N.D. 8.16 N.D. 1.78 ± 0.03 0.03 ± 0.03 4 - 71.20 ± 0.69

JW3064 exuT ECK3084 hexuronate transporter 65 N.D. 6.99 N.D. 0.70 ± 0.03 0.03 ± 0.03 3 - 28.00 ± 0.00

JW3130 mtr ECK3149 tryptophan transporter of high affinity 92 N.D. 6.76 N.D. 4.62 ± 0.03 0.03 ± 0.03 3 - 184.80 ± 1.23

JW3251 trkA ECK3276 NAD-binding component of TrK potassium transporter N.D. 30 N.D. 4.15 0.03 ± 0.03 0.20 ± 0.03 - 2 0.13 ± 0.00

JW3729 rbsC ECK3744 D-ribose transporter subunit -!- membrane component of ABC superfamily N.D. 128 N.D. 13.71 0.03 ± 0.03 0.78 ± 0.03 - 2 0.03 ± 0.43

JW4250 fecB ECK4280 KpLE2 phage-like element; iron-dicitrate transporter subunit -!- periplasmic-binding component of ABC superfamily N.D. 209 N.D. 24.33 0.03 ± 0.03 1.74 ± 0.03 - 7 0.01 ± 0.77

JW4251 fecA ECK4281 KpLE2 phage-like element; ferric citrate outer membrane transporter N.D. 2112 N.D. 62.14 0.03 ± 0.03 11.59 ± 0.03 - 44 0.00 ± 3.05

JW5184 cvrA ECK1179 predicted cation/proton antiporter N.D. 52 N.D. 4.15 0.03 ± 0.03 0.33 ± 0.03 - 2 0.08 ± 0.00

* emPAI ratios were calculated by the use of the merged data from triplicate analysis. The S.D. was caluclated from the results of triplicate analysis.

For calculation of emPAI ratio, emPAI values of zero are set as 0.03.

N.D., no data.
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