Supplemental Table 1: Proteins that co-purified in each of two LbcA<CtpA-S302A pulldowns, but were absent in each of two LbcA+CtpA pulldowns

[CAccession Description Coverage Expt. 1| # PSM Expl 1 [ Coverage Expt. 2] # PSM Expt 2 | Average Coverage [ Average #PsM | Gene. [ Confirmed CtpA substrate?
QUI5Q4 Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=PAO667 PE=4 SV=1 - [QII5Q4_PSEAE] 64.21 59.28 61.745 815 PA0667/mepM YES
QIMED Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PAL198 PE=4 SV=1 - [QI4EQ_PSEAE] 76.59 68 75.12 56 75.855 62 PA1198 YES
QT2 bbrane-bound lytic murein D O! aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=mitD PE=4 SV=1 - [Q9I2T2_PSEAE] 43.45 29 4551 27 44.48 28 PA1812/mitD
QIX6V6 R\pA ke lipoprotein O5=Pseudomonss eruginosa (strain ATCC 15692 / PAOL./ 1C/ PRS 101/ LMG 12228) GN=lph PE=3 SV=1 - [RLPA_PSEAE] 7105 2 54.39 23 62.72 235 PA4000/RIpA
087128 itioning protein ParA Of aeruginosa GN=orf3 PE=4 SV=1 - [087128_PSEAI] 40.46 19 37.02 19 38.74 19 PA1462
Q9IOM6 Serine--tRNA ligase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=serS PE=3 SV=1 - [SYS_PSEAE] 42.96 16 40.85 19 41.905 175 sers
QHVL? 505 ribosomal protein L27 OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=rpmA PE=1 SV=3 - [RL27_PSEAE] 68.24 14 63.53 16 65.885 15 rpmA
QUHXP9 305 ribosomal protein 516 OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=rpsP PE=3 SV=1 - [RS16_PSEAE] 63.86 9 59.04 12 61.45 105 rpsP
QOHVFY Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA4632 PE=3 SV=1 - [QIHVF9_PSEAE] 2637 6 44.69 12 3553 9 PA4632
Q9I6C0 Cell division protein FtsE OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=ftsE PE=4 SV=1 - [QII6C0_PSEAE] 6143 10 56.50 11 58.965 10.5 fisE
QOHUH3  Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA4992 PE=1 SV=1 - [QOHUH3_PSEAE] 44.81 10 47.78 10 46.295 10 PA4992
QoHX3L DNA polymerase 111, delta subunit OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=holA PE=4 SV=1 - [Q9HX31_PSEAE] 24.06 8 38.84 10 31.45 9 holA
QOHWD4 305 ribosomal protein $10 OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=rps] PE=3 SV=1 - [RS10_PSEAE] 53.40 7 59.22 10 56.31 85 1ps)
QQI0T2 Probable acyl-CoA dehydrogenase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA2552 PE=3 SV=1 - [QII0T2_PSEAE] 2293 5 42.93 10 32,93 75 PA2552
QOHVX3  Soluble and membrane-bound Iytic o aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=mitB1 PE=4 SV=1 - [QOHVX3_PSEAE] 23.98 7 3025 9 27.115 8 mits1
QIISHL Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PAQ758 PE=4 SV=1 - [Q9ISH1_PSEAE] 2086 6 44.96 9 37.41 75 PAO758
Qa1788 Glycine--tRNA ligase beta subunit OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=glyS PE=3 SV=1 - [SYGB_PSEAE] 17.69 9 15.94 8 16.815 85 alys
QOHWS6  MvaT OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=mvaT PE=1 SV=1 - [Q9HW86_PSEAE] 47.58 7 4032 8 43.95 75 mvaT
QOHWD6 505 ribosomal protein L4 OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=rpID PE=3 SV=1 - [RL4_PSEAE] 37.50 6 54.00 8 4575 7 pID
QUHWE2 505 ribosomal protein L16 OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=rplP PE=3 SV=1 - [RL16_PSEAE] 3431 4 4161 8 37.96 6 P
QOHWF1 50 ribosomal protein L18 OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=rpIR PE=3 SV=1 - [RL18_PSEAE] 2155 3 42.24 8 31.895 55 PR
QII4S6 Probable outer membrane protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C/ PRS 101 / LMG 12228) GN=PA1048 PE=4 SV=1 - [Q9I4S6_PSEAE] 3925 10 242 7 35.835 85 PA1048
QoI503 Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PAQ955 PE=4 SV=1 - [Q9I503_PSEAE] 36.79 9 3239 7 34.59 8 PA09S5
QoI383 Probable chemotaxis transducer OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=PA1608 PE=4 SV=1 - [Q9I3B3_PSEAE] 25.14 8 2144 7 23.29 75 PA1608
QUHW15  Probable short-chain dehydrogenase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=speA PE=3 SV=1 - [QOHW15_PSEAE] 26.98 5 4127 7 34.125 6 speA
QUISR6 yl-3-methyl-6-methoxy-1, o aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=coq7 PE=1 SV=1 - [COQ7_PSEAE] 5116 6 41.86 6 46.51 6 PAOSS
P72176 PchC pmteln Os=Pseudomonas aeruginosa GN=pchC PE=4 SV=1 - [P72176_PSEAI] 2080 4 17.60 6 192 5 pchC
QUHUWS  Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA4842 PE=4 SV=1 - [Q9HUWS_PSEAE] 16.29 5 16.01 5 16.15 5 PA4842
QSHVF8 Probable chemotaxis transducer OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA4633 PE=4 SV=1 - [QIHVF8_PSEAE] 9.27 5 11.52 5 10.395 5 PA4633
P72158 N5~ i ide synthase Of aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=purk PE=3 SV=2 - [PURK_PSEAE] 15.00 4 18.33 5 16.665 45 purk
P14532 Cytochrome c551 peroxidase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=ccpA PE=1 SV=2 - [CCPR_PSEAE] 9.54 4 15.32 5 12.43 45 ccpR
P30819 Nicotinate-nucleotide 0s=| aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=nadC PE=3 SV=2 - [NADC_PSEAE] 13.12 3 19.15 5 16.135 4 nadC
QOHXY1 Methionine aminopeptidase e aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=map PE=1 SV=1 - [QIHXY1_PSEAE] 12.26 2 2835 5 20.305 35 map
Q91405 Amino acid ABC transporter ATP binding protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA1339 PE=3 SV=1 - [Q91405_PSEAE] 12.70 2 25.82 5 19.26 35 PA1339
QI5YL Fructose-bi aldolase O aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=fba PE=3 SV=1 - [ALF_PSEAE] 9.60 2 24.01 5 16.805 35 fda
QUHWES  Probable fumarase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=PA4333 PE=4 SV=1 - [Q9HW68_PSEAE] 513 2 16.57 5 10.85 35 PA4333
Qal0I6 Methyl-accepting chemotaxis protein PA2652 OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=PA2652 PE=3 SV=1 - [MALCR_PSEAE] 2.85 2 15.33 5 9.09 35 PA2652
QUHYUS  Probable HIT family protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA3295 PE=4 SV=1 - [Q9HYUS_PSEAE] 4138 6 17.24 4 29.31 5 PA3295
QUHVMI 305 ribosomal protein 520 OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=rpsT PE=1 SV=3 - [RS20_PSEAE] 34.07 6 34.07 4 34.07 5 rpsT
Q9I2s3 Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=fimL PE=4 SV=1 - [Q9I253_PSEAE] 17.08 6 11.21 4 14.145 5 fimL
QOHVX4  Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA4441 PE=4 SV=1 - [QOHVX4_PSEAE] 37.84 5 3446 4 36.15 45 PA4441
Q1787 Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA04S PE=4 SV=1 - [Q91787_PSEAE] 24.56 4 2456 4 24.56 4 PA0045
Q9HU24  dTDP-glucose 4,6-dehydratase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=rmIB PE=3 SV=1 - [QOHU24_PSEAE] 18.47 4 19.32 4 18.895 4 miB
Q15 Probable transcriptional regulator OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA2100 PE=4 SV=1 - [Q91215_PSEAE] 18.03 4 18.24 4 18.135 4 PA2100
Q51434 Protein phosphatase CheZ OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=cheZ PE=3 SV=2 - [CHEZ_PSEAE] 17.18 4 17.18 4 17.18 4 chez
QOHWO6  Probable pyrophosphohydrolase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA4400 PE=4 SV=1 - [Q9HW06_PSEAE] 13.65 3 27.62 4 20.635 35 PA4400
P21629 High-affinity branched-chain amino acid transport ATP-binding protein BraF OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=braF PE=3 SV=1 - [BRAF_PSEAE] 18.82 3 17.25 4 18.035 35 braF
QUHWO4  Arginine biosynthesis bifunctional protein ArgJ OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=arg] PE=3 SV=1 - [ARG)_PSEAE] 17.53 3 18.52 4 18.025 35 arg)
QoHZP7 Electron transfer flavoprotein subunit alpha OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=etfA PE=3 SV=1 - [ETFA_PSEAE] 15.86 3 2039 4 18.125 35 etfA
P07344 Tryptophan synthase alpha chain OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=trpA PE=3 SV=3 - [TRPA_PSEAE] 13.43 3 18.28 4 15.855 35 trpA
QII3F6 Aerotaxis receptor Aer OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=aer PE=4 SV=1 - [QII3F6_PSEAE] 825 3 11.71 4 9.98 35 aer
033407 Esterase EstA OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=estA PE=1 SV=1 - [ESTA_PSEAE] 6.66 3 10.22 4 8.44 35 estA
QM52 Probable 3- o aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=sseA PE=3 SV=1 - [THTM_PSEAE] 15.49 2 33.10 4 24.295 3 PA1292
QoHU67  Regulatory protein TypA OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=typA PE=4 SV=1 - [Q9HU67_PSEAE] 661 2 13.88 4 10.245 3 typA
QII2F4 Ribokinase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=rbsK PE=3 SV=1 - [Q9I2F4_PSEAE] 877 2 15.58 4 12,175 3 tbsk
QUHXP8  Signal recognition particle protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=ffh PE=3 SV=1 - [Q9HXP8_PSEAE] 284 2 853 4 5.685 3 ffh
QUHU35  Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PAS149 PE=4 SV=1 - [Q9HU35_PSEAE] 31.94 8 1139 3 21.665 55 PAS149
Q91530 D-lactate o aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=IdhA PE=3 SV=1 - [Q9I530_PSEAE] 31.00 7 19.15 3 25.075 5 1dhA
P13982 Carbamate kinase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=arcC PE=3 SV=1 - [ARCC_PSEAE] 17.10 6 9.68 3 13.39 45 arcC
QUHYD4  Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=PA3472 PE=4 SV=1 - [Q9HYD4_PSEAE] 33.33 4 2727 3 30.3 35 PA3472
QoI38L Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=PA1644 PE=4 SV=1 - [Q9I381_PSEAE] 27.23 3 11.88 3 19.555 3 PA1644
QIISE2 2-methylisocitrate lyase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=prpB PE=3 SV=1 - [QIISE2_PSEAE] 18.46 3 18.46 3 18.46 3 prpB
QUHXK8  Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=PA3787 PE=1 SV=1 - [QOHXK8_PSEAE] 18.09 3 17.73 3 17.91 3 PA3787
082852 Uridylate kinase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=pyrH PE=3 SV=2 - [PYRH_PSEAE] 21.63 3 20.00 3 20.815 3 pyrH
Q57003 PilV protein OS=Pseudomonas aeruginosa GN=pilV PE=4 SV=1 - [Q57003_PSEAI] 18.38 3 18.38 3 18.38 3 pilv
QSHWC6 505 ribosomal protein L1 OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=rplA PE=3 SV=1 - [RL1_PSEAE] 18.18 3 18.18 3 18.18 3 plA
Q9HW29  Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA4373 PE=4 SV=1 - [Q9HW29_PSEAE] 10.99 3 12.91 3 11.95 3 PA4373
QOISWO  DNA primase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=dnaG PE=3 SV=1 - [DNAG_PSEAE] 8.43 3 9.04 3 8.735 3 dnaG
Q1783 Uncharacterized protein PAO049 OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PAQ049 PE=1 SV=1 - [Y049_PSEAE] 9.04 3 9.04 3 9.04 3 PA0049
QOHX92 Probable transcriptional regulator OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA3921 PE=4 SV=1 - [Q9HX92_PSEAE] 7.06 3 717 3 7.115 3 PA3921
QU514 Type II secretion system protein G OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=xcpT PE=1 SV=1 - [GSPG_PSEAE] 39.44 2 38.73 3 39.085 25 xcpT
QaIsV8 30S ribosomal protein S21 OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=rpsU PE=1 SV=3 - [RS21_PSEAE] 35.21 2 3521 3 35.21 25 rpsU
QoHTBL Probable GTP-binding protein EngB Of aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=engB PE=3 SV=1 - [ENGB_PSEAE] 15.35 2 26.05 3 20.7 25 PA5492
QOHWF4 505 ribosomal protein L15 OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=rplO PE=3 SV=1 - [RL15_PSEAE] 18.06 2 292 3 20.49 25 pl0
Q9HZP6 Electron transfer flavoprotein subunit beta OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=etfB PE=3 SV=1 - [ETFB_PSEAE] 12.85 2 2129 3 17.07 25 etfB
Q91031 Probable ATP-binding component of ABC transporter OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA2812 PE=3 SV=1 - [QI031_PSEAE] 13.87 2 2097 3 17.42 25 PA2812
QUHUL7 N« ~alanine amidase O! aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=amiB PE=4 SV=1 - [QOHUL7_PSEAE] 9.68 2 17.68 3 13.68 25 amiB
QILCT6 D-alanine--D-alanine ligase B OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=ddIB PE=3 SV=1 - [DDLB_PSEAE] 10.97 2 16.61 3 13.79 25 ddiB
Q9HTI6 Probable two-component response regulator OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA5364 PE=4 SV=1 - [QHTI6_PSEAE] 1233 2 12.33 3 12.33 25 PAS364
Q9I2R6 Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA1829 PE=4 SV=1 - [Q9I2R6_PSEAE] 6.46 2 1039 3 8.425 25 PA1829




[ Accession | Description Coverage Expt. 1| # PSM Expt. 1_| Coverage Expt. 2| # PSM Expt. 2_| Average Coverage [ Average #PsM | Gene [ Confirmed CtpA substrate?
QOHXF4 Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA3852 PE=4 SV=1 - [Q9HXF4_PSEAE] 9.97 2 9.97 3 9.97 25 PA3852
Q91459 Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA1045 PE=4 SV=1 - [Q914S9_PSEAE] 4.20 2 6.02 3 511 25 PA1045
QILCT4 Membrane protein OS=Pseudomonas aeruginosa GN=spolIQ PE=4 SV=1 - [QILCT4_PSEAI] 17.26 4 17.26 2 17.26 3 PA4404 YES
Q51390 Glycerol kinase 2 0S=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=glpK2 PE=3 SV=2 - [GLPK2_PSEAE] 10.69 4 7.52 2 9.105 3 glpk
Q9HV35 proenzyme O aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=speH PE=3 SV=1 - [SPEH_PSEAE] 21.88 3 11.88 2 16.88 25 PA4773
QII6F6 Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA0335 PE=4 SV=1 - [Q916F6_PSEAE] 21.66 3 16.13 2 18.895 25 PA0335
QOHZ65 phosphate isomerase O! aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=mtnA PE=3 SV=1 - [MTNA_PSEAE] 17.60 3 14.80 2 16.2 25 PA3169
Q51508 Salicylate synthase O aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=pchA PE=1 SV=1 - [PCHA_PSEAE] 9.87 3 6.30 2 8.085 25 pchA
P42805 4-diphosphocytidyl-2-C-methyl-D-erythritol kinase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=ispE PE=3 SV=2 - [ISPE_PSEAE] 1241 3 6.38 2 9.395 25 ipk
Q51426 Holliday junction ATP-dependent DNA helicase RuvB OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=ruvB PE=3 SV=2 - [RUVB_PSEAE] 881 3 6.53 2 7.67 25 wB
Q91000 Probable aldolase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA2843 PE=4 SV=1 - [Q9I000_PSEAE] 804 3 6.70 2 7.37 25 PA2843
QOHXE7  Carboxylesterase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA3859 PE=1 SV=1 - [QOHXE7_PSEAE] 2233 2 2140 2 21.865 2 PA3859
P34003 Shikimate kinase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=aroK PE=3 SV=2 - [AROK_PSEAE] 17.44 2 17.44 2 17.44 2 aroK
Q91022 Probable glutathione S-transferase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA2821 PE=3 SV=1 - [Q91022_PSEAE] 14.55 2 14.55 2 14.55 2 PA2821
QoI0LL High frequency lysogenization protein HfID homolog OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C/ PRS 101 / LMG 12228) GN=hfID PE=3 SV=1 - [HFLD_PSEAE] 14.08 2 14.08 2 14.08 2 PA2627
Q9HU43 1-(5 5-[(5- idazole-4 isomerase O aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=hisA PE=3 SV=1 - [HIS4_PSEAE] 11.02 2 11.02 2 11.02 2 hisA
Q9HU12 Probable hydrolase OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA5177 PE=4 SV=1 - [Q9HU12_PSEAE] 10.41 2 10.41 2 10.41 2 PA5177
Q9109 Exodeoxyribonuclease IIT OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=xthA PE=4 SV=1 - [Q9I0T9_PSEAE] 10.37 2 7.04 2 8.705 2 xthA
Q9HVD6 Uncharacterized protein OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA4656 PE=4 SV=1 - [Q9HVD6_PSEAE] 10.16 2 10.16 2 10.16 2 PA4656
QOHXG6  Probable ATP-binding component of ABC transporter OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAO1 / 1C / PRS 101 / LMG 12228) GN=PA3838 PE=3 SV=1 - [Q9HXG6_PSEAE] 9.85 2 9.85 2 9.85 2 PA3838
Qo144 Peptidoglycan hydrolase Fig) OS=Pseudomonas aeruginosa (strain ATCC 15692 / PAOL / 1C / PRS 101 / LMG 12228) GN=flg] PE=3 SV=1 - [FLG]_PSEAE] 6.50 2 6.50 2 6.5 2 fig)



