Supplementary Table 1

Key terms

ProtID - Protein ID

ProtLen - Protein length

SpCount - Spectral count

APEX - APEX score

FC - Fold change (oprF mutant / wt)

log2FC - log2(Fold change)

UpDown - Whether the protein is increased (Up) or decreased (Down) in the oprF mutant (>2 fold-change, FDR < 0.01)
Product - Protein product name (from PseudoCAP database)

PCAP Function - Protein function

Localization - Protein localization information (from PseudoCAP database)

[ . 1 WTT 0 WT2 | oprF1 | oprF2 | WT1 | WT2 [ oprF1 | oprF2 | WTavg | oprfFavg | ., . . log2FC i o oogus N o
ProtiD ProtLen SpCount | SpCount | SpCount | SpCount | APEX | APEX | APEX | APEX APEX | FC (wt/oprF) ! (wiloprF) | UpDown :Producl | PCAP Function Localization |
PA14_08110 36 2.0 3.0 0.0 0.0 13254 1 1238 | 0.00 0.00 0.00 1024.0 10.0 ; NA  ‘hypothetical protein Hypothetical, unclassified, unknown Cytoplasmic |
PA14_08240 611 1.0 3.0 0.0 0.0 17.95 | 124 | 000 | 0.0 0.00 1024.0 : ihypothetical protein ;Z':;ﬁg to phage, transposon, or Periplasmic ;
PA14_08930|rpmC 63 2.0 420 0.0 | 000 | 000 0.00 1024.0 50 ribosomal protein L29 Translation, post-transiational Cytoplasmic i
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, e T T _modffication, degradation |77 T
| ; ‘N-Acetyl-D-Giucosamine :

PA14_15780 570 1.0 1.0 0.0 | 0.00 0.00 0.00 1024.0 10.0 : NA  iphosphotransferase system Transport of small molecules CytoplasmicMembrane |
| | itransporter ]

: | ' ! imajor porin and structural outer :

PA14_41570|oprF 350 365.0 770.5 0.0 0.0 384.61 | 205.90 | 0.00 0.00 : 29525 0.00 1024.0 10.0 i Down membrane porin OprF Membrane proteins OuterMembrane ;
| 3 | ' \precursor ;

PA14_65170rpsR 76 4.0 40.0 0.0 0.0 12.28 | 3113 | 000 | 0.00 21.70 0.00 1024.0 100 | Down {308 ribosomal protein S18 Translation, post-transiational Cytoplasmic :
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, I T _modification, degradation |77 TUTC |
PA14_66960[tatA 82 2.0 1.0 0.0 0.0 999 | 127 | 000 | 000 | 563 0.00 1024.0 100 | NA 12':2:;;9/'\"'"9 translocase Protein secretion/export apparatus CytoplasmicMembrane |
PA14_67680|ntrC 476 1.0 1.0 0.0 0.0 136 | 035 | 000 | 000 | 086 0.00 1024.0 100 | NA ‘r‘;“;’uf:{grpﬁ?gt response Two-component regulatory systems Cytoplasmic |
PA14_71970|wbpW 479 1.0 2.0 0.0 0.0 241 | 122 | 000 | 000 | 182 0.00 1024.0 100 | NA [GDP-mannose Cell wall / LPS / capsule Cytoplasmic i
| | | | ipyrophosphorylase |

PA14_62300 | _thypothetical protein Transport of small molecules Unknown i

P
PA14_64290 359 7.0 0.0 0.0 1.0 34.81

th
iputative permease o
itransporter

o
o
S

0.00 057 | 17.40 0.29 61.0 5.9 i Down

Transport of small molecules CytoplasmicMembrane

Transcription, RNA processing and

PA14_12760 449 2.0 1.0 0.0 05 200 | 025 | 000 | 006 | 1.12 0.03 395 53 | NA [ATP-dependent RNA helicase degradation Cytoplasmic |
PA14_51530]exoU 687 131.0 | 161.0 8.0 305 | 127.81 | 39.84 | 233 | 342 | 8382 2.87 29.2 49 | Down ExoU :GT;ZZ? Factors (toxins, enzymes, Extracellular ‘
PA14_73290|atpF 156 0.0 110.0 0.0 8.5 0.00 56.32 | 0.00 1.97 28.16 0.99 28.6 4.8 Down 1FOF1 ATP synthase subunit B {Energy metabolism CytoplasmicMembrane
PA14_08020 108 0.0 6.0 0.0 0.5 000 | 838 | 000 | 032 | 419 0.16 26.5 47 | NA putative bacteriophage protein ;Z':;ﬁg to phage, transposon, or Unknown §
PA14_31620 464 9.0 40 1.0 1.0 13.36 | 150 | 0.44 017 | 743 0.31 24.2 46 | Down ihypothetical protein Transport of small molecules CytoplasmicMembrane |
PA14_32890 73 57.0 83.0 7.0 16.0 546.02 | 201.63 ‘ 20.01 17.61 | 373.83 18.81 19.9 4.3 i Down hypothetical protein Hypothetical, unclassified, unknown Unknown i
PA14_08740|rplJ 166 35.0 1.0 1.0 3 16.8 41 | Down I50S ribosomal protein L10 Translation, post-transiational Cytoplasmic ;
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, | T _modification, degradation |77 TUTC
PA14_08280 200 3.0 50 1.0 | 143 38 | NA |putative bacteriophage protein ;Z':;ﬁg to phage, transposon, or CytoplasmicMembrane |
PA14_57570 197 0.0 57.0 0.0 14.0 utative cytochrome ¢ Putative enzymes CytoplasmicMembrane |
ireductase, iron-sulfur subun |
PA14_08980]rpsN 101 20 62.0 0.0 14.0 308 ribosomal protein §14 | Tanslation, post-transiational Cytoplasmic i
- ; modification, degradation
PA14_50270}fliD 474 269.0 1402.5 53.0 R 13.8 \flagellar capping protein FliD Motility & Attachment Extracellular i
PA14_44020|sdhB 235 35.0 87.0 7.0 185 65.47 | 4127 | 391 135 iﬂffﬁ'r”::‘i:;t‘ydmge”ase IO Energy metabolism CytoplasmicMembrane |
0.0 6.0 0.0 1.0 1 13.2 g;ﬁafte;nplly transcriptional Transcriptional regulators Unknown
PA14_07170]epd 353 10 20 0.0 10 131 ED-erythrose 4-phosphate Biosynthesis of _cofactors, prosthetic Cytoplasmic i
| idehydrogenase groups and carriers |
PA14_40240 723 17.0 1.0 3.0 4.0 2109 | 032 | 1.1 127 iputative ATP-binding/permease |51 secretionsexport apparatus CytoplasmicMembrane |
| | ifusion ABC transporter |
PA14_10360 99 0.0 162.0 0.0 35.0 0.00 ' 927.65 | 0.00 10.2 ‘hypothetical protein Hypothetical, unclassified, unknown Unknown |
{PA14_48940|coaB 82 [ oo | 9.0 ‘ 0.0 i 20 000 | 5207 : 0.00 9.9 icoat protein B of bacteriophage !Related to phage, transposon, or Unknown |



. Motility & Attachment OuterMembrane |

iprotein FigK |

PA14_44030|sdhA lzzsggﬁ:; iie:l}/bd\:ﬁﬁenase Energy metabolism CytoplasmicMembrane
PA14_30490 putative lavin-dependent Energy metabolism Unknown

_ioxidoreductase

5
PA14_59540 hypothetical protein ;Zgﬁg to phage, transposon, or Cytoplasmic

. . Translation, post-translational . |
PA14_09010|rpIR 508 ribosomal protein L18 modification, degradation Cytoplasmic |
PA14_66760 hypothetical protein Cell division CytoplasmicMembrane !

PA14_08990|rpsH

30S ribosomal protein S8 Cytoplasmic

modification, degradation

preprotein translocase subunit

PA14_62810|secG SecG Protein secretion/export apparatus CytoplasmicMembrane
PA14_55380 hypothetical protein Hypothetical, unclassified, unknown OuterMembrane '
PA14_64750 putative MFS transporter Transport of small molecules CytoplasmicMembrane
PA14_08710|nusG 177 17.0 0.0 9.0 0.0 4768 | 000 | 753 | 000 | 2384 377 63 27 | Down |ranscription antitermination Transcription, RNA processing and Cytoplasmic i
: i ; protein NusG degradation ;
PA14_15960[ffh 457 7.0 0.0 3.0 2.0 1304 | 000 | 167 | 043 | 652 1.05 6.2 26 | NA ;‘g’t‘:i'n'i?ﬁgn'“°” particle Protein secretion/export apparatus CytoplasmicMembrane |
PA14_08880]rplB 273 1.0 400 0.0 300 | 1335 50S ribosomal protein L2 Translation, post-transiational Cytoplasmic i
modification, degradation |
PA14_65030 231 37.0 33.0 hypothetical protein Membrane proteins OuterMembrane |
PA14_48140 1. 44 16.0 60.0 hypothetical protei Hypotheti Unk
P

PA14_52750|aotP arginine/ornithine transport

protein AotP Transport of small molecules CytoplasmicMembrane

PA14_14630|secD 620 1.0 11.0 1.0 4.0 5.0 23 Down gr:cpéoteln translocase subunit Protein secretion/export apparatus CytoplasmicMembrane

PA14_53820 255 16.0 2.0 1.0 27.0 49 2.3 | NA hypothetical protein Hypothetical, unclassified, unknown Cytoplasmic |

PA14_08920]rplP 137 74.0 30.0 395 52,0 46 22 Down (508 ribosomal protein L16 Translation, post-transiational Cytoplasmic i

,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, modification, degradation [ TTTUTUC

0.0 2.0 0.0 1.0 4.4 22 NA choline dehydrogenase ‘Amino acid biosynthesis and metabolism |CytoplasmicMembrane

PA14_24380 543 00 | 140 |« 00 | 70 | 000 | 592 | 000 ; 134 | 29 | 067 i 44 0 24 | NA_ hypothetical protein Hypothetical, unclassified, unknown Unknown :

PA14_12900 93 0.0 6.0 0.0 3.0 44 21 | NA putative DNAbinding protein |2 A replication, recombination, Cytoplasmic i

H modification and repair |

PA14_07560]rpsU 7 0.0 40 0.0 20 44 21 | NA i30S ribosomal protein S21 Translation, post-transiational Cytoplasmic ‘

j modification, degradation ;

PA14_14610]yajC 12 0.0 20 0.0 1.0 4.4 21 | NA $ra?prote|n translocase subunit Protein secretion/export apparatus CytoplasmicMembrane

PA14_41590 274 0.0 1.0 0.0 05 44 21 | NA E:‘;f:l‘r’f cytoplasmic membrane iy, 0 proteins CytoplasmicMembrane |

PA14_54450|nadB 538 0.0 20 0.0 1.0 44 21 | NA L-aspartate oxidase Biosynthesis of cofactors, prosthetic |1 1o mic i

: groups and carriers :

PA14_70190|rpmB 78 2.0 2.0 0.0 5.0 1138 | 2.88 | 000 | 327 | 713 1.63 44 21 | NA I50S ribosomal protein L28 Translation, post-transiational Cytoplasmic ;
| | | modification, degradation

{000 | 000 i 078 : 169 0.39 44 21 1 NA UDP-3-O-[3-hydroxymyristoyl] iroy, \aii/LpS / capsule Cytoplasmic ;

PA14_17180|lpxD 353 1.0 0.0 0.0 20 3.38 k
_ ~ _ _iglucosamine N-acyltransferase

an ns (]
PA14_23420 722 0.0 19.0 0.0 1.0 000 | 512 | 0.0 134 | 256 0.67 3.8 19 | Down putativezinc-binding Cell wall / LPS / capsule Cytoplasmic
| | | dehydrogenase
PA14_08030 295 16.0 15.0 0.0 460 | 5102 | 1213 | 000 | 1685 | 3157 8.42 38 19 | NA putative phage baseplate Related to phage, transposon, or Cytoplasmic
| | | assembly protein plasmid

PA14_08180 Unknown

P

_thypothetical protein Hypothetical, unclassified, unknown

“iputative ATP-binding/permease

fusion ABC transporter Transport of small molecules

Related to phage, transposon, or

PA14_08210 hypothetical protein plasmid Unknown
PA14_42060 putative transcriptional regulator | Transcriptional regulators Cytoplasmic
PA14_09090]rpsK 16 | Down 30S ribosomal protein S11 Translation, post-transiational Cytoplasmic

modification, degradation



~ iTranslation, post-translational

PA14_28680|rpIT 18 | 280 33.0 24.0 410 | 13325 | 3.1 16 | Down I|50S ribosomal protein L20 S atio ! Cytoplasmic )

| | i | modification, degradation i

PA14_08150 329 | 0.0 25.0 3.0 105 0.00 3.0 16 Down lputatlve_ phage late control gene Relate_d to phage, transposon, or Cytoplasmic H
| | D protein plasmid

2.8 15 i Down lputative aminopeptidase Secreted Factors (toxins, enzymes, Extracellular

PA14_26020 536 309.0 1289.0 423.5 858.0 485.63

alginate)

Translation, post-translational

PA14_09130|rplQ 129 44.0 4.0 508 ribosomal protein L17

| | | modification, degradation Cytoplasmic
PA14_08870|rpIW 99 19.0 23.0 220 21.0 5242 | 16.09 | 1812 | 6.66 | 34.26 12.39 2.8 15 | Down |50S ribosomal protein L23 Translation, post-transiational Cytoplasmic |
| | | modification, degradation |
: . Translation, post-translational . |
PATA17060IRsB 308 ribosomal protein 82 moification, degradation Cvoplasmic | i
PA14_44350 255:}:1\1? cytochrome ¢ oxidase Energy metabolism Cytoplasmic
PA14_48060aprA alkaline metalloproteinase Set_:reted Factors (toxins, enzymes, Extracellular :
,,,,,,,,,,,,,,,,,,,,,,,,,,, precursor @ginate) 7T
PA14_66310|aceF dihydrolipoamide Energy metabolism Cytoplasmic
| acetyltransferase
PA14_08900]rplV 110 21.0 36.0 105 26 14 | NA I50S ribosomal protein L22 Translation, post-transiational Cytoplasmic ;
i modification, degradation i
PA14_57580|rpsl 130 17.0 76.5 34.0 26 14 | Down [30S ribosomal protein S9 Translation, post-transiational Cytoplasmic ‘
777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777 modification, degradation !
PA14_73230]atpC 141 9.0 10.0 8.5 17.0 2942 | 829 | 829 | 638 | 1885 7.34 26 14 | NA :g;:o’:w synthase subunit e metabolism Cytoplasmic §
PA14_73300|atpE 85 0.0 8.0 0.0 7.0 0.00 128.27 0.00 50.84 64.13 25.42 25 1.3 NA FOF1 ATP synthase subunit C  !Energy metabolism CytoplasmicMembrane
PA14_65370]amiB 475 1.0 24.0 17.0 15.0 16.09 | 890 | 742 | 252 | 1250 497 2.5 13 | Down g;zztsye'm“'am°y""'a'a”'”e Cell wall / LPS / capsule OuterMembrane I
PA14_08070 386 | 2470 | 3930 | 2810 | 486.0 157.07 25 13 Down [Putative phage tail sheath Related to phage, transposon, or Unknown
7777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777 protein plasmid
PA14_08810rpsG 156 95.0 58.5 134.0 430 | 10522 | 1643 | 4429 | 547 | 60.82 24.88 24 13 | Down {30 ribosomal protein S7 Translation, post-transiational Cytoplasmic ;
| | | modification, degradation |
PA14_09100]rpsD 206 34.0 136.0 61.0 91.5 3524 | 3575 | 18.87 | 10.89 | 3549 14.88 24 13 | Down [30S ribosomal protein S4 Translation, post-transiational Cytoplasmic
| | | modification, degradation
PA14_08090 167 104.0 70.0 126.0 1340 | 32551 | 5556 | 117.70 | 48.18 | 190.54 82.94 2.3 12 | Down |putative phage tail tube protein ;Z':;ﬁg to phage, transposon, or Unknown |
PA14_05360|pilJ i twitching motility protein PilJ Chemotaxis CytoplasmicMembrane
putative efflux protein Protein secretion/export apparatus CytoplasmicMembrane
PA14_29030 iputative FMN oxidoreductase  |Energy metabolism Cytoplasmic :
PA14_14900 hypothetical protein Hypothetical, unclassified, unknown Unknown |
PA14_18340 hypothetical protein Carbon compound catabolism Cytoplasmic i
PA14_25090|fadA 3-ketoacyl-CoA thiolase Fatty acid and phospholipid metabolism |Cytoplasmic |
PA14_07730]ksgA dimethyladenosine transferase Transcnptlon, RNA processing and Cytoplasmic !
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, degradation T ]
putative type Il secretion system Protein secretion/export apparatus Cytoplasmic

__iprotein

PA1 ]
PA14_44420

putative ferredoxin Energy metabolism CytoplasmicMembrane !

RND multidrug efflux

PA14_05540|mexB | | Transport of small molecules CytoplasmicMembrane

| | transporter MexB |
PA14 71820 | 464 | 00 i 10 | ¢ 00 & 10 1 000 ; 039 | 000 ;. 018 i 020 | | 009 putative peptidase Putativeenzymes Cytoplasmic | i
PA14_68850|gcvP1 958 0.0 1.0 0.0 1.0 0.00 0.32 0.00 0.15 0.16 0.07 glycine dehydrogenase /Amino acid biosynthesis and metabolism |Cytoplasmic |

PA14_54940 994 0.0 1.0 0.0 1.0

putative siderophore

0.04 1 biosynthesis enzyme Putative enzymes Cytoplasmic
PA14_65200]rmr 907 0.0 1.0 0.0 1.0 0.04 2.2 11 NA  |exoribonuclease RNase R Z;z'::gg‘;gz” RNA processing and Cytoplasmic
PA14_16100 406 15.0 138.5 31.0 120.0 31.27 22 1.1 i Down hypothetical protein Hypothetical, unclassified, unknown Unknown
PA14_73280|atpH FOF1ATP synthase subunit Energy metabolism Cytoplasmic

delta

Secreted Factors (toxins, enzymes,

PA14_59220 N
alginate)

pyocin S5 Extracellular

FOF1 ATP synthase subunit

PA14_73260|atpA Energy metabolism Cytoplasmic

| | alpha
PA14_08050 691 31.0 13.0 49.0 36.0 4558 | 485 | 2150 | 6.08 | 2521 13.79 18 09 | NA lputative tail fiber protein ;Z':rfigt°phage"ra”5p°s°”'°' Extracellular |
iPA14_08130 200 | 80 | 150 | 145 | 190 1648 | 7.84 | 892 | 450 | 12.16 671 | 18 | 09 | NA hypothetical protein Related to phage, transposon, or Unknown :



PA14_57010|groEL 547 | 413.0 | 9350 | 8545 9425 | 211.94 | 12168 | 130.87 | 5556 | 166.81 93.22 1.8 0.8 i Down ichaperonin GroEL ~ iChaperones & heat shock proteins ~ |Cytoplasmic ]
PA14_51750]tolQ 231 | 40 90 | 00 31.0 16.04 | 915 | 000 | 1428 | 1259 7.14 18 08 | NA {TolQ protein Transport of small molecules CytoplasmicMembrane |
: : ; putative inner membrane :
PA14_73410 578 0.0 4.0 0.0 5.0 0.00 ; 205 0.00 1.16 | 1.02 0.58 1.8 0.8 ; NA protein translocase component Membrane proteins CytoplasmicMembrane |
| I | _YidC |

h an e
PA14_11170 'hypothetical protein ~ Hypothetical, unclassified, unknown Cytoplasmic

PA14_69090 357 0.0 5.0 0.0 6.5 0.00 | 1.46 0.00 0.86 ! 0.73 0.43 17 hypothetical protein Membrane proteins CytoplasmicMembrane |
PA14_42290|pscH 143 1.0 0.0 2.0 0.0 411 1 0.00 2.46 0.00 2.06 1.23 17 0.7 | NA type Il export protein PscH Protein secretion/export apparatus Cytoplasmic i
PA14_08790|rpsL 123 0.0 6.0 0.0 8.0 000 | 982 000 | 593 | 491 2.96 17 07 | NA i30S ribosomal protein S12 Translation, post-transiational Cytoplasmic :

modification, degradation

Fatty acid and phospholipid metabolism ;|\

,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, HIPOPCPHJE LPPL PIECLISOT  iCellwall /LPS /capsule UMMM

PA14_08730|rplA 231 23.0 125 16 508 ribosomal protein L1 Translation, post-transiational Cytoplasmic §
modification, degradation

PA14_17600 136 0.0 76.0 0.0 108.5 0.00 | 95.20 0.00 61.56 | 47.60 30.78 1.6 0.6 | NA hypothetical protein Protein secretion/export apparatus Unknown |

PA14_58730|pilA 179 2.0 108.0 35.0 76.5 7.71 ' 105.59 | 40.27 33.88 ! 56.65 37.07 15 0.6 : Down type IV pilin structural subunit :Motility & Attachment Extracellular '

: X : 1 : NADH-dependent enoy-ACP Fatty acid and phospholipid metabolism | CytoplasmicMembrane |

PA14_41170[fabl
- _reductase

DNA replication, recombination,
'modification and repair

recombinase A

PA14_09000|rplF 177 14.0 19.0 26.0 42.0 8.74 17.04 11.39 15 0.6 NA  |50S ribosomal protein L6 Translation, post-transiational Cytoplasmic |
| | modification, degradation |

PA14_05480 496 4.0 1.0 0.0 25.0 3.11 2.30 1.56 15 0.6 NA hypothetical protein /Amino acid biosynthesis and metabolism [Unknown
PA14_62720]rpsO 89 9.0 4.0 12.0 28.0 3197 | 360 | 1272 | 1143 17.79 12.07 15 06 | NA (30S ribosomal protein S15 Translation, post-transiational Cytoplasmic :
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, LT T T modification, degradation |77
PA14_69430 376 0.0 14.0 5.0 8.0 000 | 734 | 309 | 190 | 367 2.49 15 06 | NA lhypothetical protein g{'gi’;’;":\z‘chrfrice"rf:””s' prosthetic |6 toplasmicMembrane |
PA14_32950 580 0.0 1.0 0.0 1.5 0.00 @ 0.32 0.00 021 0.16 0.1 1.5 0.6 | NA hypothetical protein Hypothetical, unclassified, unknown Unknown |
PA14_33050 291 0.0 3.0 1.0 2.0 0.00 | 1.97 0.77 0.60 ! 0.99 0.69 14 0.5 i NA hypothetical protein Hypothetical, unclassified, unknown Unknown i
PA14_57590|rpIM 142 0.0 44.0 16.0 26.0 000 | 2737 | 1171 | 733 | 1369 952 14 05 | Down !50S ribosomal protein L13 Translation, post-transiational Cytoplasmic i
| | | modification, degradation |

PA14_12090 _RIpA family lipoprotein Hypothetical, unclassified, unknown Periplasmic '
P |
PA14_09040|rplO 508 ribosomal protein L15 modification, degradation Cytoplasmic :
PA14_02060 hypothetical protein Membrane proteins OuterMembrane |
. . Translation, post-translational . i

PA14_08970|rplE 508 ribosomal protein L5 modification, degradation Cytoplasmic )
PA14_41500 putative lyase Putative enzymes Unknown ;
PA14_44620 hypothetical protein Hypothetical, unclassified, unknown Unknown |

Na(+)-translocating NADH-
quinone reductase subunit A

Translation, post-translational

PA14_09080|rpsM 308 ribosomal protein S13 modification, degradation Cytoplasmic
PA14_16000|rplS 508 ribosomal protein L19 Transcription, RNA processing and Cytoplasmic i

degradation |
PA14_40290|lasA LasA protease precursor Translation, post-trans_latlonal OuterMembrane '

modification, degradatio

hypothetical protein Hypothetical, unclassified, unknown Unknown |

gr:cp;oteln translocase subunit Protein secretion/export apparatus CytoplasmicMembrane
PA14_35380[ptxR transcriptional regulator PR [Transcriptional regulators Cytoplasmic |
PA14_73240|atpD Eg:: ATP synthase subunit Energy metabolism Cytoplasmic
PA14_18060 hypothetical protein Energy metabolism CytoplasmicMembrane

signal peptidase | Protein secretion/export apparatus CytoplasmicMembrane
PA14_29470 “hypothetical protein Hypothetical, unclassified, unknown Cytoplasmic ‘
P
PA14_24220|ppnK Kj\xg;i?rg:eoIyphosphate/ATP- Hypothetical, unclassified, unknown Cytoplasmic
PA14_11260 putative epimerase Central intermediary metabolism Cytoplasmic

PA14_69670]lysA

diaminopimelate decarboxylase :Amino acid biosynthesis and metabolism |Cytoplasmic




0.0 1.0 irecomblnatlon protein F modification and repair Cytoplasmic |
PA14_19020 1.0 4.5 : ‘ Hypothetical, unclassified, unknown CytoplasmicMembrane
PA14_60400|rpsT 87.0 305 ? 308 ribosomal protein §20 | 1ranstation, post-transiational Cytoplasmic
77777777777777777777777777 : T T modification, degradation
26.0 12.0 _putatlve peptidyl-prolyl cis-trans Tral slation, post-trans_latlonal OuterMembrane
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, isomerase, FkbP-type  modification, degradation  TTTTEITTT
. . Translation, post-translational . ]
PA14_08940|rpsQ 0.0 19.0 30S ribosomal protein S17 modification, degradation Cytoplasmic i
PA14_65280]hflK 20 23.0 protease subunit HIK Translation, post-transiational Unknown
modification, degradation |
PA14_47540 putative outer membrane Membrane proteins OuterMembrane

protein precursor

putative iron-sulfur cluster-
binding protein
Peptidoglycan associated

PA14_51710|oprL . A Transport of small molecules OuterMembrane )
lipoprotein OprL precursor |

PA14_61850 E:;:g\t/;TonB-dependent Transport of small molecules OuterMembrane |

PA14_44000|sucB dihydrolipoamide Energy metabolism Cytoplasmic

PA14_10380
P

_thypothetical protein

PhoP/Q and low Mg2+ inducible

succinyltransferase

Hypothetical, unclassified, unknown

Unknown

PA14_49200|oprH 963.5 1451.5 i 394.40 | 714.96 509.86 outer membrane prote Membrane proteins OuterMembrane

PA14_61390 125.0 57.0 19.96 | 115.14 60.90 putative lipoprotein Fatty acid and phospholipid metabolism |Unknown
PA14_25600 0.0 25 | 065 | 0.00 032 putative peptidase Esg;:s;‘t‘l’gnpg:‘g:;’;l's;'°”a' CytoplasmicMembrane |
PA14_66875|phaF 0.0 25 052 | 0.00 0.26 g‘r’ggi{]d;‘,’:;y;'ka”°a‘e SYNtheSiS o niral intermediary metabolism CytoplasmicMembrane
PA14_19065 0.0 10.0 0.00 0.00 1.47 hypothetical protein Cell division CytoplasmicMembrane
PA14_06990 8.0 31.0 9.72 4.57 4.86 hypothetical protein Protein secretion/export apparatus Unknown ‘
PA14_66290]aceE 28.5 54.5 206 | 4.32 3.19 pyruvate dehydrogenase /Amino acid biosynthesis and metabolism [Cytoplasmic

subunit E1

PA14_08040

PA14_11430|ribH

putative phage tail protein

6,7-dimethyl-8-ribityllumazine

Related to phage, transposon, or
plasmid

Biosynthesis of cofactors, prosthetic

Cytoplasmic

36.0 N CytoplasmicMembrane |
synthase groups and carriers i
PA14_06160 15.5 putgt_lve hydroxamate-type Transport of small molecules OuterMembrane
ferrisiderophore receptor |
PA14_51690 23.0 hypothetical protein Hypothetical, unclassified, unknown Periplasmic ;
putative aldehyde . . ;
PATa 02680 LM 00 B0 00 | 55 | D00 . 06 |00 088 OW oM i 08 4 ML dehydrogenase Energymetaboliem Cvoplasmic | 1
PA14_08120 12.0 putatl_ve tail length determinator Relate_d to phage, transposon, or OuterMembrane !
— R e S S N— protein I _jplasmd B R :
putative cytochrome c oxidase, . . |
PA14_44380 12.0 cbb3-type, subunit Il Energy metabolism Cytoplasmic |
PA14_09400|phzS 0.0 hypothetical protein Putative enzymes Cytoplasmic i
PA14_08000 0.0 hypothetical protein Hypothetical, unclassified, unknown Unknown

PA14_11270|oprG 134.5 outer membrane protein OprG Membrane proteins OuterMembrane

7777777777777 precursor
Translation, post-translational .

7777777777777777777777777 720 modification, degradation Cytoplasmic '
PA14_50450[flgE 7.0 flagellar hook protein FIgE Motili Extracellular ]
PA14_05530|mexA 0.0 RN.D multldl_'ug efflux membrane Transport of small molecules CytoplasmicMembrane ;
fusion protein MexA precursor |
PA14_09270|pchE 0.0 16.0 072 | 0.00 0.36 dihydroaeruginoic acid Transport of small molecules Unknown f
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, synthetase ]
' Basic amino acid, basic peptide
PA14_51880|oprD 125.5 870.0 1 155.85 | 79.24 99.08 and imipenem outer membrane :Transport of small molecules OuterMembrane :
; porin OprD precursor ;
PA14_59250|pilN2 25 0.0 1 0.76 1.12 0.38 Type IV B pilus protein Motility & Attachment OuterMembrane |
anaerobically-induced outer ;
PA14_03800|oprE 159.5 429.0 36.79 56.15 38.15 membrane porin OprE Membrane proteins OuterMembrane :

precursor



~ iTranslation, post-translational

modification, degradation

PA14_17250 iputative amino acid permease | Transport of small molecules CytoplasmicMembrane !
PA14_02020 putative outer membrane porin_Membrane proteins OuterMembrane | )
cytochromecs Energy metabolism Unknown | i

5,10-methylenetetrahydrofolate Central intermediary metabolism Cytoplasmic
,,,,,,,,,,,,,,,,,,,,,,, reductase  TOT TS R R
ATP-dependent protease ATP- . . !
PA14_66790|hslU binding subunit HsIU Chaperones & heat shock proteins Cytoplasmic i

. . Translation, post-translational .

PA14_08860|rpID 508 ribosomal protein L4 modification, degradation Cytoplasmic
y : Translation, post-translational . ;
PATA_08950IPIN. 508 ribosomal protein 1% imodifcation, degradation o |
Membrane proteins OuterMembrane

PA14_00550

hypothetical protein

Membrane proteins

CytoplasmicMembrane |

UDP-N-acetylmuramoyl-L-

PA14_57370|murD Cell wall / LPS / capsule Cytoplasmic
alanyl-D-glutamate synthetase |

PA14_57920 hypothetical protein Hypothetical, unclassified, unknown Unknown '
RNA-binding protein Hfq Related to phage, transposon, or Cytoplasmic :

PA14_65310|hfq

PA14_57540

“putative cytochrome c1

plasmid

Unknown

Energy metabolism
precursor G ESYEEREEE
A i Putative enzymes Unknown |
PA14_21220 hypothetical protein Hypothetical, unclassified, unknown Cytoplasmic |
PA14_06040 hypothetical protein Hypothetical, unclassified, unknown Unknown |
N : Translation, post-translational . :
PATA1S9T0IRSP 308 ribosomal protein S16 modification, degradation Cvoplasmie | |
. . Translation, post-translational . !
PA14_08910|rpsC 308 ribosomal protein S3 modification, degradation Cytoplasmic ;
PA14_63090|IIdD L-lactate dehydrogenase Energy metabolism Cytoplasmic |
PA14_40070 putative glutathione S- Central intermediary metabolism Cytoplasmic i
transferase ;
PA14_30800 hypothetical protein Energy metabolism Unknown |
PA14_33120 hypothetical protein Hypothetical, unclassified, unknown Unknown |
PA14_57110 hypothetical protein Transport of small molecules CytoplasmicMembrane
PA14_14500 hypothetical protein Membrane proteins CytoplasmicMembrane
PA14_50740 hypothetical protein Hypothetical, unclassified, unknown OuterMembrane |
PA14_50630 hypothetical protein Hypothetical, unclassified, unknown Cytoplasmic i
PA14_57060 hypothetical protein Hypothetical, unclassified, unknown Unknown |
PA14_46590 putative AcrB/AcrD/AcrF family Antibiotic resistance and susceptibility ~ |CytoplasmicMembrane |

hypothetical protein

protein

__iMotility & Attachment

Hypothetical, unclassified, unknown ;

CytoplasmicMembrane |

P
PA14_( 0 ‘hypothetical protein ypothetical, unclassified, unknown nknown
PA14_07710]apaG ApaG Hypothetical, unclassified, unknown Unknown |
. . Translation, post-translational H
PA14_18650 hypothetical protein modification, degradation Unknown |
PA14 07430 hypothetical protein Hypothetical, unclassified, unknown OuterMembrane | )
PA14_09340|fptA Fe(lll)-pyochelin outer Transport of small molecules OuterMembrane |

membrane receptor precursor
putative outer membrane

PA14_29270 Ji - Membrane proteins Unknown :
ipoprotein !
PA14_09160|bfrA bacterioferritin Transport of small molecules Cytoplasmic |
. . Translation, post-translational . |

PA14_08720]|rpIK 508 ribosomal protein L11 modification, degradation Cytoplasmic
. Hypothetical, unclassified, unknown ; |
PA14.01050agt HPIAA 30-deacytase Collwall /LPS Jcapsule tninown 1
Translation, post-translational . ;
Cytoplasmic '

PA14_12100|dacC

D-ala-D-ala-carboxypeptidase

modification, degradation

Cell wall / LPS / capsule

CytoplasmicMembrane !

PA14_25660|fabG

3-ketoacyl-(acyl-carrier-protein)
reductase

Fatty acid and phospholipid metabolism

Cytoplasmic

PA14_51820|aspS

aspartyl-tRNA synthetase

Transcription, RNA processing and

degradation

Cytoplasmic




PA14_17270]JaccA 316 0.0 20 | 0.0

1.90 0.3 -1.8 NA icarboxyltransferase subunit Fatty acid and phospholipid metabolism |CytoplasmicMembrane
| ialpha |
PA14_30110|purB 456 0.0 1.0 3.0 0.66 0.3 -1.8 ' NA adenylosuccinate lyase Nucleotide biosynthesis and metabolism |Cytoplasmic '

Translation, post-translational

PA14_19050|metG o modification, degradation

PA1 )
PA14_65180]rpsF

Wi

la: nl
Translation, post-translational

30S ribosomal protein S6 Cytoplasmic

modification, degradation
PA14_67510]estA 646 4.0 34.0 76.5 2135 6.36 | 13.72 36.32 39.02 | 10.04 37.67 0.3 -1.9 | Up esterase EstA Fatty acid and phospholipid metabolism |OuterMembrane |
PA14_51380|pgsE Quinolone signal response Cytoplasmic :
,,,,,,,,,,,,,,,,,,,,,,,,,,, protein b T
PA14_16630 putative outer membrane Membrane proteins OuterMembrane

protein, OmpA

PA14_61290 putative lipoprotein Fatty acid and phospholipid metabolism |Unknown |
PA14_19470|mgoA i | malate:quinone oxidoreductase Central intermediary metabolism Unknown |
PA14_15310|guaB 489 0.0 7.0 8.5 43.0 000 | 254 | 362 | 706 | 127 5.34 0.2 21 | NA |inosine 5-monophosphate Nucleotide biosynthesis and metabolism |Cytoplasmic |

| | ' dehydrogenase |
PA14_24290|gbt 654 0.0 7.0 2.0 63.5 000 | 3.1 1.05 12,79 1.56 6.92 0.2 2.2 : Up glycine betaine transmethylase {Amino acid biosynthesis and metabolism |OuterMembrane :
"""""""""""""" - B 508 ribosomal protein ~ [Translation, post-transfational [ T
PA14_61780 L25/general stress protein Ctc modification, degradation Cytoplasmic :
PA14_53500 hypothetical protein Hypothetical, unclassified, unknown OuterMembrane |

sic multiple antibiotic
resistance efflux outer

PA14_05550|oprM h Membrane proteins OuterMembrane
membrane protein OprM ;
precursor |

PA14_00910 1102 1.0 hypothetical protein Hypothetical, unclassified, unknown CytoplasmicMembrane

PA14_08680]tufB 397 0.0 slongation factor Tu Translation, post-transiational Cytoplasmic ;

modification, degradation |

PA14_33070 666 0.0 hypothetical protein Hypothetical, unclassified, unknown CytoplasmicMembrane

PA14_62990|grpE 186 0.0 heat shock protein GrpE Chaperones & heat shock proteins Cytoplasmic |

PA14_50340|figL 439 0.0 flagellar hook-associated Motility & Attachment Extracellular |

,,,,,,,,,,, proteinFlgb ]
8.0 putative lipoprotein Fatty acid and phospholipid metabolism |CytoplasmicMembrane
iglucose/carbohydrate outer | :

PA14_23030|oprB 454 0.0 membrane porin OprB Transport of small molecules OuterMembrane ;
precursor :

PA14_15070|oprC 723 7.0 outer membrane copper Transport of small molecules OuterMembrane 1
receptor OprC ;

PA14 54520 | 427 | ( 00 i Membrane proteins OuterMembrane | |

Translation, post-translational !
__IATP-binding subunit CIpA imodification, degradation :

P

PA14_16640 . pl p nknown . ]

PA14_33680|[fpvA 815 0.0 ferripyoverdine receptor Transport of small molecules OuterMembrane |

PA14_00820 304 0.0 hypothetical protein Hypothetical, unclassified, unknown CytoplasmicMembrane

PA14_41690 I 10 hypothetical protein Hypothetical, unclassified, unknown Unknown | )

I 0.0 competence protein ComL Cell wall /LPS /capsule OuterMembrane | i

176 0.0 outer membrane lipoprotein i oy / Lps / capsule OuterMembrane
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, 8 O S © 11 o oL N
PA14_14470|pepA 495 0.0 4.0 210 1.0 000 | 105 | 647 | 130 | 052 3.89 0.1 29 | NA lleucyl aminopeptidase Translation, post-transiational Cytoplasmic :
| | | modification, degradation |
UDP-N-acetyl-D- :

PA14_23380|orfH 422 0.0 mannosaminuronate Cell wall / LPS / capsule Cytoplasmic :

,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, dehydrogenase Gl

PA14_64480j0smE 114 0.0 DNA-binding transcriptional iy, a0 proteins Unknown |

activator OsmE

Transcription, RNA processing and |

PA14_25560|rne 1057 0.0 ribonuclease E N Cytoplasmic
| | | degradation
PA14_08850|rpIC 211 0.0 6.0 33.0 240 | 000 | 353 | 2287 | 640 | 177 14.64 0.1 31 | NA |50 ribosomal protein L3 Translation, post-transiational Cytoplasmic |
| | | ' modification, degradation |
PA14_43850|htpG 634 0.0 300 | 1445 176.0 | 0.00 : 3.74 21.20 9.94 1.87 15.57 0.1 -3.1 ] Up heat shock protein 90 Chaperones & heat shock proteins Cytoplasmic |

Page 7



iDNA—directed RNA polymerase :Translation, post-translational

PA14_08760]rpoB 1357 | 5.59 0.1 ) S atio ! Cytoplasmic )
| isubunit beta modification, degradation i

PA14_46520 379 | 2.95 0.1 ihypothetical protein Hypothetical, unclassified, unknown Periplasmic i
PA14_51240]purC 236 20.43 0.1 phosphoribosylaminoimidazole- i\ e otige biosynthesis and metabolism |Cytoplasmic |
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, succinocarboxamide synthase """ T T T T U T T T T T
PA14_70040|dadA 432 19.48 0.1 SD:aT'QSbiﬂi‘: dehydrogenase i, inq acid biosynthesis and metabolism |CytoplasmicMembrane i
PA14_25250 461 9.89 0.1 glyceraldehyde-3-phosphate i, 1 compound catabolism Cytoplasmic !
dehydrogenase |

PA14_58570 753 7.06 0.1 p_utatlve outer membrane ferric Transport of small molecules OuterMembrane
siderophore receptor |

16.75 01 34 | Up  [30S ribosomal protein S10 | ransiation, post-translational Cytoplasmic

PA14_08840|rpsJ 103
P .
PA14_25390|sth
s

PA14_41230]clpX

modification, degradation

il
soluble pyridine nucleotide

Nucleotide biosynthesis and metabolism |Cytoplasmic
_transhydrogenase

ATP-dependent protease ATP-
binding subunit ClpX
NAD-dependent glutamate
dehydrogenase

electron transfer flavoprotein
_{beta-subunit

Chaperones & heat shock proteins Cytoplasmic

PA14_24445|gdhB 1620 0.0 3.0 22.0 25.5 0.00 0.29 2.50 1.1 0.14 1.81 0.1 -3.6 Up /Amino acid biosynthesis and metabolism |Cytoplasmic

0.1 -3.7 | Up Energy metabolism Unknown

PA14_25860|etfB

PA14_65720 i “putative lipoprotein Fatty acid and phospholipid metabolism |Cytoplasmic
PA14_08780|rpoC 1399 0.0 7.0 38.0 101.5 000 | 055 | 353 | 363 | 028 3.58 0.1 37 | up |PNAdirected RNApolymerase iTranscription, RNA processing and Cytoplasmic :
| | | subunit beta degradation
PA14_62710]pnp 701 0.0 1.0 85 8.0 000 | 017 | 165 | 060 | 008 112 0.1 38 | Na [Polynucleotide Transcription, RNA processing and Cytoplasmic I
| | | phosphorylase/polyadenylase degradation |
PA14_69240/hemB 337 0.0 30 28.0 195 000 | 250 | 2841 | 761 | 129 18.01 01 38 | up defta-aminolevulinic acid Biosynthesis of cofactors, prosthetic |1 1o mic
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, . . dehydratase  groupsandcarriers  _|TTOTOT
PA14_66900|ubiE 256 0.0 1.0 9.0 8.0 000 | 059 | 623 | 213 | 029 418 01 38 ubiquinone/menaquinone Biosynthesis of cofactors, prosthetic |1 1o mic 3
| | biosynthesis methyltransferase groups and carriers |
PA14_62000]hitA 335 0.0 2.0 12.0 37.0 000 | 130 | 921 | 1094 | 065 10.08 0.1 4.0 ﬁg{gigﬂ&"d'”g periplasmic i \sport of small molecules Periplasmic |
PA14_47800 616 0.0 5.0 45.0 55.5 000 | 145 | 1530 | 7.26 | 072 11.28 0.1 40 | Up f’:ctzg‘t’:rm”B'depe"dem Transport of small molecules OuterMembrane |
PA14_70490 243 0.0 4.0 18.0 98.0 0.00 | 235 12.42 26.03 ! 1.17 19.23 0.1 -4.0 | Up putative lipoprotein Fatty acid and phospholipid metabolism |Unknown |
PA14_67600|gInA 469 0.0 5.0 43.0 69.5 0.00 1.59 16.05 9.99 0.79 13.02 0.1 -4.0 Up glutamine synthetase /Amino acid biosynthesis and metabolism |Cytoplasmic
""""""""""""""""""""""""""""""""""""""""""""""""""""" T indtional proline T g
PA14_54170|putA : : : dehydrogenase/pyrroline-5- /Amino acid biosynthesis and metabolism |Cytoplasmic :
carboxylate dehydrogenase i
PA14_07770|ostA organic solvent tolerance /Adaptation, Protection OuterMembrane
protein OstA precursor |
PA14_05560 ATP-dependent RNA helicase | 2nscription, RNA processing and Cytoplasmic :
- . degradation o
PA14_47120 “ihypothetical protein Hypothetical, unclassified, unknown Unknown
PA14_21730 E:;:g\t/;TonB-dependent Transport of small molecules OuterMembrane
PA14_62690 hypothetical protein Hypothetical, unclassified, unknown Periplasmic |
PA14_17070|tsf elongation factor Ts Tran_s_lathn, post-trans_latlonal Cytoplasmic ;
modification, degradation
PA14_60580 hypothetical protein Hypothetical, unclassified, unknown Unknown |

DNA replication, recombination,
modification and repair

PA14_29990|nuoD

bifunctional NADH:ubiquinone
oxidoreductase subunit C/D
single-stranded DNA-binding DNA replication, recombination,

Energy metabolism Cytoplasmic

PA14_09200]ssb | protein modification and repair Cytoplasmic
PA14_68330|arcA 418 0.0 2.0 20.5 44.5 0.00 | 067 8.14 6.80 ! 0.34 7.47 0.1 arginine deiminase /Amino acid biosynthesis and metabolism |Cytoplasmic :
943 0.0 25.0 000 | 011 | 026 | 248 | 006 1.37 0.0 2-oxoglutarate dehydrogenase e metabolism Cytoplasmic :
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, Elcomponent oo T ]
PA14_56590 _hypothetical protein /Adaptation, Protection Cytoplasmic
P

PA14_14730liscS cysteine desulfurase /Amino acid biosynthesis and metabolism |Cytoplasmic

PA14_53250|cpbD 389 0.0 40 67.0 89.0 000 | 217 | 4288 | 21.92 | 1.09 32.40 0.0 49 | up [ohiinbinding protein CbpD :Secreted Factors (toxins, enzymes, ¢z copyiar ;
| | ' precursor alginate) |
iPA14_41220]lon 798 | 00 | 10 | 180 | 245 000 | 016 | 336 | 176 | 0.8 256 | 0.0 { 50 | Up Lonprotease Translation, post-transiational Cytoplasmic :



PAT4_65590
PA14_52600]alas

_iputative lipoprotein

el
hypothetical protein

alanyl-tRNA synthetase

degradation

Hypothetical, unclassified, unknown

PA14_41470]|acnB 12/2-melhylisocitrate Energy metabolism Cytoplasmic
\dehydratase }
PA14_36310|hcnC hydrogen cyanide synthase Central intermediary metabolism Cytoplasmic '
Hypothetical, unclassified, unknown Unknown :
Motility & Attachment Unknown !
PA14_32790 hypothetical protein Hypothetical, unclassified, unknown OuterMembrane ]
PA14_72400 putative N-acetylmuramoyl-L- —ip, | o enzymes Cytoplasmic
alanine amidase family protein |
PA14_14910 hypothetical protein Hypothetical, unclassified, unknown OuterMembrane
PA14_72600 Fatty acid and phospholipid metabolism |Unknown

Unknown

Cytoplasmic

PA14_44290]jacnA

aconitate hydratase

Energy metabolism

Cytoplasmic

PA14_25080|fadB

multifunctional fatty acid
oxidation complex subunit alpha

Fatty acid and phospholipid metabolism |Cytoplasmic

PA14_12210 hypothetical protein Hypothetical, unclassified, unknown !
PA14_17150 gﬁ:zgne outer membrane Cell wall / LPS / capsule OuterMembrane §
PA14_67810 putative carboxyl-terminal Relate_d to phage, transposon, or CytoplasmicMembrane :

protease plasmid |
PA14_58410 putative porin Transport of small molecules OuterMembrane |
PA14_00510 putative hemagglutinin Membrane proteins OuterMembrane |
PA14_07200 hypothetical protein Hypothetical, unclassified, unknown Unknown |
PA14_52960 hypothetical protein Unknown | |
PA14_20600 hypothetical protein Hypothetical, unclassified, unknown CytoplasmicMembrane
PA14_11370 putative lipoprotein Fatty acid and phospholipid metabolism |Unknown |

thiol:disulfide interchange

Biosynthesis of cofactors, prosthetic

isomerase SurA

PA14_72450|dsbA N N Periplasmic i

protein DsbA groups and carriers |
PA14_09150[katA catalase Adaptation, Protection Cytoplasmic |
PA14_07760|surA peplidyl-prolyl cis-trans Adaptation, Protection Periplasmic :

ecotin

activation/secretion protein

\putative lipoprotein

Translation, post-translational

modification, degradation

metabolism

PA14_33310 hypothetical protein Hypothetical, unclassified, unknown Unknown :
PA14_06010 hypothetical protein Hypothetical, unclassified, unknown Unknown |
PA14_72500 hypothetical protein Hypothetical, unclassified, unknown Unknown i
PA14_57840 hypothetical protein Adaptation, Protection Unknown |
PA14_00490 putative hemolysin Protein secretion/export apparatus OuterMembrane '

putative outer membrane efflux

OuterMembrane

PA14_58300

P g P!
putative two-component
response regulator

Two-component regulatory systems

PA14_65750 . Protein secretion/export apparatus

protein precursor
PA14_62430 hypothetical protein Hypothetical, unclassified, unknown Unknown

putative putative Zn-dependent !
PA14_03610 protease with chaperone Chaperones & heat shock proteins Unknown ;
~ _ifunction :
PA1

Cytoplasmic

PA14_67720|secB

preprotein translocase subunit
SecB

Protein secretion/export apparatus

Cytoplasmic

PA14_30310|lolA

P/
PAT4_49660
PA14_62580|panB

_icarrier protein

“Ihypothetical protein

outer-membrane lipoprotein

hydroxymethyltransferase

Chaperones & heat shock proteins

Biosynthesis of cofactors, prosthetic

groups and carriers

Hypothetical, unclassified, unknown

Periplasmic :

Periplasmic

Unknown

PA14_38510jhmgA

homogentisate 1,2-dioxygenase

Carbon compound catabolism

Unknown

PA14_04090

putative binding protein
component of ABC transporter

Transport of small molecules

Periplasmic :




PA14_04100
P

PA14_43950|sucC

_thypothetical protein

“Isuccinyl-CoA synthetase

subunit beta

alginate)

Hypothetical, unclassified, unknown

Energy metabolism

| c Cytoplasmic |
| alginate) |
PA14_47550 \putative glutathione peroxidase Adaptation, Protection Periplasmic i
PA14_54390|mucD serine protease MucD precursor: Secreted Factors (toxins, enzymes, Periplasmic '

Unknown

Cytoplasmic

PA14_62130]iivC

ketol-acid reductoisomerase

‘Amino acid biosynthesis and metabolism

Cytoplasmic

PA14_21130

PA14_46960|ggt

PA14_38350]galU

N
4
©
=

putative outer membrane
lipoprotein

gamma-glutamyltranspeptidase

precursor

UTP-glucose-1-phosphate
uridylyltransferase

Membrane proteins

Central intermediary metabolism

Central intermediary metabolism

Unknown

Periplasmic

Cytoplasmic

PA14_52790]aotJ

arginine/ornithine binding
protein AotJ

Transport of small molecules

Periplasmic

PA14_51410[pgsC

“'succinyl-CoA synthetase
subunit alpha

Energy metabolism

Energy metabolism

Transport of small molecules

Cytoplasmic

Cytoplasmic

Cytoplasmic

Periplasmic

PA14_39890|phzF2
P
PA14_12160

“putative murein

phenazine biosynthesis protein

I t

PA14:47010 . . K . | . K . i . 3 . . | hypothetical protein Hypothetical, unclassified, unknown Unknown |
PA14_48800 205 0.0 25.0 0.5 0.00 ! 0.00 24.00 0.18 0.00 12.09 0.0 -10.0 Up hypothetical protein Fatty acid and phospholipid metabolism |Cytoplasmic |
278 0.0 0.0 20.0 9.0 000 | 000 | 2057 | 3.56 0.00 12.07 0.0 -10.0 NA Secreted Factors (toxins, enzymes, Cytoplasmic ;

succinylase

putative binding protein
component of ABC transpor
di

0.0 0.0 37.0 43.0 0.00 | 0.00 15.64 7.00 ! 0.00 11.32 0.0 -10.0 ! NA transglycosylase Putative enzymes CytoplasmicMembrane !
PA14_18630 995 0.0 0.0 30.0 175.0 0.00 ! 0.00 6.96 15.62 | 0.00 11.29 0.0 -10.0 Up putative serine protease Putative enzymes OuterMembrane
PA14_58330 236 0.0 0.0 13.0 34.0 0.00 ! 0.00 11.19 11.27 ! 0.00 11.23 0.0 -10.0 ! NA hypothetical protein Hypothetical, unclassified, unknown Unknown i
PA14_66880 138 0.0 0.0 19.5 35.0 0.00 | 0.00 13.17 9.10 0.00 11.13 0.0 -10.0 ! NA hypothetical protein Transcriptional regulators Unknown |
PA14_14660 182 0.0 0.0 18.0 14.0 0.00 : 0.00 16.93 5.07 ! 0.00 11.00 0.0 -10.0 NA hypothetical protein Protein secretion/export apparatus OuterMembrane |
: : B : Citronelloyl-CoA . - X . :
PAUSWOIND | | 00 | 60 | 20 | 160 00 | 0% | 6% 4% | 0% | 108 00 | 00 | M udesasoyp s andsrosopeen Clogene
PA14_46910 302 0.0 0.0 6.0 84.0 000 | 000 | 321 | 1729 | 0.00 10.25 0.0 400 | up [putative binding protein Transport of small molecules Periplasmic :
| | | component of ABC transporter |
PA14_09450|phzD1 207 0.0 0.0 40 19.0 000 | 000 | 699 | 1278 | 0.0 9.88 0.0 100 | NA E';;'[‘)az'”e biosynthesis protein :GT;ZZ? Factors (toxins, enzymes, | 4 01acmic i
PA14_45580 368 0.0 0.0 21.0 13.0 000 | 000 | 1560 | 372 | 0.00 9.66 0.0 100 | NA [chemotaxis-specific Chemotaxis Cytoplasmic §
| | | methylesterase |
PA14_17400]adhC 370 0.0 0.0 17.0 12.0 0.00 | 0.00 14.66 398 | 0.0 9.32 0.0 -100 | NA alcohol dehydrogenase class Il {Central intermediary metabolism Cytoplasmic
oot 00 63 00 0 ?
PA14_60700]ccpR 346 0.0 0.0 ;’r';‘(’:fj':g?)’r“e 0651 peroxidase e, metabolism Periplasmic §
PA14_01020 498 hypothetical protein Hypothetical, unclassified, unknown Cytoplasmic |
PA14_50520|braC 373 branched-chalrj amino acid Transport of small molecules Periplasmic 3
transport protein BraC
PA14_56160 .33 | 00 : 00 [ 220 i 160 | 000 i 000 | 1402 ; 393 i 000 | 897 i 00 hypothetical protein Putative enzymes Cytoplasmic | )
345 | 00 00 | 10 . 445 | 000 | 000 | 6.97 . 1086 i 000 | 891 . 00 heptosyltransferase Il Cell wall /LPS /capsule Cytoplasmic | i
469 S-adenosyl-L-homocysteine Central intermediary metabolism Cytoplasmic
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, hydrolase  FTTC T I R
PA14_60470]ispB 322 octaprenyl-diphosphate Biosynthesis of _cofactors, prosthetic Cytoplasmic '
synthase groups and carriers |
PA14_32610|dsbG 256 d!sulf!de |so_merase/th|ol- Tran_s_lathn, post-trans_latlonal Periplasmic
disulfide oxidase modification, degradation
PA14_16950|dapD 344 tetrahydrodipicolinate Amino acid biosynthesis and metabolism Unknown §

PA14_49460|nrdA 963 By Nucleotide biosynthesis and metabolism |Cytoplasmic )
reductase subunit alpha |

PA14_44780 259 putative transcriptional regulator | Transcriptional regulators Cytoplasmic

PA14_05250|pyrC 423 dihydroorotase Nucleotide biosynthesis and metabolism [Unknown




PA14_57260|lpxC 303 | 00 00 | 180 20.0 000 | 000 | 10.50 449 | 0.0 7.50 0.0 -10.0 | NA  iN-acetylglucosamine Cell wall / LPS / capsule Cytoplasmic i

| 3deacetylase
PA14_36320]hcnB 464 0.0 0.0 15.0 34.0 7.41 0.0 100 | NA Eyci'gge” cyanide synthase i o intermediary metabolism Cytoplasmic |
"""""""""""""""""""""""""""""""""""""""""""""""""""""""""""""""""""""""" NA 4-hydroxy-3-methylbut-2-en-1-yi

PA14_14880|ispG L 371 0.0 0.0 ) 23.0 23.5 Idiphosphate synthase

PA1 i h c ) i ! ] ) w
PA14_14390 putatl_ve AB_C-type_transpon Transport of small molecules Unknown
protein, periplasmic ¢
PA14_71440|itaA 346 0.0 0.0 4.0 415 122 | 000 7.02 0.0 100 | NA 'a"lgofa’l’:ec'f'my L-threonine Amino acid biosynthesis and metabolism [Unknown |
PA14_68260 . . X X . . . . . . c4-dicarboxylate-binding protein i:Membrane proteins Periplasmic

: hypothetical protein Unknown

PA14_07040 Protein secretion/export apparatus
[}

UDP-glucose:(heptosyl) LPS
alpha 1,3-glucosyltransferase  iCell wall / LPS / capsule
WaaG
periplasmic tail-specific Translation, post-translational
protease modification, degradation

PA14_66230|waaG 373 0.0 0.0 11.0 13.0 0.00 0.00

PA14_21880|tsp

oxidoreductase Putative enzymes Cytoplasmic i
hypothetical protein Membrane proteins OuterMembrane |
acetyl-CoA synthetase Central intermediary metabolism Cytoplasmic i
D-3-phosphoglycerate

PA14_53230
PA14_04290

PA14_04110|serA 409 0.0 0.0 7.5 57.5 0.00 0.00 3.18 9.38 0.00 6.28 0.0 -10.0 NA /Amino acid biosynthesis and metabolism |Cytoplasmic

| | | dehydrogenase |

PA14_23370]orfK 378 0.0 0.0 14.0 26.0 730 | 522 0.00 6.26 0.0 -10.0 NA  [putative UDP-N- ) Cell wall / LPS / capsule Cytoplasmic |

acetylglucosamine 2-epimerase ;

PA14_16830 | - 226 | 00 | 0.0 | 135 |7 70 1000 000 | 987 i 197 T 000 | 592 0.0 i -10.0 | NA hypotheficai protein Hypothetical, unclassified, unknown Unknown

PA14_66580 551 0.0 0.0 5.0 32.0 ! 0.0 -10.0 NA hypothetical protein Protein secretion/export apparatus CytoplasmicMembrane

PA14_61720 590 0.0 0.0 18.0 34.0 6.78 493 0.00 5.85 0.0 -10.0 ! NA hypothetical protein Hypothetical, unclassified, unknown Unknown i

PA14_63250 425 0.0 0.0 22.0 4.0 10.88 0.76 ! 0.00 5.82 0.0 -10.0 ! NA acetyl-CoA acetyltransferase Fatty acid and phospholipid metabolism |Cytoplasmic |
PA14_69470]algR | i alginate biosynthesis regulatory Two-component regulatory systems Cytoplasmic

_iprotein AlgR

PA14_13430|fecA Fe(lll) dicitrate transport protein

: : FecA Transport of small molecules OuterMembrane :

PA14._09900]prpL 462 0.0 0.0 5.0 35.0 000 | 000 | 28 @ 7.70 | 0.0 5.28 0.0 100 | NA r;‘;gf'cﬁzg:'ated endoprotease, |5 itive enzymes Extracellular i
PA14_67050 266 0.0 0.0 1.0 9.0 000 | 000 | 797 | 251 | 000 5.24 0.0 100 | NA [putative binding protein Transport of small molecules Periplasmic §
j : j component of ABC transporter ;

PA14_72540 734 0.0 0.0 14.0 58.0 000 | 000 | 390 | 622 | 0.00 5.06 0.0 100 | NA f:;ffc"t’:sgb°”“°'e°t'de Nucleotide biosynthesis and metabolism |Cytoplasmic :
PA14_14040]rhl 507 0.0 0.0 14.0 10.0 5.04 0.0 100 | NA (ATP-dependent RNAhelicase {Transcription, RNA processing and Cytoplasmic |
o O (S N S S S RB degradaton 7T ;
PA14_72550 307 0.0 0.0 5.0 4.5 ! ! 5.02 0.0 -10.0 1 NA putative adhesin Transport of small molecules Periplasmic '
PA14_15340|guaA 525 0.0 0.0 16.0 46.0 0.00 0.00 4.74 5.25 0.00 5.00 0.0 -10.0 NA GMP synthase Nucleotide biosynthesis and metabolism |Cytoplasmic
PA14_27560 hypothetical protein Putative enzymes Cytoplasmic |
putative binding protein !

PA14_22980 component of ABC sugar Transport of small molecules Periplasmic ;

transporter

outer membrane lipoprotein
LolB

DNA topoisomerase |V subunit :DNA replication, recombination,

PA14_61740|lolB Cell wall / LPS / capsule Unknown

PA14_65660|parE B modification and repair Cytoplasmic
PA14_17940|glpR ?;);z;t:::-phosphate regulon Transcriptional regulators Cytoplasmic :
PA14_25840 electron transfer flavoprotein- Energy metabolism Cytoplasmic

ubiquinone oxidoreductase

PA14_27960[tal
P

PA14_17930|glpD

_transaldolase B Energy metabolism Cytoplasmic

glycerol-3-phosphate

dehydrogenase Energy metabolism Cytoplasmic

branched-chain alpha-keto acid
dehydrogenase subunit E2

PA14_35500|bkdB

/Amino acid biosynthesis and metabolism |Cytoplasmic

{Hypothetical, unclassified, unknown



. Periplasmic I
icarboxypeptidase |
PA14_05840|gcdH 393 iglutaryl-CoA dehydrogenase Fatty acid and phospholipid metabolism |Cytoplasmic i
PA14_46640 813 siderophore receptor Transport of small molecules OuterMembrane |
PA14_61190 568 hypothetical protein Protein secretion/export apparatus OuterMembrane | )
252 S-ketoaoyl-(acyl-carrier-protein) ip, ;e enzymes Cytoplasmic |
777777777777777777777777777777777777777 reductase '
PA14_54210 799 putative ATP-dependent Putative enzymes Cytoplasmic :
protease !
PA14_21370|fadD1 562 acyl-CoA synthetase Fatty acid and phospholipid metabolism |Cytoplasmic |
PA14_17960|glpK 505 glycerol kinase Central intermediary metabolism Cytoplasmic |
PA14_69230|ppk 736 polyphosphate kinase Nucleotide biosynthesis and metabolism |CytoplasmicMembrane ;
PA14_26560 269 putatl_ve outer membrane Membrane proteins OuterMembrane :
777777777777777777777777777777777777777 protein precursor :
3-oxoacyl-(acyl carrier protein) . }
PA14.519%IpasD | 37 _ synthasell 4 Cvioptasmie |
PA14_21340[fadD2 562 acyl-CoA synthetase Fatty acid and phospholipid metabolism |Cytoplasmic ]
PA14_41670|ppsA 791 phosphoenolpyruvate synthase :Central intermediary metabolism Cytoplasmic |
PA14_49800 329 oxidoreductase Putative enzymes Cytoplasmic |
PA14_11650 333 hypothetical protein Hypothetical, unclassified, unknown Unknown '
. DNA replication, recombination, . !
?AM*OOOSOWWB 806 DNA gyrase subunit B modification and repair Cytoplasmic
Py |
: Translation, post-translational . :
prolyl-tRNA synthetase modification, degradation Cytoplasmic |
putative periplasmic
PA14_30570 367 spermidine/putrescine-binding iTransport of small molecules Periplasmic :
protein |
PA14_13130 641 hypothetical protein Hypothetical, unclassified, unknown OuterMembrane |
PA14_05000]trmB 223 tRNA (guanine-N(7)-)- DNA_ r_epl!catlon, recor_nblnatlon, Cytoplasmic !
777777777777777777777777777777777777777 e modification and repair ]
PA14_30150/mnmA 375 tRNA-specific 2-thiouridylase Transcnptlon, RNA processing and Cytoplasmic |
MnmA degradation |
PA14_71840 733 hypothetical protein Hypothetical, unclassified, unknown OuterMembrane
PA14_26420 718 E:;:g\t/;TonB-dependent Membrane proteins OuterMembrane
PA14_60445|obgE 406 GTPase ObgE Cytoplasmic |
PA14_72110 652 hypothetical protein Hypothetical, unclassified, unknown Unknown :
PA14_65230|purA 430 !
"""""""""""""""""""" . Translation, post-translational .
PA14_41360|cysS 460 cysteinyl-tRNA synthetase modification, degradation Cytoplasmic ‘
PA14_01710JahpC 187 :Lkg'i:i’l"g°per°"'de reductase ia yantation, Protection Cytoplasmic i
PA14_30010|nuoB 225 SADH dehydrogenase subunit Energy metabolism CytoplasmicMembrane

phosphopantetheine

CytoplasmicMembrane |

PA14_04760|coaD 159 Central intermediary metabolism Cytoplasmic |
adenylyltransferase |
SUASHciOlyrdC Translation, post-translational i
PA14_22830 209 family:Sua5/YciO/YrdC/YwIC sation, p y Cytoplasmic |
modification, degradation |
PA14 00210 | - 341 Putative enzymes Unknown | |
PA14_07230[fda 354 fructose-1,6-bisphosphate Cytoplasmic i
_aldolase '
el . P p - . I < Wi
PA14_32420 339 putative oxidoreductase Energy metabolism Cytoplasmic
PA14_60190|clpB 854 clpB protein Chaperones & heat shock proteins Cytoplasmic
PA14_43690|fabB 405 g;i’fﬁjgg'l'(acy' carrier protein) e acid and phospholipid metabolism | Cytoplasmic
PA14_09115|rpoA 333 DNA—c_ilrected RNA polymerase Transcnptlon, RNA processing and Cytoplasmic
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, subunitalpha  degradation 7T
outer membrane lipoprotein Blc {Cell wall / LPS / capsule OuterMembrane

PA14_54640 272 enoyl-CoA hydratase Putative enzymes CytoplasmicMembrane ;
PA14_56240|pykA 483 pyruvate kinase Energy metabolism Cytoplasmic |
PA14_50220|fleQ 490 transcriptional regulator FleQ  Transcriptional regulators Cytoplasmic
2-oxoisovalerate . e . . .
PA14_35530|bkdA1 410 /Amino acid biosynthesis and metabolism |Cytoplasmic

dehydrogenase (alpha subunit)

{Hypothetical, unclassified, unknown




| | 000 | 000 | 4.00 141 | 0.00 2.71 100 | Ihypothetical protein CytoplasmicMembrane |

PA14_64110]accC 49 | 00 0.0 130 | 95 000 | 000 | 419 | 118 | 000 2.68 0.0 100 | Na  (2cetyl-CoAcarboxylase biotin ir . ocid and phospholipid metabolism Cytoplasmic ;

| | | carboxylase subunit |

PA14 61590 | 305 | 00 i 00 | : 20 i S 9.0 | | 0.00 | 000 | 192 ; 333 i 000 | 262 1 00 i -100 i NA _ihypotheticalprotein Putative enzymes Cytoplasmic |
PA14_27160]tesA 201 0.0 0.0 3.0 40 000 | 000 | 340 | 174 | 000 257 0.0 400 | Na [ACy-CoAthicesterasel

PA1 )
PA14_63990|speA

_\precursor

arginine decarboxylase

‘Amino acid biosynthesis and metabolism

Unknown

PA14_24360 974 0.0 hypothetical protein Putative enzymes OuterMembrane |
PA14_26540 282 0.0 hypothetical protein Hypothetical, unclassified, unknown Unknown i
PA14_67090|mdoG 525 00 glucan biosynthesis protein G Putative enzymes Periplasmic ;
0.0 Translation, post-translational !
,,,,, modification, degradation |
00 Transport of small molecules
PA14_70140 497 0.0 putative aldehyde Putative enzymes
dehydrogenase
PA14_67560|typA 605 0.0 GTP-binding protein TypA/BipA Adaptation, Protection
PA14_61820 366 0.0 G_TP-depend_ent nucleic acid- Tran_s_latiqn, post-trans_lational
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, bin protein EngD modification, degradation
PA14_17190|fabz 146 0.0 (BR)-hydroxymyristoyl-ACP i) 2cid and phospholipid metabolism
,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,,, dehydratase T T T T T
UDP-N-acetylmuramoylalanyl-D- i
PA14_57410|murE 487 0.0 glutamate--2, 6- Cell wall / LPS / capsule Cytoplasmic :
diaminopimelate ligase ]
PA14_66170 585 0.0 0.0 8.0 9.0 0.00 | 0.00 3.01 130 0.00 2.16 0.0 -10.0 ! NA putative carbamoyl transferase :Central intermediary metabolism Cytoplasmic |
PA14_22460 275 0.0 0.0 4.0 7.0 0.00 ! 0.00 2.56 172 0.00 2.14 0.0 -10.0 NA alpha/beta family hydrolase Putative enzymes Cytoplasmic |
PA14_30240[infA 72 0.0 0.0 1.0 2.0 000 | 000 | 238 | 183 0.00 2.10 0.0 -10.0 NA translation initiation factor IF-1 || /ansiation, post-transiational Cytoplasmic ;
777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777777 modification, degradation
PA14_21990 429 0.0 0.0 3.0 12.0 0.00 0.00 1.65 2.54 0.00 2.09 0.0 -10.0 NA putative aminopeptidase 2 /Amino acid biosynthesis and metabolism |Cytoplasmic
PA14_38480|gnyA 655 0.0 0.0 8.0 8.0 0.00 | 000 | 3.00 116 | 0.0 2.08 0.0 100 | NA i;ﬁ';z:;‘lg:;“g;)?;ra”"y"cm Carbon compound catabolism Cytoplasmic |
PA14_24300 455 0.0 0.0 3.0 13.0 0.00 ! 0.00 1.46 244 0.00 1.95 0.0 -10.0 ! NA hypothetical protein Hypothetical, unclassified, unknown Unknown i
PA14_23330|rpsA 559 0.0 0.0 125 27.0 000 | 000 | 212 | 176 | 000 1.94 0.0 100 | NA  I30S ribosomal protein S1 Translation, post-transiational Cytoplasmic i
| | | modification, degradation |
PA14_58150|mreB 345 0.0 0.0 5.0 15 000 | 000 | 204 181 | 0.00 1.92 0.0 100 | NA W;Bhape'dewrm'"'"g protein ooyl wall / LPS / capsule Cytoplasmic ;
PA14_65270]hfIC 289 0.0 0.0 5.0 7.0 000 | 000 | 250 134 | 000 1.92 0.0 100 | NA iprotease subunit HIC Translation, post-transiational Cytoplasmic :
| | | modification, degradation |
PA14_27230 151 0.0 0.0 15 2.0 000 | 000 | 252 129 | 0.00 1.91 0.0 100 | NA xgﬁ;{z?”y transcriptional Transcriptional regulators Cytoplasmic i
PA14_18670|bfrB 158 0.0 0.0 1.0 3.0 0.00 | 0.00 1.77 2.04 | 0.00 1.90 0.0 -10.0 ! NA bacterioferritin Transport of small molecules Cytoplasmic |

PA14_33000|gcvP2

PA14_70560

“ILysR family transcriptional

glycine dehydrogenase

/Amino acid biosynthesis and metabolism

Cytoplasmic

Transcriptional regulators Cytoplasmic
— B e e S S regulator I L R B B —
PA14_62770|nusA transcription elongation facto Transcnptlon, RNA processing and Cytoplasmic :
NusA degradation |
putative haem/haemoglobin |
PA14_62350 uptake outer membrane Transport of small molecules OuterMembrane

PA1 )
PA14_45640]fleN

receptor PhuR precursor

glycine cleavage system protein
2

i
flagellar synthesis regulator
FleN

Motility & Attachment

CytoplasmicMembrane

PA14_43650 705 0.0 0.0 2.0 22.5 0.00 0.00 0.62 2.68 0.00 1.65 0.0 -10.0 NA hypothetical protein Membrane proteins OuterMembrane
PA14_04660 274 0.0 0.0 2.0 4.0 0.00 ! 0.00 1.79 1.38 | 0.00 1.58 0.0 -10.0 ! NA hypothetical protein Two-component regulatory systems Unknown i
PA14_09550 388 0.0 0.0 1.0 15.5 0.00 ' 0.00 0.45 271 0.00 1.58 0.0 -10.0 NA hypothetical protein Carbon compound catabolism Unknown :

PA14_51930

thioredoxin

/Amino acid biosynthesis and metabolism

Putative enzymes

Cytoplasmic

Periplasmic |

PA14_68190|rmID

dTDP-4-dehydrorhamnose
reductase

Cell wall / LPS / capsule

Cytoplasmic

PA14_06600
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putative acyl-CoA

dehydrogenase

Fatty acid and phospholipid metabolism

Cytoplasmic



Central intermediary metabolism

PA14_15740purL

1298

_thypothetical protein

idehydrogenase |

iputative asparagine synthetase,
glutamine-hydrolyzing

ine synthase

e
‘phosphoribosylformylglycinamid

/Amino acid biosynthesis and metabolism

Hypothetical, unclassified, unknown

Nucleotide biosynthesis and metabolism

Cytoplasmic

PA14_68070

amino acid

e/octopine) ABC transporter
periplasmic binding protein

acetyl-CoA carboxylase biotin

(lysine/arginine/ornithine/histidin

Transport of small molecules

Translation, post-translational
modification, degradation

Periplasmic

PA14_38460|gnyB

acyl-CoA carboxyltransferase
beta chain

Carbon compound catabolism

PA14_06450 / Fatty acid and phospholipid metabolism |Cytoplasmic )
carboxylase subunit |
PA14_20870 hypothetical protein Cell wall / LPS / capsule OuterMembrane
PA14_14700|cysE serine O-acetyltransferase /Amino acid biosynthesis and metabolism |Cytoplasmic
PA14_27370 ATP-dependent RNA helicase Zra”sc”p.“m' RNA processing and Cytoplasmic :
777777777777777777777777777 legradation !
dihydrolipoamide . . :
PA14_43970|IpdG dehydrogenase Energy metabolism Cytoplasmic 3
PA14_52180|relA GTP pyrophosphokinase /Adaptation, Protection Cytoplasmic |

CytoplasmicMembrane

PA14_72380]algB
P
PA14_44630|dnaX

_regulator AlgB

DNA polymerase III subunits

DNA replication, recombination,

PA14_21890 putative oxidoreductase Energy metabolism CytoplasmicMembrane
PA14.25900 . trans-2-enoyl-CoA reductase __Putative enzymes Cytoplasmic '
PA14_23970[xcpQ 658 0.0 0.0 2.0 6.0 000 | 000 | 083 | 096 | 0.00 0.89 0.0 100 | NA gf;zir:'secrem” pathway Protein secretion/export apparatus OuterMembrane §
PA14_66910 208 0.0 0.0 1.0 2.0 0.00 0.00 0.91 0.70 0.00 0.80 0.0 -10.0 NA hypothetical protein Hypothetical, unclassified, unknown Unknown
PA14_50570 764 0.0 0.0 1.0 12.0 0.00 0.00 0.28 129 | 0.00 0.78 0.0 -10.0 NA hypothetical protein Hypothetical, unclassified, unknown Cytoplasmic
PA14_07870 348 0.0 0.0 2.0 1.0 000 | 000 | 118 | 023 | 0.00 0.70 0.0 100 | NA jputative binding protein Transport of small molecules Periplasmic |
| | | component of ABC transporter |
PA14_11350 220 0.0 0.0 1.0 1.0 0.00 | 0.00 1.01 039 0.00 0.70 0.0 -10.0 NA hypothetical protein Hypothetical, unclassified, unknown Cytoplasmic |
449 0.0 0.0 2.0 3.0 000 | 000 | 088 | 051 | 0.00 0.70 0.0 100 | NA two-component response Two-component regulatory systems Cytoplasmic i

PA14_11890
P

PA14_25400_

\putative phospt

entral Interme |ah/ metabolism

701 0.0 0.0 3.0 1.0 0.00 ! 0.00 1.19 0.15 | 0.00 0.67 0.0 -10.0 | NA e . CytoplasmicMembrane )

i | | gamma and tau modification and repair i

PA14_54180 687 0.0 0.0 4.0 1.0 0.00 ! 0.00 1.22 0.12 0.00 0.67 0.0 -10.0 ! NA hypothetical protein Hypothetical, unclassified, unknown OuterMembrane i
PA14_17260|dnaE 173 0.0 0.0 2.0 12.0 000 | 000 | 038 | 088 | 000 0.63 0.0 100 | Na (DNApolymerase Iil subunit — iDNA replication, recombination, Cytoplasmic §
| | | alpha modification and repair ;

PA14_30630pgsH putative FAD-dependent Biosynthesis of _cofactors, prosthetic Cytoplasmic |
monooxygenase . groupsandcarriers T ;

__thypothetical protein __iHypothetical, unclassified, unknown Cytoplasmic :

ytoplasmic

PA14_72490[polA

DNA polymerase |

DNA replication, recombination,
modification and repair

Cytoplasmic

iPA14_00120

PhzC
phenazine biosynthesis protein
PhzC

lipid A biosynthesis lauroyl
\acyltransferase

alginate)
Secreted Factors (toxins, enzymes,
alginate)

iCell wall / LPS / capsule

PA14_08820|fusA1 706 0.0 0.0 1.0 elongation factor G Cytoplasmic
PA14_02220 679 0.0 putative chemotaxis transducer

PA14_52230 742 0.0 0.0 1.0 outer membrane receptor FepA Transport of small molecules OuterMembrane

type 4 fimbrial biogenesis outer ;

PA14_66620|pilQ 710 0.0 0.0 1.5 ; membrane protein PilQ Motility & Attachment OuterMembrane ;

! precursor :

PA14_182601fruk 314 0.0 00 1.0 1.0 0.00 i 0.0 0.51 020 i 000 0.36 0.0 2100 i NA__i1-phosphofructokinase Transport of small molecules Cytoplasmic )

PA14_09460|phzC1 | phenazine biosynthesis protein Secreted Factors (toxins, enzymes, Cytoplasmic

CytoplasmicMembrane !

{PA14_23500[tyrB

0.0

0.0

1.0

1.0

000 | 000 | 037 | 014

0.00

0.25

\aromatic amino acid
iaminotransferase

iAmino acid biosynthesis and metabolism

Cytoplasmic |

4954.5

15900.0

16288.0

34456.0

99246 9339.2 9920.0 8891.4

9631.9

9405.7
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