Table S4.

Predicted CsrA binding sites

Protein ID | Description BlatiD Gene_Coords  |Strand Motif0 Motifl Motif8  |Site_D Site_Seq Log, Fold Change
Yhil predicted HiyD family secretion protein 3487 3627558..3628625 |- Y Y \ -15|CAGGGATT(0,1,8) 231
GlgC glucose-1-phosphate adenylyltransferase 3430 3566056..3567351 |- Y \4 2 -6|AAAGGAGT(0,1,8) 2.17,
TolC outer membrane channel; specific tolerance to colicin E1; segregation of daughter cf 035 3176137.3177618 |+ \ \ \ -5|CAAGGAAT(0,1,8) 1.66|
DksA DNA-binding transcriptional regulator of rRNA transcription, Dnak suppressor protein 0145 160149..160604 |- \ \ \ -7|TAAGGAGA(0,1,8) 1.38]
Pck phosphoenolpyruvate carboxykinase 3403 3530840..3532462 |+ N N \ -7|TAAGGAGC(8) 1.24
CysD sulfate adenylyltransferase subunit 2 2752 2873443..2874351 |- N N 2 -5|AAAGGAAC(8) 1
Gst glutathionine S-transferase b1635 1712401..1713006 |+ \ \ \ -6|AAAGGAGT(0,1,8) 0.96
MinD membrane ATPase of the MinC-MinD-MinE system b1175 1223772..1224584 |- \ \ \ -5|CAAGGAAT(0,1,8) 0.86
YiaD predicted outer membrane lipoprotien b3552 3714570.3715229 |+ Y Y \ -5|TAAGGATT(0,1,8) 0.82
PhoP DNA-binding response regulator in two-component regulatory system with PhoQ b1130 1188999..1189670 - Y \4 \4 -8|CAGGGAGA(0,1,8) 0.78
cysMm cysteine synthase B (O-acetylserine sulfhydrolase B) b2421 2536694..2537605 |- \ \ \ -7|TATGGATA(0,1,8) 0.77,
SurA peptidyl-prolyl cis-trans isomerase (PPlase) 0053 53416..54702 - \ \ \ -5|AATGGAAA(0,1,8) 0.75
TolB translocation protein TolB precursor 0740 776963..778255 |+ Y Y \ -5|AAGGGAGA(0,1,8) 0.74
IhfB integration host factor subunit beta b0912 963051..963335 [+ N N 2 -11{TAAGGAAC(8) 0.73
HfIK modulator for HfIB protease specific for phage lambda cll repressor ba174 4400061..4401320 |+ N N \ -7|TATGGAGC(8) 0.73
FabD acyl carrier protein S-malonyltransferase b1092 1148951..1149880 [+ \ \ \ -6|TAAGGATT(0,1,8) 0.68
Fabl enoyl-(acyl carrier protein) reductase b1288 1348275..1349063 - Y Y \ -7|TAAGGATT(0,1,8) 0.68
Mscs mechanosensitive channel 2924 3066969..3067829 Y \4 \4 -6|AAAGGAAT(0,1,8) 0.68
CspC stress protein, member of the CspA-family b1823 1905250..1905459 |- \ \ \ -8|TAAGGAAT(0,1,8) 0.66
NIpA cytoplasmic membrane lipoprotein-28 b3661 3837198..3838016 |- \ \ \ -6|AAAGGATA(0,1,8) 0.57,
vigr orf, hypothetical protein b4243 4468550..4468936 |- Y Y \ -5|AAAGGAGA(0,1,8) 0.53
SucA alpha-ketoglutarate decarboxylase 0726 757929..760730 |+ N N Y -4| AAGGGATC(8) 0.5
\Cid orf, hypothetical protein b1103 1161108..1161467 |+ \ \ \ -6|AAAGGAAA(0,1,8) 05
UspE stress-induced protein b1333 1395696..1396646 |- \ \ \ -7|TAAGGAGA(0,1,8) 0.49
Pgm phosphoglucomutase 0688 712781.714421 |+ Y N N -6|AAAGGACA(0) 0.48
Tyrs tyrosyl-tRNA synthetase b1637 1713972..1715246 |- 2 2 2 -6|CATGGAGA(0,1,8) 0.48]
[AspC aspartate aminotransferase, PLP-dependent 0928 983742..984932 |- N N \ -7|AATGGAAC(8) 0.46
SucB dihydrolipoamide acetyltransferase 0727 760745..761962 |+ \ \ \ -5|AAAGGATA(0,1,8) 0.45
Ydga hypothetical protein b1614 1687876..1689384 |+ Y Y \ -7|TATGGATA(0,1,8) 0.44
Thrs threonyl-tRNA synthetase b1719 1798666..1800594 |- 2 2 2 -5|TAAGGATA(0,1,8) 0.44]
NIpB lipoprotein-34 2477 2595853..2596887 |- \ \ \ -5|TAGGGAGA(0,1,8) 0.44
RpsF 308 ribosomal protein 56 4200 4423141..4423536 |+ N N \ -7|TAAGGAGC(8) 0.44
PntA NAD(P) transhydrogenase subunit alpha b1603 1674395..1675927 |- Y Y \ -4| AAGGGAAT(0,1,8) 0.43
S0dB superoxide dismutase, Fe b1656 1733402..1733983 |+ 2 2 Y -7|AAAGGAGA(0,1,8) 0.4
Pnp phosphory b3164 3307055..3309190 |- \ \ \ -6|AAAGGATA(0,1,8) 0.36
SseA putative thiosulfate sulfurtransferase b2521 2650516..2651361 |+ \ \ \ -6|AATGGAGA(0,1,8) 0.35
HipA periplasmic chaperone 0178 200482..200967 |+ Y Y \ -6|TAAGGAGT(0,1,8) 0.32
Mdh malate dehydrogenase 3236 3381352..3382290 |- Y \4 \4 -6|TAAGGAGT(0,1,8) 0.32
HupA HU, DNA-binding transcriptional regulator, alpha subunit 4000 4198304..4198576 |+ \ \ \ -5|TAAGGATA(0,1,8) 0.29
TrpB tryptophan synthase subunit beta b1261 1315246..1316439 - \ \ \ 2,7 AAAGGAAC(8), TAAGGAAA(0,1,8) 0.27,
DeoD purine nucleoside phosphorylase b4384 4618906..4619625 |+ Y Y \ -6|AAAGGATA(0,1,8) 0.27,
Cysk cysteine synthase A, O-acetylserine sulfhydrolase A subunit b2414 2530431..2531402 [+ 2 N N -5 TAAGGACA(0) 0.25
YajQ orf, hypothetical protein 0426 443907..444398 |+ \ \ \ -8|AAGGGAGA(0,1,8) 0.24
ProA gamma-glutamyl phosphate reductase 0243 260727..261980 |+ N N \ -7|TAAGGAGC(8) 0.23
Pps phosphoenolpyruvate synthase b1702 1782758..1785136 - Y Y \ -6|AAAGGATT(0,1,8) 0.2
HslU ATP-dependent protease ATP-binding subunit b3931 4118439..4119770 |- N N 2 -5|TAAGGATC(8) 0.16]
MaeB malic enzyme 2463 2574120..2576399 |- N N \ -7|AAAGGAAC(8) 0.13
SecD protein export protein SecD 0408 426871..428718 |+ \ \ \ -5|AAGGGAAT(0,1,8) 0.1
UspG universal stress protein UP12 0607 640662..641090 |- Y Y \ -8|CAGGGAGA(0,1,8) 0.1
YfbG hypothetical protein 2255 2366061..2368043 [+ 2 2 2 -8|CAAGGAAA(0,1,8) 0.1
RpsG 308 ribosomal protein 57 3341 3471564..3472103 |- \ N N -7|AACGGAGT(0) 0.06
MoaB molybdopterin biosynthesis protein B b0782 817278.817790 |+ \ \ \ -7|AAAGGAGA(0,1,8) 0.05
HisC histidinol-phosphate aminotransferase 2021 2090422..2091492 |+ N N \ -5|TAAGGAGC(8) 0.02
Asps aspartyl-tRNA synthetase b1866 1946774..1948546 |- Y 2 2 -5|AAGGGATA(0,1,8) -0.02
ArgH argininosuccinate lyase 3960 4154873..4156246 |+ \ \ \ -8|TAAGGAAA(0,1,8) -0.03
PepP proline aminopeptidase P Ii 2908 3051537..3052862 |- \ \ \ -6|TAAGGAGA(0,1,8) 0.11
Gros co-chaperonin GroES ba142 4368711..4369004 |+ Y Y \ -8|AAAGGAGA(0,1,8) -0.13
PurD phosphoribosylamine-glycine ligase 4005 4202665..4203954 |- N N \4 -6|AATGGAGC(8) 0.14
Frr ribosome releasing factor b0172 192872.193429 |+ \ \ \ -7|cAAGGATT(0,1,8) 0.15
Upp uracil phosphoribosyltransferase 2498 2618268..2618894 |- \ \ \ -7|AAAGGAGA(0,1,8) -0.19
RplP 505 ribosomal protein L16 3313 3446781..3447191 |- N N \ -8|TAAGGAGC(8) -0.19
Iscs cysteine desulfurase 2530 2658339..2659553 |- Y N N -11|TACGGAGT(0) 021
AceE pyruvate dehydrogenase subunit E1 b0114 123017..125680 [+ \ \ \ -6|TAAGGAAT(0,1,8) 03
v glucose-6-phosphate 1-dehydrogenase b1852 1932863..1934338 |- \ \ \ -6|TAAGGAGA(0,1,8) 031
GInH glutamine ABC transporter periplasmic protein 0811 846481..847227 |- Y Y \ -5|AAAGGAAA(0,1,8)

GroEL chaperonin GroEL b4143 4369048..4370694 |+ 2 2 2 -8|TAAGGAAT(0,1,8)

PepD i -histidine di idase D) 0237 254259..255716 |- \ \ \ -7|CAAGGAGA(0,1,8)

PanC pantoate--beta-alanine ligase 0133 147944..148795 |- \ \ \ -7|TAAGGAGT(0,1,8)

PykA pyruvate kinase b1854 1935673..1937115 [+ Y N N -6|AACGGAGT(0)

GitA citrate synthase 0720 752408..753691 |- 2 2 2 -7|TAAGGAGA(0,1,8)

LeuB 3-isopropylmalate dehydrogenase 0073 80867..81958 - \ \ \ -8|CAAGGAAA(0,1,8)

Tas predicted oxidoreductase, NADP(H)-dependent aldo-keto reductase 2834 2969619..2970659 |+ \ \ \ -6|AAAGGAAA(0,1,8)

Leud isopropylmalate isomerase small subunit 0071 78848..79453 - N N \ -6|TAAGGAGC(8)

GImM phosphoglucosamine mutase 3176 3320755..3322092 |- 2 2 2 -10|AAAGGAAA(0,1,8)

NarL DNA-binding response regulator in two-component regulatory system with NarX (or NarQ) b1221 1274402..1275052 |- \ \ \ -6|CAAGGAGA(0,1,8)

ivB acetolactate synthase large subunit b3671 3849119..3850807 |- \ N N -6|AAAGGACT(0)

IIvE branched-chain amino acid aminotransferase 3770 3950507..3951436 |+ Y Y \ -7|AAAGGAAT(0,1,8)

RpID 50S ribosomal protein L4 3319 3449703..3450308 |- Y \4 \4 -6|TAAGGAGA(0,1,8)

Ybi hypothetical protein 0800 834471..835433 |+ \ \ \ -6|TAAGGAGT(0,1,8)

GshB glutathione synthetase 2947 3089900..3090850 |+ \ N N -7|AACGGAGA(0) -0.97
Yaax hypothetical protein 0005 5234..5530 + Y Y Y -6|AAAGGAGT(0,1,8) N/A

YaaA hypothetical protein 0006 5683..6459 - \ N N -5|CAAGGACT/(0) N/A

Mog molybdenum cofactor biosynthesis protein 0009 9306..9893 + \ N N -8|AACGGAAA(0) N/A

HokC toxic membrane protein, small ba412 16751..16903 - Y Y \ -9|CAAGGAGA(0,1,8) N/A

NhaR DNA-binding transcriptional activator 0020 18715..19620 + 2 2 Y -4|CAGGGAGA(0,1,8) N/A

RihC ribonucleoside hydrolase 3 0030 27293..28207 + \ \ \ -5|TATGGAGA(0,1,8) N/A

caiD crotonobetainyl CoA hydratase 0036 35377..36162 - \ \ \ -7|AATGGAGA(0,1,8) N/A

caic predicted crotonobetaine CoA ligase:carnitine CoA ligase 0037 36271..37824 - Y Y \ -9|AATGGATA(0,1,8) N/A

FixC predicted oxidoreductase with FAD/NAD(P)-binding domain 0043 44180..45466 + N N \4 -5|CAGGGAGC(8) N/A

FixX predicted 4Fe-4S ferredoxin-type protein 0044 45463..45750 + \ \ \ -10|AAAGGAGT(0,1,8) N/A

AraA L-arabinose isomerase b0062 66835..68337 - \ N N -6|TAAGGACA(0) N/A

Thip thiamin ABC transporter membrane protein 0067 72911..74521 - Y Y \ -6|CATGGATT(0,1,8) N/A

SetA broad specificity sugar efflux system 0070 77621..78799 + N N 2 -3|AAGGGAAC(8) N/A

IvH acetolactate synthase small subunit 0078 87357..87848 + \ N N -11|{AACGGAGA(0) N/A

Ftsl tr: involved in septal an synthesis (penicillin-binding protein 3) b0084 91413..93179 + \ \ \ -11{TAAGGATA(0,1,8) N/A

YacG zinc-binding protein 0101 111649.111846 |- Y Y \ -5|TAAGGAGT(0,1,8) N/A

HofB conserved protein with nucleoside triphosphate hydrolase domain 0107 115714.117099 |- N N 2 -5|TAAGGAGC(8) N/A

PpdD predicted major pilin subunit 0108 117109..117549 N N \ -8|CAAGGAGC(8) N/A

(AmpD N-acetyl-anhydromuranmyl-L-alanine amidase 0110 118733.119284 [+ \ \ \ -7|TAAGGAGA(0,1,8) N/A

AmpE predicted inner membrane protein b0111 119281.120135 [+ Y Y \ -5|CAAGGAGA(0,1,8) N/A

SpeD s-adenosylmethionine decarboxylase proenzyme 0120 134788.135582 |- 2 2 2 -11|TAAGGAGA(0,1,8) N/A

Cueo multicopper oxidase (laccase) 0123 137083.138633 [+ \ \ \ -6|TAAGGAAA(0,1,8) N/A

YadH predicted transporter subunit: of ABC superfamily 0128 143702.144472 |+ \ \ \ -7|CAAGGAGA(0,1,8) N/A

YadN predicted fimbrial-like adhesin protein 0141 156299..156883 |- Y Y \ -4| AAAGGATT(0,1,8) N/A

SfsA sugar fermentation stimulation protein A b0146 160782..161486 |- 2 2 2 -7|CAAGGATT(0,1,8) N/A

Ispu undecaprenyl pyrophosphate synthase 0174 194903..195664 [+ \ \ \ -10|CAGGGAAT(0,1,8) N/A

YaeR orf, hypothetical protein b0187 211877..212266 |+ \ \ \ -5|AAAGGAGA(0,1,8) N/A
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hypothetical protein
orf, hypothetical protein

hypothetical protein

predicted C-N hydrolase family amidase, NAD(P)-binding
hypothetical protein

hypothetical protein

predicted toxin of the YafO-YafN toxin-antitoxin system

CP4-6 prophage; predicted protein

CP4-6 prophage; predicted DNA-binding transcriptional regulator
CP4-6 prophage; predicted DNA-binding transcriptional regulator
putative ATP-binding component of a transport system

putative ARAC-type regulatory protein

predicted oxidoreductase

probably transcriptional repressor of bet genes.

2-methylcitrate dehydratase

galactoside O-acetyltransferase

galactoside permease

2-keto-4-pentenoate hydratase

orf, hypothetical protein

taurine dioxygenase

beta-lactamase/D-alanine carboxypeptidase

predicted DNA-binding transcriptional regulator

hypothetical protein

alkaline phosphatase

possible NAGC-like transcriptional regulator

exonuclease, dsDNA, ATP-dependent

4-methyl-5(beta-hydroxyethyl)-thiazol synthesis
hypothetical protein

glycoprotein/polysaccharide metabolism

orf, hypothetical protein

hypothetical protein

acetyl esterase

predicted transporter with NAD(P)-binding Rossmann-fold domain
UDP-sugar hydrolase

copper transporter

predicted glutaminase

conserved inner membrane protein

predicted transporter subunit: ATP-binding component of ABC superfamily
hypothetical protein

ureidoglycolate hydrolase

hydroxypyruvate isomerase

allantoinase

glycerate kinase Il

hypothetical protein

membrane protein FdrA

predicted carbamate kinase

cysteinyl-tRNA synthetase

predicted fimbrial-like adhesin protein

DLP12 prophage; predicted protein

DLP12 prophage; outer membrane protease VIl (outer membrane protein 3b)

p itive channel
dihydropteridine reductase, NAD(P)H-dependent, oxygen-insensitive
hypothetical protein
2, MP ligase
carbon starvation protein
predicted oxidoreductase
hypothetical protein
thiol:disulfide interchange protein
nucleoside diphosphate kinase regulator
sensory histidine kinase in two-component regulatory system with cit8
protein of lipoate biosynthesis
orf, hypothetical protein
hypothetical protein
predicted chaperone
predicted tRNA ligase
ribonucleoside hydrolase 1
glutamate and aspartate transporter subunit
asparagine synthetase B
hypothetical protein
orf, hypothetical protein
hypothetical protein
endonuclease VIll/ 5-formyluracil/5-hydroxymethyluracil DNA glycosylase
predicted assembly protein
putative outer membrane protein
predicted fimbrial-like adhesin protein
alpha-mannosidase
cytochrome d terminal oxidase, polypeptide subunit |
hypothetical protein
peptidoglycan-associated outer membrane lipoprotein
galactose-1-epimerase (mutarotase)
1

uri a

of enterobactin synthase multienzyme complex

UDP-galactose-4-epimerase

molybdate ABC transporter permease protein
6-phosphogluconolactonase

conserved inner membrane protein

predicted transporter subunit: of ABC superfamily
predicted transporter subunit: membrane component of ABC superfamily
hypothetical protein

putative transcriptional regulator

orf, hypothetical protein

predicted peptide transporter subunit: membrane component of ABC superfamily
D-alanyl-D-alanine carboxypeptidase (penicillin-binding protein 6a)
putrescine transporter subunit: membrane component of ABC superfamily
predicted lipoprotein

hypothetical protein

putative dTDP-glucose enzyme

L-allo-threonine aldolase, PLP-

HCP oxidoreductase, NADH-dependent

putative surface protein

putative membrane protein

dimethyl sulfoxide reductase, anaerobic, subunit B

predicted hydrolase

cytidylate kinase

conserved inner membrane protein

condesin subunit F

NAD(P)H-dependent FMN reductase

fused predicted transporter subunits of ABC superfamily: ATP-binding components
paraquat-inducible membrane protein A

hypothetical protein

predicted acylphosphatase

protein involved in processing of HyaA and HyaB proteins

cytochrome bd-Il oxidase, subunit Il

hypothetical protein
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AAAGGAGT(0,1,8)
CATGGATT(0,1,8)
TAAGGAGC(8)
AAAGGAGT(0,1,8)
CAAGGAAT(0,1,8)
AAAGGAGT(0,1,8)
TAAGGAAT(0,1,8)
AAAGGAGA(0,1,8)
CACGGAGA(0)
AAAGGATT(0,1,8)
AATGGAGC(8)
AACGGAGA(0)
AATGGAGT(0,1,8)
AATGGAGT(0,1,8)
TAAGGAAA(0,1,8)
AACGGAGT(0)
TAAGGAAA(0,1,8)
TAAGGAAT(0,1,8)
AATGGAGT(0,1,8)
CATGGAGA(0,1,8)
TATGGACA(0)
AAAGGAGA(0,1,8)
TAAGGAAA(0,1,8)
CATGGAGA(0,1,8)
TAAGGAGA(0,1,8)
CAGGGAAC(8)
AAAGGAGA(0,1,8)
CAAGGAGA(0,1,8)
TAAGGAGA(0,1,8)
TAAGGATA(0,1,8)
AATGGAGA(0,1,8)
AAAGGAGT(0,1,8)
AAAGGAGA(0,1,8)
CAGGGAGA(0,1,8)
AAAGGAGT(0,1,8)
AAAGGAGT(0,1,8)
AACGGACT(0)
AAGGGAAC(8)
TAAGGAGA(0,1,8)
CAAGGACA(0)
AAGGGAGA(0,1,8)
CAAGGAGT(0,1,8)
AAAGGATT(0,1,8)
TAAGGAGT(0,1,8)
TAAGGAGT(0,1,8)
CAAGGAAA(0,1,8)
AACGGAAT(0)
TACGGAGA(0)
CATGGAGC(8)
AATGGAGA(0,1,8)
AAAGGAGA(0,1,8)
CATGGAGT(0,1,8)
AAAGGAAC(8)
TAAGGAGC(8)
CACGGATA(0)
TAAGGACA(0)
AAAGGAAA(0,1,8)
AAAGGACA(0)
CATGGAGT(0,1,8)
CAAGGAAA(0,1,8)
CACGGAGA(0)
TAAGGAAA(0,1,8)
TAAGGATA(0,1,8)
TAAGGATA(0,1,8)
AAGGGATT(0,1,8)
CAAGGAGC(8)
AAAGGAGT(0,1,8)
AACGGAGA(0)
CAAGGAAA(0,1,8)
CAAGGAGC(8)
TAAGGAGA(0,1,8)
AAAGGATA(0,1,8)
TAAGGAAA(0,1,8)
TATGGACA(0)
AAAGGACT(0)
AAAGGAAA(0,1,8)
CAAGGAGT(0,1,8)
TAAGGAGC(8)
AAAGGAAT(0,1,8)
CAAGGAGC(8)
TAAGGAAC(8)
AATGGAGC(8)
TACGGATT(0)
AAAGGAGC(8)
TAAGGATA(0,1,8)
TAGGGAGA(0,1,8)
TAAGGAGC(8)
AAAGGAGT(0,1,8)
AATGGACT(0)
AAAGGAGA(0,1,8)
CAGGGAGT(0,1,8)
AATGGATA(0,1,8)
TAAGGAGC(8)
TAAGGAAA(0,1,8)
CAAGGAGA(0,1,8)
TAAGGAGA(0,1,8)
TAAGGACA(0)
TAAGGAGT(0,1,8)
CAAGGACT(0)
TATGGAGT(0,1,8)
TAAGGAGT(0,1,8)
AAAGGAGA(0,1,8)
TAAGGAGA(0,1,8)
AAAGGAAC(8)
CAAGGATA(0,1,8)
TAAGGAGA(0,1,8)
AAAGGAAT(0,1,8)
TAAGGAGT(0,1,8)
AAAGGAAT(0,1,8)
TAAGGAGA(0,1,8), TAAGGATA(0,1,8)
CAAGGAGC(8)
AAAGGAGA(0,1,8)
TAAGGAGC(8)




predicted outer membrane lipoprotein
orf, hypothetical protein

stress protein, member of the CspA-family

predicted 4Fe-4S membrane protein

putative transport protein

orf, hypothetical protein

hypothetical protein

hypothetical protein

hypothetical protein

conserved protein with nucleoside triphosphate hydrolase domain
predicted enzyme associated with biofilm formation

predicted outer membrane protein

protein
outer membrane lipoprotein

putative synthase

acidic protein suppresses mutants lacking function of protein export
hypothetical protein

hypothetical protein

flagellar basal body rod modification protein D

flagellar hook-associated protein K
4-amino-4-deoxychorismate lyase

thymidylate kinase

beta-hexosaminidase

hypothetical protein

N-acetyl-D-glucosamine kinase

€14 prophage; predicted integrase

orf, hypothetical protein

N/A

orf, hypothetical protein

reoxidizes DsbA protein following formation of disulfide bond in P-ring of flagella.
NhaB sodium/proton transporter

fatty acid metabolism regulator

alanine racemase

L,D-carboxypeptidase A

murein transglycosylase £

periplasmic trehalase

fused predicted dihydroxyacetone-specific PTS enzymes: HPr component/El component
dihydroxyacetone kinase, C-terminal domain

outer membrane lipoprotein LolB precursor
calcium/sodium:proton antiporter

cation transport regulator

hypothetical protein

oligopeptide transporter ATP-binding component

cardiolipin synthetase

orf, hypothetical protein

intracellular septation protein A

hypothetical protein

hypothetical protein

phosphatidylglycerophosphatase B

expressed protein

putative oxidoreductase

predicted antimicrobial peptide transporter subunit
predicted antimicrobial peptide transporter subunit
DNA-binding transcriptional repressor

phage shock protein B

putative polysaccharide hydrolase

predicted sugar transporter subunit: periplasmic-binding component of ABC superfamily
predicted oxidoreductase, Zn-dependent and NAD(P)-binding
putative transient receptor potential locus

outer membrane porin

putative muconate cycloisomerase | (EC 5.5.-.-)

predicted DNA-binding transcriptional regulator

predicted inner membrane protein

Rac prophage; recombination and repair protein

Rac prophage; predicted protein

orf, hypothetical protein

outer membrane pore protein N, non-specific
phenylacetaldehyde dehydrogenase

predicted tase subunit for ic acid
orf, hypothetical protein

probable enzyme

acyl carrier protein phosphodiesterase
hypothetical protein

toxic polypeptide, small

orf, hypothetical protein

ril protein-L7/L12-serine
hypothetical protein

hypothetical protein

L-asparagine permease

hypothetical protein

hypothetical protein

4-oxalocrotonate tautomerase
N.

yarylamine O-ac
predicted lipoprotein

orf, hypothetical protein

glutamate decarboxylase B, PLP-dependent
predicted porin protein

predicted DNA-binding transcriptional acfivator
predicted fimbrial-like adhesin protein

N/A

Al2 transporter

autoinducer-2 (Al-2) modifying protein LsrG
tagaturonate reductase

putative aldehyde dehydrogenase
hypothetical protein

hypothetical protein

hypothetical protein

predicted mannonate dehydrogenase

Qin prophage; cold shock protein

Qin prophage; cold shock protein

Qin prophage; predicted protein

predicted oxidoreductase, Zn-dependent and NAD(P)-binding
predicted dehydratase

hypothetical protein

spermidine N1-acetyltransferase

orf, hypothetical protein

oxidoreductase subunit

oxidoreductase, Fe-S subunit

DNA-binding transcriptional repressor
predicted transporter

short chain dehydrogenase
mannose-6-phosphate isomerase
DNA-binding transcriptional repressor

b1521
b1525
b1535
b1536
b1541
b1542
b1557
b1558
b1566
b1580
b1581
b1583
b1584
b1586
b1587
b1589
b1594
b1596
b1606
b1613
b1620

1047911...
1048662...
1050186...
1051512...
1067734...

1048555
1048967
1050398
1052585
1069062

..1654173
..1654768
..1655894
..1658519
..1661631
..1666588
..1668976
..1679722
..1687775
..1697204
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CAAGGATT(0,1,8)
AAAGGAAA(0,1,8)
TAAGGAAT(0,1,8)
AACGGACT(0)

TAAGGAGA(0,1,8)

TAAGGAGT(0,1,8)
AAGGGATA(0,1,8)
TATGGAGA(0,1,8)
TAAGGATA(0,1,8)
CATGGAGT(0,1,8)
AATGGAAA(0,1,8)
TAAGGAAA(0,1,8)
CAAGGAGA(0,1,8)
AAGGGAGA(0,1,8)
TATGGAGT(0,1,8)
TAAGGAGA(0,1,8)
AAAGGAGA(0,1,8)
TAAGGAAC(8)
TAAGGAGC(8)
TAAGGAAA(0,1,8)
TAAGGAGA(0,1,8)
TATGGATT(0,1,8)
CAAGGAGC(8)
AACGGATT(0)
CAAGGAAA(0,1,8)
CAGGGAAA(0,1,8)
TAAGGAAT(0,1,8)
CAGGGAAA(0,1,8)
AAGGGAAA(0,1,8)
TATGGAAA(0,1,8)
TAAGGAAA(0,1,8)
CAAGGAAT(0,1,8)
TAAGGATA(0,1,8)
AAAGGAGA(0,1,8)
TAAGGAAT(0,1,8)
TAAGGAGA(0,1,8)
CAAGGACT(0)
AAGGGATA(0,1,8)
AAAGGAGT(0,1,8)
CAGGGAGA(0,1,8)
TAAGGAGT(0,1,8)
AAAGGATT(0,1,8)
CAAGGAGT(0,1,8)
TACGGAAT(0)
CAAGGAGA(0,1,8)
TAAGGAGT(0,1,8)
AAAGGAGA(0,1,8)
AAAGGAAC(S)
CAAGGAGC(8)
CATGGAGA(0,1,8)
TAAGGAAT(0,1,8)
TAAGGAAA(0,1,8)
TAAGGAGT(0,1,8)
CACGGAAA(0)
AAAGGAAC(S)
CAAGGAGT(0,1,8)
AAAGGAAT(0,1,8)
CAAGGAAC(8)
CAAGGAGT(0,1,8)
CATGGAGA(0,1,8)
CAAGGATT(0,1,8)
TAAGGAAT(0,1,8)
TAAGGAGA(0,1,8)
AATGGAGA(0,1,8)
AAAGGATT(0,1,8)
TAAGGAAA(0,1,8)
TAAGGAGA(0,1,8)
CATGGAGT(0,1,8)
CAAGGATT(0,1,8)
TAAGGAAA(0,1,8)
AAGGGAAC(8)
CAAGGAGA(0,1,8)
CAGGGAGT(0,1,8)
CATGGATT(0,1,8)
TAAGGAGA(0,1,8)
AAGGGAGT(0,1,8)
CAGGGAGA(0,1,8)
AAGGGAGT(0,1,8)
TAAGGAGA(0,1,8)
AAAGGAGC(8)
AAGGGAAA(0,1,8)
AAAGGATT(0,1,8)
CACGGAGA(0)
TAAGGAGT(0,1,8)
TACGGAGA(0)
TAAGGAGA(0,1,8)
TAAGGAAC(8)
TATGGAGC(8)
AAAGGATA(0,1,8)
TAAGGAGA(0,1,8)
AAGGGAAC(8)
AAAGGAGA(0,1,8)
AAAGGAGT(0,1,8)
TAAGGAGT(0,1,8)
AAAGGAGA(0,1,8)
TAAGGAAT(0,1,8)
TAAGGAAT(0,1,8)
TAAGGAAT(0,1,8)
AAAGGAGA(0,1,8)
TAAGGAGT(0,1,8)
CAAGGAAT(0,1,8)
CAGGGAAT(0,1,8)
TAAGGACA(0), TAAGGAAT(0,1,8)
TAAGGAGC(8)
CAGGGAGT(0,1,8)
TAAGGAGT(0,1,8)
TAGGGAGT(0,1,8)
CAAGGATT(0,1,8)
AAAGGAGA(0,1,8)
CAGGGATT(0,1,8)
CAGGGAGT(0,1,8)




beta- i PLP. regulator of maltose regulon

DNA glycosylase and apyrimidinic (AP) lyase (endonuclease I1l)
pyridoxine kinase

transcriptional regulator for cryptic hemolysin

predicted inner membrane protein

hypothetical protein

hypothetical protein

predicted cytochrome

predicted oxidoreductase

cysteine desulfurase ATPase component

predicted transporter

quinate/shikimate 5-dehydrogenase, NAD(P)-binding
predicted DNA-binding transcriptional regulator

predicted electron transfer flavoprotein, FAD-binding
predicted oxidoreductase with FAD/NAD(P)-binding domain
predicted 4Fe-4S ferredoxin-type protein

vtamin B12-transporter permease

hypothetical protein

predicted inner membrane protein

predicted hydrolase

hydroperoxidase HPII(IIl) (catalase)

cryptic phospho-beta-glucosidase, NAD(P)-binding
DNA-binding transcriptional dual regulator

orf, hypothetical protein

predicted transporter subunit: ATP-binding component of ABC superfamily
putative cytochrome oxidase

hypothetical protein

orf, hypothetical protein

orf, hypothetical protein

orf, hypothetical protein

scaffolding protein for murein synthesizing machinery
conserved inner membrane protein

orf, hypothetical protein

predicted lipoprotein

predicted protein

hypothetical protein

orf, hypothetical protein

hypothetical protein

predicted protein

orf, hypothetical protein

Holliday junction resolvase

orf, hypothetical protein

copper homeostasis protein

orf, hypothetical protein

chemotaxis-specific methylesterase

universal stress protein

fused L-arabinose transporter subunits of ABC superfamily: membrane components
fused L-arabinose transporter subunits of ABC superfamily: ATP-binding components
predicted ferritin-like protein

conserved metal-binding protein

flagellar capping protein

cytoplasmic alpha-amylase

hypothetical protein

predicted acyltransferase

chaperone protein HchA

hypothetical protein

AMP nucleosidase

conserved protein with NAD(P)-binding Rossmann-fold domain
CP4-44 prophage; antigen 43 (Ag43) phase-variable biofilm formation autotransporter
orf, hypothetical protein

CP4-44 prophage; antitoxin of the YeeV-YeeU toxin-antitoxin system
conserved inner membrane protein

exonuclease |

putative amino acid/amine transport protein

toxin of the YoeB-YefM toxin-antitoxin system

imidazole glycerol phosphate synthase subunit HisH
O-antigen polymerase

glucose-1-phosphate thymidylyltransferase

dTDP-glucose 4,6 dehydratase, NAD(P)-binding

predicted acyl transferase

deoxycytidine triphosphate deaminase

3-methyl-adenine DNA glycosylase Il

hypothetical protein

hypothetical protein

toxic membrane protein

toxic membrane protein

multidrug efflux system, subunit B

sensory histidine kinase in two-component regulatory system with BaeR
orf, hypothetical protein

galactitol-specific enzyme IIB component of PTS

D-tagatose 1,6-bisphosphate aldolase 2, subunit

predicted fimbrial-like adhesin protein

hypothetical protein

putative ATPase

hypothetical protein

orf, hypothetical protein

hypothetical protein

D-lactate dehydrogenase, FAD-binding, NADH independent
orf, hypothetical protein

N/A

expressed protein

predicted inner membrane protein

predicted inner membrane protein

predicted esterase

ferric iron-catecholate outer membrane transporter
conserved inner membrane protein

predicted nucleoside transporter

predicted peptidase, outer membrane lipoprotein
hypothetical protein

orf, hypothetical protein

predicted oligopeptide transporter subunit
nucleoid-associated protein NdpA

predicted hydrolase, inner membrane

fused DNA-binding transcriptional dual regulator/O6-methylguanine-DNA methyltransferase
fused response regulator of ato operon, in two-component system with AtoS: response

hypothetical protein
orf, hypothetical protein
3 iquinone-9 3-meth
predicted 2,4-dihydroxyhept-2-ene-1,7-dioic acid aldolase
putative transport protein

predicted enolase

predicted NUDIX hydrolase

hypothetical protein

b1622 1698981..1700153
b1633 1709547..1710182
b1636 1713050..1713913
b1642 1718414..1718848
b1643 1719049..1719285
b4602 1735480..1735569
b1664 1742895..1744151
b1670 1747587..1748372
b1673 1749752..1751854
b1682 1759790..1760536
b1691 1770536..1771801
b1692 1771813..1772679
b1696 1776414..1777325
b1698 1778425..1779363
b1699 1779419..1780708
b1700 1780705..1780998
b1711 1792196..1793176
b1722 1803349..1804107
b1726 1806721..1807257
b1727 1807404..1808072
b1732 1811891..1814152
b1734 1815172..1816524
b1735 1816629..1817471
b1754 1834097..1835263
b1756 1836771..1837424
b1758 1838807..1839427
b1760 1839887..1840159
b1762 1841855..1842895
b1768 1849911..1850552
b1780 1861874..1862758
b1782 1863750..1864496
b1789 1872376..1872822
b1792 1874933..1875280
b1806 1887975..1888556
b1810 1892157..1892456
b1826 1906647..1906790
b1836 1919804..1920040
b1841 1922619..1922993
b1847 1928058..1928414
b1862 1944275..1944877
b1863 1944879..1945400
b1869 1950290..1950685
b1874 1956544..1957290
b1877 1959996..1960484
b1883 1965476..1966525
b1895 1977777..1978205
b4460 1980578..1981564
b1900 1981579..1983093
b1902 1984949..1985452
b1908 1988978..1989643
b1924 2001896..2003302
b1927 2004180..2005667
b1930 2007503..2007736
b1932 2008624..2009103
b1967 2033859..2034710
b1970 2036980..2037393
b1982 2053085..2054539
b1990 2060415..2061347
b2000 2069563..2072682
b2001 2072803..2074335
b2004 2075136..2075504
b2008 2077557..2078615
b2011 2080780..2082207
b2014 2083728..2085086
b4539 2087235..2087489
b2023 2092559..2093149
b2035 2104084..2105250
b2039 2108162..2109043
b2041 2110000..2111085
b2054 2126364..2126912
b2065 2139658..2140239
b2068 2144716..2145564
b2071 2149209..2149670
b2073 2150493..2151152
b4667 2151373..2151432
b4668 2151705..2151761
b2075 2153287..2156409
b2078 2160900..2162303
b2080 2163213..2163545
b2093 2172304..2172588
b2095 2173081..2174343
b2111 2189702..2190244
b2112 2190537..2190818
b2113 2191081..2192190
b2118 2198301..2201933
b2123 2209247..2209708
b4542 2213679..2213786
b2133 2220207..2221922
b2136 2223823..2224401
N/A 2225345..2226433
b4679 2227004..2227087
b2142 2229041..2229736
b2145 2231622..2231861
b2154 2241932..2242768
b2155 2242800..2244791
b2158 2247739..2248788
b2164 2254107..2255357
b2175 2268001..2268567
b2176 2268748..2270304
b2177 2270386..2272200
b2178 2272201..2273295
b2186 2280962..2281969
b2188 2282398..2284158
b2213 2307363..2308427
2220 2319888..2321273
b2225 2325389..2326165
b2230 2332978..2334666
b2232 2337589..2338311
b2245 2356064..2356867
b2246 2356885..2358174
b2247 2358231..2359436
b2251 2362576..2363001
b2256 2368040..2368930
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TAAGGATA(0,1,8)
CAGGGAAT(0,1,8)
CAGGGAAC(8)
TAAGGAGA(0,1,8)
AAAGGAAT(0,1,8)
AAAGGAGA(0,1,8)
AAAGGAAT(0,1,8)
AAAGGAAA(0,1,8)
AAAGGAAA(0,1,8)
TAAGGAAT(0,1,8)
CAAGGAGC(8)
AAAGGAGT(0,1,8)
CATGGAAT(0,1,8)
TACGGAGA(0)
AAGGGAGC(8)
AAGGGAGC(8)
AACGGATA(0)

TACGGACT(0)
CAAGGAGA(0,1,8)
AAAGGAGA(0,1,8)
TAAGGAGA(0,1,8)
AAGGGAGA(0,1,8)
TAAGGAGT(0,1,8)
TAAGGAGA(0,1,8)
CAAGGACT(0)
TAAGGAGT(0,1,8)
TAAGGAGT(0,1,8)
CAGGGAAT(0,1,8)
TAAGGAGA(0,1,8)
AAAGGACT(0)
TAAGGAAT(0,1,8)
CAAGGAAA(0,1,8)
AAGGGAGA(0,1,8)
AAAGGAGT(0,1,8)
TAAGGATA(0,1,8)
AACGGAGA(0)
AATGGAGA(0,1,8)
AAAGGAAT(0,1,8)
TATGGAGA(0,1,8)
AATGGAAT(0,1,8)
AACGGAGA(0)
AAGGGAGT(0,1,8)
TAAGGAGT(0,1,8)
TAAGGAAT(0,1,8)
TAAGGATT(0,1,8)
TAAGGAAC(8)
TAAGGAGA(0,1,8)
CACGGAGA(0)
TAAGGATA(0,1,8)
CAAGGAAA(0,1,8)
AAAGGAAA(0,1,8)
AATGGAGT(0,1,8)
TAAGGAGA(0,1,8)
TACGGAAT(0)
TAAGGAAT(0,1,8)
CAAGGATA(0,1,8)
TATGGAAC(8)
AAGGGACA(0)
TAAGGAAA(0,1,8)
CACGGAGT(0)
TAAGGATT(0,1,8)
TACGGAGT(0)

AACGGATT(0)
AAAGGAGA(0,1,8)
AAAGGACA(0), AACGGAAA(0)
AAAGGAGT(0,1,8)
TACGGATT(0)
AAAGGAAT(0,1,8)
TATGGAAT(0,1,8)
TAAGGAAA(0,1,8)
AAAGGAGA(0,1,8)
TAAGGAGA(0,1,8)
AAGGGATT(0,1,8)
AAAGGATT(0,1,8)
TAAGGAAA(0,1,8)
TAAGGAAA(0,1,8)
AAAGGAGC(8)
AAAGGAGC(8)
CAAGGAGT(0,1,8)
AAAGGACT(0)
CAAGGAAA(0,1,8)
TAAGGAAC(S)
CAGGGATA(0,1,8)
AAAGGAGT(0,1,8)
TAAGGAAA(0,1,8)
AATGGAGT(0,1,8)
TAAGGAGT(0,1,8)
CAAGGAGT(0,1,8)
AAGGGAGA(0,1,8)
TATGGAGC(8)
AAAGGAAC(S)
AAAGGATC(8)
CAAGGAAA(0,1,8)
CAAGGAGC(8)
CATGGAGA(0,1,8)
AAAGGAGA(0,1,8)
AAGGGAAA(0,1,8)
AAGGGAAA(0,1,8)
AACGGAAT(0)
AAAGGAAA(0,1,8)
CAGGGAGA(0,1,8)
AAAGGAGA(0,1,8)
AAGGGAAA(0,1,8)
CAGGGAGC(8)
CAGGGAAA(0,1,8)
AATGGACT(0)
CAAGGAAT(0,1,8)
TACGGAGT(0)
TAAGGAAC(8)
TAAGGAGC(8)
AATGGAGA(0,1,8)
TAAGGAAT(0,1,8)
TACGGATA(0)




0O-succinylbenzoate synthase
naphthoate synthase
isochorismate hydr 2,

hypothetical protein

predicted acyltransferase with acyl-CoA N-acyltransferase domain

predicted enzyme

hypothetical protein

predicted protein

NADH dehydrogenase subunit M
NADH dehydrogenase subunit J
predicted transporter

putative S-transferase

D-erythro-7,8-di in tri 2"
predicted flagella assembly protein

predicted periplasmic pilus chaperone

N/A

predicted fimbrial-like adhesin protein
hypothetical protein

predicted lipoprotein

CPS-53 (KpLE1) prophage; conserved protein
orf, hypothetical protein

predicted multidrug efflux system

and dihydroneopterin aldolase

DNA-binding response regulator in two-component regulatory system with Evgs

predicted enzyme IIC component of PTS
hypothetical protein

orf, hypothetical protein

DNA-binding transcriptional activator

transporter
purine nucleoside phosphorylase

conserved outer membrane protein

putative sulfate transport protein CysZ
pyridoxine kinase

hypothetical protein

putative oxidoreductase

N-acetylmuramic acid phosphotransfer permease
predicted inner membrane protein

predicted chaperonin, ethanolamine utilization protein

transaldolase A
transketolase 2, thiamin-binding

hypothetical protein

orf, hypothetical protein

transcriptional regulation of gev operon
hydrogenase 4 Fe-S subunit

hydrogenase 4 membrane subunit

hydrogenase 4 membrane subunit

hydrogenase 4, membrane subunit

NADH dehydrogenase subunit N

hydrogenase 4, Fe-S subunit

hydrogenase 4, Fe-S subunit

putative 2-component regulator, interaction with
kinase

hypothetical protein

predicted outer membrane lipoprotein
predicted peptidase

predicted inner membrane protein
hypothetical protein

regulatory protein P-Il for glutamine synthetase
toxic membrane protein

pheA gene leader peptide

orf, hypothetical protein

predicted outer membrane lipoprotein
predicted inner membrane protein
small membrane protein A

CP4-57 prophage; integrase

orf, hypothetical protein

orf, hypothetical protein

CP4-57 prophage; predicted protein

sigma 54

CP4-57 prophage; predicted inner membrane protein
CP4-57 prophage; predicted antirestriction protein

CP4-57 prophage; predicted DNA repair protein
orf, hypothetical protein
predicted membrane protein

predicted inner membrane protein with hydrolase activity

predicted inner membrane protein
glutaredoxin-like protein
ribonucleotide-diphosphate reductase alpha subu

nit

ribonucleotide-diphosphate reductase beta subunit

glycine betaine transporter subunit
glycine betaine transporter subunit

predicted inner membrane protein

carbon storage regulator

RecA regulator RecX
3-ketoacyl-(acyl-carrier-protein) reductase
DNA-binding transcriptional activator of glucitol of

peron

formate hydrogenlyase complex iron-sulfur protein

DNA mismatch repair protein

predicted dehydrogenase, with NAD(P)-binding Rossmann-fold domain

hypothetical protein

in alkaline isozyme c

hypothetical protein
predicted anti-terminator regulatory protein
putative oxidoreductase

protein

1/GTP pyr
(D)-glucarate dehydratase 1
flavodoxin
hypothetical protein
L-1,2-propanediol oxidoreductase
orf, hypothetical protein
hypothetical protein
2-acyl-glyc
orf, hypothetical protein
expressed protein
hypothetical protein
diaminopropionate ammonia-lyase
hypothetical protein
predicted oxidoreductase, Fe-S subunit
predicted oxidoreductase
putative transport protein
guanine deaminase
putative permease
expressed protein
hypothetical protein

b2906

2373022..
2373984..
2377370..
2378744...
2379104..

2991660...
3005532..
3013182..
3014082..
3018562...
3022373...
3023788...
3029389...
3030839...
3049137...

2373984
2374841
2378665
2379049
2379565

3050339
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AACGGAAT(0)
AAAGGACA(0)
CAGGGAGA(0,1,8)
AATGGAGA(0,1,8)
AAAGGAGA(0,1,8)
AAAGGAGC(8)
AAAGGATT(0,1,8)
CAGGGAAT(0,1,8)
CAAGGAAT(0,1,8)
TAAGGAGA(0,1,8)
CAAGGATA(0,1,8)
AAGGGAAT(0,1,8)
AACGGAGA(0)
TAAGGATA(0,1,8)
TAAGGAAT(0,1,8)
AACGGATA(0)
TAAGGACA(0)
AATGGAAT(0,1,8)
CAGGGAGA(0,1,8)
TATGGAGT(0,1,8)
CAGGGAAT(0,1,8)
AATGGACA(0)
AAGGGAAT(0,1,8)
CAGGGATA(0,1,8)
TAAGGAAT(0,1,8)
CAAGGAGA(0,1,8)
TATGGAGC(8)
CAAGGAAA(0,1,8)
AAAGGATA(0,1,8)
TAGGGAAT(0,1,8)
AAAGGAGC(8)
CAAGGAGA(0,1,8)
CAAGGATA(0,1,8)
CAAGGAGA(0,1,8)
CAAGGAAT(0,1,8)
CAGGGAGT(0,1,8)
TAAGGAGT(0,1,8)
CAAGGAGT(0,1,8)
CACGGAGT(0)
AAAGGATT(0,1,8)
TAAGGAGT(0,1,8)
AAAGGAAT(0,1,8)
CAAGGAGC(8)
TAAGGAAA(0,1,8)
TAAGGAGC(8)
TAAGGAGA(0,1,8)
AAGGGATA(0,1,8)
TAAGGACA(0)
TAAGGAGC(8)
TAAGGACT(0)
AACGGAGT(0)
CAAGGAAC(8)
CAAGGAAT(0,1,8)
CAAGGAAA(0,1,8)
AAGGGATT(0,1,8)
TAAGGAGT(0,1,8)
CAAGGAAT(0,1,8)
TAAGGAAA(0,1,8)
TAAGGAAA(0,1,8)
AAAGGAGA(0,1,8)
CAAGGATA(0,1,8)
AAAGGAGT(0,1,8)
AAAGGAAT(0,1,8)
CAGGGAGA(0,1,8)
CAAGGACT(0)
CAGGGAAA(0,1,8)
AAAGGAGA(0,1,8)
CATGGATT(0,1,8)
CACGGAGA(0)
TAAGGATA(0,1,8)
AAAGGAAT(0,1,8)
TAGGGAGT(0,1,8)
TAAGGAGT(0,1,8)
TAAGGAGC(8)
AACGGAAA(0)
AAAGGAGT(0,1,8)
TAAGGAAT(0,1,8)
AAAGGAAT(0,1,8)
AAAGGAAT(0,1,8)
CAAGGAGC(8)
CAAGGAGC(8)
TAAGGATA(0,1,8)
TAAGGAGT(0,1,8)
TAAGGAAA(0,1,8)
TAAGGAAT(0,1,8)
CAGGGAAC(8)
CAAGGAGA(0,1,8)
TAAGGAGT(0,1,8)
TAAGGACT(0)
TAAGGAAA(0,1,8)
TAAGGATA(0,1,8)
TACGGAAA(0)
AAGGGAGT(0,1,8)
AAAGGAGA(0,1,8)
AAAGGACA(0)
CAGGGAGA(0,1,8)
TAAGGAGT(0,1,8)
CAAGGAGA(0,1,8)
TAAGGAGA(0,1,8)
CAAGGAGA(0,1,8)
AAGGGAGT(0,1,8)
TACGGATA(0)
CAAGGAGA(0,1,8)
(8)

AAAGGATA(0,1,8)
AATGGAAC(8)

TAAGGAGA(0,1,8)
TAAGGAAA(0,1,8)
AAAGGAGT(0,1,8)
AAAGGAGT(0,1,8)
AAAGGAGA(0,1,8)
CATGGAGA(0,1,8)
TAAGGAAT(0,1,8)




GadA

YhiR
Yiak
YiaF
Ins)

hypothetical protein
putative enzyme

hypothetical protein

hypothetical protein

predicted mannitol-specific enzyme IIA component of PTS

DNA-specific endonuclease |

predicted inner membrane protein

hypothetical protein

predicted protein with nucleoside triphosphate hydrolase domain
hydrogenase 2, small subunit

aldo-keto reductase

oxidoreductase

alcohol dehydrogenase, NAD(P)-dependent

hypothetical protein

predicted outer membrane lipoprotein

repressor protein for Fts|

predicted transporter subunit: periplasmic-binding component of ABC superfamily
predicted DNA-binding transcriptional regulator

hypothetical protein

cyclic 345" i iesterase

predicted dioxygenase

zinc transporter ZupT

orf, hypothetical protein

predicted fimbrial-like adhesin protein
predicted inner membrane protein
hypothetical protein

toxic membrane protein

fused y for
G/U mismatch-specific DNA glycosylase
hypothetical protein

predicted glycosyl hydrolase

predicted thioredoxin-like

predicted NAD(P)-binding dehydrogenase
predicted inner membrane protein, part of terminus
sodium:serine/threonine symporter
conserved inner membrane protein
hypothetical protein

orf, hypothetical protein

hypothetical protein

predicted regulator

DNA-binding transcriptional dual regulator

8
predicted fimbrial-like adhesin protein

predicted fimbrial-like adhesin protein

DnaA initiator-associating factor for replication initiation

hypothetical protein

orf, hypothetical protein

predicted lipid carrier protein

protein-export membrane protein

7,8-dihydropteroate synthase

GTPase involved in cell partioning and DNA repair

conserved inner membrane protein

DNA-binding transcriptional activator of maltose metabolism

predicted toluene transporter subunit: membrane component of ABC superfamily
3-deoxy-D-
periplasmic protein

hypothetical protein

hypothetical protein

predicted transporter

conserved protein with nucleoside triphosphate hydrolase domain
conserved membrane protein, predicted transporter

bundles of cytoplasmic filaments

conserved inner membrane protein

putative methyltransferase

putative transport system permease protein

hypothetical protein

methionyl-tRNA formyltransferase

large-conductance mechanosensitive channel

505 ribosomal protein L36

505 ribosomal protein L24

putative general protein secretion protein

cryptic, general secretion pathway
putative general protein secretion protein
putative general secretion

prepilin leader peptid

periplasmic endochitinase

protein chain elongation factor EF-Tu (duplicate of tufB)
orf, hypothetical protein

predicted phosphoribulokinase

peptidyl-prolyl cis-trans isomerase A (rotamase A)
nitrite transporter

conserved secreted peptide

predicted isomerase

orf, hypothetical protein

ribulose-phosphate 3-epimerase

predicted fimbrial transporter

orf, hypothetical protein

transcription elongation factor GreB

RNA 3"-terminal-phosphate cyclase

sigma 54-dependent transcriptional regulator of rtcBA expression
DNA-binding transcriptional repressor

orf, hypothetical protein

predicted antibiotic transporter

hypothetical protein

leucine/isoleucine/valine transporter subunit
conserved inner membrane protein

conserved inner membrane protein

nickel transporter subunit

rhsB element core protein RshB

orf, hypothetical protein

predicted transposase

glutathione reductase

hypothetical protein

outer membrane protein induced after carbon starvation
acid-responsive regulator of gadA and gadBC
multidrug resistance efflux transporter
DNA-binding transcriptional activator

glutamate decarboxylase A, PLP-dependent
C4-dicarboxylate transport protein

hypothetical protein

putative dehydrogenase

orf, hypothetical protein

15150 protein InsA

b3149
b3150
b3152
b3157
b3175
b3177
b3183
b3184
b3188

3057403...
3062015..
3065362..
3071998...
3076909...

3718703...

3057633
3062800
3066102
3072711
3077352

..3181345
..3183152
..3183987
..3190859
..3192547
..3193222
..3197663
..3213495
..3226893
..3229261

3719224
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CAGGGATT(0,1,8)
AAAGGAAT(0,1,8)
CACGGAGA(0)
AAAGGAAT(0,1,8)
TAAGGATA(0,1,8)
CACGGAGT(0)
AAAGGAAC(B), TAAGGAAT(0,1,8)
AAAGGAAT(0,1,8)
AAAGGATA(0,1,8)
AACGGAAT(0)
AAAGGAGA(0,1,8)
AAGGGAGA(0,1,8)
AAGGGAGC(8)
AACGGAGA(0)
AAGGGAAC(S)
CATGGAGC(8)
TAAGGAAT(0,1,8)
TAAGGAGA(0,1,8)
AAGGGAGT(0,1,8)
TAAGGACA(0)
TAAGGATA(0,1,8)
TAAGGAGT(0,1,8)
CAGGGAAA(0,1,8)
AAAGGAAT(0,1,8)
AATGGACA(0)
AAAGGAAA(0,1,8)
TAAGGAAA(0,1,8)
CAAGGATA(0,1,8)
AAAGGAGT(0,1,8)
CATGGATT(0,1,8)
TAAGGACT(0)
TAAGGATA(0,1,8)
TATGGAGT(0,1,8)
TAAGGAAC(8)
AAAGGATC(8)
TAAGGATT(0,1,8)
TATGGAAA(0,1,8)
CAGGGAGA(0,1,8)
AAAGGATA(0,1,8)
AAAGGACA(0)
AAAGGACT(0)
TAAGGATT(0,1,8)
CAAGGATA(0,1,8)
TAAGGATA(0,1,8)
TAAGGATT(0,1,8)
TAAGGAGA(0,1,8)
AAAGGAGC(8)
CAGGGAGT(0,1,8)
CAAGGAAC(8)
CAGGGATA(0,1,8)
TACGGAGA(0)
CAGGGAAT(0,1,8)
TAAGGAGT(0,1,8)

8)
TAAGGATA(0,1,8)
AAGGGACA(0)
CAGGGAGA(0,1,8)
CACGGAGT(0)
CAAGGAAT(0,1,8)
CAAGGAGT(0,1,8)
AAGGGATA(0,1,8)
CAGGGACA(0)
AAGGGAGT(0,1,8)
TAAGGAGT(0,1,8)
CAGGGAGA(0,1,8)
TAAGGATA(0,1,8)
TAGGGAGA(0,1,8)
TACGGAGA(0)
TAAGGAGC(8)
AATGGACT(0)
TAAGGAAA(0,1,8)
TAAGGATC(8)
TAAGGAAC(S)
CAGGGAGC(8)
AAGGGATT(0,1,8)
TAAGGAAT(0,1,8)
AAAGGAGT(0,1,8)
CATGGAGT(0,1,8)
TAAGGAAA(0,1,8)
AAAGGATA(0,1,8)
TAGGGAAT(0,1,8)
CAAGGAGT(0,1,8)
TAAGGACA(0)
CAAGGAGA(0,1,8)
CAAGGAGA(0,1,8)
TAAGGAGA(0,1,8)
AAGGGAAT(0,1,8)
AAAGGATA(0,1,8)
TAAGGATA(0,1,8)
CAGGGATT(0,1,8)
AATGGAAA(0,1,8)
CAGGGAAT(0,1,8)
AAAGGACT(0)
AAAGGAGA(0,1,8)
CAAGGAGA(0,1,8)
CAAGGAAC(S)
TATGGAGC(8)
AAAGGATT(0,1,8)
AAAGGATT(0,1,8)
TAAGGAGA(0,1,8)
TAAGGACA(0)
TAAGGAAT(0,1,8)
TAAGGATA(0,1,8)
TAAGGAGC(8)
CAGGGACT(0)
AAGGGATA(0,1,8)
TAAGGAGT(0,1,8)
AAAGGACA(0)
TAGGGATC(8)
AATGGAGA(0,1,8)
AAAGGAGT(0,1,8)
AATGGAAT(0,1,8)




YigA

orf, hypothetical protein
orf, hypothetical protein

xylose isomerase
periplasmic alpha-amylase precursor
predicted hydrogenase, 4Fe-4S ferredoxin-typ
predicted transporter
predicted transporter
predicted transporter
3-keto-L-gulonate 6-phosphate decarboxylase
hypothetical protein
aldehyde dehydrogenase B (lactaldehyde dehydrogenase)
predicted glutathione S-transferase
hypothetical protein
DNA-damage-inducible protein
orf, hypothetical protein
glutamate transporter
predicted alpha-glucosidase
putative permease
orf, hypothetical protein
conserved inner membrane protein
2-dehydro-3-deoxy aldolase
2-0x0-3-deoxygalactonate kinase
predicted DNA-binding transcriptional regulator
predicted lipoproteinC
predicted phosphopantetheinyl transferase
predicted hydrolase
predicted inner membrane protein
predicted xylanase
carbohydrate-specific outer membrane porin, cryptic
cryptic phospho-beta-glucosidase B
ribokinase
conserved protein (pseudogene)
dTDP-glucose 4,6-dehydratase
predicted regulator of arylsulfatase activity
predicted protoheme IX synthesis protein
uroporphyrinogen-lll synthetase
conserved inner membrane protein
outer membrane phospholipase A
predicted hydrolase
DNase, magnesium-dependent
transcriptional activator RfaH
acetyl-CoA acetyltransferase
hypothetical protein
putative GTP-binding protein
DNA polymerase |
predicted DNA-binding transcriptional regulator
predicted outer membrane porin L
predited transporter
predicted transporter
alpha-glucosidase
predicted aldolase
putative kinase
formate dehydrogenase accessory protein FdhE
formate dehydrogenase-0, Fe-S subunit
formate dehydrogenase-O, large subunit
predicted enzyme IIA component of PTS
L-rhamnose mutarotase
L-thamnose isomerase
CDP-diacylglycerol pyrophosphatase
conserved inner membrane protein
cystathionine gamma-synthase
glycerol dehydrogenase, (NAD)
fructose-6-phosphate aldolase 2
predicted DNA-binding transcriptional regulator
DNA-binding transcriptional repressor
heat shock protein
uroporphyrinogen decarboxylase
v inosine 3

hypothetical protein
predicted acetyltransferase

isocitrate lyase

predicted transporter

hypothetical protein

maltose transporter subunit

fused maltose transport subunit, ATP-binding component of ABC superfamily/regulatory protein
chorismate lyase

alanine racemase

acid ase, class B, pecifi
hypothetical protein

predicted cation/proton antiporter

hypothetical protein

acetyl-coenzyme A synthetase

formate-dependent nitrite reductase; a penta-haeme cytochrome ¢
formate-dependent nitrite reductase, 4Fe4S subunit

predicted outer membrane factor of efflux pump

orf, hypothetical protein

allulose-6-phosphate 3-epimerase

transcriptional repressor of rpiB expression

carbon-phosphorus lyase complex subunit

predicted transporter

hypothetical protein

outer membrane lipoprotein (lipocalin)

beta-lactamase/D-alanine carboxypeptidase

fumarate reductase subunit D

fumarate reductase subunit C

predicted mechanosensitive channel

RNA-binding protein Hfq

conserved inner membrane protein

hypothetical protein

hypothetical protein

orf, hypothetical protein

predicted hydrolase

L-ascorbate-specific enzyme IIB component of PTS

L-xylulose 5-phosphate 3-epimerase

FKBP-type 22KD peptidyl-prolyl cis-trans isomerase (rotamase)
predicted outer membrane protein and surface antigen

inorganic pyrophosphatase

predicted sugar transporter subunit: membrane component of ABC superfamily
putative transport system permease protein
fructose-1,6-bisphosphatase

UDP-N- lanyl-g D-glutamyl- iaminopi ligase
hypothetical protein

b4149
b4150
b4151
b4152
b4159
b4172
b4176
b4181
b4183
b4188
b4190
b4194
b4197
b4207
b4220
b4226
b4230
b4231
b4232
b4233
b4234

3724947..
3725430..
3725940..
3727466...
3735520...

4455337...

3725384
3725771
3727394
3728788
3737550

..4211640
..4212146
..4216436
..4227385
..4234171
..4241539
4245922
..4251026

4455888
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AAAGGAAT(0,1,8)
TATGGAGA(0,1,8)
TAAGGAAC(8)
TATGGAGT(0,1,8)
TAAGGACT(0)
AAAGGAGT(0,1,8)
CAAGGAAT(0,1,8)
CAAGGAGC(8)
AAAGGAAA(0,1,8)
TAAGGAGC(8)
AATGGAAT(0,1,8)
CAAGGAGA(0,1,8)
AAAGGACT(0)
TACGGAGA(0)
CATGGAGT(0,1,8)
TAGGGAGA(0,1,8)
AAAGGAGT(0,1,8)
TAAGGAAC(S)
CAAGGAAA(0,1,8)
AATGGACA(0)
AAAGGAGC(8)
TAAGGAGC(8)
AAAGGAAA(0,1,8)
CAAGGACT(0)
AAAGGATT(0,1,8)
CATGGAGC(8)
AAAGGAAA(0,1,8)
AAGGGAGT(0,1,8)
AAAGGAAT(0,1,8)
AAGGGATA(0,1,8)
AAAGGAGT(0,1,8)
TATGGACA(0)
TAAGGAGA(0,1,8)
AAAGGAGT(0,1,8)
CAAGGAGC(8)
CAAGGAGA(0,1,8)
AACGGAGA(0)
TATGGAGT(0,1,8)
TACGGAGA(0)
TACGGAGA(0)
TATGGAGT(0,1,8)
AACGGATA(0)
TAAGGAGT(0,1,8)
TAAGGAGC(8)
CAGGGAAT(0,1,8)
CACGGACA(0)
AAAGGATT(0,1,8)
AATGGACT(0)
TAAGGAGT(0,1,8)
AAGGGAGA(0,1,8)
TATGGAGA(0,1,8)
AAAGGAAT(0,1,8)
TAAGGAAT(0,1,8)
AACGGAAA(0)

TATGGAGT(0,1,8)
TAAGGAGC(8)
AAAGGAGC(8)
CAGGGAAA(0,1,8)
CAAGGAAC(S)
CAGGGAAC(8)
AAAGGAGC(8)
AAAGGAAA(0,1,8)
AAGGGAAT(0,1,8)
CAAGGATT(0,1,8)
TAAGGAAC(8)
TAAGGAAC(8)
TAAGGAGT(0,1,8)
AAGGGAAT(0,1,8)
AAAGGAGA(0,1,8)
TATGGAGC(8)
TAAGGAGA(0,1,8)
AAGGGAAA(0,1,8)
AAGGGAGA(0,1,8)
AAGGGAGA(0,1,8)
AACGGAGA(0)
CAAGGAAC(S)
TAGGGAAA(0,1,8)
CAAGGAGC(8)
CAGGGAAC(8)
TAAGGATA(0,1,8)
CAAGGAGA(0,1,8)
AATGGAGT(0,1,8)
TAAGGAGC(8)
CAAGGAGC(8)
AATGGAGA(0,1,8)
TAAGGAAT(0,1,8)
CAAGGACA(0)
TATGGAGC(8)
TAAGGAGA(0,1,8)
TAGGGAGA(0,1,8)
TAAGGAAA(0,1,8)
TATGGAAA(0,1,8)
TAAGGAGC(8)
TAAGGAGT(0,1,8)
AAAGGAAA(0,1,8)
TAAGGAAA(0,1,8)
TAAGGATA(0,1,8)
TATGGAAT(0,1,8)
TAAGGATA(0,1,8)

TAAGGAGT(0,1,8)
TAAGGAGC(8)

AAAGGAAA(0,1,8)
AAAGGATA(0,1,8)
AAAGGAAA(0,1,8)
TAAGGAGA(0,1,8)
AAAGGAGT(0,1,8)
CAGGGAAA(0,1,8)
AAAGGATA(0,1,8)
TAAGGAGC(8)




ic ril ide trij reductase

predicted oxidoreductase with NAD(P)-binding Rossmann-fold domain
orf, hypothetical protein

orf, hypothetical protein

conserved inner membrane protein

orf, hypothetical protein

gluconate 5-dehydrogenase

KpLE2 phage-like element; predicted protein

putative lyase/synthase

KpLE2 phage-like element; predicted ansferase enzyme IIA
KpLE2 phage-like element; predicted nucleoside triphosphatase
putative lyase/synthase

KpLE2 phage-like element; predicted acetyltransferase

tyrosine recombinase/inversion of on/off regulator of fimA

major type 1 subunit fimbrin (pilin)

DNA-binding transcriptional repressor

isoaspartyl dipeptidase

conserved inner membrane protein

conserved protein

putative enzyme

multidrug efflux system protein

fused predicted DNA-binding transcriptional regulator/predicted aminotransferase
orf, hypothetical protein

endonuclease R

orf, hypothetical protein

predicted protein

hypothetical protein

phosphopentomutase

lipoate-protein ligase A

phosphoglycerate mutase

inner membrane protein

b4400

4458545..
4471363..
4472885..
4473460..
4477753..

4631820..
4636201..

4460683
4472076
4473337
4475274
4478949

4632467
4637553
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TATGGAGC(8)
CAAGGAGT(0,1,8)
TAAGGAGT(0,1,8)
CAAGGAGT(0,1,8)
CAGGGAAT(0,1,8)
AAAGGAGC(8)
AAAGGAAT(0,1,8)
CAGGGAGA(0,1,8)
AAAGGAAA(0,1,8)
CATGGAGT(0,1,8)
TAAGGAGT(0,1,8)
TACGGAGA(0)
TAAGGAGA(0,1,8)
AAGGGAAA(0,1,8)
AAAGGAAA(0,1,8)
AACGGACA(0)
CAAGGAGT(0,1,8)
CAAGGAGC(8)
AAGGGATT(0,1,8)
TAAGGAGT(0,1,8)
CAAGGAGT(0,1,8)
TAAGGAAT(0,1,8)
TAAGGAGC(8)
AATGGATT(0,1,8)
AATGGAGA(0,1,8)
AAAGGAGA(0,1,8)
AAAGGAAA(0,1,8)
TACGGAGA(0)
AAAGGAAA(0,1,8)
TACGGAAA(0)
AAAGGAGA(0,1,8)




