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plasmid−partitioning−protein−RepA
plasmid−partitioning−protein−RepB
replication−initiation−protein−RepC
hypothetical−protein
hypothetical−protein
exopolysaccharide−biosynthesis−protein
hypothetical−protein
TerC−family−protein
methyltransferase−domain−containing−protein
Lrp/AsnC−family−transcriptional−regulator
alkaline−phosphatase
hypothetical−protein
ATP−binding−cassette−domain−containing−protein
ABC−transporter−permease
sn−glycerol−3−phosphate−ABC−transporter−ATP−binding−protein−UgpC
carbohydrate−ABC−transporter−permease
sugar−ABC−transporter−permease
sugar−ABC−transporter−substrate−binding−protein
DUF4037−domain−containing−protein
alpha−L−fucosidase
LacI−family−DNA−binding−transcriptional−regulator
DUF1217−domain−containing−protein
SDR−family−oxidoreductase
aldose−1−epimerase
arabinose−ABC−transporter−substrate−binding−protein
L−arabinose−ABC−transporter−ATP−binding−protein−AraG
L−arabinose−ABC−transporter−permease−AraH
FadR−family−transcriptional−regulator
SDR−family−oxidoreductase
LysR−family−transcriptional−regulator
SgcJ/EcaC−family−oxidoreductase
cystathionine−gamma−synthase−family−protein
class−I−SAM−dependent−methyltransferase
polyphosphate−kinase−2
3−hydroxybutyrate−dehydrogenase
acetoacetate−decarboxylase
patatin−like−phospholipase−family−protein
CGNR−zinc−finger−domain−containing−protein
alpha/beta−hydrolase
DUF535−family−protein
response−regulator−transcription−factor
phosphatase−PAP2−family−protein
hypothetical−protein
arabinose−transporter
class−I−SAM−dependent−methyltransferase
flavodoxin
hypothetical−protein
response−regulator
HAMP−domain−containing−histidine−kinase
cytochrome−c
xanthine−dehydrogenase−family−protein−molybdopterin−binding−subunit
2Fe−2S−binding−protein
CDP−diacylglycerol−diphosphatase
NIPSNAP−family−protein
2Fe−2S−binding−protein
xanthine−dehydrogenase−family−protein−subunit−M
xanthine−dehydrogenase−family−protein−molybdopterin−binding−subunit
ferredoxin−family−protein
amidohydrolase−family−protein
LysR−family−transcriptional−regulator
enoyl−CoA−hydratase/isomerase−family−protein
CoA−transferase
FAD−dependent−oxidoreductase
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
ABC−transporter−substrate−binding−protein
DJ−1/PfpI−family−protein
helix−turn−helix−domain−containing−protein
ABC−transporter−permease
sugar−ABC−transporter−ATP−binding−protein
hypothetical−protein
MFS−transporter
MFS−transporter
DUF4070−domain−containing−protein
DUF1127−domain−containing−protein
response−regulator−transcription−factor
HAMP−domain−containing−histidine−kinase
methyltransferase−domain−containing−protein
DedA−family−protein
class−I−SAM−dependent−methyltransferase
EAL−domain−containing−protein
ester−cyclase
MFS−transporter
cation:proton−antiporter
3−oxoadipyl−CoA−thiolase
CoA−transferase−subunit−B
3−oxoacid−CoA−transferase−subunit−A
IclR−family−transcriptional−regulator
helix−turn−helix−domain−containing−protein
4−hydroxybenzoate−3−monooxygenase
pca−operon−transcription−factor−PcaQ
3−oxoadipate−enol−lactonase
4−carboxymuconolactone−decarboxylase
protocatechuate−3−4−dioxygenase−subunit−beta
protocatechuate−3−4−dioxygenase−subunit−alpha
3−carboxy−cis−cis−muconate−cycloisomerase
ABC−transporter−substrate−binding−protein
branched−chain−amino−acid−ABC−transporter−permease
branched−chain−amino−acid−ABC−transporter−permease
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
GFA−family−protein
hydantoinase−B/oxoprolinase−family−protein
winged−helix−DNA−binding−protein
MBL−fold−metallo−hydrolase
VOC−family−protein
polysaccharide−deacetylase−family−protein
glycosyltransferase−family−4−protein
adenylate/guanylate−cyclase−domain−containing−protein
FkbM−family−methyltransferase
class−I−SAM−dependent−methyltransferase
DUF3095−domain−containing−protein
adenylate/guanylate−cyclase−domain−containing−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−substrate−binding−protein
ABC−transporter−permease
ABC−transporter−permease
glycosyltransferase−family−protein
glycosyltransferase−family−4−protein
glycosyl−transferase
ABC−transporter−ATP−binding−protein
Crp/Fnr−family−transcriptional−regulator
fumarylacetoacetate−hydrolase−family−protein
alpha−glucosidase/alpha−galactosidase
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−substrate−binding−protein
alpha−glucosidase/alpha−galactosidase
hypothetical−protein
AraC−family−transcriptional−regulator
glycoside−hydrolase−family−2−protein
GntR−family−transcriptional−regulator
aldo/keto−reductase
ABC−transporter−substrate−binding−protein
sugar−ABC−transporter−ATP−binding−protein
ABC−transporter−permease
acyltransferase
O−antigen−ligase−family−protein
polysaccharide−biosynthesis/export−family−protein
sugar−transferase
exopolysaccharide−production−repressor−protein
glycosyltransferase−family−2−protein
polysaccharide−pyruvyl−transferase−family−protein
glycosyltransferase−family−2−protein
acyltransferase
glycoside−hydrolase−family−16−protein
glycosyl−transferase−family−1
glycosyltransferase−family−2−protein
glycosyltransferase
glycosyltransferase−family−2−protein
UTP−−glucose−1−phosphate−uridylyltransferase−GalU
polysaccharide−biosynthesis−tyrosine−autokinase
DMT−family−transporter
NADPH−dependent−oxidoreductase
nickel−responsive−transcriptional−regulator−NikR
precorrin−4−C11−methyltransferase
bifunctional−cobalt−precorrin−7−C5−methyltransferase/cobalt−precorrin−6B−C15−methyltransferase
cobalt−precorrin−6A−reductase
precorrin−3B−C17−methyltransferase
precorrin−2−C20−methyltransferase
precorrin−8X−methylmutase
precorrin−3B−synthase
precorrin−6A−synthase−deacetylating
helix−turn−helix−transcriptional−regulator
MFS−transporter
D−amino−acid−dehydrogenase
alanine−racemase
Lrp/AsnC−family−transcriptional−regulator
PAS−domain−S−box−protein
LysR−family−transcriptional−regulator
MFS−transporter
ornithine−cyclodeaminase
Lrp/AsnC−family−transcriptional−regulator
hypothetical−protein
histidine−utilization−repressor
transporter−substrate−binding−domain−containing−protein
ABC−transporter−permease−subunit
ABC−transporter−permease−subunit
ATP−binding−cassette−domain−containing−protein
histidine−ammonia−lyase
N−methyl−L−tryptophan−oxidase
cytochrome−b
aldehyde−dehydrogenase−family−protein
LysR−family−transcriptional−regulator
alpha/beta−hydrolase
cytochrome−c−biogenesis−protein−DipZ
alpha/beta−hydrolase
response−regulator
HAMP−domain−containing−histidine−kinase
organic−hydroperoxide−resistance−protein
hypothetical−protein
septum−site−determining−protein−MinC
septum−site−determining−protein−MinD
cell−division−topological−specificity−factor−MinE
polysaccharide−deacetylase−family−protein
helix−turn−helix−transcriptional−regulator
alpha/beta−hydrolase
WHG−domain−containing−protein
PspA/IM30−family−protein
hypothetical−protein
acyl−[ACP]−−phospholipid−O−acyltransferase
HAMP−domain−containing−histidine−kinase
response−regulator
serine−hydrolase
GNAT−family−N−acetyltransferase
helix−turn−helix−transcriptional−regulator
2−isopropylmalate−synthase
DUF4166−domain−containing−protein
hypothetical−protein
phosphatase−PAP2−family−protein
sigma−54−dependent−Fis−family−transcriptional−regulator
aldehyde−dehydrogenase−family−protein
DUF779−domain−containing−protein
DJ−1/PfpI−family−protein
ribbon−helix−helix−domain−containing−protein
TetR/AcrR−family−transcriptional−regulator
alpha/beta−fold−hydrolase
alkylphosphonate−utilization−protein
aldo/keto−reductase
PAS−domain−S−box−protein
CsbD−family−protein
BON−domain−containing−protein
DUF992−domain−containing−protein
PhnA−like−protein
catalase/peroxidase−HPI
LysR−family−transcriptional−regulator
hypothetical−protein
amidohydrolase
amino−acid−ABC−transporter−ATP−binding−protein
amino−acid−ABC−transporter−permease
ABC−transporter−substrate−binding−protein
nitrate−ABC−transporter−substrate−binding−protein
PLP−dependent−aminotransferase−family−protein
acyltransferase
galactosyl−transferase
lipopolysaccharide−biosynthesis−protein
DnaJ−domain−containing−protein
DegQ−family−serine−endoprotease
hypothetical−protein
cellobiose−phosphorylase
glycoside−hydrolase−family−2−protein
FadR−family−transcriptional−regulator
mannonate−dehydratase
EAL−domain−containing−protein
glyoxalase/bleomycin−resistance/extradiol−dioxygenase−family−protein
alpha/beta−hydrolase
kynureninase
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
ABC−transporter
GntR−family−transcriptional−regulator
hypothetical−protein
alcohol−dehydrogenase−AdhP
GNAT−family−N−acetyltransferase
hypothetical−protein
acetate/propionate−family−kinase
universal−stress−protein
hypothetical−protein
response−regulator
helix−turn−helix−domain−containing−protein
PAS−domain−S−box−protein
oxygen−independent−coproporphyrinogen−III−oxidase
cytochrome−bd−I−oxidase−subunit−CydX
cytochrome−d−ubiquinol−oxidase−subunit−II
cytochrome−ubiquinol−oxidase−subunit−I
thiol−reductant−ABC−exporter−subunit−CydC
thiol−reductant−ABC−exporter−subunit−CydD
CBS−domain−containing−protein
divalent−metal−cation−transporter
CBS−domain−containing−protein
hypothetical−protein
heavy−metal−translocating−P−type−ATPase
hypothetical−protein
BON−domain−containing−protein
hypothetical−protein
universal−stress−protein
hypothetical−protein
winged−helix−turn−helix−transcriptional−regulator
DUF982−domain−containing−protein
hypothetical−protein
ABC−transporter−ATP−binding−protein
zinc−dependent−alcohol−dehydrogenase−family−protein
magnesium−translocating−P−type−ATPase
universal−stress−protein
Hsp20/alpha−crystallin−family−protein
BON−domain−containing−protein
universal−stress−protein
MBL−fold−metallo−hydrolase
hypothetical−protein
DUF2267−domain−containing−protein
HlyD−family−efflux−transporter−periplasmic−adaptor−subunit
ribosome−associated−ATPase/putative−transporter−RbbA
ABC−transporter−permease
MgtC/SapB−family−protein
acetyl−CoA−hydrolase/transferase−family−protein
carbamate−kinase
arginine−deiminase
NUDIX−domain−containing−protein
FAD−binding−oxidoreductase
amino−acid−ABC−transporter−ATP−binding−protein
amino−acid−ABC−transporter−permease
aspartate/glutamate−racemase−family−protein
transporter−substrate−binding−domain−containing−protein
Lrp/AsnC−family−transcriptional−regulator
LysR−family−transcriptional−regulator
thiamine−pyrophosphate−binding−protein
LacI−family−DNA−binding−transcriptional−regulator
amino−acid−ABC−transporter−substrate−binding−protein
amino−acid−ABC−transporter−permease/ATP−binding−protein
FAD−binding−oxidoreductase
FAD−binding−oxidoreductase
ABC−transporter−permease
ABC−transporter−permease
peptide−ABC−transporter−substrate−binding−protein
FAD−binding−oxidoreductase
SDR−family−NADP−dependent−oxidoreductase
winged−helix−turn−helix−transcriptional−regulator
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
BMP−family−ABC−transporter−substrate−binding−protein
amidohydrolase
glutathione−S−transferase−family−protein
aromatic−ring−hydroxylating−dioxygenase−subunit−alpha
Rieske−2Fe−2S−domain−containing−protein
acylphosphatase
ABC−transporter−substrate−binding−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
ABC−transporter−permease
proline−iminopeptidase−family−hydrolase
LuxR−family−transcriptional−regulator
proline−iminopeptidase−family−hydrolase
amidohydrolase−family−protein
gamma−glutamyltransferase−family−protein
NADP−dependent−oxidoreductase
TIGR03862−family−flavoprotein
TetR−family−transcriptional−regulator
Gfo/Idh/MocA−family−oxidoreductase
dihydrodipicolinate−synthase−family−protein
sugar−phosphate−isomerase/epimerase
branched−chain−amino−acid−ABC−transporter−substrate−binding−protein
hypothetical−protein
3−kinase
FGGY−family−carbohydrate−kinase
L−rhamnose−mutarotase
ABC−transporter−permease
ABC−transporter−permease
sugar−ABC−transporter−ATP−binding−protein
rhamnose−ABC−transporter−substrate−binding−protein
DeoR/GlpR−transcriptional−regulator
bifunctional−rhamnulose−1−phosphate−aldolase/short−chain−dehydrogenase
L−rhamnose−catabolism−isomerase
YafY−family−transcriptional−regulator
glyoxalase/bleomycin−resistance/dioxygenase−family−protein
hydroxyacid−aldolase
hypothetical−protein
substrate−binding−domain−containing−protein
sugar−phosphate−isomerase/epimerase
Gfo/Idh/MocA−family−oxidoreductase
carbohydrate−ABC−transporter−substrate−binding−protein
sugar−ABC−transporter−permease
carbohydrate−ABC−transporter−permease
ATP−binding−cassette−domain−containing−protein
methyltransferase−domain−containing−protein
glutathione−peroxidase
ABC−transporter−ATP−binding−protein
DUF1028−domain−containing−protein
gamma−glutamyltransferase−family−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−substrate−binding−protein
FadR−family−transcriptional−regulator
M81−family−metallopeptidase
ROK−family−transcriptional−regulator
MFS−transporter
FadR−family−transcriptional−regulator
DHA2−family−efflux−MFS−transporter−permease−subunit
NADP−dependent−alcohol−dehydrogenase
cation:proton−antiporter
acetamidase/formamidase−family−protein
GlxA−family−transcriptional−regulator
DJ−1/PfpI−family−protein
alpha/beta−hydrolase
alpha/beta−hydrolase
hypothetical−protein
cold−shock−protein
cold−shock−protein
hypothetical−protein
hypothetical−protein
zinc−transporter−ZntB
nitrate−reductase
nitrite−reductase−small−subunit−NirD
NADP/FAD−dependent−oxidoreductase
ABC−transporter−ATP−binding−protein
nitrate−ABC−transporter−permease
ABC−transporter−substrate−binding−protein
ABC−transporter−substrate−binding−protein
ANTAR−domain−containing−response−regulator
siderophore−interacting−protein
Fe3+−hydroxamate−ABC−transporter−permease−FhuB
ABC−transporter−substrate−binding−protein
TonB−dependent−siderophore−receptor
helix−turn−helix−transcriptional−regulator
hypothetical−protein
molecular−chaperone−HtpG
siderophore−interacting−protein
type−I−secretion−system−permease/ATPase
HlyD−family−type−I−secretion−periplasmic−adaptor−subunit
family−16−glycosylhydrolase
ABC−transporter−substrate−binding−protein
hypothetical−protein
invasion−associated−locus−B−family−protein
GntR−family−transcriptional−regulator
hypothetical−protein
zinc−binding−alcohol−dehydrogenase−family−protein
SDR−family−oxidoreductase
hypothetical−protein
FMN−reductase
hypothetical−protein
alpha/beta−hydrolase
peroxiredoxin
LysR−family−transcriptional−regulator
aldo/keto−reductase
aldo/keto−reductase
recombination−regulator−RecX
DUF922−domain−containing−protein
ribonuclease−activity−regulator−RraA
dihydroxy−acid−dehydratase
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
ABC−transporter−substrate−binding−protein
GntR−family−transcriptional−regulator
hypothetical−protein
quinolinate−synthase−NadA
L−aspartate−oxidase
carboxylating−nicotinate−nucleotide−diphosphorylase
type−II−toxin−antitoxin−system−VapC−family−toxin
type−II−toxin−antitoxin−system−VapB−family−antitoxin
SDR−family−oxidoreductase
MurR/RpiR−family−transcriptional−regulator
UDP−N−acetylglucosamine−1−carboxyvinyltransferase
N−acetylglucosamine−kinase
type−II−toxin−antitoxin−system−Phd/YefM−family−antitoxin
type−II−toxin−antitoxin−system−VapC−family−toxin
N−acetylmuramic−acid−6−phosphate−etherase
ABC−transporter−substrate−binding−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
serine−hydrolase
anhydro−N−acetylmuramic−acid−kinase
lytic−transglycosylase−domain−containing−protein
FdhF/YdeP−family−oxidoreductase
sn−glycerol−3−phosphate−ABC−transporter−ATP−binding−protein−UgpC
glycoside−hydrolase−family−127−protein
carbohydrate−ABC−transporter−permease
sugar−ABC−transporter−permease
sugar−ABC−transporter−substrate−binding−protein
LacI−family−DNA−binding−transcriptional−regulator
trifunctional−transcriptional−regulator/proline−dehydrogenase/L−glutamate−gamma−semialdehyde−dehydrogenase
Lrp/AsnC−ligand−binding−domain−containing−protein
hypothetical−protein
4−oxalocrotonate−tautomerase
LysR−family−transcriptional−regulator
LysR−family−transcriptional−regulator
DUF1989−domain−containing−protein
hypothetical−protein
thiamine−phosphate−synthase
thiazole−synthase
sulfur−carrier−protein−ThiS
glycine−oxidase−ThiO
phosphomethylpyrimidine−synthase−ThiC
hypothetical−protein
porin
TetR−family−transcriptional−regulator
RNA−polymerase−sigma−factor
hypothetical−protein
periplasmic−heavy−metal−sensor
DUF1800−family−protein
DUF1501−domain−containing−protein
MFS−transporter
FadR−family−transcriptional−regulator
aspartate−ammonia−lyase
amino−acid−permease
asparaginase
antitoxin
type−II−toxin−antitoxin−system−VapC−family−toxin
hypothetical−protein
isocitrate−lyase
DUF2083−domain−containing−protein
ABC−transporter−ATP−binding−protein
sugar−kinase
sn−glycerol−3−phosphate−ABC−transporter−ATP−binding−protein−UgpC
carbohydrate−ABC−transporter−permease
sugar−ABC−transporter−permease
sugar−ABC−transporter−substrate−binding−protein
GntR−family−transcriptional−regulator
dihydrodipicolinate−synthase−family−protein
amidohydrolase−family−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
amidase
BMP−family−protein
TetR/AcrR−family−transcriptional−regulator
VOC−family−protein
KTSC−domain−containing−protein
MFS−transporter
galactarate−dehydratase
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−substrate−binding−protein
FadR−family−transcriptional−regulator
dihydrodipicolinate−synthase−family−protein
beta−lactamase
class−A−beta−lactamase
transcriptional−regulator−GcvA
globin−coupled−sensor−protein
CmlA/FloR−family−chloramphenicol−efflux−MFS−transporter
invasion−associated−locus−B−family−protein
helix−turn−helix−domain−containing−protein
alpha−N−arabinofuranosidase
ABC−transporter−substrate−binding−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
Lrp/AsnC−family−transcriptional−regulator
saccharopine−dehydrogenase−family−protein
FAD−binding−oxidoreductase
pyridoxal−phosphate−dependent−aminotransferase
aldehyde−dehydrogenase−family−protein
VOC−family−protein
LysR−family−transcriptional−regulator
AAA−family−ATPase
nucleotidyltransferase−family−protein
ornithine−cyclodeaminase−family−protein
argininosuccinate−synthase
Lrp/AsnC−family−transcriptional−regulator
nucleotidyltransferase−domain−containing−protein
LLM−class−flavin−dependent−oxidoreductase
hypothetical−protein
mechanosensitive−ion−channel
sensor−domain−containing−diguanylate−cyclase
manganese−binding−transcriptional−regulator−MntR
LLM−class−flavin−dependent−oxidoreductase
ABC−transporter−permease−subunit
ABC−transporter−ATP−binding−protein
taurine−ABC−transporter−substrate−binding−protein
hypothetical−protein
UdgX−family−uracil−DNA−binding−protein
HlyD−family−secretion−protein
DHA2−family−efflux−MFS−transporter−permease−subunit
hypothetical−protein
LLM−class−flavin−dependent−oxidoreductase
LLM−class−flavin−dependent−oxidoreductase
amidohydrolase
GNAT−family−N−acetyltransferase
amino−acid−ABC−transporter−permease/ATP−binding−protein
ABC−transporter−substrate−binding−protein
ABC−transporter−substrate−binding−protein
LLM−class−flavin−dependent−oxidoreductase
hypothetical−protein
helix−turn−helix−transcriptional−regulator
cadmium−translocating−P−type−ATPase
zinc−binding−dehydrogenase
TetR/AcrR−family−transcriptional−regulator
arsenic−transporter
universal−stress−protein
thiol−reductant−ABC−exporter−subunit−CydD
thiol−reductant−ABC−exporter−subunit−CydC
cytochrome−ubiquinol−oxidase−subunit−I
cytochrome−d−ubiquinol−oxidase−subunit−II
cytochrome−bd−I−oxidase−subunit−CydX
PLP−dependent−aminotransferase−family−protein
DUF983−domain−containing−protein
FadR−family−transcriptional−regulator
ABC−transporter−substrate−binding−protein
ABC−transporter−permease
ABC−transporter−permease
dihydrodipicolinate−synthase−family−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
AraC−family−transcriptional−regulator
sugar−ABC−transporter−substrate−binding−protein
sugar−ABC−transporter−ATP−binding−protein
sugar−ABC−transporter−permease
SDR−family−oxidoreductase
FGGY−family−carbohydrate−kinase
cupin−domain−containing−protein
alpha/beta−hydrolase
CocE/NonD−family−hydrolase
ABC−transporter−substrate−binding−protein
helix−turn−helix−transcriptional−regulator
thioesterase
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−substrate−binding−protein
crotonobetainyl−CoA−hydratase
acetate−−CoA−ligase−family−protein
acyl−CoA−dehydrogenase−family−protein
carnitine−3−dehydrogenase
3−keto−5−aminohexanoate−cleavage−protein
GlxA−family−transcriptional−regulator
LysR−family−transcriptional−regulator
DMT−family−transporter
NADH:flavin−oxidoreductase
hypothetical−protein
sn−glycerol−3−phosphate−ABC−transporter−ATP−binding−protein−UgpC
DUF5060−domain−containing−protein
carbohydrate−ABC−transporter−permease
sugar−ABC−transporter−permease
extracellular−solute−binding−protein
dihydroxyacetone−kinase−subunit−L
dihydroxyacetone−kinase−subunit−DhaK
hypothetical−protein
Gfo/Idh/MocA−family−oxidoreductase
ABC−transporter−permease
sugar−ABC−transporter−ATP−binding−protein
DUF2291−domain−containing−protein
D−ribose−ABC−transporter−substrate−binding−protein
NADP−binding−domain−containing−protein
four−carbon−acid−sugar−kinase−family−protein
ribulose−bisphosphate−carboxylase−large−subunit−family−protein
transcriptional−regulator−NanR
hypothetical−protein
undecaprenyl−diphosphate−phosphatase
3−oxoacyl−ACP−reductase
bifunctional−hydroxymethylpyrimidine−kinase/phosphomethylpyrimidine−kinase
thiamine−phosphate−synthase
hydroxyethylthiazole−kinase
DUF1127−domain−containing−protein
glutathione−dependent−disulfide−bond−oxidoreductase
hypothetical−protein
sigma−54−dependent−Fis−family−transcriptional−regulator
sensor−histidine−kinase
dicarboxylate/amino−acid:cation−symporter
NUDIX−hydrolase
helix−turn−helix−transcriptional−regulator
IS3−family−transposase
DUF982−domain−containing−protein
porin−family−protein
Hint−domain−containing−protein
Hint−domain−containing−protein
tetratricopeptide−repeat−protein
FkbM−family−methyltransferase
hypothetical−protein
class−I−SAM−dependent−methyltransferase
DUF4214−domain−containing−protein
capsule−biosynthesis−protein
ABC−transporter−permease
FkbM−family−methyltransferase
glycosyltransferase−family−4−protein
capsular−polysaccharide−biosynthesis−protein
capsule−biosynthesis−protein
ABC−transporter−ATP−binding−protein
helix−turn−helix−transcriptional−regulator
polysaccharide−export−protein
FkbM−family−methyltransferase
glycosyltransferase−family−4−protein
hypothetical−protein
response−regulator−transcription−factor
HAMP−domain−containing−protein
MacB−family−efflux−pump−subunit
efflux−RND−transporter−periplasmic−adaptor−subunit
efflux−transporter−outer−membrane−subunit
hypothetical−protein
hypothetical−protein
helix−turn−helix−transcriptional−regulator
DUF1127−domain−containing−protein
aminopeptidase−P−family−protein
sn−glycerol−3−phosphate−ABC−transporter−ATP−binding−protein−UgpC
carbohydrate−ABC−transporter−permease
sugar−ABC−transporter−permease
sugar−ABC−transporter−substrate−binding−protein
PLP−dependent−transferase
FadR−family−transcriptional−regulator
hypothetical−protein
amidohydrolase−family−protein
GntR−family−transcriptional−regulator
ABC−transporter−ATP−binding−protein
extracellular−solute−binding−protein
ABC−transporter−permease
ABC−transporter−permease
aspartate/glutamate−racemase−family−protein
DUF763−domain−containing−protein
glucose/quinate/shikimate−family−membrane−bound−PQQ−dependent−dehydrogenase
hypothetical−protein
esterase−family−protein
acetylxylan−esterase
GNAT−family−N−acetyltransferase
hypothetical−protein
hypothetical−protein
GGDEF−domain−containing−protein
spore−coat−U−domain−containing−protein
fimbrial−biogenesis−outer−membrane−usher−protein
molecular−chaperone
spore−coat−U−domain−containing−protein
hypothetical−protein
hypothetical−protein
peptidase−T
DUF992−domain−containing−protein
adenylate/guanylate−cyclase−domain−containing−protein
nucleoside−2−deoxyribosyltransferase
PhnD/SsuA/transferrin−family−substrate−binding−protein
ornithine−cyclodeaminase−family−protein
histidine−ammonia−lyase
type−II−toxin−antitoxin−system−VapC−family−toxin
plasmid−stability−protein−stbC
sugar−ABC−transporter−ATP−binding−protein
ribose−ABC−transporter
substrate−binding−domain−containing−protein
ROK−family−protein
tagatose−bisphosphate−aldolase
sugar−binding−transcriptional−regulator
HAD−IA−family−hydrolase
tautomerase−family−protein
PsiF−repeat−containing−protein
TIGR03571−family−LLM−class−oxidoreductase
HlyC/CorC−family−transporter
DMT−family−transporter
EAL−domain−containing−protein
lactonase−family−protein
FadR−family−transcriptional−regulator
NADPH−dependent−oxidoreductase
sugar−ABC−transporter−ATP−binding−protein
ABC−transporter−permease
substrate−binding−domain−containing−protein
D−threitol−dehydrogenase
dihydroxyacetone−kinase−subunit−DhaK
dihydroxyacetone−kinase−subunit−L
dihydroxyacetone−kinase−subunit−DhaK
dihydroxyacetone−kinase−subunit−L
AraC−family−transcriptional−regulator
sugar−ABC−transporter−ATP−binding−protein
ABC−transporter−permease
substrate−binding−domain−containing−protein
LacI−family−DNA−binding−transcriptional−regulator
hypothetical−protein
NADP−dependent−oxidoreductase
gluconokinase
SDR−family−oxidoreductase
2−hydroxyacid−dehydrogenase
L−idonate−5−dehydrogenase
heme−binding−protein
SMP−30/gluconolactonase/LRE−family−protein
hypothetical−protein
helix−turn−helix−transcriptional−regulator
7−carboxy−7−deazaguanine−synthase−QueE
6−carboxytetrahydropterin−synthase−QueD
7−cyano−7−deazaguanine−synthase−QueC
aldo/keto−reductase
LysR−family−transcriptional−regulator
helix−turn−helix−transcriptional−regulator
pilus−assembly−protein
glycoside−hydrolase−family−3−C−terminal−domain−containing−protein
transglutaminase−like−cysteine−peptidase
hypothetical−protein
DUF1402−family−protein
hypothetical−protein
hypothetical−protein
ROK−family−transcriptional−regulator
glycerophosphodiester−phosphodiesterase−family−protein
lipopolysaccharide−biosynthesis−protein
polysaccharide−pyruvyl−transferase−family−protein
RpiB/LacA/LacB−family−sugar−phosphate−isomerase
triose−phosphate−isomerase
DeoR/GlpR−transcriptional−regulator
sugar−binding−transcriptional−regulator
TIM−barrel−protein
glycerol−3−phosphate−dehydrogenase
carbohydrate−kinase
DUF2291−domain−containing−protein
sugar−ABC−transporter−ATP−binding−protein
ABC−transporter−permease
D−ribose−ABC−transporter−substrate−binding−protein
DeoR/GlpR−transcriptional−regulator
carbohydrate−kinase
glycerol−3−phosphate−dehydrogenase/oxidase
fructose−bisphosphate−aldolase−class−II
mannitol−dehydrogenase−family−protein
lipid−A−biosynthesis−lauroyl−acyltransferase
cytochrome−P450
diaminopimelate−decarboxylase
PLP−dependent−transferase
MATE−family−efflux−transporter
acetyltransferase
hypothetical−protein
amino−acid−adenylation−domain−containing−protein
lysine−N6−hydroxylase/L−ornithine−N5−oxygenase−family−protein
4−phosphopantetheinyl−transferase−superfamily−protein
sigma−70−family−RNA−polymerase−sigma−factor
GNAT−family−N−acetyltransferase
ATP−binding−cassette−domain−containing−protein
iron−siderophore−ABC−transporter−substrate−binding−protein
Fe3+−hydroxamate−ABC−transporter−permease−FhuB
dienelactone−hydrolase−family−protein
TonB−dependent−siderophore−receptor
alpha/beta−hydrolase
cellulose−biosynthesis−protein−BcsN
UDP−forming−cellulose−synthase−catalytic−subunit
cellulose−biosynthesis−cyclic−di−GMP−binding−regulatory−protein−BcsB
endoglucanase
cellulose−synthase
SMP−30/gluconolactonase/LRE−family−protein
ABC−transporter−permease
ABC−transporter−permease
sugar−ABC−transporter−ATP−binding−protein
ABC−transporter−substrate−binding−protein
sensor−histidine−kinase
response−regulator−transcription−factor
altronate−dehydratase
GntR−family−transcriptional−regulator
maltose−alpha−D−glucosyltransferase
DUF3175−domain−containing−protein
flavodoxin−family−protein
HD−domain−containing−protein
hypothetical−protein
DUF1328−domain−containing−protein
Ku−protein
DNA−ligase−D
Ku−protein
DUF892−family−protein
DUF982−domain−containing−protein
hypothetical−protein
sigma−70−family−RNA−polymerase−sigma−factor
NADH−quinone−oxidoreductase−subunit−B
MFS−transporter
LysR−family−transcriptional−regulator
carboxymuconolactone−decarboxylase−family−protein
MBL−fold−metallo−hydrolase
SDR−family−oxidoreductase
cupin−domain−containing−protein
mechanosensitive−ion−channel−family−protein
Rrf2−family−transcriptional−regulator
LacI−family−DNA−binding−transcriptional−regulator
TIM−barrel−protein
LacI−family−DNA−binding−transcriptional−regulator
fatty−acid−desaturase−family−protein
Rieske−2Fe−2S−domain−containing−protein
FAD−dependent−oxidoreductase
3−methyl−2−oxobutanoate−hydroxymethyltransferase
formyltetrahydrofolate−deformylase
bifunctional−methylenetetrahydrofolate−dehydrogenase/methenyltetrahydrofolate−cyclohydrolase−FolD
hypothetical−protein
ABC−transporter−substrate−binding−protein
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
DUF1989−domain−containing−protein
urea−carboxylase−associated−family−protein
urea−carboxylase
allophanate−hydrolase
transporter−substrate−binding−domain−containing−protein
amino−acid−ABC−transporter−permease
amino−acid−ABC−transporter−permease
amino−acid−ABC−transporter−ATP−binding−protein
IclR−family−transcriptional−regulator
nuclear−transport−factor−2−family−protein
glucose−1−dehydrogenase
LysR−family−transcriptional−regulator
winged−helix−turn−helix−transcriptional−regulator
AraC−family−transcriptional−regulator
aldo/keto−reductase
hypothetical−protein
LacI−family−DNA−binding−transcriptional−regulator
alpha/beta−hydrolase
Gfo/Idh/MocA−family−oxidoreductase
ABC−transporter−substrate−binding−protein
sugar−ABC−transporter−permease
carbohydrate−ABC−transporter−permease
sugar−phosphate−isomerase/epimerase
Gfo/Idh/MocA−family−oxidoreductase
sugar−phosphate−isomerase/epimerase
alpha/beta−hydrolase
ribulose−phosphate−3−epimerase
ROK−family−protein
L−D−transpeptidase
hypothetical−protein
hypothetical−protein
GntR−family−transcriptional−regulator
putative−N−acetylmannosamine−6−phosphate−2−epimerase
extracellular−solute−binding−protein
sugar−ABC−transporter−permease
carbohydrate−ABC−transporter−permease
branched−chain−amino−acid−ABC−transporter−permease
branched−chain−amino−acid−ABC−transporter−permease
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
GntR−family−transcriptional−regulator
DUF3830−family−protein
TIGR04076−family−protein
aldo/keto−reductase
DUF4440−domain−containing−protein
ABC−transporter−substrate−binding−protein
FAD−binding−oxidoreductase
SfnB−family−sulfur−acquisition−oxidoreductase
cell−division−protein−FtsZ
acyl−CoA−dehydrogenase−family−protein
substrate−binding−domain−containing−protein
TetR/AcrR−family−transcriptional−regulator
cytochrome−P450
dipeptidase
hypothetical−protein
helix−turn−helix−domain−containing−protein
hypothetical−protein
VOC−family−protein
hypothetical−protein
glutathione−S−transferase−C−terminal−domain−containing−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
LacI−family−DNA−binding−transcriptional−regulator
NADP−dependent−oxidoreductase
four−carbon−acid−sugar−kinase−family−protein
aldolase
TIM−barrel−protein
SDR−family−oxidoreductase
SDR−family−oxidoreductase
trypsin−like−peptidase−domain−containing−protein
MarR−family−transcriptional−regulator
FAD−dependent−monooxygenase
hypothetical−protein
hypothetical−protein
hypothetical−protein
ROK−family−transcriptional−regulator
beta−N−acetylhexosaminidase
GNAT−family−N−acetyltransferase
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−substrate−binding−protein
RidA−family−protein
SDR−family−oxidoreductase
non−homologous−end−joining−DNA−ligase
isoprenylcysteine−carboxylmethyltransferase−family−protein
glutathione−S−transferase−family−protein
plasmid−stabilization−protein
hypothetical−protein
DUF2934−domain−containing−protein
phosphatidylserine/phosphatidylglycerophosphate/−cardiolipin−synthase−family−protein
endonuclease/exonuclease/phosphatase−family−protein
NADP−dependent−oxidoreductase
sulfate/molybdate−ABC−transporter−ATP−binding−protein
sulfate−ABC−transporter−permease−subunit−CysW
sulfate−ABC−transporter−permease−subunit−CysT
sulfate−ABC−transporter−substrate−binding−protein
PTS−sugar−transporter−subunit−IIA
response−regulator−transcription−factor
sensor−histidine−kinase−KdpD
K+−transporting−ATPase−subunit−C
potassium−transporting−ATPase−subunit−KdpB
hypothetical−protein
potassium−transporting−ATPase−subunit−KdpA
K+−transporting−ATPase−subunit−F
LacI−family−DNA−binding−transcriptional−regulator
zinc−dependent−alcohol−dehydrogenase−family−protein
carbohydrate−kinase−family−protein
D−lyxose/D−mannose−family−sugar−isomerase
Gfo/Idh/MocA−family−oxidoreductase
aldolase
Tim44−domain−containing−protein
hypothetical−protein
HU−family−DNA−binding−protein
glycerophosphodiester−phosphodiesterase−family−protein
acyltransferase−family−protein
LacI−family−DNA−binding−transcriptional−regulator
extracellular−solute−binding−protein
sugar−ABC−transporter−permease
carbohydrate−ABC−transporter−permease
ADP−ribosylglycohydrolase−family−protein
sn−glycerol−3−phosphate−ABC−transporter−ATP−binding−protein−UgpC
GntR−family−transcriptional−regulator
MFS−transporter
D−galactonate−dehydratase−family−protein
FUSC−family−protein
DUF1269−domain−containing−protein
hypothetical−protein
hypothetical−protein
pyridoxamine−5−phosphate−oxidase−family−protein
hypothetical−protein
hypothetical−protein
nucleotide−diphospho−sugar−transferase
phytanoyl−CoA−dioxygenase−family−protein
AraC−family−transcriptional−regulator
helix−turn−helix−domain−containing−protein
Pyoverdin−chromophore−biosynthetic−protein−pvcC
flavin−reductase
5−carboxymethyl−2−hydroxymuconate−Delta−isomerase
5−carboxymethyl−2−hydroxymuconate−semialdehyde−dehydrogenase
3−4−dihydroxyphenylacetate−2−3−dioxygenase
NADP−dependent−succinate−semialdehyde−dehydrogenase
fumarylacetoacetate−hydrolase−family−protein
2−oxo−hepta−3−ene−1−7−dioic−acid−hydratase
homoprotocatechuate−degradation−operon−regulator−HpaR
NUDIX−domain−containing−protein
MucR−family−transcriptional−regulator
MFS−transporter
FadR−family−transcriptional−regulator
MFS−transporter
GntR−family−transcriptional−regulator
ABC−transporter−ATP−binding−protein
ABC−transporter−substrate−binding−protein
ABC−transporter−permease
ABC−transporter−permease
peptidase−M14
LysR−family−transcriptional−regulator
YbfB/YjiJ−family−MFS−transporter
nuclear−transport−factor−2−family−protein
glycoside−hydrolase−family−5−protein
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