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chromosomal−replication−initiator−protein−DnaA
transcriptional−regulator−GcvA
DMT−family−transporter
coproporphyrinogen−III−oxidase
RdgB/HAM1−family−non−canonical−purine−NTP−pyrophosphatase
VOC−family−protein
ribonuclease−PH
heat−inducible−transcriptional−repressor−HrcA
GFA−family−protein
nucleotide−exchange−factor−GrpE
PTS−IIA−like−nitrogen−regulatory−protein−PtsN
ribosome−associated−translation−inhibitor−RaiA
RNA−polymerase−factor−sigma−54
LPS−export−ABC−transporter−ATP−binding−protein
LPS−ABC−transporter−substrate−binding−protein−LptA
LPS−export−ABC−transporter−periplasmic−protein−LptC
signal−peptide−peptidase−SppA
integration−host−factor−subunit−beta
LapA−family−protein
GNAT−family−N−acetyltransferase
carbon−monoxide−dehydrogenase−subunit−G
class−I−SAM−dependent−methyltransferase
RNA−methyltransferase
signal−peptidase−II
response−regulator
GNAT−family−N−acetyltransferase
adenylate/guanylate−cyclase−domain−containing−protein
NADP−dependent−malic−enzyme
DNA−mismatch−repair−protein−MutS
hypothetical−protein
[protein−PII]−uridylyltransferase
murein−biosynthesis−integral−membrane−protein−MurJ
VOC−family−protein
tryptophan−−tRNA−ligase
universal−stress−protein
NifU−family−protein
tRNA−adenosine37−N6−threonylcarbamoyltransferase−complex−dimerization−subunit−type−1−TsaB
GNAT−family−N−acetyltransferase
transcriptional−repressor
1−acyl−sn−glycerol−3−phosphate−acyltransferase
tRNA−N6−isopentenyl−adenosine37−C2−methylthiotransferase−MiaB
PhoH−family−protein
rRNA−maturation−RNase−YbeY
HlyC/CorC−family−transporter
apolipoprotein−N−acyltransferase
helix−turn−helix−transcriptional−regulator
methionine−adenosyltransferase
tRNA−guanosine46−N7−methyltransferase−TrmB
DUF1150−family−protein
Hsp20−family−protein
nucleoside−hydrolase
HAMP−domain−containing−protein
ribokinase
DNA−recombination−protein−RmuC
peptide−deformylase
plasmid−stabilization−protein
type−II−toxin−antitoxin−system−VapC−family−toxin
methionyl−tRNA−formyltransferase
tRNA−pseudouridine38−40−synthase−TruA
arsenate−reductase−glutaredoxin
hypothetical−protein
succinyl−diaminopimelate−desuccinylase
2−3−4−5−tetrahydropyridine−2−6−dicarboxylate−N−succinyltransferase
LOG−family−protein
calcium−binding−protein
pyrimidine−5−nucleotidase
isocitrate−lyase/phosphoenolpyruvate−mutase−family−protein
acetylglutamate−kinase
sigma−70−family−RNA−polymerase−sigma−factor
anti−sigma−factor
fasciclin−domain−containing−protein
YihA−family−ribosome−biogenesis−GTP−binding−protein
hypothetical−protein
helix−turn−helix−transcriptional−regulator
aquaporin−family−protein
arsenate−reductase−glutaredoxin
arsenite−efflux−MFS−transporter−ArsK
membrane−protein−insertase−YidC
ribonuclease−P−protein−component
50S−ribosomal−protein−L34
HAMP−domain−containing−protein
HAMP−domain−containing−histidine−kinase
MarR−family−transcriptional−regulator
SgcJ/EcaC−family−oxidoreductase
MFS−transporter
MarR−family−transcriptional−regulator
BA14K−family−protein
SDR−family−oxidoreductase
methyltransferase−domain−containing−protein
TetR−family−transcriptional−regulator
aldo/keto−reductase
alpha/beta−hydrolase
4−hydroxyproline−epimerase
RbsD/FucU−family−protein
ROK−family−transcriptional−regulator
sugar−ABC−transporter−substrate−binding−protein
ABC−transporter−permease
sugar−ABC−transporter−ATP−binding−protein
nucleoside−triphosphate−hydrolase
dihydroorotase
GGDEF−domain−containing−protein
DUF1772−domain−containing−protein
TetR−family−transcriptional−regulator
orotate−phosphoribosyltransferase
carbohydrate−kinase
glucose−6−phosphate−isomerase
long−chain−fatty−acid−−CoA−ligase
PRC−barrel−domain−containing−protein
VOC−family−protein
YciI−family−protein
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
ABC−transporter−substrate−binding−protein
LysR−family−transcriptional−regulator
hypothetical−protein
hypothetical−protein
antibiotic−biosynthesis−monooxygenase
glycosyltransferase
class−I−SAM−dependent−methyltransferase
DUF982−domain−containing−protein
DUF982−domain−containing−protein
nitronate−monooxygenase
hypothetical−protein
polyphosphate−kinase−2
phosphate−regulon−sensor−histidine−kinase−PhoR
substrate−binding−domain−containing−protein
phosphate−ABC−transporter−permease−subunit−PstC
phosphate−ABC−transporter−permease−PstA
phosphate−ABC−transporter−ATP−binding−protein
phosphate−signaling−complex−protein−PhoU
phosphate−regulon−transcriptional−regulator−PhoB
GcrA−family−cell−cycle−regulator
aspartate−aminotransferase−family−protein
ornithine−carbamoyltransferase
Hsp33−family−molecular−chaperone
Co2+/Mg2+−efflux−protein−ApaG
DNA−helicase
O−succinylhomoserine−sulfhydrylase
2−deoxycytidine−5−triphosphate−deaminase
tyrosine−type−recombinase/integrase
hypothetical−protein
HNH−endonuclease
hypothetical−protein
DNA−polymerase−III−subunit−beta
hypothetical−protein
single−stranded−DNA−binding−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
helix−turn−helix−transcriptional−regulator
helix−turn−helix−domain−containing−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
helicase
site−specific−DNA−methyltransferase
hypothetical−protein
hypothetical−protein
DNA−cytosine−methyltransferase
P4−alpha−zinc−binding−domain−containing−protein
hypothetical−protein
hypothetical−protein
HNH−endonuclease
hypothetical−protein
hypothetical−protein
hypothetical−protein
gene−transfer−agent−family−protein
tape−measure−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
DUF1515−domain−containing−protein
hypothetical−protein
hypothetical−protein
SOS−response−associated−peptidase
hypothetical−protein
hypothetical−protein
hypothetical−protein
LysR−family−transcriptional−regulator
MFS−transporter
acetyltransferase
transporter−substrate−binding−domain−containing−protein
tellurite−resistance−TerB−family−protein
thermonuclease−family−protein
helix−turn−helix−transcriptional−regulator
hypothetical−protein
DUF952−domain−containing−protein
quinone−dependent−dihydroorotate−dehydrogenase
MATE−family−efflux−transporter
CAP−domain−containing−protein
hypothetical−protein
methyltransferase−domain−containing−protein
YitT−family−protein
DUF2735−domain−containing−protein
glutamine−synthetase−beta−grasp−domain−containing−protein
carboxymuconolactone−decarboxylase−family−protein
Rrf2−family−transcriptional−regulator
ligase−associated−DNA−damage−response−DEXH−box−helicase
ligase−associated−DNA−damage−response−endonuclease−PdeM
dihydrofolate−reductase
helix−turn−helix−transcriptional−regulator
TIGR02186−family−protein
sulfite−exporter−TauE/SafE−family−protein
SEL1−like−repeat−protein
acyl−CoA−dehydrogenase−C−terminal−domain−containing−protein
acetyl−CoA−C−acetyltransferase
enoyl−CoA−hydratase/isomerase−family−protein
MFS−transporter
TetR/AcrR−family−transcriptional−regulator−C−terminal−ligand−binding−domain−containing−protein
hypothetical−protein
large−conductance−mechanosensitive−channel−protein−MscL
pyridoxal−phosphate−dependent−aminotransferase
UDP−glucose−4−epimerase−GalE
LysR−family−transcriptional−regulator
ABC−transporter−substrate−binding−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
branched−chain−amino−acid−ABC−transporter−permease
branched−chain−amino−acid−ABC−transporter−permease
GMC−family−oxidoreductase−N−terminal−domain−containing−protein
enoyl−CoA−hydratase/isomerase−family−protein
3−hydroxyisobutyrate−dehydrogenase
ATP−dependent−helicase
SMP−30/gluconolactonase/LRE−family−protein
protein−translocase−subunit−SecD
hypothetical−protein
glycosyltransferase−family−39−protein
globin−coupled−sensor−protein
STAS−domain−containing−protein
chemotaxis−response−regulator−CheY1
chemotaxis−protein−CheA
chemotaxis−protein−CheW
protein−glutamate−O−methylesterase−CheR
protein−glutamate−O−methylesterase−CheB
response−regulator
chemoreceptor−glutamine−deamidase−CheD
hypothetical−protein
flagellar−M−ring−protein−FliF
helix−turn−helix−transcriptional−regulator
helix−turn−helix−transcriptional−regulator
hypothetical−protein
flagellar−biosynthesis−protein−FlhB
flagellar−motor−switch−protein−FliG
flagellar−motor−switch−protein−FliN
flagellar−motor−switch−protein−FliM
flagellar−motor−stator−protein−MotA
flagellar−basal−body−rod−protein−FlgF
flagellar−protein−export−ATPase−FliI
flagellar−protein
flagellar−basal−body−rod−protein−FlgB
flagellar−basal−body−rod−protein−FlgC
flagellar−hook−basal−body−complex−protein−FliE
flagellar−basal−body−rod−protein−FlgG
flagellar−basal−body−P−ring−formation−protein−FlgA
flagellar−basal−body−P−ring−protein−FlgI
MotE−family−protein
flagellar−basal−body−L−ring−protein−FlgH
flagellar−basal−body−associated−FliL−family−protein
flagellar−type−III−secretion−system−pore−protein−FliP
glycosyl−transferase
flagellin
flagellin
tetratricopeptide−repeat−containing−protein
cytochrome−D−ubiquinol−oxidase−subunit−I
flagellin
flagellin
hypothetical−protein
MotB−family−protein
chemotaxis−protein
flagellar−hook−length−control−protein−FliK
lytic−transglycosylase−domain−containing−protein
response−regulator−transcription−factor
hypothetical−protein
flagellar−hook−associated−protein−FlgK
flagellar−hook−associated−family−protein
flagellar−biosynthesis−regulator−FlaF
flagellar−biosynthesis−repressor−FlbT
flagellar−hook−assembly−protein−FlgD
flagellar−biosynthetic−protein−FliQ
flagellar−biosynthesis−protein−FlhA
flagellar−type−III−secretion−system−protein−FliR
hypothetical−protein
rod−binding−protein
hypothetical−protein
hypothetical−protein
WecB/TagA/CpsF−family−glycosyltransferase
succinoglycan−biosynthesis−transport−protein
bifunctional−methylenetetrahydrofolate−dehydrogenase/methenyltetrahydrofolate−cyclohydrolase−FolD
substrate−binding−domain−containing−protein
carbohydrate−ABC−transporter−substrate−binding−protein
sugar−ABC−transporter−permease
carbohydrate−ABC−transporter−permease
alpha−glucosidase
sn−glycerol−3−phosphate−ABC−transporter−ATP−binding−protein−UgpC
hypothetical−protein
TetR−family−transcriptional−regulator
DUF3313−domain−containing−protein
phosphogluconate−dehydratase
6−phosphogluconolactonase
glucose−6−phosphate−dehydrogenase
FAD−binding−oxidoreductase
glutamine−synthetase
NADP/FAD−dependent−oxidoreductase
hypothetical−protein
HAMP−domain−containing−protein
hypothetical−protein
LysR−family−transcriptional−regulator
aldo/keto−reductase
polyamine−ABC−transporter−substrate−binding−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−permease−subunit
ABC−transporter−permease−subunit
AsmA−family−protein
acetoacetate−−CoA−ligase
DEAD/DEAH−box−helicase
chromate−resistance−protein
chromate−efflux−transporter
GFA−family−protein
PAS−domain−S−box−protein
phasin
hypothetical−protein
hypothetical−protein
LysR−family−transcriptional−regulator
CoA−acylating−methylmalonate−semialdehyde−dehydrogenase
VOC−family−protein
iron−responsive−transcriptional−regulator−RirA
ABC−transporter−substrate−binding−protein
ABC−transporter−permease−subunit
ABC−transporter−permease−subunit
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
gluconokinase
FAD−binding−oxidoreductase
hypothetical−protein
type−III−polyketide−synthase
hypothetical−protein
RNA−polymerase−sigma−factor
anti−sigma−factor
Ppx/GppA−family−phosphatase
RlmE−family−RNA−methyltransferase
DHA2−family−efflux−MFS−transporter−permease−subunit
MBL−fold−metallo−hydrolase
alpha/beta−hydrolase
IMP−dehydrogenase
hypothetical−protein
MAPEG−family−protein
dienelactone−hydrolase−family−protein
TetR−family−transcriptional−regulator
LysR−family−transcriptional−regulator
DUF1127−domain−containing−protein
dienelactone−hydrolase−family−protein
ABC−F−family−ATP−binding−cassette−domain−containing−protein
aldo/keto−reductase−family−oxidoreductase
DUF937−domain−containing−protein
glutamate−−cysteine−ligase
LysE−family−translocator
16S−rRNA−uracil1498−N3−methyltransferase
inorganic−phosphate−transporter
NUDIX−hydrolase
LysR−family−transcriptional−regulator
adenosylhomocysteinase
O−acetyl−ADP−ribose−deacetylase
LysR−family−transcriptional−regulator
FAD−binding−protein
FAD−binding−protein
glycolate−oxidase−subunit−GlcF
hypothetical−protein
porin−family−protein
L−D−transpeptidase
L−D−transpeptidase
DNA−3−methyladenine−glycosylase−I
hypothetical−protein
HAD−family−hydrolase
aldo/keto−reductase
NADP−dependent−alcohol−dehydrogenase
LysR−family−transcriptional−regulator
DUF305−domain−containing−protein
hypothetical−protein
type−II−toxin−antitoxin−system−RelE/ParE−family−toxin
TraY−domain−containing−protein
histidine−−tRNA−ligase
ATP−phosphoribosyltransferase−regulatory−subunit
ATP−phosphoribosyltransferase
DoxX−family−protein
glutathione−S−transferase−N−terminal−domain−containing−protein
hypothetical−protein
chaperonin−GroEL
co−chaperone−GroES
TIGR01459−family−HAD−type−hydrolase
bifunctional−riboflavin−kinase/FAD−synthetase
cache−domain−containing−protein
response−regulator−transcription−factor
DUF3311−domain−containing−protein
sodium:solute−symporter−family−protein
isoleucine−−tRNA−ligase
hypothetical−protein
nucleoside−deaminase
pseudouridine−synthase
16S−rRNA−guanine966−N2−methyltransferase−RsmD
patatin−like−phospholipase−family−protein
cation:proton−antiporter
TldD/PmbA−family−protein
32−5−bisphosphate−nucleotidase−CysQ
DUF4170−domain−containing−protein
lipid−IVA−3−deoxy−D−manno−octulosonic−acid−transferase
HAD−family−hydrolase
tetraacyldisaccharide−4−kinase
DUF2093−domain−containing−protein
DNA−mismatch−repair−endonuclease−MutL
response−regulator
EAL−domain−containing−protein
PRC−barrel−domain−containing−protein
hypothetical−protein
SMP−30/gluconolactonase/LRE−family−protein
2−dehydro−3−deoxy−6−phosphogalactonate−aldolase
2−dehydro−3−deoxygalactonokinase
SDR−family−oxidoreductase
IclR−family−transcriptional−regulator
LuxR−family−transcriptional−regulator
hypothetical−protein
iron−sulfur−cluster−carrier−protein−ApbC
magnesium−transporter−CorA−family−protein
potassium−transporter−Kup
cell−wall−hydrolase
AtpZ/AtpI−family−protein
F0F1−ATP−synthase−subunit−A
F0F1−ATP−synthase−subunit−C
F0F1−ATP−synthase−subunit−B
F0F1−ATP−synthase−subunit−B
ribonuclease−HII
PA0069−family−radical−SAM−protein
glycosyl−transferase
hypothetical−protein
molybdenum−cofactor−biosynthesis−protein−B
4−cytidine−5−diphospho−2−C−methyl−D−erythritol−kinase
tetratricopeptide−repeat−protein
polyprenyl−synthetase−family−protein
DUF2007−domain−containing−protein
methyltransferase
S49−family−peptidase
hypothetical−protein
hypothetical−protein
hypothetical−protein
glycine−−tRNA−ligase−subunit−alpha
LemA−family−protein
3−phosphoshikimate−1−carboxyvinyltransferase
DUF2207−domain−containing−protein
DUF559−domain−containing−protein
glycine−−tRNA−ligase−subunit−beta
DUF523−domain−containing−protein
cache−domain−containing−protein
hypothetical−protein
phosphoribosylamine−−glycine−ligase
RNA−binding−transcriptional−accessory−protein
class−I−SAM−dependent−methyltransferase
hypothetical−protein
MipA/OmpV−family−protein
4−hydroxybenzoate−octaprenyltransferase
GNAT−family−N−acetyltransferase
hypothetical−protein
DUF1217−domain−containing−protein
DNA−translocase−FtsK
MOSC−domain−containing−protein
phosphonate−metabolism−transcriptional−regulator−PhnF
FAD−binding−oxidoreductase
threonylcarbamoyl−AMP−synthase
hypothetical−protein
aromatic−ring−hydroxylating−dioxygenase−subunit−alpha
hybrid−cluster−NADP−dependent−oxidoreductase
lysozyme
BA14K−family−protein
transporter
acyl−CoA−dehydrogenase
crotonase/enoyl−CoA−hydratase−family−protein
class−I−SAM−dependent−RNA−methyltransferase
TlyA−family−RNA−methyltransferase
DUF4424−domain−containing−protein
CHASE3−domain−containing−protein
sensor−domain−containing−diguanylate−cyclase
1−deoxy−D−xylulose−5−phosphate−synthase
pirin−family−protein
hypothetical−protein
exodeoxyribonuclease−VII−small−subunit
histone−deacetylase−family−protein
acyl−CoA−thioesterase
biotin−transporter−BioY
energy−coupling−factor−transporter−transmembrane−protein−EcfT
energy−coupling−factor−ABC−transporter−ATP−binding−protein
YcaQ−family−DNA−glycosylase
dipeptidase
GNAT−family−N−acetyltransferase
3−4−dihydroxy−2−butanone−4−phosphate−synthase
chorismate−synthase
DUF1344−domain−containing−protein
histidine−phosphatase−family−protein
enoyl−ACP−reductase−FabI
DnaJ−domain−containing−protein
hypothetical−protein
pyridoxamine−5−phosphate−oxidase
polysaccharide−deacetylase−family−protein
D−alanyl−D−alanine−carboxypeptidase
pyrophosphatase
metalloprotease−TldD
invasion−associated−locus−B−family−protein
cytochrome−c−oxidase−subunit−II
cytochrome−c−oxidase−subunit−I
protoheme−IX−farnesyltransferase
hypothetical−protein
cytochrome−c−oxidase−assembly−protein
cytochrome−c−oxidase−subunit−3
chloramphenicol−phosphotransferase
DUF983−domain−containing−protein
SURF1−family−protein
4−hydroxy−3−methylbut−2−enyl−diphosphate−reductase
homoserine−kinase
ribonuclease−HI
dihydrodipicolinate−synthase−family−protein
amino−acid−transporter
LysR−family−transcriptional−regulator−ArgP
Dabb−family−protein
zinc−ABC−transporter−substrate−binding−protein
metal−ABC−transporter−permease
ABC−transporter−ATP−binding−protein
type−II−toxin−antitoxin−system−ParD−family−antitoxin
type−II−toxin−antitoxin−system−RelE/ParE−family−toxin
peroxiredoxin
cytochrome−C−biogenesis−protein
YqgE/AlgH−family−protein
CsbD−family−protein
putative−zinc−binding−metallopeptidase
sensor−domain−containing−phosphodiesterase
GNAT−family−N−acetyltransferase
insulinase−family−protein
threonine−synthase
hypothetical−protein
HAD−IA−family−hydrolase
GntR−family−transcriptional−regulator
biotin−transporter−BioY
DUF1284−domain−containing−protein
helix−turn−helix−transcriptional−regulator
NIPSNAP−family−protein
antibiotic−biosynthesis−monooxygenase
site−specific−DNA−methyltransferase
nuclear−transport−factor−2−family−protein
HAD−family−phosphatase
A/G−specific−adenine−glycosylase
DUF721−domain−containing−protein
TraY−domain−containing−protein
type−II−toxin−antitoxin−system−RelE/ParE−family−toxin
DsbA−family−protein
chromosome−segregation−protein−SMC
HlyC/CorC−family−transporter
pyruvate−−phosphate−dikinase
hypothetical−protein
hypothetical−protein
DUF1499−domain−containing−protein
MBL−fold−metallo−hydrolase
cupin−domain−containing−protein
glycosyltransferase
hypothetical−protein
pentapeptide−repeat−containing−protein
GAF−domain−containing−protein
peptide−methionine−R−S−oxide−reductase−MsrB
peptide−methionine−S−S−oxide−reductase−MsrA
hypothetical−protein
3−deoxy−7−phosphoheptulonate−synthase
porin
hypothetical−protein
MFS−transporter
LysR−family−transcriptional−regulator
histidinol−phosphate−transaminase
sulfate−adenylyltransferase−subunit−CysN
sulfate−adenylyltransferase−subunit−CysD
phosphoadenylyl−sulfate−reductase
Rrf2−family−transcriptional−regulator
chloride−channel−protein
prevent−host−death−protein
type−II−toxin−antitoxin−system−RelE/ParE−family−toxin
choline−dehydrogenase
betaine−aldehyde−dehydrogenase
glutathione−S−transferase−family−protein
transcriptional−regulator−BetI
HdeD−family−acid−resistance−protein
type−II−toxin−antitoxin−system−ParD−family−antitoxin
EAL−domain−containing−protein
NADPH−quinone−oxidoreductase
MFS−transporter
transcriptional−regulator
asparaginase
DUF2127−domain−containing−protein
DeoR/GlpR−transcriptional−regulator
DUF4406−domain−containing−protein
glutathione−S−transferase−N−terminal−domain−containing−protein
hypothetical−protein
LysR−family−transcriptional−regulator
glutathione−S−transferase−family−protein
indolepyruvate−ferredoxin−oxidoreductase−family−protein
isovaleryl−CoA−dehydrogenase
type−II−toxin−antitoxin−system−HicB−family−antitoxin
type−II−toxin−antitoxin−system−HicA−family−toxin
methylcrotonoyl−CoA−carboxylase
RidA−family−protein
acetyl/propionyl/methylcrotonyl−CoA−carboxylase−subunit−alpha
hydroxymethylglutaryl−CoA−lyase
crotonase/enoyl−CoA−hydratase−family−protein
TIGR03808−family−TAT−translocated−repetitive−protein
carbon−nitrogen−hydrolase−family−protein
ligase−associated−DNA−damage−response−exonuclease
cisplatin−damage−response−ATP−dependent−DNA−ligase
alpha/beta−fold−hydrolase
methylmalonyl−CoA−mutase
methylmalonyl−CoA−mutase
L−D−transpeptidase
L−D−transpeptidase−family−protein
organic−hydroperoxide−resistance−protein
DUF2384−domain−containing−protein
RES−family−NAD+−phosphorylase
MarR−family−transcriptional−regulator
thioredoxin−family−protein
transposase
IS66−family−insertion−sequence−element−accessory−protein−TnpB
IS66−family−transposase
DUF853−domain−containing−protein
hypothetical−protein
metallophosphoesterase
glucose−6−phosphate−dehydrogenase
trans−aconitate−2−methyltransferase
zinc−dependent−alcohol−dehydrogenase−family−protein
branched−chain−amino−acid−aminotransferase
GNAT−family−N−acetyltransferase
MFS−transporter
YbhB/YbcL−family−Raf−kinase−inhibitor−like−protein
helix−turn−helix−domain−containing−protein
nuclear−transport−factor−2−family−protein
Asp/Glu−racemase
superoxide−dismutase
metallophosphoesterase
DUF1772−domain−containing−protein
AraC−family−transcriptional−regulator
SDR−family−oxidoreductase
YafY−family−transcriptional−regulator
LysE−family−translocator
cytochrome−c
c−type−cytochrome
class−I−SAM−dependent−methyltransferase
GNAT−family−N−acetyltransferase
helix−turn−helix−domain−containing−protein
NiII/CoII−sensing−transcriptional−repressor−DmeR
CDF−family−CoII/NiII−efflux−transporter−DmeF
class−A−beta−lactamase
hypothetical−protein
YdiU−family−protein
type−II−toxin−antitoxin−system−ParD−family−antitoxin
type−II−toxin−antitoxin−system−RelE/ParE−family−toxin
DUF1697−domain−containing−protein
S9−family−peptidase
DUF930−domain−containing−protein
transcriptional−regulator
DnaJ−domain−containing−protein
polysaccharide−deacetylase−family−protein
AI−2E−family−transporter
VOC−family−protein
hemolysin−III−family−protein
hypothetical−protein
putative−monovalent−cation/H+−antiporter−subunit−A
Na+/H+−antiporter−subunit−B
Na+/H+−antiporter−subunit−C
Na+/H+−antiporter−subunit−D
Na+/H+−antiporter−subunit−E
cation:proton−antiporter
monovalent−cation/H+−antiporter−subunit−G
MucR−family−transcriptional−regulator
SufE−family−protein
DUF5330−domain−containing−protein
two−component−sensor−histidine−kinase
peptidoglycan−binding−protein
DUF1491−family−protein
DUF2336−domain−containing−protein
hypothetical−protein
hypothetical−protein
DUF1254−domain−containing−protein
DUF1214−domain−containing−protein
penicillin−binding−protein
YcgN−family−cysteine−cluster−protein
MmcQ/YjbR−family−DNA−binding−protein
Dabb−family−protein
hypothetical−protein
response−regulator−transcription−factor
HAMP−domain−containing−histidine−kinase
hypothetical−protein
c−type−cytochrome−biogenesis−protein−CcmI
cytochrome−c−maturation−protein−CcmE
heme−lyase−CcmF/NrfE−family−subunit
cytochrome−c−type−biogenesis−protein−CcmH
Do−family−serine−endopeptidase
response−regulator−transcription−factor
HAMP−domain−containing−histidine−kinase
bifunctional−[glutamine−synthetase]−adenylyltransferase/[glutamine−synthetase]−adenylyl−L−tyrosine−phosphorylase
PAS−domain−containing−protein
aminopeptidase−N
hypothetical−protein
hypothetical−protein
hypothetical−protein
uracil−DNA−glycosylase
Hsp70−family−protein
efflux−RND−transporter−permease−subunit
efflux−RND−transporter−periplasmic−adaptor−subunit
SDR−family−oxidoreductase
electron−transfer−flavoprotein−ubiquinone−oxidoreductase
GNAT−family−N−acetyltransferase
type−II−toxin−antitoxin−system−VapC−family−toxin
type−II−toxin−antitoxin−system−VapB−family−antitoxin
DMT−family−transporter
Lrp/AsnC−family−transcriptional−regulator
magnesium−transporter
zinc−binding−alcohol−dehydrogenase−family−protein
helix−turn−helix−transcriptional−regulator
MFS−transporter
diacylglycerol−kinase−family−lipid−kinase
glutamine−synthetase
aspartate−aminotransferase−family−protein
NUDIX−hydrolase
glycosyltransferase−family−2−protein
flippase−like−domain−containing−protein
RNA−polymerase−sigma−factor
dehydrogenase
hypothetical−protein
YciI−family−protein
hypothetical−protein
AMP−nucleosidase
hypothetical−protein
DUF2147−domain−containing−protein
sel1−repeat−family−protein
pyridoxal−phosphate−dependent−aminotransferase
phosphoribosylglycinamide−formyltransferase
SDR−family−oxidoreductase
AraC−family−transcriptional−regulator
PilZ−domain−containing−protein
hypothetical−protein
MATE−family−efflux−transporter
5−deoxy−glucuronate−isomerase
myo−inosose−2−dehydratase
3D−3−5/4−trihydroxycyclohexane−1−2−dione−acylhydrolase−decyclizing
5−dehydro−2−deoxygluconokinase
MurR/RpiR−family−transcriptional−regulator
Gfo/Idh/MocA−family−oxidoreductase
FAD−dependent−oxidoreductase
LysR−family−transcriptional−regulator
SDR−family−oxidoreductase
Atu4866−domain−containing−protein
porin
porin
alpha/beta−hydrolase
lytic−transglycosylase−domain−containing−protein
4−hydroxy−tetrahydrodipicolinate−synthase
SsrA−binding−protein−SmpB
NYN−domain−containing−protein
DNA−directed−RNA−polymerase−subunit−omega
bifunctional−pppGpp−synthetase/guanosine−3−5−bisdiphosphate−3−pyrophosphohydrolase
DUF3563−family−protein
DUF2062−domain−containing−protein
holo−ACP−synthase
signal−peptidase−I
ribonuclease−III
GTPase−Era
Crp/Fnr−family−transcriptional−regulator
response−regulator
DNA−repair−protein−RecO
MOSC−domain−containing−protein
HD−domain−containing−protein
DUF2339−domain−containing−protein
hypothetical−protein
superoxide−dismutase−family−protein
tyrosine−phosphatase−family−protein
HD−family−hydrolase
folate−binding−protein−YgfZ
hypothetical−protein
hypothetical−protein
TIGR02301−family−protein
NUDIX−domain−containing−protein
YnfA−family−protein
SOS−response−associated−peptidase
hypothetical−protein
CDP−diacylglycerol−−serine−O−phosphatidyltransferase
phosphatidylserine−decarboxylase
phosphatase−PAP2−family−protein
ABC−transporter−ATP−binding−protein/permease
LysM−peptidoglycan−binding−domain−containing−protein
TIGR00730−family−Rossman−fold−protein
EamA−family−transporter−RarD
citramalate−synthase
prolyl−aminopeptidase
GFA−family−protein
GFA−family−protein
GFA−family−protein
endonuclease−domain−containing−protein
cysteine−−tRNA−ligase
hypothetical−protein
SDR−family−NADP−dependent−oxidoreductase
amidophosphoribosyltransferase
CvpA−family−protein
DNA−repair−protein−RadA
LysE−family−translocator
alanine−racemase
GFA−family−protein
AraC−family−transcriptional−regulator
AzlC−family−ABC−transporter−permease
AzlD−domain−containing−protein
replicative−DNA−helicase
MarR−family−transcriptional−regulator
MFS−transporter
HlyD−family−secretion−protein
50S−ribosomal−protein−L9
DUF2232−domain−containing−protein
30S−ribosomal−protein−S18
30S−ribosomal−protein−S6
phosphoglycerate−mutase−family−protein
hypothetical−protein
aldo/keto−reductase
ACP−S−malonyltransferase
3−oxoacyl−[acyl−carrier−protein]−reductase
acyl−carrier−protein
beta−ketoacyl−ACP−synthase−II
endolytic−transglycosylase−MltG
YicC−family−protein
guanylate−kinase
16S−rRNA−adenine1518−N6/adenine1519−N6−−dimethyltransferase−RsmA
4−hydroxythreonine−4−phosphate−dehydrogenase−PdxA
peptidylprolyl−isomerase
hypothetical−protein
LPS−assembly−protein−LptD
LPS−export−ABC−transporter−permease−LptG
LPS−export−ABC−transporter−permease−LptF
phosphatase−PAP2−family−protein
leucyl−aminopeptidase
DNA−polymerase−III−subunit−chi
GrpB−family−protein
Gfo/Idh/MocA−family−oxidoreductase
TRAP−transporter−small−permease−subunit
TRAP−transporter−large−permease−subunit
TRAP−transporter−substrate−binding−protein
polysaccharide−deacetylase−family−protein
ABC−F−family−ATP−binding−cassette−domain−containing−protein
hypothetical−protein
damage−inducible−protein−DinB
nucleoside−diphosphate−kinase
hypothetical−protein
CGNR−zinc−finger−domain−containing−protein
branched−chain−amino−acid−ABC−transporter−permease
molybdenum−cofactor−biosynthesis−protein−MoaE
molybdopterin−converting−factor−subunit−1
CDP−diacylglycerol−−glycerol−3−phosphate−3−phosphatidyltransferase
excinuclease−ABC−subunit−UvrC
SDR−family−oxidoreductase
porin−family−protein
glutathione−S−transferase
23S−rRNA−adenine2030−N6−methyltransferase−RlmJ
molybdopterin−oxidoreductase−family−protein
NUDIX−domain−containing−protein
alpha−D−ribose−1−methylphosphonate−5−triphosphate−diphosphatase
phosphoribosylglycinamide−formyltransferase
phosphoribosylformylglycinamidine−cyclo−ligase
AI−2E−family−transporter
hypothetical−protein
RNA−degradosome−polyphosphate−kinase
exopolyphosphatase
esterase−like−activity−of−phytase−family−protein
adenylate/guanylate−cyclase−domain−containing−protein
ribonuclease−D
multicopper−oxidase−family−protein
aspartate−−tRNA−ligase
beta−lactamase−family−protein
TetR/AcrR−family−transcriptional−regulator
hypothetical−protein
DNA−topoisomerase−IV−subunit−A
type−II−toxin−antitoxin−system−death−on−curing−family−toxin
AbrB/MazE/SpoVT−family−DNA−binding−domain−containing−protein
DMT−family−transporter
arginyltransferase
RDD−family−protein
porphobilinogen−synthase
hypothetical−protein
winged−helix−turn−helix−transcriptional−regulator
L−D−transpeptidase−family−protein
serine−hydroxymethyltransferase
transcriptional−repressor−NrdR
bifunctional−diaminohydroxyphosphoribosylaminopyrimidine−deaminase/5−amino−6−5−phosphoribosylaminouracil−reductase−RibD
riboflavin−synthase
GNAT−family−N−acetyltransferase
GNAT−family−N−acetyltransferase
cupin−domain−containing−protein
6−7−dimethyl−8−ribityllumazine−synthase
transcription−antitermination−factor−NusB
sodium−translocating−pyrophosphatase
outer−membrane−protein−assembly−factor−BamE
ubiquinol−cytochrome−C−chaperone
DUF177−domain−containing−protein
phosphate−acyltransferase−PlsX
ketoacyl−ACP−synthase−III
integration−host−factor−subunit−alpha
MerR−family−transcriptional−regulator
porin
hypothetical−protein
hypothetical−protein
BA14K−family−protein
thermonuclease−family−protein
hypothetical−protein
PHB−depolymerase−family−esterase
DNA−binding−protein
glycosyltransferase−family−4−protein
O−antigen−ligase−family−protein
undecaprenyl−phosphate−glucose−phosphotransferase
glycosyltransferase−family−4−protein
polysaccharide−export−protein
exopolysaccharide−transport−family−protein
GNAT−family−N−acetyltransferase
DUF2842−domain−containing−protein
COX15/CtaA−family−protein
DUF2778−domain−containing−protein
N−acetyl−gamma−glutamyl−phosphate−reductase
agmatinase
antibiotic−biosynthesis−monooxygenase
hypothetical−protein
30S−ribosomal−protein−S9
50S−ribosomal−protein−L13
EamA−family−transporter
hypothetical−protein
CoA−binding−protein
O−acetylhomoserine−aminocarboxypropyltransferase
cupin−domain−containing−protein
phosphate−ABC−transporter−substrate−binding−protein−PstS
phosphate−ABC−transporter−permease−subunit−PstC
phosphate−ABC−transporter−permease−PstA
phosphate−ABC−transporter−ATP−binding−protein−PstB
GGDEF−domain−containing−protein
ATP−dependent−Clp−endopeptidase−proteolytic−subunit−ClpP
ATP−dependent−Clp−protease−ATP−binding−subunit−ClpX
endopeptidase−La
DNA−binding−protein−HupB
dihydrofolate−reductase−family−protein
helix−turn−helix−transcriptional−regulator
SDR−family−oxidoreductase
aldo/keto−reductase
DNA−repair−exonuclease
AAA−family−ATPase
glycosyltransferase−family−2−protein
hypothetical−protein
capsule−biosynthesis−protein
ABC−transporter−ATP−binding−protein
capsule−biosynthesis−protein
hypothetical−protein
class−I−SAM−dependent−methyltransferase
polysaccharide−export−protein
acyltransferase−domain−containing−protein
aminotransferase−class−I/II−fold−pyridoxal−phosphate−dependent−enzyme
SDR−family−oxidoreductase
sulfatase−like−hydrolase/transferase
capsular−biosynthesis−protein
NADH−quinone−oxidoreductase−subunit−A
NADH−quinone−oxidoreductase−subunit−B
NADH−quinone−oxidoreductase−subunit−C
NADH−quinone−oxidoreductase−subunit−D
hypothetical−protein
NADH−quinone−oxidoreductase−subunit−E
NADH−quinone−oxidoreductase−subunit−NuoF
5−DNA−nuclease
NADH−quinone−oxidoreductase−subunit−G
NADH−quinone−oxidoreductase−subunit−NuoH
NADH−quinone−oxidoreductase−subunit−NuoI
NADH−quinone−oxidoreductase−subunit−J
NADH−quinone−oxidoreductase−subunit−NuoK
NADH−quinone−oxidoreductase−subunit−L
NADH−quinone−oxidoreductase−subunit−M
NADH−quinone−oxidoreductase−subunit−NuoN
biotin−−[acetyl−CoA−carboxylase]−ligase
ribonuclease−J
methylmalonyl−CoA−epimerase
DUF1467−family−protein
proline−−tRNA−ligase
lipoprotein−releasing−ABC−transporter−permease−subunit
ABC−transporter−ATP−binding−protein
hypothetical−protein
hypothetical−protein
DNA−polymerase−III−subunit−alpha
L−D−transpeptidase−family−protein
glycoside−hydrolase−family−25−protein
DNA−polymerase−IV
GNAT−family−N−acetyltransferase
hypothetical−protein
DUF3572−domain−containing−protein
response−regulator
PleD−family−two−component−system−response−regulator
50S−ribosomal−protein−L33
MFS−transporter
hypothetical−protein
DUF983−domain−containing−protein
ribonuclease−R
type−I−DNA−topoisomerase
DNA−protecting−protein−DprA
glycerol−3−phosphate−1−O−acyltransferase−PlsY
dihydroorotase
aspartate−carbamoyltransferase−catalytic−subunit
acyl−CoA−dehydrogenase−family−protein
type−II−toxin−antitoxin−system−ParD−family−antitoxin
TetR/AcrR−family−transcriptional−regulator
hypothetical−protein
Holliday−junction−resolvase−RuvX
metal−dependent−hydrolase
Asp−tRNAAsn/Glu−tRNAGln−amidotransferase−subunit−GatC
Asp−tRNAAsn/Glu−tRNAGln−amidotransferase−subunit−GatA
hypothetical−protein
DUF4139−domain−containing−protein
YjhX−family−toxin
GNAT−family−N−acetyltransferase
Asp−tRNAAsn/Glu−tRNAGln−amidotransferase−subunit−GatB
GNAT−family−N−acetyltransferase
GNAT−family−N−acetyltransferase
NADH:ubiquinone−oxidoreductase−subunit−NDUFA12
DUF2155−domain−containing−protein
DUF1062−domain−containing−protein
DUF2167−domain−containing−protein
leucyl/phenylalanyl−tRNA−−protein−transferase
acetyl−CoA−carboxylase−biotin−carboxylase−subunit
acetyl−CoA−carboxylase−biotin−carboxyl−carrier−protein
type−II−3−dehydroquinate−dehydratase
DsbA−family−protein
aminotransferase−class−I/II−fold−pyridoxal−phosphate−dependent−enzyme
Rne/Rng−family−ribonuclease
N−acetylmuramoyl−L−alanine−amidase
penicillin−binding−protein−1A
peptide−chain−release−factor−2
NAD−kinase
hypothetical−protein
hypothetical−protein
AprI/Inh−family−metalloprotease−inhibitor
23S−rRNA−guanosine2251−2−O−methyltransferase−RlmB
hypothetical−protein
hypothetical−protein
HNH−endonuclease
hypothetical−protein
recombinase−RecT
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
phage−tail−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
acyltransferase
hypothetical−protein
lysozyme
hypothetical−protein
DUF1515−family−protein
hypothetical−protein
hypothetical−protein
SOS−response−associated−peptidase
hypothetical−protein
hypothetical−protein
phospholipase−D−family−protein
hypothetical−protein
DUF3597−domain−containing−protein
elongation−factor−Tu
AAA−family−ATPase
NADP−dependent−oxidoreductase
glycosyltransferase
3−deoxy−manno−octulosonate−cytidylyltransferase
preprotein−translocase−subunit−SecE
transcription−termination/antitermination−protein−NusG
50S−ribosomal−protein−L11
50S−ribosomal−protein−L1
50S−ribosomal−protein−L10
50S−ribosomal−protein−L7/L12
DNA−directed−RNA−polymerase−subunit−beta
DNA−directed−RNA−polymerase−subunit−beta
transcriptional−regulator
30S−ribosomal−protein−S12
30S−ribosomal−protein−S7
elongation−factor−G
elongation−factor−Tu
30S−ribosomal−protein−S10
50S−ribosomal−protein−L3
50S−ribosomal−protein−L4
50S−ribosomal−protein−L23
50S−ribosomal−protein−L2
30S−ribosomal−protein−S19
50S−ribosomal−protein−L22
30S−ribosomal−protein−S3
50S−ribosomal−protein−L16
50S−ribosomal−protein−L29
30S−ribosomal−protein−S17
50S−ribosomal−protein−L14
50S−ribosomal−protein−L24
50S−ribosomal−protein−L5
30S−ribosomal−protein−S14
30S−ribosomal−protein−S8
50S−ribosomal−protein−L6
50S−ribosomal−protein−L18
30S−ribosomal−protein−S5
50S−ribosomal−protein−L30
50S−ribosomal−protein−L15
preprotein−translocase−subunit−SecY
adenylate−kinase
30S−ribosomal−protein−S13
30S−ribosomal−protein−S11
DNA−directed−RNA−polymerase−subunit−alpha
50S−ribosomal−protein−L17
DUF2809−domain−containing−protein
DinB−family−protein
TetR−family−transcriptional−regulator
MarR−family−transcriptional−regulator
FUSC−family−protein
DUF1656−domain−containing−protein
HlyD−family−secretion−protein
protein−methionine−sulfoxide−reductase−heme−binding−subunit−MsrQ
protein−methionine−sulfoxide−reductase−catalytic−subunit−MsrP
dihydroxy−acid−dehydratase
hypothetical−protein
DegQ−family−serine−endoprotease
replication−associated−recombination−protein−A
DUF1883−domain−containing−protein
hypothetical−protein
hypothetical−protein
4−hydroxy−tetrahydrodipicolinate−synthase
hypothetical−protein
2−dehydropantoate−2−reductase
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
OmpA−family−protein
ABC−F−family−ATP−binding−cassette−domain−containing−protein
alpha/beta−fold−hydrolase
acyltransferase
aminoglycoside−phosphotransferase
vitamin−B12−dependent−ribonucleotide−reductase
xanthine−phosphoribosyltransferase
universal−stress−protein
competence/damage−inducible−protein−A
NADPH:quinone−oxidoreductase−type−IV
restriction−endonuclease
integrase
hypothetical−protein
IS21−family−transposase
IS21−like−element−helper−ATPase−IstB
MobA/MobL−family−protein
NERD−domain−containing−protein
IS3−family−transposase
hypothetical−protein
site−specific−integrase
hypothetical−protein
threonine−ammonia−lyase
transcriptional−activator−HlyU
SDR−family−oxidoreductase
TetR/AcrR−family−transcriptional−regulator
FMN−dependent−NADH−azoreductase
LysR−family−transcriptional−regulator
bifunctional−2−3−cyclic−nucleotide−2−phosphodiesterase/3−nucleotidase
PilZ−domain−containing−protein
endonuclease/exonuclease/phosphatase−family−protein
Lrp/AsnC−family−transcriptional−regulator
alanine−dehydrogenase
DUF1203−domain−containing−protein
GNAT−family−N−acetyltransferase
3−mercaptopyruvate−sulfurtransferase
alanyl−tRNA−editing−protein
cysteine−synthase−A
SDR−family−NADP−dependent−oxidoreductase
deoxyribodipyrimidine−photo−lyase
sn−glycerol−3−phosphate−import−ATP−binding−protein−UgpC
ABC−transporter−permease−subunit
sugar−ABC−transporter−permease
extracellular−solute−binding−protein
sugar−O−acetyltransferase
hypothetical−protein
DoxX−family−protein
hypothetical−protein
porin
acetyltransferase
hypothetical−protein
protein−L−isoaspartate−O−methyltransferase
DUF2497−domain−containing−protein
valine−−tRNA−ligase
transporter
sel1−repeat−family−protein
exodeoxyribonuclease−III
iron−sulfur−cluster−insertion−protein−ErpA
deoxyguanosinetriphosphate−triphosphohydrolase
arginine−−tRNA−ligase
SPOR−domain−containing−protein
GNAT−family−N−acetyltransferase
beta−N−acetylhexosaminidase
segregation/condensation−protein−A
SMC−Scp−complex−subunit−ScpB
twin−arginine−translocase−TatA/TatE−family−subunit
twin−arginine−translocase−subunit−TatB
twin−arginine−translocase−subunit−TatC
serine−−tRNA−ligase
5/3−nucleotidase−SurE
protein−L−isoaspartateD−aspartate−O−methyltransferase
peptidoglycan−DD−metalloendopeptidase−family−protein
ATP−binding−protein
preprotein−translocase−subunit−YajC
protein−translocase−subunit−SecDF
Mth938−like−domain−containing−protein
phytoene/squalene−synthase−family−protein
hypothetical−protein
methylenetetrahydrofolate−−tRNA−uracil54−−C5−methyltransferase−FADH2−oxidizing−TrmFO
DUF1127−domain−containing−protein
DUF1127−domain−containing−protein
DUF2157−domain−containing−protein
GDYXXLXY−domain−containing−protein
trigger−factor
phytanoyl−CoA−dioxygenase
Si−specific−NADP+−transhydrogenase
dual−specificity−protein−phosphatase−family−protein
helix−turn−helix−domain−containing−protein
LysR−family−transcriptional−regulator
SDR−family−oxidoreductase
amidohydrolase−family−protein
MarR−family−transcriptional−regulator
ester−cyclase
AraC−family−transcriptional−regulator
NADPH−binding−protein
hypothetical−protein
AraC−family−transcriptional−regulator
SDR−family−oxidoreductase
LysR−family−transcriptional−regulator
glutathione−S−transferase−N−terminal−domain−containing−protein
helix−turn−helix−transcriptional−regulator
glutathione−S−transferase−C−terminal−domain−containing−protein
NADPH−binding−protein
SDR−family−oxidoreductase
helix−turn−helix−transcriptional−regulator
FAD−binding−oxidoreductase
GFA−family−protein
dihydrofolate−reductase
helix−turn−helix−transcriptional−regulator
alpha/beta−hydrolase
dihydrofolate−reductase−family−protein
nuclear−transport−factor−2−family−protein
hypothetical−protein
RNA−polymerase−sigma−factor
LysR−family−transcriptional−regulator
AraC−family−transcriptional−regulator
saccharopine−dehydrogenase−NADP−binding−domain−containing−protein
hypothetical−protein
M23−family−metallopeptidase
hypothetical−protein
PhzF−family−phenazine−biosynthesis−protein
LysR−family−transcriptional−regulator
MFS−transporter
TetR/AcrR−family−transcriptional−regulator
SDR−family−oxidoreductase
DUF2274−domain−containing−protein
TrbI/VirB10−family−protein
P−type−conjugative−transfer−protein−TrbG
conjugal−transfer−protein−TrbF
P−type−conjugative−transfer−protein−TrbL
putative−entry−exclusion−protein−TrbK−alt
P−type−conjugative−transfer−protein−TrbJ
conjugal−transfer−protein−TrbE
VirB3−family−type−IV−secretion−system−protein
TrbC/VIRB2−family−protein
P−type−conjugative−transfer−ATPase−TrbB
ribbon−helix−helix−protein−−CopG−family
conjugal−transfer−protein−TraG
DUF3363−domain−containing−protein
lytic−transglycosylase−domain−containing−protein
DUF736−domain−containing−protein
S26−family−signal−peptidase
DUF2840−domain−containing−protein
hypothetical−protein
AAA−family−ATPase
replication−initiator−protein−A
helix−turn−helix−domain−containing−protein
DUF2285−domain−containing−protein
DUF2285−domain−containing−protein
helix−turn−helix−transcriptional−regulator
DUF736−domain−containing−protein
IS110−family−transposase
hypothetical−protein
hypothetical−protein
FAD−dependent−monooxygenase
DUF2493−domain−containing−protein
toprim−domain−containing−protein
ParB/RepB/Spo0J−family−partition−protein
DUF932−domain−containing−protein
transposase
IS66−family−insertion−sequence−element−accessory−protein−TnpB
IS66−family−transposase
ribbon−helix−helix−protein−−CopG−family
DNA−cytosine−methyltransferase
hypothetical−protein
DUF2357−domain−containing−protein
DNA−mismatch−endonuclease−Vsr
hypothetical−protein
hypothetical−protein
ATP−dependent−helicase
AAA−family−ATPase
hypothetical−protein
AAA−family−ATPase
XRE−family−transcriptional−regulator
type−II−toxin−antitoxin−system−RelE/ParE−family−toxin
nuclease
tyrosine−type−recombinase/integrase
type−I−methionyl−aminopeptidase
DNA/RNA−nuclease−SfsA
class−I−polyR−hydroxyalkanoic−acid−synthase
hypothetical−protein
LL−diaminopimelate−aminotransferase
homoserine−dehydrogenase
single−stranded−DNA−specific−exonuclease−RecJ
hypothetical−protein
VOC−family−protein
CspA−family−cold−shock−protein
DUF192−domain−containing−protein
ETC−complex−I−subunit
hypothetical−protein
amino−acid−ABC−transporter−ATP−binding−protein
amino−acid−ABC−transporter−permease
amino−acid−ABC−transporter−permease
amino−acid−ABC−transporter−substrate−binding−protein
cystathionine−beta−lyase
FAD−dependent−monooxygenase
zinc−finger−domain−containing−protein
alpha/beta−hydrolase
enoyl−CoA−hydratase/isomerase−family−protein
serine−O−acetyltransferase
DUF3126−family−protein
phasin−family−protein
ATP−dependent−Clp−protease−adapter−ClpS
ATP−dependent−Clp−protease−ATP−binding−subunit−ClpA
HIT−family−protein
GNAT−family−N−acetyltransferase
glycerophosphodiester−phosphodiesterase
RidA−family−protein
cell−envelope−integrity−EipB−family−protein
toxic−anion−resistance−protein
substrate−binding−domain−containing−protein
5−bromo−4−chloroindolyl−phosphate−hydrolysis−family−protein
substrate−binding−domain−containing−protein
30S−ribosomal−protein−S2
elongation−factor−Ts
UMP−kinase
ribosome−recycling−factor
isoprenyl−transferase
phosphatidate−cytidylyltransferase
RIP−metalloprotease−RseP
outer−membrane−protein−assembly−factor−BamA
UDP−3−O−3−hydroxymyristoylglucosamine−N−acyltransferase
3−hydroxyacyl−ACP−dehydratase−FabZ
acyl−ACP−−UDP−N−acetylglucosamine−O−acyltransferase
LpxI−family−protein
lipid−A−disaccharide−synthase
citrate−Si−synthase
ComEC/Rec2−family−competence−protein
transcriptional−repressor−LexA
VOC−family−protein
3−deoxy−8−phosphooctulonate−synthase
phosphopyruvate−hydratase
septum−formation−initiator−family−protein
pyruvate−dehydrogenase−acetyl−transferring−E1−component−subunit−alpha
pyruvate−dehydrogenase−complex−E1−component−subunit−beta
pyruvate−dehydrogenase−complex−dihydrolipoamide−acetyltransferase
SGNH/GDSL−hydrolase−family−protein
dihydrolipoyl−dehydrogenase
GlsB/YeaQ/YmgE−family−stress−response−membrane−protein
GlsB/YeaQ/YmgE−family−stress−response−membrane−protein
lipoyl−synthase
AAA−family−ATPase
AAA−family−ATPase
type−II−toxin−antitoxin−system−RatA−family−toxin
CinA−family−protein
bifunctional−2−C−methyl−D−erythritol−4−phosphate−cytidylyltransferase/2−C−methyl−D−erythritol−2−4−cyclodiphosphate−synthase
tRNA−dihydrouridine−synthase−DusB
nitrogen−regulation−protein−NRII
nitrogen−regulation−protein−NRI
PAS−domain−containing−sensor−histidine−kinase
sigma−54−dependent−Fis−family−transcriptional−regulator
D−amino−acid−transaminase
RNA−chaperone−Hfq
GTPase−HflX
nucleoside−triphosphate−pyrophosphohydrolase
nucleoside−deaminase
uroporphyrinogen−III−C−methyltransferase
DUF2849−domain−containing−protein
nitrite/sulfite−reductase
DUF934−domain−containing−protein
ferredoxin−−NADP−reductase
GntR−family−transcriptional−regulator
hypothetical−protein
GlsB/YeaQ/YmgE−family−stress−response−membrane−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
cytochrome−c−biogenesis−protein−CcdA
AEC−family−transporter
UbiH/UbiF−family−hydroxylase
phosphatidylcholine−synthase
quinone−oxidoreductase
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
ABC−transporter−permease
BMP−family−ABC−transporter−substrate−binding−protein
ABC−transporter−substrate−binding−protein
sugar−ABC−transporter−ATP−binding−protein
ABC−transporter−permease
sugar−ABC−transporter−permease−YjfF
FadR−family−transcriptional−regulator
bifunctional−UDP−N−acetylglucosamine−diphosphorylase/glucosamine−1−phosphate−N−acetyltransferase−GlmU
glutamine−−fructose−6−phosphate−transaminase−isomerizing
DUF502−domain−containing−protein
esterase−like−activity−of−phytase−family−protein
ATP−dependent−DNA−helicase−RecG
succinate−dehydrogenase−assembly−factor−2
transcription−repair−coupling−factor
4−hydroxybenzoate−octaprenyltransferase
RidA−family−protein
TetR/AcrR−family−transcriptional−regulator
MBL−fold−metallo−hydrolase
hypothetical−protein
sugar−ABC−transporter
LysR−family−transcriptional−regulator
DsbA−family−oxidoreductase
ABC−transporter−substrate−binding−protein
invasion−associated−locus−B−family−protein
heat−shock−protein−HspQ
type−I−glutamate−−ammonia−ligase
P−II−family−nitrogen−regulator
bifunctional−ADP−dependent−NADPH−hydrate−dehydratase/NADPH−hydrate−epimerase
DUF72−domain−containing−protein
excinuclease−ABC−subunit−UvrA
single−stranded−DNA−binding−protein
MarC−family−protein
DNA−gyrase−subunit−A
NADP−dependent−oxidoreductase
hypothetical−protein
pantetheine−phosphate−adenylyltransferase
peptidylprolyl−isomerase
peptidylprolyl−isomerase
tRNA−preQ134−S−adenosylmethionine−ribosyltransferase−isomerase−QueA
tRNA−guanosine34−transglycosylase−Tgt
VOC−family−protein
cell−wall−hydrolase
DUF4864−domain−containing−protein
beta−ketoacyl−ACP−synthase−II
helix−turn−helix−transcriptional−regulator
NADPH−dependent−oxidoreductase
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
dihydrofolate−reductase−family−protein
LysR−family−transcriptional−regulator
DUF1127−domain−containing−protein
D−alanyl−D−alanine−carboxypeptidase
class−I−SAM−dependent−methyltransferase
SRPBCC−family−protein
YbaK/EbsC−family−protein
MBL−fold−metallo−hydrolase
TatD−family−hydrolase
methionine−−tRNA−ligase
sulfite−exporter−TauE/SafE−family−protein
DNA−polymerase−III−subunit−delta
dTMP−kinase
D−alanyl−D−alanine−carboxypeptidase
septal−ring−lytic−transglycosylase−RlpA−family−protein
sigma−70−family−RNA−polymerase−sigma−factor
flavodoxin−family−protein
integrase−arm−type−DNA−binding−domain−containing−protein
hypothetical−protein
AlpA−family−phage−regulatory−protein
hypothetical−protein
hypothetical−protein
terminase−small−subunit
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
helix−turn−helix−domain−containing−protein
hypothetical−protein
DNA−3−methyladenine−glycosylase
DHA2−family−efflux−MFS−transporter−permease−subunit
HlyD−family−secretion−protein
MarR−family−transcriptional−regulator
hypothetical−protein
SurA−N−terminal−domain−containing−protein
anthranilate−phosphoribosyltransferase
indole−3−glycerol−phosphate−synthase−TrpC
cyclic−pyranopterin−monophosphate−synthase−MoaC
molybdopterin−molybdotransferase−MoeA
decarboxylating−6−phosphogluconate−dehydrogenase
dicarboxylate−transporter/tellurite−resistance−protein−TehA
VOC−family−protein
citrate−synthase
citrate−synthase/methylcitrate−synthase
LysR−family−transcriptional−regulator
LysE−family−translocator
adenylate/guanylate−cyclase−domain−containing−protein
FecR−domain−containing−protein
HoxN/HupN/NixA−family−nickel/cobalt−transporter
rhodanese−like−domain−containing−protein
transcriptional−regulator−FtrA
CTP−synthase
preprotein−translocase−subunit−SecG
triose−phosphate−isomerase
alpha/beta−fold−hydrolase
DNA−topoisomerase−IV−subunit−B
AI−2E−family−transporter
GNAT−family−N−acetyltransferase
DUF2336−domain−containing−protein
flavin−reductase−family−protein
nitroreductase
hypothetical−protein
lysophospholipid−acyltransferase−family−protein
threonine−−tRNA−ligase
DUF1697−domain−containing−protein
membrane−protein−insertion−efficiency−factor−YidD
iron−sulfur−cluster−assembly−scaffold−protein
GTP−cyclohydrolase−I−FolE
phosphoribosyl−AMP−cyclohydrolase
patatin−like−phospholipase−family−protein
CBS−domain−containing−protein
rhomboid−family−intramembrane−serine−protease
PAS−domain−containing−protein
PilZ−domain−containing−protein
prolyl−aminopeptidase
transglutaminase−like−cysteine−peptidase
hypothetical−protein
D−alanyl−D−alanine−carboxypeptidase
hypothetical−protein
DUF1489−family−protein
L−serine−ammonia−lyase
DUF599−family−protein
DUF1624−domain−containing−protein
isoprenylcysteine−carboxylmethyltransferase−family−protein
MerR−family−DNA−binding−transcriptional−regulator
peptide−deformylase
hypothetical−protein
hypothetical−protein
hypothetical−protein
lipoyloctanoyl−transferase−LipB
hypothetical−protein
hypothetical−protein
helix−turn−helix−transcriptional−regulator
DMT−family−transporter
acetyl/propionyl/methylcrotonyl−CoA−carboxylase−subunit−alpha
S−hydroxymethylglutathione−dehydrogenase/class−III−alcohol−dehydrogenase
YaiI/YqxD−family−protein
S−formylglutathione−hydrolase
quaternary−ammonium−compound−efflux−SMR−transporter−SugE
DoxX−family−protein
DoxX−family−protein
acyl−CoA−carboxylase−subunit−beta
hypothetical−protein
ATPase
HAD−IA−family−hydrolase
RluA−family−pseudouridine−synthase
copper−chaperone−PCuAC
glycine−cleavage−system−aminomethyltransferase−GcvT
glycine−cleavage−system−protein−GcvH
aminomethyl−transferring−glycine−dehydrogenase
putative−addiction−module−antidote−protein
transporter
Fe−S−cluster−assembly−scaffold−SufA
SUF−system−Fe−S−cluster−assembly−protein
cysteine−desulfurase
Fe−S−cluster−assembly−protein−SufD
Fe−S−cluster−assembly−ATPase−SufC
Fe−S−cluster−assembly−protein−SufB
cysteine−desulfurase
alpha/beta−hydrolase
GNAT−family−N−acetyltransferase
caspase−family−protein
tyrosine−−tRNA−ligase
hypothetical−protein
hypothetical−protein
peroxiredoxin
ferritin−like−domain−containing−protein
peptidoglycan−DD−metalloendopeptidase−family−protein
DEAD/DEAH−box−helicase
NUDIX−domain−containing−protein
TfoX/Sxy−family−protein
molybdopterin−binding/glycosyltransferase−family−2−protein
XdhC−family−protein
XdhC−family−protein
VWA−domain−containing−protein
MoxR−family−ATPase
flavin−reductase
ABC−transporter−substrate−binding−protein
ribulose−phosphate−3−epimerase
hypothetical−protein
adenylosuccinate−lyase
low−affinity−iron−permease−family−protein
DUF2189−domain−containing−protein
serine−hydrolase−family−protein
phosphoribosylaminoimidazolesuccinocarboxamide−synthase
phosphoribosylformylglycinamidine−synthase−subunit−PurS
phosphoribosylformylglycinamidine−synthase−subunit−PurQ
hypothetical−protein
AAA−family−ATPase
DUF1127−domain−containing−protein
PLP−dependent−aminotransferase−family−protein
acyloxyacyl−hydrolase
phosphoribosylformylglycinamidine−synthase−subunit−PurL
BolA−family−transcriptional−regulator
hypothetical−protein
hypothetical−protein
Grx4−family−monothiol−glutaredoxin
multidrug−effflux−MFS−transporter
multidrug−effflux−MFS−transporter
adenylate/guanylate−cyclase−domain−containing−protein
inositol−monophosphatase
inositol−monophosphatase
tRNA−2−thiocytidine32−synthetase−TtcA
glutaminase
30S−ribosomal−protein−S4
CopG−family−transcriptional−regulator
PIN−domain−containing−protein
ATP−binding−protein
alpha−hydroxy−acid−oxidizing−protein
GNAT−family−N−acetyltransferase
glutamate−racemase
RNA−methyltransferase
hypothetical−protein
NADP−dependent−isocitrate−dehydrogenase
glutathione−S−transferase−family−protein
AraC−family−transcriptional−regulator
alanine−−tRNA−ligase
recombinase−RecA
carbohydrate−kinase−family−protein
pseudouridine−5−phosphate−glycosidase
tryptophan−−tRNA−ligase
response−regulator
flagellar−biosynthetic−protein−FliO
RNA−polymerase−binding−protein−DksA
histidine−phosphatase−family−protein
YcjX−family−protein
TIGR01620−family−protein
hypothetical−protein
2−amino−4−hydroxy−6−−hydroxymethyldihydropteridine−diphosphokinase
dihydroneopterin−aldolase
dihydropteroate−synthase
DUF922−domain−containing−protein
2Fe−2S−binding−protein
Hpt−domain−containing−protein
hypothetical−protein
RcnB−family−protein
glycoside−hydrolase−family−43−protein
L−glyceraldehyde−3−phosphate−reductase
Gfo/Idh/MocA−family−oxidoreductase
sugar−phosphate−isomerase/epimerase
glycoside−hydrolase−family−2−protein
ABC−transporter−ATP−binding−protein
carbohydrate−ABC−transporter−permease
sugar−ABC−transporter−permease
carbohydrate−ABC−transporter−substrate−binding−protein
substrate−binding−domain−containing−protein
NADP−dependent−phosphogluconate−dehydrogenase
SRPBCC−family−protein
membrane−integrity−associated−transporter−subunit−PqiC
MCE−family−protein
ATP−binding−cassette−domain−containing−protein
ABC−transporter−permease
MFS−transporter
UDP−2−3−diacylglucosamine−diphosphatase
NADP−dependent−malic−enzyme
hypothetical−protein
ankyrin−repeat−domain−containing−protein
TolB−family−protein
NAD+−synthase
LTA−synthase−family−protein
DUF1003−domain−containing−protein
3−deoxy−7−phosphoheptulonate−synthase−class−II
glutathione−disulfide−reductase
DUF2059−domain−containing−protein
ribose−5−phosphate−isomerase−RpiA
phosphoglycolate−phosphatase
L−D−transpeptidase−family−protein
class−II−fumarate−hydratase
fumarate−hydratase
GGDEF−domain−containing−protein
pyridoxamine−5−phosphate−oxidase−family−protein
alpha/beta−fold−hydrolase
MarR−family−transcriptional−regulator
low−temperature−requirement−protein−A
DUF971−domain−containing−protein
GTP−3−8−cyclase−MoaA
HAMP−domain−containing−protein
DMT−family−transporter
molybdenum−cofactor−guanylyltransferase
molybdopterin−guanine−dinucleotide−biosynthesis−protein−B
OmpA−family−protein
transporter−substrate−binding−domain−containing−protein
ABC−transporter−permease
ABC−transporter−permease
aspartate−semialdehyde−dehydrogenase
methyltransferase−domain−containing−protein
glutathione−S−transferase−family−protein
winged−helix−turn−helix−transcriptional−regulator
SRPBCC−family−protein
ATP−binding−cassette−domain−containing−protein
aliphatic−sulfonate−ABC−transporter−permease−SsuC
FMNH2−dependent−alkanesulfonate−monooxygenase
aliphatic−sulfonate−ABC−transporter−substrate−binding−protein
NADP−dependent−oxidoreductase
Lrp/AsnC−family−transcriptional−regulator
uracil−DNA−glycosylase−family−protein
thermonuclease−family−protein
HAMP−domain−containing−histidine−kinase
diacylglycerol−kinase
nicotinate−nucleotide−−dimethylbenzimidazole−phosphoribosyltransferase
adenosylcobinamide−GDP−ribazoletransferase
DUF1289−domain−containing−protein
TIGR02281−family−clan−AA−aspartic−protease
EamA−family−transporter
GNAT−family−N−acetyltransferase
bifunctional−folylpolyglutamate−synthase/dihydrofolate−synthase
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
hypothetical−protein
extensin−family−protein
acyl−CoA−thioesterase
hypothetical−protein
sel1−repeat−family−protein
sel1−repeat−family−protein
hypothetical−protein
MFS−transporter
excinuclease−ABC−subunit−UvrB
SRPBCC−domain−containing−protein
adenylate/guanylate−cyclase−domain−containing−protein
hypothetical−protein
cold−shock−protein
IS66−family−insertion−sequence−hypothetical−protein
IS66−family−insertion−sequence−element−accessory−protein−TnpB
IS66−family−transposase
tRNA−dihydrouridine20/20a−synthase−DusA
fumarylacetoacetate−hydrolase−family−protein
gamma−carbonic−anhydrase−family−protein
transcriptional−repressor
zinc−ABC−transporter−permease−subunit−ZnuB
metal−ABC−transporter−ATP−binding−protein
zinc−ABC−transporter−substrate−binding−protein−ZnuA
GTP−binding−protein
PAS−domain−containing−protein
lipid−A−biosynthesis−lauroyl−acyltransferase
zinc−binding−dehydrogenase
beta−ketoacyl−ACP−synthase
beta−ketoacyl−ACP−synthase
beta−hydroxyacyl−ACP−dehydratase
acyl−carrier−protein
L−D−transpeptidase
cobalamin−biosynthesis−protein
threonine−phosphate−decarboxylase
cobyrinate−a−c−diamide−synthase
uroporphyrinogen−III−C−methyltransferase
nucleoside−hydrolase
cobalamin−biosynthesis−protein
TSUP−family−transporter
nuclear−transport−factor−2−family−protein
helix−turn−helix−transcriptional−regulator
cobIyrinic−acid−a−c−diamide−adenosyltransferase
transcriptional−regulator
cobaltochelatase−subunit−CobN
cobalamin−biosynthesis−protein−CobW
bifunctional−adenosylcobinamide−kinase/adenosylcobinamide−phosphate−guanylyltransferase
chloride−channel−protein
cobyric−acid−synthase
hypothetical−protein
ABC−transporter−substrate−binding−protein
proline/glycine−betaine−ABC−transporter−permease
glycine−betaine/L−proline−ABC−transporter−ATP−binding−protein
betaine−−homocysteine−S−methyltransferase
UDP−galactopyranose−mutase
DUF707−domain−containing−protein
glycosyltransferase
glycosyltransferase−family−2−protein
glycosyltransferase−family−2−protein
phosphodiester−glycosidase−family−protein
4Fe−4S−dicluster−domain−containing−protein
trimethylamine−methyltransferase−family−protein
B12−binding−domain−containing−protein
entericidin−A/B−family−lipoprotein
DUF1638−domain−containing−protein
virulence−factor
methylenetetrahydrofolate−reductase−C−terminal−domain−containing−protein
methylenetetrahydrofolate−reductase
methyltetrahydrofolate−cobalamin−methyltransferase
hypothetical−protein
DUF4445−domain−containing−protein
LysR−family−transcriptional−regulator
DUF1127−domain−containing−protein
GlxA−family−transcriptional−regulator
diguanylate−cyclase
response−regulator
mechanosensitive−ion−channel−family−protein
iron−ABC−transporter−permease
ABC−transporter−substrate−binding−protein
ABC−transporter−ATP−binding−protein
DUF1636−domain−containing−protein
FAD/NADP−binding−protein
hypothetical−protein
SfnB−family−sulfur−acquisition−oxidoreductase
Rrf2−family−transcriptional−regulator
FAD/NADP−binding−protein
DUF4111−domain−containing−protein
hypothetical−protein
PhzF−family−phenazine−biosynthesis−protein
NUDIX−hydrolase
endonuclease/exonuclease/phosphatase−family−protein
isopenicillin−N−synthase−family−oxygenase
ABC−transporter−ATP−binding−protein
iron−ABC−transporter−permease
ABC−transporter−substrate−binding−protein
aldo/keto−reductase
IS110−family−transposase
PLP−dependent−aminotransferase−family−protein
AbrB/MazE/SpoVT−family−DNA−binding−domain−containing−protein
type−II−toxin−antitoxin−system−VapC−family−toxin
class−I−SAM−dependent−methyltransferase
ketol−acid−reductoisomerase
TetR/AcrR−family−transcriptional−regulator
AraC−family−transcriptional−regulator
NADP−dependent−alcohol−dehydrogenase
NADP/FAD−dependent−oxidoreductase
Lrp/AsnC−family−transcriptional−regulator
aspartate/glutamate−racemase−family−protein
MarR−family−transcriptional−regulator
GNAT−family−N−acetyltransferase
TetR/AcrR−family−transcriptional−regulator
MFS−transporter
FAD−dependent−monooxygenase
helix−turn−helix−transcriptional−regulator
SDR−family−oxidoreductase
pyridoxine−5−phosphate−synthase
ATP−dependent−RecD−like−DNA−helicase
nitrile−hydratase−accessory−protein
nitrile−hydratase−subunit−beta
nitrile−hydratase−subunit−alpha
LysE−family−translocator
aldo/keto−reductase
capsular−biosynthesis−protein
acetolactate−synthase−small−subunit
acetolactate−synthase−3−large−subunit
ATP−binding−protein
tRNA−adenosine37−N6−dimethylallyltransferase−MiaA
phosphoserine−phosphatase−SerB
GNAT−family−N−acetyltransferase
GNAT−family−N−acetyltransferase
DegQ−family−serine−endoprotease
protease−modulator−HflC
FtsH−protease−activity−modulator−HflK
dihydrofolate−reductase
NADP−dependent−oxidoreductase
helix−turn−helix−transcriptional−regulator
N−acetyltransferase
thymidylate−synthase
hypothetical−protein
DUF4169−family−protein
ribbon−helix−helix−domain−containing−protein
AsmA−family−protein
FAD−binding−protein
transporter−substrate−binding−domain−containing−protein
amino−acid−ABC−transporter−permease
amino−acid−ABC−transporter−permease
amino−acid−ABC−transporter−ATP−binding−protein
AraC−family−transcriptional−regulator
DUF2000−family−protein
OmpA−family−protein
flagellin−C
efflux−RND−transporter−permease−subunit
efflux−RND−transporter−periplasmic−adaptor−subunit
UvrD−helicase−domain−containing−protein
SDR−family−oxidoreductase
TetR/AcrR−family−transcriptional−regulator
L−fucose:H+−symporter−permease
bifunctional−nicotinamidase/pyrazinamidase
glycosyltransferase−family−4−protein
hypothetical−protein
transcriptional−regulator−GcvA
SDR−family−oxidoreductase
pantoate−−beta−alanine−ligase
3−methyl−2−oxobutanoate−hydroxymethyltransferase
DUF2164−domain−containing−protein
AzlC−family−ABC−transporter−permease
AzlD−family−protein
aminopeptidase−P−family−protein
hypothetical−protein
50S−ribosomal−protein−L11−methyltransferase
FAD−dependent−monooxygenase
SCO−family−protein
hypothetical−protein
purine−binding−chemotaxis−protein−CheW
CreA−family−protein
hypothetical−protein
SRPBCC−family−protein
helix−turn−helix−transcriptional−regulator
GNAT−family−N−acetyltransferase
NAD−dependent−DNA−ligase−LigA
CDP−diacylglycerol−diphosphatase
acetyltransferase
DNA−repair−protein−RecN
outer−membrane−protein−assembly−factor−BamD
UDP−3−O−acyl−N−acetylglucosamine−deacetylase
cell−division−protein−FtsZ
cell−division−protein−FtsA
cell−division−protein−FtsQ/DivIB
D−alanine−−D−alanine−ligase
aquaporin−Z
MHS−family−MFS−transporter
UDP−N−acetylmuramate−dehydrogenase
UDP−N−acetylmuramate−−L−alanine−ligase
undecaprenyldiphospho−muramoylpentapeptide−beta−N−acetylglucosaminyltransferase
putative−lipid−II−flippase−FtsW
UDP−N−acetylmuramoyl−L−alanine−−D−glutamate−ligase
phospho−N−acetylmuramoyl−pentapeptide−−transferase
UDP−N−acetylmuramoylalanyl−D−glutamyl−2−−6−diaminopimelate−−D−alanyl−D−alanine−ligase
UDP−N−acetylmuramoyl−L−alanyl−D−glutamate−−2−−6−diaminopimelate−ligase
penicillin−binding−protein−2
hypothetical−protein
16S−rRNA−cytosine1402−N4−methyltransferase−RsmH
division/cell−wall−cluster−transcriptional−repressor−MraZ
FAD−binding−oxidoreductase
transglycosylase−SLT−domain−containing−protein
N−acetylmuramoyl−L−alanine−amidase
DnaJ−family−molecular−chaperone
pyrophosphate−−fructose−6−phosphate−1−phosphotransferase
LysE−family−translocator
transglycosylase−SLT−domain−containing−protein
serine−hydrolase
DUF3419−family−protein
methyltransferase−domain−containing−protein
glycoside−hydrolase−family−25−protein
lytic−murein−transglycosylase
DMT−family−transporter
methylenetetrahydrofolate−reductase−[NADPH]
metalloregulator−ArsR/SmtB−family−transcription−factor
energy−dependent−translational−throttle−protein−EttA
ribonuclease
alpha/beta−hydrolase
DMT−family−transporter
CoA−transferase
thiamine−pyrophosphate−binding−protein
RidA−family−protein
TIGR01244−family−phosphatase
DUF4432−family−protein
L−D−transpeptidase−family−protein
iron−containing−alcohol−dehydrogenase
aldehyde−dehydrogenase−family−protein
glutamine−synthetase
amino−acid−permease
N−formylglutamate−amidohydrolase
MurR/RpiR−family−transcriptional−regulator
ABC−transporter−substrate−binding−protein
ABC−transporter−permease−subunit
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
6−7−dimethyl−8−ribityllumazine−synthase
VOC−family−protein
phosphonate−metabolism−transcriptional−regulator−PhnF
methyltransferase−domain−containing−protein
ABC−transporter−ATP−binding−protein
Gfo/Idh/MocA−family−oxidoreductase
carbohydrate−ABC−transporter−permease
sugar−ABC−transporter−permease
carbohydrate−ABC−transporter−substrate−binding−protein
N−acetylglucosamine−kinase
GntR−family−transcriptional−regulator
methionine−synthase
AGE−family−epimerase/isomerase
heme−degrading−domain−containing−protein
polysaccharide−biosynthesis−protein
polysaccharide−lyase
hypothetical−protein
hypothetical−protein
phage−terminase−large−subunit
hypothetical−protein
methyltransferase
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
LexA−family−transcriptional−regulator
hypothetical−protein
DUF4440−domain−containing−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
N−acetyltransferase
SIMPL−domain−containing−protein
hypothetical−protein
hypothetical−protein
YjbQ−family−protein
DUF1428−domain−containing−protein
GNAT−family−N−acetyltransferase
LysR−family−transcriptional−regulator
MFS−transporter
hypothetical−protein
AraC−family−transcriptional−regulator
DMT−family−transporter
DUF930−domain−containing−protein
aminoglycoside−3−phosphotransferase
RNA−polymerase−sigma−factor−RpoD
L−threonine−3−dehydrogenase
glycine−C−acetyltransferase
SDR−family−oxidoreductase
DNA−helicase−RecQ
DNA−primase
hypothetical−protein
hypothetical−protein
GatB/YqeY−domain−containing−protein
glutamine−hydrolyzing−carbamoyl−phosphate−synthase−small−subunit
EVE−domain−containing−protein
MATE−family−efflux−transporter
TCR/Tet−family−MFS−transporter
LysR−family−transcriptional−regulator
aldo/keto−reductase
zinc−metallopeptidase
DUF2306−domain−containing−protein
LytTR−family−transcriptional−regulator
carbamoyl−phosphate−synthase−large−subunit
transcription−elongation−factor−GreA
glycosyltransferase−family−4−protein
glycosyltransferase−family−92−protein
glycosyl−transferase
Lrp/AsnC−family−transcriptional−regulator
thioredoxin−disulfide−reductase
LysR−family−transcriptional−regulator
helix−turn−helix−transcriptional−regulator
alkene−reductase
NADPH−binding−protein
LysR−family−transcriptional−regulator
GrpB−family−protein
DUF2188−domain−containing−protein
calcium:proton−antiporter
pyridoxal−phosphate−dependent−aminotransferase
PQQ−dependent−sugar−dehydrogenase
DMT−family−transporter
cold−shock−protein
BA14K−family−protein
nucleoside−kinase
MBL−fold−metallo−hydrolase
DUF1236−domain−containing−protein
hypothetical−protein
MarR−family−transcriptional−regulator
response−regulator
HAMP−domain−containing−protein
DUF1349−domain−containing−protein
tRNA−binding−protein
pyrroline−5−carboxylate−reductase
YbjN−domain−containing−protein
accessory−factor−UbiK−family−protein
prolipoprotein−diacylglyceryl−transferase
class−I−SAM−dependent−methyltransferase
peptidoglycan−editing−factor−PgeF
aminopeptidase−P−family−protein
hypothetical−protein
ribose−phosphate−pyrophosphokinase
MFS−transporter
hypothetical−protein
hypothetical−protein
50S−ribosomal−protein−L25/general−stress−protein−Ctc
EAL−domain−containing−protein
transporter−substrate−binding−domain−containing−protein
aminoacyl−tRNA−hydrolase
GNAT−family−N−acetyltransferase
ATP−dependent−Clp−protease−adapter−ClpS
redox−regulated−ATPase−YchF
hypothetical−protein
MaoC−family−dehydratase
MaoC−family−dehydratase
adenine−phosphoribosyltransferase
cytochrome−c1
cytochrome−b−N−terminal−domain−containing−protein
ubiquinol−cytochrome−c−reductase−iron−sulfur−subunit
endonuclease/exonuclease/phosphatase−family−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
hypothetical−protein
hypothetical−protein
oxygen−dependent−coproporphyrinogen−oxidase
hypothetical−protein
DUF1059−domain−containing−protein
CCA−tRNA−nucleotidyltransferase
CoA−pyrophosphatase
DUF1285−domain−containing−protein
MoxR−family−ATPase
DUF58−domain−containing−protein
DUF4159−domain−containing−protein
hypothetical−protein
GNAT−family−N−acetyltransferase
N−acetyltransferase
glutathione−S−transferase−family−protein
NUDIX−domain−containing−protein
metallophosphoesterase
RNA−polymerase−sigma−factor
anti−sigma−factor
hypothetical−protein
ABC−transporter−ATP−binding−protein
2−isopropylmalate−synthase
benzoate/H+−symporter−BenE−family−transporter
DeoR/GlpR−transcriptional−regulator
MFS−transporter
glyoxalase/bleomycin−resistance/extradiol−dioxygenase−family−protein
ATP−dependent−Clp−protease−proteolytic−subunit
DUF2076−domain−containing−protein
NADPH−dependent−7−cyano−7−deazaguanine−reductase−QueF
cation−transporter
5−6−dimethylbenzimidazole−synthase
TIGR02117−family−protein
anthranilate−synthase
ABC−F−family−ATP−binding−cassette−domain−containing−protein
TonB−dependent−hemoglobin/transferrin/lactoferrin−family−receptor
extensin−family−protein
protein−L−isoaspartate−O−methyltransferase
formate−−tetrahydrofolate−ligase
TIGR00645−family−protein
hypothetical−protein
autoinducer−binding−domain−containing−protein
DUF2333−family−protein
hypothetical−protein
cytochrome−c−family−protein
thymidine−kinase
choline−ABC−transporter−substrate−binding−protein
choline−ABC−transporter−permease−subunit
choline−ABC−transporter−ATP−binding−protein
HugZ−family−protein
winged−helix−turn−helix−transcriptional−regulator
aspartate−aminotransferase−family−protein
adenine−deaminase
hypothetical−protein
alpha−glucosidase
peptide−ABC−transporter−substrate−binding−protein
ABC−transporter−permease−subunit
ABC−transporter−permease−subunit
ABC−transporter−ATP−binding−protein
ATP−binding−cassette−domain−containing−protein
sugar−kinase
glycosyltransferase−family−1−protein
MarR−family−transcriptional−regulator
ribosome−biogenesis−GTPase−Der
tetratricopeptide−repeat−protein
NnrU−family−protein
polysaccharide−deacetylase
peptide−antibiotic−transporter−SbmA
PadR−family−transcriptional−regulator
type−I−methionyl−aminopeptidase
GNAT−family−N−acetyltransferase
DoxX−family−protein
SRPBCC−family−protein
RNA−polymerase−sigma−factor
YciI−family−protein
LD−carboxypeptidase
membrane−anchored−protein
glycerol−kinase−GlpK
3−hydroxybutyrate−dehydrogenase
xanthine−dehydrogenase−small−subunit
xanthine−dehydrogenase−molybdopterin−binding−subunit
hypothetical−protein
LysR−family−transcriptional−regulator
hypothetical−protein
urate−hydroxylase−PuuD
guanine−deaminase
alpha−hydroxy−acid−oxidizing−protein
Txe/YoeB−family−addiction−module−toxin
type−II−toxin−antitoxin−system−prevent−host−death−family−antitoxin
metallophosphoesterase−family−protein
hydroxyisourate−hydrolase
ureidoglycolate−lyase
DUF86−domain−containing−protein
2−oxo−4−hydroxy−4−carboxy−5−ureidoimidazoline−decarboxylase
allantoinase−PuuE
DUF1045−domain−containing−protein
FAD−binding−oxidoreductase
tRNA−5−methylaminomethyl−2−thiouridine34−methyltransferase−MnmD
AraC−family−transcriptional−regulator
oxidoreductase
response−regulator
trimethylamine−methyltransferase−family−protein
hypothetical−protein
DEAD/DEAH−box−helicase
GNAT−family−N−acetyltransferase
DMT−family−transporter
DMT−family−transporter
circularly−permuted−type−2−ATP−grasp−protein
alpha−E−domain−containing−protein
transglutaminase−family−protein
type−II−toxin−antitoxin−system−VapC−family−toxin
type−II−toxin−antitoxin−system−Phd/YefM−family−antitoxin
dihydroxy−acid−dehydratase
aldehyde−dehydrogenase−family−protein
GguC−protein
sugar−ABC−transporter−permease
sugar−ABC−transporter−ATP−binding−protein
sugar−binding−protein
LysR−family−transcriptional−regulator
hypothetical−protein
hypothetical−protein
inositol−2−dehydrogenase
winged−helix−turn−helix−transcriptional−regulator
hypothetical−protein
ATP−dependent−Clp−protease−proteolytic−subunit
ROK−family−transcriptional−regulator
D−xylose−ABC−transporter−substrate−binding−protein
sugar−ABC−transporter−permease
sugar−ABC−transporter−ATP−binding−protein
hypothetical−protein
hypothetical−protein
IS21−family−transposase
IS21−like−element−helper−ATPase−IstB
hypothetical−protein
porin
cupin−domain−containing−protein
GNAT−family−N−acetyltransferase
LysR−family−transcriptional−regulator
MFS−transporter
RNA−polymerase−sigma−factor
hypothetical−protein
hypothetical−protein
VOC−family−protein
phosphatase−PAP2−family−protein
response−regulator
phosphoethanolamine−−lipid−A−transferase
cupin−domain−containing−protein
LLM−class−flavin−dependent−oxidoreductase
MurR/RpiR−family−transcriptional−regulator
COG4280−domain−containing−protein
hypothetical−protein
histidine−phosphatase−family−protein
phytanoyl−CoA−dioxygenase−family−protein
AraC−family−transcriptional−regulator
PLP−dependent−aminotransferase−family−protein
pyridoxamine−5−phosphate−oxidase−family−protein
GNAT−family−N−acetyltransferase
GNAT−family−N−acetyltransferase
sterol−desaturase−family−protein
2−oxoisovalerate−dehydrogenase
PspA/IM30−family−protein
DUF1449−family−protein
flotillin
aspartyl/asparaginyl−beta−hydroxylase−domain−containing−protein
fluoride−efflux−transporter−CrcB
voltage−gated−chloride−channel−family−protein
class−I−SAM−dependent−methyltransferase
Gfo/Idh/MocA−family−oxidoreductase
ThuA−domain−containing−protein
QacE−family−quaternary−ammonium−compound−efflux−SMR−transporter
TetR−family−transcriptional−regulator
sn−glycerol−3−phosphate−ABC−transporter−ATP−binding−protein−UgpC
carbohydrate−ABC−transporter−permease
sugar−ABC−transporter−permease
extracellular−solute−binding−protein
sugar−phosphate−isomerase/epimerase
Gfo/Idh/MocA−family−oxidoreductase
substrate−binding−domain−containing−protein
group−II−truncated−hemoglobin
DUF423−domain−containing−protein
antibiotic−biosynthesis−monooxygenase
hypothetical−protein
DUF2325−domain−containing−protein
TonB−family−protein
hypothetical−protein
hemin−uptake−protein−HemP
hemin−degrading−factor
hemin−ABC−transporter−substrate−binding−protein
iron−ABC−transporter−permease
heme−ABC−transporter−ATP−binding−protein
DUF883−family−protein
hypothetical−protein
RNA−polymerase−sigma−factor
hypothetical−protein
response−regulator
sensor−histidine−kinase
NADP−dependent−oxidoreductase
NAD−dependent−dihydropyrimidine−dehydrogenase−subunit−PreA
TetR/AcrR−family−transcriptional−regulator
Zn−dependent−hydrolase
DUF559−domain−containing−protein
dihydropyrimidinase
cupin−domain−containing−protein
ABC−transporter−ATP−binding−protein
hypothetical−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−substrate−binding−protein
efflux−RND−transporter−periplasmic−adaptor−subunit
efflux−RND−transporter−permease−subunit
urease−accessory−protein−UreG
urease−accessory−protein−UreF
urease−accessory−protein−UreE
GGDEF−domain−containing−protein
urease−subunit−alpha
Urease−operon−accessory−protein
DUF1311−domain−containing−protein
urease−subunit−beta
DUF1272−domain−containing−protein
urease−subunit−gamma
urease−accessory−protein−UreD
class−I−SAM−dependent−methyltransferase
D−glycerate−dehydrogenase
branched−chain−amino−acid−ABC−transporter−substrate−binding−protein
hypothetical−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
high−affinity−branched−chain−amino−acid−ABC−transporter−permease−LivM
branched−chain−amino−acid−ABC−transporter−permease
GcvT−family−protein
sarcosine−oxidase−subunit−gamma
sarcosine−oxidase−subunit−alpha−family−protein
sarcosine−oxidase−subunit−delta
sarcosine−oxidase−subunit−beta−family−protein
32−5−bisphosphate−nucleotidase−CysQ
DUF1153−domain−containing−protein
N−acetyltransferase
flagellar−export−protein−FliJ
response−regulator−transcription−factor
response−regulator
histidine−phosphotransferase
DUF1134−domain−containing−protein
hypothetical−protein
RNA−methyltransferase
hypothetical−protein
RluA−family−pseudouridine−synthase
RNA−polymerase−sigma−factor−RpoH
hypothetical−protein
adenylosuccinate−synthase
GNAT−family−N−acetyltransferase
UDP−glucose/GDP−mannose−dehydrogenase−family−protein
NAD−dependent−epimerase
alpha/beta−hydrolase
flavin−reductase
class−I−SAM−dependent−methyltransferase
VOC−family−protein
RidA−family−protein
DMT−family−transporter
hypothetical−protein
alpha/beta−hydrolase
VOC−family−protein
type−II−toxin−antitoxin−system−Phd/YefM−family−antitoxin
type−II−toxin−antitoxin−system−VapC−family−toxin
uracil−DNA−glycosylase
AAA−family−ATPase
GcvT−family−protein
phosphotransferase−family−protein
DeoR/GlpR−transcriptional−regulator
LysR−family−transcriptional−regulator
YeiH−family−putative−sulfate−export−transporter
dihydroxy−acid−dehydratase−family−protein
NADP−dependent−oxidoreductase
efflux−RND−transporter−permease−subunit
efflux−RND−transporter−periplasmic−adaptor−subunit
alpha/beta−hydrolase
LysR−family−transcriptional−regulator
carboxymuconolactone−decarboxylase−family−protein
sigma−70−family−RNA−polymerase−sigma−factor
helix−turn−helix−transcriptional−regulator
DMT−family−transporter
GntR−family−transcriptional−regulator
cysteine−desulfurase−like−protein
4−hydroxy−2−oxovalerate−aldolase
pyridoxal−phosphate−dependent−aminotransferase
amino−acid−ABC−transporter−substrate−binding−protein
amino−acid−ABC−transporter−permease
MarR−family−transcriptional−regulator
NADP/FAD−dependent−oxidoreductase
cyclase−family−protein
NADP/FAD−dependent−oxidoreductase
MarR−family−transcriptional−regulator
MFS−transporter
indolepyruvate−oxidoreductase−subunit−beta−family−protein
indolepyruvate−ferredoxin−oxidoreductase−subunit−alpha
peptide−ABC−transporter−substrate−binding−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
AMP−binding−protein
bifunctional−salicylyl−CoA−5−hydroxylase/oxidoreductase
SDR−family−oxidoreductase
enoyl−CoA−hydratase−family−protein
acyl−CoA−dehydrogenase−family−protein
acyl−CoA−dehydrogenase
acyl−CoA−thioesterase
RidA−family−protein
enoyl−CoA−hydratase/isomerase−family−protein
adenylate/guanylate−cyclase−domain−containing−protein
SDR−family−oxidoreductase
SDR−family−oxidoreductase
LysR−family−transcriptional−regulator
LLM−class−flavin−dependent−oxidoreductase
hypothetical−protein
OsmC−family−protein
glycerate−kinase
hypothetical−protein
gamma−glutamyltransferase
MFS−transporter
VOC−family−protein
L−fuconate−dehydratase
CoA−transferase
carboxymuconolactone−decarboxylase−family−protein
hypothetical−protein
cupin−domain−containing−protein
MetQ/NlpA−family−lipoprotein
methionine−ABC−transporter−ATP−binding−protein
ABC−transporter−permease
hydroxyacid−dehydrogenase
DNA−3−methyladenine−glycosylase−I
DUF982−domain−containing−protein
DUF982−domain−containing−protein
DUF982−domain−containing−protein
hypothetical−protein
hypothetical−protein
PilZ−domain−containing−protein
hypothetical−protein
tRNA−2−thiouridine34−synthase−MnmA
CDP−alcohol−phosphatidyltransferase−family−protein
hypothetical−protein
phosphatidate−cytidylyltransferase
1−acyl−sn−glycerol−3−phosphate−acyltransferase
phosphoglycerate−dehydrogenase
phosphoserine−transaminase
glycosyltransferase−family−25−protein
porin−family−protein
porin−family−protein
hypothetical−protein
phosphoglucosamine−mutase
ATP−dependent−zinc−metalloprotease−FtsH
tRNA−lysidine34−synthetase−TilS
tol−pal−system−protein−YbgF
peptidoglycan−associated−lipoprotein−Pal
Tol−Pal−system−protein−TolB
hypothetical−protein
hypothetical−protein
protein−TolR
protein−TolQ
tol−pal−system−associated−acyl−CoA−thioesterase
NAD−dependent−epimerase/dehydratase−family−protein
glycosyl−transferase
NADP−dependent−oxidoreductase
DinB−family−protein
NUDIX−hydrolase
metallophosphoesterase
Holliday−junction−branch−migration−DNA−helicase−RuvB
Holliday−junction−branch−migration−protein−RuvA
type−II−toxin−antitoxin−system−VapC−family−toxin
AbrB/MazE/SpoVT−family−DNA−binding−domain−containing−protein
crossover−junction−endodeoxyribonuclease−RuvC
LLM−class−flavin−dependent−oxidoreductase
DoxX−family−protein
tetratricopeptide−repeat−protein
MBL−fold−metallo−hydrolase
sigma−70−family−RNA−polymerase−sigma−factor
anti−sigma−factor
YebC/PmpR−family−DNA−binding−transcriptional−regulator
hypothetical−protein
MBL−fold−metallo−hydrolase
TIGR00282−family−metallophosphoesterase
5−formyltetrahydrofolate−cyclo−ligase
HAD−family−hydrolase
virulence−factor−family−protein
bifunctional−lysylphosphatidylglycerol−flippase/synthetase−MprF
SRPBCC−domain−containing−protein
helix−turn−helix−transcriptional−regulator
helix−turn−helix−domain−containing−protein
SDR−family−NADP−dependent−oxidoreductase
SDR−family−oxidoreductase
MarR−family−transcriptional−regulator
chloride−channel−protein
cell−division−protein−ZapA
DUF4164−domain−containing−protein
transketolase
type−I−glyceraldehyde−3−phosphate−dehydrogenase
potassium/proton−antiporter
phosphoglycerate−kinase
fructose−bisphosphate−aldolase−class−I
serine−hydrolase
PhzF−family−phenazine−biosynthesis−protein
hypothetical−protein
MFS−transporter
DUF1192−domain−containing−protein
DUF1465−family−protein
TetM/TetW/TetO/TetS−family−tetracycline−resistance−ribosomal−protection−protein
50S−ribosomal−protein−L31
ATP−binding−cassette−domain−containing−protein
YegP−family−protein
YciI−family−protein
RNA−polymerase−subunit−sigma−70
peptidoglycan−−binding−protein
flagellar−motor−protein−MotA
inositol−monophosphatase
sel1−repeat−family−protein
thiamine−phosphate−synthase
winged−helix−turn−helix−transcriptional−regulator
DUF465−domain−containing−protein
DUF465−domain−containing−protein
5−carboxyaminoimidazole−ribonucleotide−mutase
5−carboxyaminoimidazole−ribonucleotide−synthase
type−B−50S−ribosomal−protein−L36
hypothetical−protein
IS110−family−transposase
LysR−family−transcriptional−regulator
tautomerase−family−protein
cupin−domain−containing−protein
DUF4865−family−protein
threonine/serine−dehydratase
LysE−family−translocator
NADP−dependent−oxidoreductase
pyruvate−kinase
DUF1036−domain−containing−protein
N−formylglutamate−amidohydrolase
DUF1244−domain−containing−protein
DUF2312−domain−containing−protein
nitronate−monooxygenase
NADP−dependent−oxidoreductase
branched−chain−amino−acid−aminotransferase
FAD−dependent−oxidoreductase
hypothetical−protein
polysaccharide−deacetylase−family−protein
glycosyltransferase−family−25−protein
hypothetical−protein
DUF882−domain−containing−protein
sigma−54−dependent−Fis−family−transcriptional−regulator
M3−family−oligoendopeptidase
aminodeoxychorismate−synthase−component−I
aminotransferase−class−IV−family−protein
GTP−cyclohydrolase
homospermidine−synthase
hypothetical−protein
hypothetical−protein
5−nucleotidase−C−terminal−domain−containing−protein
ferrochelatase
serine−protease
SPFH/Band−7/PHB−domain−protein
NfeD−family−protein
KpsF/GutQ−family−sugar−phosphate−isomerase
outer−membrane−beta−barrel−protein
UTP−−glucose−1−phosphate−uridylyltransferase−GalU
lytic−murein−transglycosylase
DUF459−domain−containing−protein
hypothetical−protein
glutamate−synthase−subunit−beta
glutamate−synthase−large−subunit
low−specificity−L−threonine−aldolase
LysR−family−transcriptional−regulator
bile−acid:sodium−symporter
IS200/IS605−family−transposase
Hsp20−family−protein
DUF2000−domain−containing−protein
Lrp/AsnC−family−transcriptional−regulator
cyclic−nucleotide−binding−domain−containing−protein
alpha/beta−hydrolase
histidinol−phosphatase
YcxB−family−protein
N−formylglutamate−amidohydrolase
response−regulator
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
DUF475−domain−containing−protein
mannose−1−phosphate−guanylyltransferase/mannose−6−phosphate−isomerase
transglutaminase−family−protein
circularly−permuted−type−2−ATP−grasp−protein
transglutaminase−family−protein
VWA−domain−containing−protein
glycogen/starch/alpha−glucan−phosphorylase
1−4−alpha−glucan−branching−protein−GlgB
glucose−1−phosphate−adenylyltransferase
glycogen−synthase−GlgA
alpha−D−glucose−phosphate−specific−phosphoglucomutase
glycogen−debranching−protein−GlgX
MaoC−family−dehydratase
sarcosine−oxidase−subunit−gamma
sarcosine−oxidase−subunit−alpha
sarcosine−oxidase−subunit−delta
hypothetical−protein
sarcosine−oxidase−subunit−beta−family−protein
hypothetical−protein
30S−ribosomal−protein−S21
tetratricopeptide−repeat−protein
FAD−binding−oxidoreductase
sensor−histidine−kinase
NADP+−transhydrogenase−Re/Si−specific−subunit−beta
NADP−transhydrogenase−subunit−alpha
Re/Si−specific−NADP+−transhydrogenase−subunit−alpha
aa3−type−cytochrome−c−oxidase−subunit−IV
EAL−domain−containing−protein
TRAP−transporter−substrate−binding−protein
gamma−glutamyl−gamma−aminobutyrate−hydrolase−family−protein
2−hydroxyacid−dehydrogenase
LacI−family−DNA−binding−transcriptional−regulator
winged−helix−turn−helix−transcriptional−regulator
creatininase−family−protein
GTP−binding−protein
WD40−repeat−domain−containing−protein
serine−O−acetyltransferase
alkaline−phosphatase−family−protein
c−type−cytochrome
N−acetyltransferase
type−III−PLP−dependent−enzyme
LysR−family−transcriptional−regulator
DUF1007−family−protein
nickel/cobalt−transporter
hypothetical−protein
tellurite−resistance−TerB−family−protein
2−dehydro−3−deoxy−phosphogluconate−aldolase
CYTH−domain−containing−protein
CHAD−domain−containing−protein
FAD−dependent−oxidoreductase
winged−helix−turn−helix−transcriptional−regulator
rhodanese−related−sulfurtransferase
EAL−domain−containing−protein
NADPH−dependent−oxidoreductase
beta−glucosidase
DoxX−family−protein
Gfo/Idh/MocA−family−oxidoreductase
sugar−phosphate−isomerase/epimerase
substrate−binding−domain−containing−protein
ABC−transporter−permease
sugar−ABC−transporter−ATP−binding−protein
LacI−family−DNA−binding−transcriptional−regulator
VOC−family−protein
xylose−isomerase
xylulokinase
LacI−family−DNA−binding−transcriptional−regulator
DHA2−family−efflux−MFS−transporter−permease−subunit
HlyD−family−secretion−protein
TetR/AcrR−family−transcriptional−regulator
GyrI−like−domain−containing−protein
TerC−family−protein
hypothetical−protein
glutamate−−tRNA−ligase
lysine−−tRNA−ligase
hypothetical−protein
hypothetical−protein
LysR−family−transcriptional−regulator
exonuclease
ABC−transporter−substrate−binding−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
ABC−transporter−permease
gamma−aminobutyraldehyde−dehydrogenase
DUF1328−domain−containing−protein
DUF1345−domain−containing−protein
SDR−family−oxidoreductase
extracellular−solute−binding−protein
dehydratase
Gfo/Idh/MocA−family−oxidoreductase
L−rhamnose−mutarotase
mandelate−racemase/muconate−lactonizing−enzyme−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
IclR−family−transcriptional−regulator
amidohydrolase
MaoC−family−dehydratase
CoA−transferase
transaldolase
sugar−binding−transcriptional−regulator
bifunctional−helix−turn−helix−domain−containing−protein/methylated−DNA−−[protein]−cysteine−S−methyltransferase
DUF2244−domain−containing−protein
endonuclease−III
sulfate−transporter−family−protein
MurR/RpiR−family−transcriptional−regulator
FGGY−family−carbohydrate−kinase
HAD−family−hydrolase
mannitol−dehydrogenase−family−protein
ABC−transporter−ATP−binding−protein
carbohydrate−ABC−transporter−permease
sugar−ABC−transporter−permease
sugar−ABC−transporter−substrate−binding−protein
sugar−binding−transcriptional−regulator
RbsD/FucU−family−protein
response−regulator−transcription−factor
sensor−histidine−kinase
ROK−family−protein
copper−homeostasis−protein−CutC
exopolysaccharide−biosynthesis−protein
DHA2−family−efflux−MFS−transporter−permease−subunit
SpoVR−family−protein
YeaH/YhbH−family−protein
PrkA−family−serine−protein−kinase
DNA−gyrase−inhibitor−YacG
Maf−like−protein
translation−initiation−factor−IF−1
low−molecular−weight−phosphatase−family−protein
UPF0262−family−protein
histidinol−dehydrogenase
DUF2948−family−protein
UDP−N−acetylglucosamine−1−carboxyvinyltransferase
hypothetical−protein
hypothetical−protein
IS66−family−insertion−sequence−hypothetical−protein
IS66−family−insertion−sequence−element−accessory−protein−TnpB
IS66−family−transposase
hypothetical−protein
D−alanine−−D−alanine−ligase
CAP−Gly−domain−protein
AraC−family−transcriptional−regulator
oxidoreductase
hypothetical−protein
4−hydroxythreonine−4−phosphate−dehydrogenase−PdxA
VOC−family−protein
serine/threonine−protein−phosphatase
efflux−RND−transporter−permease−subunit
efflux−RND−transporter−periplasmic−adaptor−subunit
TetR−family−transcriptional−regulator
hypothetical−protein
OsmC−family−protein
FadR−family−transcriptional−regulator
galactonate−dehydratase
Bax−inhibitor−1/YccA−family−protein
anti−sigma−factor
sigma−70−family−RNA−polymerase−sigma−factor
bestrophin−family−protein
peptide−methionine−S−S−oxide−reductase−MsrA
SlyX−family−protein
metallophosphoesterase
ABC−transporter−ATP−binding−protein
sugar−ABC−transporter−permease
carbohydrate−ABC−transporter−permease
ABC−transporter−substrate−binding−protein
substrate−binding−domain−containing−protein
3−hydroxyacyl−CoA−dehydrogenase
aldehyde−dehydrogenase−NADP+
mechanosensitive−ion−channel−family−protein
NADPH−dependent−oxidoreductase
TetR/AcrR−family−transcriptional−regulator
carboxypeptidase
dienelactone−hydrolase−family−protein
isochorismatase−family−protein
MarR−family−transcriptional−regulator
haloalkane−dehalogenase
amino−acid−ABC−transporter−substrate−binding−protein
FAD−dependent−oxidoreductase
alpha/beta−hydrolase
class−I−SAM−dependent−methyltransferase
hypothetical−protein
M23−family−metallopeptidase
ATP−dependent−chaperone−ClpB
DUF4167−domain−containing−protein
peptide−chain−release−factor−N5−glutamine−methyltransferase
peptide−chain−release−factor−1
phosphoenolpyruvate−−protein−phosphotransferase
aspartate−kinase
hypothetical−protein
bifunctional−2−polyprenyl−6−hydroxyphenol−methylase/3−demethylubiquinol−3−O−methyltransferase−UbiG
DUF3291−domain−containing−protein
DUF1178−family−protein
carbon−nitrogen−hydrolase−family−protein
glutaredoxin−3
ComF−family−protein
methyltransferase−domain−containing−protein
Flp−family−type−IVb−pilin
hypothetical−protein
hypothetical−protein
8−oxo−dGTP−diphosphatase−MutT
GNAT−family−N−acetyltransferase
bifunctional−glutamate−N−acetyltransferase/amino−acid−acetyltransferase−ArgJ
peptidylprolyl−isomerase
preprotein−translocase−subunit−SecA
glutathione−S−transferase−family−protein
lipopolysaccharide−biosynthesis−protein
GNAT−family−N−acetyltransferase
AMP−binding−protein
aldo/keto−reductase
class−I−SAM−dependent−methyltransferase
TetR/AcrR−family−transcriptional−regulator
MFS−transporter
tyrosine−type−recombinase/integrase
AlpA−family−transcriptional−regulator
hypothetical−protein
phage−terminase−large−subunit−family−protein
IS21−family−transposase
IS21−like−element−helper−ATPase−IstB
helix−turn−helix−transcriptional−regulator
hypothetical−protein
DedA−family−protein
disulfide−bond−formation−protein−B
HNH−endonuclease
DNA−3−methyladenine−glycosylase−2−family−protein
tRNA−glutamyl−Q34−synthetase−GluQRS
YihY/virulence−factor−BrkB−family−protein
SDR−family−oxidoreductase
twin−transmembrane−helix−small−protein
cobIyrinic−acid−a−c−diamide−adenosyltransferase
electron−transfer−flavoprotein−subunit−beta/FixA−family−protein
electron−transfer−flavoprotein−subunit−alpha/FixB−family−protein
3−hydroxybutyryl−CoA−dehydrogenase
TlpA−family−protein−disulfide−reductase
argininosuccinate−lyase
lipoprotein
diaminopimelate−decarboxylase
TIGR02302−family−protein
cupin−domain−containing−protein
response−regulator
hypoxanthine−phosphoribosyltransferase
hypothetical−protein
cell−division−ATP−binding−protein−FtsE
ABC−transporter−permease
YdcF−family−protein
1−acyl−sn−glycerol−3−phosphate−acyltransferase
gamma−glutamylcyclotransferase
DUF2125−domain−containing−protein
prephenate/arogenate−dehydrogenase−family−protein
histidinol−phosphate−transaminase
class−I−SAM−dependent−methyltransferase
hydroxyacylglutathione−hydrolase
cupin−domain−containing−protein
esterase−family−protein
EamA−family−transporter
DUF3108−domain−containing−protein
50S−ribosomal−protein−L28
queuosine−precursor−transporter
esterase−like−activity−of−phytase−family−protein
cobaltochelatase−subunit−CobT
cobaltochelatase−subunit−CobS
J−domain−containing−protein
BolA−family−transcriptional−regulator
HlyC/CorC−family−transporter
3−dehydroquinate−synthase
shikimate−kinase
hypothetical−protein
site−specific−tyrosine−recombinase−XerD
acetyl−CoA−carboxylase−carboxyltransferase−subunit−alpha
hypothetical−protein
sulfurtransferase−TusA−family−protein
GTP−binding−protein
D−alanyl−D−alanine−carboxypeptidase
amidohydrolase
hypothetical−protein
BON−domain−containing−protein
1−deoxy−D−xylulose−5−phosphate−reductoisomerase
LysE−family−translocator
5−aminolevulinate−synthase
xanthine−dehydrogenase−family−protein−subunit−M
xanthine−dehydrogenase−family−protein−molybdopterin−binding−subunit
2Fe−2S−binding−protein
hypothetical−protein
outer−membrane−protein−assembly−factor
translocation/assembly−module−TamB
arginase
purine−binding−chemotaxis−protein−CheW
PAS−domain−containing−methyl−accepting−chemotaxis−protein
OFA−family−MFS−transporter
formate−dehydrogenase−subunit−delta
formate−dehydrogenase−accessory−sulfurtransferase−FdhD
formate−dehydrogenase−subunit−alpha
NADH−quinone−oxidoreductase−subunit−NuoF
formate−dehydrogenase−subunit−gamma
LysR−family−transcriptional−regulator
winged−helix−turn−helix−transcriptional−regulator
SDR−family−oxidoreductase
DeoR/GlpR−transcriptional−regulator
glycerol−3−phosphate−dehydrogenase
redox−sensitive−transcriptional−activator−SoxR
NADPH−dependent−oxidoreductase
acyltransferase
mandelate−racemase/muconate−lactonizing−enzyme−family−protein
aldehyde−dehydrogenase−family−protein
iron−containing−alcohol−dehydrogenase
LysR−family−transcriptional−regulator
F0F1−ATP−synthase−subunit−epsilon
F0F1−ATP−synthase−subunit−beta
F0F1−ATP−synthase−subunit−gamma
F0F1−ATP−synthase−subunit−alpha
F0F1−ATP−synthase−subunit−delta
DUF4345−domain−containing−protein
nucleotidyltransferase−domain−containing−protein
primosomal−protein−N
pyridoxamine−5−phosphate−oxidase−family−protein
AAA−family−ATPase
1−acyl−sn−glycerol−3−phosphate−acyltransferase
tyrosine−recombinase−XerC
TraB/GumN−family−protein
DUF2867−domain−containing−protein
insulinase−family−protein
dihydrolipoyl−dehydrogenase
LysE−family−transporter
SDR−family−oxidoreductase
hypothetical−protein
DUF4241−domain−containing−protein
2−oxoglutarate−dehydrogenase−complex−dihydrolipoyllysine−residue−succinyltransferase
hypothetical−protein
2−oxoglutarate−dehydrogenase−E1−component
succinate−−CoA−ligase−subunit−alpha
DUF1579−family−protein
ADP−forming−succinate−−CoA−ligase−subunit−beta
malate−dehydrogenase
AFG1−family−ATPase
protease−inhibitor−Inh/omp19−family−protein
succinate−dehydrogenase−iron−sulfur−subunit
succinate−dehydrogenase−flavoprotein−subunit
succinate−dehydrogenase−−hydrophobic−membrane−anchor−protein
succinate−dehydrogenase−−cytochrome−b556−subunit
hypothetical−protein
methyltransferase
EVE−domain−containing−protein
YciI−family−protein
PIN−domain−containing−protein
hypothetical−protein
NADP−dependent−glycerol−3−phosphate−dehydrogenase
tRNA−adenosine37−N6−threonylcarbamoyltransferase−complex−transferase−subunit−TsaD
hydroxymethylbilane−synthase
uroporphyrinogen−III−synthase
COG4223−family−protein
heme−biosynthesis−protein−HemY
TerB−family−tellurite−resistance−protein
glutamine−amidotransferase
poly−gamma−glutamate−hydrolase−family−protein
MFS−transporter
YggT−family−protein
DUF167−domain−containing−protein
inorganic−diphosphatase
GNAT−family−N−acetyltransferase
translational−GTPase−TypA
glutathione−S−transferase−family−protein
winged−helix−turn−helix−transcriptional−regulator
M3−family−metallopeptidase
winged−helix−turn−helix−transcriptional−regulator
argininosuccinate−synthase
type−II−toxin−antitoxin−system−ParD−family−antitoxin
SDR−family−NADP−dependent−oxidoreductase
LysE−family−translocator
hypothetical−protein
23S−rRNA−adenine2503−C2−methyltransferase−RlmN
hypothetical−protein
DUF1232−domain−containing−protein
4a−hydroxytetrahydrobiopterin−dehydratase
low−molecular−weight−phosphotyrosine−protein−phosphatase
RNA−2−3−cyclic−phosphodiesterase
arylesterase
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
Bax−inhibitor−1/YccA−family−protein
N−acetyltransferase
DUF2794−domain−containing−protein
thioredoxin−family−protein
aconitate−hydratase−AcnA
heme−ABC−exporter−ATP−binding−protein−CcmA
heme−exporter−protein−CcmB
heme−ABC−transporter−permease
heme−exporter−protein−CcmD
DsbE−family−thiol:disulfide−interchange−protein
DUF2585−domain−containing−protein
septation−protein−A
signal−recognition−particle−docking−protein−FtsY
tRNA−N6−L−threonylcarbamoyladenosine37−C2−−methylthiotransferase−MtaB
diaminopimelate−epimerase
SRPBCC−family−protein
MBL−fold−metallo−hydrolase
hypothetical−protein
signal−recognition−particle−protein
chorismate−mutase
30S−ribosomal−protein−S16
ribosome−maturation−factor−RimM
tRNA−guanosine37−N1−methyltransferase−TrmD
50S−ribosomal−protein−L19
transporter−substrate−binding−domain−containing−protein
amino−acid−ABC−transporter−permease
3−isopropylmalate−dehydratase−large−subunit
EamA−family−transporter
MarR−family−transcriptional−regulator
LysR−family−transcriptional−regulator
MFS−transporter
aldo/keto−reductase
L−D−transpeptidase
response−regulator−transcription−factor
cyclic−nucleotide−binding−domain−containing−protein
exodeoxyribonuclease−III
outer−membrane−lipoprotein−carrier−protein−LolA
DNA−translocase−FtsK
ammonium−transporter
P−II−family−nitrogen−regulator
acyl−CoA−thioesterase−II
ubiquinone−biosynthesis−hydroxylase
hypothetical−protein
Trm112−family−protein
LON−peptidase−substrate−binding−domain−containing−protein
thioredoxin
prolyl−tRNA−synthetase−associated−domain−containing−protein
DUF1007−family−protein
phosphatase−PAP2−family−protein
MipA/OmpV−family−protein
class−I−SAM−dependent−methyltransferase
EamA−family−transporter
GNAT−family−N−acetyltransferase
alpha/beta−fold−hydrolase
fatty−acid−desaturase
EamA−family−transporter
arginase
aminotransferase−class−III−fold−pyridoxal−phosphate−dependent−enzyme
MtnX−like−HAD−IB−family−phosphatase
HAMP−domain−containing−histidine−kinase
response−regulator−transcription−factor
PLP−dependent−aminotransferase−family−protein
DMT−family−transporter
nuclear−transport−factor−2−family−protein
TetR/AcrR−family−transcriptional−regulator
hypothetical−protein
Ldh−family−oxidoreductase
aldehyde−dehydrogenase−family−protein
FAD−binding−oxidoreductase
Lrp/AsnC−ligand−binding−domain−containing−protein
glycosyltransferase−family−4−protein
glycosyltransferase−family−2−protein
polysaccharide−biosynthesis−C−terminal−domain−containing−protein
alpha/beta−fold−hydrolase
response−regulator
sensor−histidine−kinase
ABC−transporter−permease
ABC−transporter−ATP−binding−protein
ABC−transporter−substrate−binding−protein
hypothetical−protein
helix−turn−helix−transcriptional−regulator
hypothetical−protein
TetR/AcrR−family−transcriptional−regulator
efflux−RND−transporter−periplasmic−adaptor−subunit
efflux−RND−transporter−permease−subunit
plasmid−stabilization−protein
type−II−toxin−antitoxin−system−VapC−family−toxin
efflux−RND−transporter−permease−subunit
efflux−RND−transporter−permease−subunit
efflux−RND−transporter−periplasmic−adaptor−subunit
DUF1612−and−helix−turn−helix−domain−containing−protein
heavy−metal−translocating−P−type−ATPase
acetyl−CoA−C−acyltransferase
type−II−toxin−antitoxin−system−VapB−family−antitoxin
type−II−toxin−antitoxin−system−VapC−family−toxin
hypothetical−protein
MFS−transporter
sulfite−oxidase−like−oxidoreductase
HutD−family−protein
type−II−toxin−antitoxin−system−Phd/YefM−family−antitoxin
type−II−toxin−antitoxin−system−VapC−family−toxin
urocanate−hydratase
histidine−ammonia−lyase
imidazolonepropionase
formimidoylglutamate−deiminase
histidine−utilization−repressor
hypothetical−protein
hypothetical−protein
Lrp/AsnC−family−transcriptional−regulator
tryptophan−2−3−dioxygenase
Nramp−family−divalent−metal−transporter
M23−family−metallopeptidase
TetR/AcrR−family−transcriptional−regulator
DUF427−domain−containing−protein
sn−glycerol−3−phosphate−ABC−transporter−ATP−binding−protein−UgpC
carbohydrate−ABC−transporter−permease
sugar−ABC−transporter−permease
extracellular−solute−binding−protein
ROK−family−transcriptional−regulator
Gfo/Idh/MocA−family−oxidoreductase
ThuA−domain−containing−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
sugar−ABC−transporter−permease
carbohydrate−ABC−transporter−permease
DUF2160−domain−containing−protein
carbohydrate−ABC−transporter−substrate−binding−protein
5−nucleotidase−−lipoprotein−eP4−family
carbohydrate−ABC−transporter−substrate−binding−protein
LacI−family−DNA−binding−transcriptional−regulator
DUF2264−domain−containing−protein
hydroxyacid−dehydrogenase
transglycosylase−SLT−domain−containing−protein
Gfo/Idh/MocA−family−oxidoreductase
mandelate−racemase
TetR−family−transcriptional−regulator
carbohydrate−ABC−transporter−substrate−binding−protein
sugar−ABC−transporter−permease
carbohydrate−ABC−transporter−permease
Gfo/Idh/MocA−family−oxidoreductase
Gfo/Idh/MocA−family−oxidoreductase
sn−glycerol−3−phosphate−ABC−transporter−ATP−binding−protein−UgpC
glycoside−hydrolase−family−2−protein
DUF1839−family−protein
amino−acid−−[acyl−carrier−protein]−ligase
acyl−CoA/acyl−ACP−dehydrogenase
acyl−carrier−protein
lysine−2−3−aminomutase−like−protein
EF−P−lysine−aminoacylase−GenX
elongation−factor−P
ABC−transporter−ATP−binding−protein/permease
MoxR−family−ATPase
NUDIX−domain−containing−protein
homoserine−O−succinyltransferase
VWA−domain−containing−protein
galactose−mutarotase
GntR−family−transcriptional−regulator
SIS−domain−containing−protein
N−acetylglucosamine−6−phosphate−deacetylase
SIS−domain−containing−protein
efflux−RND−transporter−permease−subunit
efflux−RND−transporter−periplasmic−adaptor−subunit
ABC−F−family−ATP−binding−cassette−domain−containing−protein
thiamine−diphosphokinase
winged−helix−turn−helix−transcriptional−regulator
MFS−transporter
thiamine−ABC−transporter−substrate−binding−subunit
thiamine/thiamine−pyrophosphate−ABC−transporter−permease−ThiP
ATP−binding−cassette−domain−containing−protein
M48−family−metalloprotease
RNA−polymerase−factor−sigma−32
CarD−family−transcriptional−regulator
ferredoxin−family−protein
RNA−binding−S4−domain−containing−protein
DEAD/DEAH−box−helicase
DUF3309−domain−containing−protein
glycine−zipper−2TM−domain−containing−protein
hypothetical−protein
beta−ketoacyl−ACP−reductase
acetyl−CoA−C−acetyltransferase
polyhydroxyalkanoate−synthesis−repressor−PhaR
50S−ribosomal−protein−L32
glutathione−S−transferase−family−protein
monofunctional−biosynthetic−peptidoglycan−transglycosylase
polyprenyl−synthetase−family−protein
LysE−family−translocator
flavodoxin−dependent−E−4−hydroxy−3−methylbut−2−enyl−diphosphate−synthase
MFS−transporter
DMT−family−transporter
helix−turn−helix−transcriptional−regulator
SDR−family−oxidoreductase
amino−acid−ABC−transporter−substrate−binding−protein
amino−acid−ABC−transporter−permease
amino−acid−ABC−transporter−ATP−binding−protein
MFS−transporter
GNAT−family−N−acetyltransferase
pyruvate−carboxylase
LuxR−family−transcriptional−regulator
glucan−ABC−transporter−ATP−binding−protein/−permease
type−II−toxin−antitoxin−system−HipA−family−toxin
helix−turn−helix−transcriptional−regulator
OpgC−domain−containing−protein
hypothetical−protein
hypothetical−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−substrate−binding−protein
dipeptidase
ABC−transporter−permease
sugar−ABC−transporter−ATP−binding−protein
sugar−ABC−transporter−substrate−binding−protein
DUF1993−domain−containing−protein
alkaline−phosphatase−family−protein
UDP−glucose−4−epimerase−GalE
DUF1275−domain−containing−protein
Ti−type−conjugative−transfer−relaxase−TraA
pilus−assembly−protein
conjugal−transfer−protein−TraD
hypothetical−protein
nucleotide−sugar−dehydrogenase
SDR−family−oxidoreductase
sugar−transferase
O−antigen−ligase−family−protein
Fic−family−protein
P−type−DNA−transfer−ATPase−VirB11
type−IV−secretion−system−protein−VirB10
P−type−conjugative−transfer−protein−VirB9
virB8−family−protein
hypothetical−protein
type−IV−secretion−system−protein
EexN−family−lipoprotein
P−type−DNA−transfer−protein−VirB5
VirB4−family−type−IV−secretion−system−protein
type−IV−secretion−system−protein−VirB3
TrbC/VirB2−family−protein
lytic−transglycosylase−domain−containing−protein
hypothetical−protein
MarR−family−transcriptional−regulator
IS21−family−transposase
IS21−like−element−helper−ATPase−IstB
hypothetical−protein
glycosyltransferase−family−4−protein
glycosyltransferase
class−I−SAM−dependent−methyltransferase
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
hypothetical−protein
ISL3−family−transposase
hypothetical−protein
acyltransferase
IS21−family−transposase
IS21−like−element−helper−ATPase−IstB
IS66−family−transposase
IS66−family−insertion−sequence−element−accessory−protein−TnpB
IS66−family−insertion−sequence−hypothetical−protein
glycosyltransferase−family−4−protein
transposase
acyltransferase
hypothetical−protein
IS3−family−transposase
phosphomannose−isomerase−type−II−C−terminal−cupin−domain
dTDP−4−dehydrorhamnose−3−5−epimerase
glucose−1−phosphate−thymidylyltransferase−RfbA
dTDP−4−dehydrorhamnose−reductase
dTDP−glucose−4−6−dehydratase
DUF1109−family−protein
sigma−70−family−RNA−polymerase−sigma−factor
DUF2282−domain−containing−protein
DUF2282−domain−containing−protein
DUF692−domain−containing−protein
putative−DNA−binding−domain−containing−protein
DoxX−family−protein
hypothetical−protein
DUF1003−domain−containing−protein
TCR/Tet−family−MFS−transporter
tetracycline−resistance−transcriptional−repressor−TetR
flavin−reductase−family−protein
helix−turn−helix−transcriptional−regulator
alpha/beta−fold−hydrolase
FkbM−family−methyltransferase
ABC−transporter−permease
hypothetical−protein
HAD−IIIC−family−phosphatase
hypothetical−protein
hypothetical−protein
SDR−family−NADP−dependent−oxidoreductase
glycosyltransferase
glycosyltransferase−family−2−protein
hypothetical−protein
plasmid−pRiA4b−ORF−3−family−protein
IS66−family−transposase
IS66−family−insertion−sequence−element−accessory−protein−TnpB
transposase
transposase
IS66−family−insertion−sequence−element−accessory−protein−TnpB
IS66−family−transposase
hypothetical−protein
cupin−domain−containing−protein
50S−ribosomal−protein−L21
50S−ribosomal−protein−L27
GNAT−family−N−acetyltransferase
GNAT−family−N−acetyltransferase
GTPase−ObgE
glutamate−5−kinase
glutamate−5−semialdehyde−dehydrogenase
nicotinate−nucleotide−adenylyltransferase
hypothetical−protein
molybdate−ABC−transporter−substrate−binding−protein
molybdate−ABC−transporter−permease−subunit
molybdenum−ABC−transporter−ATP−binding−protein
winged−helix−turn−helix−domain−containing−protein
DUF1330−domain−containing−protein
ribosome−silencing−factor
23S−rRNA−pseudouridine1915−N3−methyltransferase−RlmH
murein−hydrolase−activator−EnvC
S41−family−peptidase
divergent−polysaccharide−deacetylase−family−protein
RNA−pyrophosphohydrolase
bacterioferritin
2Fe−2S−binding−protein
error−prone−DNA−polymerase
DNA−polymerase−Y−family−protein
metallopeptidase−family−protein
DUF1737−domain−containing−protein
CoA−ester−lyase
hypothetical−protein
3−isopropylmalate−dehydratase−small−subunit
helix−turn−helix−transcriptional−regulator
sugar−phosphate−isomerase/epimerase
3−isopropylmalate−dehydrogenase
lipid−A−1−phosphatase−LpxE
helix−turn−helix−transcriptional−regulator
glucose−1−dehydrogenase
DNA−starvation/stationary−phase−protection−protein
aspartate−semialdehyde−dehydrogenase
lytic−murein−transglycosylase
carbonic−anhydrase
pyridoxal−kinase−PdxY
NAD−glutamate−dehydrogenase
MFS−transporter
bifunctional−phosphoribosylaminoimidazolecarboxamide−formyltransferase/IMP−cyclohydrolase
heparinase−II/III−family−protein
MFS−transporter
zinc−metalloprotease−HtpX
DUF1674−domain−containing−protein
hypothetical−protein
acetate−−CoA−ligase
DUF1013−domain−containing−protein
YggS−family−pyridoxal−phosphate−dependent−enzyme
leucine−−tRNA−ligase
hypothetical−protein
DNA−polymerase−III−subunit−delta
ParB/RepB/Spo0J−family−partition−protein
ParA−family−protein
16S−rRNA−guanine527−N7−methyltransferase−RsmG
tRNA−uridine−5−carboxymethylaminomethyl34−synthesis−enzyme−MnmG
tRNA−uridine−5−carboxymethylaminomethyl34−synthesis−GTPase−MnmE
transcription−termination−factor−Rho
protoporphyrinogen−oxidase−HemJ
uroporphyrinogen−decarboxylase
kinase/pyrophosphorylase
Maf−like−protein
shikimate−dehydrogenase
dephospho−CoA−kinase
DNA−polymerase−III−subunit−epsilon
protein−export−chaperone−SecB
membrane−protein−FxsA
Tim44−domain−containing−protein
murein−transglycosylase−A
Smr/MutS−family−protein
helix−turn−helix−domain−containing−protein
DNA−topoisomerase−ATP−hydrolyzing−subunit−B
nitroreductase−family−protein
DUF2218−domain−containing−protein
glutathione−S−transferase−family−protein
aspartate−aminotransferase−family−protein
fumarylacetoacetate−hydrolase−family−protein
polyhydroxyalkanoate−depolymerase
DUF2852−domain−containing−protein
M48−family−metallopeptidase
phosphoribosylanthranilate−isomerase
tryptophan−synthase−subunit−beta
tryptophan−synthase−subunit−alpha
acetyl−CoA−carboxylase−carboxyltransferase−subunit−beta
bifunctional−folylpolyglutamate−synthase/dihydrofolate−synthase
transposase
thioredoxin
double−strand−break−repair−helicase−AddA
double−strand−break−repair−protein−AddB
nucleotidyltransferase−family−protein
tRNA−adenosine37−N6−threonylcarbamoyltransferase−complex−ATPase−subunit−type−1−TsaE
PAS−domain−containing−protein
adenosylhomocysteinase
HPr−family−phosphocarrier−protein
PTS−sugar−transporter−subunit−IIA
HPr−kinase/phosphorylase
sensor−histidine−kinase
response−regulator−transcription−factor
phosphoenolpyruvate−carboxykinase
aminoacyl−tRNA−hydrolase
alpha−ketoglutarate−dependent−dioxygenase−AlkB
type−I−pantothenate−kinase
phosphoribosyl−ATP−diphosphatase
imidazole−glycerol−phosphate−synthase−subunit−HisF
1−5−phosphoribosyl−5−[5−−phosphoribosylaminomethylideneamino]imidazole−4−−carboxamide−isomerase
imidazole−glycerol−phosphate−synthase−subunit−HisH
DUF2628−domain−containing−protein
imidazoleglycerol−phosphate−dehydratase−HisB
ATP−dependent−protease−subunit−HslV
ATP−dependent−protease−ATPase−subunit−HslU
DUF1402−family−protein
cytochrome−P450
hydantoinase/oxoprolinase−family−protein
malate−synthase−G
L−D−transpeptidase
MmcB−family−DNA−repair−protein
ActR/PrrA/RegA−family−redox−response−regulator−transcription−factor
ActS/PrrB/RegB−family−redox−sensitive−histidine−kinase
ATP−dependent−helicase−HrpB
hypothetical−protein
CopG−family−ribbon−helix−helix−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
hypothetical−protein
porin−family−protein
ABC−transporter−ATP−binding−protein
carbohydrate−kinase−family−protein
SIS−domain−containing−protein
carbohydrate−ABC−transporter−permease
sugar−ABC−transporter−permease
extracellular−solute−binding−protein
ROK−family−protein
hypothetical−protein
methylated−DNA−−[protein]−cysteine−S−methyltransferase
aldo/keto−reductase
sn−glycerol−3−phosphate−ABC−transporter−ATP−binding−protein−UgpC
carbohydrate−ABC−transporter−permease
sugar−ABC−transporter−permease
sugar−ABC−transporter−substrate−binding−protein
helix−turn−helix−domain−containing−protein
TIM−barrel−protein
copper−homeostasis−membrane−protein−CopD
serine/threonine−protein−phosphatase
NAD−dependent−succinate−semialdehyde−dehydrogenase
4−aminobutyrate−−2−oxoglutarate−transaminase
MerR−family−transcriptional−regulator
ribonuclease−D
hypothetical−protein
30S−ribosomal−protein−S1
dCMP−kinase
hypothetical−protein
3−phosphoshikimate−1−carboxyvinyltransferase
hypothetical−protein
TIGR02300−family−protein
hypothetical−protein
YdcF−family−protein
hypothetical−protein
trimeric−intracellular−cation−channel−family−protein
transcriptional−repressor
3−hydroxyacyl−[acyl−carrier−protein]−dehydratase−FabA
beta−ketoacyl−ACP−synthase−I
enoyl−ACP−reductase−FabI
GNAT−family−N−acetyltransferase
class−I−SAM−dependent−methyltransferase
polyribonucleotide−nucleotidyltransferase
30S−ribosomal−protein−S15
alpha/beta−hydrolase
tRNA−pseudouridine55−synthase−TruB
30S−ribosome−binding−factor−RbfA
hypothetical−protein
translation−initiation−factor−IF−2
RNA−binding−protein
transcription−termination/antitermination−protein−NusA
ribosome−maturation−factor−RimP
lytic−murein−transglycosylase
recombination−protein−RecR
MOSC−domain−containing−protein
LysE−family−translocator
serine−hydrolase−family−protein
Lrp/AsnC−family−transcriptional−regulator
YbaB/EbfC−family−nucleoid−associated−protein
DNA−polymerase−III−subunit−gamma/tau
HIT−family−protein
NAD+−diphosphatase
YafY−family−transcriptional−regulator
hypothetical−protein
VOC−family−protein
VOC−family−protein
prephenate−dehydratase
3−deoxy−manno−octulosonate−cytidylyltransferase
cytochrome−c−family−protein
patatin−like−phospholipase−family−protein
AEC−family−transporter
adenosine−kinase
cadmium−resistance−transporter
SH3−domain−containing−protein
D−glycerate−dehydrogenase
UDP−N−acetylglucosamine−1−carboxyvinyltransferase
GNAT−family−N−acetyltransferase
molybdopterin−synthase−adenylyltransferase−MoeB
DNA−replication/repair−protein−RecF
APH3−family−aminoglycoside−O−phosphotransferase
molecular−chaperone−DnaJ
molecular−chaperone−DnaK
penicillin−binding−protein
hypothetical−protein
DUF982−domain−containing−protein
SH3−domain−containing−protein
efflux−transporter−outer−membrane−subunit
phosphoribosylaminoimidazolesuccinocarboxamide−synthase
phosphoribosyltransferase
rRNA−pseudouridine−synthase
response−regulator
HAMP−domain−containing−protein
hypothetical−protein
hypothetical−protein
type−II−toxin−antitoxin−system−ParD−family−antitoxin
type−II−toxin−antitoxin−system−RelE/ParE−family−toxin
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−substrate−binding−protein
adenine−deaminase
sugar−phosphate−isomerase/epimerase
EAL−domain−containing−protein
RNA−polymerase−subunit−sigma−54
MucR−family−transcriptional−regulator
inorganic−phosphate−transporter
hypothetical−protein
hypothetical−protein
CbtA−family−protein
CbtB−domain−containing−protein
histidine−phosphatase−family−protein
SURF1−family−protein
cytochrome−o−ubiquinol−oxidase−subunit−IV
cytochrome−o−ubiquinol−oxidase−subunit−III
cytochrome−o−ubiquinol−oxidase−subunit−I
ubiquinol−oxidase−subunit−II
MFS−transporter
LrgB−family−protein
CidA/LrgA−family−protein
LysR−family−transcriptional−regulator
iron−ABC−transporter−substrate−binding−protein
iron−ABC−transporter−permease
ABC−transporter−ATP−binding−protein
amidohydrolase
nucleoside−hydrolase
M20/M25/M40−family−metallo−hydrolase
EAL−domain−containing−protein
MarR−family−transcriptional−regulator
DNA−polymerase−I
phosphonate−metabolism−protein/1−5−bisphosphokinase−PRPP−forming−PhnN
alpha−D−ribose−1−methylphosphonate−5−triphosphate−diphosphatase
DUF1045−domain−containing−protein
phosphonate−ABC−transporter−−permease−protein−PhnE
phosphonate−ABC−transporter−−permease−protein−PhnE
phosphonate−ABC−transporter−substrate−binding−protein
phosphonate−ABC−transporter−ATP−binding−protein
pyridoxamine−5−phosphate−oxidase−family−protein
acetyltransferase
phosphonate−C−P−lyase−system−protein−PhnL
phosphonate−C−P−lyase−system−protein−PhnK
alpha−D−ribose−1−methylphosphonate−5−phosphate−C−P−lyase−PhnJ
carbon−phosphorus−lyase−complex−subunit−PhnI
phosphonate−C−P−lyase−system−protein−PhnH
phosphonate−C−P−lyase−system−protein−PhnG
phosphonate−metabolism−transcriptional−regulator−PhnF
type−II−toxin−antitoxin−system−RelE/ParE−family−toxin
hypothetical−protein
2−3−bisphosphoglycerate−dependent−phosphoglycerate−mutase
4−hydroxy−tetrahydrodipicolinate−reductase
ABC−transporter−ATP−binding−protein
glucokinase
methylglyoxal−synthase
penicillin−insensitive−murein−endopeptidase
isochorismatase−family−protein
TetR/AcrR−family−transcriptional−regulator
ABC−transporter−substrate−binding−protein
microcin−C−ABC−transporter−permease−YejB
ABC−transporter−permease
hypothetical−protein
PIN−domain−containing−protein
ABC−transporter−ATP−binding−protein
glyoxylate/hydroxypyruvate−reductase−A
nicotinate−phosphoribosyltransferase
hypothetical−protein
mechanosensitive−ion−channel−family−protein
LacI−family−DNA−binding−transcriptional−regulator
hypothetical−protein
SDR−family−NADP−dependent−oxidoreductase
alkene−reductase
alpha/beta−hydrolase
LysR−family−transcriptional−regulator
sulfite−exporter−TauE/SafE−family−protein
isochorismatase−family−protein
Rrf2−family−transcriptional−regulator
NADP/FAD−dependent−oxidoreductase
helix−turn−helix−transcriptional−regulator
MFS−transporter
LysR−family−transcriptional−regulator
N−acyl−homoserine−lactonase−family−protein
helix−turn−helix−domain−containing−protein
SDR−family−oxidoreductase
TetR−family−transcriptional−regulator
FAD−dependent−monooxygenase
dihydrofolate−reductase
helix−turn−helix−transcriptional−regulator
hypothetical−protein
BMP−family−ABC−transporter−substrate−binding−protein
ABC−transporter−ATP−binding−protein
ABC−transporter−permease
ABC−transporter−permease
cytidine−deaminase
purine−nucleoside−phosphorylase
deoxyribose−phosphate−aldolase
thymidine−phosphorylase
TIGR02281−family−clan−AA−aspartic−protease
uracil−phosphoribosyltransferase
adenosine−deaminase
phosphopentomutase
pilus−assembly−protein
pilus−assembly−protein
pilus−assembly−protein−N−terminal−domain−containing−protein
Flp−family−type−IVb−pilin
prepilin−peptidase
Flp−pilus−assembly−protein−CpaB
type−II−and−III−secretion−system−protein−family−protein
CpaD−family−pilus−assembly−protein
CpaE−family−protein
CpaF−family−protein
type−II−secretion−system−F−family−protein
type−II−secretion−system−F−family−protein
LysE−family−translocator
tetratricopeptide−repeat−protein
M17−family−metallopeptidase
winged−helix−turn−helix−transcriptional−regulator
C40−family−peptidase
DMT−family−transporter
Lrp/AsnC−family−transcriptional−regulator
amidase
ABC−transporter−permease
ABC−transporter−permease
ABC−transporter−substrate−binding−protein
LysR−family−transcriptional−regulator
P1−family−peptidase
hypothetical−protein
aminotransferase
hypothetical−protein
formyltetrahydrofolate−deformylase
hypothetical−protein
glycoside−hydrolase−family−5−protein
GumC−family−protein
polysaccharide−biosynthesis−protein
glycosyltransferase−family−25−protein
hypothetical−protein
Gfo/Idh/MocA−family−oxidoreductase
sugar−ABC−transporter−permease
carbohydrate−ABC−transporter−permease
extracellular−solute−binding−protein
sn−glycerol−3−phosphate−ABC−transporter−ATP−binding−protein−UgpC
D−TA−family−PLP−dependent−enzyme
M81−family−metallopeptidase
hypothetical−protein
MurR/RpiR−family−transcriptional−regulator
SDR−family−oxidoreductase
hypothetical−protein
DUF982−domain−containing−protein
phosphomannomutase
BA14K−family−protein
SelT/SelW/SelH−family−protein
type−1−glutamine−amidotransferase
GFA−family−protein
type−II−toxin−antitoxin−system−CcdA−family−antitoxin
elongation−factor−4
helix−turn−helix−transcriptional−regulator
GNAT−family−N−acetyltransferase
HAD−IA−family−hydrolase
histone−deacetylase−family−protein
EamA−family−transporter
TetR/AcrR−family−transcriptional−regulator
DUF308−domain−containing−protein
truncated−hemoglobin
rubrerythrin−family−protein
hypothetical−protein
transglutaminase−like−cysteine−peptidase
alpha/beta−hydrolase
translation−initiation−factor−IF−3
50S−ribosomal−protein−L35
50S−ribosomal−protein−L20
serine/threonine−protein−phosphatase
phenylalanine−−tRNA−ligase−subunit−alpha
phenylalanine−−tRNA−ligase−subunit−beta
nuclear−transport−factor−2−family−protein
penicillin−binding−protein−1C
alpha−2−macroglobulin−family−protein
aldo/keto−reductase
LysR−family−transcriptional−regulator
hypothetical−protein
GNAT−family−N−acetyltransferase
aldo/keto−reductase
helix−turn−helix−domain−containing−protein
isochorismatase−family−protein
Gfo/Idh/MocA−family−oxidoreductase
GtrA−family−protein
glycosyltransferase
hypothetical−protein
homogentisate−export−protein
exodeoxyribonuclease−VII−large−subunit
NADPH−dependent−oxidoreductase
aminopeptidase
Cys−tRNAPro−deacylase
ArsC−family−reductase
succinylglutamate−desuccinylase/aspartoacylase−family−protein
MFS−transporter
quinone−oxidoreductase
LysR−family−transcriptional−regulator
SulP−family−inorganic−anion−transporter
2−5−RNA−ligase−family−protein
hypothetical−protein
methylated−DNA−−[protein]−cysteine−S−methyltransferase
GNAT−family−N−acetyltransferase
DUF4180−domain−containing−protein
NADPH−dependent−oxidoreductase
G/U−mismatch−specific−DNA−glycosylase
hypothetical−protein
SDR−family−oxidoreductase
AraC−family−transcriptional−regulator
aldo/keto−reductase
TetR/AcrR−family−transcriptional−regulator
AraC−family−transcriptional−regulator
NAD−dependent−epimerase/dehydratase−family−protein
hypothetical−protein
hypothetical−protein
ATP−binding−protein
S8−family−peptidase
DUF91−domain−containing−protein
M48−family−metallopeptidase
type−I−restriction−endonuclease−subunit−R
restriction−endonuclease−subunit−S
SAM−dependent−DNA−methyltransferase
restriction−endonuclease−subunit−S
hypothetical−protein
YegP−family−protein
type−II−toxin−antitoxin−system−HipA−family−toxin
helix−turn−helix−transcriptional−regulator
DUF932−domain−containing−protein
ParB−N−terminal−domain−containing−protein
hypothetical−protein
strawberry−notch−family−protein
toprim−domain−containing−protein
DUF2493−domain−containing−protein
LysE−family−translocator
DUF736−domain−containing−protein
helix−turn−helix−transcriptional−regulator
DUF2285−domain−containing−protein
DUF2285−domain−containing−protein
helix−turn−helix−domain−containing−protein
replication−initiator−protein−A
AAA−family−ATPase
hypothetical−protein
DUF2840−domain−containing−protein
S26−family−signal−peptidase
DUF736−domain−containing−protein
lytic−transglycosylase−domain−containing−protein
DUF3363−domain−containing−protein
conjugal−transfer−protein−TraG
CopG−family−transcriptional−regulator
P−type−conjugative−transfer−ATPase−TrbB
TrbC/VirB2−family−protein
VirB3−family−type−IV−secretion−system−protein
conjugal−transfer−protein−TrbE
P−type−conjugative−transfer−protein−TrbJ
putative−entry−exclusion−protein−TrbK−alt
P−type−conjugative−transfer−protein−TrbL
conjugal−transfer−protein−TrbF
P−type−conjugative−transfer−protein−TrbG
TrbI/VirB10−family−protein
DUF2274−domain−containing−protein
LysR−family−transcriptional−regulator
aldo/keto−reductase
SRPBCC−domain−containing−protein
LysR−family−transcriptional−regulator
NUDIX−domain−containing−protein
NmrA/HSCARG−family−protein
TetR/AcrR−family−transcriptional−regulator
flavodoxin−family−protein
helix−turn−helix−transcriptional−regulator
AAA−family−ATPase
DUF2867−domain−containing−protein
SDR−family−oxidoreductase
IS66−family−transposase
IS66−family−insertion−sequence−element−accessory−protein−TnpB
transposase
SDR−family−oxidoreductase
CPBP−family−intramembrane−metalloprotease
DUF2867−domain−containing−protein
LysE−family−translocator
Gfo/Idh/MocA−family−oxidoreductase
NADPH−dependent−oxidoreductase
oxidoreductase
LysR−family−transcriptional−regulator
quinone−oxidoreductase
iron−containing−alcohol−dehydrogenase
amidase
TetR/AcrR−family−transcriptional−regulator
AlpA−family−phage−regulatory−protein
tyrosine−type−recombinase/integrase
glutamine−hydrolyzing−GMP−synthase
5−methylthioadenosine/S−adenosylhomocysteine−nucleosidase
PaaI−family−thioesterase
DUF2252−family−protein
alpha/beta−hydrolase
DUF1513−domain−containing−protein
hypothetical−protein
c−type−cytochrome
peptidase
RsmB/NOP−family−class−I−SAM−dependent−RNA−methyltransferase
septal−ring−lytic−transglycosylase−RlpA−family−protein
SDR−family−oxidoreductase
tRNA−epoxyqueuosine34−reductase−QueG
glutathione−S−transferase−family−protein
undecaprenyl−diphosphate−phosphatase
hypothetical−protein
complex−I−NDUFA9−subunit−family−protein
DUF1330−domain−containing−protein
orotidine−5−phosphate−decarboxylase
histidine−phosphatase−family−protein
methyltransferase−domain−containing−protein
DNA−polymerase−III−subunit−beta
16S−rRNA−cytidine1402−2−O−methyltransferase
YraN−family−protein
endonuclease
DUF861−domain−containing−protein
glutathione−synthase
YifB−family−Mg−chelatase−like−AAA−ATPase
cysteine−synthase−A
LysE−family−translocator
cysteine−hydrolase
LysE−family−translocator
hypothetical−protein
NIPSNAP−family−protein
DMT−family−transporter
Lrp/AsnC−family−transcriptional−regulator
GNAT−family−N−acetyltransferase
dUTP−diphosphatase
peptide−chain−release−factor−3
iron−ABC−transporter−substrate−binding−protein
tRNA−N6−threonylcarbamoyladenosine37−N6−methyltransferase−TrmO
molybdopterin−binding−protein
choline−sulfatase
choline−ABC−transporter−substrate−binding−protein
LysR−family−transcriptional−regulator
alpha−alpha−trehalose−phosphate−synthase−UDP−forming
trehalose−phosphatase
class−II−glutamine−amidotransferase
bifunctional−phosphopantothenoylcysteine−decarboxylase/phosphopantothenate−−cysteine−ligase−CoaBC
nuclear−transport−factor−2−family−protein
SDR−family−oxidoreductase
LysR−family−transcriptional−regulator
LysR−family−transcriptional−regulator
MFS−transporter
VOC−family−protein
winged−helix−turn−helix−transcriptional−regulator
SRPBCC−domain−containing−protein
GFA−family−protein
type−II−toxin−antitoxin−system−VapC−family−toxin
antitoxin
hypothetical−protein
urocanate−hydratase
TfoX/Sxy−family−protein
DUF917−family−protein
Zn−dependent−hydrolase
amidohydrolase−family−protein
aromatic−amino−acid−lyase
2−polyprenylphenol−6−hydroxylase
bifunctional−demethylmenaquinone−methyltransferase/2−methoxy−6−polyprenyl−1−4−benzoquinol−methylase−UbiE
bifunctional−DNA−formamidopyrimidine−glycosylase/DNA−apurinic−or−apyrimidinic−site−lyase
enoyl−CoA−hydratase
30S−ribosomal−protein−S20
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