Table S2: Whole cell proteomic analysis for CsrB elevation in E. coli.

Protein ID Description Spectral Counts TIGR Roles TIGR Family |TIGR Description
Induced (Avg) |Stdev [Uninduced (Avg)|Stdev |Fold Change |Variance Log, (Fold Change)
GlgB glycogen branching enzyme 14.03| 1.06| 0.84| 0.01 16.71 0.01 4.06|Energy metabolism:§TIGR01515 1,4{Biosynthesis and degradation of polysaccharides
CysA sulfate/thiosulfate transporter subunit 5.82| 2.05 0.84| 0.01 6.93 0.12 2.79|Transport and bindir] TIGRO0968 suljAnions
Yhil predicted HlyD family secretion protein 9.75| 4.11 1.96| 0.49 4.97 0.24 2.31|N/A N/A N/A
GlgC glucose-1-phosphate adenylyltransferase 16.43| 0.89 3.65/ 0.51 4.50 0.02] 2.17|Energy metabolism:§TIGR02091 glu|Biosynthesis and degradation of polysaccharides
laaA L-asparaginase 5.45| 2.30| 1.69 0.86] 3.23 0.44 1.69|N/A N/A N/A
TolC louter membrane channel; specific toleran 11.48| 1.16) 3.65| 0.51 3.15 0.03 1.65|Transport and bindirJTIGR01844 typ|Porins
[AhpC alkyl hydroperoxide reductase, C22 subun 52.02( 4.83] 17.6| 5.68 2.96/ 0.11] 1.56|Cellular processes:A{TIGR03137 pefAdaptations to atypical conditions
OmpA outer membrane protein A 183.08( 17.70 64.36 11.33 2.84] 0.04] 1.51|N/A N/A N/A
PspA regulatory protein for phage-shock-protei 24.60( 7.50 8.69| 1.35 2.83 0.12 1.50|Cellular processes:AqTIGR02977 phdAdaptations to atypical conditions
DksA DNA-binding transcriptional regulator of rf 9.46( 2.95 3.64 0.5 2.60 0.12 1.38|Regulatory functiondTIGR02420 RNJSmall molecule interactions
RraA ribonuclease activity regulator protein Rrg 11.43| 3.35 4.47| 1.23 2.56/ 0.16 1.35|Regulatory functiong§TIGR01935 RrgProtein interactions
GrpE heat shock protein 7.43| 0.50 3.07| 1.26 2.42 0.17| 1.28|N/A N/A N/A
Pck phosphoenolpyruvate carboxykinase 21.24( 5.81 8.96| 1.26 2.37 0.09 1.25|Energy metabolism:{TIGR00224 phqGlycolysis/gluconeogenesis
CysN sulfate adenylyltransferase subunit 1 26.17| 8.14 12.04 1.3 217 0.11 1.12|Central intermediaryTIGR00231 sm|Sulfur metabolism
RpIR 50S ribosomal protein L18 5.47| 2.88 2.52| 0.85 2.17] 0.39] 1.12|Protein synthesis:RijTIGRO0060 rib§Ribosomal proteins
SelD selenophosphate synthetase 7.25| 3.95 3.35] 0.8 2.16/ 0.35] 1.11|N/A TIGRO0476 sel{N/A
FucU L-fucose mutarotase 5.40| 1.09 2.52| 0.82 2.14 0.15 1.10|N/A N/A N/A
SecB export protein SecB 16.38| 2.05 7.85| 2.17 2.09 0.09 1.06|Protein fate:Protein |TIGRO0809 prdProtein and peptide secretion and trafficking
AIIR DNA-binding transcriptional repressor 5.71| 1.67 2.8 0.5 2.04 0.12 1.03|N/A N/A N/A
YfgM hypothetical protein 11.29| 4.12 5.6 1 2.02 0.17| 1.01|N/A N/A N/A
CysD sulfate adenylyltransferase subunit 2 7.34| 1.76| 3.64 0.5 2.02 0.08 1.01|Central intermediary TIGR02039 sul{Sulfur metabolism
SdhB succinate dehydrogenase, FeS subunit 18.23| 2.67| 9.25| 0.92 1.97 0.03 0.98|Energy metabolism: TIGR00384 suqTCA cycle
Gst glutathionine S-transferase 22.87| 5.54 11.76| 0.14] 1.94 0.06 0.96|N/A N/A N/A
UspA universal stress global response regulator 43.04| 14.24 224 1.13 1.92 0.11] 0.94|N/A N/A N/A
HfIC modulator for HfIB protease specific for p 16.14| 2.16| 8.41| 1.53 1.92 0.05] 0.94|Regulatory function§TIGR01932 Hfl{Protein interactions
Ssb single-strand DNA-binding protein 5.31| 1.15 2.8 0.5 1.90 0.08 0.92|DNA metabolism:DNJTIGR00621 sin{DNA replication, recombination, and repair
YiiU hypothetical protein 7.38| 0.75 3.91| 0.92 1.89 0.07 0.92|N/A N/A N/A
ZapA protein that localizes to the cytokinetic riny 5.77| 1.83 3.09| 0.52 1.87 0.13] 0.90|N/A N/A N/A
Manz PTS enzyme 11D, mannose-specific 6.27| 2.43 3.36| 0.84 1.87 0.21 0.90|Signal transduction:fTIGR00828 PT{PTS
GlgA glycogen synthase 9.38( 2.38| 5.04| 2.25 1.86 0.26 0.90|Energy metabolism:JTIGR02095 gly{Biosynthesis and degradation of polysaccharides
b2253 #N/A 15.66| 0.46| 8.42| 1.77 1.86 0.05 0.89 #N/A #N/A N/A
PntB pyridine nucleotide transhydrogenase 10.74| 1.12 5.87| 1.38 1.83 0.07| 0.87|N/A N/A N/A
MinD membrane ATPase of the MinC-MinD-Min| 22.34( 3.22 12.32| 0.46 1.81 0.02 0.86|Cellular processes:C4TIGR01968 sefCell division
YaeP hypothetical protein 7.10| 2.33 3.93| 0.53 1.81 0.13 0.85|N/A N/A N/A
TpiA triosephosphate isomerase 10.12| 4.16] 5.61 1.34 1.80 0.23] 0.85|Energy metabolism:{TIGR00419 tridGlycolysis/gluconeogenesis
MinE cell division topological specificity factor 5.40| 1.09 3.07| 1.26 1.76! 0.21 0.81|Cellular processes:CqTIGR01215 cel|Cell division
YiaD predicted outer membrane lipoprotien 5.88| 3.01 3.35| 1.64 1.76 0.50 0.81|N/A N/A N/A
PhoP DNA-binding response regulator in two-co| 12.00| 3.12 7| 1.75 1.71 0.13 0.78|N/A N/A N/A
SucD succinyl-CoA synthetase subunit alpha 31.89( 5.92] 18.77| 1.19 1.70 0.04] 0.76|Energy metabolism:JTIGR01019 sudTCA cycle
CysM cysteine synthase B (O-acetylserine sulfhy 6.18| 1.13 3.64 0.5 1.70 0.05] 0.76]Amino acid biosynth|TIGR01136 cys|Serine family
'YhcB orf, hypothetical protein 20.72| 4.16 12.32 1.9] 1.68 0.06 0.75|N/A N/A N/A
SurA peptidyl-prolyl cis-trans isomerase (PPlas¢] 14.55| 3.54] 8.68| 0.53 1.68 0.06 0.75|N/A N/A N/A
TolB translocation protein TolB precursor 11.68| 3.71 7| 0.95 1.67 0.12] 0.74|Cellular processes:P4TIGR02800 Tol[Pathogenesis
YbiC predicted dehydrogenase 7.47| 2.59 4.48| 1.29 1.67 0.20] 0.74|N/A N/A N/A
HfIK modulator for HfIB protease specific for p 13.03| 3.84] 7.84| 0.55 1.66 0.09] 0.73|N/A TIGR01933 HfI|N/A
IhfB integration host factor subunit beta 11.19| 2.73 6.73| 1.49 1.66 0.11 0.73|DNA metabolism:DNJTIGR00988 int{DNA replication, recombination, and repair
MraW S-adenosyl-methyltransferase 11.61| 3.04] 7| 1.32 1.66 0.10| 0.73|Cell envelope:Biosyn| TIGRO0006 S-a|Biosynthesis and degradation of murein sacculus and peptidoglycan
Yfgl protein assembly complex, lipoprotein col 10.80| 3.38] 6.73| 5.15 1.60 0.68| 0.68|Protein fate:Protein [TIGRO3300 ou§Protein and peptide secretion and trafficking
Fabl enoyl-(acyl carrier protein) reductase 25.11( 2.61] 15.67| 1.95 1.60 0.03] 0.68|N/A N/A N/A
FabD acyl carrier protein S-malonyltransferase 8.97 2.04 5.6 1 1.60 0.08 0.68|Fatty acid and phosp TIGR00128 ma|Biosynthesis
MscS mechanosensitive channel 9.87| 0.98 6.18| 1.82 1.60 0.10| 0.68|N/A N/A N/A
TktA transketolase 1, thiamin-binding 54.84( 2.05| 34.47 2.9 1.59 0.01] 0.67|Energy metabolism:JTIGR00232 tra|Pentose phosphate pathway
Crp DNA-binding transcriptional dual regulato 14.22| 4.32 8.97| 1.04 1.58 0.11] 0.66|N/A N/A N/A
PepB putative peptidase 18.99| 1.34] 12.04| 0.89 1.58 0.01 0.66|N/A N/A N/A
RplL 50S ribosomal protein L7/L12 53.28( 8.55] 33.87( 3.13 1.57 0.03] 0.65|Protein synthesis:RiTIGRO0855 rib{Ribosomal proteins
CspC stress protein, member of the CspA-famil 11.46| 2.07| 7.29| 1.36 1.57 0.07| 0.65|N/A N/A N/A
YfgA hypothetical protein 6.14| 0.84 3.92| 0.47 1.57 0.03] 0.65|N/A N/A N/A
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1.20
1.20
1.19
1.19
1.19
1.18
1.18
1.18
1.18
117
1.17
117
1.16
1.16
1.16
1.15
115
1.15
115
1.15
115
1.14
113
113
113
112
1.12
112
112
111
111
111
1.10
1.10
1.10
1.10
1.10
1.09
1.09!
1.09
1.09
1.08
1.08!
1.07
1.07
1.07
1.07.
1.07
1.07
1.07
1.07.
1.06
1.06
1.06

0.03]
0.10]
0.09
0.09]
0.08|
0.05]
0.28
0.03]
0.06
0.14]
0.00
0.10]
0.03]
0.10]
0.07
0.11]
0.02]
0.02]
0.01
0.07|
0.04]
0.02]
0.07
0.05]
0.07|
0.07|
0.02
0.01]
0.02]
0.11]
0.02
0.05]
0.18|
0.05]
0.33
0.04]
0.01]
0.02]
0.08
0.01]
0.13]
0.02]
0.07
0.11]
0.02]
0.09]
0.19
0.01]
0.08|
0.00|
0.03
0.05]
0.05]
0.05]
0.01
0.10]
0.18]
0.19]
0.04
0.11]
0.14]
0.00]

0.29]
0.29
0.29
0.28|
0.27]
0.27]
0.27
0.27]
0.27]
0.26|
0.25
0.25]
0.25]
0.24
0.24
0.24
0.24
0.23]
0.23
0.22]
0.22]
0.21]
0.21]
0.21]
0.20
0.20
0.20
0.20
0.20
0.18|
0.18
0.18|
0.18|
0.17]
0.16
0.16|
0.16|
0.15]
0.15
0.15]
0.14
0.14
0.14
0.13]
0.13]
0.13]
0.12]
0.12]
0.12]
0.12]
0.12]
0.10
0.10
0.10
0.10
0.10
0.09]
0.09]
0.09
0.09]
0.09]
0.09]

Energy metabolism:
N/A
N/A
Purines, pyrimidines,
Protein synthesis:Ril
Transcription:Degra
Energy metabolism:
Amino acid biosynth|
N/A
N/A
Amino acid biosynth
Cell envelope:Biosyn
Transport and bindir]
N/A
N/A
N/A
N/A
N/A
N/A
Amino acid biosynth|
Amino acid biosynth|
Purines, pyrimidines,
Biosynthesis of cofa
Amino acid biosynth|
N/A
Central intermediary
Energy metabolism:
Protein fate:Protein
Energy metabolism:
Energy metabolism:
Energy metabolism:
Amino acid biosynth|
Energy metabolism:.
Protein fate:Degradd
N/A
Protein fate:Protein
Protein synthesis:tR
Energy metabolism:
Fatty acid and phosp)
Central intermediary
Protein fate:Protein
Protein synthesis:Rik
Energy metabolism:
N/A
Signal transduction:
N/A
N/A
Energy metabolism:
Amino acid biosynth|
N/A
N/A
Cell envelope:Other
N/A
N/A
N/A
Protein fate:Protein
Protein synthesis:Ril
N/A
N/A
Amino acid biosynth|
N/A

Protein synthesis:Tr:

TIGR00167 ke
N/A

N/A

TIGR0O0107 pu
TIGRO1169 rib
TIGRO0757 rib
TIGR02181 glu
TIGR00263 try
TIGRO1350 dihf
N/A

TIGRO1136 cys]
TIGR00441 ph{
TIGR01730 eff]
N/A

N/A

N/A

N/A

TIGR01258 ph
N/A

TIGR00407 glu
TIGR01364 ph
TIGRO0081 ph
TIGRO2007 fer
TIGRO0656 asq
N/A

TIGR01034 mé]
TIGR01418 ph
TIGRO3592 mé]
TIGRO1064 py!
TIGRO0016 acq
TIGR01255 for
TIGRO0566 glu
TIGRO0692 L-t!
TIGRO1241 AT
N/A

TIGRO0390 AT
TIGRO0457 asq
TIGRO0962 AT

Glycolysis/gluconeogenesis

N/A

N/A

Salvage of nucleosides and nucleotides
Ribosomal proteins

Degradation of RNA

Electron transport

Aromatic amino acid family

N/A

N/A

Serine family

Biosynthesis and degradation of surface polysaccharides and lipopolys:
Unknown substrate

N/A

N/A

N/A

N/A

N/A

N/A

Glutamate family

Serine family

Purine ribonucleotide biosynthesis
Other

Aspartate family

N/A

Other

Glycolysis/gluconeogenesis

Protein and peptide secretion and trafficking
Glycolysis/gluconeogenesis
Fermentation

Fermentation

Aromatic amino acid family

Amino acids and amines

Degradation of proteins, peptides, and glycopeptides
N/A

Protein folding and stabilization

tRNA aminoacylation

ATP-proton motive force interconversion

TIGR0O0747 3-gBiosynthesis

TIGR0O1135 glu
TIGR01991 Fe]
TIGR0O1011 rib
TIGRO0365 mg
N/A
TIGRO0830 PT:
N/A
N/A
TIGRO0873 6-p
TIGR00262 try|
N/A
N/A
TIGR00363 lip
N/A
N/A
N/A
TIGRO0916 prd
TIGR01021 rib
N/A

TIGR01931 sul

Amino sugars

Protein folding and stabilization
Ribosomal proteins

Electron transport

N/A

PTS

N/A

N/A

Pentose phosphate pathway
Aromatic amino acid family
N/A

N/A

Other

N/A

N/A

N/A

Protein and peptide secretion and trafficking
Ribosomal proteins

N/A

N/A

TIGRO0735 imi|Histidine family

N/A

N/A

TIGR00231 sm|Translation factors

accharides




RibE
Galu
Pta
NudE
MetE
RplO
RpsG
PanB
YdgH
DapD
ArgD
MoaB
Yfio
AccD
GuaA
HisS
BetB
PurH
IhfA
SerS
RpsC
RpmC
CarA
CarB
YfiF
FusA
YidA
HisC
VacB
Purl
DacA
PfkB
ArgB
Leus
LeuC
RpsD
Pfs
GlyA
NemA
PheS
Eda
MreB
AspS
AtpH
LysS
RpsT
OppA
NusG
ArgH
Alas
RpIN
DnakK
PpiB
RpiA
RpsR
LepA
MurA
(AccC
YchF
AhpF
Pgi
HemL

riboflavin synthase subunit beta
glucose-1-phosphate uridylyltransferase
phosphate acetyltransferase

ADP-ribose diphosphatase
5-methyltetrahydropteroyltriglutamate--
50S ribosomal protein L15

30S ribosomal protein S7
3-methyl-2-oxobutanoate hydroxymethylf]
hypothetical protein
2,3,4,5-tetrahydropyridine-2-carboxylate
bifunctional acetylornithine aminotransfe]
molybdopterin biosynthesis protein B
predicted lipoprotein

acetyl-CoA carboxylase subunit beta
bifunctional GMP synthase/glutamine ami
histidyl-tRNA synthetase

betaine aldehyde dehydrogenase, NAD-ddg
bifunctionalphosphoribosylaminoimidazol
integration host factor subunit alpha
seryl-tRNA synthetase

30S ribosomal protein S3

50S ribosomal protein L29
carbamoyl-phosphate synthase small suby
carbamoyl-phosphate synthase large subu
predicted methyltransferase

elongation factor EF-2

predicted hydrolase

histidinol-phosphate aminotransferase
putative enzyme
phosphoribosylformylglycinamidine synth
D-alanyl-D-alanine carboxypeptidase (pen
6-phosphofructokinase II; suppressor of p
acetylglutamate kinase (RefSeq)
leucyl-tRNA synthetase

isopropylmalate isomerase large subunit
30S ribosomal protein S4
5'-methylthioadenosine/S-adenosylhomog
serine hydroxymethyltransferase
N-ethylmaleimide reductase, FMN-linked
phenylalanyl-tRNA synthetase alpha subu
keto-hydroxyglutarate-aldolase/keto-deo:
regulator of ftsl, penicillin binding protein
aspartyl-tRNA synthetase

FOF1 ATP synthase subunit delta

lysine tRNA synthetase, constitutive

30S ribosomal protein S20

oligopeptide transporter subunit
transcription antitermination protein Nus
argininosuccinate lyase

alanyl-tRNA synthetase

50S ribosomal protein L14

molecular chaperone DnakK
peptidyl-prolyl cis-trans isomerase B (rota
ribose-5-phosphate isomerase A

30S ribosomal protein S18

GTP-binding protein LepA
UDP-N-acetylglucosamine 1-carboxyvinylt|
acetyl-CoA carboxylase
translation-associated GTPase

alkyl hydroperoxide reductase, F52a subu
glucose-6-phosphate isomerase

glutamate-1-semialdehyde aminotransfer:

15.64
7.38
37.66
7.04
98.64
16.71
30.95
4.96
7.84
32.17
8.71
521
5.79]
12.72
11.83
20.19
6.60]
19.43
10.30]
19.14
29.99
15.42
10.28]
36.44
5.40
119.74]
5.10
8.49
8.19
21.37
8.15
7.03
5.33
17.12
28.88
29.08
5.86/
42.12
18.95
13.27
7.73
5.79]
37.45
11.57
15.40
8.52
31.06
11.80
10.71
28.77
9.30
36.44
8.43
9.50
9.45
5.36]
6.99]
9.11
7.76
16.60
12.30
20.19

0.87|
0.75]
4.98
111
13.04
3.90]
2.05!
0.34
0.79
11.31
1.72
6.13
0.88|
1.09
2.35
1.62
0.76|
4.07|
0.46
5.06|
2.34]
4.21]
1.68]
4.90
3.11
5.59
3.70
3.91
1.56
1.67]
2.04
0.94
1.77|
3.83
1.49
6.04]
2.26
4.26
1.68]
2.34]
212
2.56
2.85
1.77
3.95
2.80]
4.79
3.32
0.27|
2.68]
3.77,
5.16|
4.42
1.06|
2.40
0.73]
0.34
1.34]
1.38]
3.05
1.47|

1.69

14.84

35.86
6.71]
94.14
15.97
29.71
4.76
7.56]
31.07
8.41
5.04

12.33
11.48]
19.59
6.44
19.03
10.09]
18.76
29.4
15.14
10.1
35.87
5.32]
118.44
5.05
8.41]
8.12]
21.25
8.12]

5.31]
17.09
28.83
29.12

5.87
42.26
19.04]
13.45

7.84

5.88]
38.08
11.77
15.68

8.68]
31.66
12.03
10.94

1.18
0.52]
2.62
1.42
5.25]
1.73
2.76
0.47|
0.09]
4.26
2.28
0.89]
2.11]
1.43
0.62
1.05
1.23
3.44]
2.56

2.93]
1.85
2.32
3.09]
0.51]
9.23]

171
1.29
5.23]
1.21
0.95]
2.05]
2.96|
2.66
2.54
0.78|
2.98]
0.74
0.99]
0.92]
0.78]
0.07
2.31
0.78|
0.53]
2.82
1.15
2.61]
4.42
0.56
3.11]
1.99
0.46|
0.46
191
1.03
1.68
1.65]

2.79]
2.41]

1.05
1.05
1.05
1.05
1.05
1.05
1.04
1.04
1.04
1.04
1.04
1.03
1.03
1.03
1.03
1.03
1.02
1.02
1.02
1.02
1.02
1.02
1.02
1.02
1.02
1.01
1.01
1.01
1.01
1.01
1.00!
1.00
1.00
1.00
1.00!
1.00
1.00
1.00
1.00!
0.99
0.99
0.98
0.98
0.98
0.98
0.98
0.98
0.98
0.98
0.98
0.98
0.97
0.97
0.97
0.96
0.96
0.96
0.96
0.96
0.96
0.95
0.95

0.01]
0.02]
0.02
0.07|
0.02]
0.07|
0.01
0.01]
0.01]
0.14]
0.11]
1.41
0.17|
0.02]
0.04
0.01]
0.05]
0.08|
0.07
0.07|
0.02]
0.09]
0.08
0.03]
0.34]
0.01]
0.56
0.25]
0.06
0.07|
0.09
0.04]
0.26
0.08|
0.01
0.05]
0.17]
0.02]
0.01
0.04]
0.09]
0.21]
0.01
0.06
0.07|
0.11]
0.03
0.09]
0.06
0.03]
0.17
0.03]
0.33]
0.01]
0.07
0.14]
0.02]
0.05]
0.07
0.03]
0.06
0.02]

0.08|
0.08|
0.07
0.07]
0.07]
0.07]
0.06
0.06|
0.05]
0.05]
0.05
0.05]
0.05]
0.04
0.04
0.04
0.04
0.03]
0.03
0.03]
0.03]
0.03]
0.03
0.02]
0.02]
0.02]
0.02
0.01]
0.01]
0.01]
0.01
0.01]
0.00
0.00
0.00
0.00
0.00
0.00
-0.01
-0.02
-0.02
-0.02
-0.02
-0.02
-0.03
-0.03
-0.03
-0.03
-0.03
-0.03
-0.04
-0.04
-0.04
-0.04
-0.05
-0.06
-0.06
-0.06
-0.06
-0.06
-0.07

-0.08

Biosynthesis of cofa
Cell envelope:Biosyn}
Energy metabolism:
N/A

Amino acid biosynth|
Protein synthesis:Rik
Protein synthesis:Ril
Biosynthesis of cofa
N/A

Amino acid biosynth
Energy metabolism:
Biosynthesis of cofa
Protein fate:Protein
Fatty acid and phosp)
Purines, pyrimidines,
Protein synthesis:tR
Cellular processes:A
Purines, pyrimidines,
DNA metabolism:DNJ
Protein synthesis:tR
Protein synthesis:Ril
Protein synthesis:Rik
Purines, pyrimidines,
Purines, pyrimidines,
N/A

Protein synthesis:Tr:
Unknown function:E
Amino acid biosynth|
Transcription:Degra
Purines, pyrimidines,
N/A

N/A

Amino acid biosynth|
Protein synthesis:tR
Amino acid biosynth
Protein synthesis:Ril
Purines, pyrimidines,
N/A

N/A

Protein synthesis:tR
Energy metabolism:
Cell envelope:Biosyn}
Protein synthesis:tR
Energy metabolism:.
Protein synthesis:tR
Protein synthesis:Rik
N/A

Transcription:Transc
Amino acid biosynth|
Protein synthesis:tR
Protein synthesis:Ril
Protein fate:Protein
N/A

Energy metabolism:
Protein synthesis:Ril
Unknown function:@
Cell envelope:Biosyn§
Fatty acid and phosp)
Unknown function:§
Cellular processes:A
N/A

TIGRO0114 6,7|
TIGR0O1099 UT
TIGRO0651 ph
N/A
TIGRO1371 5-ny
TIGRO1071 rib
TIGR01029 rib
TIGR00222 3-ny
N/A
TIGRO0965 2,3}
TIGRO0707 acq
TIGR00177 mg
TIGRO3302 ou
TIGRO0515 acq
TIGR00884 G
TIGR00442 his|
TIGR01804 be
TIGRO0355 ph
TIGRO0987 int
TIGRO0414 ser]
TIGRO1009 rib
TIGRO0012 rib
TIGR01368 carf
TIGRO1369 car]
N/A
TIGR0O0231 sm
TIGRO0099 Co
TIGR01141 his|
TIGRO0358 Va
TIGRO1735 ph
N/A
TIGR03168 he
TIGRO0761 acq
TIGR0O0396 leu
TIGRO0170 3-i
TIGR01017 rib
TIGR01704 MT]
N/A

N/A
TIGR00468 ph
TIGR01182 2-d
TIGRO0904 cel
TIGRO0459 asq
TIGRO1145 AT
TIGRO0499 lysi
TIGR00029 rib
N/A
TIGR00922 tra
TIGRO0838 arg]
TIGR00344 ala
TIGRO1067 rib
TIGR02350 chd
N/A
TIGR00021 rib
TIGRO0165 rib
TIGR00231 sm
TIGR0O1072 UD
TIGR0O0514 acq
TIGRO0092 GT|
TIGR03140 alk
N/A

Biosynthesis of cofa:

Riboflavin, FMN, and FAD |
Biosynthesis and degradation of surface polysaccharides and lipopolysaccharides
Fermentation

N/A

Aspartate family

Ribosomal proteins

Ribosomal proteins

Pantothenate and coenzyme A

N/A

Aspartate family

Amino acids and amines

Molybdopterin

Protein and peptide secretion and trafficking
Biosynthesis

Purine ribonucleotide biosynthesis

tRNA aminoacylation

Adaptations to atypical conditions

Purine ribonucleotide biosynthesis

DNA replication, recombination, and repair
tRNA aminoacylation

Ribosomal proteins

Ribosomal proteins

Pyrimidine ribonucleotide biosynthesis
Pyrimidine ribonucleotide biosynthesis
N/A

Translation factors

Enzymes of unknown specificity
Histidine family

Degradation of RNA

Purine ribonucleotide biosynthesis

N/A

N/A

Glutamate family

tRNA aminoacylation

Pyruvate family

Ribosomal proteins

Salvage of nucleosides and nucleotides
N/A

N/A

tRNA aminoacylation

Entner-Doudoroff

Biosynthesis and degradation of murein sacculus and peptidoglycan
tRNA aminoacylation

ATP-proton motive force interconversion
tRNA aminoacylation

Ribosomal proteins

N/A

Transcription factors

Glutamate family

tRNA aminoacylation

Ribosomal proteins

Protein folding and stabilization

N/A

Pentose phosphate pathway

Ribosomal proteins

General

Biosynthesis and degradation of murein sacculus and peptidoglycan
Biosynthesis

General

Adaptations to atypical conditions

N/A

TIGRO0713 glu

Heme, porphyrin, and cobalamin



livC
ValS
RpoB
PfkA
PrsA
b2511
DegP
PepP
B2294
Tsf
Ptsl
GroS
RpsJ)
FabF
PurD
ArgS
TyrA
Frr
ThrA
DapB
His)
BipA
CysP
RplP
Rpl)
Upp
GInS
Tig
ClpB
RpsA
RpoC
PurB
IscS
TrpE
ThrC
AdhE
HisG
GshA
[AccA
DppA
RplM
YfbF
NuoC
PurT
NusA
RfaE
GlyS
GInA
Ygfz
DadA
RplQ
RbfA
RplF
YibN
HisB
AceE
Zwf
lleS
RpsP
GyrB
AtpF
YebL

ketol-acid reductoisomerase

valyl-tRNA synthetase

DNA-directed RNA polymerase subunit be|
6-phosphofructokinase

ribose-phosphate pyrophosphokinase
putative GTP-binding factor

serine endoprotease (protease Do), memi
proline aminopeptidase P Il

orf, hypothetical protein

elongation factor Ts

PEP-protein phosphotransferase of PTS sy
co-chaperonin GroES

30S ribosomal protein S10

3-oxoacyl-(acyl carrier protein) synthase
phosphoribosylamine--glycine ligase
arginyl-tRNA synthetase

fused chorismate mutase T/prephenate d
ribosome releasing factor

bifunctional aspartokinase I/homeserine d
dihydrodipicolinate reductase
histidine/lysine/arginine/ornithine transp
GTP-binding protein

thiosulfate transporter subunit

50S ribosomal protein L16

50S ribosomal protein L10

uracil phosphoribosyltransferase
glutaminyl-tRNA synthetase

trigger factor

protein disaggregation chaperone

30S ribosomal protein S1

DNA-directed RNA polymerase subunit be|
adenylosuccinate lyase

cysteine desulfurase

anthranilate synthase component |
threonine synthase

fused acetaldehyde-CoA dehydrogenase/i
ATP phosphoribosyltransferase
glutamate--cysteine ligase

acetyl-CoA carboxylase subunit alpha
dipeptide transporter

50S ribosomal protein L13

undecaprenyl phosphate-L-Ara4FN transfg
NADH:ubiquinone oxidoreductase, chain
phosphoribosylglycinamide formyltransfef
transcription elongation factor NusA
fused heptose 7-phosphate kinase/heptog|
glycyl-tRNA synthetase subunit beta
glutamine synthetase

putative global regulator

D-amino acid dehydrogenase small subun
50S ribosomal protein L17
ribosome-binding factor A

50S ribosomal protein L6

predicted rhodanese-related sulfurtransfe]
imidazoleglycerolphosphate dehydratase
pyruvate dehydrogenase subunit E1
glucose-6-phosphate 1-dehydrogenase
isoleucyl-tRNA synthetase

30S ribosomal protein S16

DNA gyrase subunit B

FOF1 ATP synthase subunit B

putative adhesin

52.98
23.11
70.83
17.14
28.01
7.77
6.99
8.26
11.87
25.29
56.15
17.12
23.16
18.56
6.58
7.60]
60.39
5.77
25.50
7.75
9.94
16.80
20.98
15.73
25.46
8.56
7.06
49.35
35.94
45.85
63.56
9.71
20.47
9.83
20.01
26.36
7.36)
4.96
18.15
22,61
8.71
5.40]
8.67
5.84
17.64
9.50
17.12
9.02
6.71
5.75
15.18]
5.29]
24.38
5.71]
4.99
77.27
12.22
20.73
8.95
8.71
11.15
23.96

11.17
2.26
8.67
5.96|
2.03
2.92
0.34
0.99
1.83
4.64
3.74
5.92
5.53
2.24]
0.44
4.25
4.44
1.39
1.19
2.38]
1.80]
2.67|
1.93
2.64]
1.43
192
221
8.13]
3.05
6.72
5.57]
3.91
2.75
161
4.97
3.75
171
0.34
2.08|
1.64
172
1.09
0.59
4.17|
1.46|
1.06|
3.83
2.78]
2.96
0.40
2.07|
1.54
3.58]
1.67|
1.52

12.78
291
6.08]
3.46
1.72
0.76|
2.38]

56.54
24.66
76.16
18.47
30.24

7.56
8.95]
12.86
27.43
61.36
18.77
25.5]
20.45
7.27
8.39
66.94
6.43]
28.56
8.69]
11.2
19.04
23.78
17.92
29.1]
9.79]
8.11]
56.81
41.42
52.9
73.37
11.21
23.79
11.47
23.52
31.07
8.68]
5.88]
21.58
26.89
10.37
6.44
10.36]
7.01
21.26
11.47
20.71
10.92
8.13]
6.99]
18.47]
6.44
29.69

6.15

95.2]
15.12
25.75
11.21
10.93
14.01
30.26

0.94
0.94
0.93
0.93
0.93
0.93
0.92
0.92
0.92
0.92
0.92
0.91
0.91
0.91
0.91
0.91
0.90
0.90
0.89
0.89
0.89
0.88
0.88
0.88
0.87
0.87
0.87
0.87
0.87
0.87
0.87
0.87
0.86
0.86
0.85
0.85
0.85
0.84
0.84
0.84
0.84
0.84
0.84
0.83
0.83
0.83
0.83
0.83
0.83
0.82
0.82
0.82
0.82
0.82
0.81
0.81
0.81
0.80
0.80
0.80
0.80
0.79

0.05]
0.01]
0.02
0.13]
0.01]
0.17|
0.02
0.05]
0.06
0.05]
0.01
0.12]
0.11]
0.02]
0.03
0.35]
0.01]
0.16]
0.02
0.12]
0.04]
0.06
0.04
0.04]
0.04]
0.06
0.15
0.03]
0.03]
0.04]
0.01
0.20]
0.03]
0.05]
0.07
0.03]
0.14]
0.06
0.04
0.01]
0.08|
0.08|
0.03
0.55]
0.02]
0.03]
0.10
0.12]
0.20]
0.24]
0.02
0.11]
0.03]
0.10]
0.13
0.03]
0.06
0.11]
0.16
0.06
0.02]
0.01]

-0.09
-0.09
-0.10
-0.11
-0.11
-0.11
-0.11
-0.12
-0.12
-0.12
-0.13
-0.13
-0.14
-0.14
-0.14
-0.14
-0.15
-0.16
-0.16
-0.17
-0.17
-0.18
-0.18
-0.19
-0.19
-0.19
-0.20
-0.20
-0.20
-0.21
-0.21
-0.21
-0.22
-0.22
-0.23
-0.24
-0.24
-0.25
-0.25
-0.25
-0.25
-0.25
-0.26
-0.26
-0.27
-0.27
-0.27
-0.28
-0.28
-0.28
-0.28
-0.28
-0.28
-0.29
-0.30
-0.30
-0.31
-0.31
-0.32
-0.33
-0.33
-0.34

Amino acid biosynth|
Protein synthesis:tR
Transcription:DNA-d
Energy metabolism:
Purines, pyrimidines,
Protein synthesis:Otl
Protein fate:Degradd
N/A

N/A

Protein synthesis:Tr:
N/A

N/A

Protein synthesis:Ril
Fatty acid and phosp)
Purines, pyrimidines,
Protein synthesis:tR
Amino acid biosynth|
Protein synthesis:Tr:
Amino acid biosynth
Amino acid biosynth|
Transport and bindir]
Protein synthesis:Tr:
Transport and bindi
Protein synthesis:Ril
N/A

Purines, pyrimidines,
Protein synthesis:tR
Protein fate:Protein
Protein fate:Protein
Protein synthesis:Rik
Transcription:DNA-d
Purines, pyrimidines,
Protein synthesis:tR
Amino acid biosynth
Amino acid biosynth
N/A

Amino acid biosynth|
Biosynthesis of cofa:
Fatty acid and phosp)
N/A

Protein synthesis:Ril
N/A

Energy metabolism:
Purines, pyrimidines,
Transcription:Transc
Cell envelope:Biosyn}
Protein synthesis:tR
Amino acid biosynth|
Protein synthesis:tR
N/A

Protein synthesis:Ril
Transcription:RNA pi
Protein synthesis:Ril
N/A

Amino acid biosynth
N/A

Energy metabolism:
Protein synthesis:tR
Protein synthesis:Ril
DNA metabolism:D
Energy metabolism:.

N/A

TIGRO0465 ket]Pyruvate family
TIGR00422 val|tRNA aminoacylation

TIGR02013 DN
TIGR02482 6-p
TIGR0O1251 rib
TIGR0O0231 sm
TIGR02037 prd
N/A

N/A

TIGRO0116 tra
TIGRO1417 ph
N/A

TIGR01049 rib
TIGRO3150 bef]
TIGRO0877 ph
TIGRO0456 arg]
TIGR0O1799 ch
TIGRO0496 rib
TIGRO0657 asq
TIGR0O0036 dihf
TIGRO1096 lysi
TIGR0O0231 sm
TIGRO0971 sul
TIGR01164 rib
N/A

TIGR0O1091 urg
TIGR00440 glu
TIGRO0115 trig
TIGRO3346 AT
TIGRO0717 rib
TIGR02386 DN
TIGR00928 ad
TIGRO2006 cys]
TIGRO0565 anf]
TIGR00260 thr
N/A

TIGRO0070 AT
TIGR01434 glu

DNA-dependent RNA polymerase
Glycolysis/gluconeogenesis

Purine ribonucleotide biosynthesis
Other

Degradation of proteins, peptides, and glycopeptides
N/A

N/A

Translation factors

N/A

N/A

Ribosomal proteins

Biosynthesis

Purine ribonucleotide biosynthesis
tRNA aminoacylation

Aromatic amino acid family
Translation factors

Aspartate family

Aspartate family

Amino acids, peptides and amines
Translation factors

Anions

Ribosomal proteins

N/A

Salvage of nucleosides and nucleotides
tRNA aminoacylation

Protein folding and stabilization
Protein folding and stabilization
Ribosomal proteins
DNA-dependent RNA polymerase
Purine ribonucleotide biosynthesis
tRNA and rRNA base modification
Aromatic amino acid family
Aspartate family

N/A

Histidine family

Glutathione and analogs

TIGR0O0513 acgBiosynthesis

N/A

TIGR01066 rib
N/A

TIGR01961 NA
TIGR01142 ph
TIGR01953 tra
TIGR00125 cyt
TIGR00211 gly,
TIGR00653 glu
TIGR03317 fol
N/A

TIGR00059 rib
TIGR00082 rib
TIGR03654 rib
N/A

TIGR01261 his|
TIGR00759 pyi
TIGR00871 glu
TIGR00392 iso|
TIGRO0002 rib

N/A

Ribosomal proteins

N/A

Electron transport

Purine ribonucleotide biosynthesis
Transcription factors

Biosynthesis and degradation of surface polysaccharides and lipopolys:
tRNA aminoacylation

Glutamate family

tRNA and rRNA base modification
N/A

Ribosomal proteins

RNA processing

Ribosomal proteins

N/A

Histidine family

N/A

Pentose phosphate pathway

tRNA aminoacylation

Ribosomal proteins

TIGR0O1059 DN|DNA replication, recombination, and repair
TIGR01144 ATJATP-proton motive force interconversion

N/A

N/A

accharides




GroEL
Rho
PepD
GInH
SolA
TrxA
Ppc
RpoA
AceF
YeeZ
PyrG
PanC
PykA
YjjiK
HupB
PurA
GItA
LeuB
YeiK
AroG

PheT
NrdA
LeuD
RpskK
Adk
Apt
GImMm
MetG
HisA
ClpP
AroF
Rpll
GutQ
NarL
YedW
Eno
PotD
GuaB
livB
ProS
AcnA
RplB
RplE
StpA
IIVE
RfaD
FabZ
YIi)
FabB
MoeA
ArgG
IivD
RplY
FtsZ
YbeZ
Usg
KdsA
GItB
RplC
RpID
NadE

chaperonin GroEL

transcription termination factor Rho
aminoacyl-histidine dipeptidase (peptidas:
glutamine ABC transporter periplasmic pr
N-methyltryptophan oxidase, FAD-binding]
thioredoxin 1

phosphoenolpyruvate carboxylase
DNA-directed RNA polymerase subunit alg
dihydrolipoamide acetyltransferase
predicted epimerase, with NAD(P)-binding
CTP synthetase

pantoate--beta-alanine ligase

pyruvate kinase

fused predicted transporter subunits of AH
HU, DNA-binding transcriptional regulator]
adenylosuccinate synthetase

citrate synthase

3-isopropylmalate dehydrogenase

short chain dehydrogenase
3-deoxy-D-arabino-heptulosonate-7-phos
predicted oxidoreductase, NADP(H)-depef]
phenylalanyl-tRNA synthetase beta subun|
ribonucleotide-diphosphate reductase alp|
isopropylmalate isomerase small subunit
30S ribosomal protein S11

adenylate kinase

adenine phosphoribosyltransferase
phosphoglucosamine mutase
methionyl-tRNA synthetase
N-(5'-phospho-L-ribosyl-formimino)-5-ami
ATP-dependent Clp protease proteolytic s
3-deoxy-D-arabino-heptulosonate-7-phos
50S ribosomal protein L9

orf, hypothetical protein

DNA-binding response regulator in two-co|
putative dehydrogenase
phosphopyruvate hydratase
spermidine/putrescine ABC transporter pqg
inositol-5-monophosphate dehydrogenasd
acetolactate synthase large subunit
prolyl-tRNA synthetase

aconitate hydratase

50S ribosomal protein L2

50S ribosomal protein L5

DNA binding protein, nucleoid-associated
branched-chain amino acid aminotransfer
ADP-L-glycero-D-mannoheptose-6-epimer]
(3R)-hydroxymyristoyl ACP dehydratase
putative transferase

3-oxoacyl-(acyl carrier protein) synthase
molybdopterin biosynthesis protein
argininosuccinate synthase
dihydroxy-acid dehydratase

50S ribosomal protein L25

cell division protein FtsZ

predicted protein with nucleoside triphos
hypothetical protein
2-dehydro-3-deoxyphosphooctonate aldo
glutamate synthase, large subunit

50S ribosomal protein L3

50S ribosomal protein L4

NAD synthetase

101.82
39.16
7.73
7.49]
5.29]
10.28
36.92
39.25
37.16
7.80]
12.35
6.49]
19.91
10.32
6.88
24.46
49.59
32.57
6.14
28.53
5.25
50.42
8.74
13.18
13.79
12.33
7.36
6.56/
15.99
9.49
5.81
104.36
31.89
8.63
8.23
5.80]
66.88
6.14]
11.90]
9.99
20.22
11.04
27.62
25.48
8.56
11.93
9.56
6.51
8.40
18.29
5.31
12.61
40.47
15.62
14.72
7.47
12.61
9.76
35.03
15.01
15.27
6.99]

3.08]
10.14
2.12
1.75
1.54]
1.68]
3.34
6.35
2.52
1.71
0.96
2.20]
3.52
0.89
4.21
6.12
6.37|
2.02
0.84
7.56
2.29
6.42
2.57|
0.33]
5.05
3.07]
2.25
1.74
1.42
1.43
1.03
2391
5.92
0.99
0.29
2.95
5.09
0.84
2.10
2.64]
2.83
1.75
1.87|
1.47
192
0.91]
2.10
2.32
6.13
5.51
1.15
3.51
2.99
131
2.39
2.59
351
2.72
113
4.37|
2.69
0.34

128.79]
49.59
9.79
9.52]
6.73]
13.17
47.33
50.41
47.88
10.09
15.97]

25.77
13.44
8.96
31.92
64.72
42.87
8.12]
37.81
7.01
67.54
11.77]
17.93
18.77
17.11
10.34]
9.25]
22.69
13.71
8.41
151.44
47.33
12.88
12.31
8.69]
100.49!
9.24
17.94]
15.11
30.79
16.82
4231
40.04
13.46
18.77
15.11
10.37
13.45
29.39
8.68
20.73
66.66
25.74
24.38
12.6
21.29
16.54
59.94
25.75
26.88
12.32

4.86

1.91]
1.68
2.21]
1.45
1.09|

0.62]
1.19

0.79
0.79
0.79
0.79
0.79
0.78
0.78
0.78
0.78
0.77
0.77
0.77
0.77
0.77
0.77
0.77
0.77
0.76
0.76
0.75
0.75
0.75
0.74
0.74
0.73
0.72
0.71
0.71
0.70
0.69
0.69
0.69
0.67
0.67
0.67
0.67
0.67
0.66
0.66
0.66
0.66
0.66
0.65
0.64
0.64
0.64
0.63
0.63
0.62
0.62
0.61
0.61
0.61
0.61
0.60
0.59
0.59
0.59
0.58
0.58
0.57
0.57

0.00|
0.07|
0.12
0.06
0.10]
0.04]
0.01
0.05]
0.01]
0.10]
0.01
0.12]
0.06
0.02]
0.39
0.07|
0.02]
0.01]
0.09
0.08|
0.28|
0.04]
0.09
0.00|
0.15]
0.09]
0.20
0.10]
0.02]
0.03]
0.07
0.06
0.05]
0.01]
0.03
0.28|
0.01]
0.02]
0.05
0.09]
0.02]
0.03]
0.01
0.01]
0.08|
0.01]
0.06
0.13]
0.56
0.10]
0.09
0.08|
0.01]
0.03]
0.03
0.14]
0.09]
0.09]
0.00
0.09]
0.03]
0.01]

-0.34
-0.34
-0.34
-0.35
-0.35
-0.36
-0.36
-0.36
-0.37
-0.37
-0.37
-0.37
-0.37
-0.38
-0.38
-0.38
-0.38
-0.40
-0.40
-0.41
-0.42
-0.42
-0.43
-0.44
-0.44
-0.47
-0.49
-0.50
-0.50
-0.53
-0.53
-0.54
-0.57
-0.58
-0.58
-0.58
-0.59
-0.59
-0.59
-0.60
-0.61
-0.61
-0.62
-0.65
-0.65
-0.65
-0.66
-0.67
-0.68
-0.68
-0.71
-0.72
-0.72
-0.72
-0.73
-0.75
-0.76
-0.76
-0.77
-0.78
-0.82
-0.82

Protein fate:Protein
Transcription:Transc
N/A
N/A
N/A
Energy metabolism:
N/A
Transcription:DNA-d
Energy metabolism:
N/A
Purines, pyrimidines,
Biosynthesis of cofa
Energy metabolism:
N/A
N/A
Purines, pyrimidines,
Energy metabolism:]
Amino acid biosynth
N/A
Amino acid biosynth|
N/A
Protein synthesis:tR
Purines, pyrimidines,
Amino acid biosynth|
Protein synthesis:Ril
Purines, pyrimidines,
Purines, pyrimidines,
Central intermediary
Protein synthesis:tR
Amino acid biosynth
Protein fate:Degradd
Amino acid biosynth|
Protein synthesis:Ril
Energy metabolism:{
N/A
N/A
Energy metabolism:
N/A
Purines, pyrimidines,
Amino acid biosynth|
Protein synthesis:tR
Energy metabolism:
Protein synthesis:Ril
N/A
N/A
Amino acid biosynth
Cell envelope:Biosyn}
Fatty acid and phosp
N/A
N/A
N/A
Amino acid biosynth|
Amino acid biosynth|
N/A
Cellular processes:Cg
N/A
N/A
Cell envelope:Biosyn}
N/A
N/A
Protein synthesis:Ril

TIGR02348 ch{
TIGRO0767 tra
TIGR01893 am)
N/A

N/A

TIGRO1068 thi
N/A

TIGR02027 DN
TIGR01348 dih|
N/A

TIGRO0337 CT!
TIGRO0018 paf]
TIGRO1064 py!
TIGRO3719 AT
N/A

TIGR00184 ad
TIGRO1798 cit
TIGR0O0169 3-i
N/A

TIGR00034 3-d
N/A

TIGR00472 ph
TIGRO2506 rib
TIGR0O0171 3-i
TIGR03632 30
TIGRO1351 ad
TIGR01090 ad
TIGR01455 ph
TIGRO0398 mé]
TIGRO0007 1-(
TIGR0O0493 AT
TIGR00034 3-d
TIGRO0158 rib
TIGR0O0393 sud
N/A

N/A

TIGR01060 ph
N/A

TIGR01302 ing
TIGR00118 acq
TIGRO0409 prd
TIGRO1341 ac
TIGRO1171 rib
N/A

N/A

TIGR01122 brg
TIGR02197 AD
TIGR0O1750 be
N/A

N/A

TIGRO0177 mg
TIGRO0032 arg]
TIGR00110 dihf
N/A

TIGRO0065 cel
N/A

N/A

TIGRO1362 3-d
N/A

TIGR03625 50
TIGRO3953 50

Biosynthesis of cofa:

Protein folding and stabilization
Transcription factors

N/A

N/A

N/A

Electron transport

N/A

DNA-dependent RNA polymerase
Pyruvate dehydrogenase

N/A

Pyrimidine ribonucleotide biosynthesis
Pantothenate and coenzyme A
Glycolysis/gluconeogenesis

N/A

N/A

Purine ribonucleotide biosynthesis
TCA cycle

Pyruvate family

N/A

Aromatic amino acid family

N/A

tRNA aminoacylation
2'-Deoxyribonucleotide metabolism
Pyruvate family

Ribosomal proteins

Nucleotide and nucleoside interconversions
Salvage of nucleosides and nucleotides
Amino sugars

tRNA aminoacylation

Histidine family

Degradation of proteins, peptides, and glycopeptides
Aromatic amino acid family
Ribosomal proteins

Sugars

N/A

N/A

Glycolysis/gluconeogenesis

N/A

Purine ribonucleotide biosynthesis
Pyruvate family

tRNA aminoacylation

TCA cycle

Ribosomal proteins

N/A

N/A

Pyruvate family

Biosynthesis and degradation of surface polysaccharides and lipopolys:
Biosynthesis

N/A

N/A

N/A

Glutamate family

Pyruvate family

N/A

Cell division

N/A

N/A

Biosynthesis and degradation of surface polysaccharides and lipopolys:
N/A

N/A

Ribosomal proteins

TIGRO0552 NA|

Pyridine nucleotides

accharides

accharides




YbiB
GyrA
LeuA
FolE
Ndk
NuoG
MetF
RpsM
SecA
RpoD
GshB
PepN
GItX
GapA
RplV
RplS
GItD
TrpS
IlvA

hypothetical protein

DNA gyrase subunit A

2-isopropylmalate synthase

GTP cyclohydrolase |

nucleoside diphosphate kinase
NADH:ubiquinone oxidoreductase, chain ¢
5,10-methylenetetrahydrofolate reductas
30S ribosomal protein S13

translocase

RNA polymerase sigma factor

glutathione synthetase

aminopeptidase N

glutamyl-tRNA synthetase
glyceraldehyde-3-phosphate dehydrogeng
50S ribosomal protein L22

50S ribosomal protein L19

glutamate synthase, 4Fe-4S protein, small
tryptophanyl-tRNA synthetase

threonine dehydratase

5.36/
6.92
10.65
14.33
11.37
9.56
7.01
5.77
11.06
7.03
7.01
6.99]
6.29]
18.47
13.05
5.45
5.44
6.14]
6.29

0.73]
2.89
1.20]
2.08]
3.59
2.10]
1.40)
1.83
1.54]
0.94
1.40)
0.34
2.62
1.26
3.38
2.30]
2.26
0.84
2.62,

9.52]
12.33
19.32
26.04
20.73
17.93
13.17]
11.22
21.58
13.74
13.71
13.98
12.62
37.55
27.45
11.77
12.89
16.52
18.21

0.56
0.56
0.55
0.55
0.55
0.53
0.53
0.51
0.51
0.51
0.51
0.50
0.50
0.49
0.48
0.46
0.42
0.37
0.35

0.03]
0.20]
0.07
0.04]
0.10]
0.05]
0.05
0.14]
0.03]
0.05]
0.08
0.03]
0.19]
0.01]
0.07
0.22]
0.20]
0.03]
0.18

-0.83
-0.83
-0.86
-0.86
-0.87
-0.91
-0.91
-0.96
-0.96
-0.97
-0.97
-1.00
-1.01
-1.02
-1.07
-1.11
-1.25
-1.43
-1.53

N/A

DNA metabolism:DN}
Amino acid biosynth
Biosynthesis of cofa
N/A

Energy metabolism:
Amino acid biosynth
Protein synthesis:Ril
Protein fate:Protein
Transcription:Transc
Biosynthesis of cofa:
Protein fate:Degradd
Protein synthesis:tR
Energy metabolism:
Protein synthesis:Ril
Protein synthesis:Ril
N/A

Protein synthesis:tR

N/A

TIGR01063 DN
TIGR00973 2-i
TIGR00063 GT|
N/A

TIGR01973 NA
TIGR00676 5,1
TIGR03631 30!
TIGR00963 prd
TIGR02393 RN,
TIGR01380 glu
TIGR02414 am
TIGR00464 glu
TIGR01534 gly,
TIGR01044 rib
TIGR01024 rib
TIGR01318 glu
TIGR00233 try|
TIGR01124 thr,

Amino acid biosynth

N/A

DNA replication, recombination, and repair
Pyruvate family

Folic acid

N/A

Electron transport

Aspartate family

Ribosomal proteins

Protein and peptide secretion and trafficking
Transcription factors

Glutathione and analogs

Degradation of proteins, peptides, and glycopeptides
tRNA aminoacylation
Glycolysis/gluconeogenesis

Ribosomal proteins

Ribosomal proteins

N/A

tRNA aminoacylation

Pyruvate family




