Supplementary Table S1. BLAST analysis of oxidoreductases in E.
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BLAST (Exclude Escherichia (taxid:561)) |Lilerature Protein BLAST against known E. coli ALR/ADH Enyzmes* | BLAST E. coli genome against ALR/ADH Enyzmes found
Domains, likely substrate preference, cofactor, etc i YqhD  AdhP EutG YiaY YjgB FucO BetA| DkgA YahK GIldA YbbO YghA
alpha-hydroxysteroid dehydrogenase, NAD(P)-binding, Rossman fa 5.00E-08 | 3.00E-22
Yes 5.00E-26 7.00E-09 1.00E-12
Yes
o e e, ase fa g, Ro a
aryl-alcohol dehyd e 2.00E-06
Quinone oxidoreductase fa binding de ase/oxidoreductase, alcohol dehydrogena 0.12 | 5.00E-04 | 0.36 0.016 26 0.13
diketo onic acid re e B, Aldo/Keto red e ethylglyoxal re e Yes 2.00E-45
ort Cha drogenase, 3-0x0 ACP] red e, NAD(P)-binding, Ro old 2.00E-13 | 1.00E-09
erol dehydrogenase, NAD-binding Yes 0.002 | 1.00E-04 2.00E-09
ort Chain/Acetoin dehydrogenase, 3-oxoacyl-[ACP] reductase P), Rossman fold 4.00E-10 | 8.00E-18
elongation factor-P like protein |
D-mannoate oxidoreductase/dehydrogenase, Rossman domain, NAD-binding [
0 Dehydrogenase, 3-oxoacyl-[ACP] reductase, NAD(P)-binding, Ro old Yes 4.00E-17 | 1.00E-16
. it 2
AD drogenase, or pyridine nucleotide-d e oxidoreductase 3.5
B onal glyoxylate/hydroxyp ase B oxyacid dehydrogenase Yes
ort Chain Dehydrogenase, 3-oxoacyl-[ACP] red e, NAD(P)-binding, Ro old Yes 2.00E-10 | 0.004
2-deoxy-D-gluconate 3-dehydrogenase, NAD(P)-binding, Rossman family Yes 2.00E-04 | 5.00E-13
Oxidoreductase, Fe-S binding subunit, Glutamate synthase NADPH small chain Yes
Galactitol-1-phosphate 5-dehydrogenase, Zn-binding dehydrogenase family Yes 4.00E-15 1.00E-07 4.00E-10
dehydrogenase/oxidoreductase, Zn-binding, starvation sensing prote 1.00E-24 1.00E-10 6.00E-11
5-keto-D-gluconate 5-reductase, gluconate 5-dehydrogenase, NAD(P)-binding, Rossman family Yes 6.00E-07 | 3.00E-14
L-idonate 5-dehydrogenase, GroES-like protein 5.00E-18 9.00E-09 2.00E-07
o, ocA fa oxidore ase AD-b g, Ro: a age e eleme
oribtol/galactonate oxidoreductase, Zn-binding, Alcohol dehydrogenase, GroES doma Yes 5.00E-17 3.00E-11 9.00E-12
Oxidoreductase, 3-hydroquinate synthase family, glycerol/alcohol dehydrogenase, Fe-dependent
Oxidoreductase/dehydrogenase, NADH-binding
NAD-binding oxidoreductase, Rossman Family
Radical SAM superfamily, Fe-S oxidoreductase
dehydrogenase, intracellullar growth attenuator Yes
AD(P)-binding, dehydrogenase/oxidoreductase
AD(P)-binding, Sho Dehydrogenase fa Ro old 2.00E-08
orbose 1-phosphate oxido ase/de ase 0.13
HemN Family oxidoreductase, coproporphyrinogen Ill oxidase
Aldo/keto reductase like, L-glyceraldehyde 3-phosphate reductase Yes 4.00E-05
diketo-D-gluco d reductase A, Aldo/Keto red efa e glyoxal re ase Yes
Selenate reductase
Selenate reductase, FAD-binding
Oxidoreductase, Fe-S subunit, effector protein, electron transporter
Oxidoreductase, inner membrance protein, hemolysin channel protein
[Aldo/Keto reductase family Yes 1.00E-08
NAD-binding oxidoreductase/dehydrogenase, D-beta-hydroxy butyrate dehydrogenase
INAD/FAD oxidoreductase, electron transfer flavoprotein-quinone oxidoreductase 35
FAD-binding oxidoreductase/dehdyrogenase, alkylglycerone-phosphate synthase
Oxidoreductase, Sho dehydrogense deoxy-D-gluconate drogenase 4.00E-11 | 3.00E-14
AD(P)-binding, Short Chain Dehydrogenase fa Rossman Fold 2.00E-09
[Aldo/Keto oxidoreductase family
Alcohol De ase, Zn-binding, NAD(P)-binding Yes 8.00E-20 1.00E-07 2.00E-05
Aldo/Keto efa Yes 2.00E-10
Alcohol/sorbitol Dehydrogenase, Zn-binding, GroES-like protie 8.00E-23 3.00E-07 4.00E-10
Alcohol Dehydrogenase, Zn-binding, NAD(P)-binding 9.00E-17 3.00E-09 1.00E-06
aldehyde reductase, Aldo/Keto reductase fa Yes 7.00E-22
Dioxygenase subunit, oxidoreductase, FAD/NAD-binding, iron-sulfer cluster
Alcohol Dehydrogenase, Zn-binding, GroES-like protie 2.00E-15 3.00E-05 8.00E-05
Pyridine nucleotide-disulfide oxidoreductase
ase, dehydrogenase e-S oxidoreductase
Alcohol De e, Zn-binding, NAD(P)-binding Yes 7.00E-30 2.00E-46
AD(P ose ase, Aldo/Keto reductase fa arboxybenzaldehyde reductase Yes
Sensory transduction regulator
NAD dependent epimerase/dehydratase family
dTDP-glucose enzyme, epimerase/dehydratase, NAD(P)-binding, Rossman family 0.058
B onal glyoxylate o ate reductase A o dde ogenase fa Yes
ence Factor, 0 ase, NAD-binding
Alcohol De enase, Zn-binding 2.00E-05
Oxidoreductase/dehydrogenase, NADH-binding
AD ding, oxidore e, Ro )
Aldehyde ferredoxin oxidoreductase Yes
Aresenate reductase
Oxidoreductase, amidase/aminotransferase
Dehydratase/epimerase. NAD(P)-binding, Rossman Fold
ass Il alcohol de ase droxymethyl)glutathione dehydrogenase Yes 6.00E-28 7.00E-08 6.00E-16

*Expected activity ~E-20 or less was selected as more likely candidates




