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Table S1. Mass Spectrometry Peptide Fingerprinting Results for Fraction 16/17. Putative
oxidoreductases are marked with ¥, NADP(H)-dependent candidates marked with #. The statistical
value of -101gP is calculated by the following formula: -10*logio(P-value), where the P-value is the

probability that a false identification has a greater score than the peptide match. PTM stands for post

translational modifications.

GENBANK _ Covera #Pepti #Uniq PT Ave. .
Accession 10lg ge (%) des ue M Mass Description
P (Da)
AAW60890.1* 663 100 94 94 Y 50530 Homologous to succinic semialdehyde dehydrogenase
AAWG61539.1 476.2 100 29 29 N 22470 Superoxide dismutase [Fe]
AAW61640.1 458.3 78 41 41 Y 57492 Chaperonin GroEL
AAWG60688.1 4452 82 28 28 N 43396 Hypothetical protein GOX0916
AAW61872.1 413.6 67 28 28 N 60796 Aminopeptidase
AAW60648.1 408.6 97 22 22 Y 15555 AtsE protein
AAW60403.1 402.8 99 21 21 Y 11679 Thioredoxin
Aldehyde dehydrogenase. Predicted NAD(H) dependent

AAW61452.1*  386.7 57 24 24 Y 52154 Glul77 residue after b2 of Rossman Fold based on sequence

alignment with lactaldehyde dehydrogenase of E. coli [1].

AAW60303.1% 3724 87 20 20 N

Putative oxidoreductase. Predicted NADP(H) dependent
Ala35 residue after b2 of Rossman fold based on sequence
alignment with E. coli and Brassica napus [3>-keto acyl carrier

protein [2]. Argl3 corresponds to Arg residues in E. coli and B.
napus 3-keto acyl carrier protein that forms a salt bridge with 2’-
adenosine ribose phosphate of NADP(H) [3].

25070

AAWG60280.1°  362.7 63 17 17 N 39242 Putative oxidoreductase. FMN dependent
AAW61580.1 359.9 99 12 12 N 8834 Hypothetical protein GOX1841
AAW60778.1 357.8 54 12 12 N 15542 Hypothetical protein GOX1007
AAW60503.1 3321 50 13 13 Y 23289 Hypothetical protein GOX0726
AAWG61665.1 3049 99 14 14 N 15176 Nucleoside diphosphate kinase
AAWG61175.1 2769 99 9 9 N 7952 Hypothetical protein GOX1424
AAW61728.1 181.7 41 4 4 N 15093 Osmotically inducible protein C
AAW61437.1 1582 16 2 2 N 19384 Hypothetical protein GOX1697
AAWS59880.1 150.5 50 3 3 N 9939 DNA-binding protein HU
AAW61552.1 124.6 34 3 3 N 20822 Ribosome Recycling Factor (RRF)
AAWG60165.1 77.68 13 2 2 N 42981 Protein Translation Elongation Factor Tu
2 2 N

AAWG61512.1 67.43 10

33037 Putative LacX protein




Table S2. Mass Spectrometry Peptide Fingerprinting Results for Fraction 20. Putative oxidoreductases
are marked with *, NADP(H)-dependent candidates marked with #. The statistical value of -10lgP is
calculated by the following formula: -10*logio(P-value), where the P-value is the probability that a
false identification has a greater score than the peptide match. PTM stands for post translational

modifications.
Cover . . Avg.
Accession 10lg age #I;?;h #;1: I;f Mass Description
P (%) (Da)
AAW617701 5283 70 59 59 N 77324 Metalloprotease
NAD-dependent alcohol dehydrogenase. Predicted NAD(H)
dependent

AAW60096.1* 457 62 22 22 N 36462 Asp200 residue after b2 of Rossman fold based on sequence
alignment with cinnamyl alcohol dehydrogenase of
Saccharomyces cerevisiae [4].

AAW61640.1 4247 74 36 36 N 57492 Chaperonin GroEL

Xylitol Dehydrogenase. Predicted NAD(H) dependent
Asp28 residue after b2 of Rossman fold based on sequence
alignment with E. coli and Brassica napus (3-keto acyl carrier

protein [2].

AAW60639.1* 4179 73 22 22 N 27802

AAWE1941.1 103 69 30 30 N 38297 5-Methyltetrahydropteroyltriglutamate--homocysteine S-
= methyltransferase

Putative oxidoreductase. Predicted NADP(H) dependent
AAWG1637.1% 3848 84 20 20 N 26560 A.la 39 re51dtlle after b? of Rossman fold based on sequence
alignment with E. coli and Brassica napus (3-keto acyl carrier

protein [2].

AAW61231.1  347.8 53 19 19 N 44033 UDP-galactopyranose mutase
AAW60997.1 3246 64 13 13 N 36904 Ornithine carbamoyltransferase
AAW61984.1 3219 45 20 20 N 51412 Pyruvate kinase

Probable alcohol dehydrogenase-like oxidoreductase protein.
Predicted NADP(H)-dependent
AAW60097.1%  318.2 51 14 14 N 35366 Thr 198 residue after b2 of Rossman fold based on sequence
alignment with cinnamyl alcohol dehydrogenase of
Saccharomyces cerevisiae [4].

Phosphoribosylaminoimidazolecarboxamide

AnWeplll - 514l 40 14 14 N 55380 formyltransferase/IMP cyclohydrolase
AAW60484.1 2974 77 12 12 N 19722 Starvation-inducible DNA-binding protein
NAD(P)H-dependent 2-cyclohexen-1-one reductase (plasmid).
AAWSIABL™ 2825 51 13 13 N 39361 HE)Izlolog(I))us to old yleow enzyme (Flavin-deper(sdent) )
AAW60636.1 2615 48 9 9 N 21198 Acyl carrier protein phosphodiesterase
AAW60821.1 2532 48 10 10 N 21136 dTDP-4-dehydrorhamnose 3,5-epimerase
AAW60692.1 2465 37 7 7 N 35724 Phosphate-binding periplasmic protein precursor
AAWG61054.1  236.6 26 7 7 N 41591 Glutamyl-tRNA(GIn) amidotransferase subunit A
AAW61447.1 2288 66 11 11 N 26315 6-Phosphogluconolactonase
AAWG60170.1  227.6 47 9 9 N 12696 LSU ribosomal protein L12P (L7/L12)
AAW60919.1  224.8 90 9 9 N 12919 Hypothetical protein GOX1152

Putative oxidoreductase. Homologous to Aldo-keto reductase
family 11 enzymes (AKR11). Predicted NADP(H) dependent
Lys217 corresponds to Lys214 of Bacillus subtilis AKR11a and
AKR11b, Arg 230 correspond to Arg 227 of AKR11b. Positive

AAWG61356.1*  222.3 32 8 8

z

37213




charged residues in AKR11 interact with 2’-phsphate of

NADPH [5].
AAW60213.1 2141 37 7 7 N 21297 KDPG aldolase
AAW61870.1  209.7 9 N 79735 Peptidyl-dipeptidase DCP
AAW61417.1 2082 29 10 10 N 32331 Peptidyl-prolyl cis-trans isomerase precursor
AAW60444.1  200.7 71 5 5 N 7249 Copper resistance protein CopZ
AAWG61888.1 1885 48 4 4 N 13347 Hypothetical protein GOX2152
AAWG60329.1 1849 42 6 6 N 28727 Putative hydrolase
AAW61230.1  184.6 32 5 5 N 35810 UDP-glucose 4-epimerase
AAWG60648.1 1829 65 5 5 N 15555 AtsE protein
AAW60643.1 1758 20 5 5 N 26531 Electron transfer flavoprotein beta-subunit
AAW60779.1 1737 34 5 5 N 22204 Hypothetical protein GOX1008
AAW60601.1  173.7 33 5 5 N 26010 Hypothetical protein GOX0827
AAW61059.1  171.1 23 5 5 N 44254 Serine--pyruvate aminotransferase
AAW61369.1 169 19 5 5 N 21434 Protease
AAW61084.1  167.1 23 4 4 N 20548 Alkyl hydroperoxide reductase subunit C
AAWG61686.1 1659 18 6 6 N 58926 GMP synthase [glutamine-hydrolyzing]
AAW61438.1 1654 17 5 5 N 46232 Aminopeptidase
AAW61342.1  161.7 20 6 6 N 36855 Cysteine synthase A (O-acetylserine sulfhydrylase A) protein

Putative 2-hydroxyacid dehydrogenase. Homologous to
AAW60200.1* 158 29 5 5

z

33146 hydroxy(phenyl)pyruvate reductases that transform ketones
to alcohols.

AAW60850.1 1559 7 4 4 N 60734 Pyruvate decarboxylase

Putative oxidoreductase. Homologous to Aldo-keto reductase
family 11 enzymes (AKR11). Predicted NADP(H) dependent
Lys222 corresponds to Lys214 of Bacillus subtilis AKR11a and
AKR11b, Arg 235 correspond to Arg 227 of AKR11b. Positive

charged residues in AKR11 interact with 2’-phsphate of

AAW61211.1*  155.8 33 7 7 Y 40013

NADPH [5]
AAWG617241  153.7 29 3 3 N 22656 Pyridoxamine 5'-phosphate oxidase
AAW60661.1 1519 37 6 6 N 17280 Peptidyl-prolyl cis-trans isomerase
AAWG60608.1* 137.7 11 3 3 N 30076  Putative oxidoreductase. Homology to nitroreductases
AAW61563.1  129.7 29 4 4 N 14646 Lactoylglutathione lyase
AAW60233.1  128.7 22 4 4 N 41393 Branched-chain amino acid aminotransferase
AAW61209.1 1284 21 3 3 N 23976 Glutaredoxin 2
AAWG61467.1 1246 21 4 4 Y 42624 Phosphoribosylamine-glycine ligase
AAW61279.1  108.8 17 2 2 N 24586 GTP cyclohydrolase I
AAW60000.1 107.8 9 2 2 N 27165 Lactam utilization protein LamB
AAW60807.1 1039 24 4 4 N 25515 Putative phosphatase
AAWG61171.1 86.18 9 2 2 N 19292 Putative peroxiredoxin
AAW610371 8151 2 1 1 N 49006 Organophopsphate acid anhydrase
AAW61195.1 80.82 5 2 2 N 41733 Phosphoserine aminotransferase
AAWG61741.1  80.69 16 2 2 N 30226 Putative thiol:disulfide interchange protein
AAWS59808.1  71.65 11 2 2 N 22800 Thiamin-phosphate pyrophosphorylase
AAWG61971.1  67.77 26 2 2 N 19082 Protein translocase subunit SecB
AAW61384.1 62.03 3 2 2 N 50637 Fumarate hydratase
AAW60753.1  54.82 11 1 1 N 17089 6,7-Dimethyl-8-ribityllumazine synthase
AAW60872.1 5446 3 1 1 N 42244 Transaminase
AAW61130.1 513 7 1 1 N 16620 Hypothetical protein GOX1378




Putative oxidoreductase. Predicted NADP(H)-dependent
His39 residue after b2 of Rossman fold based on sequence

AAWG60493.1* 4527 4 1 1 N 2690 , , , ,
alignment with E. coli and Brassica napus (3-keto acyl carrier
protein [2].
AAW60822.1  39.39 8 1 1 N 11354 Glucose-1-phosphate thymidylyltransferase, C-terminus
AAW60527.1 382 5 1 1 N 21485 Hypothetical protein GOX0750
AAW60219.1 3691 22 1 1 N 15131 Biotin carboxyl carrier protein of acetyl-CoA carboxylase
AAW601151  36.59 3 1 1 N 51236 Carboxy-terminal protease
AAW61740.1 3254 4 1 1 N 23206 Putative thiol:disulfide interchange protein
AAW60631.1 315 1 1 1 N 67711 Chaperone protein DnaK +H65:H76
AAW60818.1 308 8 1 1 N 15925 Hypothetical protein GOX1048
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