Table S3. Compiled proteome data for Phaeobacter inhibens DSM 17395 during growth with 0.8 mM ammonium (see Fig. 1). Exoprotein profiles at higher time resolution are provided in Supplementary Fig. S6.

Harvesting times (see Fig. 1) and applied proteomic approaches

2D DIGE Shotgun Membrane proteins Exoproteins
Fold change in protein abundance Identification

Identification metascores Identification metascores

(as compared to 30 h) metascores
Accession ) - 15h 20h 40h 60h 70h 8oh 9oh '2°  15h 20h 30h 40h 60h 70h 80h 90h '°° 13 18h 25h 30h 40h 51h G0h 70h 8Oh 95h  13h 30h 50h 80h
(PGA1) Gene Functional prediction
EXTRACELLULAR PROTEINS
RTX-/Hemolysin-type proteins
262p00640 Hemolysin-type calcium-binding protein repeat protein
262p01050 Hemolysin-type calcium-binding protein repeat protein
262p01140 Hemolysin-type calcium-binding protein repeat protein
65p00350 Hemolysin-type calcium-binding protein 196 175
€16980 Hypothetical protein 183 156 143
c17480 Hemolysin-type calcium-binding repeat-containing protein 51 36 145
€18150 Hypothetical protein 84
26140 Hypothetical protein 107 66 66 141 80 67 124 120 82 28
Proteases/peptidases
262p00920 Putative protease, M23 family 26 28 12 12 17 27 23 33 121 91 194 159 65 s 58 s 71 127 [[G220aA0) N aselaiT
€08290 Putative peptidase M75 107
€21610 Putative serralysin 10 11 14 -15 -20 -24 -18 -24 81
€25160 Putative peptidase, M23 family 74
€32810 Peptidase, M16 family 79 01 101 57 50 161
©32820 Peptidase, M16 family 16 86 146 _ 133

Periplasmic solute-binding proteins

02710 ugpB sn -Glycerol-3-phosphate-binding periplasmic protein 76 46 -11 -11 14 18 34 20 so 111 1222 130 [1287)

c07420 Extracellular solute-binding protein 33 24 -12 11 15 23 39 26

c07860 aglE alpha-Glucosides-binding periplasmic protein 73 55 23 12 14 18 107 26

€11570 Putative nopaline-bindina periplasmic protein 25 19 -17 11 12 16 23 19

€12890 Periplasmic solute-binding protein -11 -1,4/-24 13 12 17 25 21

€12960 dctP2 TRAP transporter, periplasmic solute-binding protein 31 15 =47 -13 -11 1225 16

€15890 Extracellular ligand-bindina receptor 63 41 -22 -12 -12 12 24 14 132 101 148 160 187 125 49 33
€27930 Putative sugar ABC transporter, periplasmic binding protein 21 16 =15 10 -1,0 15 23 18 130 191 98 143 8 1160
c31410 Putative receptor family ligand-bindina protein 23 23 -10 11 11 14 26 20 76 91 76 1035
€33920 dctP8 TRAP transporter, periplasmic solute-binding protein 27 20 -14 14 16 19 29 26

€34050 thiB Thiamine-bindina periplasmic protein 35 27 22 -15 -11 14 27 15 182 147 163

€01980 bztA Gl i 1e-binding protein 23 22 -10 16 24 43 58 56 659 697

€16270 Putative periplasmic dipeptide transport protein 21 -25 22 22 24 26 26 29

€20180 dctP5 TRAP transporter, periplasmic solute-binding protein -11 11 15 -10 14 20 23 24

€20680 dctP6 TRAP transporter, periplasmic solute-binding protein 35 32 12 14 21 28 44 33 614 519 569 944
€31310 Periplasmic solute-binding protein, PotD-like 19 13/-19 18 23 33 48 31 775 1065 15
€34380 Putative spermidine/putrescine transport system extracellular solute-bindina protein 26 21 17 11 10 15 27 18 1106 1056

CELL ENVELOPE / MEMBRANE PROTEINS
Type | secretion system (direct export of RTX-like proteins)

65p00320 hlyD3 Type | secretion membrane fusion protein

65p00330 hlyB3 Type | secretion system ATPase

c02430 hlyD1 Type | secretion membrane fusion protein

€02450 tolC1 Outer membrane pore forming protein 158 164 192
€24020 tolC2 Outer membrane pore forming protein -1,3 -1,2[-20 13 25 42 52 64 156 169 144 83 108 1800 779 h 133 1244
©29340 hlyD2 Type | secretion membrane fusion protein 74 1026

€29350 hlyB2 Type | protein secretion system ATPase 1101

Ammonium uptake

c14730 amtB Ammonia channel
c29410 Ammonium transporter

Sulfate uptake

c06390 Putative sulfate transporter

Glucose uptake

262p00430  xylF D-Xylose-binding periplasmic protein 29 18 20 12 13 15 24 19
262p00440  xylH Xylose transport system permease protein
262p00450 Sugar ABC transporter, ATP-binding protein 11 -13/-14,7 16 15 12 11 11 543 813 914 1067 1019




Table S3 continued

Harvesting times (see Fig. 1) and applied proteomic approaches

2D DIGE Shotgun Membrane proteins Exoproteins
Fold change in protein abundance Identification

Identification metascores Identification metascores
(as compared to 30 h) metascores
. 100 100
Accession 15h 20h 40h 60h 70h 80h 90h h 15h 20h 30h 40h 60h 70h 80h 90h h 13h 18h 25h 30h 40h 51h 60h 70h 80h 95h 13h 30h 50h 80h
(PGA1) Gene Functional prediction
Peptide uptake
262p00310 Putative peptide/glutathione transport system permease protein 60
262p00330 Oligopeptide ABC transporter, ATP-binding protein 33 52 30 61 32 37
262p01030 Putative peptide/glutathione transport system permease protein 67
262p01040 Periplasmic solute-binding protein of putative peptide/glutathione transport system 89 99 33
262p01700 Periplasmic solute-binding protein of putative peptide/glutathione transport system 15 14 12 -11/-18 -27 -24 -33 62 73 58 141 59 102 12 100
262p01710 Putative peptide/glutathione transport system permease protein 179 134 118
262p01720 Putative peptide/glutathione transport system permease protein 92 99 185 83 67 146
262p01730 Putative peptide/glutathione ABC transporter ATP-binding protein 31
262p01740 Putative peptide/glutathione ABC transporter ATP-binding protein
c04420 gsiD1 Putative glutathione transport system permease protein
c04430 Putative peptide permease protein
c04440 Putative extracellular solute-binding protein
c04450 gsiAl Glutathione import ATP-binding protein
c16270 Putative periplasmic dipeptide transport protein 21 -25 22 22 24 26 26 29 _ 102 _ 125
c16280 Putative dipeptide transport system permease protein
c16290 dppC2 Dipeptide transport system permease protein
¢16300 dppD2 Dipeptide transport ATP-binding protein 31 106 %
c16310 Oligopeptide /dipeptide transport ATP-binding protein
c28410 ABC transporter, ATP-binding protein
€28430 Putative D,D-dipeptide transport system permease protein
€28450 dppA Putative periplasmic dipeptide transport protein
¢30150 Oligopeptide/dipeptide ABC transporter, ATP-binding protein 97
c30160 ABC transporter permease protein
¢30170 Transporter permease protein
c30180 ABC transporter extracellular solute-binding protein 181 65 72

Phospholipid synthesis

c03520 plsC1 1-Acyl-sn -glycerol-3-phosphate acyltransferase

c03860 plsB Glycerol-3-phosphate acyltransferase, PlsB-like

¢11250 plsX Fatty acid/phospholipid synthesis protein

c03010 plsY Glycerol-3-phosphate acyltransferase

¢15560 Acyltransferase domain-containing protein

c14460 Putative phosphatidylserine decarboxylase

€29610 pmtA Phosphati ine N h 27 e 101
c16100 Putative cardiolipin synthetase 127 67 76 10 52 82
c02890 pgsA CDP-diacylglycerol-glycerol-3-phosphate 3-phosphatidyltransferase 33 140 127 64 175
c02890 pgsA CDP-diacylglycerol-glycerol-3-phosphate 3-phosphatidyltransferase 33 140 127 64 175

Energy metabolism

€06250 ctaC Cytochrome ¢ oxidase subunit 2

c06710 ctaD Cytochrome ¢ oxidase subunit 1-b

c10370 NuoA NADH-quinone oxidoreductase subunit A

c10380 nuoB NADH-quinone oxidoreductase subunit B

c10390 nuoC NADH-quinone oxidoreductase subunit C =
c10400 nuoD NADH-quinone oxidoreductase subunit D 13 -1,2 -1,1 11 -10 -15/-18 -18

c10410 ngo2 NADH-quinone oxidoreductase chain 2

c10430 nuoF NADH-quinone oxidoreductase subunit F 12 -1,2 11 12 11/-19 15 23

¢10460 nuoG NADH-quinone oxidoreductase subunit G 12 10 12 -12[-16/-50 -47 53 o]
c10480 nuoH NADH-quinone oxidoreductase subunit H

c10490 nuol NADH-quinone oxidoreductase subunit |

c10510 nuoJ NADH-quinone oxidoreductase subunit J

¢10520 nuoK NADH-quinone oxidoreductase subunit K

c10530 nuoL NADH-quinone oxidoreductase subunit L

c10540 nuoM NADH-quinone oxidoreductase subunit M

c10550 nuoN NADH-quinone oxidoreductase subunit N

c25750 nuoEF NADH-quinone oxidoreductase subunits E/F (fused)

262p01910 Putative NADH:flavin oxidoreductase / NADH oxidase

c12560 NADH ubiquinone oxidoreductase subunit NDUFA12 15 1,3 12 -1,2 11 19 24 21

€24650 NADPH-dependent FMN reductases




Table S3 continued

Harvesting times (see Fig. 1) and applied proteomic approaches

2D DIGE
Fold change in protein abundance
(as compared to 30 h)

Shotgun
Identification metascores

Identification metascores

Membrane proteins Exoproteins
Identification

metascores

Accession 15h 20h 40h 6oh 70h 80h 9oh '2°  15h 20h 30h 40h 60h 70h 8oh 90h '°  13h 18h 25h 30 40h 51h GOh 70h 8O 95h  13h 30h 50h 80N
(PGA1) Gene Functional prediction

32000 Cytochrome ¢ -1 -0 11 -11 -12[240 21 23 L2z 03 78 81 63 192 111
€33980 petC Cytochrome ¢

€33990 petB Cytochrome b

€34000 petA Ubiquinol-cytochrome ¢ reductase iron-sulfur subunit

c00700 atpl ATP synthase protein |

c00710 atpB ATP synthase alpha chain

c00730 atpX ATP synthase beta’ chain

c00740 atpF ATP synthase beta chain

©25080 atpC ATP synthase epsilon chain -1,4 1,7 -11 20 22 31 36 40

€25090 atpD ATP synthase beta subunit 16 -1,4 -18 26 32 48 45 57 1639 1468 1711 928 514 aea
€25100 atpG ATP synthase gamma chain 4 4 4

€25110 atpA ATP synthase alpha subunit 20 -1,7 11 21 23 25 22 23 1000 40 48
€25120 atpH ATP synthase delta chain -11 -1,2 -14 13 1,6 22 27 27

NTRACELLULAR PROTEINS

Nitrogen regulation

c14780 ntrB NtrB, nitrogen regulation protein 1453 1792

c14790 ntrC NtrC, nitrogen regulation protein -33 -32 -14 -15 -19 -21 -26 -26 1432 1 964,9

14800 ntry NtrY, nitrogen regulation protein 947 5117

c14810 ntrx NtrX, nitrogen assimilation regulatory protein 1039 185 1841 1031 864 318

c18710 ginB1 Nitrogen regulatory protein P-II 131 152 161 60 49

€29400 glinB2 Nitrogen regulatory protein P-Il (GInK) 187 96

€26750 ginD Uridylyltransferase

Sulfur assimilation

€24800 Putative bifunctional SAT/APS kinase 126 143 146 61

€20770 cysH Phosphoadenosine phosphosulfate reductase 106 195

c20760 Putative nitrite/sulfite reductase 24 31 13 -21 -27 -21 -14 -28 690 184 41

Amino acid biosynthesis

Ala, Asp, Asn, Glu and GIn (from alpha-ketoacids

Ala

€04020 Putative branched-chain amino acid aminotransferase 93 143 17 29 7

€33360 Putative alanine racemase 74 119 37 31 140 2
¢13900 Putative cysteine desulfurase 191 191 177 166 120 79 169 55

Asp

€21250 aatA Aspartate aminotransferase 13 195 80 84

Asn

21970 gatA Glutamyl-tRNA(GIn) ami subunit A 5] -13 -10 11 -10 11 -12 -10  |ECANESISERe a5 7

Glu

€36090 gltd Glutamate synthase [NADPH] small chain 146 134 154 179 111

€36100 gltB Glutamate synthase [NADPH] large chain

c08740 gluD Glutamate dehydrogenase 1,3 1,2 15 -11 -1,3[-21 -15 22 909 1037 1118 1000 870 o5 [12100
Glin

c18720 glnA Glutamine synthetase -30 -26 -10 26 32 33 35 28 121 802 1078 763
Pro and Arg ("glutamate"” family)

Pro

c15510 proB Glutamate 5-kinase m ®m B W

c15520 proA G glutamyl phosphate 114 34

c24700 proC Pyrroline-5-carboxylate reductase )

Arg

€34600 argJd Arginine biosynthesis bifunctional protein 78 97 11 116

c02050 argB Acetylglutamate kinase 117 88 74 123 184

€17050 argC N -Acetyl-gamma-glutamyl-phosphate reductase 260 155 156 Lo07

€24230 argD Acetylornithine aminotransferase 81 51 38 40 44 59 72 70
c06670 carA Carbamoyl-phosphate synthase small chain 102 86 152

©24560 carB Carbamoyl-phosphate synthase large chain -0 -12 -11 -13[-18 47057 115 180 B 68 T@i] so 165 w4 6o 3 1207 17 12800

c24220 argF Ornithine carbamoyltransferase -1 -11 -11 -11 -1,2 -1,4 -15 -19 142 163 9 90 73 98

€34920 argG Argininosuccinate synthase 518 503 103 105 o4 113 111 46

€03450 argH Argininosuccinate lyase % 58 o7 118 95 [[2MA] 36 160




Table S3 continued

Harvesting times (see Fig. 1) and applied proteomic approaches

2D DIGE Shotgun Membrane proteins Exoproteins
Fold change in protein abundance Identification

Identification metascores Identification metascores
(as compared to 30 h) metascores

Accession 100 100

" P 15h 20h 40h 60h 70h 80h 90h 15h 20h 30h 40h 60h 70h 80h 90h 13h 18h 25h 30h 40h 51h 60h 70h 80h 95h 13h 30h 50h 80h
(PGAL) Gene Functional prediction h h
Ser.
€36140 serA D-3-Phosphoglycerate dehydrogenase 24 18 -12[-22 -25 -32 -32 -32
36150 serC Phosphoserine aminotransferase 24 17 11 11 13 17 26 18 s NI
Cys
€17690 cysE Serine acetyltransferase 84 78
c07640 0 -acetylhomoserine / O -acetylserine sulfhydrylase 12 -12 -1,2 12 1,0[-1,6 -1,6 23 13 68 124 119 72 80 159 L Las
c13950 cysK Cysteine synthase -1,1 11 13 -1,1 -14[-26 -25 -33 186 134 136 32 75 153 46 137
Lys, Met and Thr ("aspartate" family)
Lys
¢23510 lysC Aspartokinase W 1 52
c31480 asd Aspartate-semialdehyde dehydrogenase 12 11 11 -12 -16 -29 -22 -30 110 125 182 52 110 184 189 - 163
©28930 dapA Dihydrodipicolinate synthase 13
€36310 dapD 2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N -succinyltransferase
c36420 dapE Succinyl-diaminopimelate desuccinylase -10 10 12 -14 -15 -29 -31 -30
Met
c14560 metA Homoserine O -succinyltransferase 45 9 115 139 152
c00860 patB Cystathionine beta-lyase 182 159 123 124 66
Thr

c06310 thrC Threonine synthase o 67 [[2400 212217 100 J2G20 186 132 81

lle, Leu and Val ("pyruvate" family)

lle, val

08650 hom Homoserine dehydrogenase 140 1284113500 a2 aor| 117 167 252 288 262 223

c12350 budB Acetolactate synthase, catabolic 85 124 144 182

c20210 ilvi2 Acetolactate synthase isozyme 3 large subunit 16 13 -11 -1,7 -34 -37 -34 -49 122 - 71 40 111 92 58 56

c20220 ilvH Acetolactate synthase isozyme 3 small subunit 59 100 107 132 70 66

c06580 ivC Ketol-acid reductoisomerase 14 10 -13 -11 -15 -37 26 -42 130 146 54 40 38 179 90
€29490 livD Dihydroxy-acid dehydratase 10 -11 20 12 -12 -20 -1,4 -18 100 90 32 59 76 59 72 99 82

€04020 Putative branched-chain-amino-acid aminotransferase 93 143 17 29 ks

€34950 Putative branched-chain-amino-acid aminotransferase, subunit B 47 89

c34110 ilvVE Branched-chain-amino-acid aminotransferase -1,3 -14 -15 10 -11 -19 -19 -2.2 192 505 597 509 72 112 m

Leu

c26470 leuA 2-Isopropylmalate synthase 164 171 - 114 146 103 61 127 70 112 120 197

€29780 leuC 3-Isopropylmalate dehydratase large subunit 70 44 11 -11 -12 -15 -10 -16 103 109 31

€29790 leud 3-Isopropylmalate dehydratase small subunit 83 60

©29830 leuB 3-Isopropylmalate dehydrogenase 12 1,0 -1,2/-16 18 27 21 29 % 154 66 PaEl e 129 3 58 185 103 [1@82 38

Aromatic amino acids

Chorismate (precursor)

c15860 aroH Phospho-2-dehydro-3-deoxyheptonate aldolase 18 18 -12 -16 -20 -21 -1,7 -25 114 - 163 63 92 158 145 150

c14100 aroB 3-Dehydroquinate synthase 102 101 97 57 59 188 - 132

¢35150 aroE Shikimate dehydrogenase 85 17 .

€14090 aroK Shikimate kinase 89 69

€04810 aroA 3-Phosphoshikimate 1-carboxyvinyltransferase 143 209 256 227 371 263 203 60

Trp

c04870 trpB. Tryptophan synthase beta chain 137 a1 76 98 42 142

c04930 trpA Tryptophan synthase alpha chain 182 147 150 101

c16860 trpE Anthranilate synthase component 1 80 103 60 65 131 110 116 9 122 115 113

c16890 trpD Anthranilate phosphoribosyltransferase 93 66 72 42 58 148

c16910 trpC Indole-3-glycerol phosphate synthase -19 15 11 12 14 14 13 14 92 52 95 82
Tyr, Phe

€25230 tyrC TyrC protein 69 86 89 61 136 163 153 125

€00590 Chorismate mutase o7 9 9%

€30200 Prephenate dehydratase

€29420 tyrB Aromatic amino acid aminotransferase 1,2 <11 1,1 -1,1 -1,2 pEiEseaieg 182 74 3 3 79 158 167

Selenocysteine

18960 sers Seryl-tRNA synthetase 11 13 -13 -11 -13[22 23 23 124 419 351 299 323 232 129




Table S3 continued

Harvesting times (see Fig. 1) and applied proteomic approaches

Shotgun Membrane proteins
Identification metascores Identification metascores

2D DIGE
Fold change in protein abundance
(as compared to 30 h)

Exoproteins
Identification
metascores

Accession
) - 15h 20h 40h 60h 70h 8oh 90h % 15h 20h 30h 40h 60h 70h 80h 90h *°°  13n 18h 251 30h 40h 51h 60h 70h 80h 95h  13h 30h 50h 80h
(PGAL) Gene Functional prediction h h
Amino acid decarboxylase (biogenic amine formation)
c03800 Putative lysine/ornithine decarboxylase 54

Nucleotide biosynthesis

Purine nucleotides

c10810 purF Amidophosphoribosyltransferase 31 30

c23610 purD Phosphoribosylamine-glycine ligase 34 29 43

c13420 purQ Phosphoribosylformylglycinamidine synthase 1 11 11 -10 -14 -15 -20 -22 -20 66

c17120 purL Phosphoribosylformylglycinamidine synthase 2 72 52 34 81 48 39 48 112 89

c13260 purM Phosphoribosylformylglycinamidine cyclo-ligase 36 -

€24860 purE Phosphoribosylaminoimidazole carboxylase catalytic subunit 180 146 83 31 82 4 65

c24870 purk Phosphoribosylaminoimidazole carboxylase ATPase subunit <11 10 -11 -1,2 -12 -1,3 -1,3 s 31 56 102

¢13400  puC  Phosphori imidazole-succinocar synthase lmo e m me ws ms w0 i a4

c13410 purS Phosphoribosylformylglycinamidine (FGAM) synthase

c18780 purB Adenylosuccinate lyase 10 10 -15 -12 -11 -12 -11 -13 114 119 180 - 173 76 189 546 103
c32860 purH Bifunctional purine biosynthesis protein -12 -1,2 11 -14 -19 -39 42 55 122 34 68 8 58 104 518 60
€23820 purA Adenylosuccinate synthetase 81 153 88 162 142 123
c18780 purB Adenylosuccinate lyase 10 10/-15 -12 -11 -12 -11 -13 114 119 180 - 173 76 189 103
€01870 adkl Adenylate kinase 1,0 11 -12 10 1,2 SR 1.4 S 158 154 83 66 62 80 107 100

c15220 guaB Inosine-5"-monophosphate dehydrogenase 1,2 1,1 4,7 11 13 21 20 17 57 129 38 57 521

c14610 guaA GMP synthase 51

15830 gmk Guanylate kinase -2 10 11 -11 -10 13 15 16 64 0 &2 e [1807)
c06940 Putative adenosylcobalamin (B,,)-dependent ribonucleotide reductases 153

€19750 ndk Nucleoside diphosphate kinase _ 187 185 176 40 66 118 77 - 142 -
Pyrimidine nucleotides

c06670 carA Carbamoyl-phosphate synthase small chain 102 86 152

€24560 carB Carbamoyl-phosphate synthase large chain 410 -1,2 -11 -1,3/-1,8 47 57 -115 180 68 Pai 50 165 9 e a 1207 1 [15800
c03060 pyrB Aspartate carbamoyltransferase 83 92 56 3 9% 117 58 84

c03020 pyrC1 Dihydroorotase 10 11 -11 -12 -13/-20 -1,8 -20 64 148 105 50 59

¢10900 Putative orotate phosphoribosyltransferase 141 196 89 109

©32450 pyrF Orotidine 5'-phosphate decarboxylase 13 115 114 160

€14210 pyrH Uridylate kinase 103 12781113150 14300292 0 sel| 77 118

c04820 cmk Cytidylate kinase

23900 pyrG CTP synthase 12 1,1 1,1 [,6 1,9 82 22 38 106 J2SINEOAN 16 w2

c11200 Putative deo dine triphosphate

€21180 thyA Thymidylate synthase

c08010 Putative thymidylate kinase 95

Glucose catabolism

Glucose activation

€05420 glk

Gicokinase e ER 5w

Entner-Doudoroff pathway

c15160 Zwfl Glucose-6-phosphate 1-dehydrogenase -

c15170 pgl 6-Phosphogluconolactonase 66 7 63 31

27980 pgi Glucose-6-phosphate isomerase -12 -11 11 -1,4(-17 -16 -17 -21

€27990 zwf2 Glucose-6-phosphate 1-dehydrogenase -13/-145 15 20 20 19 18 20

€28000 edd Phosphogluconate dehydratase 10 11 12 -10 -12 -16 -14 -15

€28010 eda KHG/KDPG aldolase

Lower branch of EMP-pathway

27490 gap Glyceraldehyde-3-phosphate dehydrogenase -16 -15 -11 14 16 16 14 16 188 796 651 666 665 537
c17530 pgk Phosphoglycerate kinase 37 29

€02770 gpml 2,3-Bis i phospt mutase 36 31

c11420 eno Enolase -16 -16 -14 12 -12 -23 -23 -24 108 115 113 62 63 153

c06970 pykA Pyruvate kinase 197 57
Pentose phosphate pathway

c23740 rpiA Ribose-5-phosphate isomerase A

17230 tktA Transketolase 160 [as a0 s w 2 123
c05780 tal Transaldolase -1,3 -1,1 10 10 13 16 16 16 104 56 117 44 58 8 53 49 37 135 a2




Table S3 continued

Harvesting times (see Fig. 1) and applied proteomic approaches

2D DIGE

Fold change in protein abundance

Shotgun

Identification metascores

Membrane proteins
Identification metascores

Exoproteins
Identification

(as compared to 30 h) metascores

Accession 100 100

. A 15h 20h 40h 60h 70h 80h 90h 15h 20h 30h 40h 60h 70h 80h 90h 13h 18h 25h 30h 40h 51h 60h 70h 80h 95h 13h 30h 50h 80h
(PGAL) Gene Functional prediction h h
Pyruvate dehydrogenase complex
c17550 pdhA Pyruvate dehydrogenase E1 component alpha subunit -16 -14 -11 15 13 -10 -10 -1,1
c17560 pdhB Pyruvate dehydrogenase E1 component beta subunit 16 -1,4 -12 14 16 1,9 17 18 2zea] 200
c17570 pdhC Dihydrolipoyllysine-residue acetyltransferase component of pyruvate dehydrogenase complex 77 112
¢17390 IpdA2 Dihydrolipoyl dehydrogenase 25 20 -10 26 25 22 22 23 918 961 180 a2 [133601803)|
TCA cycle
¢16970 gltAl Citrate synthase 11 11 11 -16 -17 -27 -34 -48
18830 acnA Aconitate hydratase 10 -11 -11 -13 -18 -36 28 46 a0
28340 icd Isocitrate dehydrogenase [NADP] 13 13 -11/-18 20 45 35 52 188
c03590 sucB complex
c03600 SUCA 2-Oxoglutarate dehydrogenase E1 component
03550 Ipd2 Dihydrolipoyl dehydrogenase 2 29 21 -18 20 20 14 13 15 167 |44 |
c03610 sucD Succinyl-CoA ligase [ADP-forming] alpha subunit -16 -13 -14 -11 10 11 -10 1,0 79 182
03630 sucC Succinyl-CoA ligase [ADP-forming] beta subunit 1,0 10 -12 -14[-16 25 22 35 108 (14831
c03740 sdhC Succinate dehydrogenase cytochrome b ss subunit
c03750 sdhD Succinate dehydrogenase hydrophobic membrane anchor subunit
c03760 sdhA Succinate dehydrogenase flavoprotein subunit 1,1 -10 11 -18 -26 -36 ~4.8-
c03780 sdhB Succinate dehydrogenase iron-sulfur subunit
c13520 fumC Fumarate hydratase class Il 11 11 11 -15 -19 -43 -35 -50 41
03650 mdh Malate dehydrogenase 45 -12 -1,1 15 19 26 19 25 |4l o7 [T83)
Poly(3-hydroxyalkanoate) formation
€20910 phaR PHA synthesis repressor protein
€20920 phaP Granule associated protein (phasin) 10 1,2 13 21 20 22 31 29 1163
€20930 phaC Poly(3-hydroxyalkanoate) polymerase 4
20940 phaz PHA depolymerase -18 -14 15 14 11 -12 -14 -14
TDA biosynthesis
Phenylpyruvate — PhAc
c04490 iorAB Indolepyruvate oxidoreductase
Upper branch (PhAc — 3-0x0-5,6-dehydrosuberoyl-CoA)
€26800 paaK1l Phenylacetate-CoA ligase
c04030 PaaA-like phenylacetic acid degradation protein
c04040 paaE Phenylacetic acid ion NADH oxi Ictase
c04060 paaE Phenylacetic acid degradation protein
c04080 paaA Phenylacetic acid degradation protein 65
c26830 paaZ Phenylacetic acid degradation protein 170 89 117 116 132 8 70 89 129 100
262p00800  paaZ2 Oxepln:CoA hydrolase / 3-oxo-5,6-dehydrosuberyl-CoA semialdehyde dehydrogenase o 9 7o w3

(NADP")

Lower branch (3-0x0-5,6-dehydrosuberoyl-CoA — TDA)
262p00810  tdaF Putative flavoprotein, HFCD family 27 45 -14/-18 -15 -11 -13 -10 141 154 120 94 89 132
262p00940  tdaE Acyl-CoA dehydrogenase 42 46 -12 -25 23 -16 -21 -2,4 187 89
262p00950  tdaD Thioesterase superfamily protein 29 52 -14 -30 -29 -1.8- 2,2 61 129 135 36 109
262p00960  tdaC Conserved hypothetical protein, similar to prephenate dehydratase - 76
262p00970  tdaB Putative beta-etherase 18 26 -11/-16 -14 -1,7 20 -18
262p00980  tdaA Transcriptional regulator, LysR family %63 144 84 63 a8 72 74
Stationary phase response
Anabolic housekeeping functions
Murein biosynthesis
31220 murA UDP-N -Acetylglucosamine 1-carboxyvinyltransferase 4715 11 14516 29 29 28 143 [211 193 [204 113 27 124
Genetic information processing
Transcription
c01900 rpoA DNA-directed RNA polymerase alpha subunit 13 11 -11 -14 -14 -17 -14 -19 611 638 627 599 656 111 109 109 81 121 192 151 135 NGrg] 149 92
€35120 rho Transcription termination factor 12 1,3 1,3 -1,5FNSEESIEIN=210 600 534 588 554 584 149 #HE ### 920 614 539 613 707 724 539 993
Translation
c07010 pheS Phenylalanyl-tRNA synthetase alpha chain 1,2 -11 -11 -1,3 -15 -29 -26 -29 51 62 112
c18960 serS Seryl-tRNA synthetase 1,1 1,3 -13 -1,1 -1,3 [EESEESISEs 124 129
€26430 gltx2 Glutamyl-tRNA synthetase 11 11 11 -11 -1.3 RO 119 167 166 160 40 55 114




Table S3 continued

Harvesting times (see Fig. 1) and applied proteomic approaches

2D DIGE

Fold change in protein abundance

Shotgun Membrane proteins
Identification metascores Identification metascores

Exoproteins
Identification

(as compared to 30 h) metascores

Accession

. - 15h 20h 40h 60h 70h 80h 90h *°°  15h 20h 30h 40h 60h 70h 80h 90h “°°  13h 18h 25h 30h 40h 5Lh 60h 70h 80h 95h  13h 30h 50h 8Oh
(PGAL) Gene Functional prediction h h
26770 trpS. Tryptophanyl-tRNA synthetase -1,0 -1,0 -14 -15 1,9 -16 -21
01510 fusA Elongation factor G 11 -1,0 -1,0 -1,1 -48 -37 53 1031 1415 1430 1378 1589 1075 : 60 2009 2504 2035 1867 1662 1884 1602 2065
c01320 tufl Elongation factor Tu -1,1 -1,0 -10 -1,4 -34 -30 -34 1311 1614 797 172 3 99 085 1131 1358 1413 1720 1865 1740 2285
Stringent response
c01010 spoT Guanosine-3',5-bis(diphosphate) 3'-pyrophosphohydrolase 4 619
Clp-dependent protein degradation
c12520 clpP ATP-dependent Clp protease 16 -1,4 -11 14 18 24 24 27 141 11 [N268N 76 71 101
c12530 clpX ATP-dependent Clp protease ATP-binding subunit 61 164 159 141 119 151 155 195
General stress response
262p00250 Ferritin-like protein (DSP-like) 43 -28 -12 23 34 42 39 45
c19110 sodB Superoxide dismutase -1,7 -15 -12 15 17 21 17 21 57 143
€24920 groL 60 kDa Chaperonin -16 -16 -19 25 29 41 42 48 1940 2549 991 509 605 [EEEE]
c29670 ibpA2 Small heat shock protein 14 14 -18 10 1,7 22 23 21
c07120 Putative universal stress protein -1,4 -10 11 12 17 30 23 33 100 112 112 134

Fold change: [JS56100] <=15 >|15 | >15 Metascore: | <200 500 > 1000



