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PYRUVATE-ACETYLCOA METABOLISM

SC04919 Dihydrolipoamide dehydrogenase
SC02371 Pyruvate dehydrogenase E1 component
SC03815 Dihydrolipoamide acyltransferase component E2
SC05425 Pta, phosphate acetyltransferase
SC03829 Dihydrolipoamide acyltransferase component E2
dehyd E1 A

SC02925 Lactate dehydrogenase
SCO0546 Pyruvate carboxylase
SC0O3563 Acetyl-coenzyme A synthetase
SC02180 Dihydrolipoyl dehydrogenase
SCO5424 Acetate kinase

SCOB6195 Acetyl-coenzyme A synthetase
SCOB155 Pyruvate dehydrogenase C
SCO7412 Pyruvate dehydrogenase/oxidase
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GLYCEROL METABOLISM
SCO4774 Putative glycerol 3-phosphate dehydrogenase (FAD-dependent)

SCO7073 Dihydroxyacetone kinase
SC00509 Glycerol kmase 1

8005559 Glycerol 3 phospha‘te dehydrogenase (NAD(P)H-dependent)
SCO1661 Glycerol-3-phosphate dehydrogenase
SCO6754 Putative glycerol 1-phosphate dehydrogenase (NAD(P)H-dependent)

SC01659 Probable giycerol uptake facilitator protein
SCO1660 Glycerol kinase 2
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Figure S2A

FATTY ACID / LIPID BIOSYNTHESIS

SCO6564 FabH2/3-oxoacyl-acyl-camer protemn synthase

SCO1815 FabG/3-oxoacyl-acyl-carrier protein reductase

SCO3091 Cyclopropane-fatty-acyl-phospholipid synthase

SCO0O23838 FabH/3-oxoacyl-acyl-carrier protein synthase Il

SCO0330 FabG/3-oxoacyl-acyl-carrier protein reductase

SCO2444 Fatty acid synthase

SCO5558 Acyltransferase

SCO5535 AccB/methyimalonyl-CoA decarboxylase

SCO7814 FabG/3-oxoacyl-acyl-carrier protein reductase

SC0O2445 Acetyl CoA carboxylase (Alpha and beta subunits)
SCO0958 Acyltransferase

SCO1759 1-acyl-sn-glycerol-3-phosphate acyltransferase

SCO4927 Biotin (acetyl CoA carboxylase) ligase birA

SCO2387 FabD/Malonyl CoA-acyl-cammer protein malonyltransferase
SCO2386 FasR

SCO1814 Fabl/Enoyl-acyl-camer protein reductase

SCO04921 Acetylpropionyl CoA carboxylases

SCO1014 Acyltransferase

Phosphohpase C uworved in phosphaudyl mosnol deg{adauon

Long-cham-fatty-acud—CoA Iugase
SCO4636 H?:dro acyl-acyl-camer protein dehydratase
SCOS5753 P ospf'lystidy):'lglyyc'erophosphate synthase
SCO5097 Shortchain oxidoraeductase

SCO2131 Long chain fatty acid CoA ligase

SCO 1346 FabG/3-oxoacyl-acyl-carriar protein reductase
SCO1345 FabG/3-oxoacyl-acyl-carrier protein reductase
SCO7123 Acyltransferase

SCO2122 Acyltransferase

SCO2034 Prolipoprotein diacylglyceryl transferase 1
SCO&6196 Lon hain-fatty-acid-CoA ligase

SCO2389 Acyl carrier protein

SCO7329 Long-chain-fatty-acid-CoA ligase

SCO4381 Acetyl/propionyl CoA carboxylases

SCO1527 Phosphatidyigiycerol phosphate synthase
SCO1102 Pheosphatidic acid phosphatase

SCO2561 Long-chamn fatty-acid CoA hgase

SCO1228 Acyltransferase

SCO1389 CDP-diacylgliycerol—glycerol-3-phosphate 3-phosphatidyl-transferase
SCO04926 Propionyl-C carboxylase complex B subunit
SCO1393 Acetoacetyl-CoA synthetase

me A synthetase

SCO23390 FabF/3 -ketoacyl-acyi-camer protemn synthase |l
SCO1280 Acyltransferase

SCO4637 Acyl dehydratase

SCO6511 Dlacylglycerol kinase

SCO0O4681 FabG/3-oxoacyl-acyl-carrier protein reductase
SCO4006 Fatty acid CoA ligase

SCO7066 2 4-dienoyl-CoA reductase (NADPH)

SCO6195 Acetyl-coenzyme A synthetase

SCO4266 Enoyl reductase

SCO4800 Isobutiryl CoA mutase, small subunit
SCO2477 FabG/3-oxoacyl-acyl-camer protein reductase
SCO7266 FabG/3-oxoacyl-ascyl-camer protein reductase
SCO7244 Long-chain-fatty-acid-CoA ligase

SCO0O4869 Methylmalonyl CoA mutase

SCO3502 FabG/3-oxoacyl-acyl-carrier protein reductase
SCO1088 FabG/3-oxoacyl-acyl-camrier protein reductase
SCO2777 Acetypropionyl CoA carboxylase alpha subunit
SCO2776 Acetyl/propionyl CoA carboxylase

SCO8717 Acvl-acvl-carrier protein dessturase
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Figure S2B FATTY ACID / LIPID DEGRADATION

SCO6T32 Fatty acid oxadative multifunctional enzyme
SC054589 Enoyl-CoA hydratase

SCO4930 Enoyl-Cod hydratase

SCO03259 Esterase

SC01198 Acyl-CoA dehydrogenase

SCONMST Acyl-CodA dehydrogenase

SCO5398 Thiolaselacetyl-cof acetyliransferase
SCO68468 Acyl-Cof dehydrogenase

SCO6731 Thiolase/acetyl-cof acetyltransferase
SC05144 i

SCO3218 Secreted lipase
SC03051 FadE/Acyl-Coh dehydrogenase
SCO1428 Acyl-CoA dehydrogenase

SCOE02T Thinlaselacetyl-cof acetyliransferase
=SC0eT89 I I

n
SCO6026 Fatty acid oxadation complex alpha-subunit
SCO3800 Acyl-CoA dehydrogenase

SC04746 Lipase

SC03049 Acyl-CoA hydrolase

SCO2774 Acyl-CoA dehydrogenase

SCO04298 Carboxylesterase

SCOE96T Beta-ketoadipyl-Cod thiolase

SC01690 Acyl-CoA dehydrogenase

SC03834 3-hydroxybutyryl-Cof dehydrogenase

SC0O1838 Enoyl-Cod hydratase

SCO6T48 Enoyl-Cos hydratase

SLV_ 32890 Hydrolase

SCOE385 3-hydroxybutyryl-CoA dehydrogenase
SC06Ta8 Thiolase/acetyl-coA acetyliransferase
SCO4392 Esterase

SCOTI% Secreted lipase

SCO06966 Lysophospholipase

SCOTENS Esterase

SCO05420 Cholesterol esterasa

SC01209 Acyl-CoA dehydrogenase

SCO1581 3-hydroxybutyryl-Cod dehydrogenase
SCO6691 Phospholipase C

SCO1112 Acyl-CoA dehydrogenase

SC05693 Acyl-CoA dehydrogenase

SC06468 Phosphatidylserine decarboxylase
[ SC02123 Esterase

. SCO2892 Lipase




Figure S3A AMINO ACID BIOSYNTHESIS

SC03944 HisC2, histidinol-phophate aminotransferase (HIS biosynthesis)

SC01496 AroF, Chorismate synthase (PHE/TYR/TRP biosynthesis)

SC03614 Asd2, Aspantate-semialdehyde dehydrogenase (GLY/SER/THR/LYS biosynthesis)
SC00821 Threonine dehydratase (GLY/SER/THR biosynthesis)

SCO1916 THDP succin[rlransferase (LYS biu:q)lﬂinthesis}

SC05354 Homoeserine dehydrogenase (THR, MET, ILEU biosynthesis)

SCO1438 HisG, ATP phosphoribosyitransferase (HIS biosynthesis)

SC03920 CysA, Cystathionine gamma-lyase (GLY/SER/THR biosynthesis)

SLIV_ 28400 Aspartate aminotransferase

SC05655 Acyl-ornithine aminotransferase

SC00315 LysA, Diaminopimelate decarboxylase (LYS biosynthesis)

SLIV_29695 Ala racemase N domain-containing protein

SCOZ050 HisA, phosphoribosyl isomerase A (HIS biosynthesis)

SCO307T Cystathionine beta-synthase (GLY/SER/THR biosynthesis)

SCO5470 GlyA2, Serine hydroxymethyltransferase (GLY/SER/THR biosynthesis)

SCO4837 GhyAl, Serine hydroxymethyltransferase (GLY/SER/THR biosynthesis)

SCO2147 TrpD1, Anthramilate phosphonbosyltransferase 1 (PHEMYR/TRP biosynthesis)
SC0O5513 IWM, Acetolactate synthase small subunit (VAL/LEW/ILEL biosynthesis)

SC02052 HisB, Imidazoleglycerol-phosphate dehydratase (HIS biosynthesis)

SCO56T6 4-aminobutyrate transaminase (GLU biosynthesis)

SCOTL3T Acyl-ornithine aminotransferase

SC0O2115 AroH, 2-dehydro-3-deoxyphosphoheptonate aldolase (PHEMTYR/TRP biosynthesis)
SCO4958 MetB, Cystathionine gamma-synthase (MET/CY'S biosynthesis)

SCOT036 ArgG, Argininosuccinate synthase (ARG/PRO biosynthesis)

SCO5212 AroA2, 3-phosphoshikimate 1-carboxyvinyltransferase (PHE/MTYR/TRP biosynthesis)
SCO5355 ThrC, Threonine synthase (GLY/SER/THR biosynthesis)

SCO5554 LeuD, 3-isopropylmalate dehydratase small subunit (WAL/LEU/ALED biosynthesis)

—

SCO4366 Phosphoserine aminotransferase (GLY/SER/THR biosynthesis)

SC02198 GInA, Glutamine synthetase (GLN biosynthesis)

SC02051 HisH, Imidazole glycerol phosphate synthase subunit (HIS bosynthesis)
SCO1762 Chorismate mutase (PHETYR/TRP biosynthesis)

SCOT154 IWC2, Ketol-acid reductoisomerase 2 (WAL/LEUW/ILELD biosynthesis)

SC05353 LsA, Diaminopimelate decarboxylase hysA (LY'S biosynthesis)

SCO1570 ArgH, Argininosuccinate lyase (ARG/PRO biosynthesis)

SC02054 HisD, Histidinol dehydrogenase (HIS biosynthesis)

SC0O157T9 Argd, Arginine biosynthesis bifunctional protein (ARG/PRO biosynthesis)
SC01580 ArgG, M-acetyl-gamma-glutamyl-phosphate reductase (ARG/PRO biosynthesis)
SCO1657 Methionine synthase (MET/CYS biosynthesis)

SC0O4293 Threonine synthase (GLY/SER/THR biosynthesis)

SCO5136 Succinyldiaminopimelate transaminase (GLU/LY'S biosynthesis)

SCO2037 TrpB, Tryptophan synthase beta chain (PHETYR/TRP biosynthesis)

SC02025 GitD, Glutamate synthase subunit beta (GLU biosynthesis)

SC03345 Phosphogluconate dehydratase/Dihydroxy-acid dehydratase (WAL/LEUALEU biosynthesis)
SC01498 ArcE, Shikimate 5-dehydrogenase (PHE/TYR/TRP biosynthesis)

SCO15TT ArgD, Acetylomithine aminotransferase (ARG/PRO biosynthesis)

SCO5522 LeuB. J-isopropvimalate dehydrogenase (WALLEU/ILEY biosynthesis)
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Figure S3B

AMINO ACID BIOSYNTHESIS

SC02039 TrpC, Indole-3-glycerol phosphate synthase 1 (PHE/TYR/TRP biosynthesis)
SCO2036 TrpA, Tryptophan synthase subunit alpha (PHE/TYR/TRP biosynthesis)
SC02053 HisC1, Histidinol-phosphate aminotransferase (HIS biosynthesis)

SC01495 AroK, Shikimate kinase (PHE/TYR/TRP biosynthesis)

SC01439 HisE, Phosphoribosyl-ATP pyrophosphatase (HIS biosynthesis)

SCO5793 DapF, Diaminopimelate epimerase (LYS biosynthesis)

SCO3615 Aspartokinase (MET/LYS/THR biosynthesis)

SCO5356 ThrB, Homoserine kinase (GLY/SER/THR biosynthesis)

SC02910 CysM, Cysteine synthase (GLY/SER/THR biosynthesis)

SC02210 Glutamine synthetase I

SCO5529 g )-citramalate synthase (VAL/LEU/ILEU bios thes:s&/_n-I

SCO5515 SerA, D-3-phosphoglycerate dehydrogenase ( Y/SER/THR biosynthesis)
SCO3306 Aminotransferase

SCO2117 TrpE1, Anthranilate synthase (PHE/TYR/TRP biosynthesis)

SCO2528 LeuA, 2-isopropylmalate synthase (VAL/LEU/ILEU biosynthesis)

SC02241 Glutamine synthetase C
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SCO5744 DapA. [ Dihydrodipicolinate synthase (LYS biosynthesis)

SC06412 ArgD, Acetylomithine aminotransferase (ARG Bwsynthesnsé/_rY

SCO6819 AroA, 3-phosphoshikimate 1-carboxywinyltransferase 1 (PH R/TRP biosynthesis)

SCO3658 Aspartate aminotransferase (LYS biosynthesis)

SCO3622 Acyl-ornithine aminotransferase

SCO0985 MetE, Methionine synthase (MET biosynthesis)

SCO00992 Cysteine synthase (CYS biosynthesis)

SC01494 AroB, 3-dehydroguinate synthase (PHE/TYR/TRP biosynthesis) D
erA, Phosphoalycerate dehydrogenase (SER biosynthesis)

8006292 Dihydropicolinate synthase (LYS biosynthesis)

SC02026 GItB, Glutamate synthase large subunit (GLU biosynthesis) =
SCO0978 panD. Aspartate 1-decarboxylase (ALA biosynthesis)

SC03385 L-allo-threonine aldolase

SCO6975 Acetolactate synthase (VAL/LEU/ILEU biosynthesis )

SCO7357 Dioxygenase

SCO4683 gdhA, Glutamate dehydrogenase

SCO0386 Asparagine synthetase (ASN biosynthesis)

SCO5520 1-pyrroline-5-carboxylate dehydrogenase (GLU biosynthesis, NAD+ dpt) F
SCO3337 ProC. Pyrroline-5-carboxyiate reductase (ARG/PRO biosynthesis)
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Figure S4A

AMINO ACID DEGRADATION
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SCO03831 E1-alpha branched-chain alpha keto acid dehydrogenase
SCO5519 Proline dehydrogenase (PRO degradation, FAD+ dpt) *

SCO4932 Histidine ammonia-lyase (HIS degradation)

SCO3830 BkdB2 E1 beta subunit

SCO04185 L-asparaginase |l (ASN degradation)

SCO1773 Alanine dehydrogenase (ALA degradation. NAD+ dpt) *

SC02146 Cysteine desulfurase

SCO3646 Tryptophan 2,3-dioxygenase (TRP degradation)

SC04987 D-amino acid deaminase/Serine deaminase (SER degradation)
SCO3071 Chlorohydrolase formiminoglutamate deiminase (HIS degradation)
SCO7644 Saccharopine dehydrogenase

SCO02927 4-hydroxyphenylpyruvate dioxygenase (TYR degradation)
SC0O1378 Glycine dehydrogenase (GLY degradation)

SCO3817 Putative branched-chain alpha keto acid dehydrogenase E1 alpha subunit
SCO05471 Glycine cleavage system H protein (GLY degradation)

SC06962 GInA3, Gamma-Glutamylpolyamine Synthetase

SCO1775 Alanine dehydrogenase (ALA degradation)

SCO3420 Succinate-semialdehyde dehydrogenase (NAD+ dpt) *
SCO02999 Glutamate dehydrogenase (GLU degradation, NAD+ dpt) *
SCO5140 Lysine decarboxylase (LYS degradation)

SCO5975 ArcA2, Arginine deaminase (ARG degradation)

SCO1455 Amidase/nitrilase

SCO2157 Cysteine desulfurase

SCO04089 Valine dehydrogenase (VAL degradation)

SCO6800 2-amino-3-ketobutyrate CoA ligase (THR degradation)
SCO3645 Kynureninase (TRP degradation)

SCO5976 ArcB, Omithine carbamoyltransferase (ORN/ARG degradation)
SC01223 Omithine aminotransferase (GLU degradation)
SCO5546 Fumarylacetoacetate hydrolase (TYR degradation)
SC05523 Branched-chain-amino-acid aminotransferase (VAL/LEU/ILEU degradation)

SCO04645 Aspartate aminotransferase (ASP degradation)

SCO04580 Fumarylacetoacetase (TYR/PHE degradation)

SCO3835 Proline dehydrogenase (PRO degradation, FAD+ dpt) *

SCO3073 HutU, Urocanate hydratase (HIS degradation, NAD+ dpt) *
SCO6415 Hydantoinase/ Dihydropyrimidinase

SC0O4984 Aminotransferase

SCO1613 Gamma-glutamylethanolamide synthetase

SCO1087 Threonine aldolase (THR degradation)

SCO3070 Imidazolonepropionase (HIS degradation)

SCO6740 Putative D-amino acid oxidase

SCO1871 Alpha-ketoglutaric semialdehyde dehydrogenase (GLU degradation)
SC06222 Aminotransferase

SCO1054 Cysteine desulfurase

SCO6718 N(G)-dimethylarginine dimethylaminohydrolase (ARG degradation)

SC02726 Methylmalonate-semialdehyde dehydrogenase (VAL/LE/ILEU degradation. NADP+ dpt) *
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Figure S4B

UREIDE DEGRADATION

SC01233 Urease accessory protein UreF
=C01231 Urease accessory protein UreD
SC01235 Urease subunit beta

=C01234 Urease subunit alpha 1
SC01236 Urease subunit gamma
SC01232 Urease accessory protein UreG

S. lividans pptA 5. coelicolor



Figure S5A

PROTEIN DEGRADATION

SLIV_14135 Proteasome subunit alpha
SCO3580 Putative transpeptidase

SCO5738 Protease

SCO1989 Probable proline imsnopeptidase
SLIV_09985 Prot Deg Proteasome subunit alpha
SCO2188 Putative peplidase

SLIV_16075 AAA ATPase

SCO1796 Regulator of protease actmty HAC
SCO5122 Paptidase

SCO4273 Putative metallopeptidase
SCO4724 Methionine aminopeptidase
SCO4609 Protease HipX homolog 2
SCO1676 Peptidase

SCO5864 Putative protease

SCO5695 Putative zinc metalloprotease SCO5695
SCO3540 Proteinase

SCO2179 Leucy! amenopeptidase

SCOS5149 Putative prolease

SCO2446 Putative secreted peptidase
SCO5837 Zinc protease

SCO1816 Predicted Zn-dopondom protease
speptidase

SC03567 Pulllm umo protease
SCO1086 Transglutaminase-dike enzyme
SCOG736 Metallopeptidase

SCO6409 Methionine aminopeptidase (MAP)

L0280 AlF -depandant prot

SCO3970 Xaa-Pro aminopeptidase 1

SCO0571 Putative peptidase

SCO3801 Probable M18 family aminopeptidase 2
SCO4439 Putative D-alanyl-D-alanine carboxypeptidase
SCO1074 Peptidase

SCO0543 Possible peptidase

SCO0762 Subhlou-typo protease inhibitor

8006489 Puutm cuboxypopbdcu

SCO3053 Putative Trypsinike senne protease
SCO1646 Prokaryotic ubiquitindike protein Pup
SCO3193 Peptidase famuly S568

SCO2582 Membrane metalloendopeptidase

SCO6488 Putative acyl-peptide hydrolase

SCO6738 Putative carboxypeptidase

SCO2018 Amunopeptidase

SCOG6995 Putative protease

SCO2761 Putative secreted tnpeptidyl aminopeptidase
SCO3855 Membvane associed senne prolease
SCO2649 Protease

SCO2916 ATP-dependent Clp protease adapter protein ClpS

m 02529 Putative metalloprotease
cobrkey §555558555868
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Figure S5B

PROTEIN DEGRADATION

SC02920 Secreted protease

SCO2637 Serine protease

SCO1824 Secreted subtilisin-ike protease

SCO5838 Protease

SCO2635 Aminopeptidase N

SCO1648 Proteasome-associated ATPase

SCO2643 Aminopeptidase N

SCO6199 Putative Trypsin-ike senne protease

SCO5447 Putative neutral zinc metalloprotease

SCO3977 Protease

SCO2619 ATP-dependent Clp1

SCO5179 Peptidase

SCO3373 Clp-family ATP-binding protease

SCO02617 ATP-dependent Clp protease ATP-binding subunit ClpX

SCO6408 Clp protease ATP bainding subunit

SCOGBTT3 Putative secreted peptidase

SCO5722 Serine protease

SCO5731 Putative secreted senne protease

SCO5458 Putative transpeptidase

SCO2618 Endopeptidase Clp2

SCO1640 Proteasome accessory factor A

SCO6076 Dipeptidase

SCO3610 Peptide hydrolase

SCO01352 Xaa-Pro aminopeptidase 2
8 P 3 zinc-binding carboxypeptidase

J 3
SCO1647 Proteasome accessory fa
SCO1644 Proteasome subunit beta
SCO1643 Proteasome subunit alpha
SCO6108 Putative Trypsin-like serine protease

B3
' SCO4883 Putative peptidase
SCOT7605 Putative metallopeptidase
¢

Pi +Pi
5. lividans pptA S coelicolor



Figure S6

PROTEIN SECRETION
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SLIV_12090 Signal peptidase

SCO4527 Type |l secretion system protein F

SCO1516 Protein translocase subunit SecD

SCO5580 Signal recognition particle receptor FtsY (SRP receptor)
SCO5150 Sec-independent protein translocase protein TatB

SCO5586 Ffh signal recognition particle protein
SCO3005 Protein translocase subunit SecA

SCO2074 Lipoprotein signal peptidase

SCO4722 Protein translocase subunit SecY

SCO3883 Putative inner membrane protein translocase
SCO5597 Putative signal peptidase |

SCO5009 Putative secretory protein

SC01633 Sec-independent protein translocase protein TatA
SCO3768 Putative translocase protein

SCO1517 Preprotein translocase
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SCO5724 WXG100 family type VIl secretion target

SC06160 SecDF protein-export membrane protein




Figure S7A NUCLEOTIDE BIOSYNTHESIS

SCO5630 Putative cytidine dearmunase
SCO4199 Nucleic acid/nuclectide deaminase su

perfamily

SCO4079 FGAM synthase (phosphoribosyl formylglycinamidine synthase I, purt)
SCO3650 Orotate phosphon

SCO4785 GMP synthase

SCO4086 Amidophosphonbosyitransferase

SCO5626 Undylate kinase

SCO1479 Guanylate kinase

SCO1514 Adenine phosphonbosyltransferase

SCO5868 Deoxyundine S-tnphosphate nucleotidohydrolase
SCO5805 Vitamun B12-dependent nbonuclectide reductase
SCO1776 CTP synthase

SCO1484 Carbamoyl-phosphate synthase small chain
SC01483 Carbamoyl-phosphate synthase large chain
SCO4644 Putative adenosine/adenne deamenase

SCO5226 Ribonucleoside-diphosphate reductase

SCO5225 Ribonucleoside-diphosphate reductase subunit beta
SCO1760 Cytidylate lanase

SCOT7268 Adenosine dearmenase 2

SCO3I677 Putative purine phosphonbosyltransferase
SCO3629 Adenylosuccmate synthetase

SCOB753 Nucleotide sugar-1-phosphate transferase
SCO3I060 N5-carboxyaminoimedazole nbonuclectide synthase
SCO2546 Adenine deaminase

SCO4087 Phosphornbosyl-amincsmidazole synthetase
SCO5737 Polynbonucieotide nucleotidyitransferase

SCQO4071 Phosphonbosylaminoimedazole-succinocarboxamede synthase
SCO4063 Phosphoribosylglycmarmede synthetase
_SCO5745 Ribonuclease

SCO4152 Secreted S5-nuciectidase

SCO6213 Putative hydrolase

SCO3188 Punne nucloosodc phosphorylase

SCO4890 Thymidine ph orylase

SCO1482 Oohydtoo(outo ydrogenase

SCO 1486 Dihydroorotase

SCO4889 Putative cytidine deaminase

SCO5845 Thymedine kinase

SCO3059 N5-carboxyaminouridazole nbonucleotide mutase
SCO4041 Uracil phosphorbos sl«au

SCO3542 Putative thymidylate
SCO4814 Bifunctional punne boosyuhnn protesn PurH
SCO5662 Adenosmne dearmenase
SCO993 Phosphonbosylamenoimidazole carboxylase
SCO1254 Adenylosuccinate lyase
SCO4901 Adenosne/AMP deaminase

_SCO1487 Aspartate carbamoyltransferase

CCC CCCC CCCC.C
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Figure S7B

NUCLEOTIDE DEGRADATION

| ‘ B SC02942 Putative xanthine dehydrogenase subunit XdhB
i SCO2940 Putative xanthine dehydrogenase subunit XdhD
.=

SCO02902 Non-canonical purine NTP pyrophosphatase

SCO6075 3 ,5-cyclic adenosine monophosphate phosphodiesterase
SCO6209 Putative decarboxylase (purnine catabolism)
SCO4914 Putative deoxynbose-phosphate aldolase
SCO4771 Inosine monophosphate dehydrogenase
SCO4770 Inosine monophosphate dehydrogenase ,
SCO1133 Putative xanthine dehydrogenase subunit XdhB
SCO1132 Putative xanthine dehydrogenase subunit XdhA
SCO2158 Putative nbokinase

SCO1461 Inosine monophosphate dehydrogenase B
SCO6445 Inositol monophosphatase —
SCO6211 Uncase (punne catabolism)

SCO2015 Putative nucleotidase

SCO6248 Allantoicase

SCO6247 Allantoinase

SCO4972 Putative xanthine dehydrogenase subunit XdhB

SCO4971 Putative xanthine dehydrogenase subunit XdhA

5 SC06210 Transthyretin-like protein (purine catabolism) C

A




Figure S8

DNA REPLICATION AND REPAIR

SCO42092
SCO1152

SCOZ2064
SCOs802
SCO2510
SCO5836
SCO5166
SCO2067
SCO5388
SCO3791

ATP-dependent helicass
Helicase

SLIV_16805 ATFP-dependent DMNA helicase

SLN 038180 DNA sulfur modification protein DndB
SLN 038190 DNA sulfur modification protein DndD
SLIV 08185 Sulfurtransferase DndC

DNA polymerase Il subunit aipha
Putatwe ATP-dependent helicase
DMNA repair protein RecO

DMNA gyrase-like protein

Helicase

DNA polymerase Il subunit gamma
Endonuclease NucS

DNA polymerase 1

SCO1971
SCO5439

SCO?G?G
SCO3878
SCOs5817
SCO3873
SCO5822
SCO3543
SCO3907
SCOoOzZ2111

£

o

=¥
-Pi +Pi -Pi +Pi -Pi +Pi
S. lividans pptA 5. coelicolor

Pseudoundine-5-phosphate glycosidase
DMNA helicase TV

SLIV 08195 DNA sulfur modrﬁcahorl protein DndE

F’uta(we DNA fepa-r hydrolase

DMNA polymerase Il subunit beta

Putative DNA hydrolase with mutT doman
DMNA topoisomerase subunit A

DMNA gyrase subunit B

DMNA topoisomerase 1

Single-strand DNA-binding protein
Probable Endo-deoxyribonucliease IV

sSC | = xo-deaxvribonuclease
SCO 1792 Putative 3-methyladenine DNA glycosylase
SCOS5056 Exo-deoxynbonuclease Vil large subunit
SCO0845 Putative formamidopyrimidine-DNA glycosylase
SCO5573 Formamidopynmedine-DINA glycosyiase
SCO 1519 Holliday junction ATP-dependent DNA helicase RuvA
SCO2468 DnaG. DNA pamase
SCO4076 Putative LSR2-like protein
SCO3375 Putatve Lsr2-like protein
SCO3618 Recombination protein RecR
SCO5128 DNA polymerase I
SCOS5815 ATP-dependent DNA helicase
SCOA4577 ATP-dependent DNA helicase RecQ
SCOS5769 RecA protein
SCO3569 Putative endonuclease 1l
SCOS5566 Putative AT -dependent DNA helicase
SCO3874 DNA gyrase subunit B
SCO2564 Putative DNA polymerase 1l
SCO3541 Putative DNA polymerase
SCO 1534 Putative DNA. polymerase i
SCO1506 Recombination factor protemn RarA
SCO3876 DNA replication and repair protein ReckF
SCO2952 Putative helicase protein
SCO4096 ATP-dependent RNA hellcase
hromosomal re otein Dnal
SCO6640 Putatve ATFP-dependent helicase
SCO60384 DMNA polymerase
SCO1631 Helicase
SCOI767 Putlatve DNA hydrolase
SCO2863 Putatve helicase
SCO2469 Putatwve reductase
SCO2861 DNA polymerase 1
SCO1343 Uracil-DNA glycosylase
SCO 1518 Holliday junction ATP-dependent DNA helicase RuvB
SCO3355 Putatve adenine givcosyiase




Figure S9

CHROMOSOME SEGREGATION AND CELL DIVISION
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SC02083 Cell division protein FtsQ

SCO1769 Putative chromosome segregation and condensation protein

SCO03558 Putative morphological differentiation-associated protein

SC02718 Rodlin RdIA

SC02620 Putative cell division trigger factor

SC02082 Cell division protein FtsZ

SCO03619 Nucleoid-associated protein adjacentto RecR

SLIV_18835 ParA involved in chromosome segregation

SCO02975 Protein of the FtsK/SpolllE family involved in cell division

SCO03887 Putative partitioning or sporulation protein ParB-like

SCO04126 Membrane protein part of a complex putatively involved in proper segregation of chromosome

SCO02968 Cell division protein FtsX

SCO1772 Putative partitioning or sporulation protein ParA-like

SCO02950 DNA-binding protein HU 1

SCO05152 Chromosome partitioning ATPase

SC0O5556 DNA-binding protein HU 2 A
O hromosome padition protein Smc

SCO5005 Pilus/septum assembly protein

SCO04013 Cell division protein Ftsl/penicillin-binding protein

SCOS5006 Putative septum site-determining protein

SC04128 Membrane protein part of a complex putatively involved in proper segregation of chromosome

SC02611 Rod shape-determining protein MreB B

03846 N/RODAISDO am C) 2 nrote

SLIV_00070 Chromosome segregation ATPase
SCO04923 Nucleotide binding protein Maf-like protein involved into inhibition of septum formation
SCO04508 Protein of the FisK/SpolllE family invelved in cell division

SLIV_09970 FtsK/SpolllE family protein

SLIV_08525 Topology modulation protein

SCO02610 Rod shape-determining protein MreC

SCO02607 Putative cell division protein FtsWwW

SC03404 Cell division protein FtsH-like

SCO02969 Cell division ATP-binding protein FisE

SCO1793 Sporulation-control protein SpoOM

SC00247 Sporulation-control protein

SCO03854 Cell division protein CrgA

SCO2077 DivivA C
sc L . ] . - .

. coelicolor



Figure S10

CELL WALL BIOSYNTHESIS AND DEGRADATION

SCO6060

UDP-M-acetyimuramate-—-L-alanine ligase

SCO2086 UDP-M-acetyimuramoylalanine—D-glutamate ligase

SCO2088
SCO2608

MurF, putative UDP-M-acetylmuramoyl-tripeptide--D-alanyl-D-alanine
Peanicillin binding protein

SCO2089 MurE., putative UDP-MN-acetylmuramyl tripeptide synthase

SCO1423

Glycosyltransferase

SCO4699 Putative Rihs protein

SCO0118
SCO3137
SC04643

Putative xylosidase/arabinosidase
UDP-glucose 4-epamerasea
UDP-M-acetylenolpyruvoylglucosamine reductase

SCO2T86 Beta-MN-acetylhexosaminidase

00
SCO6131
SCO3811

Putative dTDP-4-dehydrorhamnose 3 S-epimerase

D-Ala-D-ala Carboxypeptidase
Putative D-alanyl-D-alanine carboxypeptidase

SC04881 MN-acetylneuraminic acid synthase

SCO4850 Putative CMP-M-acetylneuraminic acid synthetase
SCO4879 Uncharacterized protein

SCO487T8 Putative glycosyltransferase

SCO4882 Uncharacterized protein

SCOAT46 Putative pyrndoxal phosphate-dependant aminotransferase
SCO1788 MagD-like sugar hydrolase / phosphatase

SC02843 Putative M-acetylglucosamine-6-phosphate deacetylase
SCO2084 MurG, MN-acetylglucosaminyltransferase

SCO2087 Phospho-MN-acetylmuramoyl-pentapeptide-transferasea
SCO2590 UDP-M-acetyiglucosamina-like transferase

SCO4584 Outer membrane hpoprotein-sorting protein LolA

SCO2758 Beta-MN-acetylglucosaminidase

SCOT194 Putative dTDP-L-rhamnose synthase (polysacchande biosynthesis protein)
SCOE651 Putative glycosyl transferase

SC0O3480 Putative racamase Psab-like

SCO007T2 Uncharacterized conserved protein Rhas

SCO0248 Alpha-mannosidase

SCO5466 1 4-beta-M-acetylmuramidase

SCO2116 Putative secreted 1,6-anhydro-M-acetylmuramyl-L-alanine amidase
SCOe2T2 Putative secreted FAD-binding protain

SCO286 Putative secreted 1 4-beta-M-acetylmuramidase (Lyzozyme)
SC02589 Teichoic acid biosynthesis protein TagF

SCOH560 D-alamne—D-alanine higase

SCO2988 UDP-glucose d-apimerasa

SCO4736 Phosphoglucosamine mutase

SCO5998 Mur&2, putative UDP-M-acetylglucosamine transferase
SCO4740 Glutamine—fructose-6-phosphate aminotransferase
SCO3052 UDP-glucose G-dehydrogenase

SCO2594 Exopolysaccharide phosphotransferase

SCO2592 Exopolysaccharide phosphotransferase

SCO3847T Putative secreted penicillin-binding protein

SCO2759 Hexosephosphate aminotransferase

EcaE (Fragment)

SCO4284 M-acetylglucosamine-6-phosphate deacetylase
SCO39301 Membrane carboxypeptidasedpenicillin-binding protein
SCO3I7T94 Teichuronic acid blosynthesis protein

SCO1212 MwurE, putative UDP-M-acetylmuramyl tripeptide synthase
SCO2345 Putative peptidodoghycan-binding membrane protein

[ | | SCO3I122 UDP-M-acetylglucosamine pyrophosphonylase
L . S i . . S e S i .
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— o TeIoErZeseE s
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Figure S11A STRESS RESISTANCE

. SCOE031 Alkyl hydroperoxide reductase AhpD
SC02362 Phosphonbosyl transferase

SCO0885 Thioredoxin

SLIV_08290 Phage phiHau3 resistance protein
SCO5254 Superoxide dismutase

SLIV_08580 CutA1 divalent ion tolerance protein
SCOT299 Universal stress protein family
SCO0741 S-(hydroxymethyl)mycothiol dehydrogenase
SCOB042 Heme peroxidase

SCO3890 Thioredoxin reductase

SCO1663 Mycothiol igase

SCO0641 Tellunum resistance protein tdd1
SCO5419 Thioredoxin

SCO3203 Phosphinothricin M-acetyltransferase

SCOB061 Peptide methionine sulfoxide reductase

SCO4444 Glutathione peroxidase

SC0O3889 Thioredoxin

S5C01649 Ferredoxin

SCO047TT Glyoxalase

SLIV_32995 Non-heme bromoperoxidase BPO-A2
SCO0465 Mon-heme chloroperoxidase (Chlonde idase)

SCO3767 Tellunum resistance protein terB-like
SCO2633 Superoxade dismutase

SC04204 D-inositol 3-phosphate glycosyltransferase (mycothiol biosynthesis)
SCO4151 Mycothiol acetyltransferase
SCO4967 Mycothiol S-conjugate amidase
SCO4835 Alkylhydroperoxidase-like

SCO05032 Alkyl hydroperoxide reductase
SCO427T Tellunum resistance protein tdd13
SC0O2369 Thiol-specific antioxidant protein
SC02368 Tellunum resistance protein tddg
SCO5135 Ferredoxan

SCO5806 Tellunum resistance terD like protein
SCO1903 Tellurium resistance protein tdd3
SC03912 Betalactamase

SCOT481 Tellunum resistance protein terB-like

SC0O1959 Mycothiol-dependent maleylpyruvate isomerase
SCO4956 Peptide methionine sulfoxide reductase MsrA
SC0O2634 Protein with DSBA-like thioredoxin domain
SCO5187 Glutaredoxn-like protein

SCO2235 Antitoxin Yefvl_

SLIWV_00105 Glyoxalase

SCO6090 Antibiotic resistance macrolide glycosyltransferase
SCO2901 Thioredoxin-dependent thiol peroxidase-like protein
SC0O2021 Oxidative stress defense protein

SCO1836 Stress-like protein

SCO0198 Universal stress protein

©
Color Key <
- 2 e i +Pi -Pi +4Pi -Pi +Pi
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Figure S11B

STRESS RESISTANCE

‘W
i

By |

SCO0198 Universal stress protein
SC04590 Glyoxalase-like protein
SCO0884 Protein of the pyridine nucleotide-disulfide oxidoreductase family
SCO6636 Bacteriophage (PhiC31) resistance gene pglZ

SCO0666 Catalase

SCO6635 Bacteriophage (PhiC31) resistance gene pglY

SCO1020 Tellurium resistance protein tdd2

SCO0999 Superoxide dismutase

SCO0596 DpsA (DNA-binding protein from starved cells)

SCO0560 Catalase-peroxidase

SCO06205 Dehydrogenase possibly involved in glyoxylate degradation
SCO6777 Beta-lactamase/glyoxylase

SCO0379 Catalase

SC05794 rshA GTP pyrophosphokinase

SCO6318 Tellurium resistance protein

SCO05195 Tellurium resistance protein tdd14
SCO1965 Tellurium resistance protein tdd5
SC02641 Tellurium resistance protein
SCO7632 MshB-like protein possibly involved in mycothiol biosynthesis
SCO2067 Thioredoxin

SC04315 Copper transport protein CutC
SCO7171 Glyoxalase-like protein

SC06983 Glyoxalase

SC05216 SigR regulator

SC04264 Aminoglycoside phosphotransferase
SC05165 Non-heme haloperoxidase
SCO01513 GTP pyrophosphokinase RelA

~ SCO7676 Ferredoxin

~__SCO0937 Universal stress protein family

48h
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Figure S11C

REGULON OSDR
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SCO0217 NarH Nitrate reductase beta chain
SCO7021 Putative secreted protein

SCO00218 NarJ2 nitrate reductase delta chain
SC00168 Regulator protein with cNMP binding motif
SCO00215 Nitro-reductase

SCO0179 Formaldehyde dehydrogenase

SC00214 Pyridoxamine 5-phosphate oxidase
SCO00200 Universal stress protein family

SCO3856 Peptidyl-prolyl cis-trans isomerase
SCO6164 RNA polymerase-binding transcription factor DksA
SCO6040 Putative lipoprotein

SC05251 Acetyltransferase

SC00204 LuxR family two-component system response regulator
SC03431 Possible membrane protein

SCO3857 Regulatory protein

SCO2637 Serine protease

SCO6041 Protoporphyrinogen oxidase hemY
SCO0208 Pyruvate phosphate dikinase

SCO0167 Universal stress protein family

SCO6163 Putative sensor kinase

SCO00216 Nitrate reductase alpha subunit

SCO00213 Nitrate/nitrite transporter

5. coelicolor



Figure 512 IRON / METAL ACQUISTION

.T SC01858 Sirohydrochlorin cobaltiron chelatase

_ SCO00998 Fe Uptake System Permease

SCO7271 lon Channel Subunit

SCO03826 lon Channel Membrane Protein A

T -

SCO3578 lon-Transporting Atpase

SCO3577 lon-Transporting Atpase

SC04394 DmdR1 iron-repressor

SCO02506 Metal Transport ABC Transporter

SC02507 Metal Transport ABC Transporter

SCO02113 Bacterioferritin

SCO7217 Putative iron transport protein, ATP-binding component
SCO00860 Cation-Transporting Atpase

SCO02275 Iron Uptake Lipoprotein

SCO5800 Protein involved in siderophore biosynthesis

SC02273 FecCD-family membrane transport protein B

SCO03965 Copper Binding Protein

SCO05860 Ferrochelatase

SCO03964 Copper Export Protein

SCO07218 Putative iron transport lipoprotein

SCO04180 Putative iron uptake regulatory protein

SCO05157 Metal-Transport Protein

SCO0O1315 Siderophore Binding Protein

SC02271 Protein Implicated In Iron Acquisition And Transport

SCO01623 Siderophore-interacting protein C

SC0O7216 FecCD-family membrane transport protein
SCO1787 Putative iron-siderophore uptake system transmembrane component
SCO1786 Putative iron-siderophore uptake system transmembrane component D
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Figure S13

—

OTHER SPECIALIZED METABOLITES

TERPENES BIOSYNTHESIS

&
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SC04233 Terpenoid biosynthesis IspD

SC06013 Terpenoid biosynthesis 1-deoxy-D-xylulose-5-phosphate synthase 2
SC03148 Isopentenyl monophosphate kinase (mevalonate pathway)

SC05694 1-deoxy-D-xylulose 5-phosphate reductoisomerase (non-mevalonate pathway)
5C03858 Undecaprenyl pyrophosphate synthase cell wall peptidoglycan synthesis
SC04491 Putative octaprenyltransferase (terpenoid-quinone biosynthesis)
SC05B058 Terpenoid biosynthesis LytB protein

2C05696 1-hydroxy-2-methyl-2-(E)-butenyl 4-diphosphate synthase

SC02509 Terpenoid biosynthesis Undecaprenyl phosphate synthetase

SC04492 3-octaphrenyl-4-hydroxy benzoate-carboxy-lyase

SC04234 2-C-methyl-D-enthritol 2 4-cyclodiphosphate synthase

3C05250 Polyprenyl synthetaselgeranylgeranyl pyrophosphate synthase
SC0O0568 Putative palyprenyl synthetase/geranylgeranyl pyrophosphate synthase

S. lividans pptA 5. coelicolor
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HOPENE BIOSYNTHETIC CLUSTER

e
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Color Key

. SCOB762 Hopene_Phytoene dehydrogenase

SCO6760 Hopene_Putative phytoene synthase

SCOBT69 Hopene_Probable aminotransferase

SCO6764 Hopene_Putative squalene-hopene cyclase
SCOBT66 Hopene protein

SCO6768 Hopene_1-deoxy-D-xylulose-5-phosphate synthase 1
SCOB770 Hopene_Putative DNA-binding protein

SC0O6759 Hopene_Putative phytoene synthase
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HYDROXYECTOINE BIOSYNTHETIC CLUSTER

SCO01867 Hydroxyectoine_Ectoine hydroxylase
SCO1866 Hydroxyectoine_L-ectoine synthase

SCO01865 Hydroxyectoine_Diaminobutyrate--2-oxoglutarate transaminase
S$C01864 Hydroxyectoine_L-24-diaminobutyric acid acetyltransferase

S. coelicolor

S lividans pptA



VITAMINS BIOSYNTHESIS



Figure S14A

MENAQUINONE BIOSYNTHESIS

. SC04506 catalyzes the conversion of cydic de-hypoxanthine futalosine into 1, 4-dihydroxy-6-naphthoate
SCO04327 Futalosine hydralase

S04550 MgnC dehypoxanthine futalosine cyclase

SC04494 Menaguinone biosynthesis radical SAM enzyme

SC04326 MgnD, Menaquinone biosynthetic enzyme

SC04556 UbiE, Ubiguinone/menaquinone methyitransferase

SC04490 UbiD, decarboxylase

SC05292 UbiH, FAD-dependent oxidoreductase
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RIBOFLAVINE BIOSYNTHESIS

T 8 SCO6058 Putative riboflavin specific deaminase
I SCO1440 6,7-dimethyl-8-nbityllumazine synthase
fr— SCO7468 Putative flavin-binding monooxygenase
— Ei SC04429 FO synthase
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Figure S14B
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COBALAMIN BIOSYNTHESIS
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VITAMINE B6 BIOSYNTHESIS

g

5. lividans  pptA

SC03282 CobH Putative precorrin-8X methylmutase

SCO2175 CobT Nicotinate-nucleotide--dimethylbenzimidazole phosphoribosyltransferase
SCO1116 CbiX-like protein (putative sirohydrochlorin cobalt chelatase)

SCO1858 ChbiX-like protein (putative sirohydrochlorin cobalt chelatase)

SCO1856 Cobl Putative precornin-8Y C5, 15-methyitransferase

SCO1849 CobN Cobaltochelatase subunit

SCO1850 Cobaltochelatase subunit

SCO1847 CobD Cobalamin biosynthesis protein

SC0O1848 CobQ Cobryric acid synthase

SCO1851 CobO Cobalamin adenosyl transferase

SCO1855 CobM Precomn methyitransferase

SCO1213 CobB/CobQ-like Glutamine amidotransferase

SCO1857 CbiGH-like protein (Putative precornin methyitransferase)

SCO1853 Cobl Precomrin methyltransferase

SC0O1852 CobB Hydrogenobyrinate diamide synthase

SLIV_29955 Nicotinate-nucleotide--dimethylbenzimidazole phosphoribosyltransferase
SCO6971 CobF Precorrin synthase

S. coelicolor

SCO02080 Pyridoxal 5-phosphate dependent enzyme

SCO01523 Pyridoxal biosynthesis lyase PdxS

SCO04387 Pyridoxine/pyrnidoxamine 5-phosphate oxidase
SC0O1361 Pyridoxamine 5-phosphate oxidase

SCO01522 Glutamine amidotransferase subunit PdxT (B6 vitamin)
SC00214 Pyridoxamine 5-phosphate oxidase

5. coelicolor



Figure S14C FOLATE METABOLISM

— I SCO0O3401 FolK, Hydroxymethyldihydropteridine pyrophosphokinase
SC02103 MetF, Methylenetetrahydrofolate reductase

il SCO3851 Putative glutamine amidotransferase

B SCO7032 FolA-like protein, putative dihydrofolate reductase

SCO05141 FolP, Dihydropteroate synthase

SCO03403 FolE, GTP cyclohydrolase 1

SC03398 FolP, Dihydropteroate synthase

SCO04813 PurN, Phosphoribosylglycinamide formyltransferase

SCO2614 FpgS. Folylpolyglutamate synthase

SC04824 FolD, bifunctional protein (methylenetetrahydrofolate dehydrogenase and cyclohydrolase)

SC04403 PurlJ, Formyltetrahydrofolate deformylase

SCO6540 PhhB, Pterin-4-alpha-carbinolamine dehydratase

SCO03400 FolB, Dihydroneopterin aldolase

—
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-Pi +Pi -Pi
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SC03319 HemA, glutamyltREMNA reductase

SC0O3317 HemM, putative uroparphyrin-lll C-methyltransferase/uroporphyrinogen-lll synthase
SC0O3318 HemC, porphobilinogen deaminase

SC03311 HemB, delta-aminolevulinic acid dehydratase

SCO6041 HemY, protoporphyrinogen oxidase

SC04469 Heml, glutamate-1-semialdehyde 2 1-aminomutase

SCOT7343 HemC, porphobilinogen deaminase

SC0O6031 HemE, uroporphyrinogen decarboxylase

SC0O5859 HemH, ferrochelatase

Color Key
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Figure S14D

THIAMINE BIOSYNTHESIS

SC05486 Putative pyridoxal-phosphate-dependent aminotransferase
SC02104 Thiamine-phosphate synthase

SC05563 Hydroxymethylpyrimidine/phosphomethylpyrimidine kinase
SC05562 Thiamine-monophosphate kinase

CO-ENZYME A BIOSYNTHESIS
| . SCO04744 Holo-[acyl-carrier-protein] synthase
- S5C00462 2-dehydropantoate 2-reductase
SCO1477 Putative flavoprotein homologue (Partial)
| SC03383 Pantothenate synthetase
SC02256 3-methyl-2-oxobutanoate hydroxymethyltransferase
SC04738 Pantothenate kinase
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Figure S14E
BIOTIN BIOSYNTHESIS

1 SC01246 ATP-dependent dethiobiotin synthetase BioD
SC01243 8-amino-7-oxononanoate synthase
SC01244 Biotin synthase

SC01245 Adenosyimethionine-8-amino-7-oxononanoate aminotransferase
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MOLYBDOPTERIN BIOSYNTHESIS
I i i1*7 SC03828 MobA
i SC03180 Molybdenum cofactor biosynthesis protein C (Molybdopteryn)

= SCO5178 moeB
l | SC03181 Molybdopterin biosynthesis protein
Ji - SCO1821 Cyclic pyranopterin monophosphate synthase
N SCO03827 Putative molybdenum cofactor biosynthesis protein
N G S S . S S e . S S
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TRANSPORT SYSTEMS



Figure S15A TRANSPORT SYSTEMS INDUCED IN PHOSPHATE LIMITATION IN THE THREE STRAINS

—

SC05448 Putative ABC transporter

SCOT2T1 Putative ion channeal subunit

SCO06527 Putatve membrane protemn

SC01903 Putative transport associated protein

SC00797 Integral membrane protein

SC02260 Putative membrane protein _

SC04130 Putative integral membrane protein

SCO04514 Putative integral membrana protain _
SCO2747 Bifunctional carbohydrate binding and transport protein
SCO04401 Putative lipoprotein

SC04874 Integral membrane protein )

SCO8070 Putative secreled solute binding protein

SCO2746 Ribose import ATP-binding protein RbsA 2
SCO5905 Putatve membrane protein SC05905

SC03302 Putative integral membrane protein

SC04133 Putative integral membrane protein

SC05393 ABC transporter ATP-binding subunit

SCO2722 Pulative integral membrane pralein

SC014929 Putative integral membrane protein

SC0O3095 Putative membrane protein _

SC04849 Putative integral membrane protein

SCO04669 Putative mambrane protein

SC04242 Possible membrana proftain _

SCO3074 Putative integral membrane protein _
SC06454 Putative ABC transporter ATP-binding protein
SCO2160 qumﬁage meambrane protein _
SC0O5394 Putative ABC transporter integral membrane subunit
SC03411 Possible membrane protein

SCO03196 Pulative fruclose-specific permease

SCO0313 Inte%][%rj'lemhrane rotein ]

SC03826 Putative ion channel membrane protein

SCO1683 Putative amino acid permease _
SC068455 Putative ABC transporier ATP-binding protein
SC04650 Putative lipoprotein SCO4850

L2C04131 Putative intearal membrane orotein

. - SCOT408 Probable solute-binding lipoprotein
.
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Figure S15B

TRANSPORT SYSTEMS INDUCED IN PHOSPHATE LIMITATION IN THE THREE STRAINS

|
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SCO4131 Integral Membrane Protein
SCO6981 ABC transport protein, ATP-binding component
SC02923 Membrane Protain

SCO5213 imegral Membrane Protein
SCOB569 Secreted Solute Binding Protein
SCO4789 Imegral Membrane Protein
SCO2620 Membrane Protein

SCO2366 Inegral Membrane Protein
SCO02231 Maltose -Binding Protein

SCO5229 Parmease

SCO7536 Integral Membrane Protein
SCO2519 Imtegral Membrane Protein
SCO5993 Membrane Protein

SCO5430 Extracellular Solute-Binding Lipoprotein
SCO6453 Transpont Permease Protein
SCO6452 Transport Permease Protein
SCOB451 Nickel-Transponer Nika

SCO2457 Lipoprotein

SCOT7460 Lipoprotein

SCO4657 Integral Membrane Protein
SCO5905 Membrane Protain

SCO2746 Ribose Import Atp-Binding Proten Rbsa 2
SCO3302 Integral Membrane Protein
SCO3927 Membrane Protein

SCO1964 Export Associated Protein
SCOG427 Integral Membrane Transpont Protein
SCO5870 ABC transporter ATP binding protein
SCO2980 Imtegral Membrane Transport Protein
SCO2725 Lipoprotein

SCO5011 integral Mambrane Protein
SCO5010 Integral Membrane Protein
SCO7013 Sugar-Binding Lipoprotein
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Figure 51>C TRANSPORT SYSTEMS INDUCED IN PHOSPHATE LIMITATION ONLY IN THE S. LIVIDANS STRAINS

. SC027684 Putative lipoprotein

aC02/732 Putative integral-membrane protein

aC06054 Putative transmembrane transport protein
S5C04515 Putative membrane protein

SCO04612 Putative amino acid transporter

SCOVT517 Putative integral membrane protein

SC02272 Binding-protein-dependent transport lipoprotein
SCO0137 Possible sugar-transport protein

SC02960 Putative integral membrane protein

2C04200 Putatve membrane protein

SCO00808 Putative secreted solute-binding lipoprotein
SCO05099 Putative membrane protein

SC03710 Putative large integral membrane protein

SCO1 797 Putative integral membrane protein

S5C03862 Putative membrane protein

SCO01151 Putative integral membrane protein _
SCO1845 Putative low-affinity phosphate transport protein
SC0 020 Putatve integral membrane protein

5C04141 Phosphate ABC transport system permease protein
SCO7546 Putative lipoprotein .

SC02091 Putative membrane protein

SC06732 Putative BCCT family transporter

SC07216 Putative FecCD-family membrane transport protein
SC04322 Putative integral membrane protein

SC04825 Putatve integral membrane protein

SCO7017 Putative membrane protein
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Figure S15D TRANSPORT SYSTEMS INDUCED IN PHOSPHATE LIMITATION ONLY IN S.COELICOLOR

SC05113 BIKEB putative ABC transport system lipoprotein
SCO01822 Putative transmembrane lransport prolein

SC0O2059 Putative membrane protein

SCO5116 ABC transporter infracellular ATPase subumit bldkE
SC05115 BIAKD putative ABC transporter intracellular ATPase subunit
S5C04884 Putative lipoprotein

SCO6040 Putative lipoprotein )

SC03764 Putative integral membrane protein

S5C0O01963 Putative integral membrane export profein

SCO1806 ABC transparter ATP-binding protein

SC054T5 Olgopeptide transport system integral membrane protein
SCO54TT Oligopeptide-binding lipoprotein

SCOT207 Putative membramne protein

SCO08002 Putative membrane protein

SC068014 Putative cationic amino acid transporter

SC05782 Putative transmembrang transport protein )
SC05480 Oligopeptide ABC transporter ATP-binding protein
SC03609 Putatve membrane profein )
SCOT197 Putative amino acid fransport integral membrane protain
SC03048 Putative membrane protein o )
SC05479 Oligopeptide ABC transporter ATP-binding protein
SC04904 Putative integral membrane protein

SCO02373 Tetracenomycin C efflux protein

SCO5105 Putative membrane protein

SC03902 Putative integral membrane protein

S5C04957 Putative membrane protein

SC0OZ2229 Putative maltose parmeasea

SC0Z2830 Frobable amino acid ABC transporter protein, integral membram
SC02572 Pulative integral membirane protein

SCO037T4 Putative ABC trananrt protain

SC0656 ABC transporter ATF inding protein

SC05246 Putative Na+/H+ antiporter o )
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Figure S16A

TRANSPORT SYSTEMS INDUCED IN PHOSPHATE PROFICIENCY IN THE THREE STRAINS
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Figure S16B  TRANSPORT SYSTEMS INDUCED IN PHOSPHATE PROFICIENCY MAINLY IN THE S. LIVIDANS STRAINS
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Figure S17A
TRANSPORTS SYSTEMS HIGHLY ABUNDANT IN BOTH PHOSPHATE CONDITIONS MAINLY THE S. LIVIDANS STRAINS
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TRANSPORTS SYSTEMS HIGHLY ABUNDANT IN BOTH PHOSPHATE CONDITIONS, MAINLY IN S. COELICOLOR
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Figure S18A

TRANSPORT SYSTEMS POORLY ABUNDANT IN PHOSPHATE LIMITATION IN THE PPTA MUTANT OF S. LIVIDANS.
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Figure S18B

TRANSPORT SYSTEMS POORLY ABUNDANT IN PHOSPHATE LIMITATION IN THE PPTA MUTANT OF S. LIVIDANS
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Figure S19 TRANSPORT SYSTEMS POORLY ABUNDANT IN PHOSPHATE PROFICIENCY IN S.COELICOLOR
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