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Supplementary Fig 1. Biomass (m) and residual glucose (®) of Streptomyces coelicolor M145 grown in MM with
1% glucose. Samples were taken at the indicated times, and growth was quantified as described in the “Materials
and methods” section. Bars represent the standard deviation, and all measurements were performed at least in
triplicate.

Figure made with the Origin program
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SC05059 GAAMHAAG—————————————————— - oo 246
SC00063 GAAHWAQGTPDAP-—————————————— oo 311
SC04285 GAGLMAWDLLDTAAPSAPSAPSAPSAPSSTASTAATAATPPEVTT 326
SC06110 GARARARHELTAR-———————————————————— o 308
SC01077 GARAAALTRTADVTAAHV-———————————————————— - 317
SC06260 GAADLSRLVARRFRRAKRRRVERYERYERYA--EARRESRESL-- 382
SC02126 GAADLAREPDPIM-—————————————— oo 317
3VGM_1|SgGlk]| GAADLARQGLEHHHHHH-————————————————oo 321

Supplementary fig 2 Multiple alignment of amino acid sequences of the probable glucokinases from S. coelicolor
and Glk from S. griseus (pdb_00003vgm). Amino acids involved in the ATP-binding motifs (underlined). The
alignment was performed using CLUSTAL O (1.2.4) Multiple sequence alignment.



scol942 1 MNADGRTRLHQTPEWAALVKH-REQLGEVRLREMFAADPGRGTGWTLRVG 49
B I 2 I I o I O e e L N - P B I I e e N

SCc06659 1 --MSDTPKLNQRPEWTALADHAKGTLPHPDLRELFAQDPGRAERYVVRVG 48

scol942 50 DLHVDYSKHLVTDETLALLQELAAATGVSGLRDAMFRGERINITEDRAVL 99
Flest b et er ettt et rr e et el

sSco6659 49 DLRIDYSKHLVTDETLALLQELAAATGVSGLRDAMFRGERINITEDRAVL 98

scol942 100 HTALRAPRDAVIEVDGENVVPQVHAVLDKMAGFADRVRTGEWTGHTGRRI 149
FErrrrrrerrer et ettt et rrt et ettt e el

sco6659 99 HTALRAPRDAVIEVDGENVVPQVHAVLDKMAGFADRVRSGEWTGHTGRRI 148

scol942 150 RNVVNIGIGGSDLGPAMAYEALRAFTDRSLTLREFVSNVDGADLHEAVRDL 199
FEEEEEr e ettt et et et el

sco6659 149 RNVVNIGIGGSDLGPAMAYEALRAFTDRSLTLREFVSNVDGADLHEAVRDL 198

scol942 200 DPAETLFIIASKTFTTIETITNATSARSWLLAGLGGDEKAVAKHFVALST 249
FEEEErr ettt ettt et rrrrd

sco6659 199 DPAETLFIIASKTFTTIETITNATSARSWLLDGLGGDEKAVAKHFVALST 248

scol942 250 NAEKVADFGIDTANMFEFWDWVGGRYSFDSAIGLSLMIAIGPDRFREMLD 299
FEEEErr e ettt et et et et

sco6659 249 NAEKVADFGIDTANMFEFWDWVGGRYSFDSAIGLSLMIAIGPDRFREMLD 298

scol942 300 GFHLVDEHFRTAPAESNVPLLMGLLGVWYGSFLGAQSHAVLPYSHYLSKF 349
I N N e e e e e R R R R R R

sco6659 299 GFRIVDEHFRNAEAPANAPLLLGLLGVWYGDFLGAQSHAVLPYSHYLSKF 348

scol942 350 TAYLQQLDMESNGKSVDREGKPVQWQTGPVVWGTPGTNGQHAYYQLIHQG 399
FEEEErr e e et rrr ettt et et el

sco6659 349 TAYLQQLDMESNGKSVDREGNPVQWQTGPVVWGTPGTNGQHAYYQLIHQG 398

scol942 400 TKLIPADFIGFARPVDELSEELKSQHDLLMANFFAQTQALAFGKTPDEVR 449
FEEEEEr e et r ettt et et el

sco6659 399 TKLIPADFIGFARPVDELSEELKAQHDLLMANFFAQTQALAFGKTPDEVR 448

scol942 450 AEGVPEELVPHKTFPGDHPTTTILARELTPSVLGQLVALYEHKVEVQGAT 499
FEEEEET et ettt bttt ettt il

sSco6659 449 AEGVPEELVPHKTFRGNHPTTTVLAAELTPSVLGQLIALYEHKVEVQGATI 498

scol942 500 WNIDSFDQWGVELGKVLAKRVEPALTEGADVPGLDPSTGALVAAYRELRG 549
T I T B

sSco6659 499 WNIDSFDQWGVELGKVLAKRVEPALTEGADVPGLDPSTAALVAAYRELKE 548

scol942 550 RR 551

SC06659 549 VH 550

Supplementary Fig 3 Pairwise Sequence alignment paired between the protein sequences of S. coelicolor M145
phosphoglucoisomerases (SCO1942, SC0O6659). The alignment was performed with the EMBOSS Needle program.



SC02119 MKVGVLTGGGDCPGLNAVIRAVVRKGVQEYGYDFTGFRDGWRGPLEGDTVPLDIPAVRGI 60

SC01214 MRIGVLTSGGDCPGLNAVIRSVVHRAVVDHGDEVIGFRDGWKGLLECDYLKLDLDAVGGI 60
SC05426 MRIGVLTAGGDCPGLNAVIRSVVHRAVDNYGDEVIGFEDGYAGLLDGRYRALDLNAVSGI 60
*::****‘************:**::.* ::* [ **'**: * *: **: * Kk kK
SC02119 LPRGGTVLGSSRTNPLKQRDGIRRIKDNLAALGVEALITIGGEDTLGVATRLADEYGVPC 120
SC01214 LARGGTILGSSRVRPEHLRDGVERARGHVEELGLDAIIPIGGEGTLKAA-RLLSDNGLPI 119
SC05426 LARGGTILGSSRLERDRLREACENAGDMIQNFGIDALIPIGGEGTLTAA-RMLSDAGLPV 119
* ****:***** . H *:‘ .. . H :*::*:* ****.** .* *: . *:*
SC02119 VGVPKTIDNDLSATDYTFGFDTAVGIATEAIDRLHTTAESHMRVLVVEVMGRHAGWIALH 180
SC01214 VGVPKTIDNDIAVTDVTFGFDTAVIVATEALDRLKTTAESHQRVLIVEVMGRHTGWIALH 179
SC05426 VGVPKTIDNDISSTDRTFGFDTAVGVATEAMDRLKTTAESHQRVMVVEVMGRHAGWIALE 179
KXKKAKK KKK e 0 Kk AKKAXKKE sk AXK s Ak Kk e AXKhAK hk s s kXKKAXK s AXK KK |
SC02119 SGLAGGANVILIPEQRFDVEQVCSWVTSRFRASY-APIVVVAEGAMPRDGDMVLKDESLD 239
SC01214 SGMAAGAHAVVVPERPFDIDELTAKVGERFSAGKRFAIVVAAEGAKPKAGTMDEFDEGGKD 239
SC05426 SGMAAGAHGICLPERPFDPADLVKMVEERFSRGKKFAVVCVAEGAHPAEGSMDYGKGAID 239
KXok Kk . akKke KK e X k% Sk KKKk K % K LoLx
SC02119 SYGHVRLSGVGEWLAKQIEKRTGNEARTTVLGHVQRGGTPSAFDRWLATRFGLHAVDCVH 299
SC01214 VYGHERFAGIARQLSIELEERLGKEARPVILGHVQRGGTPTAYDRVLATRFGWHAVEAVH 299
SC05426 KFGHERFQGIGTALAFELERRLGKEAKPVILGHVQRGGVPTAYDRVLATRFGWHAVEAAH 299
:** *: *:- *: ::*.* *:**: .:********.*:*:** Kk ok ok Kk ok ***:‘.*
SC02119 DGDFGKMVALRGTDIVRVPIAEATARLKTVDPALYEEVGVFEFFG 342
SC01214 RGEFGKMTALRGTDIEMVSLADAVESLKTVPDARYAEAECVL— 341
SC05426 RGDFGRMTALRGTDVVMVPLAEAVTELKTVPKDRMDEAESVE - 341

K ekk ok KAkhkhkkKhk o * ek ok * Kk Kk k * .

Supplementary Fig 4 Multiple Sequence alignment paired between the protein sequences of S. coelicolor M145
phosphofructokinases (SCO1214, SC0O2119, SCO5426). The alignment was performed using CLUSTAL O (1.2.4)
Multiple sequence alignment.



sco3649 1 MP-IATPEVYNEMLDRAKAGKFAYPAINVTSSQTLHAALRGFAEAESDGI 49
[ P T e - O N I R I e |

sco5852 1 MPLVPTRELVSE---AAVAGR-AVAAFNVITLEHAEAIASGAQAAGAPVI 46
sco3649 50 VQISTGGAEFLGGQHNKDMVTGAVALAEFAHIVAEKYDVTVALHTDHCPK 99
O I I [.1]: R O O I e D
sco5852 47 LQISENAVRFHGGR----—---- VEPIARAAAEVGKACGVDVALHLDH--- 85
sco3649 100 DKLDGYVRPLIAVSEERVKAG-RNPLFQSHMWDGSAETLADNLSIAQELL 148
[ - S e N I I I I
sco5852 86 ———————————~ VTDPRLLHGAADAGFSSAMFDAGAQPYAENLAATRAAA 123
sco3649 149 ARARAARIILEVEITPTGGEEDGVSHEINDSLYTTVDDAVRTVEALGLGE 198
PO T T O - O L S O I I e I
sco5852 124 QWAHGAGLWLEAELGYVGGKPDAPASAHAAGVRTDPQEAARYVADTGVD- 172
sco3649 199 KGRYLLAASFGNVHGVYKPGNVVLRPELLKELNEGIASKYGQPAGSKPFD 248
P O I O S o - I B ..
sco5852 173 ----ALAVAVGSSHAMTE-RSASLDHALIERLREAV-—-—-———————— PVP 206
sco3649 249 FVFHGGSGSTAEEIATALENGVVKMNIDTDTQYAFTRPVVDHMEFRNYDGV 298
JR O R I R O P - 2 - R I I I I R
scob5852 207 LVLHGSSGVGDDELRRAVRAGILKVNVGTALNIAFTGAVRETLAARPD-- 254
sco3649 299 LKVDGEVGNKKTYDPRTWGKLAEAGMA----ARVVEACGHLRSAGQKIK 343
B I S [ [
sco5852 255 ——mmmm e LTDPRPYVARGREAMAETVRALLAVVSG-—-—=———=——— 282

Supplementary Fig 5 Pairwise Sequence alignment paired between the protein sequences of S. coelicolor M145
aldolases (SCO3649, SCO5852). The alignment was performed with the EMBOSS Needle program.



scol945 1 --MTTRTPLMAG-NWKMNLNHLEAIAHVQKLAFALADKDYDAVEVAVLAP 47
T e o O R e T I

sco0578 1 MPAPAPSPVLLGVSLKMYFGHHQTLNWSRRIA-ALAER-HPAVTSGAARL 48
scol945 48 FTDLRSVQTLVDGDKLKIKY----GAQDISAHDGGAYTGEISGPMLAKLK 93
P - A T | S s I O Y B PR S
sco0578 49 FV-LPTFPALVPATGILAPYGVALGAQDIATEDSGPYTGEVGGPVLKEIG 97
scol945 94 CTYVAVGHSERRQYHAETDEIVNAKVKAAYKHGLTPILCVGEELDVREAG 143
P o T - P O O A P - U - I PR VRO
sco0578 98 CRYAEVGHAERRRLYGEGDTVVAAKTAAALRNGLTPVLCVGER-DAADPA 146
scol945 144 NHVEHTLAQVE---GGLKDLAAEQAESVVIAYEPVWAIGTGKVCGADDAQ 190
H 1] O I T O S B I
sco0578 147 DAASRTVAEAERLLGGL------- SGAVVLAYEPQWAIGAPEPASADHIA 189
scol945 191 EVCAAIRGKLAELYSQELADKVRIQYGGSVKSGNVAEIMAKPDIDGALVG 240
JR N O - O S | P I I T P I R R
sco0578 190 TVCTALRGWL-DSHPRHAGSTV--IYGGSAGPGLLTRLAG--TAEGLFLG 234
scol945 241 —===————-— GASLDSDEFVKIVRFRDQ-———-—-- 258
[0 R I
sco0578 235 RFAHDPANVGAILD-----—-—-— EIRSPAPAAVA 259

Supplementary Fig 6 Pairwise Sequence alignment paired between the protein sequences of S. coelicolor M145
triose phosphate isomerases (SCO1945, SCO0578). The alignment was performed with the EMBOSS Needle
program.



SC07040 MTVNDDSFTNWKHREETAESMIPMIGKLHREQDVTILLHSRSLVNKSVVSILKTHRFARQ 60

SCO1947 W @ mmmm e 0
SCO7511 @ @ mmmm e 0
SCO7040 IAGAELSVTETMPFLRALTALDLGPSQIDIGMLAATYRTDDRGLSVEEFTAEAVAGATGA 120
SCO1947 W @ mmmm e 0
SCO7511 W mmmm e 0
SCO7040 NKIDRREGRDVVLYGFGRIGRLVARLLIEKAGSGNGLRLRAIVVRGGGEQDLVKRASLLR 180
SC01947 === ——- MTIRVGINGFGRIGRNYFRALLEQGADIE-——-—— IVAVND--LGDTATTAHLLK 47
sco7511  ——==——- MTRIGINGFGRIGRNVLRALLERDTKLE----— VVAVND--LTEPATLARLLA 46
* k ok ok Kk k Kk * *:*: . H :'*'. H .. * k%
SCO7040 RDSVHGQFQGTITVDEDNSTILANGNAIKVIYADDPAQVDYTAYGIKDAILIDNTGKWRD 240
SC01947 YDTILGRLKAEVSHTE--DTITVDGKTIKVLSERNPADIPWGELGV--DIVIESTGIFTK 103
SCO7511 FDSTAGRLGRPVTVDG--DTLVVDGHRIKVLAEREPARLPWAELGV--DIVLEATGRFTS 102
oo *un HH LKLk Rk R *: Fror *x
SCO7040 REGLSKHLRPGIDKVVLTAPGKGDVPNIVHGVNHDTIKPDE-RILSCASCTTNAIVPPLK 299
SC01947 KADAEKHIAGGAKKVLISAPAKDEDITIVMGVNQDKYDPANHHVISNASCTTNCVAPMAK 163
SCO7511 ADAARAHLTAGARKVLVSAPSSGADVTLAYGVNTDAYDPAAHTIVSNASCTTNALAPLAA 162
*: * **:::**..' .. * Kk *x * '* ::* ******.:.*
SCO7040 AMEDEYGVLRGHVETVHSFTNDONLLDNYHKSDRRGRSAPLNMVITETGAASAVAKALPD 359
SC01947 VLDENFGIVKGLMTTVHAYTNDQRILDFPHKDLRRARAAAENIIPTTTGAAKATALVLPQ 223
SCO7511 VLDELAGIEHGFMTTVHAYTQEQNLQODGPHRDARRARAAGVNIVPTTTGAAKAIGLVLPG 222
. *: :* . ***::*::*-: * *:‘ **'*:* *:: * ****'* . .**
SCO7040 LKARITGSSIRVPVPDVSIAILNLQLAREASREEVVDHLREVSLTSPLKRQIDFIGAPDA 419
SC01947 LKGKLDGIAMRVPVPTGSATDLVVELQREVTKDEVNAAFKKAADDGDLKGILFYTE-DATI 282
SCO7511 LDGKLSGDSIRVPVPVGSIVELNTTVARDVTREDVLAAYRA-AADGPLAGVLEYSD-DPL 280
Koot X gk ok K HE : : .x
SCO7040 VSSDFIGSRHASIVDAGALKV-EGDNAILYLWYDNEFGYSCQVVRVVQHVSGVEYPTYPA 478
SC01947 VSSDITGDPASCTFDSSLTMVQEGKSVKILGWYDNEWGYSNRLVDLTVEVGNQL——-———-— 336
SCO7511 VSSDITGNPASSIFDSALTRV-EGRHIKVVAWYDNEWGESNRVIDTLALLATR--=-——-- 332
*‘k*‘k: *_ [ .*:. * k% : ‘k****:*:*

SCO7040 PAV 481

SC01947 - 336

SCO7511 - 332

Supplementary Fig 7 Multiple Sequence alignment paired between the protein sequences of S. coelicolor M145
glyceraldehyde 3-phopshate dehydrogenases (SCO7040, SCO1947, SCO7511). The alignment was performed using
CLUSTAL O (1.2.4) Multiple sequence alignment.



sco4209 1 MADAPYKLILLRHGESEWNEKNLFTGWVDVNLTPKGEKEATRGGELLKDA 50

sco6818 I - 0
sco4209 51 GLLPDVVHTSVQKRAIRTAQLALEAADRHWIPVHRHWRLNERHYGALQGK 100
sco6818 1 - 0
sco4209 101 DKAQTLAEFGEEQFMLWRRSYDTPPPALDRDAEYSQFSDPRYAMLPPEL 150
scos81s P sreRLAGReTL 14
sco4209 151 PQTECLKDVVGRMLPYWFDAIVPD---LLTGRT----VLVAAHGNSLR-- 191
seo6818 oo L PGNGSADAADDNAL S ARTPVLOELVAGRPSTARA 53
sco4209 192 —--ALVKHLDG-ISDADIAGLNIPTGIPLSYELNAEFKPLNPGGTYLDPDA 238
ceo681t 54 SGRAVELLEGTYENSE TG TR PPy DL IR pe AT RO ERD 103
sco4209 239 AAAAIEAVKNQGKKK—-—————————————————m——m 253
sco6818 104 bg§iﬁé&AAfééAiﬁLIGLCSDGQIHAHVEHLSELLAAAATHQVERVFIH 153
sco4209 254 ———mmm e 253
sco6818 154 AITDGRDVADHTGEAYLTRVAELAAAAGTGQIATVIGRGYAMDKAGDLDL 203
sco4209 254 ———mmm e 253
sco6818 204 TERAVALVADGRGSPADSAHSAVHSSERGDEWVPASVLTEAGDARVADGD 253
sco4209 254 ———mmm e 253
sco6818 254 AVLWENFRSDRIQQFADRLHEHLTASGRTVNMVSLAQYDTRTAIPALVKR 303
sco4209 254 ———mmm e 253
sco6818 304 ADASGGLADELQEAGLRSVRIAETEKFEHVTYYINGRDATVRDGEEHVRI 353
sco4209 254 —-mm e 253
sco6818 354 TGEGKADYVAHPHMNLDRVTDAVVEAAGRVDVDLVIANLANIDVVGHTGN 403
sco4209 254 —-mm oo 253
sco6818 404 LAATVTACEATDAAVDQILQAARNSGRWVVAVGDHGNAERMTKQAPDGSV 453
sco4209 254 —-mm e 253
sco6818 454 RPYGGHTTNPVPLVIVPNRTDTPAPTLPGTATLADVAPTILHLLGHKPGP 503
sco4209 254 ———————- 253

sco6818 504 AMTGRPLL 511

Supplementary Fig 8 Pairwise Sequence alignment paired between the protein sequences of S. coelicolor M145
phosphoglycerate mutases (SCO4209, SCO6818). The alignment was performed with the EMBOSS Needle
program.



Sco3096 1 ————-—- MPSIDVVVAREILDSRGNPTVEVEVGLDDGSTGRAAVPSGAS 42
A R R A R R R R R R

Sco7638 1 MSATAVEPAAAIETVTARRIIDSRGNPTVEVDVVLEDGSLGRAAVPSGAS 50
Sco3096 43 TGAFEAIELRDGDPSRYLGKGVEKAVLAVIEQIGPELVGYDATEQRLIDQ 92
T I T T I T T 2 I T 0 S e RO S P I RV BV
Sco7638 51 TGAREAVELRDEDPTRWHGKGVDRAVAHVNGEIAASVRGRDAADQAGLDA 100
Sco3096 93 AMFDLDATDNKGSLGANAILGVSLAVAHAASEASDLPLFRYLGGPNAHLL 142
1SS I I T - I I I O B B I B e A R N
Sco7638 101 ALIALDGTAAKSRLGANALLGVSLAAAKAAAAARRQPLYRYLGGADAHLL 150
Sco3096 143 PVPMMNILNGGSHADSNVDIQEFMIAPIGAESFSEALRWGAEVYHTLKKV 192
S T - T A I - O I O B O I I 20 A I O I T B
Sco7638 151 PLPMMNIVNGGAHADNPLDFQEFMIVPVGADTFAEAVRMGSEVFHTLRRD 200
Sco3096 193 LKNKGLATGLGDEGGFAPNLGSNREALDLILEAIKEAGYTPGEQIALALD 242
PSS - - B B O S 1 TSt B R IO I
Sco7638 201 LLAAGHSTGVGDEGGFAPALRTAEEALDFVVAAIERTGYRAGPDIGLVMD 250
Sco3096 243 VAASEFYKDG--SYAFEGKNRSAAEMTEYYAELVEAYPLVSIEDPLFEDD 290
AN NN A e R N e e e e A R R N
Sco7638 251 PASSEFFRDGGYDYAGEGVRRSPAEHADHLAGLIDAYPVVSIEDPMAEDD 300
Sco3096 291 WDGWNTITAKLGDKVQLVGDDLFVTNPERLARGIEENSANALLVKVNQIG 340
PO I S - O O - O O SO I EEAEREEREE
Sco7638 301 LDGWRELTDRVGDRCQLTGDDVFCTDEALVREGIRTGVGNSVLVKVNQIG 350
Sco3096 341 SLTETLDAVELAQRNGFKCMMSHRSGETEDVTIADLAVATNCGQIKTGAP 390
H I I R R e R e A AR R R R AR R R R e i B
Sco7638 351 TLTEALATVATAHEAGWTVVMSHRSGETEDTTIADLAVATGCGQIKTGSL 400
Sco3096 391 ARSERVAKYNQLLRIEEILDDAAVYAGRSAFPRFKG 426
S I O e A I Y O
Sco7638 401 SRSDRTAKYNRLIRIEEELGASARFAGRSALRRV--— 434

Supplementary Fig 9 Pairwise Sequence alignment paired between the protein sequences of S. coelicolor M145
enolases (SCO3096, SCO7638). The alignment was performed with the EMBOSS Needle program.



Sco2014 1 MRRAKIVCTLGPATDSYDQIKDLVDAGMDIARFNFSHGTHAEHEERYHRV 50
R R R A R A A R R R N N

Sco5423 1 MRRSKIVCTLGPAVDSHEQLVTLIEAGMNVARFNFSHGTHAEHQGRYDRV 50
Sco2014 51 RKASDETGRSVGALADLQGPKIRLGHFGEGPVLLERGDSFTITVEEGVEG 100
T T T P v I O o I I N I O
Sco5423 51 RAAAKETGRAIGVLADLQGPKIRLETFAEGPVELVRGDEFTITAED-VPG 929
Sco2014 101 DRYICGTTYAGLAEDVTPGERVLVDDGKVCLEVTGVDGTRVRIRVIEGGM 150
[ T T e B R B I B L e B B B B I N I A R
Sco5423 100 DRTICGTTYKGLPGDVTKGDQVLINDGNVELKVTEVEGPRVKTIVIEGGV 149
Sco2014 151 VSDHKGLNLPGVAVSVPALSKKDEDDLRWALRAGFDVVALSFVRSGRDIL 200
ES T P T O T T O P B I I I Y AU
Sco5423 150 ISDHKGINLPGAAVNVPALSEKDVEDLRFALRMGCDLVALSFVRDAKDVA 199
Sco2014 201 DVHRIMDEEGRRLPVIAKVEKPQAVENIEDIVAAFDGIMVARGDLGVEMP 250
RN AR R R R A R A N R A R R NN RN
Sco5423 200 DVHRVMDEEGRRVPVIAKVEKPQAVDNMEDVVMAFDGVMVARGDLAVEYP 249
Sco2014 251 LEQVPTVQKRAVKLAKRNAKPVIVATQMLDSMIDNARPTRAEASDVANAV 300
e
Sco5423 250 LEKVPMVQKRLIELCRRNAKPVIVATQMMESMITNSRPTRAEASDVANAI 299
Sco2014 301 IDGTDAVMLSGETSVGKHPTDIVRTMARIVEAAEEDILAKGLPPLTERNK 350
L O O O S I A N R N B IO B B I I O I B AP
Sco5423 300 LDGADAVMLSAESSVGAYPIETVKTMSKIVTAAEQELLSKGLQPLVPGKK 349
Sco2014 351 PRTQGGAVARAAAEMGDFLGAKFLVAFTQSGDTVRRLSRYRSPIPLLAFT 400
R R R e e R R R R R R R R R R R R A R
Sco5423 350 PRTQGGSVARAAAEIADFLGGKGLVAFTQSGDTARRLSRYRAAQPILAFT 399
Sco2014 401 PEPATRSQLSLTWGVETFLGPHADSTDAMVDQVDELLTRYGRCEKGDVVV 450
R N R I I I I e I IO B I I N Iy P B R R
Sco5423 400 TDESTRNQLALSWGVEPHVVPFVNTTDEMVDLVDQETARLGRFSDGDTVV 449
Sco2014 451 ITAGSPPGVSGTTNLVRVHHIGEDDIPK 478
T T T T A T O B I PR
Sco5423 450 ITAGSPPGVSGTTNMVRVLHLGETRRG- 476

Supplementary Fig 10 Pairwise Sequence alignment paired between the protein sequences of S. coelicolor M145
pyruvate kinases (SCO1214, SCO5423). The alignment was performed with the EMBOSS Needle program.



