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Fig. S1. Purification of F2B from P. jilinensis YPG26. (A) Comparison of analytical HPLC of
crude extracts of P. jilinensis YPG26 and TSB culture medium. Both samples were obtained by
acidification precipitation and methanol extraction. (B) Frl-Fr4 components were separated by
silica gel column chromatography. The filling material was 200-300 mesh silica gel. The mobile
phase consisted of dichloromethane and methanol, and the elution ratios were 10:0 (Frl), 8:2
(Fr2), 6:4 (Fr3), and 0:10 (Fr4), respectively. (C) Analytical HPLC chromatograms of Frl-Fr4.
(D) Sample preparation for F2B from Fr2 component by Semi-preparative HPLC chromatogram.
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Fig. S2. Structural identification of F2B. Compound F2B was isolated and purified as described
in the method. (A)The first order ESI (+) Orbitrap FTMS mass spectrum of F2B. (B) The
secondary order ESI (+) Orbitrap FTMS mass spectrum of F2B. (C) 13C NMR spectra of F2B.
The chemical shifts are reported in ppm, and the coupling constant J is measured in Hertz. S
represents a single peak, D represents double peaks, and M represents multiple peaks. (D) 1H
NMR spectra of F2B.



A 100 [~ Nitrate transport protein Xanthononas citri (3E4R A) 27.05%

I;Penplasmic aliphatic sulphonates-binding protein E richia coli(2X26 A ) 27.04%
100 ABC transporter substrate-binding protein Bacillus wicdmeannii( WP 098717676.1) 42 .46%
ABC transporter substrate-binding protein Bacillus thuringicnsis(WP 098852648.1) 42.15%
5 57 ABC transporter substrate-binding protein Paenibacilli i WP 113036902.1) 74 15%
ABC transporter substrate-binding protein Colmella abietis(WP 130615713.1) 70.25%
e GMO03752 Paenibacillus jiliensis YPG26 (WP 251376727.1)
100 henylalani i ia-lyase Zea mays(NP 001105334.2) 32.08%
PAL Morinda citrifolia(Q1Z16521.1) 38.30%
A Sulfonate ABC transporter Methylobacillus flageliatus(3UIF A) 27.21%
B Aminc ase Pseudomonas aeruginosa (2X5D A) 40.00%
100 68 LL-diaminopimelate aminotransferase(3EIA A) 27.01%
Putative i Pyrococcus furiosus (1X19 A) 27.82%
i C4H Dimocarpus longan(QRM13303.1) 25.67%
%9 GMO003218 Paenibacillus jiinensis YPG26 (WP 251376727 1)
47 Amir ase Paenibacillus zeisoli (WP 127200357.1) 88.17%
7 Aminotransferase Paenibacillus amyiolyticus (WP 062835644.1) 79.12%
Aminotransferase Canali Caccovi ipuliorum (HIT42925.1) 76.15%
T Amir pentini (WP 132849301.1) 76.09%
Bl Amir Paenibacil is (WP 213582948.1) 76.09%

C 100 Acetate--CoA ligase P i (WP 124332980.1) 81.53%

6 Acetate--CoA ligase Paenibacillus phocaensis (WP 068785068.1) 83.45%
Acetate--CoA ligase Paenibacillus ¢ (WP 219871441.1) 79.27%

455‘—‘: Acetate--CoA ligase Paenibacillus zeisoli (WP 127197974.1) 95.12%

100 GMO001564 Paenibacillus jilinensis YPG26 (WP 251376727 1)

i 4ACL Litchi chinensis (QRV61376.1 ) 31.29%

. 4-coumarate--CoA ligase 2 Nicotiana tabacum (SBSW A) 25.74%

’— 99 R trol synth ’ thaliana (3TSY A) 25.54%

l Oxalate—CoA ligase Arabidopsis thaliana (SIEQ A) 29.17%
Acetyl-coenzyme A synthetase Salmonella enterica (2P2M A) 39.03%

D @ type III polyketide synthase Pacnibacillus (yphae{WP 221801296.1) 71.69%
Chalcone synthase Mycobacterium marinum (7D41) 31.79%

100 Chalcone synthase Freesia hybrid cultivar(4WUM) 31.18%

38 100 Chalcone synthase Medicago sativa(1CGK) 30.65%

929 Chalcone synthase Soybean(7BUR) 29.38%

——*GMO002093 Paenibacillus jilinensis YPG26 (WP 251376727.1)

al— type 111 polyketide synthase Paenibacillus zeisoli WP 127197429.1) 80.52%

[ type Il polyketide synthase Paenibacillus faunis(WP 213647210.1) 77.40%

98— Stilbene synthase Bacillus(KOP68580.1) 71.95%

type I polyketide synthase Paenibacillus illinoisensis(WP 221806913.1)  78.13%

E ” | FtsH Escherichia coli(TVHP A) 47.93%
: FisH PaenibacillustWP 017691351.1) 84.04%

FusH Paenibacillus faecis(WP 148454283 1) 85.19%

100
= ss FtsH Paenibacilius zeisoli( WP 127201067.1) 97.72%
FtsH Paenibacilius azoreducens(WP 212980911.1) 81.25%
5 'GMO00114 Paenibacitius jilinensis YPG26 (WP 251376727.1)

100 chalcone i Punica AHZ97871.1) 28.00%

'—‘; chalcone isomerase Prurica granaium(APTT71383.1) 28.00%

571 P ivating nucleotidase Archaeoglobus fulgidus(6HE4 H) 46.06%

-AAA protease Saccharomyces cerevisiae(6AZ0 A) 44.64%
F Polyketide biosynthesis cytochrome P450 PksS(4YZR A ) 41.88%
4 cytochrome P450 Paenibacillus lauius(MCI1776824.1 ) 65.99%
cytochrome P450 Peribacillus lviseleuriae(WP 049681143.1) T72.54%
100 cytochrome P450 Bacillus thermotolerans(WP 039231368.1) 72.80%

cytochrome P450 Cytobacilius oceanisediminis(WP 144539567.1) 70.28%

9l cytochrome P450 Paenibacillus zeisoli( WP 127199248.1) 80.86%

100 GMO000374 Paenibacillus jilinensis YPG26 (WP 251376727.1)

IFS1 Glycine max(NP 001236022.1) 21.74%

[ Vitamin D hydroxylase Pseudonocardia autoirophica(3A4G A) 44.50%

81 ——— Taml Streptomyces(6XA2 A ') 40.20%

G EstD11 Uncultured bacterium (7AT3 A} 44.17%
Esterase E40 Environmental samples(4XVC A) 43.54%

Probable gibberellin receptor GID1L1 (2ZSH A) 27.87%

49 100 2-hydroxyi anone dehydratase P ia candollei var. mirifica (AFK64684.1) 3() 8%
9 2-hydroxyisoflavanone dehydratase Cocos nucifera (KAG1342262.1 ) 31.34%

[ *GMO001623 Paenibacillus jilinensis YPG26 (WP 251376727.1)

100 —— f Paenil zeisoli (WP 127197921.1) 83.18%
T p hydrolase Paenil isoli (WP 125661306.1) 64.59%
55 ;Alphafheta hydrolase Cohneilla abietis (WP 130610845.1) 62.98%
; hydrolase Acir sp. CUIP1 (MBY3620132.1) 65.55%

Fig. S3. Phylogenetic trees of genistein biosynthesis-related enzymes of P. jilinensis YPG26.
(A) PJPAL. (B) PjC4H. (C) Pj4CL. (D) PjCHS. (E) PjCHL. (F) P/IFS. (G) PJHID. The percentage
of protein sequence similarity is displayed to the right of the species name in the phylogenetic
tree.
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Fig. S4. HPLC diagram of genistein content detection of parent strain and engineering

strains. (A) Detection of genistein content in gene overexpressing strains and parental strains by

HPLC. (B) The content of genistein in gene knockout strains and parental strains was detected by

HPLC.
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Fig. S5. Multiple alignment of PjIFS (Paenibacillus jilinensisYPG26, GM000374),
cytochrome P450 (Paenibacillus zeisoli, WP _127199248.1), and IFS1 (Glycine

max, NP_001236022.1).



Table. S1 Strains and plasmids used in this study.

Strains or plasmids Description Source
Strains
Paenibacillus jilinensis Wild type This lab
YPG26
E. coli DH5a Host strain for plasmid construction This lab
E. coli BL21 Host strain for recombinant expression This lab
PjC4H-BL21 pET28a carrying PjC4H gene This study
PjPAL- BL21 pET28a carrying PJPAL gene This study
PjC4AH-PjPAL-BL21 pET28a carrying PjC4H and PjPAL genes This study
PjCHS-BL21 pET28a carrying PJCHS gene This study
PjCHI-BL21 pET28a carrying PjCHI gene This study
Pj4CL-BL21 pET28a carrying Pj4CL gene This study
PjACL-PjCHI-P;CHS-BL21 pET28a carrying Pj4CL, PjCHI, and PjCHS This study
genes
PjIFS-BL21 pET28a carrying PjIFS gene This study
P/HID-BL21 pET28a carrying PjHID gene This study
PjIFS-P/HID-BL21 pET28a carrying PjIFS and 2HID genes This study
YPG26-PHT43-FjIFS YPG26 derivate, overexpression of PjIFS gene This study
Y26-PHT43-HemN YPG26 derivate, overexpression of HemN gene  This study
Y26-PHT43 YPG26 derivate, PHT43 empty vector This study
IM110 Plasmid demethylation Escherichia coli This lab
Plasmids
pET28a Kan’, recombinant expression vector This lab
pMD18-T Amp'’, TA Cloning This lab
pHT43 Amp', Cm', high expression vector This lab
pJOEB999 Kan, gene knockout vector This lab




Table. S2 Sequences of the primers used in this study.

Primers Sequences (5°-3’) Notes
RT-PAL-F GAGTACATTAATACCCCGGTTAC qRT - PCR
RT-PAL-R ACTGATATCAACCGCTTCTC qRT - PCR
RT-C4H-F CATATTATTGATGCGCTGTGCAC qRT - PCR
RT-C4H-R CGGGTCGAGCTCTACTCC qRT - PCR
RT-4CL-F AAGGCGGAGATTTCCAAGTTTG qRT - PCR
RT-4CL-R TGCTTTAAGTACCCGCCGC qRT - PCR
RT-CHS-F ATTACCCACCTTATTACTGTCAGC qRT - PCR
RT-CHS-R TGCGGCGCATCCTTGGAATATG qRT - PCR
RT-CHI-F GGACGTGTAGCTGAGGAGC qRT - PCR
RT-CHI-R ACCCAGCTTCTCACTCATACC qRT - PCR
RT-IFS-F AAGCTGACTGAGCAGGAGC qRT - PCR
RT-IFS-R CAAGCGCTCAAGCTGATCC qRT - PCR
RT-CPR-F CAGGATCTGATCAGTCAGCTTATTG qRT - PCR
RT-CPR-R GATCAGATTCACCGTCGTCTCATG qRT - PCR
RT-HID-F TCCAGCGGGCTTAGAGTACTG qRT - PCR
RT-HID-R GATCTGACCGGCGGAATAACC qRT - PCR
RT-16S-F ACTCCTACGGGAGGCAGC qRT - PCR
RT-16S-R GTAGTTAGCCGGGGCTTTCTTC qRT - PCR
C4H-BamHI-F  CTGGGATCCATGAAGTTTGCTACAAG Heterologous
expression
C4H-Sall-R CTGGTCGACCTATAATTCAACCTTCA  Heterologous
G expression
PAL -HindllI-F  CTGAAGCTTATGGCTATGATTACTGC  Heterologous
CCTG expression
PAL -Xhol-R CTGCTCGAGTTATTTTAGGGCTTTCTC Heterologous
expression
CHI-Sall-F CTGGTCGACATGAATCGGTTCATCCG  Heterologous
GAATTCTG expression
CHI- Xhol -R CTGCTCGAGTTACAGCGGCGTGCTGC  Heterologous
CAC expression
CHS-Sacl-F CTGGAGCTCATGACGTCAACGATCAG Heterologous
expression
CHS-Sal I-R CTGGTCGACCTAAAGAAGGGCATGAT Heterologous
C expression
4CL-BamhlI-F CTGGGATCCATGAACCAACTGCAAGG Heterologous
expression
4CL-Sall-R CTGGTCGACTTAGTCTTCCTCAATTG  Heterologous
expression
4CL-NotI-R ATTTGCGGCCGCTTAGTCTTCCTCAAT Heterologous
TG expression
2HID-Sacl-F CTGGAGCTCATGACGGCAAGAATATC Heterologous

9



2HID-Sall-R
IFS-BamhlI-F
IFS-Sacl-R
T7-Notl-F

RBS -Notl-F
T7-Sall-F
Xbal-HemN-F
Notl-HemN-R
Xbal-IFS-F
NotI-IFS-R
pHT43-CX-F
pHT43-CX-R
L-gln-sgRNA-F
L-gln-sgRNA-R
gln-L-F
gln-L-R
gln-R-F
gln-R-R
gln-test-F
gln-test-R

PGM -sgRNA-F
PGM -sgRNA-R
PGM -L-F

PGM -L-R

PGM -R-F

C
CTGGTCGACTTATCGATTACAATCTA
ATATC
CTGGGATCCTTGAATTCCAATGAATC

CTGGAGCTCCTATAATGACAGCGGAA
TTTC
ATTTGCGGCCGCTAATACGACTCACT
ATAG
ATTTGCGGCCGCAATAATTTTGTTTA
AC
CTGGTCGACTAATACGACTCACTATA
G
CTGTCTAGAATGGAATATTTAAAAGC
GCT
ATTTGCGGCCGCCTAGCCGTTATTAG
CGGT
CTGTCTAGATTGAATTCCAATGAATC
CGT
ATTTGCGGCCGCCTATAATGACAGCG
GAAT

ATTCAAAAACGAAAGCGGAC

CCATTTGTTCCAGGTAAGGTAT

TACGACTGTGATATTGACTGCTAC
AAACGTAGCAGTCAATATCACAGT
cgactcactatagggtcgacGTACGAGGAGTTA
GGGCTTCCG
tccgeegteggttccGTTGGTTACCCCTCCAA
TTC
ggaggggtaaccaacGGAACCGACGGCGGA
GCAAATC
agattatttcttaatctagaGCACAGATAACACCC
CAGCGGTC
CGAGCTGAACACGGACAATC
CCCGGTCCCATCAGAACACG
TACGAAGATGCAGGAGGCATCCAG
AAACCTGGATGCCTCCTGCATCTT
cgactcactatagggtcgacCTATGCTTCAGAAG
GTGTGAAC
aatttctacttataaGCTAACGGCTCCTCTCAC
CTTG

agaggagccgttagc TTATAAGTAGAAATTT

10

expression
Heterologous
expression
Heterologous
expression
Heterologous
expression
Heterologous
expression
Heterologous
expression
Heterologous
expression
Gene
overexpression
Gene
overexpression
Gene
overexpression
Gene
overexpression
Gene
overexpression
Gene
overexpression
Gene knockout
Gene knockout
Gene knockout

Gene knockout
Gene knockout
Gene knockout
Gene knockout
Gene knockout
Gene knockout
Gene knockout
Gene knockout

Gene knockout

Gene knockout



PGM -R-R

PGM -test-F
PGM -test-R
PAL-sgRNA-F
PAL-sgRNA-R
PAL-L-F

PAL-L-R
PAL-R-F
PAL-R-R

PAL-test-F
PAL-test-R
pjoe8999-
Spacer-F
pjoe8999-
Spacer-R
Donor-test-R
Donor-test-F

AGAAT
agattatttcttaatctagaAGTCGGGAATCTCAC
CTCGG
GCGCGTACCGTGGGCATCGTG
CGGCAGCAGAATCGTCTCGGC
TACGGGGTATTAATGTACTCCGTA
AAACTACGGAGTACATTAATACCC
cgactcactatagggtcgacCATAACACCGGCG
GCGATCATC

atcaccgtgctatta ATGCAACTGAGAGGGTG
AGAC

ccctetcagttgcat TAATAGCACGGTGATTT
TGG
agattatttcttaatctagaTAGATTAATAGACGG
GCTTATC
CAGATGACCCACAATCTCCTG
CCAGCTCCTGCTCCAGCTTGG
AACCATCACTGTACCTCCCA

GAGCGTTCTGAACAAATCCA

GGAGGTGACTGAAGTATATT
GCAAGTTAAAATAAGGCTAGTC

Gene knockout
Gene knockout
Gene knockout
Gene knockout
Gene knockout
Gene knockout
Gene knockout
Gene knockout
Gene knockout
Gene knockout
Gene knockout
Gene knockout

Gene knockout

Gene knockout
Gene knockout
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Table. S3 The protein sequences of genistein-related synthase in P. jilinensis
YPG26.

Name Protein sequence

PjPAL >YPG26_GMO003752 locus=Chr1:3841888:3842865:-
MAMITALILSACNSTGSTSNGASNSSSSKKEATVNIAINGGLNLL
TIAKQKGWFEEEFSKVNAKVQWHEFQSSVPLLEGLVSGRVDEFSF
IGDGTVVTGKSAKMPFTVISTTGVQGNQNSVIVKPDSPIKSIADL
KGKTIAVAKGSSGHIFLIKALQKNNMAEADVKLVDLQPGEGNP
AFQTGKVDAWAIWDPFVTTEVQAKRARIVESVDSLGIVAPAVM
IGRDEFIKNNPDLTSAYLKVYEKTVKWVNANKDEAAAILAKEK
KMELELVKTLVNRTEYINTPVTGEVQAAMQSTADVLLKSGTIRE
AVDISKVFDNSYIEKALK*

PjC4H >YPG26_GM003218 locus=Chr1:3280037:3281212:-
MKFATRMNHFGEGIFTKLLEIKRKRLEQGQPVIDLSVGTPNIPPA
PHIIDALCTAAADESNYIYAVNDQSALLEAAGSWYLTRYGVELD
PKTEICSLLGSQEGLAHISLSIIDEGDLVLVPDPCYPVFADGPRLA
GAELYFMPQRKKNDYLIQLQDIPEDIAARAKFMIVSYPNNPTAA
LAPDSFYTDLIRFAKKYDIIVLHDNAYSELVFDGRTCGSFLAFPG
AMEVGVEFNSLSKTYGLAGARIGFCLGNAEVVARLKTLKSNMD
YGMFIPIQQAATAAITGDQGSVEKTAKAYERRRDILCEGFTRIGW
NMEKPAATMFIWTRIPAHYETSENFAMDMVSKAGVIVTPGSAF
GPSGEGHVRLALVQDEEMLRHAVQAVEASGILKVEL*

Pj4CL >YPG26_GMO001564 locus=Chr1:1589220:1590947:+
MNQLQGEVISVVAPSSNLGDYESTYDSFNWKDVEKEFSWYETG
KLNLAYEAIDRHVDAGRGGRTALLYSDATRDEAFTFEELSGLSN
QFANVLRTIGIHKGDRVFVFMPRTPELY VSILGTIKVGAVVGPLF
EAFMETAVKDRLEDSGAVAIVTTPALLPRIKRDELPALQHIIVVG
DEVEPGEGIIDFKSAMAEASPEAQIEWVDREDGLIIHYTSGSTGK
PKGVHHVHNAMIQHYYTGKVVLDLQEGDVYWCTADPGWVTG
TSYGIFAPWLNGATNVIRGGRFSPADWYGTIQKYGVTVWYSAP
TAFRMLMGAGEDVISQFDLSSLRHVLSVGEPLNPEVVRWGLKV
YGKRIHDTWWMTETGAQLICNYPSLPMKPGSMGRPLPGIEAAII
DDSGNILPPYRMGNLAIKTPWPSMMRKIWNNPAKYEEYFRIQG
WYISGDSAYMDEDGYFWFQGRIDDVINSSGERIGPFEVESKLVE
HPAVAEAGVIGKPDPTRGEIIKAFISLREGFEPSEELKAEISKFVK
VGLSAHAAPREIEFKDKLPKTRSGKIMRRVLKAWELQLPVGDLS
TIEED*

PiCHS | >YPG26 _GMO002093 locus=Chr1:2117249:2118406:-

MTSTISTSQAAILGIGTALPVHSIAQSDIAEFIAHSLQDSPDLARFA
RRVFRSCGVETRYTCEPAFLGSPEECRYLPEGDPSDIPTTQDRMD
TYKREAAPLGLKAAQAAINDAGILPDSITHLITVSCTGQYLPGLD
VMLIRQLGLSPRTNRLPLIFQGCAAGLKAIQMARDVVQGAPGSQ
VLVVCVELCSLHFQPAKEREALFAASFFGDAAAACVIGSPEPHH

12



RHYLDLGTGYSVLLPDSTEDMTWEVGDTGYDLYLSPRIPKLLG
EHLETELASLLEGDELPELWAIHPGGRGIVDSVEEVMNLTGDQT
KYSREILRTVGNVSSVTIIFVLHAMREDMKSLDQARSEGVAMAF
GPGLTAELMRFTYMPAQSVAVKEQDHALL

PjCHI

>YPG26 _GMO000114 locus=Chr1:59255:61366:+
MNRFIRNSGFYLILFLVVVGIVQFLSGGSEAADTPRYDQLRQQL
QANNVKELTGQFDGYAYRVTGKYKNKVDNKESFQTYVPYDTN
VVAELTDYSEKNKISYSWDKMEGDSIWLTLLTSIVPLAIMFILFF
FLFNQAQGGGGKVMNFGKSRARLYNEEKKKVTFEDVAGADEE
KQELVEVVEFLKDPRKFAAVGARIPKGVLLVGPPGTGKTLLAR
AVAGEAGVPFFSISGSDFVEMFVGVGASRVRDLFENAKKNAPCI
IFIDEIDAVGRQRGAGLGGGHDEREQTLNQLLVEMDGFGGNEGI
I[IVAATNRADILDPALLRPGRFDRQITVDRPDVKGREAVLKVHA
RNKPLTKDVRMDVIAKRTTGFTGADLENLLNEAALLAARRNRK
DISMREVDEAIDRVIVGTEKRSRVVSDREKRIVAFHEAGHTIVGY
FLEHADMVHKVTIIPRGRAGGY VIMMPKEDRMLVTKQELLDKV
TGLLGGRVAEELFIGEIGTGAYSDFQQATSIVRSMIVEYGMSEKL
GPMQFGTSQGQVFLGRDIGHEQNYSDAIAYEIDQEMQRFISESY
ERCKQLLMKHSKEVHLIAETLLEVETLELDQIKQLIETGKLTPDP
DGDGSGSSESGAPIVDTIGDVNVRIQARDEEAQPQGPSGDIPNDV
PGSSANDIRGDHPVDTPEGTVKDAPTTPPQPKDQDGSGNGGSTP
L *

PjIFS

>YPG26_GMO000374 locus=Chr1:337716:338909:+
LNSNESVSSSLFTKEFTKNPYPVYARLRDIDPVYKCVLPDGNQG
WMITRYQDAVDAFKDPRLSKDPVKLFGGDPAHQSVFTRNMLFS
DPPDHKRLRGLVQKSFTPGMIEEMRGRIQEIADELLNGFSGRDQI
RLIDEFAFPLPIIVICEMLGIPAADRDKFRLWSTTLIEGSNGEYASE
MKQHMEEFIQYLGQMFGRLRQEPGQDLISQLIAAEEEGDKLTEQ
ELYGVVTLLIAGHETTVNLIGNTLLSLLEHPDQLERLIQEPELIH
NAIEESLRFNGPVEFSTSRWAKEDFDFKGKEFKKGDLVILALNS
ANHDPRQFESPDVFDITREKSAHLAFGKGVHLCLGAPLARLEGE
IAIRSLLQRYPHIKLNVRPDELEWRPGMVVRGVKEIPLSL*

PHID

>YPG26_GMO001623 locus=Chr1:1658464:1659108:+
MTARISYSSGLRVLTFEYRKAPEDPYPAANEDALTAYYWLKEA
GYSAGQIIFGGDSVGATLALMTLITLRDREEALPAGAFLISPHAD
LVHLDGDSYVTNRENDPTGSLEGNRRLIAAYLGSWQGEPPEILS
PLKMNLAALPPLLIQVGSLEVLLSDAVRLSEWAKQAGVDVTME
IWDNMWSVFHFLAYMLPEAEQAIRNIGAFNKAKILDCNR*
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Table. S4 Growth simulation of P. jilinensis on a single carbon or nitrogen

source.
Substrate In silico® In vivo? Reference
Carbon source

Fructose + + This study
Glucose + + This study
Glycerol + + This study
Lactose + + This study
Maltose + + This study
Mannose + + This study
Sorbitol + + This study

Starch + + This study
Sucrose + + This study
Nitrogen Source

NH,* + + This study
Urea + + This study
Potassium nitrate + + This study

2 (+ for growth/— for non-growth).
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Table. S5 Comparison between models YPG26, iJYQ746, and iYO844.

Characteristic YPG26 iYO844 iJYQ746

Characteristics of genome

Genome size (Mb) 3.97 4.22 4.06
Total genes 3871 4536 4048
GC% 493 43.5 46.4

Model of metabolism

Genes 716 844 746
Reactions 1637 1250 1736
Metabolites 1512 990 1611
Gene coverage rate% 18.5 18.6 18.4
Biochemical reactions 1387 769 1463
Exchange reactions 119 229 134
Transport reactions 131 251 137

S1 Data. GSMM YPG26 in xls. This document includes reaction list and metabolite
list. (Separate file)

S2 Data. Comparison results with DEG database. (Separate file)

S3 Data. Computer simulation of up-regulated and down-regulated targets.
(Separate file)

15



