Table A5. RNA-sequencing analysis of the triple-phase process. The RNA-sequencing yielded a total of
28,720,937 reads as assignable and unique mapping events. Differential gene expression calculations were
performed applying RPKM (reads per kilobase) and TPM (transcripts per million) normalization (compare sheet
Complete data). The strict aerobic state of sample (1) served as reference for all following analysis. We defined a
significance level at an empirical log,-fold change (m-value) of > 1.50 and < -1.50 (corresponding to a fold-change of
2.80 and 0.40, respectively) and an average value (a-value ) > 1.00 to exclude results that are derived from very few
reads. Differentially expressed genes are given within the aerobic ((2)), microaerobic ((3), @), (5)) and anaerobic ((6))
phase. Values within the significance constraints were highlighted as significantly up- (black) or downregulated (grey)
genes. The locus, feature, product and major COG class is given.
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Feature Product

cg0001 dnaA Chromosomal replication initiator protein DnaA L
cg0005 reck DNA replication and repair protein RecF L
cg0007 gyrB DNA gyrase subunit B L
cg0009 - Putative membrane protein

cg0010 - Conserved hypothetical protein -
cg0012 ssuR Transcriptional activator of sulfonate(ester) utilization, RO K
€g0027 - Putative transcriptional regulator, MarR-family K
cg0029 - Conserved putative membrane protein (0}
cg0038 ohr putative organic hydroperoxide detoxification protein (0}
cg0044 - ABC-type putative sugar transporter, substrate-binding lip G
cg0045 - ABC-type putative sugar transporter, permease subunit G
cg0046 - ABC-type putative sugar transporter, ATPase subunit P
cg0057 pknB Serine/threonine protein kinase R
cg0059 pknA Serine/threonine protein kinase R
cg0060 pbpA D-alanyl-D-alanine carboxypeptidase M
cg0061 rodA Putative FtsW/RodA/SpoE-family cell cycle protein D
cg0062 ppp Protein phosphatase T
€g0063 - Putative secreted protein, FHA domain T
cg0064 - Conserved hypothetical protein, FHA dpmain T
€g0065 - Hypothetical protein -
cg0071 - Metallo-beta-lactamase superfamily, RHOD domain R
cg0072 - Conserved putative membrane protein R
€g0073 - RHOD domain-containing protein P
cg0074 - RHOD-domain-containing protein P
cg0076 - Hypothetical protein -
cg0077 - Conserved hypothetical protein, VTC domain P
cg0082 - Chloride ion channel, CIC-family P
cg0085 phoH1 NYN ribonuclease and ATPase of PhoH family T
cg0088 citP Putative secondary Mg2+/H+:citrate transporter, CitMHS- C
cg0095 bioB Biotin synthase H
cg0096 - Conserved hypothetical protein -
cg0097 - Conserved hypothetical protein, putative zinc finger S
cg0105 - Hypothetical protein -
cg0107 - Putative secreted protein -
cg0108 - Putative acetyltransferase/hydrolase, SIR2 superfamily K
cg0110 lip2 Triacylglycerol lipase R
cg0111 - Hypothetical protein -
cg0114 ureB Urease beta subunit E
cg0115 ureC Urease alpha subunit E
cg0116 ureE Urease accessory protein UreE -
cg0117 ureF Urease accessory protein UreF (0]
cg0119 ureD Urease accessory protein UreD (0]
cg0120 - Putative hydrolase R
cg0121 - Putative multidrug efflux permease, MFS-type G
cg0122 - Hypothetical protein -
cg0127 - Thiamine pyrophosphate-dependent enzyme E
cg0133 - Putative p-aminobenzoyl-glutamate transporter, anion per H
cg0134 - Metal-dependent amidase/aminoacylase/carboxypeptidas R

cg0144 rbtT Putative sugar/metabolite permease, MFS-type G




cg0146
cg0147
cg0148
cg0149
cg0150
cg0153
cg0156
cg0158
cg0161
cg0162
cg0163
cg0165
cg0167
cg0172
cg0173
cg0175
cg0181
cg0182
cg0183
cg0187
cg0195
cg0197
cg0198
cg0199
cg0201
cg0202
cg0203
cg0204
cg0205
cg0206
cg0207
cg0210
cg0211
cg0212
cg0215
cg0216
cg0223
cg0226
cg0228
cg0229
cg0230
cg0231
cg0235
cg0236
cg0237
cg0238
cg0248
cg0249
cg0252
cg0254
cg0262
cg0263
cg0266
cg0273
cg0274
cg0275
cg0277
cg0281
cg0282
cg0285
cg0286
cg0293
cg0298
cg0302
cg0303

Feature

CSpA
tnp2f(ISCg2f)
gltB

gltD

emb

Product

Transcriptional repressor, DeoR-family
Xylulose kinase
Pantoate--beta-alanine ligase
3-Methyl-2-oxobutanoate hydroxymethyltransferase
Putative transcriptional regulatory protein, Fic/Doc family
Putative esterasel/lipase

Transcriptional activator of assimilatory sulfate reduction,
Putative drug efflux permease, MFS-type

Putative membrane protein

Putative membrane protein

Putative membrane protein

Putative membrane protein

Putative membrane protein, DUF81-family

Aspartate 1-decarboxylase

Conserved hypothetical protein

Putative secreted protein

Alkylated DNA repair protein AlkB

DNA-3-methyladenine glycosylase |

Putative threonine efflux transporter, resistance to homos
Conserved hypothetical protein

Putative membrane protein

Putative 5-dehydro-2-deoxygluconokinase

Conserved hypothetical protein, probably involved in myo
Methylmalonate-semialdehyde dehydrogenase
Uncharacterized enzyme involved in inositol metabolism
Putative acetolactate synthase, large subunit

Putative myo-inosose-2 dehydratase

Myo-inositol 2-dehydrogenase

Myo-inositol catabolism protein

Putative myo-inositol permease, MFS-type

Hypothetical oxidoreductase

Putative transcriptional regulator, Lacl-family

Putative oxidoreductase

Conserved hypothetical protein

Cold-shock protein A

Putative membrane protein

Putative sugar/metabolite permease, MFS-type
Transposase

Two-component system, sensory histidine kinase, putativi
Glutamate synthase (NADPH), large chain

Glutamate synthase (NADPH), small chain

Putative membrane protein -
arabinofuranosyltransferase -
Putative membrane protein -
Putative oxidoreductase |
FAD/FMN-containing dehydrogenase C
ABC-type putative polysaccharide transporter, ATPase st G
ABC-type putative polysaccharide transporter, permease G
Putative membrane protein -
Putative secondary Na+/alanine symporter, alanine or gly E
ABC-type putative molybdenum transporter, permease su P
ABC-type putative molybdenum transporter, substrate-bin P
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Putative membrane protein S
Putative alcohol dehydrogenase, type IlI R
Putative oxidoreductase E

Putative Mg2+/Co2+/Ni2+ transporter, Mg2+ transporter-t P
Secondary Na+:succinate/malate/fumarate symporter, div P
tRNA-specific adenosine deaminase H
CsbD family protein probably involved in stress response -

Queuine tRNA-ribosyltransferase J
Conserved putative membrane protein S
Hypothetical protein -
DNA repair protein (RecF pathway) L
Putative DNA polymerase I, epsilon subunit or related 3" L
2-Isopropylmalate synthase E
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cg0304 Putative membrane protein

cg0306 lysC Aspartate kinase

cg0307 asd Aspartate-semialdehyde dehydrogenase

cg0308 - Putative membrane protein -

cg0310 katA Catalase P

cg0314 brnF Secondary branched-chain amino acid efflux transporter, E

cg0315 brnE Secondary branched-chain amino acid efflux transporter, E

cg0316 - Putative secreted protein -

cg0321 mnhG Putative Na+/H+ antiporter, membrane subunit P

cg0322 mnhF Putative Na+/H+ antiporter, permease subunit -

cg0323 mnhE Putative Na+/H+ antiporter, MnhE subunit P

cg0324 mnhD Putative secondary Na+/H+ antiporter, monovalent cation C

cg0325 mnhC Putative secondary Na+/H+ antiporter, monovalent cation P

cg0326 mnhAB Putative secondary Na+/H+ antiporter, monovalent cation C

cg0327 - Putative membrane protein S

cg0328 - Hypothetical protein S

cg0330 cgtR1 Two-component system, transcriptional response regulatc T

cg0331 cgtS1 Two-component system, sensory histidine kinase T

cg0334 - Putative secreted protein, probable acting as esterase R

cg0336 ponA Putative penicillin-binding protein 1B M

cg0340 - Putative sugar/metabolite permease, MFS-type G

cg0344 fabG1l 3-Oxoacyl-(acyl-carrier protein) reductase |

cg0345 - Putative metal-dependent amidohydrolase of the TIM-bar R

cg0346 fadE Glutaryl-CoA dehydrogenase |

cg0347 - Putative dehydratase, MaoC-family |

cg0356 - Putative membrane-associated serine protease, membrar O

cg0369 - Conserved putative secreted protein -

cg0370 - Putative ATP-dependent RNA helicase, DEAD/DEAH-box R

cg0371 cspB Cold-shock protein B K

cg0373 topA DNA topoisomerase | L

cg0374 - Conserved hypothetical protein -

cg0384 rluCl Pseudouridylate synthase J

cg0390 - Putative multidrug efflux permease, MFS-type G

cg0394 - Putative glycosyl transferase M

cg0395 - putative ribonuclease H L

cg0397 - Putative 5'-nucleotidase F

cg0398 - Hypothetical protein -

cg0399 - Hypothetical protein -

cg0401 rmlAl Glucose-1-phosphate thymidylyltransferase M

cg0403 rmiB1 dTDP-glucose 4,6-dehydratase M

cg0404 - Conserved hypothetical protein, nitroreductase-family C

cg0405 - ABC-type putative iron(lll) dicitrate transporter, substrate- P

cg0407 - Putative secreted protein - -0.08 -0.89 -0.91
cg0408 - Putative membrane protein - 0.04 0.
cg0411 - Putative membrane protein - 0.70 0.
cg0412 - Putative membrane protein S -0.28 0.
cg0413 cmtl Trehalose corynomycolyl transferase R -0.38 -0.
cg0414 wzz Cell surface polysaccharide biosynthesis/chain length det M 0.40 0.
cg0415 ptpA2 Putative protein-tyrosine-phosphatase T 0.28 0.
cg0416 - Putative secreted protein, carrying a eukaryotic domain - 0.03 0.
cg0417 capD Putative dTDP-glucose 4,6-dehydratase, transmembrane M 0.12 0.
cg0418 - Putative aminotransferase, involved in cell wall biosynthe: - 0.09 0.
cg0419 - Putative glycosyltransferase M 0.13
cg0420 - Putative glycosyltransferase M -0.15
cg0421 wzx Putative PST O-antigen protein, multidrug/oligosaccharidy R -0.30
cg0422 murA UDP-N-acetylglucosamine 1-carboxyvinyltransferase M 0.16
cg0423 murB UDP-N-acetylenolpyruvoylglucosamine reductase M -0.06
cg0424 - Putative glycosyltransferase M -0.05
cg0426 tnp17a(ISCg17 Transposase, putative pseudogene L -0.78
cg0427 tnp17b(ISCg17 Transposase, putative pseudogene - -0.75
cg0428 tnp17c(ISCG17 Transposase, putative pseudogene L -0.39
cg0431 - Putative membrane protein, involved in polysaccharide ac | -0.59
cg0435 udgAl UDP-glucose 6-dehydrogenase M 0.24
cg0436 - Hypothetical protein - 0.29

cg0437 wzy Putative membrane protein, involved in polysaccharide pc - -0.13
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cg0438 Putative glycosyltransferase M

cg0444 ramB Transcriptional regulator, MerR-family R

cg0445 sdhCD Succinate dehydrogenase, subunit CD -

cg0446 sdhA Succinate dehydrogenase, subunit A ©

cg0447 sdhB Succinate dehydrogenase, subunit B ©

cg0450 - Conserved hypothetical protein -

cg0454 - Putative transcriptional regulator, TetR-family K

cg0455 - Putative multidrug efflux permease, MFS-type G

cg0456 - Putative multidrug efflux permease, MFS-type G

cg0457 purU Putative formyltetrahydrofolate deformylase F

cg0461 - Hypothetical protein -

cg0462 - Conserved hypothetical protein L

cg0465 - Conserved putative membrane protein -

cg0466 - Conserved putative secreted protein N

cg0469 - ABC-type putative hemin transporter, ATPase subunit G

cg0470 - Conserved secreted protein -

cg0471 - Conserved secreted protein -

cg0472 - Conserved hypothetical protein -

cg0474 - Conserved hypothetical protein -

cg0476 murB2 Putative UDP-N-acetylmuramate dehydrogenase M

cg0477 - Hypothetical protein -

cg0478 - Hypothetical protein -

cg0485 - Hypothetical protein S

cg0486 - ABC-type transporter, ATPase and permease subunit \%

cg0487 - Conserved hypothetical protein -

cg0492 - Putative DNA-binding (excisionase) protein -

cg0493 - Hypothetical protein -

cg0494 - Conserved hypothetical protein -

cg0499 - Hypothetical protein -

cg0501 QqSuA Putative shikimate permease, MFS-type G

cg0502 qsuB putative dehydroshikimate dehydratase, 2 domain protein G

cg0504 aroE Putative shikimate 5-dehydrogenase E

cg0506 - ABC-type putative spermidine/putrescine/iron(lll) transpor G

cg0507 - ABC-type putative spermidine/putrescine/iron(lll) transpor P

cg0508 - ABC-type putative spermidine/putrescine/iron(lll) transpor P

cg0510 hemD Uroporphyrinogen-I1ll synthase H

cg0520 - Secreted thiol-disulfide isomerase (0]

cg0522 ccsA Cytochrome c biogenesis membrane protein, DsbD-family O

cg0523 - Cytochrome c biogenesis membrane protein, ResB-family -

cg0524 ccsB Cytochrome c biogenesis membrane protein, CcsA-family O

cg0531 menA 1,4-Dihydroxy-2-naphthoate octaprenyltransferase H

cg0533 menE O-Succinylbenzoic acid--CoA ligase |

cg0534 - Putative integral membrane protein S

cg0535 - Putative ketoglutarate semialdehyde dehydrogenase C

cg0540 - Putative metal-dependent amidohydrolase, TIM-barrel folt R

cg0542 - Hypothetical protein R

cg0543 - Hypothetical protein -

cg0544 - Putative membrane protein -

cg0545 pitA Putative phosphate/sulfate transporter, inorganic phosphz P

cg0552 menD 2-Oxoglutarate decarboxylase H

cg0555 - Putative secondary gamma-aminobutyrate transporter, ar E

cg0556 ubiE Ubiquinone/menaquinone biosynthesis methyltransferase H

cg0559 ispB Putative octaprenyl-diphosphate synthase H

cg0563 rplK 50S ribosomal protein L11 J

cg0564 rplA 50S ribosomal protein L1 J .
cg0569 - Putative Cd2+ transporting P-type ATPase P 0.46
cg0570 - Putative dehydrogenase Q -0.10
cg0572 rpld 50S ribosomal protein L10 J 0.23
cg0573 rplL Putative 50S ribosomal protein L7/L12 J 0.30
cg0578 - Putative membrane protein - 0.01
cg0581 rpsL 30S ribosomal protein S12 J 0.17
cg0582 rpsG 30S ribosomal protein S7 J 0.21
cg0583 fusA Elongation factor G J 0.12
cg0587 tuf Elongation factor Tu J 0.35
cg0589 - ABC-type putative iron-siderophore transporter, ATPase < G -0.45
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cg0590 ABC-type putative iron-siderophore transporter, permease¢ P 0.
cg0591 - ABC-type putative iron-siderophore transporter, permeas¢ P 0.
cg0592 - Putative acetate CoA-transferase © -0.
cg0593 rpsJ 30S ribosomal protein S10 J 0.
cg0594 rplC 50S ribosomal protein L3 J 0.
cg0596 rpID 50S ribosomal protein L4 J 0.
cg0597 rplw 50S ribosomal protein L23 J 0.
cg0598 rpIB 50S ribosomal protein L2 J 0.
cg0599 rpsS 30S ribosomal protein S19 J 0.
cg0600 rplv 50S ribosomal protein L22 J 0.
cg0601 rpsC 30S ribosomal protein S3 J 0.
cg0602 rplP 50S ribosomal protein L16 J 0.
cg0603 rpmC 50S ribosomal protein L29 - 0.
cg0604 rpsQ 30S ribosomal protein S17 J 0.
cg0607 - Putative secreted protein - -1.
cg0608 rpIN 50S ribosomal protein L14 J 0.
cg0609 rpIX 50S ribosomal protein L24 J 0.
cg0610 rplE 50S ribosomal protein L5 J 0.
cg0611 - Putative secreted protein - 0.
cg0614 - Hypothetical protein - -0.
cg0621 - Putative integral membrane protein - 0.
cg0622 - ABC-type putative cobalt transporter, ATPase subunit R 0.
cg0623 - ABC-type putative cobalt transporter, permease subunit P 0.
cg0624 - Putative secreted oxidoreductase - 0.
cg0625 - Putative secreted protein | 0.
cg0627 - Putative acetyltransferase, GNAT-family R -0.
cg0628 rpsH 30S ribosomal protein S8 J 0.
cg0629 rplF 50S ribosomal protein L6 J 0.
cg0630 rpIR 50S ribosomal protein L18 J 0.
cg0631 rps 30S ribosomal protein S5 J 0.
cg0632 rpmD 50S ribosomal protein L30 - 0.
cg0634 rplO 50S ribosomal protein L15 J 0.
cg0636 - Putative membrane protein - 0.
cg0637 betB Putative betaine aldehyde dehydrogenase (BADH) © -0.
cg0638 - Hypothetical protein - -0.
cg0639 - Putative ferredoxin reductase © 0.
cg0640 fdxB 2Fe-2S ferredoxin - 0.
cg0641 fabG2 Putative secreted short-chain dehydrogenase | -0.
cg0642 - Conserved hypothetical protein, probably DNA-binding G -0
cg0644 - Pyruvate phosphate dikinase, PEP/pyruvate-binding G 0
cg0645 cytP Putative cytochrome P450 Q -0.
cg0647 secY Preprotein translocase, SecY subunit U 0.
cg0650 - Putative secreted protein S 0.
cg0651 infA Translation initiation factor IF-1 J 0.
cg0652 rpsM 30S ribosomal protein S13 J 0.
cg0653 rpskK 30S ribosomal protein S11 J 0.
cg0654 rpsD 30S ribosomal protein S4 J 0.
cg0655 rpoA DNA-directed RNA polymerase, alpha subunit K 0.
cg0656 plQ 50S ribosomal protein L17 J 0.
cg0657 truA tRNA pseudouridine synthase A J 0.
cg0658 - Putative membrane protein - -0.
cg0660 - Hypothetical protein - 0.
cg0661 - Conserved hypothetical protein - 0.
cg0671 - Conserved hypothetical protein S -0.
cg0672 - Conserved hypothetical protein -

cg0673 rpIM 50S ribosomal protein L13 J 0.
cg0674 rpsl 30S ribosomal protein S9 J 0.
cg0675 mrsA Putative phosphoglucosamine mutase/phosphomannomu G 0.
cg0676 - Conserved hypothetical protein - 0.
cg0678 - Conserved hypothetical protein © 0.
cg0681 alr Alanine racemase M -0.
cg0683 - Putative permease R 0.
cg0684 papA Prolyl aminopeptidase A R 0.
cg0689 - Hypothetical protein - -0.
cg0690 groES 10kDa chaperonin (0} 0.



cg0691
cg0693
cg0695
cg0696
cg0697
cg0699
cg0700
cg0706
cg0712
cg0717
cg0718
cg0719
cg0720
cg0721
cg0722
cg0723
cg0727
cg0728
cg0730
cg0732
cg0733
cg0735
cg0736
cg0737
cg0738
cg0742
cg0748
cg0749
cg0750
cg0751
cg0753
cg0754
cg0755
cg0756
cg0757
cg0758
cg0759
cg0760
cg0762
cg0763
cg0767
cg0768
cg0769
cg0770
cg0771
cg0772
cg0774
cg0776
cgo777
cg0781
cg0782
cg0783
cg0786
cg0787
cg0791
cg0792
cg0793
cg0795
cg0796
cg0799
cg0800
cg0801
cg0806
cg0808
cg0809

Feature

'groEL
whiB3
sigD

guaB2
guaB3

crtEb
crtYf
crtYe
crtl2
crtB2

crte

Product

60kDa chaperonin, putative pseudogene (N-terminal fragr
60kDa chaperonin, putative pseudogene (C-terminal fragr
Transcriptional regulator protein, WhiB-family -
RNA polymerase sigma factor, ECF-family K
Conserved hypothetical protein -
IMP dehydrogenase F
IMP dehydrogenase/GMP reductase F
Conserved putative membrane protein -
Putative secreted protein -
Lycopene elongase (0]
C50 carotenoid epsilon cyclase -
C50 carotenoid epsilon cyclase -
Phytoene dehydrogenase (desaturase) Q
Phytoene synthetase |
Putative multidrug efflux protein, resistance-nodulation-ce R
Geranylgeranyl pyrophosphate synthase

Putative nucleoside-diphosphate-sugar epimerase
Deoxyribodipyrimidine photo-lyase

Carotenoid glycosyl transferase

ABC-type transporter, permease subunit
ABC-type transporter, ATPase subunit

ABC-type methionine transporter, permease subunit (TC . P
ABC-type methionine transporter, ATPase subunit (TC 3., P
ABC-type methionine transporter, substrate-binding lipopr P
Putative DNA polymerase lIll, alpha chain L
Putative integral membrane protein -
ABC-type putative iron-siderophore transporter, substrate P
Putative tRNA/rRNA methyltransferase J
Methylenetetrahydrofolate dehydrogenase (NADP(+))/mel H
Putative membrane protein -
Putative secreted protein
Homoserine O-acetyltransferase
O-Acetylhomoserine sulfhydrylase
Putative carbon starvation protein A
Conserved hypothetical protein -
Hypothetical protein -
2-Methylcitrate dehydratase, involved in propionate catab R
Methylisocitrate lyase, involved in propionate catabolism G
2-Methylcitrate synthase, involved in propionate catabolis C
Putative malate/L-lactate dehydrogenase C
Siderophore-interacting protein P
ABC-type putative iron-siderophore transporter, ATPase < E
ABC-type putative iron-siderophore transporter, permease¢ P
ABC-type putative iron-siderophore transporter, permease¢ P
ABC-type putative iron-siderophore transporter, substrate P
Putative sugar/drug permease, MFS-type G
Putative membrane protein -
ABC-type putative iron-siderophore transporter, substrate P
ABC-type putative iron-siderophore transporter, ATPase < E
Putative membrane protein -
D-alanyl-D-alanine carboxypeptidase
Conserved hypothetical protein

Putative uracil phosphoribosyltransferase
Putative transcriptional regulator, HTH_3-family
Pyruvate carboxylase

Hypothetical protein

Putative secreted protein

Putative oxidoreductase

Putative (2-methyl) citrate dehydratase
Conserved hypothetical protein -
Transcriptional activator of propionate catabolism, HTH_3 K
Hypothetical protein -
Conserved hypothetical protein -
Conserved putative membrane protein |
Septum formation protein Maf D
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Feature Product

cg0811 Acetyl/propionyl-CoA carboxylase, beta chain |

cg0816 purkK Phosphoribosylaminoimidazole carboxylase, ATPase subi F

cg0817 kup Putative secondary K+ uptake permease, K+ uptake pern P -0.
cg0819 - Hypothetical protein - -0
cg0822 - Conserved hypothetical protein -

cg0823 ntaA Putative nitrilotriacetate monooxygenase, subunit A © -0
cg0828 - Putative dihydrofolate reductase H -0
cg0831 tusG ABC-type trehalose transporter, permease subunit G

cg0832 tusF ABC-type trehalose transporter, permease subunit G

cg0834 tusE ABC-type trehalose transporter, substrate-binding lipoprot G

cg0835 tusK ABC-type trehalose transporter, substrate-binding lipoprot G

cg0838 - Putative helicase R

cg0839 - Hypothetical protein -

cg0847 - Conserved hypothetical protein K -
cg0848 wbbL Putative glycosyltransferase M

cg0849 rmlA2 Mannose-1-phosphate guanylyltransferase (GDP) M

cg0851 - Hypothetical protein - -
cg0853 - Conserved hypothetical protein -

cg0854 pmmA Phosphomannomutase G -
cg0858 - Putative secreted protein R

cg0864 mtrB Two-component system, sensory histidine kinase involvec T

cg0865 - Putative secreted lipoprotein -

cg0868 secA Preprotein translocase, SecA subunit U

cg0869 - conserved hypothetical protein -

cg0875 - Conserved hypothetical protein \%

cg0878 whcE Transcriptional regulator, WhiB-family -

cg0880 - Putative secreted protein -

cg0891 - Putative metal-dependent hydrolase R

cg0893 - Putative secreted protein, containing a PDZ-domain T

cg0894 - Conserved hypothetical protein, possibly secreted -

cg0898 pdxS pyridoxal 5'-phosphate (PLP) synthase subunit H

cg0899 pdxT pyridoxal 5'-phosphate (PLP) synthase subunit, glutamine H

cg0901 - Putative secreted protein -

cg0904 - Hypothetical protein -

cg0905 psp2 Putative secreted protein M

cg0909 - Hypothetical protein -

cg0913 prfB Peptide chain release factor 2 (RF-2) J

cg0914 ftsE Cell division ATP-binding protein FtsE-family E

cg0915 ftsX Putative cell division protein, FtsX-family D

cg0919 tnp18a(ISCg18 Transposase -

cg0921 - Siderophore-interacting protein P

cg0922 - ABC-type putative iron-siderophore transporter, substrate P

cg0923 - Putative membrane protein S

cg0924 - ABC-type putative iron-siderophore transporter, substrate P

cg0926 - ABC-type putative iron-siderophore transporter, permease P

cg0927 - ABC-type putative iron-siderophore transporter, permease P

cg0928 - ABC-type putative iron-siderophore transporter, ATPase < E

cg0931 - Putative aminotransferase, AT class | E

cg0936 rpfl RPF-protein precursor -

cg0938 - Cold shock protein K

cg0940 - Glutamine cyclotransferase (0]

cg0944 - Putative xanthine/uracil symporter, nucleobase:cation syn R

cg0945 - Putative 23S ribosomal rRNA methyltransferase J

cg0949 gltA Citrate synthase ©

cg0952 - Putative integral membrane protein S

cg0953 mctC secondary acetate/propionate/pyruvate transporter R

cg0954 - Putative secreted protein -

cg0958 - Putative secreted protein -

cg0960 - Hypothetical protein -

cg0961 - Putative hydrolase, alpha/beta-fold

cg0962 - Putative secreted protein -

cg0963 - Hypothetical protein -

cg0978 - ABC-type transporter, ATPase subunit E

cg0979 - Putative transcriptional regulator, PadR-family -

cg0980 - Putative secreted protein, related to metalloendopeptidas: M



€g0983
cg0986
cg0988
cg0989
cg0990
cg0991
cg0992
cg0993
cg0994
cg0995
cgl001
€g1002
€g1003
€g1006
€g1009
cg1010
cgl011
cgl014
cgl016
cg1022
cg1023
cgl024
€cg1030
cgl031
cg1035
cgl1037
cg1038
€gl1045
€g1052
€cg1053
cgl054
€g1055
€cg1056
€g1060
€g1066
cgl1067
cgl1072
cgl074
cgl1075
cgl1076
cgl077
€g1080
cgl081
€g1082
€cg1083
cgl084
€g1086
cg1087
€g1088
€cg1089
€g1090
cgl091
€g1092
cg1095
cg1096
cg1100
cgllo4
cgl105
cgl108
cgl1109
cgl110
cgl1120
cgl122
cgl1123
cgl125

Feature Product

Phosphoribosylglycinamide formyltransferase F
amtR Transcriptional repressor of nitrogen metabolism, TetR-fa -
rpsR 30S ribosomal protein S18 J
rpsN 30S ribosomal protein S14 J
rpmG 50S ribosomal protein L33 -
rpmB 50S ribosomal protein L28 J
- Putative permease, sulfate permease (SulP) family P
- Putative transcriptional regulator, ArsR-family -
rpmE Putative 50S ribosomal protein L31 J
rpmF 50S ribosomal protein L32 -
mscL Large-conductance mechanosensitive ion channel, MscL- -
- Conserved putative secreted protein -
fthC 5-Formyltetrahydrofolate cyclo-ligase H
- Putative acetyltransferase J
- Putative cyanate permease, MFS-type G
- Putative membrane protein S
- Putative membrane protein S
pmt Protein O-mannosyltransferase (0]
betP Na+/glutamate symporter M
tnp6a(ISCg6a) Transposase L
tnp6b(ISCg6a) Transposase L
tnp7a(ISCg7a) Transposase L
tnp6c(ISCg6ec) Transposase -
tnp6d(ISCg6c) Transposase L
- DNase, TatD-related L
rpf2 RPF2 precursor, secreted protein -
ksgA Putative dimethyladenosine transferase J
- Conserved hypothetical protein S
cmt3 Corynomycolyl transferase R
- Putative transcriptional regulator, TetR-family K
mmpL2 Putative multidrug efflux protein, resistance-nodulation-ce R
menG S-Adenosylmethionine:2-demethylmenaquinone methyltre H
- Putative membrane protein -
prfC Putative peptide chain release factor 3 (EF-G) J
urte ABC-type putative branched-chain amino acid transporter E
pth2 Peptidyl-tRNA hydrolase J
rplY Ribosomal protein L25 (general stress protein Ctc) J
- Conserved hypothetical protein L
prsA Ribose-phosphate diphosphokinase F
glmu Putative UDP-N-acetylglucosamine diphosphorylase M
- Putative permease, MFS-type -
- Putative multicopper oxidase Q

- ABC-type putative daunorubicin transporter, ATPase subt G
- Putative membrane protein -

cgtS10 Two-component system, sensory histidine kinase T
cgtR10 Two-component system, transcriptional response regulatc T
- Putative membrane protein S

- Putative membrane protein -
- ABC-type putative multidrug transporter, ATPase and per V
- ABC-type putative multidrug transporter, ATPase and per V

ggtB Putative gamma-glutamyltranspeptidase E
- Hypothetical protein -
- Putative secreted protein L

- Hypothetical protein -
- Hypothetical protein -
- ABC-type putative multidrug transporter, ATPase and per V
- Putative membrane protein, predicted esterase R
lysl Low capacity L-Lysine antiporter E
- Putative secreted protein -
- Hypothetical protein -

- Conserved hypothetical protein M
ripA Putative transcriptional regulator, AraC-family K
- Putative secreted protein -

greA Transcription elongation factor K

- Conserved hypothetical protein -

m-values
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.44 -0.35
.88 -0.69 -0.59 -0.93
.40 -1.04 -1.16 -1.21
.95 -0.91 -0.80 -1.32
.62 -0.43 -0.61 -0.83

40 1.21
.61 -1.19
.15 -0.65
.12 -0.88 -1.19

O O O O O O B

I 122 1.18 0.88



cgl129
cgl1132
cg1133
cgl134
cg1135
cg1138
cg1140
cgl141
cgl142
cgli44
cgl145
cgl1149
cg1150
cgl151
cgl1156
cgl1157
cg1158
cg1160
cglie4
€cgl1165
cgl167
cgl171
cgl172
cgl1173
cgl175
cgl1178
cgl194
€cg1198
cg1199
cgl201
€g1206
€cg1209
cgl1210
cgl214
cgl215
cgl216
cgl219
cgl224
cgl225
cgl226
cgl227
cgl228
cgl229
cg1230
cgl231
cgl234
cgl245
cgl246
cgl247
cgl248
cgl249
€g1250
cg1253
cgl254
cgl255
cg1256
cgl257
cgl279
cgl287
cg1290
cgl291
cgl1292
€g1296
€g1298
cg1299

Feature

Product

Putative phospho-2-dehydro-3-deoxyheptonate aldolase E
Pantothenate kinase H
Serine hydroxymethyltransferase E
Para-aminobenzoate synthase E
Conserved hypothetical protein E
Putative acetyltransferase, GNAT-family M
Allophanate hydrolase subunit 1 E
Conserved hypothetical protein, UPF0271-family R
Putative Mn2+ transporter, metal ion (Mn2+-iron) transpol P
Hypothetical protein -

Fumarate hydratase ©

Hypothetical protein -
Putative NADPH-dependent FMN reductase R

FMNH2-dependent monooxygenase, involved in sulfonate C
FMNH2-dependent aliphatic sulfonate monooxygenase C
Fructose-1,6-bisphosphatase G
Putative secreted protein -
Hypothetical protein, similar to arabinose efflux permease -
4-Hydroxy-3-methylbut-2-enyl diphosphate reductase |

Conserved putative membrane protein E
Putative acetyltransferase, GNAT-family -
Putative GTPase J

Conserved hypothetical protein, putative plasmid mainten R
Conserved hypothetical protein, putative plasmid mainten -
Putative acetyltransferase, GNAT-family J
Transposase L
Predicted nucleoside-diphosphate-sugar epimerase M
Hypothetical protein -
Hypothetical protein -
Hypothetical protein -
Conserved hypothetical protein G
Putative Zn-ribbon-containing protein, involved in phosphi P
Putative membrane protein

Putative cysteine desulfurase, AT class IV

Putative nicotinate-nucleotide pyrophosphorylase
Quinolinate synthetase, subunit A

Putative membrane protein

Conserved hypothetical protein

MFS-type 4-hydroxybenzoate and protocatechuate perme
Putative 4-hydroxybenzoate 3-monooxygenase

Putative membrane protein

ABC-type putative cobalt transporter, ATPase subunit
ABC-type putative cobalt transporter, permease subunit
Conserved hypothetical protein

Putative secondary Na+/Ca2+ antiporter, Ca2+:cation ant
Putative excinuclease, UvrA-like ATPase

Putative membrane protein

Conserved hypothetical protein

Putative secreted protein

Putative GTPase, probably involved in stress response T
ABC-type putative dipeptide/oligopeptide transporter, sub E
Putative N-acetyl-1-D-myo-inosityl-2-amino-2-deoxy-alphe S
Succinyldiaminopimelate aminotransferase, AT class | E
Putative membrane protein -
Conserved hypothetical protein, putative HNH endonucle: V
2,3,4,5-Tetrahydropyridine-2,6-dicarboxylate N-succinyltre E
aromatic amino acids uptake system E
Putative secreted protein -
Conserved hypothetical protein -
5-Methyltetrahydropteroyltriglutamate-- homocysteine me E
Putative membrane protein -
Flavin-containing monooxygenase 3 P
Conserved hypothetical protein, putative non-ribosomal p: Q
ABC-type putative multidrug/protein/lipid transporter, ATP V
ABC-type putative multidrug/protein/lipid transporter, ATP V

numr UM TUTIODTOLOIOOKHnIIM'

m-values
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.15 -0.39 -0.69
.26 0.99 0.73
.03 0.95 0.37
.36 0.96 0.35
.10 -0.78 -1.49

VS.

03 -0.90 -0.78 -1.40
02 -1.13 -0.73 -1.27
.01 -1.14 -0.62 -1.16
15 -0.17

.29 1.56 .
.69 -0.47 -1.09 -1.47



m-values
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VS. VS. VS. VS. VS.
© © O©

Feature Product

cg1300 Cytochrome d ubiquinol oxidase subunit Il ©

cg1301 cydA Cytochrome d ubiquinol oxidase subunit | ©

cg1302 - Putative nuclease, HKD-family K

cg1304 - Putative secreted protein -

cg1305 - Putative secondary proline transporter, amino acid-polyan E

cg1307 - DNA/RNA helicase, superfamily Il J

cg1308 - Putative transcriptional regulator, TetR-family K

cg1309 - Putative FAD-dependent oxidoreductase H

cg1313 - Putative secreted lipoprotein S

cgl314 putP Putative Na+/proline symporter, solute:sodium symporter E

cg1316 - DNA/RNA helicase, SNF2 family K

cg1325 - Conserved hypothetical protein -

cg1327 - Putative transcriptional regulator, Crp-family T

cg1328 - Putative heavy-metal ion transporting P-type ATPase -

cg1329 ctpC Putative Cd2+ transporting P-type ATPase P

cg1332 - Putative secreted hydrolase R

cg1333 argS Arginyl-tRNA synthetase J

cg1334 lysA Diaminopimelate decarboxylase E

cg1335 - Hypothetical protein -

cg1336 - Putative secreted protein -

cg1337 hom Homoserine dehydrogenase E

cg1338 thrB Homoserine kinase E

cgl341 narl Respiratory nitrate reductase 2, gamma chain ©

cgl342 narJ Respiratory nitrate reductase 2, delta chain ©

cg1343 narH Respiratory nitrate reductase 2, beta chain ©

cg1347 - Putative secreted or membrane protein |

cg1349 - Putative membrane protein, containing a CBS domain R

cg1354 rho Transcription termination factor Rho K

cg1355 prfA Peptide chain release factor 1 (RF-1) J

cg1356 - Putative rRNA or tRNA methylase J

cg1358 - Putative translation factor, Sua5/YciO/YrdC/YwIC-family J

cg1359 - Putative membrane protein M

cg1360 - Putative membrane protein -

cg1361 atpl Hypothetical protein -

cg1362 atpB ATP synthase FO, A chain ©

cg1363 atpE ATP synthase FO, C chain -

cgl364 atpF ATP synthase FO, B chain C

cg1365 atpH ATP synthase F1, delta subunit C

cg1366 atpA ATP synthase F1, alpha chain C

cg1367 atpG ATP synthase F1, gamma chain C

cg1368 atpD ATP synthase F1, beta chain C

cg1369 atpC ATP synthase F1, epsilon chain C

cg1373 - Putative glyoxalase E

cg1376 ssuD1 FMNH2-dependent aliphatic sulfonate monooxygenase C

cgl1377 ssuC ABC-type aliphatic sulfonate transporter, permease subur P

cg1380 SSUA ABC-type aliphatic sulfonate transporter, substrate-bindin P

cg1386 fixA Putative electron transfer flavoprotein, beta subunit C

cg1393 - Putative acetyltransferase, GNAT family -

cg1408 - Putative membrane protein -

cg1409 pfk 6-Phosphofructokinase G

cg1410 rbsR Transcriptional repressor of the ribose importer RosACBL K

cgl411 rbsA ABC-type ribose transporter, ATPase subunit (TC 3.A.1.2 G

cgl412 rbsC ABC-type ribose transporter, permease subunit (TC 3.A.1 G

cgl413 rbsB ABC-type ribose transporter, substrate-binding lipoprotein G

cglald rbsD ABC-type ribose transporter, uncharacterized component G

cgl417 - Putative acetyltransferase J

cgl418 - ABC-type putative iron-siderophore transporter, substrate P .
cgl419 - Putative secondary Na+/bile acid symporter, bile acid:Nai R 0.
cgl421 - Conserved hypothetical protein, putative dinucleotide-binc R 0.
cgl424 lysg L-Lysine efflux permease, L-lysine exporter (LysE) family E 0.
cgl427 - Conserved putative secreted protein S 0.
cg1435 ilvB Acetohydroxy acid synthase (AHAS), large subunit E 0.
cg1436 ilvN Acetohydroxy acid synthase (AHAS), small subunit E -0.
cg1437 ilvC Ketopantoate reductase E 0.
cgl442 - Acyl-CoA dehydrogenase family protein, putative pseudoc | -0.



Locus

cg1443
cgl444
cgl447
cgl451
cg1453
cg1458
cg1459
cgl462
cgl471
cg1473
cgl475
cg1479
cgl481
cg1482
cg1486
cg1487
cg1488
cg1492
€g1493
€g1502
cg1503
cgl504
€g1505
€g1506
€cg1508
cgl514
cgl1518
cg1520
cgl521
cgl522
cg1523
cgl551
€g1560
€g1562
€g1563
cgl564
€g1565
€g1566
cgl571
cgl578
cg1579
€g1580
cgl581
€g1582
cgl584
€g1585
€g1586
€g1588
€g1595
€g1602
€g1606
€g1608
€g1609
cgl611
cgl612
cg1613
cgl614
cgl621
cgl622
cg1623
cgl624
cg1626
cg1628
cg1638
cg1639

Feature

Product

Acyl-CoA dehydrogenase family protein, putative pseudog |
Putative flavin:NADH reductase R
Putative secondary Co2+/Zn2+/Cd2+ efflux transporter, c. P
Phosphoglycerate dehydrogenase
3-Isopropylmalate dehydrogenase

Putative hydrolase, FAA-family

Putative SAM-dependent methyltransferase
Isochorismate synthase

Hypothetical protein

Conserved hypothetical protein

Conserved hypothetical protein

Putative glycogen phosphorylase

Conserved hypothetical protein

Putative Zn-dependent hydrolase

Transcriptional regulator, IcIR-family
3-Isopropylmalate dehydratase, large subunit
3-Isopropylmalate dehydratase, small subunit
Glycerol-3-phosphate dehydrogenase (NAD(P)(+))
D-alanine--D-alanine ligase A

ABC-type putative amino acid transporter, ATPase subun E
ABC-type putative amino acid transporter, permease subt E
ABC-type putative amino acid transporter, substrate-bindi E
Putative secreted protein -
Putative membrane protein S
similar to Psp1 - putative pseudogene -
Secreted protein -
Hypothetical protein -
Putative secreted protein (0]
Putative membrane protein -
Putative membrane protein -
Conserved hypothetical protein -
Universal stress protein UspA T
Excinuclease ABC, ATPase subunit A L
Putative membrane protein -
Translation initiation factor IF-3 J

ITOO0OTI

0

L0ommXxX2™D !

50S ribosomal protein L35 -
50S ribosomal protein L20 J

Hypothetical protein -
ABC-type sn-glycerol-3-phosphate transporter, ATPase si G
Putative acyltransferase, membrane protein

Putative secreted protein
N-acetyl-gamma-glutamyl-phosphate reductase
Glutamate N-acetyltransferase

Acetylglutamate kinase

Ornithine carbamoyltransferase

Transcriptional repressor of arginine biosynthesis, ArgR-f¢
Argininosuccinate synthase

Argininosuccinate lyase

Universal stress protein UspA

DNA repair protein RecN

CTP synthetase

Integrase/recombinase

ABC-type putative antibiotics transporter, ATPase subunii R

rmeAmmXxXmmmm !

Putative segregation and condensation protein A S
Putative acetyltransferase J
Rhodanese-related sulfurtransferase P
Putative segregation and condensation protein B K

ABC-type putative multidrug transporter, ATPase and per V
ABC-type putative multidrug transporter, ATPase and per V

Putative divalent heavy-metal cation transporter P
Putative secondary Na+/H+ antiporter, monovalent cation P
Conserved hypothetical protein S
Putative hydrolase, alpha/beta superfamily R

Conserved hypothetical protein -
Putative membrane protein, containing a CBS domain R

O O O O O o O o
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.12 -0.44 -0.74 -0.86
.13 1.25 1.09 1.31
.11 -0.89 -1.15 ~-1.12
.17 -0.85 -0.98 -1.03
.11 -0.80 -1.06 -1.04
.32 -0.34 -0.84 -0.90
.30 -0.35 0.18 0.12
.28 -0.22 -0.50 -0.67
.38
.22
.13
.07
.12
.46
.23
.11
.17
.25
.06
.20 -0.06
-0.
.55

m-values

®@ @@ ® 6 ®

.94
.22 -0.42 -0.87 ~-1.38

o[l 137 -1.04
.49 1.23  0.99  0.53
.03 0.65 -0.28 ~-1.19
.01 -0.30 -0.91 ~-1.04
.22 -0.36 -0.93
.06 -0.33 -1.18
.72
.30
.12
.26
.43
.08
.23
.01
.07
.40
11
.16
.05
11
.19
17
.40
.31
.18
17
.03
.29
.45

-1.

.88 1.25

73 -1.20



Locus

cg1640
cgl641
cgle47
€g1650
cgl651
€gl1656
€cg1658
€g1660
cgl661
€gl1665
€g1669
€cgl670
cgl677
cgl679
€g1682
cgl694
€g1695
€g1698
€g1699
cgl701
cgl709
cgl710
cgl712
cgl713
cgl718
cgl719
cgl720
cgl727
cgl733
cgl735
cgl736
cgl739
cgl740
cgl744
cgl748
cgl753
cgl759
cgl760
cgl761
cgl762
cgl763
cgl764
€gl765
€cgl766
€cgl769
cgl771
cgl773
cgl778
cgl781
cgl782
cgl783
cgl787
cgl789
cg1790
cgl791
cg1805
cg1806
cg1809
cg1810
cgl824
cg1825
cgl1826
cgl1827
cg1828
cg1829

Feature

Product

Putative membrane protein, containing a CBS domain
DNA/RNA helicase, superfamily Il L
ABC-type multidrug transport system, permease subunit V

pctC ABC-type phosphate/phosphonate transporter, permease E
pctB ABC-type phosphate/phosphonate transporter, ATPase sI P
ndh NADH dehydrogenase ©
- Putative metabolite permease, MFS-type G
- Putative membrane protein S
- Putative secondary arsenite transporter, arsenical resistal P
- Putative secreted protein M
- Putative secreted protein S
- Conserved hypothetical protein -
- Conserved hypothetical protein P
- Hypothetical protein -
- Trypsin-like serine protease (0]
- putative CRISPR-associated ATP-dependent nuclease L
- putative antidote protein, HTH-motif XRE family -
hisG ATP phosphoribosyltransferase E
hisE Phosphoribosyl-ATP pyrophosphatase E
metH Methionine synthase E
mshC Putative 1-D-myo-inosityl-2-amino-2-deoxy-alpha-D-gluco J
bacA Putative undecaprenol kinase \%
IppL Putative secreted lipoprotein -
pyrD Dihydroorotate oxidase F
- Phospholipid-binding protein R
tetB ABC-type multidrug transport system, ATPase and perme V
tetA ABC-type multidrug transport system, ATPase and perme V
- Putative membrane protein S
- Conserved hypothetical protein -
- Secreted cell wall-associated hydrolase (invasion-associa M
- Putative membrane protein -
- Conserved hypothetical protein, containing a glutamine ar F
- Putative nucleoside-diphosphate-sugar epimerase |
pacL Putative cation transporting P-type ATPase P
- Putative secreted protein

- ABC-type transporter, ATPase subunit with duplicated AT R
- Putative metal-sulfur cluster biosynthetic enzyme R
sufU Protein involved in Fe-S cluster formation, NifU-family C
sufS cysteine desulfurase E
sufC FeS cluster assembly ATPase, SufC-family G
sufD FeS cluster assembly protein, SufD-family (0]
sufB FeS cluster assembly protein, SufB-family (0]
sufR Transcriptional repressor of suf operon K
- Putative membrane protein -
ctaA Cytochrome oxidase assembly protein (0]
qor2 Putative NADPH:quinone reductase, zeta-crystallin C
ctaB Polyprenyltransferase, cytochrome oxidase assembly fact O
zwf Glucose-6-phosphate 1-dehydrogenase G
'SOXA Putative oxidase, pseudogene (C-terminal fragment) E
tnp13b(ISCg13 Transposase -
SOXA' Putative oxidase, pseudogene (N-terminal fragment) E
ppc Phosphoenolpyruvate carboxylase C
tpi Triosephosphate isomerase G
pgk 3-Phosphoglycerate kinase G
gap Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) G
priA Primosomal protein N' (replication factor Y), helicase supe L
metK Methionine adenosyltransferase H
- DNA-directed RNA polymerase subunit K/omega K
gmk Guanylate kinase F
nusB Transcription termination factor K
efp Elongation factor P (EF-P) J
pepQ Putative Xaa-Pro aminopeptidase E
aroB 3-Dehydroquinate synthase E
aroK Shikimate kinase E
aroC Chorismate synthase E

O O O O O O O o o o o o o

m-values




m-values

®@ @@ ® 6 ®

Locus Feature Product

cg1832 ABC-type putative iron-siderophore transporter, substrate P

cg1833 - ABC-type putative iron-siderophore transporter, ATPase < P

cg1835 aroE3 Shikimate 5-dehydrogenase E

cg1836 - Conserved hypothetical protein, secreted solute-binding p R

cg1837 - Putative endonuclease involved in recombination L

cg1838 alasS Alanyl-tRNA synthetase J

cgl841 aspS Aspartyl-tRNA synthetase J

cg1842 - Putative secreted metalloprotease R

cg1843 - Superfamily I DNA/RNA helicase, SNF2 family K

cgl844 - Putative membrane protein membrane protein S

cg1845 - Conserved hypothetical protein E

cg1846 - Putative transcriptional regulator, TetR-family K

cg1849 - Conserved hypothetical protein -

cg1855 hisS Histidyl-tRNA synthetase J

cg1856 - Putative Zn-dependent hydrolase R

cg1857 ppiB Peptidyl-prolyl cis-trans isomerase (0]

cg1860 - Putative membrane protein -

cg1862 apt Adenine phosphoribosyltransferase F

cgl864 dciAE ABC-type putative dipeptide transporter, substrate-bindin¢ E

cg1865 secF Preprotein translocase, SecF subunit U

cg1867 secD Preprotein translocase, SecD subunit U

cg1873 tesB2 Acyl-CoA thioesterase I |

cgl874 - Putative membrane protein -

cgl1875 - Putative membrane protein -

cg1876 - Glycosyltransferase M

cgl1877 - Lauroyl/myristoyl acyltransferase, lipid A biosynthesis M .
cg1878 pgsAl Putative CDP-diacylglycerol--glycerol-3-phosphate 3-phos | 0.
cg1879 - Putative HIT family hydrolase F 0.
cg1881 - Conserved putative secreted protein, iron-dependent perc P 0.
cg1883 - Putative secreted protein S 1.
cg1884 - Putative membrane protein - 0.
cg1891 - Hypothetical protein - 1.
cg1893 - Putative N-acetyltransferase K -0.
cg1905 - Hypothetical protein - 0.
cg1906 - Hypothetical protein - 0.
cg1907 - Putative phosphopantothenoylcysteine synthetase/decark H 0.
cg1908 - Hypothetical protein - 0.
cg1910 - Putative secreted or membrane protein - 0.
cg1911 - Putative secreted protein - 0.
cg1916 - Hypothetical protein - 0.
cg1920 - Hypothetical protein - 0.
cg1921 - Hypothetical protein - 0.
cg1924 - Hypothetical protein - -0.
cg1927 - Putative molecular chaperon - -0.
cg1939 - Hypothetical protein - -0
cg1942 - Putative secreted protein - ]
cg1943 - Hypothetical protein -

cg1948 - Hypothetical protein -

cg1956 recJ Putative exonuclease, single-stranded-DNA-specific L

cg1960 - Hypothetical protein -

cg1961 - Hypothetical protein -

cg1962 - Putative membrane protein -

cg1963 - Putative DNA/RNA helicase, superfamily Il K

cg1975 - Conserved hypothetical protein -

cgl1977 - Putative secreted protein -

€g1982 = Putative ATPase with chaperone activity, ATP-binding sut O 0.22 - -0.40 -1.07 -0.76
cg1985 - Putative DNA helicase, superfamily | L

cg1986 - Hypothetical protein -

cg1996 cgliM DNA (cytosine-5-)-methyltransferase L

cg1997 cglliR Putative type Il restriction endonuclease

cg1998 cglliR ATP-dependent helicase probaly involved in restriction an -

cg2001 - Conserved hypothetical protein -

cg2002 - Hypothetical protein -

cg2023 - Putative membrane protein -

cg2025 - Hypothetical protein -




Locus

€g2035
€g2036
€cg2041
€cg2044
€g2045
€g2047
€g2052
€cg2054
€g2055
€g2057
€g2058
€cg2061
€cg2064
€g2066
€g2070
cg2071
cg2074
€g2076
cg2079
€g2087
€g2089
€g2094
€g2095
€g2096
€g2102
cg2111
€cg2113
cg2117
cg2124
€g2125
€g2128
€g2129
€g2132
€g2133
€cg2135
€g2136
€g2137
€g2138
€g2139
€g2140
cg2141
€g2145
cg2147
€g2148
€g2149
€g2155
€g2156
cg2157
€g2166
€g2167
€g2168
€g2169
€g2170
cg2173
cg2174
cg2178
cg2179
€g2180
cg2181
cg2182
cg2183
cg2184
€g2185
€g2186
€g2188

Feature

Product

Putative methyltransferase -
Putative secreted protein -
Hypothetical protein -
Putative secreted protein -
Hypothetical protein -
Putative secreted protein -
Putative secreted protein -
Putative membrane protein -
Putative membrane protein -
Putative secreted protein
Hypothetical protein

Putative secreted protein M
DNA topoisomerase L
Hypothetical protein, low-complexity protein S
Putative phage integrase (C-terminal fragment) -

Putative phage Integrase (N-terminal fragment) L

Hypothetical protein
Putative riboflavin specific deaminase
Conserved hypothetical protein, chlorite dismutase family -
Putative membrane protein -
Conserved hypothetical protein -
Hypothetical protein -
Putative membrane protein, yrkO-like S
Putative membrane protein -
RNA polymerase sigma factor rpoD (Sigma-A) K
Putative ATP-dependent helicase L
cell wall hydrolase D
Phosphotransferase system (PTS), Enzyme | G
K
F

Putative transcriptional regulator, AraC family

Putative xanthine/uracil symporter, nucleobase:cation syn
Putative membrane protein -
Diaminopimelate epimerase E

Conserved hypothetical protein -
Acetyltransferase, GNAT-family K
tRNA methylthiotransferase J

ABC-type glutamate transporter, ATPase subunit (TC 3.A E
ABC-type glutamate transporter, substrate-binding lipoprc E
ABC-type glutamate transporter, permease subunit (TC 3 E
ABC-type glutamate transporter, permease subunit (TC 3 E
Putative regulatory protein RecX R
Recombinase A

Conserved hypothetical protein

Membrane protein, BioY-family

ABC-type putative cobalt transporter, ATPase subunit
ABC-type putative cobalt transporter, permease subunit
Conserved hypothetical protein

Hypothetical protein

Putative integral membrane export protein, tellurium resis
Polyribonucleotide nucleotidyltransferase

30S ribosomal protein S15

Nucleoside hydrolase,inosine-uridine preferring
Riboflavin kinase / FMN adenylyltransferase
Pseudouridylate synthase

Putative MATE multidrug efflux protein, multidrug/oligosac V

-

nwoo=o!'

(R oy IUISFR ; B

Exopolyphosphatase-related protein R
Putative transcriptional termination/antitermination factor K
Conserved hypothetical protein S

Putative secreted protein -
ABC-type putative dipeptide/oligopeptide transporter, sub. E
ABC-type putative dipeptide/oligopeptide transporter, perr E
ABC-type putative dipeptide/oligopeptide transporter, perr E
ABC-type putative dipeptide/oligopeptide transporter, ATF R

Prolyl-tRNA synthetase J
Conserved hypothetical protein S
Mg-chelatase, subunit | H

m-values
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0.
0.
0.
0.
0.
1.
1.
0.
0.
0.
0.
0.
0.
0.
0.
0.
0.
0.
0.
0.
0.
1.
0.
0.
0.
0.
0.
0.
0.
0.
0.
0.

VS.




m-values
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Feature Product

€g2189 Putative uroporphyrinogen Ill synthase/methyltransferase H

cg2191 - Conserved hypothetical protein S -0.32
cg2198 map2 Methionine aminopeptidase J 0.05
€g2200 - Two-component system, transcriptional response regulatc T -0.22
cg2201 - Two-component system, sensory histidine kinase T -0.24
cg2211 - Putative membrane protein - 0.41
cg2214 - Putative Fe-S-cluster redox enzyme R 0.00
cg2221 tsf Translation elongation factor, EF-Ts J 0.18
cg2222 rpsB 30S ribosomal protein S2 J 0.16
cg2223 - Putative Secreted or membrane protein related to metallo M -0.26
€g2226 - Conserved hypothetical protein, Rossmann-fold nucleotid L -0.72
€g2230 rmhB Ribonuclease Hll L -0.27
€g2232 lepB Signal peptidase | U 0.02
cg2234 - ABC-type putative iron(lll) dicitrate transporter, substrate- P -0.12
cg2235 rplS 50S ribosomal protein L19 J 0.36
cg2238 thiS Sulfur transfer protein involved in thiamine biosynthesis, 1- -0.46
€g2240 thiF Putative Dinucleotide-utilizing enzyme involved in thiamin H -0.30
cg2241 tex transcriptional accessory protein Tex K 0.06
cg2242 - Putative transcriptional regulator, Lacl-family K 0.26
cg2249 trmD tRNA (guanine-N1)-methyltransferase J 0.11
€g2250 - Putative secreted protein - 0.11
cg2251 rmM Putative 16S rRNA processing protein, RimM-like J 0.17
cg2253 rpsP 30S ribosomal protein S16 J 0.19
cg2257 srp Putative signal recognition particle GTPase U 0.02
cg2258 ginD Putative protein Pl uridylyltransferase (0] 0.07
€g2260 glnK Nitrogen regulatory protein PlI E 0.13
cg2261 amtB Putative secondary ammonium transporter, Amt-family P -0.08
€g2263 - Hypothetical protein - -0.07
€g2265 smc Chromosome segregation ATPase D -0.24
€g2270 - Conserved hypothetical protein - -0.17
cg2271 - Putative secondary Co2+/Zn2+/Cd2+ efflux transporter, c. P -0.54
€g2272 mutM1 Formamidopyrimidine-DNA glycosylase L -0.19
€g2280 gdh Glutamate dehydrogenase (NADP(+)) E 0.14
€g2290 - Predicted ring-cleavage extradiol dioxygenase R -0.54
€g2293 - protein similar to indole-3-glycerol phosphate synthases E -0.23
cg2294 - Putative membrane protein - -0.28
€g2298 impA Putative inositol-phosphate phosphatase G -0.15
€g2299 hisA 1-(5-phosphoribosyl)-5-[(5- phosphoribosylamino)methylic E 0.08
€g2300 hisH Imidazole glycerol phosphate synthase subunit HisH E 0.03
cg2301 - Putative antibiotic efflux permease, MFS-type G -0.12
cg2307 - Putative membrane protein - -0.22
cg2308 - Putative secreted protein - 0.16
€g2310 glgX Glycogen debranching protein G 0.14
cg2311 - Putative SAM-dependent methyltransferase H -0.04
cg2315 - ABC-type putative iron(lll) dicitrate transporter, ATPase s E 0.14
cg2317 - ABC-type putative iron(lll) dicitrate transporter, permease P -0.34
cg2318 - ABC-type putative iron(lll) dicitrate transporter, substrate- P -0.87
€g2320 - Putative transcriptional regulator, ArsR-family K -0.99
€g2325 - Hypothetical protein - -0.04
cg2334 ilvVA Threonine ammonia-lyase E 0.01
€g2336 - Putative secreted protein - -0.07
€g2338 dnaE1l DNA-directed DNA polymerase, polymerase Ill, alpha cha L -0.16
€g2339 - Putative secondary chloramphenicol transporter, drug/me R -0.83
cg2343 - Putative decarboxylase S -0.30
cg2344 - Cystathionine beta-synthase-like protein E -0.38
cg2345 - Putative secreted protein - 0.06
cg2346 rluD Pseudouridylate synthase J 0.16
cg2347 IspA Signal peptidase Il M -0.07
cg2348 - Putative secreted protein - -0.50
cg2349 - ABC-type putative antibiotic transporter, ATPase subunit' R -0.85
cg2350 - Conserved hypothetical protein - 0.06
€g2352 ansA Asparaginase E 0.07
cg2353 - Hypothetical protein disrupted by insertion of ISCg2e - -0.65
cg2354 tnp2e(ISCg2e) Transposase L -0.50

cg2356 - Putative secondary drug/metabolite transporter, drug/met. R 0.02



Locus

cg2359
€g2360
cg2367
cg2370
cg2371
cg2372
cg2373
cg2374
cg2377
€cg2383
€g2386
€g2388
€g2389
€g2390
cg2391
cg2394
€g2395
€g2397
€g2399
€g2400
€g2401
€g2402
€g2403
€g2404
€g2405
€g2406
€g2408
€g2409
€g2410
cg2412
€g2413
cg2414
€g2415
€g2419
€g2425
€cg2426
cg2429
€g2430
€g2432
cg2437
€g2438
€g2440
cg2441
€g2445
cg2451
€g2452
€g2461
cg2464
cg2467
€g2468
€g2470
€cg2478
€g2482
€g2483
€g2492
€g2500
€g2502
€g2507
€g2508
cg2511
cg2524
cg2528
€g2533
cg2534
€cg2539

Feature

qcrB
qcrAl
qcrC
ctakE
ctaF
ctaC
ItsA
cobU
cobT
cobS
pepB
tnp2d(ISCg2d)
glnA

hmuO

galk
tnp4a(ISCg4a)

Product

Isoleucine--tRNA ligase

Putative membrane protein

Cell division septal protein M

Bacterial cell division membrane protein D

UDP-N-acetylmuramoylalanine--D-glutamate ligase M

Phospho-N-acetylmuramoyl-pentapeptide-transferase M

UDP-N-acetylmuramoyl-tripeptide--D-alanyl-D- alanine lig. M

UDP-N-acetylmuramoylalanyl-D-glutamate--2,6- diaminopg M

S-adenosylmethionine-dependent methyltransferase invol M

5,10-Methylenetetrahydrofolate reductase (NAD(P)H) E

Conserved hypothetical protein

Putative serine/threonine protein kinase

Putative membrane protein

Putative membrane protein

3-Deoxy-7-phosphoheptulonate synthase

Corynomycolyl transferase

Putative secreted or membrane protein

Putative membrane protein

Glucokinase

Putative glycosyltransferase

Secreted protein NLP/P60 family, putative peptidoglycan |

Secreted protein NLP/P60 family

Cytochrome b

Rieske iron-sulfur protein

Cytochrome c1

Cytochrome c oxidase subunit 3

Conserved putative membrane protein

Cytochrome c oxidase subunit I

Asparagine synthase (glutamine-hydrolyzing)

Conserved putative membrane protein

Putative Adenosylcobinamide kinase/cobinamide phosphi

Nicotinate-nucleotide--dimethylbenzimidazole phosphoribt

Adenosylcobinamide-GDP ribazoletransferase

Leucyl aminopeptidase

Putative permease

Transposase

Glutamate--ammonia ligase

Hypothetical protein

Conserved hypothetical protein, MUTT/NUDIX-family

Threonine synthase

Hypothetical protein

Putative sugar/metabolite permease, MFS-type G

Permease of the major facilitator superfamily, N-terminal | G

Heme oxygenase (decyclizing) -

Conserved hypothetical protein

Galactokinase

Transposase

Conserved hypothetical protein

ABC-type transporter, ATPase subunit

ABC-type transporter, permease subunit

ABC-type transporter, substrate-binding lipoprotein

Putative penicillin binding protein

Hypothetical protein -

Hypothetical protein -

Glutamine--fructose-6-phosphate transaminase (isomerizi M

Putative transcriptional regulator, ArsR-family K

Putative transcriptional regulator, FUR-family P

Putative membrane protein S
|
R
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Di-trans,poly-cis-decaprenylcistransferase

Putative membrane protein containing CBS domain
ABC-type putative multidrug transporter, ATPase and mel
Putative carboxylesterase, lipase-family

Conserved hypothetical protein -
Putative secreted protein -
Putative secondary glycine betaine/choline transporter, be M

m-values
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Locus

cg2542
cg2543
cg2545
cg2546
cg2549
€g2550
cg2551
cg2552
cg2554
€g2556
cg2557
cg2559
€g2560
cg2561
cg2571
cg2573
cg2574
€g2576
cg2577
cg2578
cg2579
cg2581
€g2582
€g2583
cg2584
€g2590
€g2592
cg2594
€g2595
€g2603
€g2606
€g2607
€g2608
€g2609
€g2610
€g2612
€g2613
€g2616
€g2617
€g2618
€g2628
€g2630
€cg2631
€g2636
€g2640
€g2643
cg2647
€g2648
€g2649
€g2650
€g2651
€g2664
€g2672
€g2673
€g2675
€g2676
€g2677
€g2678
cg2684
€g2685
€g2687
€g2688
€g2691
€g2692
€g2693

Feature

Product

Putative secondary malonate transporter, auxin efflux cari R
Putative (S)-2-hydroxy-acid oxidase ©
Putative secreted or membrane protein -

Putative secondary C4-dicarboxylate transporter, tripartite G
ABC-type putative dipeptide/oligopeptide transporter, sub E
ABC-type putative dipeptide/oligopeptide transporter, perr E
ABC-type putative dipeptide/oligopeptide transporter, perr E
ABC-type putative dipeptide/oligopeptide transporter, ATF R

Ribokinase G
Putative integral membrane protein S
Putative secondary Na+/bile acid symporter, bile acid:Nai R
Malate synthase ©
Isocitrate lyase ©
Secreted protein, involved into thiamine biosynthesis -

Membrane GTPase, LepA-like M

30S ribosomal protein S20 -
Putative threonine efflux transporter, resistance to homos E
DNA-directed DNA polymerase, polymerase Il delta subu L
Putative membrane protein Com family
Secreted protein, DNA-binding

Conserved hypothetical protein, DegV-family
Putative fructose-2,6-bisphosphatase
Conserved hypothetical protein

Hypothetical protein

Nicotinate-nucleotide adenylyltransferase
Putative xanthine/uracil symporter, nucleobase:cation syn F
Hypothetical protein

50S ribosomal protein L27

50S ribosomal protein L21
Nucleoside-diphosphate kinase
Conserved hypothetical protein
Putative membrane protein -
Tetrahydrofolylpolyglutamate synthase H
Valyl-tRNA synthetase J
ABC-type putative dipeptide/oligopeptide transporter, sub E
Conserved hypothetical protein, lysine decarboxylase fam R
Malate dehydrogenase

Vanillate monooxygenase

Vanillate O-demethylase oxidoreductase
MFS-type vanillate permease

Putative 4-carboxymuconolactone decarboxylase
Protocatechuate 3,4-dioxygenase, alpha subunit
Protocatechuate 3,4-dioxygenase, beta subunit
Catechol 1,2-dioxygenase

Putative 1,6-dihydroxycyclohexa-2,4-diene-1-carboxylate |
Putative secondary benzoate symporter, benzoate:H+ syr F

noOounrao
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Putative Trigger factor,invoved in cell division (0]
Putative transcriptional regulator, ArsR-family K
Beta-lactamase precursor \Y

Putative membrane protein -
Conserved hypothetical protein, putative pseudogen

Putative type IV restriction endonuclease \%
Geranylgeranyl-diphosphate geranylgeranyltransferase |
Putative multidrug efflux permease, MFS-type G

ABC-type putative dipeptide/oligopeptide transporter, ATF R
ABC-type putative dipeptide/oligopeptide transporter, perr E
ABC-type putative dipeptide/oligopeptide transporter, perr E
ABC-type putative dipeptide/oligopeptide transporter, sub. E
Conserved hypothetical membrane protein, DedA-family S
Putative short-chain dehydrogenase/reductase |

Cystathionine gamma-synthase E
ABC-type putative molybdenum transporter, substrate-bin E
Conserved hypothetical protein -

Putative thioesterase R
Conserved hypothetical protein R

m-values
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Locus

€g2694
€g2699
cg2703
cg2704
€g2705
cg2707
cg2708
cg2709
cg2712
cg2713
cg2719
cg2722
€g2726
cg2730
cg2739
€g2740
€cg2743
€cg2746
cg2747
€cg2748
€g2750
cg2751
€g2753
€g2755
€g2756
€g2761
cg2773
cg2774
€cg2775
cg2776
cg2777
€cg2778
€g2779
€g2780
€g2782
cg2784
€g2786
cg2787
€g2789
€g2791
€g2793
€g2794
€g2796
€g2797
cg2801
€g2802
€g2806
€g2807
€g2810
cg2811
cg2831
€g2833
cg2834
€g2835
€g2836
€g2837
€g2838
cg2841
€g2843
cg2844
€g2845
€g2846
cg2847
cg2857
€g2859

Feature

Product

Hypothetical protein -
Conserved putative membrane protein S
ABC-type putative sugar transporter, permease subunit G
ABC-type putative sugar transporter, permease subunit G

amyE ABC-type putative sugar transporter, substrate-binding lip G
- Conserved hypothetical protein -

msiK1 ABC-type putative sugar transporter, ATPase subunit E
- Putative polyprenol phosphate mannosyl transferase, puti M
- Putative transcriptional regulator, AraC-family - putative p K
dhaS Aldehyde dehydrogenase (NAD(+)) -putative pseudogene C
- Putative enterochelin esterase R
- Hypothetical protein, contains ankyrin-repeat -

- Putative membrane protein -

- Putative transcriptional regulator, Lacl-family, putative ps¢ K
- Putative multidrug efflux permease, MFS-type G
- Putative membrane protein -

fas-1A Fatty acid synthase, type | (0]
- Putative transcriptional regulator T
- Putative secreted peptidase, M23/M37-family M
- Conserved putative membrane protein K
- Conserved putative membrane protein -

- Xanthosine triphosphate pyrophosphatase F
rph tRNA nucleotidyltransferase J
- Conserved hypothetical protein -

- Conserved hypothetical protein -

- Metal-dependent hydrolase of the beta-lactamase superfe R
- Hypothetical protein, with SCP/PR1 domain S
- Nicotinic acid phosphoribosyltransferase H
- Hypothetical protein -

dinG Putative ATP-dependent DNA helicase protein L
- Conserved putative membrane protein -

- Conserved hypothetical protein -

serB Phosphoserine phosphatase P
ctaD Cytochrome C oxidase ©
ftn Ferritin-like protein P
- Putative transcriptional regulator, DtxR-family K
nrdE Ribonucleoside-diphosphate reductase, alpha chain F
nrdl Conserved hypothetical protein, flavodoxin-like protein Nr. F
mrx2 mycoredoxin 2 (0]
rpmJ 50S ribosomal protein L36 -

- Conserved hypothetical protein G
- Conserved hypothetical protein R
- Conserved hypothetical protein, MMGE/PRPD-family, put R
- Conserved hypothetical protein S
crcB' Putative membrane protein, CrcB-like protein, putative ps -

'crcB Putative membrane protein, CrcB-like protein, putative ps -

- Putative membrane protein -

tnpl1a(ISCgll Transposase, putative pseudogene L
- Putative secondary H+/Na+:glutamate/dicarboxylate symy C
- ABC-type lipoprotein release transporter, permease subui V
ramA Putative transcriptional regulator, LuxR-family, Nif-specific K
cysK Cysteine synthase E
cysE Serine O-acetyltransferase E
- Putative acetyltransferase -

sucD Succinate--CoA ligase (ADP-forming), alpha subunit ©
sucC Succinate--CoA ligase (ADP-forming), beta subunit ©
- Putative dithiol-disulfide isomerase Q
- Dihydrouridine synthase-like protein, contains TIM-barrel J
pstB ABC-type putative phosphate transporter, ATPase subuni P
pstA ABC-type putative phosphate transporter, permease subt P
pstC ABC-type putative phosphate transporter, permease subt P
pstS ABC-type putative phosphate transporter, substrate-bindii P
mshD Putative 1-D-myo-inosityl-2-(L-cysteinyl)amido-2-deoxy-al R
purF Amidophosphoribosyltransferase F

Conserved hypothetical protein -

m-values
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Locus

€g2860
€g2862
€g2863
€g2870
cg2873
cg2874
€g2875
cg2878
€g2886
€g2889
€g2893
€g2895
€g2896
€g2901
€g2907
€g2908
cg2911
€g2912
€g2913
cg2914
€g2915
€g2921
€g2922
€g2925
€g2927
€g2928
€g2937
€g2938
€g2939
€g2940
€g2954
€g2955
€g2956
€g2958
€g2962
€g2964
€g2965
€g2966
€g2971
€cg2974
€g2975
€g2978
€g2979
€g2981
€g2982
€g2983
€g2986
€g2987
€g2990
€g2991
€g2992
€g2993
€g2994
€g2995
€g2996
€g2999
cg3007
cg3008
cg3009
cg3011
cg3012
cg3013
cg3014
cg3015
cg3016

Feature

Product

Putative acyl-CoA thioester hydrolase-related protein |
Phosphoribosylformylglycinamidine synthase subunit F
Phosphoribosylformylglycinamidine synthase subunit F
Putative secondary H+/Na+:C4-dicarboxylate symporter, (C
Oligopeptidase B E
Phosphoribosylaminoimidazolesuccinocarboxamide synth F
Hypothetical protein
Phosphoribosylamine--glycine ligase

Dethiobiotin synthase

Putative transcriptional regulator, MerR family
Putative multidrug efflux permease, MFS-type
Putative multidrug efflux permease, MFS-type
Putative secreted protein, hypothetical endoglucanase
Putative poly(3-hydroxyalkanoate) depolymerase
Trehalose-6-phosphate synthase

Putative membrane protein -
ABC-type putative Mn/Zn transporter, substrate-binding lij P
ABC-type putative Mn/Zn transporter, ATPase subunit G
ABC-type putative Mn/Zn transporter, permease subunit P

IO XTI T

® 3!

Transposase L
Hypothetical protein -
Putative metabolite permease, MFS-type G
Putative transcriptional regulator, IcIR-family K
Phosphotransferase system (PTS), sucrose-specific enzy G
Beta-fructofuranosidase G
Glucosamine-6-phosphate deaminase G

ABC-type putative dipeptide/oligopeptide transporter, sub E
ABC-type putative dipeptide/oligopeptide transporter, perr E
ABC-type putative dipeptide/oligopeptide transporter, ATF E
ABC-type putative dipeptide/oligopeptide transporter, ATF E
Carbonate dehydratase P
A/G-specific adenine glycosylase L
Putative secreted protein -
L-2,3-Butanediol dehydrogenase/acetoin reductase |
Hypothetical protein, uncharacterized enzyme involved in
IMP dehydrogenase

Putative transcriptional regulator, AraC-family

Putative phenol 2-monooxygenase

Putative multidrug efflux permease, MFS-type
Lysine--tRNA ligase

conserved hypothetical protein, similar to pantothenate sy H
Putative membrane protein -
2-Amino-4-hydroxy-6- hydroxymethyldihydropteridine diph H

“OIxmT'

Dihydroneopterin aldolase H
Dihydropteroate synthase H
GTP cyclohydrolase | H
Conserved hypothetical protein, contains ATPase of the F D
Serine-type D-Ala-D-Ala carboxypeptidase M

Putative spermidine synthase with a transmembrane dom R
Putative membrane protein -
Putative secreted protein -
Conserved hypothetical protein -
Putative secreted or membrane protein -
Phosphotransferase system (PTS), disfunctional enzyme -
Phosphotransferase system (PTS), disfunctional enzyme -
Putative ferredoxin reductase ©
P-loop containing Nucleoside Triphosphate Hydrolase S
Porin -
Porin, cation-specific -
Chaperonin Cpn60 (60Kd subunit) (0}
Putative membrane protein -
Hypothetical protein -
Hypothetical protein -
Hypothetical protein -
Hypothetical protein -

m-values
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Locus Feature Product

cg3017 Putative membrane protein

cg3020 Putative membrane protein

cg3022 Conserved hypothetical protein

cg3024 mrpA Putative secondary Na+/H+ antiporter, monovalent cation C -0.22 -0.10 -0.14 -0.40
cg3025 mrpC Putative secondary Na+/H+ antiporter, monovalent cation P -0.37 -0.28 -0.44 -0.53
cg3026 mrpD Putative secondary Na+/H+ antiporter, monovalent cation C -0.05 -0.02 -0.12 -0.25
cg3027 mrpE Putative secondary Na+/H+ antiporter, monovalent cation P 0.17 0.06 -0.35 -0.31
cg3028 mrpF Putative secondary Na+/H+ antiporter, monovalent cation - -0.29 -0.41 -0.60 -0.69
cg3029 mrpG Putative secondary Na+/H+ antiporter, monovalent cation - 0.29 0.47 0.20 0.05
cg3030 - Putative hydrolase or acyltransferase (alpha/beta hydrole R -0.19 -0.01 -0.47 -0.80
cg3031 - Conserved hypothetical protein, glutamate-cysteine ligase H -0.09 -0.13 -0.49 -0.92
cg3032 - Putative secreted protein - -0.08 -0.06 -0.45 -0.80
cg3033 - Conserved hypothetical protein - -0.12 -0.24 -1.25 -1.04
cg3035 - Putative GCN5-related N-acetyltransferase K 0.05 0.30 -0.50 -0.74
cg3038 - Putative multidrug efflux permease, MFS-type G 0.13 -0.77 -0.76 -1.07
€g3040 - Putative epimerase R -0.33 0.29 -0.37 -0.76
cg3041 - ABC-type putative multidrug transporter, permease subur - -0.48 -0.13 -0.23 -0.70
cg3043 - Putative NTP pyrophosphohydrolase/oxidative damage re L

cg3044 - Putative membrane protein -

cg3053 - Permease, MFS-type -

cg3054 purT Phosphoribosylglycinamide formyltransferase F

cg3058 tnp8b(ISCg8a) Transposase L

cg3063 purA Adenylosuccinate synthase F

cg3065 - Conserved hypothetical protein -

cg3066 - Putative membrane protein -

cg3068 fda Fructose-bisphosphate aldolase G

cg3070 - Putative RNA methyltransferase, SpoU tRNA/rRNA methy J

cg3073 sseAl Thiosulfate sulfurtransferase P

cg3074 - Conserved hypothetical protein -

cg3075 cmr Putative multidrug efflux permease, MFS-type G

cg3080 - secondary Na+/glutamate symporter E

cg3085 - Putative monooxygenase (3

cg3089 ‘arr Putative rifampin ADP-ribosyl transferase, putative pseud -

cg3096 ald acetaldehyde dehydrogenase (acetylating) ©

cg3101 - Putative permease R

cg3102 - Secreted nucleoside phosphorylase F

cg3105 - conserved hypothetical protein -

cg3106 - Conserved hypothetical protein -

cg3107 adhA Alcohol dehydrogenase R

cg3110 ‘'mrr putative restriction endonuclease, Mrr family, putative pse -

cg3112 cysZ Sulfate transporter R 0.
cg3113 cysY Sirohydrochlorin ferrochelatase S 0.
cg3114 cysN Sulfate adenylyltransferase subunit 1 P 1.
cg3115 cysD Sulfate adenylyltransferase subunit 2 E 0.
cg3116 cysH Adenosine phosphosulfate reductase E 0.
cg3117 cysX Ferredoxin-like protein, involved in electron-transfer - 0.
cg3118 cysl Ferredoxin-sulfite reductase P 1.
cg3119 fpr2 Ferredoxin--NADP(+) reductase E 0.
cg3121 - Putative membrane protein -

cg3122 phnB1 Hypothetical protein, PhnB-like S

cg3124 - Conserved hypothetical protein -

cg3125 tctA citrate uptake transporter, membrane subunit S

cg3126 tctB citrate uptake transporter, membrane subunit -

cg3127 tctC citrate uptake transporter, substrate binding protein S

cg3132 - Putative membrane protein ©

cg3133 - ABC-type putative cobalt/sugar transporter, ATPase subu R

cg3134 - ABC-type putative cobalt/sugar transporter, permease sul P

cg3135 - Putative membrane protein -

cg3137 junH1 Purine nucleosidase F

cg3141 hmp Globin-like flavohaemoprotein, putative nitric oxide dioxyg C

cg3144 'bglG Putative transcriptional antiterminator,putative pseudoger K

cg3146 'bglY’ 6-Phospho-beta-glucosidase, putative pseudogene (C-ter G

cg3147 'bglY* 6-Phospho-beta-glucosidase, putative pseudogene (N-ter -

cg3148 ‘fepC' ABC transporter, ATP-binding protein - pseudogene -

cg3149 alaT Putative aspartate aminotransferase, AT class | E




Locus

cg3153
cg3156
cg3158
cg3161
cg3163
cg3166
cg3169
cg3177
cg3178
cg3179
cg3180
cg3181
cg3182
cg3186
cg3187
cg3189
cg3190
cg3191
cg3193
cg3194
cg3195
cg3196
cg3197
cg3202
cg3206
cg3207
cg3208
cg3209
cg3210
cg3213
cg3214
cg3216
cg3218
cg3219
cg3226
cg3227
cg3232
cg3233
cg3236
cg3240
cg3243
cg3248
cg3249
cg3250
cg3251
cg3252
cg3253
cg3254
cg3271
cg3272
cg3275
cg3277
cg3285
cg3287
cg3288
cg3289
cg3293
cg3301
cg3303
cg3306
cg3307
cg3308
cg3313
cg3314
cg3319

Feature

Product

Putative membrane protein
Putative secreted protein
Putative beta-glucosidase
Putative membrane protein
Putative acyltransferase
Putative glycosyltransferase
Phosphoenolpyruvate carboxykinase (GTP)
Propionyl-CoA carboxylase

Putative polyketide synthase, PksM-like
Putative long-chain-fatty-acid--CoA ligase
Putative secreted protein -
Putative secreted protein

Trehalose corynomycolyl transferase
Trehalose corynomycolyl transferase
Putative membrane protein -
Polyprenyltransferase, involved in decaprenol phosphoar: H
Membrane-associated decaprenylphosphoryl-5-phosphori |
Putative glycosyltransferase R
Putative membrane-associated phospholipid phosphatase -
Putative membrane-associated PA-phosphatase related f -
Putative flavin-containing monooxygenase
UDP-galactopyranose mutase

Putative secreted protein

Transcriptional regulator, GntR-family

Putative phosphoglycerate mutase
Prephenate dehydratase

Putative amidase

Putative metal-dependent membrane protease
Conserved hypothetical protein

Putative secreted protein

Conserved hypothetical protein -
Putative secondary gluconate symporter, gluconate:H+ sy G
Pyruvate kinase-like protein

L-Lactate dehydrogenase

Putative MFS-type L-lactate permease

Quinone dependent L-lactate dehydrogenase
Putative secreted phosphohydrolases, ICC-family
Hypothetical protein

Protein-methionine-S-oxide reductase

Putative multidrug efflux permease, MFS-type
Conserved hypothetical protei, RecB-family nuclease -
Two-component system, sensory histidine kinase T
Putative secreted protein -
Putative membrane protein -
Putative sortase (surface protein transpeptidase) M
Putative 60 KD inner membrane protein, SpolllJ homolog U
Global transcriptional repressor of sulfur metabolism, TetF K
Putative membrane protein -
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SAM-dependent methyltransferase Q
Putative membrane protein S
Putative ferredoxin ©

Hypothetical protein, containing double-stranded beta-heli S
Two-component system, transcriptional response regulatc T
Putative secreted multicopper oxidase Q
Hypothetical protein

o

Putative Thiol-disulfide isomerase or thioredoxin
Hypothetical protein -
Putative sugar/metabolite permease, MFS-type G
Putative transcriptional regulator, PadR-family K
50S ribosomal protein L9 J
Single-strand binding protein L
30S ribosomal protein S6 -
Putative membrane carboxypeptidase M
Conserved hypothetical protein -
Conserved hypothetical protein R

m-values
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Locus

cg3320
cg3321
cg3322
cg3323
cg3324
cg3325
cg3327
cg3330
cg3332
cg3334
cg3335
cg3338
cg3343
cg3345
cg3346
cg3352
cg3356
cg3359
cg3360
cg3361
cg3362
cg3363
cg3366
cg3367
cg3368
cg3371
cg3372
cg3374
cg3375
cg3376
cg3377
cg3380
cg3382
cg3384
cg3385
cg3386
cg3387
cg3388
cg3389
cg3390
cg3391
cg3392
cg3393
cg3395
cg3399
cg3403
cg3404
cg3405
cg3407
cg3409
cg3412
cg3413
cg3414
cg3415
cg3417
cg3418
cg3419
cg3429
€g3430
cg3431
cg3432
cg4009
cg4011
cg4012
cg4013

Feature

Product

ABC-type transporter, ATPase and permease subunit
ABC-type transporter, ATPase and permease subunit
Putative secreted membrane-fusion protein
Inositol-3-phosphate synthase
Putative secreted protein -
Conserved hypothetical protein S
Putative starvation-induced DNA protecting protein P
Putative secreted protein S
NADPH:quinone reductase ©
G
C
\%

- <o<

Putative sugar permease, MFS-type

Malate dehydrogenase (oxaloacetate-decarboxylating) (N
Putative membrane protein

Putative secreted membrane protein -
Hypothetical protein -
Leucine--tRNA ligase J
Transcriptional activator of gentisate catabolism, IcIR-fam K
Putative secondary H+/Na+:glutamate/dicarboxylate symy C

Anthranilate synthase subunit | E
Anthranilate synthase subunit Il E
Anthranilate phosphoribosyltransferase E
Phosphoribosylanthranilate isomerase E
Tryptophan synthase beta chain E

Phosphotransferase system (PTS), putative ribitol/mannit G
ABC-type putative multidrug transporter, ATPase subunit E
ABC-type putative multidrug transporter, permease subur -

Putative secondary Na+/bile acid symporter, bile acid:Na+4 P

Conserved hypothetical protein S
Putative NADH-dependent flavin oxidoreductase ©
Predicted nucleoside-diphosphate-sugar epimerase M

Conserved hypothetical protein -
Conserved hypothetical protein -
Putative oxidoreductase protein |
Putative dipeptide/tripeptide:H+ transporter, proton-depen E
Putative transcriptional regulator, TetR-family
Hydroxyquinol 1,2-dioxygenase

Maleylacetate reductase

Putative sugar/metabolite permease, MFS-type
Putative transcriptional regulator, IcIR-family
Predicted oxidoreductase

Putative sugar phosphate isomerase/epimerase
Inositol 2-dehydrogenase

Inositol 2-dehydrogenase

Putative secreted protein, phosphoesterase
Putative proline/betaine permease, MFS-type
Permease, MFS-type

Putative proline/betaine permease, MFS-type G
ABC-type putative iron(lll) dicitrate transporter, substrate- P
NADPH:quinone reductase Zn-dependent oxidoreductase C
Putative membrane protein -
Phosphomethylpyrimidine kinase H
Putative permease, branched-chain amino acid permease E
Putative secondary branched-chain amino acid efflux tran E

OAVIVTITOIOTRNOOOR

Conserved hypothetical protein K
Polynucleotide adenylyltransferase J
Putative (Di)nucleoside polyphosphate hydrolase F

Putative secreted protein -
Putative MVF virulence factor MviN-homolog protein, mul R
Putative 60 KD inner membrane protein, SpolllJ homolog U
Conserved hypothetical protein S
Ribonuclease P J
50S ribosomal protein L34 -

Transposon Tn501 resolvase -
Trp operon leader peptide -

m-values

®@ @@ ® 6 ®

VS.

O O O O O+~ O

|
o O O



m-values

®@ ® ® & ®
VS. VS. VS. VS. VS.
© O©

Locus Feature Product

cg4014 conserved hypothetical protein, possibly involved in stres: -

cg4015 leuL leucine-containing leader peptide - -0.01
cg4016 ilvL valine-containing leader peptide - -0.52
cg4019 - - 0.73
cg4020 - - 0.15

cg4021 - - -0.18
cg4027 - - -0.55



This supplementary table provides the full data for the calculation and development of Table A5.

20001

20123

Feature

Gene Information

product Major COG

Chromosomal replication initiator protein DnaA
Hvpothetical rotein

DNA polvmerase I, beta chain

DNA replication and repair orotein RecF

Conserved hvpothetical protein

DNA gvrase subunit B

butative esterase/livase

Putative membrane protein

Conserved hvpothetical protein

Transcriotional activator of sulfonatefester) utilization. ROK-family
Putative transcriotional regulator. TetR-family
Helix-turn-helix orotein. ConG-familv

DNA gvrase subunit A

Putative integral membrane brotein

conserved hvoothetical membrane orotein

Putative transcriotional regulator. LvsR-family
Hvpothetical protein

Putative integral membrane brotein

Putative orotein disulfide isomerase. secreted protein
Putative transcriotional regulator. MarR-family
Conserved putative membrane orotein

Hvpothetical orotein

Putative secreted protein

5'-Nucleotidase. putative bseudogene
5"Nucleotidase. putative bseudorene

butative oreanic hvdroperoxide detoxification protein
Putative transcriptional regulator

Putative secreted protein

ABC-tvoe putative manganese/zin transoorter. substrate-binding |

D-alany|-D-alanine carboxypeptidase

Putative FtsW/RodA/SpoE-family cell cvcle protein

Protein phosphatase

Putative secreted protein, FHA domain

Conserved hypothetical protein, FHA dpmain

Hypothetical protein

Hypothetical protein

Succinate-semialdehyde dehydrogenase

Putative C-terminal end of phenol hvdroxvlase, PhoX-family (pseud
Metallo-beta-lactamase superfamily, RHOD domain

in
Conserved hypothetical protein, VTC domain

Putative membrane protein

Putative secreted protein, CotH homolog

Magnesium/cobalt ion channel, CorA metalion transporter (MIT) fe
Putative 4-oxalocrotonate tautomerase

Chloride ion channel, CIC-family.

Putative nicotinamide mononucleotide uptake permease, nicotinan
NYN ribonuclease and ATPase of PhoH family

Putative membrane transport protein

Putative secondary Mg2+/Hecitrate transporter, CitMHS-family
Two-component system, sensory histidine kinase involved in regul:
Two-component system, transcriptional response regulator involve
Putative D-isomer specific 2-hydroxvacid dehydrogenase

Conserved hypothetical protein

Conserved hypothetical protein, putative zinc finger
Putative drug efflux permease, MFS-type

cvtosine deaminase

Hypothetical protein

Putative secreted protein

Triacviglycerol lipase
Triacvlglycerol lipase
Hypothetical protein
Putative transcriptional regulator, MarR-family

Putative hdrolase

Putative multidrug efflux permease, MFS-type.
Hypothetical protein

Chaperone protein HtpG

o=o0o0.

xOmm.

I0vAn0Zv000 0.

BmEA. . @0 T, TAA40. 4, 9 oE v, wvomE 0 A4 -40Z mm .

@mo000 .

Raw Read log,TPM m-values m-values < £1.5 m-values > 1.5

Count (not significant) (significant)

@ ® ® 6 @ ® ® 6

vs. vs. vs. vs. vs. vs. vs.

®@ © O

Read Mapping

Effective Length

1.
0.
2.
657 583 4. 4
915 842 4. 5.4
432 359 5. 8
1005 932 5 4. 9
240 166 3 2. 8.
294 220 2. 1. 7.
1452 1378 0. 1. 0.
1248 117 4. 4. 4.
236 6 5.0 4.
488 9. 8 7.
853 3 EN 2.
5 902 4. 6 5
3 829 2. 1. 0.
834 761 1. 1 0.
516 443 4. 4 4.
303 230 5 5. 6
189 416 5 5. 5
1713 1639 5 4 5
474 400 5 4. 5
681 608 150 4. 4. 4.
8 545 150 4. 4 5
2 778 120 4. 4. 4.
3 680 100 3 4. 4.
5 1 393 4. 3 2.
8 2705 325 5 5. 1.
101610 182 4 910 5 o YV




This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read
Count

m-values < 1.5 m-values > 1.5
(not significant) (significant)

@ ® ® 6 ®

vs. vs. vs. vs. vs.

® © © © O

Gene Information Read Mapping m-values

gth

Feature  Product Major COG

20124 AMP nucleosidase d 103504 104913 1410 1 6 5. 175
w0126 - Putative TPP-reauiring enzvme - Rv 10 105171 582 0 1 o 1 0 -2, 822

w0127 - ‘Thiamine ovrophosohate-deoendent enzvme 3 Rev 106393 105833 555 483 s 23 30 29 2. 06

w0128 - Putative secreted protein - Rev 107179 106628 552 17 25 39 50 1. 161

20129 putA Proline dehvdrorenase/delta-1-ovrroline-5-carboxvlate dehvdroge c Fwd 107436 110894 983 1190 670 1559 4. .65

w0131 - Putative aldo-keto reductase c Fwd 111387 112322 583 826 1181 1033 6. . 624

w0133 - Putative o-aminobenzovl-glutamate transoorter. anion permease A H Fwd 112471 114087 691 2510 309 187 5. .2 807

w0134 - -depend AbgB| R Fwd 114094 115482 420 146 191 103 5. 1 .515

w0135 - Putative membrane protein s Fwd 115579 115947 194 461 251 253 5. 1 .010

w0136 - Putative membrane protein - Fwd 1 174 123 123 5. .3 269

0138 - ATP/GTP-binding orotein - Rev 118558 821 1229 1126 5. 5.333 5.9 693

w0139 - Putative transcriotional reaulator. DeoR-family K Rev 119590 95 1191 824 6. 6.920 7.2 .021

w0141 - Putative elvoxalase. 3 Fwd 120022 849 924 631 7. 7.739 1.9 .55

w0142 sixA Putative arabitol-1-ohosohatase G Rev 120923 114 202 246 4. .3 .354

20143 mtlD Mannitol-1-phosohate 5-dehvdrogenase G Rev 122460 19 s 9 1. .3 .499

20144 rbtT Putative sugar/metabolite permease. MFS-tvoe. G Rev 123842 29 15 22 1. .2 147

20146 suck Transcriotional repressor. DeoR-familv K Fwd 124122 215 150 104 4. 5 .1 101

w0147 xviB Xvlulose kinase € Fwd 124972 570 350 196 5. 4 .6 529

20148 panC Pantoate-beta-alanine lizase H Rev 127190 876 387 311 6. 68: .5 .032

20149 pand. 3-Methvl-2-oxobutanoate hvdroxvmethvitransferase H Rev 127999 1498 681 610 7. 514 6.4 169

0150 - Putative transcriotional reaulatorv orotein. Fic/Doc family s Rev 129050 97 92 81 4. 3.382 3.3 246

0151 maa Putative 3-methviourine DNA elvcosvlase L Rev 130056 92 148 107 3. 4.010 4.7 295

w0152 - Hupothetical orotein - Fwd 130146 67 77 111 3. 3.353 3.5 241

20153 hde Putative esterase/livase ' Rev 131712 124 132 62 3. 778 3.9 107

0154 - Putative hvdrolase R Fwd 131823 542 743 961 6. 66 6.9 810

0155 - Conserved hvoothetical rotein. carbonic anhvdrases/acetvltransfe R Fwd 132425 220 126 15 5. 78 6.2 827

0156 cvsk Transcriotional activator of assimilatorv sulfate reduction. ROK-fam K Rev 134114 950 1143 1082 6. 56 6.6

0158 - Putative drug efflux permease. MFS-tvoe G Rev 135479 106 227 11 5. 78 4.1

0159 - Hupothetical orotein - Rev 136031 1. 9 .3 .

0160 - Hvpothetical rotein - Rev 136542 1 1. 86 -0.4 -1, -
w0161 - Putative membrane brotein - Fwd 136805 1219 6. 79 6.8 5. 2]
w0162 - Putative membrane brotein - Fwd 1024 6.5 97 6.8 5. 3
w0163 - Putative membrane brotein M Fwd 9 6. 96 6.5 5. 91
0165 - Putative membrane brotein - Fwd 1.79 837 5.1 1. 72
0166 - Conserved hvpothetical orotein. Ankvrin repeat R Fwd 5.652 5.822 5.9 5. 1.868
w0167 - Putative membrane brotein. DUF81-familv R Fwd 109 5. 052 4.5 3. 1.928
0168 - ransoorter. 1 R Rev 83 2. 3.250 2.8 2. 2.403
@170 - Putative membrane brotein s Fwd 157 1. 1.382 4.8 1. 3.840
@071l - Putative secreted protein o Fwd 140 1. 4.709 5.9 5. 1.833
0172 panD Aspartate 1-decarboxvlase H Rev 15 7. 7.392 1.2 6. 090
w0173 - Conserved hvpothetical orotein s Fwd 1891 8. 02 7.8 6. 1.578
w0174 - Conserved putative membrane orotein R Rev 102 3. 3.8 2. 2.844
w0175 - Putative secreted protein - Rev a17 3. 6.0 6. 7.21
w0176 - Putative membrane brotein. DUF81-familv R Fwd 281 1. 1.8 1.

@177 - Hupothetical orotein - Fwd 152818 1620 8. 8.7 8.

20178 hroB. ATP-dependent RNA helicase L Rev 153224 112 3. 1.0 3.

w0179 - Putative membrane protein - Fwd 156171 73 4. 3.1 1.

®0180  maa Maltose O-acetyltransferase R Rev. 156145 212 1. 1.9 1.

cR0181  alkg Alkylated DNA repair protein AlkB - Fwd 157541 68 3 3.7 3

cR0182  taA2 DNA-3-methyladenine glvcosylase | L Fwd 158142 22 2. 1.4 1.

cR0183 - . resistance to 3 Fwd 158835 63 1. 1.1, 2.

cR0184 - Conserved hypothetical protein - Fwd 159163 802 7. 8.0 7.

cR0185 - Putative glyoxalase E Fwd 160017 1736 7. 7 7.

cR0186 - L Fwd 16 2 6 6 6

cR0187 - Conserved hypothetical protein - Fwd 161364 50 5. 1. 3

cR0188 - Conserved hypothetical protein ' Rev. 16 1889 6 7. 7.

o191 - Putative translation initiation inhibitor, YigF-family J Fwd 162871 67 1. 1. 3

0192 - Conserved hypothetical protein - Fwd 163607 5. 1. 5.

®0193  pep0 Endopeptidase o Rev. 163687 5. 7. 6

cR0194 - Putative secreted protein - Fwd 166461 5. 6. 5.

R0195 - Putative membrane protein s Fwd 167423 4. 6. 5.

R0196 ok Putative transcriptional regulator, GntR-family. K Rev. 167835 7 1. 1. 1.

®0197 ol Putative 5-dehydro-2-deoxvgluconokinase [ Fwd 169995 11 1. 1. 0.

cR0198 - Conserved hypothetical protein, probably involved in myo-inositol - Fwd 170920 22 3. 0. 1.

®0199  iolA Methyimalonate-semialdehyde dehydrogenase c Fwd 172448 20 4. 1. 0.

R0201  iolB Uncharacterized enzyme involved in inositol metabolism [ Fwd 31 5. 2. 1.

R0202  iolD Putative acetolactate synthase, large subunit E Fwd 52 4. 2. 1.

®0203  iolE Putative myo-inosose-2 dehydratase [ Fwd 28 1. 1. 1.

R0204  iolG Myo-inositol 2-dehydrogenase R Fwd 176309 28 1. 2. 1.

R0205  iolH Myo-inositol catabolism protein G Fwd 177335 72 5.149 3. 2.

R0206  iolP Putative myo-inositol permease, MFS-type E Fwd 178301 26 13 2.640 1. 0.

0207 - Hypothetical oxidoreductase R Fwd 179690 14 1 2.281 0 0.

cR0208 - Hypothetical protein - Fwd 180843 275 284 6.468 5 5 -0.914 -0.822 -0.801
02090 - Hypothetical protein - Fwd 181304 3 225 5.930 5 5 -0.310 -0.123 -0.198
0210 - Putative transcriptional regulator, Lacl-family K Rev 182680 1 1 1.899 0. -2.

o211 - Putative oxidoreductase R Fwd 182820 18 11 4.424 4.019 -0.

o212 - Conserved hypothetical protein [ Fwd 184078 15 19 8 4.038 4.049 0.

0214 - Hypothetical protein - Fwd 185215 124 123 99 4720 4.041 4.

0215 cspA Cold-shock protein A K Fwd 186509 1961 1733 871 11.416 10.897 10.

0216 - Putative membrane protein - Fwd 186770 82 68 S 4.297 3. 3

w0217 - Putative transcriptional regulator, ArsR-family - Fwd 187303 90 58 36 4.469 4. 4.

k0218 - O-methyl transferase, putative pseudogene (N-terminal fragment) R Fwd 187688 265 1 91 5.13 5

0219 - O-methyl transferase, putative pseudogene (C-terminal fragment) - Fwd 188123 7 57 R 4.52 4.018  5.424

0220 - Putative acetyltransferase, GNAT-family K Rev 74 7 S 3.50 3782 3.84

o221 - Putative transcriptional regulator, Lacl-family K Rev 164 223 104 3.99 4.044 3.773

w0222 - Putative membrane protein - Fwd 199 181 111 4.69 5.216

w0223 - utative sugar/metabolite permease, MFS-type. [ Rev 25 £ 18 4694 4. 1.4

R0226  tnp2flISCa2f) Transposase L Fwd 142 148 70 3.599 & 3.0

0228 - Two-component system, sensory histidine kinase, putative pseudor T Rev 77 95 69 7.207 283 4.5

®0229  altB Glutamate synthase (NADPH),large chain E Fwd 1644 2.644 4 3

®0230  altD Glutamate synthase (NADPH), small chain 3 Fwd 223 1.404 578 2.

o231 - Putative membrane protein - Rev 68 5.312 058 4

w0232 - Putative secreted protein - Rev 201618 146 5.986 6.426 6.

0233 - Conserved hypothetical protein - Rev 201758 1447 101 6.601 6.

®0235  emb arabinofuranosvltransferase - Rev 203539 1189 6.436 6.355 6.

0236 - Putative membrane protein - Rev 20700 751 5. 851 5

0237 - Putative oxidoreductase 1 Rev 209208 3654 6 052 9.

0238 - FAD/FMN-containing dehvdrogenase c Rev 209990 0485 7. 679 9.




This supplementary table provides the full data for the calculation and development of Table A5.
Raw Read
Count

m-values > 1.5
(significant)

m-values < 1.5
(not significant)

Gene Information Read Mapping log,TPM m-values

@ ® ® 6 ®

vs. vs. vs. vs. vs.

® © © © O

Feature  Product Major COG

20239 Hvpothetical rotein 6. 6.
Putative membrane brotein 5. 6.

0241 - Conserved hvpothetical protein - Fwd 1.9 6. .

w0242 - Hvpothetical rotein - Fwd 5.658 6 6.

0243 - Putative membrane protein - Fwd 6.496 6. 5.

0244 - Putative membrane protein - Fwd 6.144 5. 5.

025 - Conserved hvpothetical protein s Fwd 1.979 4 5. a.

20246 - Glvcosvl transferase. R Rev 6.409 6. 6 6.

0247 - Conserved hvpothetical protein - Rev 5.288 5. 5. 5.

20248 - ABC-tvoe putative polvsaccharide transoorter. ATPase subunit G Rev. 4.385 4. 5. 4.

20249 - ABC-tvoe putative polvsaccharide transoorter. permease subunit G Rev 6.242 6. 6. 5.

0250 - aminotransferase class V. - Fwd 6.290 6. 6. 6

0251 - Quinone oxidoreductase c Rev 9 5.472 6. 6. 5.

w0252 - Putative membrane protein - Rev 5 3.604 4. 2. 2

0253 - Putative 2Fe-25 ferredoxin c Fwd 5 4.740 4. 5. 5.

0254 - Putative secondarv Na+/alanine svmoorter. alanine or glvcine:catio 3 Rev 8 6.640 6 4. 4.

0256 - Conserved hvpothetical protein - Fwd 5 -0. 0.035 -o0.

20257 moeB Molvbdopterin cofactor svnthase. subunit 3 H Rev 162 564 47 4. 5. s

20258 moaE Molvbdopterin cofactor svnthase. subunit 2 H Rev. a2 68 5! 2. 3 2.

20259 moaB Molvbdopterin cofactor biosvnthesis orotein. Mog-family H Rev 282 319 299 4. 5. 5.

20260 moaC Molvbdopterin cofactor svnthesis brotein C H Rev. 808 16 813 6. 7. 7.

20261 moeAl Molvbdopterin cofactor svnthesis brotein. MoeA-family H Rev 320 149 1. 1.

20262 modB ABC-tvoe putative molvbdenum transporter. permease subunit P Rev 190 148 67 1. 4

20263 modA ABC-tvoe putative molvbdenur transoorter. substrate-binding livo [ Rev 147 299 143 5. 6.

20260 - converting Il subunit - Fwd 123 13 89 5. 6.

20265 - ABC-tvoe putative molvbdenum transoorter. ATPase subunit G Rev 555 16 245 5. 6.

20266 - Putative membrane brotein s Rev 376 278 135 6 6.

20267 pat Phenvlalanine aminotransferase. AT class | 3 Rev 847 688 101 6 6.

20269 - Conserved hvoothetical orotein - Fwd 323 317 167 1. 1.

w0270 - Hupothetical orotein - Rev 68 67 a 3 1.

w0272 - Putative transcriotional reaulator. LvsR-family K Rev 52 16 19 3 3.

w0273 - Putative alcohol dehvdrogenase. tvoe il R Fwd 37 27 11 2. 1.

w0274 - Putative oxidoreductase 3 Fwd 17 23 7 2. 1.

20275 mate2 Putative Me2+/Co2+/Ni2+ transporter. Me2+ transoorter-E (MetE) P Fwd 161 101 185 5. 4.

20277 decT Secondarv Na+:succinate/malate/fumarate svmoorter. divalent ani P Fwd 473 373 27 5. 5.

0279 tvrA Putative oreohenate dehvdrogenase 3 Rev 3 8 220 5. 6.

20280 - Conserved hvpothetical orotein - Fwd 68 1 305 6 6.

20281 - tRNA-specific adenosine deaminase H Fwd 1 6 5.

20282 - CsbD familv orotein brobablv involved in stress resoonse - Fwd 6 9. 12.

20283 - Putative membrane brotein - Fwd 5. 6.

20284 - dul Il division R Fwd 5. 5. 0.022

20285 tat Quevine tRNA-ribosvitransferase ) Fwd 6. 6. 1

20286 - Conserved putative membrane orotein s Rev 1022 7. 5. -0.029

20287 - Hypothetical orotein - Fwd 22 0. 0. 0.172

20288 - ABC-tvoe transoorter. membrane and ATPase subunit v Fwd 5 -0. -0. -1.104

20289 altX Glutamate--tRNA ligase ) Fwd 152 1. 1. -0.056

0201 - Putative dioxvgenase a Rev. 258 4. 5. -0.296

R0292  tnp16afISCal Transposase L Rev. 83 2. 2. 2. 1

0203 - Hypothetical protein - Rev. 19 3 3. 2. -1.030

®0294  aspT Putative aminotransferase, AT class | K Fwd 449 5. 8 1

0295 - Conserved hypothetical protein - Fwd a8 7. 7 -0.037

R0296  dnazx. DNA polymerase I, gamma and tau subunits L Fwd 6 6. -0.022

0207 - Conserved hypothetical protein, DUF149-family - Fwd 9. 9 0.392

R0298  recR DNA repair protein (RecF pathway) L Fwd 4. 3. -0.222

R0299  cobQ Cobyric acid synthase R Rev. 4. 5. 4. -0.014

R0300 - Putative UDP-N-acetylmuramy tripeptide synthase, involved in mu ™ Rev. 5. 5. -0.198

0302 - Putative DNA polymerase il epsilon subunit or related 3"5' exonuc L Rev. 5. 6. -0.180

?0303  leud 2-s0propylmalate synthase E Rev. 7. 6. 0.286

cR0304 - Putative membrane protein [ Rev. 5. 5. 1

R0306  sC Aspartate kinase E Fwd 9. 9

®0307  asd Aspartate-semialdehyde dehvdrogenase 3 Fwd 9. 9

cR0308 - Putative membrane protein - Fwd 5. 4 1

R0309  siaC RNA polymerase sigma factor, ECF-family K Rev. 4. 1. 678

R0310  katA Catalase 4 Fwd 2 9. 5. 29

0311 - Putative secreted protein - Rev. 3 3 3.71 243

0313 I Leucine-responsive transcriptional activator, AsnC-family. K Rev. 86 8 4. 1.279 22

®0314  brnF Secondary branched-chain amino acid efflux transporter, LIV-E fam E Fwd 13 1 1. 0.914 378

R0315  brnE Secondary branched-chain amino acid efflux transporter, LIV-E fam 3 Fwd 10 3 1.775 09

0316 - Putative secreted protein - Rev. 778 3 8.075 . 8.132

0317 - Putative transcriptional regulator, ArsR-family - Rev. 60 3 4.157 3 84 6

R0318  arsC1 Putative secondary arsenite transporter, arsenical resistance-3 (ACI P Fwd 182 3 4. 3 291 g

0319 arsx Putative arsenate reductase (arsenical pump modifier) T Fwd 105 4. 4. 4. 434 g

R0321  mnhG Putative Na+/H+ antiporter, membrane subunit 4 Rev 81 5 4. 3 2.421

®0322  mnhF Putative Na+/H+ antiporter, permease subunit - Rev 82 5 4 3 4

®0323  mnhE Putative Na+/H+ antiporter, MnhE subunit 4 Rev 5 5. 3 07

®0324  mnhD. Putative secondary Na#+/H+ antiporter, monovalent cation:proton & c Rev 4. 4 4. 24

®0325  mnhC Putative secondary Na#+/H+ antiporter, monovalent cation:proton & 4 Rev 4. 4. 3

R0326  mnhAB Putative secondary Na#+/H+ antiporter, monovalent cation:proton & c Rev 5 5. 4.

w0327 - Putative membrane protein s Fwd 5 5 4.

0328 - Hypothetical protein s Rev 1. 0.816 0.

®0330  catR1 Two-component system, transcriptional response regulator T Rev 2. 2.775 1.

0331 catst Two-component system, sensory histidine kinase T Rev 3 3.433 3

w032 - Putative secreted protein - Rev 3 2.685 2.

0333 - Putative membrane protein s Fwd 5 5.236 4.

0334 - protein, probabl R Rev 5 5.589 4.

0335 - Conserved hypothetical protein s Fwd 7. 7.926 6

®0336  pond Putative penicillin-binding protein 18 ™ Rev 6 5.661

®0337  whiBd Putative transcriptional regulator, WhiB-family - Fwd 9. 8.256

cR0338 - Conserved hypothetical protein - Fwd 5. 9.8

0330 - Conserved hypothetical protein, similar to endoribonuclease L-PSP ) Fwd 5. 9

0340 - Putative sugar/metabolite permease, MFS-type. [ Rev 2 0. -2.

®0341  fadD1 Putative acyl-CoA synthase ' Rev 12 1. -0.

0343 - Putative transcriptional regulator, MarR-family K Rev 196 5 5. 0.009

®0344  fabG1 3-Ox0acyk-(acyl-carrier protein) reductase ' Fwd 9 2. 0. -1.401

cR0345 - Putative metal-dependent amidohydrolase of the TIM-barrel fold R Fwd 22 2. 1.

R0346  fadE Glutaryl-CoA dehydrogenase 1 Fwd 15 1 2. 0

0347 - Putative dehvdratase, MaoC-family ' Fwd 6 15 1 11 2. 0 -0.890

0349 - Putative metal-dependent hydrolase R Fwd 3907 4102 6 179 5. 5. 0.115




This supplementary table provides the full data for the calculation and development of Table A5.

®0423  murB UDP-N-acetylenolpyruvovlglucosamine reductase
- Putative glvcosyltransferase

R0426  tnp17a(ISCal Transposase, putative pseudogene

R0427  tnp17b(ISCal Transposase, putative pseudogene

R0428  tnp17c(ISCG1 Transposase, putative pseudogene

Raw Read - + R +
Gene Information Read Mapping log,TPM m-values m-values < 1.5 m-values > £1.5
Count (not significant) (significant)
- B @ ® ® 6 ®
Feature  Product Malor COG & 3 vs. vs.  vs.  vs. v
® © @ @ O
0350 akR Transcriotiona reulator. Cro-family -260
032 - Putative secreted protein - Rev 192
0353 nth Putative endonuclease Il L Fwd 109
0354 - Putative secreted thio-isulfde isomerase o Fwd 597
0355 - Putative NTP ovrophosphohvarolase L Fwd 715
0356 - orotease. o Fwd 298 [=2.776]
0358 - Putative hvdrolase/acvltransferase. R Rev 925
0359 - Putative membrane protein - Rev 392
0360 - Conserved hvoothetical protein 3 Rev 192
0362 - Conserved hvoothetical rotein o Fwd 882
0363 - Putative secretion ATPas N Fwd 764
0364 - Putative membrane protein v Fwd 391
0365 - Putative membrane protein v Fwd 543
0366 - Conserved putative membrane orotein - Fwd 559
0368 - Conserved putative secreted protein - Fwd 169 . 5 .
0369 - Conserved putative secreted protein - Fwd 768 2 . .
0370 - Putative ATP-deoendent RNA helicase. DEAD/DEAH-box family R Rev 744 55 -0, 33 -1,
0371 csoB Cold-shock protein B K Fwd 312 . .
0373 tooA DNA topoisomerase | L Fwd 956 . .
0374 - Conserved hvoothetical protein - Fwd o 535 .
0375 cvaB Adenviate cvclase T Rev 330 0. . .
0376 dnaX Putative DNA olvmerase Il delta’ subunit L Fwd 200 0. .
0378 - Putative phare-associated orotein s Fwd 311 0. . .
0380 - Hyoothetical protein - Fwd 607 -0. . .
0382 - Conserved hvoothetical rotein 3 Fwd 092 -0. . .
0384 riuCl Pseudouridviate svnthase ) Fwd 062 -1. [-1.952 -3.032]
0385 bals’ lucosidase. putative G Fwd 108 -0. .
c0386  ‘bals Beta-glucosidase. putative pseudogene (C-terminal frazment) G Fwd 1 259 -0. . .
0387 - Putative c Fwd 080 -0. . .
0388 - Putative Zn-denendent hvdrolase R Fwd 061 -0. . .
0389 - Putative short chain dehvdrogenase | Fwd s 020 0. .
0390 - Putative multidrug efflux permease. MFS-tvoe. @ Fwd 2 229 -0. . [-2.823]
0391 rmiB2 Putative dTDP-glucose 4.6-dehvdratase ™ Fwd 2 6 277 0. . .
0393 - Conserved putative membrane orotein - Rev 8 3 s 1 245 0. .
w0300 - Putative elvcosvl transferase ™ Rev 1 8 6 s 035 -0. s . -
0395 - outative ribonuclease H L Fwd 3 297 1 114 -0. .
0396 - Putative elveosvl transferase R Fwd 38 915 6 105 .
0397 - Putative 5'nucleotidase 3 Fwd 5 126 2 193 -0. 5 .
0398 - Hyootheticalprotein - Rev 5 110 6 255 -0. .
0399 - Huoothetical rotein - Rev 4 31 6 327 -0. .
0400 adhC Putative alcohol dehvdrozenase (NADP(+]) R Rev 2 2212 053 0. . .76
0401 rmiA1 Glucose-1-phosohate thvmidvivltransferase ™ Rev 58 437 019 0. . [-1.593]
0402 rmicD aToP- 3 M Rev 1362 129 045 0.41 .
0403 rmiB1 ATDP-slucose 4.6-dehvaratase ™ Rev 1020 514 295 -0.3 .
0408 - Conserved hvoothetical rotein. nitroreductase-family c Rev 82 1091 021 -0. 1
0405 - ABC-tvoe putative ironfll dicitrate transporter. substrate-bindin I 3 Fwd 18 5 025
0407 - Putative secreted protein - Rev 3 083 -0.88
0408 - Putative membrane protein - Rev 03 La91
0409 - Putative metallopeptidase 3 Rev 064 568
0410 - Putative prolyl endopeptidase 3 Rev 047 0. 135
coa1l - Putative membrane protein 5 Rev 697 .261
a0i2 - Putative membrane protein s Rev 275 0. L439
0413 cmi Trehalose corynomycolyl transferase R Rev 377 -0. 152
0414wz c ™ Fwd 399 L632
0415 pipA2 Putative protein-tvrosine-phosphatase T Fwd 276 Le81
0416 - protein, carrying 5 Fwd 030 0. .856
0417 capD Putative dTDP-glucose 4,6-dehydratase, transmembrane protein ™ Fwd 17 575
0418 - involved in 5 Fwd 091 0. .a85
0419 - Putative glvcosvltransferase ™ Fwd .48 .563
0a20 - Putative glveosvltransferase ™ Fwd 7 L019
oMl wax Putative PST O-antigen protein, multidrug/oligosaccharidyl-ipid/po R Fwd . .0
0a22  murA UDP-N-acetviglucosamine 1-carboxyvinytranserase ™ Fwd . .
M Fwd . .
cx0424 ™ Fwd 7 . .
L Fwd 0 .
: Fwd 2
L Fwd 1
cr0431 protein, involved in acetylation i Rev 4 4

a2 - 1 Rev 8 7 . . .30

0435 udaAl UDP-glucose 6-dehydrogenase ™ Fwd 2 8 . .

0436 - Hypothetical protein 5 Rev a 7. . 1 .

0437wy protein, involved in polvmeriza - Rev 0 7 . .

0438 - Putative glveosvltransferase ™ Rev 2 5. . 2 -1

0439 - Putative acety| transferase R Fwd 4 8 5 286 0.

0441 fod Dihvdrolinoamide dehvdrogenase c Fwd 2 10. . . .

0442 qall2 I ™ Fwd 2 8 . . . .

0443 - Putative regulatory protein s Fwd 4 6. . . .

044 rams Transcriptiona regulator, MerR-family R Rev 4 2.

045 sdhCD Succinate dehvdrogenase, subunit CD - Fwd 8 10. . . .

0446 sdhA Succinate dehvdrogenase, subunit A c Fwd 9. . . .

0447 sdhB Succinate dehvdrogenase, subunit B c Fwd 5 5. . .

M8 - Conserved putative membrane protein - Fwd 10. . . .638

0450 - Conserved hypothetical protein - Rev 4. 1.289 s s

c0asL - Putative membrane protein G Fwd 6.
a0ss2 - Hypothetical protein - Fwd 8
0453 - Putative membrane protein - Fwd 8
c04ss - Putative transcriptional reulator, TetR-family K Fwd 3
c04ss - Putative multidru efflux permease, MFS-type G Fwd 3
c04s6 - Putative multidru efflux permease, MFS-type G Fwd 3
0457 purl) Putative formyltetrahydrofolate deformylase 3 Rev 7
cRO4SE  deoC Deoxyribose-phosphate aldolase 3 Fwd 5.
0461 - Hypothetical protein - Rev 2. -
0462 - Conserved hvpothetical protein L Fwd 2
0463 - Conserved hvpothetical protein s Rev 5.
0464 ctod Putative Cu2+ transporting P-type ATPase 3 Rev 3.
0465 - Conserved putative membrane protein - Rev 0. —
0466 - Conserved putative secreted protein N Fwd 1
0467 - ABC-tvpe putative hemin transporter, substrate-binding lipoproteir 3 Fwd 4. 0.103 -0.349




This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read - + - +
Gene Information Read Mapping m-values m-values < 1.5 m-values > £1.5
Count (not significant) (significant)
L. B @ ® ® 6 6
Feature  Product Malor COG & f: vs. vs. vs. vs. vs.
@ ® @ @ ©
ce0468 'ABC-tvoe putative hemin transoorter. permesse subunit o717 10 3.
ABC-tvoe putative hemin transoorter. ATPase subunit 3.
a0 - Conserved secreted protein S 1822 2.
o - Conserved secreted protein - A 1337 o
w2 - Conserved hvpothetical orotein - ke 6834 6.
w07 - Conserved hvpothetical orotein - ke 6668 6.
woas - Conserved hvpothetical orotein - ke 5475 9.
0476 murB2  Putative UDP-N-acetvimuramate dehvarozenase Mo Fwd 5
woa77 - Hupothetical protein - A i
w08 - Hupathetical potein - A 3.
cr0480 fadD5 Long-chain-fattv-acid--CoA ligase I Rev. 7.
0481 mshA  Putative aivcosviransferase. involved in mvcothiolbiosunthesis Mo Fwd 5
0482 aomA  Phosohosivcerate mutsse 1 R 5
0483 catsd  Two-comoonent svstem. sensorv istidine kinase T A
ce0iss  cathd sustem T A .
ceoass - Hupathetical protein s 0.
ce0ags - ABC-tvoe transoorter. ATPase and permease subunit I 2
a7 - Conserved hvpothetical orotein - ke 2 3
cr0488 box1 Polvohosphatase. Pox/GopA-familv F Fwd 01 6.
iy - Putative membrane protein Mo Fwd .
040 oroC Purroline-S-carborvlate reductase - " .
cr0491 - Hvpothetical protein - Fwd 10. 8
cr0492 - Putative DNA-binding (excisionase) orotein - Fwd 9.9 8
cr0493 - Hvpothetical protein - Fwd 12. 8
cr0494 - Conserved hvoothetical brotein - Fwd 11. 6
cr0495 - Putative ohosohatase E Rev. 5.
cr0496 mrx3 mvcoredoxin 3 o Fwd 6.
cr0497 hemA GlutamvI-tRNA reductase H Fwd 1966 6.
cr0498 hemC Porphobilinogen deaminase H Fwd 1028 6.
cr0499 - Hvpothetical protein - Fwd 125 7.
cr0500 asuR transcriotional activator of asuABCD enes. LvsR-familv. K Rev. 99 2.
cr0501 asuA Putative shikimate permease. MFS-tvoe G Fwd 141 a.
cr0502 asuB putative dehvdroshikimate dehvdratase. 2 domain orotein G Fwd 94 a.
cr0503 aroD PPROBABLE 3-DEHYDROQUINATE DEHYDRATASE - Fwd 61 a.
cr0504 arof Putative shikimate 5-dehvdrogenase E Fwd 93 5.
cr0505 - Putative ribosomal protein L7/L12 familv - Rev. 376 6.
cr0506 - /ABC-tvoe putative soermidine/outrescine/iron(lll) transoorter. ATP. G Rev. 448126 14 3
cr0507 - /ABC-tvoe putative soermidine/outrescine/iron(lll) transoorter. pert P Rev. 449179 27 a.
cr0508 - 'ABC-tvoe putative soermidine/outrescine/iron(lll) transoorter. sub: P Rev. 450833 1 84 6.
20510 hemD Urooorohvrinogen-lll svnthase H Fwd 454432 1652 374 7. 6
cr0511 - Hvpothetical protein - Fwd 454877 211 118 5. 5
<0512 hemB Porphobilinogen svnthase H Fwd 455985 1299 1017 6. 6
<0513 - Putative membrane protein - Fwd 508 371 6. 5
<0514 - Putative membrane protein - Fwd 2 270 6. 6
0515 - Putative cation transoorting P-tvoe ATPase P Fwd 03 1049 6. 6
<0516 hemE Urooorohvrinogen decarboxvlase H Fwd 616 6. 6 1
cr0517 hemy Protoporphyrinogen oxidase H Fwd 421 5. 6. 0
cr0518 hemL Glutamate-1-semialdehyde 2,1-aminomutase, AT class Il H Fwd 512 6 6
cr0519 - Putative phosphoglvcerate mutase G Fwd 232 6 6
cr0520 - Secreted thiol-disulfide isomerase o Fwd 238 3 0
cr0522 ccsA Cvtochrome ¢ biogenesis membrane protein, DsbD-family o Fwd 166 5. 82
cr0523 - Cytochrome ¢ biogenesis membrane protein, ResB-family - Fwd 198 5. 24
cr0524 ccsB Cytochrome ¢ biogenesis membrane protein, CcsA-family. o Fwd 263 5. .413
cr0525 - conserved hypothetical protein - Fwd 2 -0. 11
cr0526 - Conserved hypothetical protein, UPF0076-family J Fwd 0 -0. 34
cr0527 alvR Transcriptional activator of glvA, ArsR-family. K Rev 335 5.
cr0528 - Putative secreted protein - Rev 1084 6
cr0530 - Hvpothetical protein - Fwd 388 6 .
cr0531 ‘menA 1.4-Dihvdroxy-2-naphthoate octaprenvlitransferase H Rev 78 a 4.
cr0532 - Putative glvcosyltransferase G Fwd 324 6 5.
cr0533 ‘menE 0-Succinvlbenzoic acid--CoA ligase: 1 Rev 80 4. 4.
cr0534 - Putative integral membrane protein s Rev 3 3 1.
cr0535 - Putative ketoglutarate semialdehvde dehvdrogenase c Rev a4 3 3.
cr0536 - Putative 5-dehydro-4-deoxvglucarate dehvdratase E Rev 103 a. 3.
cr0537 - Putative transcriptional regulator, LysR-family K Rev 488 5. 5.
cr0538 - Conserved hypothetical protein - Rev 699 6 7.
cr0540 - Putative metal-dependent amidohvdrolase, TIM-barrel fold R Rev 66 4. 4.
cr0542 - Hvpothetical protein R Rev 3 19 a. 3
cr0543 - Hvpothetical protein - Rev 480620 107 43 5. 4.
cr0544 - Putative membrane protein - Rev 481127 8 6 . 6.
cr0545 DitA Putative phosphate/sulfate transporter, inorganic phosphate transi P Rev 481390 a 6.8 . 6
cr0548 ‘menB Naphthoate synthase 1 Rev 9 4. 5
cr0549 - Putative pterin-4-alpha-carbinolamine dehvdratase H Rev 4. 5
cr0550 - Putative peptidase E E Fwd 5 5
cr0551 ‘menC Putative O-succinvlbenzoate-CoA synthase M Fwd 4. 5
cr0552 ‘menD 2-Oxoglutarate decarboxvlase H Fwd 3 3
cr0553 - Conserved putative membrane protein - Fwd 3
cr0554 - Putative glvcosyl transferase M Fwd 5
cR0555 - Putative secondary gamma-aminobutyrate transporter, amino acid- E Fwd 5
cr0556 ubiE L bi he H Fwd 3
cr0557 - Putative FAD-linked oxidoreductase, geranvl-geranyl reductase fam c Rev 4.
cr0559 ispB Putative octaprenyl-diphosphate synthase H Fwd 7. .
cr0561 secE Preprotein translocase, SecE subunit u Fwd 8. .004 -0.634
cr0562 nusG Transcription antitermination protein NusG K Fwd 8. .095 -0.181
cr0563 oIk 50S ribosomal protein L11 J Fwd 10. 4
cr0564 rplA 508 ribosomal protein L1 J Fwd 10. 5
cr0565 - Putative transcriptional regulatory protein T Rev 499921 2. 2
cr0566 qabT Putative 4-aminobutyrate aminotransferase, AT class Il E Fwd 502922 0. 9
cr0567 qabD2 Putative succinate-semialdehvde dehvdrogenase (NAD(P)(+)) c Fwd 504285 1. 9
cr0568 - id permease, E Fwd 5 1 0. 5
cr0569 - Putative Cd2+ transporting P-tvpe ATPase P Fwd 507649 1 2. 80
cr0570 - Putative dehvdrogenase a Fwd 4. 69
cr0571 - Hvpothetical protein - Fwd 4. 38
cr0572 roll 50S ribosomal protein L10 J Fwd 1 12.
cr0573 rolL. Putative 505 ribosomal protein L7/L12 J Fwd 1 12.
cr0575 - Putative secreted protein - Fwd 7.
cg0576 rpoB DNA-directed RNA polymerase, beta chain K Fwd 1 8.

0577 rpoC DNA-directed RNA polymerase, beta’ chain K Fwd 520494




This supplementary table provides the full data for the calculation and development of Table A5.

20578

cR0689

Feature

Gene Information

Product

Putative membrane protein
Transcriotional reaulatorv protein. HTH 3-familv
Conserved hvpothetical protein

305 ribosomal protein 12

305 ribosomal protein 7

Elongation factor G

Elongation factor Tu

Hvpothetical protein

ABC-tvoe putative iron-siderophore transporter. ATPase subunit
ABC-tvoe putative iron-siderophore transporter. ermease subunit
ABC-tvoe putative iron-siderophore transporter. ermease subunit
Putative acetate CoA-transferase

305 ribosomal protein 10

50 ribosomal protein L3

50 ribosomal protein L4

50 ribosomal protein L23

50 ribosomal protein L2

305 ribosomal protein 19

50 ribosomal protein L22

305 ribosomal protein 3

50 ribosomal protein L16

50 ribosomal brotein L29

305 ribosomal brotein 17

Putative membrane brotein

Putative secreted protein

50 ribosomal brotein L14

50 ribosomal brotein L24

50 ribosomal brotein L5

Putative secreted protein

Putative aldo/keto reductase. related to diketogulonate reductase
Hupothetical orotein

Putative formate dehvdrogenase. FdhD-familv
Hupothetical rotein

Putative formate dehvdrogenase. FdhA-familv aloha chain
Putative secreted protein

Putative integral membrane orotein

ABC-tvoe putative cobalt transorter. ATPase subunit
ABC-tvoe putative cobalt transoorter. permease subunit
Putative secreted oxidoreductase

Putative secreted protein

Putative acetvltransferase. GNAT-family

305 ribosomal brotein S8

50 ribosomal brotein L6

50 ribosomal brotein L18

305 ribosomal brotein S5

50 ribosomal brotein L30

505 ribosomal protein L15

Putative NAD-dependent aldehyde dehvdrogenase
Putative membrane protein

Putative betaine aldehyde dehydrogenase (BADH)
Hypothetical protein

Putative ferredoxin reductase

2Fe-25 ferredoxin

Putative secreted short-chain dehydrogenase
Conserved hypothetical protein, probably DNA-binding
Pyruvate phosphate dikinase, PEP/pyruvate-binding
Putative cytochrome P50

Putative transcriptional regulator, IcIR-family.

Preprotein translocase, SecY subunit

Adenviate kinase

Methionine aminopeptidase

Putative secreted protein

Translation initiation factor IF-1

305 ribosomal protein 513

305 ribosomal protein 11

305 ribosomal protein 54

DNA-directed RNA polymerase, alpha subunit

505 ribosomal protein L17

RNA pseudouridine synthase A

Putative membrane protein

Putative acetyltransferase, GNAT-family

Hypothetical protein

Conserved hypothetical protein

Conserved hypothetical protein, putative FAD/FMN-containing deh
Cyclopropane-fatty-acyl-phospholipid synthase
Putative membrane protein

Putative serine protease

Putative membrane protein

Conserved putative membrane protein, probably acting as segregal
Conserved hypothetical protein

Conserved hypothetical protein

Conserved hypothetical protein

505 ribosomal protein L13

305 ribosomal protein 9

Conserved hypothetical protein

Conserved hypothetical protein

Conserved hypothetical protein

Conserved hypothetical protein

Alanine racemase

Putative P-loop hdrolase, UPF0079-family
Putative permease

Prolyl aminopeptidase A

Conserved hypothetical protein similar to metal-dependent protea:
Putative acetyltransferase, GNAT-family

Putative O-sialoglvcoprotein endopeptidase
Conserved hypothetical protein, UPFO031-family
Hypothetical protein

crcrcccoe®OPE o

e RccccuomcRxpOO -,

@i 9.0, 20,

P -

Raw Read

Read Mapping Count

Length [bps]

By rective Length

542081

54 6.
542917 1.
543411 1.
544331 5.
544753 929 6.
548086 2662 1002 8.16
548183 117 18 1.620
548986 325 12 1.91
550695 704 74 6.528
551850 645 210 7.551
552944 2672 280 8.191
554451 6 2 3.863
1275 12.084
5 606 11.904
1624 703 11.061
0221 1513 11.487
7029 3856 540 11.970
10791 6252 1071 11.323
20 56 31 2.782
39 119 118 5
92 3 14
50 12 874
39 16 742
562645 12 103
562992 10 542
563731 88
565679 32
61

10 19 2.
32 8 3
9 1.3
67 4.
1122 5.
421 7.
1 1 -1,
9 5 -0.
10 32 0.
70 7 2.
5 1 1.
6 2 2.
5470 941 1.
14828 801 10.
5 288 200 1095 7.
22 1 4.
5 1 23 24 2 1.
599760 2 7 9 0.
600877 1407 1466 2296 2237 7.
600972 1 162 140 370 5.
602081 425 361 510 B 6
602812 828 1049 487 4815 5.
604471 14 522 1336 1240 5.148
605719 7 349 325 5.412
606393 285 279 5.502
606906 52 452 490 4.999
607959 1652 730 925 968 5.491
09757 610179 423 350 3 72 54 4.397

m-values < 1.5
(not significant)

log,TPM m-values

7
1 .
653 9.8
9.852 9.8 3
12.450 12.421 10.520
5.516  5.269 4.805
-2.272 -1.670 -3.260
1.634 0.835 -0.374
138 0.048 -2.092
1.044 1.820 -0.343
10.862 10.743 9.261
. 9.994 970
. 9. 9.560 2
.6 9. 9.243 7
.4 9. 9.240 1
10.764 9.869 9.555 3
10. 0. 74
10. 3 1
2 8.162
9 8.791
0 8.507
8 6.019
21 2.076
N .
0
2
1
2
1

9
1

-0.311

-0.929
-1.386

-1,
-0.
-0
1.
1. 817 0.
1 L9851,
10.383 10.073 10.
9.997 9.600 9.
7.960 7.485 6
2.935 2.887 1
0.691 0.415 0
2.201 2.217 1
8.089 7.746 1.
5.369 4.813 4.
6.1 6.706 5.973 5.
6.016 8 .9 7.
3 5. 3 0.
5 5.8 .4 0.
2 5.4 28 0.
.8 5.771 5.531 -0.
4.241 4.134 3.420 -0

m-values > +1.5
(significant)

@ ® ® 6

vs. vs. vs. vs.

® © © ®




This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read

m-values < 1.5 m-values > 1.5

Gene Information Read Mapping log,TPM m-values
Count (not significant) (significant)
L. B @ ® ® 6 6
Feature  Product Malor COG & f: vs. vs. vs. vs. vs.

@ ® @ @ ©

20690 10kDa chaperonin o 300 2 14 -

0691 aroél’  60kDachaveronin. outative pseudorene (N-terminal frazment) o Fw 1

0692 tnodclisCatc Transoosase [ s

0693 ‘arol  60kDachaveronin. outative pseudorene (C-terminal ragment) o R 6124 2 1 .

0695 whis3 Transcriotionalresulator orotein. Whi-familv - Ry as 3 1 2

w0895 siad RNA oolvmerase ssma factor. ECF-familv K Rwd suer 2200 1129 5

w057 - Conserved hvpothetical orotein S R eisiss 1269 2079 5

c0s08 - Conserved hvpothetical orotein - Ry elesm 313 1ss o

20699 auaB2 IMP dehvdrogenase F Fwd 616797 4704 1900 8. -

20700 auaB3 IMP dehvdrogenase/GMP reductase F Fwd 2112 1140 7.

w701 - transoorter. ¢ R Rev 2 -0.

w2 - Putative transcritional reultor. Lysfamilv K 2 1 1

<0703 auaA Putative GMP svnthase F Fwd 6887 2 8.

wo70d - Conserved hvpothetical orotein - A 721 4 o

0706 - Conserved putative membrane orotein - Rev 1080 1 5. [ 1.630]

0707 cats7  Two-comoonent svstem. sensorv histidine kinase T A 166 . 3.

w0709 cath7 sustem T A 910 1 o

w70 - Putative membrane protein - R eemiss 270 7 6

w1 - Putative membrane protein - Ry ez7em 164 o 5

w0712 - Putative secreted protein - Rev 181 7 5. [-1.583 -1.812

w73 - Conserved hvpothetical orotein - A 150 4 i

<0714 - Hvpothetical protein L Fwd 250 3

<0715 - Putative secreted protein - Rev. 418 6.

<0716 - Conserved hvoothetical brotein o Fwd 272 a.

<0717 crteb. Lvcopene elongase o Rev. 5! 169 a.

<0718 crtyf €50 carotenoid esilon cvclase - Rev. 90 3 56 a.

<0719 crtve €50 carotenoid esilon cvclase - Rev. 67 a a2 3. 0.863

<0720 crti2 Phvtoene dehvdrogenase (desaturase) a Rev. 397 0. 220 a. 2.296

0721 crtB2 Phvtoene svnthetase 1 Rev. 325 160 160 145 5. 1.605

0722 - dul: Il divisior R Rev. 722 451 446 9 a. 682

<0723 crte. Geranvlgeranvl pvrophosphate svnthase H Rev. 372 209 223 5. 008

<0725 - Putative transcriotional rezulator. MarR-familv - Fwd 413 442 aa7 5. a

<0726 - Putative secreted lipoprotein M Rev. 965 621 649 6. 4

<0727 - Putative nucleoside-diohosohate-sugar epimerase M Fwd 1055 682 893 6.

<0728 ohr Deoxvribodiovrimidine photo-lvase L Rev. 1356 947 715 6.

20730 crtX Carotenoid elvcosvl transferase M Fwd 482 301 328 6.

0732 - /ABC-tvoe transporter. permease subunit v Rev. 590 361 264 a.

<0733 - /ABC-tvoe transporter. ATPase subunit v Rev. 375 168 158 5.

<0735 metl /ABC-tvoe methionine transoorter. permease subunit (TC 3.A.1.24.1 P Rev. 640 361 283 6.6

<0736 metN /ABC-tvoe methionine transoorter. ATPase subunit (TC 3.A.1.24.1) P Rev. 1199 761 591 6.

<0737 metQ 'ABC-tvoe methionine transoorter. substrate-binding lipoorotein (T P Rev. 7131 6760 4960 9.4

cr0738 dnaE2 Putative DNA polvmerase Ill. aloha chain L Fwd 133 14 153 2.

<0739 - Putative inteeral membrane protein S Fwd 268 443 559 5.

cr0740 - Putative membrane protein - Fwd 480 679 845 a.

cr0741 sirR Transcriotional repressor. DtxR-familv K Fwd 318 448 452 5.

w0742 - Putative integral membrane orotein - Rev 121 4. [-1.600 -1.694 -2.134

cr0745 - Putative NAD-dependent protein deacetylase, SIR2-family. K Fwd 1070 6

cr0747 - Conserved hypothetical protein F Fwd 399 6

cr0748 - /ABC-type putative iron-siderophore transporter, substrate-binding P Fwd 335 5.

cr0749 spoU Putative tRNA/rRNA methvltransferase J Rev 204 a.

cr0750 folD H Fwd 2915 8.

cr0751 - Putative membrane protein - Fwd 551 7.

cr0752 - Putative secreted or membrane protein s Rev 6

cr0753 - Putative secreted protein - Rev 7.

cr0754 metX Homoserine O-acetyltransferase E Rev 6

cr0755 metY 0-Acetylhomoserine sulfhvdrylase E Rev 8.

cr0756 cstA Putative carbon starvation protein A T Fwd 6

cr0757 - Conserved hypothetical protein - Fwd 5.

cr0758 - Hvpothetical protein - Fwd 2.

cr0759 proD2 2-Methylcitrate dehvdratase, involved in propionate catabolism R Fwd a.

cr0760 proB2 Methylisocitrate lvase, involved in propionate catabolism G Fwd 3

cr0762 proc2 , involved in c Fwd 3

cr0763 mdh2 Putative malate/L-lactate dehvdrogenase c Rev 2.

cr0764 - Putative transcriptional regulator, GntR-family. K Rev 5.

cr0765 - Putative secreted protein - Rev 4.

cr0766 icd Isocitrate dehvdrogenase (ICD) c Rev 8.

cr0767 - Siderophore-interacting protein P Rev 3

cr0768 - /ABC-type putative iron-siderophore transporter, ATPase subunit E Rev 3

cr0769 - /ABC-type putative iron-siderophore transporter, permease subunit P Rev 4.

cr0770 - 'ABC-type putative iron-siderophore transporter, permease subunit P Rev 5.

cr0771 ip1 /ABC-type putative iron-siderophore transporter, substrate-binding P Rev 6.8

cr0772 - Putative sugar/drug permease, MFS-type G Fwd 4.

cr0773 - Putative exodeoxyribonuclease L Fwd 3

e - Putative membrane protein S P s [=2.0a1

cr0775 - Hvpothetical protein - Fwd 10.

@776 - ABC-tvpe putative iron-siderophore transporter, substrate-binding P Rev 3 - [ 1.540]

cr0777 - /ABC-type putative iron-siderophore transporter, ATPase subunit E Rev 2.

cr0778 - /ABC-type putative iron-siderophore transporter, permease subunit P Rev 6! 3 1

20779 troS Tryvptophanyl-tRNA synthetase J Fwd 6! 7. 7

20780 - Membrane protein, ribonuclease BN-like family s Fwd 6! 3 4

cr0781 - Putative membrane protein - Fwd 6! 7. 3

cr0782 dac D-alanyl-D-alanine carboxvpeptidase M Rev 6! 4. 3

cr0783 - Conserved hypothetical protein - Rev 6! 6 0

w0788 - Putative cell wall-associated hydrolase ™M Rev 7 -1, 6 [ 1030

cr0785 - Hvpothetical protein - Rev 1. 9 .06

cr0786 upp Putative uracil phosphoribosvitransferase F Fwd 7. 6 .12 -0.583

cr0787 - Putative transcriptional regulator, HTH 3-family K Fwd 7. 8 .436 -1.043

cr0788 pmmB Phosphoglucomutase/phosphomannomutase G Rev 5 7 .219 0.624

20789 amiA Putative N-acyl-L-amino acid amidohvdrolase R Fwd 3 6 .247 -0.470

20790 - flavoprotein disulfid reductase familv protein c Fwd 7. 4 .119 -0.285

cr0791 pve Pyruvate carboxvlase c Fwd 7. 0.176 0 -1.311

cr0792 - Hvpothetical protein o Fwd 2

20793 - Putative secreted protein s Fwd 6

20794 - Putative GTPase, G3E-family R Rev - 4

cr0795 - Putative oxidoreductase o Fwd

20796 proD1 Putative (2-methyl) citrate dehvdratase R Fwd

ce0797 proB1 Putative (methvllisocitrate lvase G Fwd 8 0.969 0.764 0.418 .206

cg0798 proCl Putative (methvlicitrate synthase c Fwd 6 1146 0.080 1.271 0.863 L334




This supplementary table provides the full data for the calculation and development of Table A5.

20799

20906

Feature

ntaA
tnpsallsCasa

tusG
tusF

tusE
tusk

Gene Information

product Major COG

Conserved hvpothetical protein
Transcriotional activator of propionate catabolism. HTH 3-family
Hvpothetical rotein

Biotin carboxvlase/biotin carboxvl carrier protein

Thiosulfate sulfurtransferase

Conserved hvpothetical protein

Conserved hvpothetical protein

Conserved putative membrane orotein

Seotum formation rotein Maf

Conserved hvpothetical protein

Acetvl/oropionvi-CoA carboxvlase. beta chain
Acetvl/oropionvi-CoA carboxvlase. beta chain

Bifunctional biotin--facetvl-CoA-carboxvlasel svnthetase/biotin ope
Putative membrane protein

K+
Hvpothetical protein

Phosohoribosvlaminoimidazole carboxvlase. catalvtic subunit
Conserved hvpothetical protein

Conserved hvpothetical protein

Putative nitrilotriacetate monooxveenase. subunit A
Transoosase

o )

Putative membrane brotein

Putative dihvdrofolate reductase

Conserved hvoothetical protein. elvoxviase-familv

Putative membrane brotein

ABC-tvoe trehalose transoorter. permease subunit

ABC-tvoe trehalose transoorter. permease subunit

Conserved hvoothetical orotein

ABC-tvoe trehalose transoorter. substrate-binding liooorotein

ABC-tvoe trehalose transoorter. substrate-binding liooorotein

Putative helicase

Hvpothetical rotein

Conserved hvoothetical orotein

Conserved hvoothetical orotein

Putative DNA helicase

Putative helicase

Tvoe Il restriction enzvme. methvlase subunit

DNA/RNA helicase. suderfamily I

Conserved hvpothetical orotein

Putative elvcosvltransferase

Mannose-1-ohosohate euanvivitransferase (GDP)

Putative transcriotional reaulator. WhiB-family

Hupothetical rotein

Conserved hvoothetical orotein

Conserved hypothetical protein

Phosphomannomutase

Conserved hypothetical protein

Mannose-6-phosphate isomerase.

Putative secreted protein

Conserved hypothetical protein

Adenosylhomocysteinase

Putative thymidylate kinase

Two-component system, transcriptional response regulator involve
system, sensory in cell w

Putative secreted lipoprotein

Conserved hypothetical protein

Putative ribosome-associated protein Y (PSrp-1)

Preprotein translocase, SecA subunit

conserved hypothetical protein

Putative hvdrolase, HAD superfamily

Conserved hypothetical protein

Putative GTPase

3-Phosphoshikimate 1-carboxyvinyltransferase

Conserved hypothetical protein

Conserved hypothetical protein

RNA polymerase sigma factor, ECF-family

anti-sigma factor

Transcriptional regulator, WhiB-family.

Putative membrane protein

Putative secreted protein

Putative ATP-dependent RNA helicase

Conserved hypothetical protein

Conserved putative secreted protein

Conserved hypothetical protein

Putative helicase, UvrD/Rep-family

Putative ATP-dependent DNA helicase, superfamily I

Potassium ion channel, voltage-gated ion channel (VIC) superfamily.

NTP pyrophosphohvdrolase

Putative DNA helicase RecQ

Conserved hypothetical protein

Putative metal-dependent hydrolase

Conserved hypothetical protein

Putative secreted protein, containing a PDZ-domain

Conserved hypothetical protein, possibly secreted

Conserved hypothetical protein

Putative membrane protein

Pyridoxine biosynthesis transcriptional regulator, GntR-family/valin

pyridoxal 5'-phosphate PLP) synthase subunit

idoxal 5 PLP)

lutamine amidotra

Putative membrane protein
Putative secreted protein
Hypothetical protein
Conserved hypothetical protein
Hypothetical protein

Putative secreted protein
Hypothetical protein

L T
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» . cem.

x<um=m .

X

Read Mapping

717756
718157
719826

Length [bps]

[ crective Length

600
1017

Raw Read
Count

2.

9.615

6.999

5.188

7.541

5.392

8.466

9.302

9.512

9.411

6.215  6.258
5.897 5.970
1.061  3.605
5.830  5.820
6.873 195
6.614  6.632
5.918  6.243
1.826 263
5.287 796
8.070 7.898
7.417  7.542
5.330 3
5.082 7
5.291 3
6.422

6.420

5.761

8.712

6.88

1.399

1.878

6.215

6.10

1.685

1.713

5.626

5.482

6

m-values < 1.5
(not significant)

® ® 6 6

vs. vs. vs. vs.

m-values

6. 1

6. 4

5 3.609

5. 18

6. 1.718

6. 1.522

5. 3.134

7 .4 6.294

2. 017 7

6. 122

5. .508

5. 7.521

6. 5.920

5 5.114

5. 8.272

8 8.363 689

8. 7.772 337

6. 8 245

7. 6 -0.135

6. -0.060

6. 6. 081

6. 6 176
9 190

8 5.
1. 1.
5. 5
4 4.
5. 7.
1. 0.
2. 1.
3 2.
7 7.425 7.
8 8.460 8.664 -0.47 427 0.494 0.698 0.790

m-values > 1.5
(significant)

@ ® ® 6 ®

vs. vs. vs. vs. vs.

® © © © O

| A

L)



This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read
Count

m-values > +1.5
(significant)

m-values < 1.5
(not significant)

Gene Information Read Mapping log,TPM m-values

@ ® o

vs. vs. vs.

®@ © O

Feature  Product Major COG

[ rective Length

0907 Huoothetical protein 334 370
0908 - Putative secreted brotein - Fwd 323 407 118 236

w0909 - Huoothetical protein - Rev 10 29 25 20

0910 hish L-histidinol-ohosohate ohosohatase 3 Rev 343 223 192 156

@091l - Putative inositol monophosohatase G Rev 369 285 255 228

w0913 orfg Peptide chain release factor 2 (RF-2) ) Fwd 1186 1167 83 366

w0914 fisE Cell division ATP-binding brotein FisE-family 3 Fwd 413 301 210 79

w0915 fisx Putative celldivision protein. FtsX-family o Fwd 229 202 149 66

0916 smoB SsrA-binding orotein o Fwd 614 507 527 113

w0918 - Putative urooorohvrin-il C-methvitransferase s Fwd 121 143 75

0919 tno18aflsCal Transoosase - Fwd 12 12 13 6

@021 - Siderophore-interacting protein 3 Rev 1 0 1

@092 - ABC-tvoe putative ron-siderophore transporter. substrate-binding 3 Rev 21 0 0 0 2
w0923 - Putative membrane protein s Rev 757 601 196 273 6
w0921 - ABC-tvoe putative ron-siderophore transporter. substrate-binding 3 Fwd 658 117 39 15 5
w0926 - ABC-tvoe putative iron-siderophore transporter. permease subunit 3 Fwd 282 103 60 13 3
w0927 - ABC-tvoe putative iron-siderophore transporter. permease subunit 3 Fwd 288 114 4 17 2
w0928 - ABC-tvoe putative iron-siderophore transporter. ATPase subunit 3 Fwd 191 80 53 26 0
0931 - Putative aminotransferase. AT class | 3 Fwd 863063 864226 170 15 103 64 2
w0932 - Putative membrane orotein - Rev 864221 729 731 529 224 2
w0933 - DNA/RNA helicase. suoerfamily I K Rev 864864 1506 1508 1065 638 s
w0930 - Conserved hvoothetical orotein - Rev 6 604 627

w0935 - Conserved hvoothetical orotein - Fwd 2 6 1998

0936 roft RPF-orotein recursor - Rev 111 1 968
w0938 - Cold shack orotein K Fwd 115 628
w0939 - Putative secreted brotein - Rev 6 389 918
w0sa0 - Glutamine cvclotransferase o Rev 6 193 353
w01 - Huoothetical protein 3 Rev 266 960
w0saa - svmoorter-2 R Fwd 262 3.8
w0315 - Putative 235 ribosomal rRNA methvitransferase ) Fwd 78 2.9
w0316 - Conserved hvoothetical orotein - Rev 522 5.6
w0947 - Conserved hvoothetical orotein - Rev 2221 7.6
0948 serc Phosohoserine transaminase. AT class IV H Rev 1716 6.9
w0349 alta Citrate svnthase c Fwd 933 7.9
w0950 fkoa Putative oestidviorolv somerase o Fwd 161

0951 accDA Acetv-CoA carboxvlase carboxyl transferase i Rev 126

w0952 - Putative integral membrane orotein s Fwd 525 1

w0953 metC secondarv acetate/orobionate/ovruvate transporter R Fwd 6

w095a - Putative secreted brotein - Fwd 1

0955 - Putative secreted brotein - Rev 1

0957 fos-iB Fatty acid svnthase i Fwd o

0958 - Putative secreted brotein - Fwd 6

w0960 - Huoothetical protein - Fwd s

w0961 - Putative hdrolase. aloha/beta-fold 3 Rev 6

w0962 - Putative secreted brotein - Rev 3

w0963 - Huoothetical protein - Fwd 9

cR0964  mrx1 mveoredoxin 1 o Rev 6.

cR0965 ol Dihydrofolate reductase H Rev 6.

%0966 thyA Probable thymidylate synthase F Rev 7. .

R097 - Putative inositol monophosphatase P Rev . 8.

R098 - Putative ATP-dependent helicase R Fwd 3 3

%0969 nei Putative formamidopyrimidine-DNA glvcosviase L Fwd 3 3

w0970 - Putative membrane protein s Fwd 6 6

w0971 - Putative membrane protein s Rev 3 a.

w0972 cynX. Putative cvanate permease, MFS-tvpe P Rev 4.6 a.

w0973 pai Glucose-6-phosphate isomerase G Rev 5. 6

0974 - Conserved hpothetical protein - Rev 0.9 0.

w0975 - Putative chorismate mutase - Rev 7. 7.

R0976  pcrA Putative ATP-dependent DNA helicase L Fwd 5. a.

w0977 - ABCtvpe transporter, permease subunit o Rev 3 3

0978 - ABC-tvpe transporter, ATPase subunit 3 Rev 3 0.

w0979 - Putative transcriptional regulator, PadR-family. - Rev 3 2.

0980 - Putative secreted protein, related to metalloendopeptidases ™ Rev 10. 9.

w0982 - Putative membrane protein - Fwd a. a. s
R0983  purN Phosphoribosviglycinamide formytransferase F Fwd 8. 7. 2
R0984 purH bifunctional F Fwd 7. 7. 6
R0985  citE. Citryl-CoA Ivase (Citrate (pro-35}-lvase, beta subunit) G Fwd 5. o
%0986 amtR Transcriptional repressor of nitrogen metabolism, TetR-family. - Rev 6 6
R0987 - Conserved hpothetical protein - Rev o
R0988 ok 305 ribosomal protein S18 ) Rev 1 7
cR0989  rosN 305 ribosomal protein 14 3 Rev 1. 2
R0990  romG 505 ribosomal protein L33 - Rev 12.

R0991  romB 505 ribosomal protein L28 ) Rev 12.

w0992 - Putative permease, sulfate permease (SulP) family 3 Rev

20993 - Putative transcriptional regulator, ArsR-family - Rev

2099 romE Putative 505 ribosomal protein 131 3 Fwd 1.

R0995  romF 505 ribosomal protein 132 - Fwd 10.

%099 cath2 Two-component system, transcriptional response regulator T Fwd

®0997  cats? Two-component system, sensory histidine kinase T Fwd

20998 - Tryosin-like serine protease o Fwd

20999 - Putative molvbdopterin biosvnthesis protein H Fwd

1000 - Conserved hvpothetical protein - Fwd

R1001  mscl Large-conductance mechanosensitive ion channel, Mscl-family. - Rev

@002 - Conserved putative secreted protein - Rev

/1003 fthe 5-Formyltetrahvdrofolate cyclo-igase H Rev

®1004  qalul UTP--glucose-1-phosphate uridvivitransferase ™ Fwd

71005 moeA2  Molvbdopterin biosvnthesis biosynthesis protein MoeA H Fwd

1006 - Putative acetyltransferase i Fwd

w1007 - Putative membrane protein - Fwd

1009 - Putative cvanate permease, MFS-tvoe G Fwd

1010 - Putative membrane protein s Fwd

1011 - Putative membrane protein s Fwd

1012 cdas Cyclomaltodextrinase G Fwd

1014 pmt Protein O-mannosyltransferase o Rev

1015 - Putative methyltransferase, UPFO011-family R Fwd

@016 betP Na+/glutamate symporter ™M Fwd [ 1.
017 mets Methionv-tRNA svnthetase 3 Fwd 0.459
1018 - Putative ATP-dependent DNA helicase L Fwd 0.747




This supplementary table provides the full data for the calculation and development of Table A5.
Raw Read
Count

m-values < 1.5 m-values > 1.5
(not significant) (significant)

m-values

Gene Information Read Mapping

® ® 6 6 @ ® ® 6 ®

vs. vs. vs. vs. vs. vs. vs.

® © © © O

Feature  Product Major COG

®© @ @ @

Length [bps]
Effective Length

1019 - Conserved hvpothetical protein. probablv metal-dependent hdrol

@100 - conserved hvoothetical orotein. cupin domain s Rev

@021 - outative esterase/livase | Rev

21022 tnobalisCaéa Transoosase L Fwd

21023 tnobblisCaba Transoosase L Fwd

21024 tno7alisCa7a Transoosase L Fwd

w1025 - Huoothetical protein - Fwd -0 50

@027 dd D-Lactate dehvdrogenase c Rev o 0 5

w1028 - Putative restriction-modification svstem methvlase L Rev -0 0 23

Cx1030  tnobclsCati. Transoosase - Fwd -0 o 03 -
Cx1031  tnobdlisCaée Transoosase L Fwd -0 o 35

@102 - Putative transcriotional rezulator. ArsR-familv - Fwd 963126 o 0 .057

@103 - Putative secondarv Cd2+ transoorter. cadmium resistance (CadD) f - Fwd 963722 0 o .452

w1035 - DNase. TatD-related L Fwd 96511 . -0 1 13

1037 rof2 RPF2 precursor. secreted orotein - Fwd 9. -0 o

w1038 ksoA Putative dimethviadenosine transferase ) Fwd 6. o

w1039 isoE Isopentenvl monoohosohate kinase I Fwd 5. 5. 0

w1040 - ABC-tvoe transporter. ATPase subunit R Fwd 5. 6. 0

1041 ook Puridoxal/ovridoxine/ovridoxamine kinase H Fwd 5. a. o

w1083 - Conserved hvoothetical protein o Rev 6. 6.

w1084 - Conserved hvoothetical protein s Fwd 8.

1045 - Conserved hvoothetical protein s Fwd 8. 9 1 EEm
1086 ook2 outative inoraanic oolvohosohatase s Fwd 8. -0

1088 - Putative hvdrolase. HAD superfamily R Rev 6 6 -0

w1089 - Putative enovi-CoA hvdratase/isomerase | Fwd 6 6 1.025 -1

w1050 - Putative membrane orotein R Fwd 6 6 106

w1051 - Huoothetical protein - Rev 4. s 362

w1052 cmt3 Corvnomveoly transferase R Fwd 7. 6

w1053 - Putative transcriotional reaulator. TetR-familv K Rev 6 6

w1054 mmoL2 dul Il divisio R Rev 2

1055 menG H Fwd 7 782 -1

w1056 - Putative membrane orotein - Fwd 201

w1057 - Huoothetical protein s Rev 839

w1059 - Conserved hvoothetical orotein - Fwd 911 o

1060 orfC Putative bentide chain release factor 3 (EF-G) 3 Rev 913 -0 _.-
1061 urta ABC-tvoe butative branched-chain amino acid transoorter. substrat 3 Fwd 1

w1062 urts ABC-tvoe butative branched-chain amino acid transoorter. permea: 3 Fwd 802

1060 urtc ABC-tvoe butative branched-chain amino acid transoorter. permea: 3 Fwd

1065 urtD ABC-tvoe putative branched-chain amino acid transoorter. ATPase R Fwd

ce1066  urtE ABC-tvoe putative branched-chain amino acid transoorter. ATPase 3 Fwd 992186

1067 oth2 Pentidvi-RNA hvdrolase ) Rev 993489

1068 - Putative oxidoreductase R Fwd 9

1069 aaoX G Fwd

w1070 - Conserved hvoothetical orotein - Fwd

w1071 othi Putative oeotidvi-tRNA hvdrolase ) Rev

w1072 roly Ribosomal orotein L25 (zeneral stress orotein Ctc) ) Rev

w073 - Putative lactoviglutathione yase R Fwd

w107 - Conserved hypothetical protein L Rev

w1075 prsa Ribose-phosphate diphosphokinase F Rev

1076 almy Putative UDP-N-acetylglucosamine diphosphorylase ™ Rev .

w077 - Putative permease, MFS-type - Rev 2.

1080 - Putative multicopper oxidase Q Fwd 16 18 a.

1081 - ABC-type putative daunorubicin transporter, ATPase subunit G Fwd 13 532 3

1082 - Putative membrane protein - Fwd 12 540 3 .

RI083  cats10  Two-component system, sensory histidine kinase T Fwd 1008 505 a a. 6.

RI084  cCatRI0  Two-component system, transcriptional response regulator T Fwd 2711 165 18 3 5.

1085 - Hybothetical protein - Rev 1008201 283 218 8. 7. .

1086 - Putative membrane protein s Fwd 9625 6 307 a. 5. a.

1087 - Putative membrane protein - Fwd 280 378 8. 6 6

1088 - ABC-type putative multidrug transporter, ATPase and permease sul v Fwd 1011534 12 2 5. 3. 3

1089 - ABC-type putative multidrug transporter, ATPase and permease sul v Fwd 1013263 a8 3 2. 1. 0.

1090 qatB Putative gamma-Rlutamyltranspeptidase 3 Rev 1013264 5 7. a. a.

1091 - Hypothetical protein - Fwd 1015737 12 2 10. 9. 8.

w1092 - Putative secreted protein L Rev 1015810 8 a. 7. 7.

R1094  tnp3afisCa3a Transposase L Rev 3 5. 5. 5.

cR1095 - Hypothetical protein - Fwd 7 8. 8. 7. -
109 - Hypothetical protein - Fwd 321 7. 7. 7

w1097 - Hypothetical protein - Rev 127 a. 5. 5.

1098 - Putative transcriptional regulator, TetR-family K Fwd 120 5. 5. a.

1099 mfd Transcription-repair coupling factor (TRCF) L Fwd 566 5. 5. 5.

1100 - ABC-type putative multidrug transporter, ATPase and permease sul v Rev 1024166 708 163 3 5. a. [ 1062 1650 1.574]
1101 - ABC-type putative multidrug transporter, ATPase and permease sul v Rev 102613 886 588 a. 5. 5

1103 - Putative membrane protein s Rev 1027972 305 1 2. 3 2.

cRll04 - Putative membrane protein, predicted esterase R Rev 188 3 3 3 -
1105 st Low capacity L Lysine antiporter 3 Rev 82 3 2. 2.

1106 - conserved hyothetical protein - Fwd 1941 8. 9. 9

1107 - Putative pvrophosphatase R Fwd 327 5 5.827 5

1108 - Putative secreted protein - Rev 1034598 1181 5. 8 5.

1109 - Hypothetical protein - Rev 1035116 8 10. 6. a.

1110 - Conserved hvbothetical protein ™ Fwd 3 5 3 3.

111l eno Enolase G Fwd 9 10. 1. 10.

a2 - Septum formation Initator, secreted protein of the FtsB-family o Fwd 6 6. 6

a3 - Conserved hypothetical protein s Fwd 1 7. 7 7.

a11ls ook Putative exopolyohosphatase F Fwd 7 6 7. 6

@116 tdeB Threonine dehydratase E Rev 1040188 9 1 -0. 0 -0. 19 [-2.375]
17 - Hypothetical protein H Fwd 1041450 246 6 6. 6 19

s - Pyrimidine reductase, riboflavin biosvnthesis H Fwd 86 a. a. a. .026

1119 - Conserved hypothetical protein - Fud 10 36 3 3. a. 0.275

1120 rioa Putative transcriptional regulator, AraC-family K Fwd 1042395 28 5 3 1. -0.224 [-1.777 -3.038 -4.185 -5.483
a1 - Permease, MFS-type s Fwd 1043497 5101 5. 8 9 0.087

a2 - Putative secreted protein - Rev 1045217 o 1365 993 282 8. 7. 7. 0.074 -
1123 ared Transcription elongation factor K Rev 1045765 2 1848 3 8. 8. 7 0.126

@125 - Conserved hypothetical protein - Rev 1046282 s 212 3 5 7. 0.336 [ 1.50¢]

w1127 mea Putative mycothiol S-coniugate amidase s Fud 1046619 2 1539 16 7 7. -0.005

1128 - Hypothetical protein, similr to ribosomal protein 52 - Fwd 1047543 8 951 5 8 8 0.120

@129 aroF Putative phospho-2-dehydro-3-deoxvheptonate aldolase E Fwd 1048080 7 595 5 4 0.24 [=3.136]
1130 upps1 Putative undecaprenyl pyrophosphate svnthetase ' Fwd 1049204 8 608 6 6. -0.106

113 - Conserved hvnothetical protein - Fwd 1049995 8 231 5 6 0.270




This supplementary table provides the full data for the calculation and development of Table A5.
Raw Read
Count

m-values < 1.5 m-values > 1.5

(not significant)

Gene Information Read Mapping m-values

(significant)

@ ® ® 6

vs. vs. vs. vs. vs.

® © © ®

® ® 6 6

vs. vs. vs. vs.

®

Feature  Product Major COG

C]

& enetn (ops]
R rective Length

1132 Pantothenate kinase 4.9 845 4. 088
Serine hvdroxvmethvltransferase 10.047 10.311 11. 31 13
w1134 oob Para-aminobenzoate svnthase Fwd 3 582 4. 983 777
w1135 - Conserved hvoothetical protein Fwd 3 2.929 4. 640 95
w1136 - Conserved hvoothetical protein - Rev 8. 2 8. 546 La92
@137 - Putative transcriotional regulator. LysR-familv - Fwd 5. 5. 160 80
w1138 - Putative acetvltransferase. GNAT-familv M Fwd 6. 6. 352 [-2.050 -2.866
w1139 - Alloohanate hvdrolase subunit 2 3 Rev 1. 2. .692 83
w1140 - Alloohanate hvdrolase subunit 1 3 Rev 1. 3. 836 33
w1141 - Conserved hvoothetical protein. UPFO271-familv R Rev 1. 2. L1673 26
@42 - Putative Mn2+ transoorter. metalion (Mn2+-iron) transoorter (Nra 3 Rev 1060090 261 1. 2. 530 4. 14
@143 - Putative transcriotional regulator. GntR-family K Fwd 1062264 184 1. 1 602 4. 956
w1144 - Huoothetical protein - Fwd 1063618 581 6. 5. 831 s, 212 .‘
w45 fum Fumarate hvdratase c Rev 1063677 28483 8.789 10 56 [ o6
w1147 ssul NADIPIH-dependent FMN reductase R Fwd 1065896 110 14.310 4. 65
w1148 - Huoothetical protein - Rev 1065944 16 -1.315 1 2 F
w1149 - Huoothetical protein - Rev 1066220 1.902 0. 27 -0.689 0.166 -1.471
w1150 - Putative NADPH-deoendent FMN reductase R Rev 1066770 4711 1 08 0.185 -0.332 -0.881
w1151 seud i involved in de c Fwd 1069042 1.301 0. 39 -0
w1152 seud i involved in de ' Fwd 1070121 1.172 0.910 -0 a [-1.820]
w1153 seuc Putative FMNH2-dependent monooxveenase I Fwd 1071317 0.893 0.610 0. 289 o
1156 ssub2 FMNH2-devendent aliohatic c Fwd 107260 1.774 1.372 1. 89 -0
w1157 oo Fructose-1.6-bisohosohatase G Rev 1072945 7.761 9.155 9. 52 o
1158 - Putative secreted brotein - Fwd 1074717 7.214 7.234 7. 3 -0
1159 - Putative secreted brotein R Rev 1074806 3.492 3.953 2. -0
cel160 - Hvoothetical protein. similar to arabinose efflux bermease - Rev 1076795 4.984 4.694 4. 0 [-1.508]
1162 xseB Putative exodeoxvribonuciease L Rev 1077133 5. 5.311 5. -0
1163 xsed Exodeoxvribonuclease VIl large subunit L Rev 5. 5.490 5. o
cell6d  isoH 4-Hvdroxv-3-methvibut-2-envl diohosohate reductase. | Fwd 6 8.288 8 8. 0 .B-
1165 - Conserved putative membrane orotein 3 Rev 6 6.631 6 6 -0
1166 - Putative membrane orotein R Rev 6 6.559 6 6 o
cel167 - Putative acetvltransferase. GNAT-family - Rev 1082252 6 6.790 4. 0 [-2.398 -1.860/
1169 metp svmoorter. svmoorter (n R Rev 1084129 1082438 7. 7.266 6 6 o
@170 cmts Corvnomveoly transferase R Rev 1085652 1084417 1166 5. 6.585 6 6 o
@z - Putative GTPase ) Fwd 1085849 1086934 1388 7. 7.680 7 6 -0
@2 - Conserved hvoothetical brotein. putative olasmid maintenance svst R Fwd 616 8. 8.212 8 7 o
@z - Conserved hvoothetical rotein. putative olasmid maintenance svst - Fwd 7 2m 7. 6.793 6 6 o
@174 arcB Putative ornithine carbamovtransferase 3 Fwd 3 5. 6.058 5. -0
@z - Putative acetvltransferase. GNAT-familv ) Rev 1088510 5 3 2.861 2 1. -0
ell76 - Putative short chain dehvdrogenase | Rev 1089130 0 2 0 -2. -0.870 - -1. -0 [ 1524
21178 tnogalisCaga Transoosase L Rev 1090001 5 2. 1.336 1 0. -0
@179 - Putative membrane orotein T Fwd 12 1 5. 6.291 6 6 -0
1180 - Givcosvitransferase. orobablv involved in cell wall biogenesis M Fwd 239 0 5. 6.413 6 6 o
1181 - Giveosvltransferase. orobablv involved in cell wall biogenesis ™ Fwd 322 5. 6.450 6 6 o
w1182 - Putative membrane orotein - Fwd 84 5. 6.398 6 5. -0
1183 - Huoothetical protein - Fwd 172 5. 5.9 5. -0
#1184 tnp10c(iSCal Transposase, putative pseudogene L Rev 4 3 0. 0.4 -0. -0 _-
CR1185  tnp10b(ISCal Transposase, putative pseudogene L Rev 0. 0.8 1. -1
CR1187  tnp10a(lSCal Transposase, putative pseudogene - Rev 2. 2.9 2. -0
1189 - Hypothetical protein - Fwd a. 4. 3 -0
1190 - Hypothetical protein - Rev a. 4 a. o
o1 - Hypothetical protein o Fwd a. 5. 5 o
w1192 - Putative oxidoreductase, aldo/keto reductase family R Fwd 26 2. 2. 2.3 o
1193 - Conserved hypothetical protein, putative carboxymuconolactone d - Fwd 15 1. 1. 2. o
gl19a - Predicted nucleoside-diphosphate-sugar epimerase ™M Rev 15 2. 1 0. [-1.6aa] [-1.666 -1.649]
1195 - Putative permease, sulfate permease (SulP) family P Fwd 1091 a. 5. 6 o
1197 - ABC-type putative lipoprotein release transporter, ATPase subunit - Fwd 89 a. 3 3 -0
1198 - Hypothetical protein - Fwd 6 2. 2. 1. -0
1199 - Hypothetical protein - Fwd 6 3 2 2. 0.8
w201 - Hypothetical protein - Fwd 2. 2 1. o
w20 - Conserved hypothetical protein R Rev a. 5 5 -0
1203 - Putative magnesium chelatase, Chil subunit o Rev 5. 7. 6 o
w1200 - Conserved hypothetical protein, similar to 2,3-PDG dependent pho G Fwd 1108985 a. 5. 5 o
1205 - Conserved hypothetical protein - Fwd 1109671 a. 5. a. -0
®1206 - Conserved hypothetical protein G Fwd 1110463 6 7 7. 0 I
w1207 - ABC-type transporter, ATPase subunit R Fwd 1111261 5. 5. 5 o
1208 - Conserved hypothetical protein o Rev 1113289 3 3 a. -0
1200 - Putative Zn-ribbon-containing protein, involved in phosphonate me 4 Fwd 6 5 5 0 -
@210 - Putative membrane protein - Rev 6 7. 6 o
g1 - Putative transcriptional regulator, MarR-family K Rev 11144 5. 5 5 o
w12 - Putative antibiotic efflux permease, MFS-type G Fwd 1114571 2. 2. 3 o
1213 tnplafisCala Transposase L Fud 11 2. 2 2. o
214 - Putative cysteine desulfurase, AT class IV 3 Rev 1118374 7. 9. 8. -0
1215 nadc Putative nicotinate-nucleotide pvrophosphorvlase H Rev 1119213 7. 9. 9 -0
1216 nadd Quinolinate synthetase, subunit A H Rev 1120503 8. 9. 9 -0
218 - ADP-ribose pyrophosphatase F Rev 1121196 2 7. 8. 8. -0
219 - Putative membrane protein s Fwd 1122276 24 a. 3 2. o [-1.695 -3.083
w1220 - Putative Zn-dependent hvdrolase, beta-lactamase fold R Rev 1122299 282 5 5 6 o
221 - Conserved hypothetical protein s Rev 11229034 57 a. 4 a. -0
w1222 bl Liboate-protein lizase A H Rev 1124342 1123284 184 3 a. a. o
1220 - Conserved hvpothetical protein s Fwd 1124510 1124932 325 6 a. a. -0
1225 peak MFS-tvpe 4-hvdroxvbenzoate and protocatechuate permease G Rev 1126204 1124999 129 2. 0 1. o
1226 pobA Putative 4-hydroxybenzoate 3-monooxvgenase. H Rev 1127488 1126301 91 3 1. 2. -0
w227 - Putative membrane protein s Fwd 1127875 112848 2885 9. 9 8. -0
128 - ABC-type putative cobalt transporter, ATPase subunit R Fwd 1128481 1120821 6594 9. 9. 5. -0
w1229 - ABC-type putative cobalt transporter, permease subunit 3 Fwd 1129818 9. 9. 5. -0
1230 - Conserved hypothetical protein F Fwd 1130570 9. 8. 7. -0
w1231 chaa /Ca2+ antiporter, C: [ 3 Fwd 1131123 8. 6. 5 -0
a3 - Conserved hypothetical protein, LmbE-family s Fwd 6 6. 6 -0 -0.683 -0.
123 - Putative membrane protein s Rev a. 4 3 .396 o 6 -0.506 -1.
w1238 - Putative excinuclease, UvrA-like ATPase L Rev 5 5. 4. J121 60 . 0 1 -0.607 -1. [-1.926]
1236 tox Thiol peroxidase o Fwd 9. 10 10. 1.025 0.950 1. o 0.950 1.
w1237 - Putative membrane protein s Rev 5 5. a. -0.266 -0.922 -0. -0 6 -0.922 -0.
1238 - Putative membrane protein s Rev 6 6. 5 0.024 -0.268 -0. -0 4
1239 - Putative oxidoreductase H Fwd 1139428 3 a. a. 1.102 0.968 0. o 2
w1240 - Hypothetical protein - Fwd 1140348 6 6. 6 o 3
21 - conserved hypothetical protein - putative pseudogene (C-terminal - Fwd 1140825 -0 7

w1242 - Putative membrane protein - Rev 1141489



This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read - + - +
Gene Information Read Mapping log,TPM m-values m-values < 1.5 m-values > £1.5
Count (not significant) (significant)
B @ ® ® 6 6
Feature  Product Malor COG f:‘ vs. vs. vs. vs. vs.
i ® © © © o
ce1243 Secreted trvosin-like serine orotease. containing a C-terminal PO o 764 3
1244 - Arsenate reductase or related orotein. zlutaredoxin-familv P Rev. 5
s - Putative membrane protein e P .
c2s - Conserved hvpothetical orotein s ke 6
w247 - Putative secreted protein S ke 8
w28 - Putative GTPase. probablv involved i sress response T A 3 -1
c2s - ABC-tvoe putative dioetide/olizonestide transporter. substrate-bi - ¢ o
1250 mshB  Putative Neacetvl-1-D-mvo-inositl-2-amino-2-deowy-alohaD- lucc s 3o
st - Putative membrane protein S 2> o
22 fhe Ferredosin c 5o
1253 daC  Succinvidiminopimelate aminotransferase. AT lass | - 6 0.2
css - Putative membrane protein - 6
s - Conserved hvpothetical orotein, outative HNH endonuclease I 1 - 3
21256 daoD . X E Rev. 4. 3
1257 arop aromatic amino acds ustake svstem £ ke 5 008
ce1259 davD2 Putative 2.3.4.5-tetrahvdropvridine-2.6-dicarboxvlate N-succinvitra E Rev. 5. 09
cz1260 davE Succinvl-diaminooimelate desuccinviase E Fwd 6. 9
cel - Lusine decarboiase familvorotein R wd o 6
w6 fobz Dihvdrosteroate svnthase W Fwd i s o
6 - Givcosransferase. involved incellwal biosenesis Mo Fwd 3 s oo
s - Conserved hvpothetical orotein - " . s 0l
<1265 - Conserved hvoothetical brotein - Fwd 8. 9
21266 rrmA rRNA guanine-N1-methvitransferase a Fwd 7. 8
21267 - Beta-fructosidase (levanase/invertase) G Rev. 3 6
#1268 alaA Putative elvcosvl transferase M Rev. 3 7
21269 alaC Glucose-1-phosphate adenvlvitransferase G Fwd 7. 8
<1270 - Putative O-methvltransferase R Rev. a. 4
1271 siak RNA polvmerase sigma factor. ECF-familv K Fwd 8. 8
w1272 cseE Anti-sigma factor CseE - Fwd 4. 8. 8
1273 - Putative twin arzinine targeting (Tat) Preorotein translocase subuni u Fwd 8 7. 6
1274 mro Putative ATPase. probablv involved in chromosome partitioning D Rev. 1169052 1729 19 2948 7. 6
1275 - Conserved putative membrane orotein - Rev. 1170212 180 250 344 5. 4
1276 matel  Putative M2+ transoorter. Me2+ transoorter-£ (MtE) famiy P ke 1170786 aas ssa 752 5 1
w1277 - Conserved putative membrane orotein - Fwd 598 57 7. 7
1278 - Conserved putative secreted orotein - Fwd 643 489 3
1279 - Putative secreted protein - Rev. 152 1376 4.4
21280 odhA 2-Oxoelutarate dehvdrogenase. E1 comoonent c Rev. 677 EET 7.
1281 - 'ABC-tvoe putative multidrug transporter. ATPase and permease sul v Rev. 772 848 a.
1282 - Conserved hvoothetical brotein - Rev. 903 3
1283 aroE2 Putative shikimate/auinate 5-dehvdrogenase E Rev. 2299 7.
1284 lioT Putative carboxvlesterase. tvoe B 1 Fwd 545 5.
#1285 - Conserved hvoothetical brotein - Fwd 269 5.
<1286 - Conserved hvoothetical brotein - Fwd 2401 8.
1287 - Conserved hvoothetical brotein - Rev. 16 2.
#1288 - Putative multidrug efflux permease. MFS-tvoe. G Fwd 3
21289 - Putative multidrug efflux permease. MFS-tvoe. G Fwd 2.
cr1290 metE methyltran E Rev 11.
cr1291 - Putative membrane protein - Fwd 3
cr1292 - Flavin-containing monooxvgenase 3 P Fwd 5
cr1293 - Putative secreted protein - Fwd a.
cr1294 - Putative esterase, alpha-beta hvdrolase superfamily R Fwd 4.
qss - R Rev o
cr1296 - Conserved hypothetical protein, putative non-ribosomal peptide sy Qa Fwd 1.
cr1298 cvdC /ABC-type putative multidrug/protein/lipid transporter, ATPase and v Rev 2 3
cr1299 cvdD /ABC-type putative multidrug/protein/lipid transporter, ATPase and v Rev 39 3 .
cr1300 cvdB Cytochrome d ubiquinol oxidase subunit Il c Rev 8 3 7.
cr1301 cvdA Cytochrome d ubiquinol oxidase subunit | c Rev 9 5 8.
cr1302 - Putative nuclease, HKD-family K Rev 733 a. 3
cr1303 - NTP pyrophosphohydrolase L Rev 351 6 6 98
cr1304 - Putative secreted protein - Fwd 812 6.4 4. 28
qa0s - oroline s . £ R 1211083 s26 0 3 o7
cr1307 - DNA/RNA helicase, superfamily Il J Fwd 1211402 4 7. 8. 1
cr1308 - Putative transcriptional regulator, TetR-family K Rev. 1214583 189 4. 92 3 8
cr1309 - Putative FAD-dependent oxidoreductase H Fwd 109 3 679 0. 3
cr1310 tfdF Putative maleylacetate reductase c Fwd 75 3 2.229 2. 14
cr1311 - Hvdroxvauinol 1,2-dioxvgenase Qa Fwd 76 3 .028 3. 60
cr1312 - Putative membrane protein - Rev 7. 341 8. 6
cr1313 - Putative secreted lipoprotein s Rev 4. 278 1. 8
cr1314 putP Putative Na+/proline symporter, solute:sodium symporter (SSS) fan E Rev 7. 818 5 6
cr1316 - DNA/RNA helicase, SNF2 family K Fwd a. 2
cr1317 - Conserved hypothetical protein s Fwd 5 5
cr1318 - Conserved hypothetical protein L Fwd 4 4. 4.
cr1319 - Conserved hypothetical protein D Fwd 4 4. 4.
cr1320 lipP Conserved putative membrane protein 1 Fwd 4 1. 1.
cr1321 - Putative short-chain fatty acid transporter 1 Fwd 0 0 0. - -2.211 -2.
cr1322 - Conserved hypothetical protein, Ycel-homolog s Rev 1384 1281 7. 7.
cr1324 rosR Transcriptional regulator, MarR-family - Fwd 250 360 5 5
cr1325 - Conserved hypothetical protein - Fwd 277 361 5 3
cr1326 - Hvpothetical protein - Rev 518 1020 7. 7.
cr1327 - Putative transcriptional regulator, Crp-family T Fwd 12 98 361 1949 2. 5
cr1328 - Putative heavy-metal ion transporting P-type ATPase - Fwd 1234071 3
cr1329 ctoC Putative Cd2+ transporting P-tvpe ATPase P Fwd 1234475 1.
cr1330 - Conserved hypothetical protein s Fwd 1236451 4.
cr1332 - Putative secreted hvdrolase R Rev 1239593 9 8.
cr1333 aras Arginyl-tRNA synthetase J Fwd 1239742 1183 7.
cr1334 IysA Diaminopimelate decarboxylase E Fwd 93 7.
cr1335 - Hvpothetical protein - Rev 49 4.
s - Putative secreted protein - ke n 0
cr1337 hom Homoserine dehvdrogenase E Fwd 6214 8.
cr1338 thrB Homoserine kinase: E Fwd 173 8.
cr1340 arnR transcriptional regulator ArsR-family - Rev 428 5
cr1341 narl Respiratory nitrate reductase 2, gamma chain c Rev 848 5 6
cr1342 narJ Respiratory nitrate reductase 2, delta chain c Rev 672 4. 5.
cr1343 narH. Respiratory nitrate reductase 2, beta chain c Rev 1 5
crl344 narG Respiratory nitrate reductase 2, alpha chain C Rev 7
cr1345 nark Putative nitrate/nitrite permease, MFS-type P Rev
cg1346 ‘mogq Putative molvbdopterin biosynthesis protein Mog H Fwd 3
7 - Putative secreted or membrane protein | ke .




This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read
Count

m-values < 1.5 m-values > 1.5
(not significant) (significant)

@ ® o

vs. vs. vs.

Gene Information Read Mapping m-values

Feature  Product Major COG

Length [bps]

Y rective Length

cx1348 Putative membrane brotein. containing a CBS domain R 1258316 6 1 4.803 5.276  4.551 3.
w1349 - Putative membrane brotein. containing a CBS domain R Rev 1259330 1404 1331 5 51 6.680 6.409 5.748 5.

1350 mob orotein H Rev 1260894 564 490 3 16 1.497 4.851 4.823 5.

1351 moeA3  Molvbdooterin biosvnthesis orotein MoeA H Rev 1261458 1212 1139 8 49, 5.048 5.394 5.122 5.

w1352 moaA Molvbdooterin biosvnthesis orotein A H Rev 1263153 1209 1135 0 53 119 5.197 5.562 5.354 5.

1353 fodDd Putative acvl-CoA svnthetase I Rev 1264351 1654 916 507 5.169 6.018  5.613 5.466

w1354 rho Transcriotion termination factor Rho K Fwd 0 1268898 2216 2777 632 7.705 7.281 6.864 6.659

w1355 orfA Peptide chain release factor 1 (RF-1) ) Fwd 6 1269974 1004 1530 305 815 537 7.166 6.8

w1356 - Putative rRNA or tRNA methvlase J Fwd 6 1270814 767 69 37 122 4.914 4.549  4.075

w1358 - Putative translation factor. Suas/¥clO/YrdC/YwIC-family ) Fwd 1271514 9 602 .951 7.278 6.660 6.269

w1359 - Putative membrane protein M Fwd 1272663 755 189 .340 5.824 5.776

w1360 - Putative membrane protein - Fwd 1273169 507 625 .1 12 6.555

w1361 atol Huoothetical protein - Fwd 1273590 1 6 0 3.418 .2 62 1.262

1362 atoB ATP sunthase FO. A chain c Fwd 1274620 0040 4096 .120 .2 11 11.798

1363 atok ATP svnthase FO. C chain - Fwd 1274996 8308 631 .905 1 62 11.475

w1364 atoF ATP svnthase FO. 8 chain c Fwd 12755 1968 978 .292 .3 04 10.779

1365 atoH ATP svnthase F1. delta subunit c Fwd 13942 937 9.928 .12 474 6.

1366 atoA ATP svnthase F1. aloha chain c Fwd 22195 1628 609 135 6.

w1367 atoG ATP svnthase F1. zamma chain c Fwd 279153 8949 709 039 9.574 5.

1368 atoD ATP svnthase F1. beta chain c Fwd 1280607 11 19897 1384 97 10.156 6.

w1369 atoC ATP svnthase F1. epsilon chain c Fwd 1280993 9 asua 979 7.

w1370 - Conserved hvoothetical orotein - Fwd 1281711 91 322 7

@71 - Putative nuclease. RecB-familv - Fwd 1282430 749 191 6

@32 - Conserved hvoothetical orotein - Fwd 1282722 10 .910

@373 - Putative elvoxalase 3 Rev 1282727 2509 810 7

w3 - Conserved hvoothetical orotein s Fwd 1283576 6 561 6

w1375 - Putative thioredoxin o Fwd 12843585 5 823 6

1376 ssub1 FMNH2-debendent aliohatic c Fwd 1285937 1 861 -1

@137 ssuc ABC-tvoe aliohatic sulfonate transoorter. permease subunit 3 Fwd 011 -3

1379 ssuB ABC-tvoe aliohatic sulfonate transoorter. ATPase subunit 3 Fwd 6 320 -

1380 ssua ABC-tvoe transoorter. sub 3 Fwd 2 996 -

1381 aloB 1.4-aloha-glucan branching enavme G Rev 1

1382 alof Putative aloha-amvlase G Rev 9 3
w1383 - ABC-tvoe butative molvbdenum transoorter. ATPase subunit G Fwd 12
w1380 - Putative NUDIX hvdrolase L Fwd 2 5. 38
13gs - Putative SAM-devendent methvltransferase a Fwd 7 5. 60
1386 fixA Putative electron transfer flavoorotein. beta subunit c Fwd 6 7. 395 208
w1387 fixB Putative electron transfer flavoorotein. aloha subunit c Fwd 7 976 133
1388 nifs Putative aminotransferase. AT class IV/cvsteine desulfinase 3 Fwd 7 6. 396 356
w1301 - Conserved hvoothetical brotein. elated to cansule biosvnthesis en R Rev 1 1. 718 160
w1392 - Putative transcriotional reaulator. HTH 3-familv - Rev 5 5 305 230
w1393 - Putative acetvitransferase. GNAT family - Fwd 2 5. 152 167 )21
1394 soeE2 Putative soermidine svnthase 3 Rev 3 18

w1395 - Conserved hvoothetical orotein - Rev 3.

w1396 - Huoothetical protein - Fwd 54 3 3

w1397 tmu RNA ) Fwd 1360 6 6.

1398 - Conserved hvpothetical protein - Fwd 618 9 5.

w1399 - Putative multidrug efflux permease, MFS-tvpe. G Rev 640 9 5.

R1400 - Putative DN [ Ioha sub L Rev 382 1 5.

R1401  figA DNA liase (NAD(+)) L Fwd 1481 3 6.

102 - Conserved hpothetical protein - Rev 2084 1993 8. .

R1403  qatC Glutamyl-tRNA (GIn) amidotransferase, subunit C - Fwd 1268 6 9 8. 8.

R1404  qath Glutamyl-tRNA (GIn) amidotransferase, subunit A ) Fwd 1314586 1154 2 0 8 . 7.

R1405 - siderophore-interacting protein P Fwd 131558 65 72 9 3 3. 2. 2.

R1408 - Putative membrane protein - Rev 2034 279 7. 8.797 9.027 8.

R1409  ofk 6-Phosphofructokinase G Fwd 14478 11015 8. 10.134 10.173 10.

RU410  rbsk Transcriptional repressor of the ribose importer RbsACBD, Lacl-fam K Fwd 106 187 a. 1.995 2.981 4.

RU1L  rbsA ABCtvpe ribose transporter, ATPase subunit (TC3.A.1.2.1) G Fwd 184 206 a. 2. a.

RU12 rbsC ABCtvpe ribose transporter, permease subunit (TC 3.A1.2.1) G Fwd 78 178 118 a. 2. 3

RU413  rbsB ABCtvpe ribose transporter, substrate-binding ipoprotein (TC 3.A. G Fwd 138 266 211 5. 3. a.

R1414 rbsD ABCtvpe ribose transporter, uncharacterized component (TC 3.A.1 G Fwd 73 61 5. 3 a.

w17 - Putative acetyltransferase ) Fwd 7 5. 2. 0.

18 - ABCtvpe putative iron-siderophore transporter, substrate-binding P Fwd a. 3 1.

w19 - Ibile : R Fwd 5. 5. 2.

R1420  qatB Glutamyl-tRNA (GIn) amidotransferase, subunit B J Fwd 8. 8 8.

w11 - Conserved hypothetical protein, putative dinucleotide-binding enzy R Fwd 1328521 3 2. 3. [-2.173]
1423 - Putative oxidoreductase, aldo/keto reductase family c Fwd 1329715 7. 7 7.

@142 IysE Lysine efflux permease, L-lysine exporter (LysE) family E Rev 1329712 2. 3. 4.99 9 [ 2500 2.672]
125 56 Putative transcriptional regulator, LysR-family K Fwd 56 3 a. 3.895 3

R1426  ast Putative lutathione s-transferase o Rev 7 a. a. 4.620 6

w1427 - Conserved putative secreted protein s Fwd 5. 4. 3.848 3 [-3.352
w1429 - Putative membrane protein R Fwd 7. 8. 7.464 2

w1432 D Dihydroxy-acid dehvdratase 3 Rev 6 7. 6 4

1433 - Conserved hvpothetical protein - Rev 7. 7 7 2

143 - Small-conductance mechanosensitive ion channel, Mscs-family ™ Rev 5

R1435 B Acetohvdroxy acid svnthase (AHAS),large subunit 3 Fwd 1341480

/1436 N Acetohvdroxy acid svnthase (AHAS), small subunit 3 Fwd 1342012 7

1437 e Ketopantoate reductase 3 Fwd 1343209

1438 - ABC-tvpe putative nitrate transporter, ATPase subunit, putative pse 3 Rev 1343426

R1440 - ABCtvpe putative nitrate transporter, ATPase subunit, putative pse 3 Rev 1343927

a1 - ABCtvpe putative nitrate transporter, substrate-binding ipoprotei 3 Rev 1344258

a2 - Acvl-C family protein, putative ' Fwd 1345934

R1443 - Acvi-C family protein, putative te i Fwd 1346278

144 - Putative flavin:NADH reductase R Fwd 1346890

w1447 - Putative secondary Co2+/Zn2+/Cd2+ efflux transporter, cation diffu 3 Fwd [-1.859 -1.510]
148 - Conserved hpothetical protein s Fwd

1449 - Conserved hpothetical protein - Fwd

1451 serA Phosohoglvcerate dehydrogenase H Fwd [-2.525]
U2 - Hypothetical protein - Fwd

@453 leuB 3-Isopropyimalate dehydrogenase c Fwd [-2.138]
cRusa - ABC-tvpe putati S il 3 Rev

R1456 - Conserved hvpothetical protein, containing cAMP-binding and CBS: T Fwd

R1457  dna2 Putative DNA polvmerase I, epsilon subunit L Fwd

158 - Putative hvdrolase, FAA-farmily a Fwd

1459 - Putative SAM-dependent methyltransferase a Fwd

162 entC Isochorismate svnthase H Rev

R1463  alts Putative glutamyHRNA synthetase 3 Fwd

PATTTR Putative transcriptional regulator, HTH 3-family - Rev -0.214 -0.284




This supplementary table provides the full data for the calculation and development of Table A5.
Raw Read
Count

m-values < 1.5 m-values > 1.5
(not significant) (significant)

Gene Information Read Mapping m-values

. § ® ® ® ® ©
Feature  Product Malor COG & f:‘ vs.  vs. vs.  vs. vs.
® ® ® @ O
ce1479 alaP1 Putative glvcogen phosphorvlase G Rev. 137 4 9.718 9 10. 9 9. 0 9
1491 - Hvpothetical protein - Fwd 1385555 2. 687 -0 -0.
1493 ddiA D-alanine--D-alanine lizase A M Fwd 1387702 908 3 3 8 3 3 [
1494 - Putative secreted protein - Rev. 1387757 483 170 5. 4.982 5 5.
#1495 thil Thiamine-phosphate kinase H Fwd 1389794 1 390 5. 480 5 5. 1
cr1496 una Putative uracil-DNA glvcosvlase L Fwd 1390543 9 186 5. 4.908 5 a. -0.097
1497 - Putative kinase. related to dihvdroxvacetone kinase G Fwd 4 297 5. a2 5 a. 0.05
#1498 - ATP-dependent DNA helicase. RecG-like L Fwd 703 398 a. 1. 5 a. 0.052
1499 - Conserved hvoothetical brotein c Fwd 298 189 3 5 3 6. -0.0.
21500 - N6-adenine-soecific methvlase L Fwd 497 293 5. 4. 6. 3 037
#1501 coaD Pantetheine-phosohate adenvlvltransferase H Fwd 488 269 3 3 3 056
#1502 - /ABC-tvoe putative amino acid transoorter. ATPase subunit E Rev. 150 58 5. 5. a. 8
#1503 - /ABC-tvoe putative amino acid transoorter. permease subunit E Rev. 8 5. 5. a. 0
<1504 - 'ABC-tvoe putative amino acid transoorter. substrate-binding liooor: E Rev. 1398025 5. 3 5. a. 108
#1505 - Putative secreted protein - Fwd 1399938 4. 5. 5. a. 0
21506 - Putative membrane rotein S Rev. 1400021 7. 6. 5. 2
<1507 int1 Putative integrase. phage-tvpe - putative seudozene L Rev. 14 649 1. 0. 0.
#1508 - similar to Pso1 - putative pseudogene - Fwd 1402803 5. a a.
21509 - Hvpothetical protein - Fwd 140354 5. 5. 5.
21510 - Conserved hvoothetical brotein - Fwd 1404173 7. 7. 7.
cr1511 - Hvpothetical protein - Fwd 1405461 7. 6. 3
1512 - Hvpothetical protein S Fwd 140 5 3 7. 7 3! 7
1513 tno23aflSCa2 Transoosase. outative pseudogene - Rev. 1406158 8 3 6. 1 7
1514 - Secreted orotein - Rev. 1406784 8 9. 11. 2, 11.
1515 tno24allSCa2 Transoosase. outative pseudogene - Rev. 1408463 9 3 5. 0! 5.
cr1516 - Hvpothetical protein - Rev 1408631 5. 6. 6.05 6 8
cr1517 - Putative secreted protein - Rev 14 6 6 6 7. 2
cr1518 - Hvpothetical protein - Rev 1410490 1410167 3 2 2. 1. 2
cr1519 - Hvpothetical protein - Rev 1411263 1410892 5. 5. a. 6
cr1520 - Putative secreted protein o Rev 1412478 1411528 3 2. 2. 2
cr1521 - Putative membrane protein - Rev 14128 1412583 3 3. 2.5
cr1522 - Putative membrane protein - Rev 1412901 4. 3. 2. 289
cr1523 - Conserved hypothetical protein - Fwd 2 5. 4. 4. 7
cr1524 - Putative membrane protein - Rev 1414090 5. a 4. 9
cr1525 polA DNA polvmerase | L Fwd 141 6 6 7. a4
cr1526 - Putative multidrug efflux permease, MFS-type. G Rev -0. 0. -0.
cr1527 - Putative transcriptional regulator, HTH 3-family K Fwd 3 3. 3
cr1528 dkaX Putative 2,5-diketo-D-gluconic acid reductase R Fwd 1421218 3 4. 4.
cr1530 - Putative SAM-dependent methyitransferase Qa Rev 1421535 4. 3. 3
cr1531 rpsA 30S ribosomal protein S1 J Fwd 1424026 11. 10. 1 10.
cr1537 ptsG . Rl 1IBCA cc G Fwd 1426735 9. 8. 9
cr1538 coakE Dephospho-CoA kinase H Fwd 1427348 7. 8. 8.
cr1540 - Putative secreted protein - Fwd 1428824 a. 4. 5
cr1541 - conserved hypothetical protein - putative pseudogene - Rev 1428840 1. 1 2.
cr1542 - Putative membrane protein - Rev 1429268 3 3. 3
cr1543 uriH Uridine preferring nucleoside hydrolase F Rev 1429688 4. 5 5
cr1545 uriT’ Putative multidrug efflux permease, MFS-type. G Rev 3 4. 4.
cr1546 rbsk1 Putative ribokinase G Rev 4. 4. 5
cr1547 uriR Transcriptional regulator of the uriR operon K Rev 3 3. a.
cr1548 - Conserved hypothetical protein - Fwd 4. 5. 4.
cr1549 - Hvpothetical protein - Fwd 4. 5. 4.
cr1550 uvrB Excinuclease ABC, subunit B L Fwd 5 6. 3
cr1551 uspAl Universal stress protein UspA T Fwd 9. 11 1 11.
cr1553 qor2 M Fwd 5 5 4.
cR1555 - DNA/RNA helicase, superfamily | R Rev 5 4. 4.621 4.
cr1556 - Conserved hypothetical protein s Rev 9. 9 9.808 9
cr1559 - Zn-dependent hydrolase R Rev 6 6. 6.428 6 5
cr1560 uvrA Excinuclease ABC, ATPase subunit A L Fwd 3 6. 5
cr1563 infC Translation initiation factor IF-3 Fwd 11. 10. 10.
cr1564 roml 50S ribosomal protein L35 - Fwd 11. 10 10.
cR1565 roIT. 50S ribosomal protein 120 ) Fwd 1450112 10. 10. 9
cR1566 - Hvpothetical protein - Rev 1451395 3 3. 2.
cr1567 - Hvpothetical protein - Fwd 1451671 3 4 3 4
cr1568 uapA ABC-tvpe 3 G Fwd 1452358 3 3. 2. 04 -0.144 5
cr1569 uapE 'ABC-type sn-glycerol-3-phosphate transporter, permease subunit ( G Fwd 1. 0. 0. 54
cr1570 uapB ABC-tvpe { - transporter, sub: binding li G Fwd 1. 0. 1. 92 284
cr1571 uapC 'ABC-type sn-glycerol-3-phosphate transporter, ATPase subunit (TC G Fwd 1. 1. 1. 06 -0.302
cr1572 alpQ2 Putative glvcerophosphodiester phosphodiesterase c Rev 3 3. 3 975 1.437 0.405
cr1573 tsnR Putative 235 rRNA methyltransferase J Fwd 5 6. 5 18 -0.869 0.209
cr1574 phes Phenylalanyl-tRNA synthetase, alpha chain J Fwd 7. 7. 6 926 -1.112 0.083
cr1575 pheT Phenylalanyl-tRNA synthetase, beta chain J Fwd 7 7 42 -0.997 0.077
cr1577 - Putative secreted hvdrolase - Fwd 7.645 8.088 7 16 -1.329 0.443
cr1578 - Putative acvltransferase, membrane protein 1 Fwd 02 08 6. 21 0.282
cg1580 araC N-acetyl-gamma-glutamyl-phosphate reductase E Fwd 6.889 08 6 0.220




This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read

m-values < 1.5 m-values > 1.5

Gene Information Read Mapping log,TPM m-values
Count (not significant) (significant)
L. B ® ® 6 ®
Feature Product Major COG H f:‘ vs. vs.
cels81 Glutamate N-acetviransferase 3 d 1167 10 o
1582 aras Acetvigutamate kinase - 954 o
o583 arad Acetvlornithine aminotransferase. AT class - 1176 1102 o 17
1584 araF Ornithine carbamovltransferase E Fwd 960 886 6. 215
ce1sss araR Transcriotionalrepressor o arginine biosvnthesis. AreR-fariy K 1471510 5 1583
ce1sss  aras Areininosuccinate sunthase - 1472883 I ‘165
o588 araH Areininosuccinate ase S 1474377 1306 7. "
s - Putative secreted orotein N Fwd 1475589 4026 3.830 4.214 3. 31618
s - Conserved putatve secreted orotein R Fwd 1477163 31833 3.es0 4.422 4. 3.819
sl - Putative secreted orotein - 1477764 5151 4.972 5.435 5.308 4.954
s - Conserved hvpothetical protein - fwd 1477810 1477989 6226 8.041 8.465 8 8,282
w59 s TrosvI-RNA svthetase S R 1478017 147527 499 7918 7 76
ce1595  usoA2  Universal stress brotein UsoA T R 1479860 1479393 6773 8.940 6.084 4.976 4.521 3.654
s - Conserved hvpothetical orotein - Fwd 1486193 1487497 6.217 6.592 6.942 6 6119
css - Putative sugar ohosohatase. HAD-suoerfarmiy 6 Fwd 1287509 1188495 6,403 6.432 6.964 6.445 6.116 5.617
s - Hupothetical potein - 6.451 6.357 7.103 6.647 6.299 6.456
600 - Conserved hvpothetical orotein ) ew 5798 5.931 6.332 5.788 5.77L 5.025
1601 oonk NADL#) Kinase [ 5 953 6.516 6 5,758
602 rech DNA repsir orotein RecN L R 1450570 5 830 4.015 3.236 2.502
603 - Conserved putative membrane orotein C fwd 1492420 310 7.509 7 6,992
604 - Secreted orotein. putative charnel protein similar to RVI6S8 £ fwd 1493614 1063 7 1225 6.988 6.728
21606 ovrG CTP svnthetase F Fwd 1494980 5. 1 5 5 5.221 [=2.150]
<1607 - Putative NTP ovrophosohohvdrolase L Fwd 1496 3 6.2 6.5 6 6.128 -0.637
#1608 xerD Integrase/recombinase L Fwd 1497328 1498242 5. 2 5.4, 5.162 -
21609 - /ABC-tvoe putative antibiotics transporter. ATPase subunit with dup R Rev. 1499791 1498259 3 2.3 1.8 1.321
21610 arA2 Putative chromosome partitioning ATPase D Fwd 1500243 1501115 7. 7.2 7.0 6.489
cr1611 scoA Putative segregation and condensation orotein A S Fwd 1501398 1502165 5. 4.8 4.7, 4.488
1612 - Putative acetvitransferase J Rev. 15029 5. 7.2 2.7 1.7
1613 s5eA2 Rhodanese-related sulfurtransferase P Fwd 15031 7. 7.8 6.3 6.8
1614 scoB. Putative segregation and condensation orotein B K Fwd 15040 3 5.0 5.2
1615 rluA 165 rRNA uridine-516 pseudouridvlate svnthase or related pseudot J Fwd 1504746 1505708 7. 7.1 7.4
21616 cmk Cvtidvlate kinase F Fwd 150! 1506415 3 6.4 6.5
1617 - GTPase of unknown function R Fwd 15 1508043 3 6.4 6.5
21618 - Conserved hvoothetical brotein S Rev. 15 1508126 5. 6.0 5.
21619 - Putative transcriotional rezulator. AraC familv K Rev. 15 1508869 9. 3 7.7 7.
21620 - 'SAM-deoendent methvitransferase a Rev. 15 87 8 a. 4.9 a.
1621 - 'ABC-tvoe putative multidrug transporter. ATPase and permease sul v Fwd 15 39 33 5 3 2.4 0.
1622 - 'ABC-tvoe putative multidrug transporter. ATPase and permease sul v Fwd 15 58 38 20 2. 2.1 0.
1623 - Putative divalent heavv-metal cation transoorter P Fwd 15 23 13 2 2. 2.1 0.
w6 - Putative secondary Nas/+ antioorter, monovalent cation:oroton a PR 15 g s an 5 6.7 5
1625 - Hvpothetical protein - Rev. 15 57 65 27 a. 5.3 a.
1626 - Conserved hvoothetical brotein S Rev. 1517 6 7 138 3 7.8, 3
21628 - Putative hvdrolase. aloha/beta suberfamilv R Rev. 1518 440 3 7.98 3
21629 secA2 Preprotein translocase. SecA subunit u Fwd 1518 1418 3 6.766 6 3
21630 - Putative signal transduction orotein. FHA-domain T Fwd 15210 9977 9. 10.993 10.912 11.
cr1631 - Putative transcriotional rezulator. MerR-familv. K Fwd 15216 801 7. 8 7 8.207 8.
cr1632 - Conserved hypothetical protein s Fwd 1522424 564 7. 7 4 7.23 7.
cr1633 - Putative transcriptional regulator, MerR-family. K Fwd 15: 782 7. 8 0 8.678 8.
cr1635 - Putative membrane protein - Rev 15: 6 5. 6.213  6.227 5.
cr1636 - Putative secreted protein - Rev 15 5. 6 0 6 3
cr1638 - Conserved hypothetical protein - Rev 4.8 3.508 3 2.
cr1639 - Putative membrane protein, containing a CBS domain R Rev 5. 5.566 4.
cr1640 - Putative membrane protein, containing a CBS domain R Rev 6 6. 5.
cr1641 - DNA/RNA helicase, superfamily Il L Rev 6 6. 5.
cr1642 - Siderophore-interacting protein P Fwd 1. -0. -0.
cr1643 and Phosphogluconate dehvdrogenase (decarboxylating) G Rev 8. 8. 7.
cr1644 - Uncharacterized protein, possibly involved in aromatic compounds Qa Fwd 5. 5 5.
cr1645 - SAM-dependent methyltransferase Qa Fwd 6 6. 5.
cr1646 - /ABC-type multidrug transport system, ATPase subunit v Fwd 834 5. 6. 6
cr1647 - /ABC-type multidrug transport system, permease subunit v Fwd 436 a. 5. 5.
cr1648 - Putative transcriptional regulator, RpiR-family K Rev 57 3 3. 3.251 2.
casss oD ABCtvpe . . £ Rev P 2. 1708 2125 1.
1650 petc ABCtvpe . ] £ ke 13 1 0012 0.028 0.
cr1651 pctB /ABC-type phosphate/phosphonate transporter, ATPase subunit (TC P Rev 11 1. 1. 0.028 0.
cr1652 pctA /ABC-type alkviphosphonate transporter, substrate-binding lipoprot P Rev 1540386 22 1. 0. 0.644 0.
cr1653 pap1 Putative phosphoglvcolate phosphatase: R Rev 15411 13 0. 1. 1.294 0.
cr1654 thiD1 hosphate diphosphor H Rev 1543575 1541284 6088 7. 8 7.659 7.
CR1655 thim Hvdroxvethyithiazole kinase H Rev. 1544383 1543583 8. 9. 8.814 8.
CR1656 ndh NADH dehvdrogenase c Rev 1546021 1544618 9. 9 9.116 8.
cr1657 ufaA Putative cvclopropane-fatty-acyl-phospholipid synthase M Fwd 1546443 154775 5. 5. .679 5.
cr1658 - Putative metabolite permease, MFS-tvpe G Rev 1549153 154 1 4.6 5. 4.743 4.
cr1659 apt Putative purine phosphoribosvltransferase F Rev 1549907 1549431 7. 8 8.
e - Putative membrane protein s Fwd 1550247 1550819 s 3828 3
cr1661 - Putative secondary arsenite transporter, arsenical resistance-3 (ACH P Fwd 1551868 4. 3.289 3
cr1662 - Putative secreted protein - Fwd 1552421 7. 6.589 6
cr1663 - Conserved hypothetical protein L Fwd 5 5.741 5
cr1664 - Putative permease, sulfate permease (SulP) family P Fwd 4. 4.663 4.
cR1665 - Putative secreted protein M Rev 4. 5 2 5
caces - Putative membrane protein - ke s 6.203 s
cr1669 - Putative secreted protein s Rev 3 6.406 3
cr1670 - Conserved hypothetical protein - Rev 7. 7. 3
cr1671 - Putative membrane-associated GTPase - Fwd 9. 10. 10.
cr1672 pomC Polvprenol-phosphate-mannose synthase domain 1 M Rev 1558478 7. 7. 7.3
cr1673 pomN Polvprenol-phosphate-mannose synthase domain 2 M Rev 15 5 5. 5
s - Putative membrane protein - ke 1560961 se4 6 7 7
cr1676 lip3 Putative lipase - Rev 1561901 1308 2. 2 2.
cr1677 - Conserved hypothetical protein P Fwd 156402 777 2. 2. 1. -0.336 -
cr1678 cobL. Precorrin-6Y C(5,15)-methyltransferase (decarboxvlating) H Rev 1563989 1293 5 6. 6 0.330
cr1679 - Hvpothetical protein - Fwd 1565952 249 2. 2. 0. -0.426
cr1680 - Short-chain dehydrogenase/reductase 1 Rev 1561 5 . 5 5 -0.089
cr1681 pepE Proline dipeptidase E Rev 1561 5 8 6. 5 0.068
cr1682 - Trvpsin-like serine protease. o Fwd 156! 4. .2 3. 3 -0.197 -
cr1683 - DNA/RNA helicase, superfamily Il L Rev 5 2 5 . 5 -0.054
cr1684 tatC Putative twin arginine targeting (Tat) Preprotein translocase subuni u Rev 945 2 6 9 6 6. 6 0.310
cr1685 tatX Putative twin arginine targeting (Tat) Preprotein translocase subuni - Rev 318 5 8. 8.89 9. 9 9 0.292
cr1686 - Putative transcriptional regulatory protein K Rev 984 0 5 199 5 5
cr1687 - Putative transcriptional regulatory protein K Rev 978 05 5 .655 5. 5.540 5 -0.829
21688 pafA Pup ligase - Rev 1449 6 7. 918 6 6 3 -0.922




This supplementary table provides the full data for the calculation and development of Table A5.

m-values
Count (not significant) (significant)
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® © © © O

Raw Read log,TPM m-values < 1.5 m-values > 1.5

Gene Information Read Mapping

cR1689 brokarvotic ubiauitin-like protein
Pup deamidase

1691 moo ATPase. AAA+-class. putative proteasome subunit o Rev

R1692  oimT Putative SAM-dependent methvltransferase. involved in tRNA-Met ) Rev

21693 penC butative asbartvl aminopentidase 3 Rev

cel6od - butative CRISPR-associated ATP-dependent nuclease L Fwd

1695 - butative antidote brotein. HTH-motif XRE family - Fwd

2169 - Putative antibiotic efflux bermease. MFS-tvoe G Rev

21697 asoA Aspartate ammonia-lvase c Rev 1 0.2
21698 hisG ATP phosphoribosvitransferase 3 Rev. 772 890 242 -0.
21699 hisE PhosohoribosvI-ATP pvrophosohatase 3 Rev 191 891 355 -0.
@i700 - Putative ohosohatase/ohosohohexomutase R Rev 623 596 352 -0.
1701 metH Methionine svnthase 3 Rev 1589037 3591 3518 6132 1733 -0.
@i702 - Hvpothetical protein - Fwd 1593382 573 499 12 59 -0.
1703 - Putative ovridine nucleotid o Rev 502 159 0.
w1704 - Putative transcriotional regulator. ArsR-family - Rev 173 209 1.
1705 arsC2 Putative secondarv arsenite transoorter. arsenical resistance-3 (ACI 4 Fwd 299 238 -0.
1706 - Putative arsenate reductase (arsenical oump modifier) T Fwd 121 86 -0.
@707 - Putative arsenate reductase (arsenical oump modifier) T Fwd 8 0.
1708 - Conserved hvpothetical protein - Rev 0.
1709 mshC Putative I deoxv-aloh: ) Rev. 5. -0.
@170 bacA Putative undecaorenol kinase v Rev 6

@71l - Putative oxidoreductase c Fwd 3 -0.
w1712 fool Putative secreted lipobrotein - Fwd 5. 0.
@713 ouD Dihvdroorotate oxidase F Fwd 5. 0.
w1714 - Hupothetical orotein - Rev 1. -0.
@715 - Hvpothetical orotein - Fwd 3 -0.
21716 tno16bliSCal Transoosase L Fwd 2. -0.
@717 - Putative membrane brotein - Rev 8. 0.
w1718 - Phosoholioid-binding protein R Rev 6

1719 tetB ABC-tvoe multidrug transoort svstem. ATPase and permease subun v Rev o

1720 tetA ABC-tvoe multidrug transoort svstem, ATPase and permease subun v Rev 1 -1,
@722 - Putative N-acetvitransferase. GCNS-related K Fwd 6 1.
w1724 - Putative orotein kinase. Ara o related GTPase of G3E-family E Rev 6 1.
1725 memB Methvimalonvl-CoA mutase. aloha subunit l Rev 6 1.
1726 memA Methvimalonvl-CoA mutase. beta subunit | Rev 7 0.
w1727 - Putative membrane brotein s Fwd o - -1,
w1728 - Conserved hvpothetical orotein - Fwd 6 0.
@730 - b Tk o Rev 8 7. 6 0.
@73l - Membrane orotein. imolicated in regulation of membrane orotease o Rev g 7. 7 0.
@732 - Conserved hvpothetical orotein - Rev 263 1. - -0.
w1733 - Conserved hvpothetical orotein - Fwd 786 712 91 1.6 - -1,
1734 hemH. Ferrochelatase H Rev 1113 1040 129 7. 1.
@173 - Secreted cell wall-associated hvdrolase (invasion-associated oroteir ™ Rev 1893 182 7. - -0.
w1736 - Putative membrane brotein - Rev 501 427 5 5. -0.
1737 acn Aconitate hvdratase c Fwd 2832 99 8. 1.
®1738  acnR Transcriptional repressor AcnR, TetR-family. K Fwd 567 432 5 1.996 0.
1739 - Conserved hypothetical protein, containing a glutamine amidotrans F Fwd 38 759 6 1.162 0.
1740 - Putative nucleoside-diphosphate-sugar epimerase ' Rev 31 666 6 8.656 1.
174l - Putative membrane protein - Rev 17 255 5 6.968 1.
w1742 - Conserved hypothetical protein, containing an ACT-domain - Fwd 396 270 2 6 6.098 -0.
1743 - Conserved hypothetical protein s Fwd 94 1389 9 5 270 0.
®1744  pacl Putative cation transporting P-type ATPase P Fwd 11 2679 2277 3 660

1745 - Conserved hypothetical protein s Rev 192 a1 89 4. 770 -0.
1746 - Putative membrane protein - Fwd 1365 1292 1182 1. 273 1
1748 - Putative secreted protein - Fwd 159 86 22 1. 042

1749 - Hypothetical protein - Fwd 165 92 25 1. 73

1750 - Conserved hypothetical protein - Fwd 5 243 171 14 7 -1, 600

1751 - Putative membrane protein - Rev o 402 328 7 9 1. 1.026 0. -0.
1752 int Putative phage integrase, fragment L Fwd 471 459 385 0. -0 0.
1753 - ABC-type transporter, ATPase subunit with duplicated ATPase dom: R Rev 10 1632 1558 6 -0. -0.
1754 - Putative membrane protein - Rev 7 1479 1408 -0. -0. -0.
R1756  nanH Exo-alpha-sialidase, secreted protein 9 Rev 1 -1, -0.
R1757  tnp3b(ISCa3b Transposase L Fwd 4. 0. 0.
1758 - Putative membrane protein - Fwd 4. 0. 0.
@179 - Putative metal-sulfur cluster biosynthetic enzyme R Rev 8. 0. 0.
RI760  sufU Protein involved in Fe-S cluster formation, NifU-family. € Rev 8. 0. 0.
R1761  sufs cysteine desulfurase E Rev 8. -0. -0.
1762 sufc FeS cluster assembly ATPase, SufC-family [ Rev 8. 84 -0. -0.
1763 sufd FeS cluster assembly protein, SufD-family o Rev 7. 1 -0. 0.
1764 suff FeS cluster assembly protein, SufB-family. o Rev 8. 44 -0. -0.
1765 suff Transcriptional repressor of suf operon K Rev 9. 329 -0. -0.
1766 - Putative membrane protein - Fwd 4. 28 0. -0.
1767 - ABC-type putative multidrug transporter, ATPase subunit 3 Fwd 3 456 0. 0.
1768 - ABC-type putative multidrug transporter, permease subunit v Fwd 3 712 0. 0.
R1769  ctaA Cytochrome oxidase assembly protein o Fwd 5

@770 - DNA/RNA helicase, superfamily ll-tvp. s Fwd 1. 0. 0.
@771 qor2 Putative NADPH:auinone reductase, zeta-crystallin c Fwd 5 .

@773 ctoB e oxidase o Rev 5. 5 7. -0.

1774 tht Transketolase [ Fwd 8. 8 8 0. 0.
1776 tal Transaldolase G Fwd 7. 7. 7. 0. 0.
1778 2wf Glucose-6-phosphate 1-dehydrogenase 9 Fwd 7. 6. 6 -0. -1,
1779 opcA Glucose-6-phosphate 1-dehydrogenase subunit - Fwd 6 6. 3 -0 -0.
®1780  pal 6-Phosphogluconolactonase [ Fwd 6 6 3 -0 -0.
RI781 soxA Putative oxidase, pseudogene (C-terminal fragment) 3 Rev -0.
R1782  tnp13b(iSCal Transposase - Fwd -0. -1,
®1783  soxa’ Putative oxidase, pseudogene (N-terminal fragment) 3 Rev 1.

1784 ocd Putative ornithine cyclodeaminase 3 Rev

®1785  amt Putative secondary ammonium transporter, Amt-family. 4 Rev

R1786  secG Preprotein translocase, SecG subunit - Rev 0. 0.
®1787  poc Phosphoenolpyruvate carboxvlase c Rev 1. 1.
1789 toi Triosephosphate isomerase [ Rev 1.

@179  pak 3-Phosphoglycerate kinase [ Rev 1. 1.
1791 aap Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) [ Rev 1. 1.
w1792 - Putative transcriptional regulator, WhiB-family s Rev 0. 0.
1793 - Conserved hypothetical protein s Rev 0. 0.
1794 - Conserved hvpothetical protein, P-loop ATPase protein family R Rev 0.3 0.
1795 wrC Excinuclease subunit C. L Rev -0. -0.
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2179 Conserved putative membrane orotein. RibX-like - 169124 1013 634 289 7. 8.
1797 ribH Riboflavin svnthase. beta chain H Rev 1691813 300 369 37 355 371 173 6.309 6.
1798 ribA dihvel b hosol H Rev 1693093 741 850 905 911 814 524 6.183 5. 5.
1799 ribC Riboflavin svnthase. aloha chain H Rev 1693739 501 6 102 5.985 6.
21800 ribG Riboflavin-soecific deaminase/reductase H Rev 1694726 8 724 5.951 6.
21801 roe Ribulose-5-ohosohate-3-evimerase G Rev 1695386 2 2496 7.92 8.
21802 fmu Ribosomal RNA small subunit methvltransferase B ) Rev 1696967 890 5. 6.387 6.
21803 fmt MethionvI-tRNA formvltransferase ) Rev 1697911 610 6. 6.670 6.
21804 def2 Polvpestide deformvlase ) Rev 1698440 436 530 6. 6.953 6.
21805 oriA Primosomal protein N' (replication factor Y). helicase superfamily Il L Rev 1700615 1993 130 4. 5.340 4.
21806 metk Methionine adenosvitransferase H Rev 1701865 1151 511 8. 7.982 7
21807 dfo Putative flavoorotein. involved CoA metabolism H Rev 1196 393 5. 5.745 5.
21809 - DNA-directed RNA polvmerase subunit K/omega K Rev 1122 9. 9.684 9.
1810 amk Guanvlate kinase F Rev 2318 9.931 10.148 9.
cR18ll  ihf Conserved hvpothetical protein. probable integration host factor cl - Rev 2651 10.880 11.188 10.
1812 ourF Orotidine-5*-phosohate decarboxviase F Rev 4 5.866 6.291 6.
1813 corB Carbamovl-ohosohate svnthase. large chain 3 Rev 7 6. 6.409 6.
184 corA Carbamovl-ohosohate svnthase. small chain 3 Rev 9 6. 7.053 7
1815 ourC Dihvdroorotase F Rev. 4 6. 6.490 6.
21816 ourB Aspartate carbamovitransferase catalvtic chain F Rev 6 6. 6. 6.369 6.
1817 ouR Putative RNA-binding reaulatorv brotein. ohosohoribosvtransferas F Rev 1 8. 5. 8.055 8.
21819 - Conserved hvoothetical rotein. nucleoside-diohosohate sugar eoil s Fwd 9 1. 1 1.981 1.
1821 - Conserved hvpothetical orotein - Fwd 5 6 6 7.026 6
w1822 - Conserved hvpothetical orotein - Fwd 6 6 6.952 6
21823 - Hypothetical orotein - Fwd 3 7. 6 7.387 7.
21824 nusB Transcriotion termination factor K Rev 6 9 9. 9 8.741 8.
1825 efo Elongation factor P (EF-P) ) Rev g 8 9. 9 9.209 8.
21826 peod Putative Xaa-Pro aminobentidase E Rev. 6 8 6 7 6.975 6
21827 oroB 3-Dehvdroauinate svnthase E Rev. e 65 5. 5.825 1. 2
21828 arok shikimate kinase E Rev 7 3 6 6.586 5. 2
21829 aroC Chorismate svnthase 3 Rev 217 7. 7.072 6 3
21830 - . fin-like ¢ - Rev. 24 2. 2.223 1. 2
1831 - Putative transcriotional reaulator. ArsR-family K Rev 101 1. 5.001 4.913 4. 1
1832 - ABC-tvoe putative iron-sideroohore transporter. substrate-binding P Fwd 72 0. 2.971 4.983 4. 2
21833 - ABC-tvoe putative iron-siderophore transporter. ATPase subunit P Fwd 60 1. 3.038 4.886 4. 2
21834 - ABC-tvoe putative iron-sideronhore transporter. ermease subunit P Fwd 10 0. 1.721 3.856 3
21835 arok3 Shikimate 5-dehvdrogenase 3 Rev B a1 6 5.145 188 3
21836 - Conserved hvoothetical orotein. secreted solute-bindin orotein. a R Rev. 9 6 5.705 676 4.
21837 - Putative endonuclease involved in recombination L Rev 172 7. 6.115 325 4.
21838 alos AlanviRNA svnthetase ) Rev 2 7. 7.176 6.6 6
21839 - Conserved hvpothetical orotein. ATPase related to the helicase sub L Rev. 2 5. 5.756 5.
21840 - Conserved hvpothetical orotein - Rev. 6 6 6.572 6
cR18dl  asos Aspartv-RNA svnthetase ) Rev 6 6.958 6.
wiga2 - Putative secreted metalloorotease R Fwd 13 6 6.931 5.
1843 - Superfamilv Il DNA/RNA helicase. SNF2 familv K Rev a4 2. 1.830 1.
celg4 - Putative membrane brotein membrane orotein s Rev 106 5. 5.123 3
cRisds - Conserved hypothetical protein E Rev. 111 6 6.090 5
cRisds - Putative transcriptional regulator, TetR-family K Fwd 6 2.280 1. 1.
cR1847 - Conserved hypothetical protein - Fwd 1 3.805 3. 3
cRisds - Putative N5,N10-methylene tetrahydromethanopterin reductase o c Fwd 1116 3.7 2 2.
cR1849 - Conserved hypothetical protein - Fwd 129 1.181 3. 3
cR1850 - Putative FMN reductase R Fwd 198 2.991 2.
cR18S2  sdaA L-Serine dehydratase E Fwd 1350 5.005 1.
cR1853  albD Glycerol-3-phosphate dehydrogenase € Rev. 1689 6.675 6
cR18SS  hisS Histidyl-tRNA synthetase J Rev. 1290 7.609 7
cR18S6 - Putative Zn-dependent hvdrolase R Rev. 6 6

R1857  poiB Peptidyl-prolyl cis-trans isomerase o Fwd 6

R1859 - Putative secreted protein - Fwd 1.

cR1860 - Putative membrane protein - Fwd 6.

cRissl  rel GTP diphosphokinase T Rev. 6.

cRiss2  apt Adenine phosphoribosyltransferase F Rev. 6

cR1864  dciAE ABC-type putative dipeptide transporter, substrate-binding lipopro E Rev. 6.

R186S  secF Preprotein translocase, SecF subunit u Rev. 5.

cR1867  secD Preprotein translocase, SecD subunit u Rev. 5.

cR1868  secN Preprotein translocase, subunit YaiC-like. - Rev. 7.

R1869  ruvB Holliday junction resolvasome helicase subunit L Rev 5

R1STO  ruvA Holliday junction resolvasome DNA-binding subunit L Rev. 5 6.

R187T1 e Crossover junction endodeoxvribonuclease L Rev. 5 5.

1872 - Conserved hypothetical protein s Rev. 5. 9.

R1873  tesB2 Acyl-CoA thioesterase If ' Rev. 5 5.

cR1874 - Putative membrane protein - Fwd 1.6 6.

R1875 - Putative membrane protein - Rev 3 EN

R1876 - Glycosyltransferase ™ Rev 4. 4.

R1877 - Lauroyl/myristoyl acyltransferase, lipid A biosynthesis ™ Rev 5 6.

R1878  pasAl Putative Ct { 1 Rev 6 7

R1879 - Putative HIT family hydrolase F Rev 7.

R1880  thrs ThreonyHRNA synthetase ) Rev 0 7 5.

cR1881 - Conserved putative secreted protein, iron-dependent peroxidase 4 Rev 6 7

cR1883 - Putative secreted protein s Rev 6 5.

cRissd - Putative membrane protein - Rev 5 2 8

cRisss - Hypothetical protein - Rev 264 0 0.

cR1890 - Hypothetical protein - Rev 1410 3 2.865

cRig91 - Hypothetical protein - Rev 564 491 1.699

cR1892 - Conserved hypothetical protein - Rev 102 9 -1.982

R1893 - Putative N-acetyltransferase K Rev 564 1 6.540

cRi84 - Hypothetical protein - Fwd 870 797 6.388

cR1895 - Putative secreted protein a Rev 2583 0 425 4.455

R1896 - Putative secreted protein - Rev 1116 2 122 4.516

cR1897 - Putative secreted protein - Rev 19 2 175 4.052

cR1898 - Hypothetical protein - Fwd 4 2 2 2.2

R1899 - Hypothetical protein - Fwd 1 8 2 0

R1900 - Hypothetical protein - Fwd 2 2 0.

cR1%01 - Hypothetical protein - Rev 3 307 09 6.

R1902 - Putative secreted protein - Rev 1 52 176 7

R1903 - ABC-type transporter, ATPase subunit 9 Fwd 6 526 1222

cR1904 - ABC-type transporter, permease subunit - Fwd 10 928 1110

R1905 - Hypothetical protein - Fwd 1110 1037 2626

®1906 - Hypothetical protein - Fwd 1728 716




This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read
Count

m-values < 1.5 m-values > 1.5
(not significant) (significant)

@ ® ® 6 ®

vs. vs. vs. vs. vs.

® © © © O

Gene Information Read Mapping m-values

Feature  Product Major COG

Length [bps]

By crective Length

cx1907 561 534 6.
1908 - Huoothetical protein 867 636 o 5.

w1909 - Huoothetical protein - Fwd 423 350 62 7 3

w1910 - Putative secreted or membrane orotein - Rev 123 50 1103 926 9.

w011 - Putative secreted protein - Rev 6165 4632 9.

@012 - Huoothetical protein s Fwd 2 1 1.

@013 - Huoothetical protein - Fwd 89 7 -0.

w1014 - Huoothetical protein - Fwd 132 2 1 -0.

w1915 - Huoothetical protein - Fwd 1 0.

w1916 - Huoothetical protein - Fwd 59 55 3

@917 - Huoothetical protein - Rev s 296 428 6.

w1918 - Putative secreted brotein - Fwd 07 31 324 5.

w1919 - Putative membrane orotein - Fwd -0.

@192 - Huoothetical protein - Fwd 1 17 1.

w1921 - Huoothetical protein - Fwd 3 0.

@192 - Huoothetical protein - Fwd 2 -0.

w1923 - Huoothetical protein - Fwd -0.

@192 - Huoothetical protein - Fwd 1.

w1925 - Huoothetical protein - Fwd 44 1.

w192 - Huoothetical protein - Fwd s 3

@927 - Putative molecular chaneron - Fwd 2.

w1928 - Huoothetical orotein - Fwd 2.

w1929 res Putative resolvase. familv recombinase L Fwd 2.

w1930 - Putative secreted hdrolase o Fwd 2 4.

w1931 - Putative secreted brotein - Fwd 144 5.

w1932 ooo2 Putative orotein ohosohatase - Fwd 20 2.

w1930 - Huoothetical protein - Fwd 28 2.

w1935 antR2 Transcriotional reaulator. GntR-familv K Fwd 196 6

w1936 - Putative secreted brotein ™ Fwd 27 1.

w1937 - Putative secreted brotein - Fwd 101 .

w1938 - Huoothetical orotein - Fwd 0 -0.

w1939 - Huoothetical protein - Rev 1 3 1 [-1.646 -1.952 [ -3.960/
w1900 - Putative secreted orotein - Fwd 13 . 9

w1oa1 - Putative secreted brotein - Fwd 3 3 861

w1902 - Putative secreted brotein - Fwd 7. 309 e E
w1903 - Huoothetical orotein - Fwd 7. Lo13

w100 - Huoothetical protein - Rev 6 867

w10as - Conserved hvoothetical orotein - Rev 2 4. 63

w19a6 - Huoothetical protein - Fwd 1 279 1. 482

w1907 - Huoothetical protein - Fwd 31 1. .196

1948 - Hvoothetical protein a Fwd 7 2. .469 [=2.061]
w1909 - Huoothetical protein - Rev 6 a1

21950 tno14bliSCal Transoosase L Rev 2. .108

1951 tnoldaflsCal Transoosase L Rev 39 3 .702

w1950 - Huoothetical protein - Rev a 1. 086 [-2.126 -2.383] [-2.672 -2.696
w1955 - Putative secreted brotein o Fwd 1. .a10

#1956  recs Putative exonuclease, single-stranded-DNA-specific L Fwd 1. 736 [ 1572 1731
1957 - Hypothetical protein - Rev 2. 728

R1959  priP Putative DNA primase, phage associated R Fwd 0. 366 0695

R190 - Hypothetical protein - Fwd 2. 280

R191 - Hypothetical protein - Fwd 0. .025

w1962 - Putative membrane protein - Fwd a. 124

1963 - Putative DNA/RNA helicase, superfamily I K Fwd 1. 522

1964 - Hypothetical protein - Fwd 0. 894 -0 -
R1965 - Hypothetical protein - Fwd -0. .264 0.93

R1966 - Hypothetical protein - Rev 8. 487 [ c.100]

R1967 - Hypothetical protein - Fwd 0. L034 0.706 I | 2]
cR1968 - Hypothetical protein - Fwd 0. -

1969 - Hypothetical protein - Fwd 17 1.

w1970 - Hypothetical protein - Fwd 12 5 0. 0.827

w1971 - Hypothetical protein - Fwd 18512 s 2 4 1. [ 1 .700]

w192 - Putative translation elongation factor (GTPase) - Fwd 18515 2 2 2 -0. ~0.130 [-1.646]
R1974 - Hypothetical protein, contains peptidoglycan-binding LysM domain ™ Rev. 32 103 68 2. -

w1975 - Conserved hypothetical protein - Fwd 25 62 69 1. 1

w1976 - Hypothetical protein - Fwd s o 9 -0. B 0,321

o7 - Putative secreted protein - Fwd 51 13 3 9

w1978 - Hypothetical protein - Fwd 13 s 3 .9

1980 - Hypothetical protein, MoxR-like ATPase R Fwd 1 27 1. 2

1981 - Hypothetical protein - Fwd 55 50 1. 1

1982 - Putative ATPase with chaperone activity, ATP-binding subunit o Fwd 50 30 1. 683 - [-1.563]
R1983 - Hypothetical protein - Fwd 8 1.

1984 - Hypothetical protein - Fwd 1 1 0. o

cR1985 - Putative DNA helicase, superfamily | L Fwd 5 87 2. a7 5 -
1986 - Hypothetical protein - Fwd 12 1. 1 [=2.176]
1987 - Hypothetical protein - Fwd 22 2. 2

1988 - Hypothetical protein - Fwd s 0. 2

R1989 - Hypothetical protein - Fwd 19 4 2 0. 3

1990 - including n L Fwd 706 11 0. 2 [-2.375]
ase1 - similar to GPS2 -bacterophage - Fwd 632 7 0. 5

w1992 - - Rev 155 7. 4

1993 - - Rev 2096 a. 4 2

199 - - Rev 202 1. 2.

1995 - Hypothetical protein K Rev 437 2. 2.

R199  calv DNA (cytosine-5--methyltransferase L Fwd 6 6.

1997 calR Putative type Il restriction endonuclease - Fwd 6 5.

1998 callR dependent helicase probaly involved in dfor moc - Fwd 5 4

1999 - Hypothetical protein - Rev 3.8 a. 229

2000 - Putative membrane protein - Rev 3 2 .430

2001 - Conserved hvpothetical protein - Fwd a. 7. T-
w002 - Hypothetical protein - Fwd 5 063

2003 - Conserved hypothetical protein - Rev 5 .337

2004 - Conserved hybothetical protein - Rev a. 363

2005 - Conserved hybothetical protein - Rev 3 Lo38

2006 - Hypothetical protein - Rev a. .634

2007 - Putative membrane protein - Rev s 2. .707

2008 - Putative membrane protein - Rev o 2. .239

2009 - Putative CLP-family ATP-binding protease o Rev 898 2. 011

@010 - Permease, MFS-type - Rev 9 16 1. .625




This supplementary table provides the full data for the calculation and development of Table A5.

22011

2112

Gene Information

Product Malor COG

Putative membrane protein
Putative secreted protein
Hvpothetical protein
Hvpothetical protein
Hvpothetical protein
Hvpothetical protein
Putative membrane protein
Putative membrane protein
Putative membrane protein
Hvpothetical membrane orotein. similar to P18, bacteriophage CP-1
Putative secreted protein
Putative membrane protein
Hvpothetical protein. utative nuclease subunit of the excinuclease
Hvpothetical protein
Hvpothetical protein
Hvpothetical protein
Hvpothetical protein
Hvpothetical protein
Hvpothetical protein
Conserved hvpothetical protein
Putative membrane protein
Putative secreted protein
Hupothetical orotein
Putative methvitransferase
Putative secreted protein
Conserved hvpothetical orotein
Hupothetical orotein
Hupothetical orotein
Putative transcriotional regulator. HTH 3-family
Hupothetical orotein
Putative secreted protein
Conserved hvoothetical orotein
Putative secreted protein
Hupothetical orotein
Hvpothetical rotein
Putative secreted protein
Hvpothetical orotein
Hvpothetical orotein
Hvpothetical rotein
Hvpothetical orotein
Putative secreted protein
Putative membrane brotein
Putative membrane brotein
Putative membrane brotein
Putative membrane brotein
Putative secreted protein
Hypothetical protein
Putative secreted protein
Hypothetical protein
Putative secreted protein
Hypothetical protein, similar to plasmid-encoded protein
Putative membrane protein
DNA topoisomerase
Hypothetical protein, putative superfamily Il DNA/RNA helicase
Hypothetical protein, low-complexity protein
Hypothetical protein
Hypothetical protein
Putative secreted protein
Putative phage interase (C-terminal fragment)
Putative phage Integrase (N-terminal fragment)
Putative secondary Nasdi-/tricarboxlate symporter, divalent anio|
Conserved hypothetical protein, glycerate kinase
Hypothetical protein
Hypothetical protein
Putative riboflavin specific deaminase
Putative membrane protein
Peptide methionine sulfoxide reductase
Conserved hypothetical protein, chlorite dismutase family
Conserved hypothetical protein
Ribonuclease D
1-Deoxy-D-xvlulose 5-phosphate synthase
Putative RNA methyltransferase
Conserved hypothetical protein
Deoxyuridine 5'-triphosphate nucleotidohydrolase
Putative membrane protein
Hypothetical protein
Conserved hypothetical protein
Myo-inositol-1(or 4)-monophosphatase
Polyphosphate glucokinase
RNA polymerase sigma factor rpoD (Sigma-A)
Hypothetical protein
Putative membrane protein, yrkO-like
Putative membrane protein
Putative DNA or RNA helicase, superfamily I
Conserved hypothetical protein
Putative membrane protein
Putative bifunctional methyltransferase
Putative D-tyrosyl-RNA(Tvr) deacylase
RNA polymerase sizgma factor rpoD (Sigma-A)
Transcriptional regulator, DbR-family
UDP-glucose 4-epimerase
Hypothetical protein
Conserved hypothetical protein
Putative DNA or RNA helicase, superfamily I
Putative transcriptional regulator, Lys-family
Putative membrane protein
Putative ATP-dependent helicase
of YbaD-fa

Length [bps]
& rective Length

1
1
1
8
4
8
1
8
6

ST S

P

wxme

Taxco. =

m-values < 1.5 m-values > 1.5
(not significant) (significant)

@ ® ® 6 ®

vs. vs. vs. vs. vs.

® © © © O

log,TPM m-values




This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read - + - +
Gene Information Read Mapping log,TPM m-values m-values < 1.5 m-values > £1.5
Count (not significant) (significant)
L. B ® @ 6 6 @ ® ® 06
Feature  Product Malor COG & f: vs. vs. vs. vs.
@ ® ©

w13 di callwall vdrolase o 23 34
w1d lexa Putative transcritional reultor. Lexa-fami K
culs  suaR Transcriotional resulator. DeoR-fariy K R 689
s - Putative phosohofructokinase [ 850
w2117 otsl Phosohotransferase svstem (PTS). Enzvme | G Rev 3268 [-1.554]
s - Transcrotionalresulator protein. DeoR-famiy K 859
s K L-phosohofructokinase. [ ses
22120 otsF fr IIABC ¢ G Fwd 1414
2121 otsH. protein HPr G Fwd 6834
w2120 - Putative transcriotional regulator. AraC family K Rev 545 -
w125 uroh svmoorter-2 P Rev 316
ws - GTP-binding orotein R Rev 955
w17 - Hupathetica potein - A 1150
w2128 - Putative membrane protein - Fwd 1176 .__
w2125 daof Diaminopimelate evimerase £ ke a4
@213 mioA RNA isopentenviransferase b ke 312
w1 - Hupathetical potein - ke 272
w2132 - Conserved hvpothetical protein - Fwd 1865 . -
w13 - Acetvkransferase. GNAT-familv K 104 i .. i
w1k - Putative membrane protein - ke 2301 o . o
w135 mios RNA methithiotransferase ke 785 o . o
#2136 aluA /ABC-tvoe glutamate transoorter. ATPase subunit (TC 3.A.1.3.9) E Fwd 1466 8. 9 7.
2137 aluB /ABC-tvoe glutamate transoorter. substrate-binding liooprotein (TC E Fwd 648 7. 8 5.
#2138 aluC /ABC-tvoe glutamate transoorter. permease subunit (TC 3.A.1.3.9) E Fwd 1. 98 6 5. 6 3.
2139 aluD /ABC-tvoe glutamate transoorter. permease subunit (TC 3.A.1.3.9) E Fwd 2032364 334 738 128 [ 170 39 5. 6 3.
#2140 recX. Putative regulatorv orotein RecX R Rev. 91 66 113 a8 52 28 12 3 4 2. .
2141 recA Recombinase A L Rev. 2035165 3 4 2 187 3 5 -0.504 -0.818 -1.149
#2145 - Conserved hvoothetical brotein - Rev. 2035655 7 76 3 6. .
#2146 - Hvpothetical protein - Rev. 2036393 0 143 3 0.420 0.048 1.299 0.2
22147 - Membrane orotein. BioY-familv R Fwd 2036588 8! 492 3
#2148 - /ABC-tvoe putative cobalt transorter. ATPase subunit G Fwd 2037217 7 425 a. 4
22149 - /ABC-tvoe putative cobalt transoorter. permease subunit P Fwd 2037915 249 3 3
#2151 - Conserved hvoothetical brotein. Similar to ohage shock protein A K Rev. 2039432 3264 9. 9
2152 claR Transcriotional activator of Clo protease genes K Rev. 2039985 1442 8. 8
2153 - Conserved hvoothetical protein. CinA-like protein R Rev. 2040561 249 3 6
2154 asA2 CDP- iy I-3-phosoh: 1 Rev. 2041170 362 3 6
#2155 - Conserved hvoothetical brotein S Fwd 2041364 190 8. 8
#2156 - Hvpothetical protein - Fwd 2041673 3 5. 4
2157 terC Putative inteeral membrane exoort orotein. tellurium resistance P Rev. 2042954 7. 6 . 6 4.25
#2158 fsk Putative DNA segregation ATPase D Rev. 2046373 3 6 6. 6 6.564
2159 - Hvpothetical protein - Rev. 2047074 5. 5 6. 5 5.946
#2160 - llo-be R Rev. 2049325 8. 8 8. 8 6
#2161 davA Dihvdrodivicolinate svnthase E Rev. 2050233 8. 8 8. 8 7
2162 theX. Thvmidvlate svnthase F Rev. 2051186 3 6 6. 6 5
#2163 daoB Dihvdrodivicolinate reductase E Rev. 2051984 7. 7 7. 7 6
#2165 - Putative secreted protein - Fwd 2052165 5. 6 6. 6
CR2166 aps! Polyribonucleotide nucleotidylitransferase J Rev 7. 8. 7. 6.
cR2167 rpsO 305 ribosomal protein 515 J Rev 11. 1 10 6.
cR2168 iunH2. Nucleoside hvdrolase,inosine-uridine preferring F Rev 6.3 6. 6. 4.
cR2169 ribF Riboflavin kinase / FMN adenvlyltransferase H Rev 3 6. 6.
cr2170 truB Pseudouridylate synthase J Fwd a. 4.
cR2171 PDtA ransferase, Qa Rev 6
cR2172 - Serine/threonine-specific protein phosphatase R Rev 6
2173 dinF Putative MATE multidrug efflux protein, multidrug/olizosaccharidyl v Rev 4. -
cr2174 - Exopolvphosphatase-related protein R Rev 7.
cR2175 rbfA Ribosome-binding factor A J Rev 7.
cR2176 inf8 Translation initiation factor 2 (GTPase) J Rev 8. 19
cR2177 - Predicted nucleic-acid-binding protein implicated in transcription t. K Rev 10. 066
cR2178 nusA Putative transcriptional termination/antitermination factor K Rev 2068425 8. 112
cR2179 - Conserved hypothetical protein s Rev 2068995 7. 092
cr2180 - Putative secreted protein - Fwd 2
cR2181 - /ABC-type putative dipeptide/oligopeptide transporter, substrate-bi E Fwd 4
cR2182 - /ABC-type putative dipeptide/oligopeptide transporter, permease st E Fwd
cR2183 - /ABC-type putative dipeptide/oligopeptide transporter, permease st E Fwd
cR2184 - /ABC-type putative dipeptide/oligopeptide transporter, ATPase subt R Fwd
cR2185 pros ProlvI-tRNA synthetase 1 Rev.
cR2186 - Conserved hypothetical protein s Fwd 8
cr2187 - Mg-chelatase, subunit D H Rev 25
cR2188 - Mg-chelatase, subunit | H Rev 2080305 187 -
e " W R 2081233 0112
cR2190 - Conserved hypothetical protein s Fwd 2081288 -0.125
91 - Conserved hvpothetical protein s Rev 2083566 et 1 [=1.782 =2.005 -2.497 =2.558]
22192 ‘mao Malate:quinone oxidoreductase R Rev 2085413 .280 1.299 0 1.299
22193 - Putative lvsophospholipase 1 Fwd 20 02 .438  0.838 8 0.838
cr2194 mtr Putative NADPH-dependent mycothiol reductase c Fwd 2086966 0.006 0.583 6 0.583
©R2195 - Putative secreted or membrane protein - Fwd 2088657 1. 0.502 1.124 2 1.124
cR2196 - Putative secreted or membrane protein - Fwd 2089189 1. 0.432  1.100 2 1.100
2197 - Putative membrane protein - Fwd 2089678 0.119 -0.079 9 -0.079
2198 masz  Methionine aminopeptidase e 0.046 0593 6 o0.593 =578
22199 pbp Putative penicillin-binding protein M Rev 0.095 0.297 5 0.297
©r2200 - Two-component system, transcriptional response regulator T Rev -0.216 6
22201 - Two-component system, sensory histidine kinase T Rev -0.236 6
©R2202 - /ABC-type transporter, permease subunit v Fwd - 0.548 8
@2208 - ABC-tvpe transporter, ATPase and permease subunit P Fwd - 0.218 8 [=2.061]
€R2206 isoG 4-hvdroxy-3-methylbut-2-en-1-vl diphosphate synthase 1 Rev 0.341 1
©R2207 - Hvpothetical zinc metalloprotease M Rev -0.056 6
©r2208 dxr 1-Deoxv-D-xvlulose 5-phosphate reductoisomerase 1 Rev 0.180 0
w1 - Putative membrane protein - P 0.408 9 [ - ]
2212 - /ABC-type putative multidrug transporter, permease subunit - Rev 0.109 9
2213 - /ABC-type putative multidrug transporter, ATPase subunit. E Rev 0.398 8
cana - Putative Fe-S-cluste redox enzvme R Rev ~0.004 4 [=i.658]
cR2215 - Putative membrane protein s Fwd 0.691 1
cR2216 cdsA Phosphatidate cytidvlvitransferase 1 Rev 0.043 3
2217 frr Ribosome recycling factor J Rev 0.236 6
©R2218 pyrH. Uridvlate kinase F Rev 0.227 . 7
2221 tsf Translation elongation factor, EF-Ts. J Rev . 0.183 -0.1 -0.472 3
©R2222 rpsB 308 ribosomal protein 52 J Rev 2110118 819 746 11. 0.160 7 -0.919 0
22223 - d protein related M Fwd 2111331 2111813 483 409 1. 0 6




This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read - + - +
Gene Information Read Mapping m-values m-values < 1.5 m-values > £1.5
Count (not significant) (significant)
L. B ® @ 6 6 ®
Feature Product Major COG H f:‘ vs. vs.
£ 3 @
2224 xerc Putative ste-soecific ecombinase v
w25 - Conserved hvpothetical orotein, Rossmann-fold nuceatide-bindins [
w27 - Putative ATPase with chaerone activity 0 ke
2228 - Putative endonuclease L Rev.
ws - Putative excinuclease ATPase subunit S ke
w230 mhe Ribonuclease Hil [
w232 eoB Signalpeoridase | U R
w2 - ABCtvoe putative ironlidictrate transoorter, substrate-binding | P
w235 rols 505 ribosomal protein L13 b ke
22236 thiE Thiamine-phosphate diohosohorviase H Fwd
2237 thio Putative D-amino acid dehvdrogenase. small subunit E Fwd .
w28 this Sulfurtransfer rotein involved i thiamine biosvnthess. This-ike - .
w29 thic Thiamine biosvnthesis brotein. Th-like W Fwd .
22240 thif Putative Dinucleotide-utilizing enzvme involved in thiamine biosvnt H Fwd 5
w2241 tex transcritional accessorv protein Tex K Rev ..
w202 - Putative transcritional resulator, Lackfami K Rev 2
w203 - P ke 2.2
w2 - Lvase cass | familv P ke 1
w2247 - Hupothetical protein - ke .
w28 - Putative membrane protein. DedA-familv - ke .
2249 tmD  RNA (puanine-N1kmethvlransferase ke 5.
#2250 - Putative secreted protein - Fwd 6
2251 rimM Putative 165 rRNA orocessing orotein. RimM-like J Rev. 5
2252 - Hvpothetical protein S Fwd 3
2253 rosP 30S ribosomal protein 516 J Rev. 10. 9
2254 - Putative ankvrin repeat containing protein R Fwd 5. 6
#2255 - /ABC-tvoe putative daunorubicin transporter. permease subunit v Rev. 2. 2.80
#2256 - /ABC-tvoe putative daunorubicin transporter. ATPase subunit G Rev. 3 3.283
2257 sro Putative signal recognition particle GTPase u Rev. 7. 7.437
2258 alnD Putative orotein Pl uridvivitransferase o Rev. 3 3.626
<2260 alnk Nitrogen regulatorv protein PIl E Rev. 3 6.994
#2261 amt8 Putative secondarv ammonium transoorter. Amt-familv. P Rev. a. 4.829
#2262 ftsy Putative signal recosnition particle GTPase u Rev. 3 7.376
#2263 - Hvpothetical protein - Rev. 5. 5.495
cr2265 smc. Chromosome segregation ATPase D Rev. 5. 4.698
cr2266 - Putative acviohosphatase c Rev. 5. 5.60
#2267 - Putative membrane rotein - Rev. a.
2268 - Putative transcriotional rezulator. LvsR-familv K Rev. 5.
2269 - Putative permease R Fwd 0.
<2270 - Conserved hvoothetical brotein - Rev. 2.
@ - Putative secondary Co2+/2n2+/Cd2+ effux transoorter. cation diff P ke 3
w2272 mutM1 Formamidoovrimidine-DNA elvcosviase L Rev. 3
w2273 rme Ribonuclease III K Rev. 7.
2274 - Putative metal-binding. possiblv nucleic acid-binding orotein - Rev. 8.
2275 - utative cell division initiation protein D Rev. 7.
2277 - ABC-tvoe transoorter. ar v Fwd 3
cR2279 - ABC-type transporter, ar v Fwd 2.
©r2280 adh Glutamate dehydrogenase (NADP(+)) E Rev 9.
cR2282 alxk Glycerate kinase: G Fwd 4.
cR2283 - Conserved hypothetical protein - Rev 7.
cR2284 qalT Galactose-1-phosphate uridvlyitransferase c Fwd
CR2285 - R Fwd 79
ca2ss - protein, - ke 25 -
cr2287 - Putative membrane protein - Rev 94 484
cR2288 - Putative membrane protein - Rev 63 2.038
cR2289 alaP2 Phosphorylase G Rev 84 66
©R2290 - Predicted ring-cleavage extradiol dioxvgenase R Rev 94  2.318
cR2291 vk Pyruvate kinase G Rev 82 28
cR2292 lat Prolipoprotein diacvlglvceryl transferase M Rev 11 52
cR2293 - protein similar to indole-3-glvcerol phosphate synthases E Rev 6. 46 4.491
cR2294 - Putative membrane protein - Rev 6. 69  4.750
CR2296 hisl Phosphoribosvl-AMP cyclohvdrolase E Rev 6. 64 06
cR2297 hisF Imidazole glvcerol phosphate synthase subunit HisF E Rev 6. 77 7.
cR2298 impA Putative inositol-phosphate phosphatase G Rev 6.
cR2299 hisA 1 E Rev 7.
cr2300 hisH Imidazole glvcerol phosphate synthase subunit HisH E Rev
cr2301 - Putative antibiotic efflux permease, MFS-type G Rev 2185665 0 0
cr2302 - Putative membrane protein - Rev 21858 0 0
cr2303 hisB Imidazoleglvcerol-phosphate dehydratase E Rev 2186505 .399 . 0 0 3
cr2304 hisC Histidinol-phosphate transaminase E Rev 2187622 2 6.9 6 0.1 0 7
cR2305 hisD Histidinol dehvdrogenase E Rev 2188956 8 .3 6. 0.2 0 6
cr2306 - Conserved hypothetical protein - Fwd 2189190 2 874 6 3 0.543 0.543
207 - Putative membrane protein - R 2191140 2150287 7555 7.3 sisas s -0.224 -0.224
22308 - Putative secreted protein - Rev 21918 219121 9. .686 8. 8. 0.164 0 4
#2309 - Putative transcriptional regulator, TetR-family - Fwd 2191989 2192552 5. 573 5. 5 0.126 0.126
22310 alaX Glveogen debranching protein G Fwd 219506 7. 284 6 5 0.140 0.140
cr2311 - Putative SAM-dependent methyltransferase H Fwd 219598 6 70 4. 4. -0.042 -0.042
2312 aip Hvdroxvpyruvate isomerase G Rev 2196018 0. -2. 0.803 0.803
2313 idhA3 Mvo-inositol 2-dehvdrogenase R Rev 2196797 1. -1. 63 63
cr2314 - Putative transcriptional regulator, Lacl-family K Fwd 2198935 4. 3 .364 64
cR2315 - /ABC-type putative iron(lll) dicitrate transporter, ATPase subunit E Rev 2199127 3 2. 0.141 41
2317 - /ABC-type putative iron(lll) dicitrate transporter, permease subunit P Rev 2199928 5 3 -0.336 36
#2318 - 'ABC-type putative iron(lll) dicitrate transporter, substrate-binding I P Rev 2200975 8. 3 5
cr2320 - Putative transcriptional regulator, ArsR-family K Rev 220204 9. 7.44 3 93
2321 - DNA-directed DNA polvmerase, DNA polvmerase Il epsilon subunit L Fwd 5 6 6.22 5 31
2322 - Conserved hypothetical protein - Fwd 8 4. 3.776 3 .078
2323 trey (1->8)-Alpha-D-glucan 1-alpha-D-glucosvimutase G Fwd 9 5 5.960 5. 5 0.115
cr2324 - Conserved hypothetical protein s Fwd 8 5 5. 4 4.
©R2325 - Hvpothetical protein - Fwd 1 9. 9. 8. 8.
cR2326 - Hvpothetical protein - Rev 4. 4 4 4.
cr2328 - Hvpothetical protein - Rev 7 3 4 4. 4.
cr2329 - Putative flavin-dependent reductase c Fwd 9 4. 3 3
#2330 - Putative ribosome-associated heat shock protein implicated in the 1 J Rev 7 7. 7 7.
- Putative membrane protein - ke s 7 7
2332 - Conserved hypothetical protein s Rev 2
2333 treZ 4-Alpha-D-((1->4)-alpha-D-glucano)trehalose trehalohvdrolase G Fwd 4
cg2334 ivA Threonine ammonia-lvase E Rev 2214893
@ - Putative secreted protein - P 2216927




This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read
Count

m-values < 1.5 m-values > 1.5
(not significant) (significant)

® ® 6 6 @ ® ® 6

vs. vs. vs. vs.

®@ © O

Gene Information Read Mapping log,TPM m-values

Feature  Product Major COG

w2337 - Hvpothetical protein 3 10332 5. 9. . 4
22338 dnofl DNA-directed DNA polvmerase. polvmerase Ii. alpha chain L Rev 3748 3666 1122 6. 6 6. 9

w2339 - ransoorter. 1 R Fwd 297 252 95 5. 5. a. 2

w2340 - ABC-tvoe putative amino acid transporter. substrate-binding liooor. 3 Fwd 230 6. 5. s 98

w2341 - Putative Co/Zn/Cd cation transoorter P Fwd 229 5. 5. 5 3

w342 - Putative oxidoreductase 1 Rev. 6244 8. 9. 9 9. o

w2343 - Putative decarboxvlase s Rev 617 5. 5. 5. 1. 95

w2344 - Custathionine beta-svnthase-like orotein 3 Rev 122 5. 4. 4 4. 2

w2345 - Putative secreted protein - Rev 65 5. 5. a. 1. 0

22346 rluD Pseudouridviate svnthase ) Rev. 166 5. 5. H 5. 8

2347 IspA Signal peotidase Il ™ Rev 128 6. 6 6. 6.

2348 - Putative secreted protein - Fwd 39 5. 4 3 3.

w2349 - ABC-tvoe putative antibiotic transporter. ATPase subunit with duoli R Fwd 103 4. 3. 3. 3.

w2350 - Conserved hvpothetical protein - Rev 826 8. 9. 8 8.

2352 ansA Asparaginase 3 Fwd 165 5. 5. 5.446 5. 0

w2353 - Hvpothetical brotein disruted by insertion of ISCz2e - Fwd 30 5. 4. 4 3.

e2354  tozellsCaze Transoosase L Rev 18 3. 2. 2. 2. . 0 50
2355 dinP Putative nucleotidvltransferase. DNA bolvmerase IV L Rev 178 3. 4. 1 4. 0. o 91
2356 - transoorter. t R Rev. 30 3. 3. 3. 2. 2 0 o .023
w2357 - Putative transcriotional regulator. MerR-familv. K Rev 142 3. 1. 1.429 3. 5 0. 0 .135
2358 - Conserved hvpothetical protein - Rev 22 0 1. 1.617 1.069 1. 0. -0 .102
2359 iles Isoleucine--tRNA ligase ) Rv 22 7. 7.514 6 7. -0 1 -0 .280
2360 - Putative membrane brotein - Rv 22 2 6 6.764 6 5. -0 .931
2361 - Celldivision initiation protein - Antizen 84 homolog - Rv 22 7 10. 10.823 1 0. o .216
w2362 - Putative membrane brotein s Rv 22 7 5. 8.596 & 8. o .352
2363 - Conserved hvpothetical orotein s Rv 22 5 9. 8. B 8. -0 713
2360 - Putative ovridoxal-5'-hosohate dependent enzvme R Rv 22 7 6 6. 6 6 -0 437
2365 - Conserved hvoothetical orotein s Rv 22 0 5. 6 6 6 o

2366 fisZ Celldivision GTPase 3 Rv 22 7 8. ‘e 8. e 8. -0 2
2367 fisQ Celldivision seotal orotein ™ Rv 22 4 6 6 6. 6 6 -0 3
22368 murC UDP-N-acetvimuramate-alanine lizase. ™ Rv 22 2 6 6 7. 6 6 -0 9
2369 murG ™ Rv 22 7 6 6 7. 6 6 -0 0
w2370 fisw Bacterial cell division membrane protein [ Rv 22 7 6 6 6 6 6 -0 8
w2371 murd UDP-N-acetvimuramovlalanine-~D-glutamate ligase ™ Rv 22 8 6 6 6. 5. -0 2
w2372 mray h i ™ Rv 22 912 6 6 6. 6 6 -0 2
w2373 murf UDP-N-acetvimuramovl-trioeptide--D-alanvl-D- alanine ligase ™ Rev 226 1145 6 6 6. 6 5. -0 .936
2374 murE I i ™ Rv 22 1121 6 6 6 6 5. -0 827
w2375 fisl Penicilln-binding orotein ™ Rev 226 1886 6 6 6 6 6 -0 .265
w2376 - Putative secreted brotein - Rev 226 1836 7. 7 7. 7 7. -0 .216
@377 mraw d involved in ce ™ Rv 22 1697 7. 7 7 7. -0 507
2378 mraz Putative MraZ orotein s Rev 226 1685 9.7 10. 9 9. o .073
2380 - Putative membrane brotein - Rev 226 1807 9.1 9. 9 0. o 894
2381 - Conserved hvpothetical orotein - Rev 226 3 5. 5. 1 1. -0 L611
w2382 - Putative N-acetvitransferase. GCNS-related ™ Fwd 226 5. 6. 6 6 o 0.591
22383 metf 5.10-Methvlenetetrahvdrofolate reductase (NADIPIH) E Rv 22 7. 6. 6 5.694  3.324

22384 idsA Putative trans-hexaprenvitranstransferase H Fwd 2 6 6 6 5. 239

R2385 - Putative membrane protein - Fad 2 8 5. 5. 1. 70

R2386 - Conserved hypothetical protein - Rev 2 276 6 6. 5. 16

R2388  pknl Putative serine/threonine protein kinase R Fwd 6 5. 5. 18

R2389 - Putative membrane protein - Fwd 1. 3. 2. 30

2390 - Putative membrane protein s Fwd 5. 3. 2. 613

2391 aroG 3-Deoxy-7-phosphoheptulonate synthase - Rev. 8. 5. 7. 12

w2302 - Conserved hypothetical protein - Rev. 6. 6. 14

2393 - Putative membrane protein s Fwd 1. 5. 3

®2304  cmt4 Corynomycolyl transferase R Fwd 5. 5.

2395 - Putative secreted or membrane protein - Rev. 6 6.

2397 - Putative membrane protein ' Rev. 6 6.

R2398  pisC 1-Acyl-sn-glycerol-3-phosphate acetyltransferase ' Rev. 7.

2399 alk Glucokinase K Rev. 6

cR2400 - Putative glvcosyltransferase ™ Rev. 6

cR2401 - Secreted protein NLP/P60 family, putative peptidoglycan Ivtic prote ™ Rev. 7.

cR2402 - Secreted protein NLP/P60 family. ™ Rev. 1.

R2403  qcrB Cytochrome b c Rev. 9.

R2404  acral Rieske iron-sulfur protein c Rev. 9.

R2405  qcrC Cytochrome c1 c Rev. 0 9.

R2406  ctaE Cytochrome ¢ oxidase subunit 3 c Rev. 2 9.

cR2408 - Conserved putative membrane protein - Rev. 1 9.

R2409  ctaC Cytochrome c oxidase subunit Il € Rev. 0 10.

R2410  ItsA Asparagine synthase (glutamine-hydrolyzing) E Fwd 0 6

2411 - Conserved hypothetical protein, HesB/YadR/YfhF family. s Rev. s 9.

2412 - Conserved putative membrane protein - Fwd 2 7.

2413 cobU Putative Adenosylcobinamide kinase/cobinamide phosphate guany. H Fwd 0 5

R2414  cobT leotid H Fwd 5 5.9

R2415  cobs Adenosylcobinamide-GDP ribazoletransferase H Fwd 0 3

w417 - Putative short-chain type oxidoreductase 1 Rev 6

R2418 iNE Branched-chain amino acid aminotransferase, AT class il 3 Rev

®2419  peoB Leucyl aminopeptidase 3 Fwd

2420 - Conserved hypothetical protein - Rev

R2421  sucB Dihvdrolipovliysine-residue succinltransferase c Fwd

®2422  IioB Lipovitransferase H Fwd

®2423  lipA Lipovl synthetase H Fwd 2 -0.153

2424 - Putative conserved membrane protein - Fwd 8 220

2425 - utative permease R Fwd 7 782

R2426  tnp2d(ISCa2d Transposase L Rev 8 -0.728

R2428 - Conserved putative membrane protein s Rev .214

®2429  anA Glutamate--ammonia ligase 3 Fwd -0.129

2430 - Hypothetical protein - Rev . .306

w431 - Conserved hypothetical protein, contains double-stranded beta-he - Rev 5 492

w432 - Conserved hypothetical protein, MUTT/NUDIX-family. L Rev 5 . 205

2434 - Putative monooxygenase, luciferase c Fwd 3 . 4. -0.519

2435 - Putative ss-mRNA endonuclease ) Fwd 5 6. 6 0.688

2437 thrC Threonine synthase 3 Rev 7. 6. 6 -0.0

R2438 - Hypothetical protein - Fwd 7.9 4. 4. -0.3

R840 - Putative sugar/metabolite permease, MFS-type. [ Fwd 5 4. 3.9 -0.0

2841 - Permease of the major faciltator superfamily, N-terminal region - p 9 Fwd 3 2.678 2.4 -0.3

2842 - . MFS-type, pseudogene - Fwd 4. 4.619 4. 0.1

843 - Permease of the major facilitator superfamily, C-terminal region - p - Fwd 4. 3.976 4. -0.5

2884 - Hypothetical protein - Rev 7. 850 7. 0.9




This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read - + - +
Gene Information Read Mapping m-values m-values < 1.5 m-values > £1.5
Count (not significant) (significant)
ajorcoG I ¢ © © © 6 6o © ® 6 6
Feature  Product £ 3 vs. vs. Vs, Vs, v vs. vs. Vs, vs. v
ce2ads Heme onveenase (decvcling) - o 4.506 4.
ce2ads  alng Glutamate--ammonia-iase adenviviransferase 0 ke 6 o
2447 aiAz  Glutamate-ammonia iease £ ke 6574 6.
cas - Conserved hvpothetical orotein - A 1 1
cs0 - Putative pvridoxine biosvnthesis enzvne s 2339090 6 s
st - Conserved hvpothetical orotein S ke 2330144 9
w252 aalk Galactokinase [ " i
2453 - Putative exoribonuclease K Rev. 5 5.
s - Ribonuclease Hi L e 6470 6.
s - Conserved hvpothetical orotein, Zn-rbbon rotein oossibl nucleic S ke 6 o
sy - Conserved hvpothetical orotein s ke 6 o
2458 oav2 Putative phosphatase. HAD-familv R Fwd 6 o
259 otoA Protein-trosine-ohosohatase T A 7520 7
a0 - Putative membrane protein s 7
2461 tnodallsCada Transoosase L e 0.055
w2 - Putative transcritional rezultor. TetR-famiv K 6690
w63 - Hupothetical potein - 5.235
ceaeh - Conserved hvpothetical orotein - ke 10.214
ce2i6s  aceE Puruvate dehvarozenase (acetv-transferring) c
w67 - ABC-tvoe transoorter. ATPase subunic £ ke o 5.087
a8 - ABC-tvoe transporter. permease subunit 6 ke . 6 5.8
22470 - /ABC-tvoe transporter. substrate-binding livoorotein G Rev. 8 5 4 1
2471 - Conserved hvoothetical brotein - Fwd 6 a 8
2472 - Putative hvdrolase or acvitransferase R Rev. 2 3 2
2473 acoM Acvl carrier protein - Fwd 7 9 8
2474 naaD G Fwd 2 0
<2475 - /ABC-tvoe transporter. ATPase subunit with duplicated ATPase dom. S Fwd 7 6
22477 - Conserved hvoothetical brotein - Rev. 7 2
22478 - Putative oenicillin binding orotein M Rev. 0 960
<2479 - Hvpothetical protein - Rev. 5 939
#2480 - Hvpothetical protein - Rev. 96 608
#2481 - Conserved hvoothetical brotein - Fwd 42 969
2482 - Hvpothetical protein - Fwd 30 017
2483 - Hvpothetical protein - Rev. 94
#2484 - Hvpothetical protein - Fwd
2485 bhoD Alkaline ohosohatase. secreted orecursor P Fwd
#2487 - Conserved hvoothetical brotein G Fwd
cr2488 - Conserved hvoothetical brotein - Fwd
#2489 dnaG DNA orimase L Rev.
#2490 - Guanine-specific ribonuclease. secreted precursor F Fwd
#2491 - Conserved hvoothetical brotein - Fwd
2492 alms Glutamine--fructose-6-phosphate transaminase lisomerizing) M Rev.
#2494 dat dGTPase F Rev.
#2495 - conserved hvoothetical orotein. DUF218 - Rev.
#2496 - Putative secreted protein R Fwd 62
22497 - Hvpothetical protein - Rev. 85
CR2498 - putative membrane protein - Rev 62
cR2499 alys Glycine--tRNA ligase J Rev 83
CR2500 - Putative transcriptional regulator, ArsR-family K Fwd 87
cR2502 fur Putative transcriptional regulator, FUR-family P Fwd 09
cR2504 - Conserved hypothetical protein v Fwd 96
cR2507 - Putative membrane protein s Rev 1. 158
CR2508 uppS2 Di-trans,poly-cis-decaprenvicistransferase 1 Rev 420 346
G509 reco DNA repair protein RecO L e 23 200 1
cr2510 bex Putative Bex protein, GTP-binding protein ERA-like R Rev 1124 90 3
cR2511 - Putative membrane protein containing CBS domain R Rev 514 2
cR2512 - Putative metal-dependent hydrolase R Rev 318 7
cR2513 phoH2 Phosphate starvation-inducible protein, PhoH-like T Rev 591 8
cr2514 - Conserved hypothetical protein s Rev 590 9
cR2515 dnal2 Chaperone, contain C-terminal Zn-finger domain o Rev 1667 6
cR2516 hreA Putative transcriptional regulator, HrcA-family K Rev 9
cR2517 hemN Coproporphyrinogen oxidase: H Rev
cr2518 - Putative secreted protein - Fwd
cR2519 - Conserved hypothetical protein - Rev 5
cR2520 - Hvpothetical protein - Rev 5 .
cR2521 fadD15 Long-chain-fatty-acid--CoA ligase 1 Rev 2399856 5 6
cR2523 malQ 4-Alpha-glucanotransferase G Fwd 240409 0 9.
cR2524 - /ABC-type putative multidrug transporter, ATPase and membrane st v Fwd 24 5 6.
CR2525 - Putative membrane protein - Rev 69 6
CR2526 - Putative secreted or membrane protein - Rev 60 7.
cR2527 dep Peptidvl-dipeptidase E Rev 2408513 6
cR2528 - Putative carboxylesterase, lipase-family 1 Fwd 2408546 7
cR2529 treS. Trehalose synthase, maltose alpha-D-glucosvltransferase G Fwd 2409770 4
©r2530 treX Putative trehalose synthase G Fwd 2411581 2
cR2531 idi Isopentenvl-diphosphate delta-isomerase 1 Rev 24 7
cR2533 - Conserved hypothetical protein - Rev 24 4
cR2534 - Putative secreted protein - Rev 2415594 028
cR2535 - Putative secreted protein - Rev 2416226
cR2536 aecD betaC-S Ivase, AT class | E Fwd 2416281 7
cR2537 brnQ Na+-coupled L-lle uptake system E Fwd 2417391 1
©r2538 - Alkanal monooxvgenase (FMN-linked) c Fwd 2418696 6
cR2539 ectP Putative secondary glvcine betaine/choline transporter, betaine/ca M Rev 2421847 7.
cr2540 - Putative secreted or membrane protein - Rev 2422513 5
cR2542 - Putative secondary malonate transporter, auxin efflux carrier (AEC) R Rev 4.
cr2543 aleD Putative (S)-2-hvdroxy-acid oxidase c Rev 2.
2544 - Putative transcriptional regulator, GntR-family. K Fwd 4.
cR2545 - Putative secreted or membrane protein - Rev 3
cR2546 - Putative secondary C4-dicarboxvlate transporter, tripartite ATP-ind G Rev 3
cr2549 - /ABC-type putative dipeptide/oligopeptide transporter, substrate-bi E Fwd 5
cr2550 - /ABC-tvpe putative dipeptide/oligopeptide transporter, permease st E Fwd 5
cR2551 - /ABC-tvpe putative dipeptide/oligopeptide transporter, permease st E Fwd 6 4.
©R2552 - 'ABC-type putative dipeptide/oligopeptide transporter, ATPase subt R Fwd 8 4.
©R2553 - 2-5'RNA ligase. J Rev 5 5
cR2554 rbsk2 Ribokinase G Fwd 2 3
€R2556 - Putative integral membrane protein s Fwd 7 3
cR2557 - bil R Rev 3
©R2558 - Putative aldose 1-epimerase G Fwd 7.
2559 aceB Malate svnthase ¢ ke s



This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read
Count

m-values < 1.5 m-values > 1.5
(not significant) (significant)

@ ® ® 6 ® @ ® ® 6 ®

vs. vs. vs. vs. vs. vs. vs. vs. vs. vs.

® © © © O

Gene Information Read Mapping log,TPM m-values

Feature  Product Major COG

S ength (bps]
crrective Lengtn

22560 Isocitrate lvase.
Secreted orotein. involved into thiamine biosvnthesis.

w562 - Serine/threonine soecifc brotein phosohatase - Rev

2563 lcoP osmoreaulated betaine/ectoine uotake svstem M Fwd

w2560 - conserved hvoothetical orotein - Rev

w2565 - Huoothetical protein - Fwd

w2566 - Putative secreted brotein s Fwd

w2567 - Huoothetical protein - Fwd

2568 det Putative secondarv Ca-dicarboxviate transoorter bermease. trivarti G Rev

2569 detx Putative secondarv Ca-dicarboxviate transoorter bermease. trivarti G Rev

w2570 detp transoorter b G Rev 1 ‘
w2571 leoA Membrane GTPase. LepAlike ™ Rev 2886 2416

@572 - Conserved hvoothetical protein - Fwd 92 1134

w2573 rosT 305 ribosomal protein 520 - Fwd 3360 2908 -
w570 - Putative threonine efflux transoorter. resistance to homoserine/thi 3 Rev 609 176

@575 - Putative ankvrin reveat orotein R Rev 998 739

@576 - ! L Rev 425 384

@577 - Putative membrane brotein Com familv R Rev 35 9 .

w2578 - Secreted orotein. DNA-binding L Rev a1 o 2.

@579 - Conserved hvoothetical protein. DesV-familv s Rev 61 1 6.

w2581 - Putative fructose-2.6-bisohosohatase G Rev 1020 7 8. 7.

w2582 - Conserved hvoothetical orotein s Rev 869 1 8. 7.

w2583 - Huoothetical protein - Rev 185 7 8.209 17

2580 nadd Nicotinate-nucleotide adenviviransferase H Rev 233 0 6.288 6.229 5.433

2sgs - Putative secreted orotein - Rev 524 6 5.289 5.490 5.751

w2586 oroA Glutamate-5-semialdehvde dehvdrorenase c Rev 2498 6 7.141 7.281 7.413

w2587 - related H Rev 1989 o 7. 7.619 7.642

2588 oroB Glutamate 5-kinase 3 Rev 2321 1 7. 7.691 7.475

2589 - Predicted GTPase R Rev 2357 7. 6.949  7.036

w2590 - svmoorter-2 F Fwd 865 1 5. 650 5.472 [2.121]
w2591 dkaA Putative 2.5-diketo-D-gluconic acid reductase R Rev 1986 6 6.909  7.256

2592 - Hvoothetical protein - Fwd 624 6 6.1 6.553 [=1.795]
w2593 - Putative secreted or membrane orotein - Fwd 331 1 6 5.917 6.805

w2590 roma 505 ribosomal orotein L27 ) Rev 1516 1 1. 11.488 10.753 -
w2595 rolU 505 ribosomal protein L21 ) Rev 10131 12.381 12.681 11.753

w2597 e Putative ribonuclease E ) Rev 2485 2 5. 6.061  6.261

w2598 - Putative membrane orotein - Fwd 306 312 4. 1.383 4.896

w2599 - Pirin-related orotein. putative bseudogen (N-terminal fragment) R Fwd 312 2 5. 18 5.621

x2600  tno1dliSCald Transoosase L Rev &7 101 2. 69 2.670

w2601 - Pirin-related orotein. putative oseudogen (C-terminal frazment) R Fwd 3 3.555

w2602 - Conserved hvoothetical orotein s Fwd 78 3 3.653

2603 ndk Nucleoside-diohosohate kinase F Rev 188 1112 10. 0.278 [=2.237]
w2600 - Putative secreted or membrane orotein - Rev 256 252 5. 97 6.267

w2605 - Putative acetvltransferase - Fwd 721 758 6 59 7.690

w2606 - Conserved hvoothetical orotein - Rev 67 8 4. 31 4.968

w2607 - Putative membrane orotein - Rev 1 7. 7.370 7.319

2608 folc Tetrahydrofolvipolvglutamate svnthase H Rev 1 6 6.793  6.737

2609 vals ValyLtRNA synthetase ) Rev 7. 201 7.319

2610 - ABC-type putative dipeptide/oliRopeptide transporter, substrate-bi 3 Rev 2491648 5. 6.294 -0.496

2611 hscA Chaperone, HSP70-family, Dnak-like o Fwd 2491885 6 6.302  6.331

2612 - Conserved hypothetical protein, ysine decarboxylase family R Rev. 6 7.053  8.915 _
2613 mdh Malate dehvdrogenase c Rev 7. 58 10.212

2610 - Putative transcriptional regulator, TetR-family K Fwd 6 6.539

2615 - Putative transcriptional regulator, PadR-family K Rev 5 a. .463

2616 vana Vanilate monooxygenase P Fwd 0 1. 305

2617 vanB Vanillate O-demethylase oxidoreductase c Fwd 13 6 Laa2

2618 vank MFS-type vanillte permease G Fwd 31 5. .260

2619 - Putative secondary malonate transporter, auxin efflux carier (AEC) R Rev 313 5. 0

2620 cloX. ATP-dependent clp protease ATPase subunit o Rev 1318 8. 478

w6 - Conserved hypothetical protein - Fwd 328 5. 8

w262 peal Putative 3-ox0adinate CoA-transferase i Rev 50 3 322

w2623 peal Putative 3-oxoadinate CoA-transferase i Rev &5 a. 7

2620 peak Transcriptional activator of the protocatechuate branch of the beta K Fwd 131 2. L493

2625 peaF Putative beta-ketoadipyl CoA thiolase I Fwd 143 2. .506

2626 pead Putative 3-oxoadipate enollactonase R Fwd 95 3 L7179

2627 pead Putative transcriptional regulator, LuxR-family K Fwd 328 2. .165

%2628 peaC Putative 4-carboxymuconolactone decarboxylase s Rev 2510289 60 5. 197 [-1.568]
2629 peaB Putative 3-carboxy-cis,cis-muconate cycloisomerase F Rev 25114 248 5.

R2630  pcaG Protocatechuate 3,-dioxvgenase, alpha subunit a Rev. 204 5. -

2631 peaH Protocatechuate 3,4-dioxygenase, beta subunit Q Rev 191 5.

2633 - Putative restriction endonuciease v Rev 2514020 17 1.

2634 catc Putative muconolactone delta-isomerase - Rev 2514478 7 a.

2635 catB Putative muconate cycloisomerase ™ Rev 2515612 192 a.

2636 cata Catechol 1.2-dioxvgenase Q Rev 2516552 247 7.

2637 bena Putative benzoate 1.2-dioxvgenase, aloha subunit P Fwd 2516970 2 2 -0.

2638 bend Putative benzoate 1.2-dioxvRenase, beta subunit Q Fwd 2518503 2 0.

2639 benC Putative benzoate 1.2-dioxvRenase, electron transfer subunit H Fwd 2519009 4 0.

2640 benD Putative 1. - i Fwd 2520544 20 2.

2641 benR Putative transcriptional regulator, LuxR-family K Fwd 2521447 2524134 281 3

2642 benk Putative MFS-type benzoate permease G Fwd 2524281 2525621 23 1.

#2643 benE b (€ F Fwd 2525702 2526946 22 2. [-1.751]
2604 ciop2 Endoeptidase Clo, proteolytic subunit o Rev 2527616 2526990 & 8.

26as  clopl Endoeptidase Clo, proteolytic subunit o Rev 2528244 7651 3 5.

2647t Putative Trigger factor.invoved in celldivision o Rev 2529782 843 9.

o26es - Putative transcriptional regulator, ArsR-family K Fwd 2530285 0782 6 3

o26a9 - Betalactamase precursor v Fwd 2530782 1810 4 2.

2650 - Putative membrane protein - Fwd 2265 0 0.5

2es1 - Conserved hvpothetical protein, putative pseudogen - Fwd 3042 234 9.

92652 tnp12afiSCal Transposase, putative pseudogen - Rev 3156 0 -2, | 1.806]

cR2654  tnp12b(ISCal Transposase - Rev 3751 0 -1 4

o657 - Putative membrane protein, putative pseudogen - Fwd 5526 8 7. 871 7.788

2658 ol Ribose-5-phosphate isomerase G Rev 56 8. 612 9.208

2659 - Putative membrane protein - Rev 62 2. 877 2.027

2661 - protein with DSBA-like thioredoxin domain - Rev 8. 459 9.041

2662 peol Membrane alanyl aminopentidase 3 Fwd 6 6.992  7.596

2668 - Putative type IV restriction endonuclease v Fwd 3 472 2.043 3 [=3.100]
2665 - Hypothetical protein - Rev a. L018 4.752 4 -0.298 -0.567 -0.935

2666 - Hypothetical protein - Fwd 3 912 4.883 4. 224 1.301 0.369 1
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cr2667

R2783

Feature

tnp1b(1sCalb
alsk
uxaC

antv.

bnc

tnp15a(isCa1

tnp15b(15Ca1

murt

Gene Information

Product

Hvpothetical rotein

~termina

Putative multidrug efflux ermease. MFS-tvoe.
Alkvlhvdroberoxidase. AhoD-familv core domain

ABC-tvoe putative diventide/olizopentide transporter. ATPase subt
ABC-tvoe putative diventide/olizopentide transoorter. permease st
ABC-tvoe putative diventide/olizopentide transoorter. permease st
ABC-tvoe putative diventide/olizopentide transoorter. substrate-bi
outative dehvdrogenase

Aminotransferase. AT class II

Conserved hvpothetical protein

Conserved hvoothetical membrane orotein. DedA-family

Putative short-chain dehvdrogenase/reductase

Putative transcriotional regulator. TetR-family

Custathionine gamma-svnthase

ABC-tvoe putative molvbdenum transporter. substrate-binding livo
Putative Hemoglobin-like orotein

Putative secondarv Cr3+ transorter. chromate ion transoorter (CH
Conserved hvpothetical protein

Putative thioesterase

Conserved hvoothetical orotein

Hypothetical orotein

ABC-tvoe transoorter. ATPase subunit

Single-strand binding orotein

Conserved putative membrane orotein

Alkaline ohosohatase

Putative membrane brotein

ABC-tvoe putative sugar transoorter. permease subunit

ABC-tvoe putative sugar transoorter. permease subunit

ABC-tvoe putative sugar transoorter. substrate-binding lioorotein
Conserved hvoothetical orotein

ABC-tvoe putative sugar transoorter. ATPase subunit

Putative oolvorenol ohosohate mannosvi transferase. putative bset
Integrase. outative oseudogene

Putative secreted protein

Putative transcriotional reaulator. AraC-family - utative pseudoger

Zn-devendent alcohol dehvdrogenases. class il
Conserved hvoothetical orotein
Hvdroxvovruvate isomerase
Short-chain dehvdrogenase
Putative olizoribonuclease (3'->5' exoribonuclease)
Putative enterochelin esterase
Conserved putative secreted liooprotein. ErfK/Ybis/YcfS/YnhG-fam
Hypothetical protein, contains ankyrin-repeat
onserved hypothetical protein, putative pseudogene
Transposase
Putative membrane protein
Putative secreted protein
Glutaminase
Putative transcriptional regulator, Lacl-family, putative pseudogene
Putative transcriptional regulator, Lacl-family, putative pseudogene
Glucuronate isomerase
Gluconokinase
HNH nuclease
Putative nicotinamidase/pyrazinamidase
Putative membrane protein
Putative peroxiredoxin
Putative transcriptional regulator, TetR-family
Holo-facyl-carrier-protein] synthase
Putative multidrug efflux permease, MFS-type.
Putative membrane protein
Hypothetical protein
Fatty acid synthase, type |
Hypothetical protein
Putative transcriptional regulator
Putative secreted peptidase, M23/M37-family
Conserved putative membrane protein
Conserved putative membrane protein
Xanthosine triphosphate pyrophosphatase
RNA nucleotidyltransferase
Conserved hypothetical protein
Conserved hypothetical protein
Transposase
Conserved putative membrane protein
Transposase
Conserved hypothetical protein, N-terminal region, putative pseud:
"

Glutamate racemase
Putative secreted protein

Putative transcriptional regulator, MarR-family

Putative membrane protein

L-aminopeptidase/D-esterase

Conserved hypothetical protein

Putative ATP-dependent Clp protease adaptor protein ClpS
Hypothetical protein, with SCP/PR1 domain

Nicotinic acid phosphoribosvltransferase.

Hypothetical protein

Putative ATP-dependent DNA helicase protein

Conserved putative membrane protein

Conserved hypothetical protein

Phosphoserine phosphatase

Cytochrome C oxidase

Ribonucleoside-diphosphate reductase

Ferritin-like protein

Transcriptional regulator, GntR-family.
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This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read ] .
m-values m-values < 1.5
Count (not significant)

m-values > 1.5
(significant)

@ ® ® 6 ®

vs. vs. vs. vs. vs.

® © © © O

Gene Information Read Mapping

Feature  Product Major COG

Effective Length

ca2784. Putative transcriotional regulator. DtxR-familv 160 .425 F
Putative membrane orotein - 823 1.130 -0.176
w2786 nrde Ribonucleoside-diohosohate reductase. aloha chain F Rev 7 7.357 1. 6.409
w2787 nrdl Conserved hvoothetical brotein. flavodoxin-like orotein Nrdi F Rev 22 038 6 6.158
w2789 mn2 mvcoredoxin 2 o Rev [ 9. B 8.188
w2791 roms 505 ribosomal protein L36 - Rev 2490 474 2. 009 1 10.990
w2792 nade NADI+) svnthase (glutamine-hvdrolvzing) H Fwd 1631 1563 7. 303 7.49
w2793 - Conserved hvoothetical protein G Rev 1886 1637 5. 994 7.543
w79 - Conserved hvoothetical protein R Rev 5140 4762 8.039 8.310 9 5.730
w2795 - related Zn-d c Rev 2062 1440 7 9 7.606 92 0.034 -0.180 -0.722
@279 - Conserved hvoothetical protein. MMGE/PRPD-famil. putative inva R Fwd 12 24 0.746 -0.344 _
w2797 - Conserved hvoothetical protein s Fwd 23 19 2.297 1.256 -0
w2799 - Putative secreted brotein o Rev 3125 1265 8.192 8.355 0
2800 pam Phosohoglucomutase G Rev 835 959 926 5.386 o
w2801 cres’ Putative membrane orotein. CrcB-like orotein. putative oseudogen: - Fwd 37 11 87 3.443 o ‘
w2802 ‘ercB Putative membrane orotein. CrcB-like orotein. putative oseudogen: - Fwd 17 5 2 2.19 1
w2803 - Conserved hvoothetical protein s Fwd 219 169 4.526 o
2804 tno21aflSCa2 Transoosase - Fwd 192 110 554 0
2805 osod Putative secreted brotein M Fwd 1122 86 .818 o
w2806 - Putative membrane orotein - Fwd 20 7 .s51 o -
22807 tnoliaflSCal Transoosase. outative oseudogene L Rev .151
22808 tno13aflsCal Transoosase - Fwd .969 -0
w2809 - Putative membrane orotein R Rev 2669054 .27 o
w2810 - dic c Rev 9865 286 3 IENTH
2811 - ABC-tvoe livobrotein release transoorter. permease subunit v Rev 2671597 6 4 [-1.748]
w812 - ABC-tvoe livoorotein release transoorter. ATPase subunit v Rev
w82 - Sugar phosohate isomerase/epimerase G Fwd
w2823 - Hunothetical orotein. dehvdrogenase or related orotein R Fwd - -
w282 - SAM-devendent methvitransferase a Fwd 2684050
w2829 murA2 UDP-N-acetviglucosamine 1-carboxwvinvltransferase ™ Rev 90104
2830 oduO Putative adenosvicobalamin-deoendent diol dehvdratase s Fwd 2691993
w2831 rama Putative transcriotional reaulator. LuxR-familv. Nif-soecific K Rev
w2833 cusk Custeine svnthase 3 Fwd 2694531
w2830 cusE Serine O-acetvitransferase 3 Fwd 95283
w2835 - Putative acetvitransferase - Rev 2695438
w2836 sucD Succinate--Co ligase (ADP-formin. aloha subunit c Rev
w2837 succ Succinate-Co ligase (ADP-formin. beta subunit c Rev
w2838 - Putative dithiol-disulfide isomerase a Rev
w2839 - Conserved hvoothetical orotein I Rev
w2800 acta Coenavme A hvdrolase/transferase c Rev
2841 - Dihvdrouridine svnthase-like orotein. contains TIM-barrel 3 Fwd [-2.025]
2802 ohoU Putative ohosohate uptake reaulator 3 Fwd
w2803 ostB ABC-tvoe putative ohosohate transoorter. ATPase subunit (TC 3A.1 3 Rev
w2804 osth ABC-tvoe putative ohosohate transoorter. permease subunit (TC 3 3 Rev
2885 ostC ABC-tvoe putative ohosohate transoorter. permease subunit (TC 3 3 Rev
2806 osts ABC-tvoe putative phosohate transoorter. substrate-binding liooor 3 Rev
2847 mshD Putative I Ioha-D- gl R Rev [ 1 oo]
oses - Putative secreted protein - Fwd
x28a9 - Putative kinase related to diacylglvcerol kinase i Rev
2850 - Conserved hypothetical protein - Fwd
ss1 - Branched-chain amino acid aminotransferase, AT class ll/4-amino- 3 Rev
852 - putative folate-binding protein implicated in RNA modification or ré R Fwd
853 - Conserved hypothetical protein, putative pseudogene - Fwd
R854 tnp2clisCaz, Transposase L Rev
28s6  purm Putative phosphoribosyl aminoimidazole synthetase F Rev
28s7  purF Amidophosphoribosvitransferase F Rev
2859 - Conserved hypothetical protein - Rev
2860 - Putative acyl-CoA thioester hydrolase-related protein i Fwd
861 - Putative membrane protein, hemolvsin Il homolog R Rev
2862 purl F Rev -
R2863  purQ F Rev
cases  purs - Rev
2867 apx peroxidase, GSH o Rev
2868 nuc Putative extracelular nuciease R Fwd
2869 - Putative deacetylase R Rev
2870 deta Hi/Nas:C . dicarboxy c Rev
w2873 ptB Oliropeptidase B 3 Rev
w2870 purc F Rev
2875 - Hypothetical protein - Rev
2876 purB Adenviosuccinate yase F Rev
w877 - Aminotransferase, AT class | 3 Rev
@2878  purD Phosphoribosylamine—glvcine ligase F Rev [-1.587 -3.813]
2880 - Putative hydrolase, HIT-family F Fwd
oss3 - SAM-dependent methyitransferase Q Rev
ossa - transporter, dent ol 3 Rev
2885 bioA u e H Fwd
2886 bioD Dethiobiotin svnthase: H Fwd
2887 cats3 Two-component svstem, sensory histidine kinase T Rev
2888 catk3 Two-component svstem, transcriptional response regulator T Rev .
92889 - Putative transcriotional regulator, MerR family K Rev 5 1 | 1.cq:]
280 - Hypothetical protein, putative amino acid processing enzvme ™ Rev 6 00
2891 pao Pyruvate:auinone oxidoreductase 3 Rev 6 8. 03
92893 - Putative multidrug efflux permease, MFS-type G Fwd 1. 1. 27 [-2.029]
s - Putative transcriptional regulator, TetR family - Fwd 3 3 2
w2895 - Putative multidrug efflux permease, MFS-type R Fwd 4. 4 2 [-1.573]
2896 - protein, - Rev 3 5 | o]
o898 - Putative 3-oxosteroid 1-dehydrogenase c Rev 2. 2
o289 - Putative transcriptional regulator, LysR-farmily K Rev a. 5.
2900 doh Diaminopimelate dehvdrogenase - Rev 7. 7.
@901 - Putative poly(3-hydroxvalkanoate) depolymerase R Fwd 3 3 [-1.900]
%02 - Conserved hypothetical protein, hydrolase of the HAD superfamily R Rev 9. 9
2903 - Conserved hybothetical protein, DUF1801 s Rev 6 6
2s0s - Hypothetical protein - Fwd 3 a.
2905 thiE, Threonine exporter 3 Fwd 5 5
2906 - Conserved hvbothetical protein - Fwd 9. 9
®2907  otsA Trehalose-6-phosphate synthase. 9 Fwd 7. 7. -
2008 - Putative membrane protein - Fwd 6 6 4.9
2909 otsB Trehalose phosphatase G Fwd 95




This supplementary table provides the full data for the calculation and development of Table A5.

Gene Information Read Mapping Raw Read log,TPM
Count

m-values < 1.5 m-values > 1.5
(not significant) (significant)

@ ® ® 6 ® @ ® o

vs. vs. vs. vs. vs. vs. vs. vs.
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m-values

@ ® ® 6 ®

vs. vs. vs. vs.

Feature  Product Major COG

22910 Putative transcriotional reaulator. Lacl-familv K 169 .90

@911 - ABC-tvoe putative Mn/Zn transoorter. substrate-binding liooproteil 4 Fwd 159 311

@912 - ABC-tvoe putative Mn/Zn transoorter. ATPase subunit G Fwd 502 7.448

@913 - ABC-tvoe putative Mn/Zn transporter. permease subunit P Fwd 918 020

22914 tnosblisCash Transoosase L Fwd 823 3.596

@915 - Hvpothetical rotein - Fwd 538 318

2916 ksdD Putative 3-oxosteroid 1-dehvdrogenase c Rev 292 370

@917 - Conserved hvpothetical protein G Rev 925 -3.196

w2918 - Putative oxidoreductase R Rev .653 -2.924

@919 - Putative oxidoreductase R Rev. 173 -2.420

@920 - Putative shikimate bermease. MFS-tvoe G Rev .88 805

w2921 - Putative metabolite permease. MFS-tvoe G Rev 129 390

w922 - Putative transcriotional regulator. IclR-familv K Rev 873 3.104

w2923 - Putative tRNA/rRNA methvltransferase J Rev 6.653

2924 cvsS Custeine~tRNA ligase J Rev 2326 8. 7.105

2925 otsS. IBCA cc G Rev 5279 8. 65

2927 scrB Beta-fructofuranosidase G Rev 245 7. 64

22928 naaB. Glucosamine-6-ohosohate deaminase G Rev 137 6. 90

22929 naaAl N-acetvlglucosamine-6-phosohate deacetvlase G Rev 102 3. 3

2931 nanA N-acetvineuraminate vase 3 Fwd 7 2.

w932 - Hvpothetical protein. putative sugar kinase. K Fwd 132 4.

22933 nank N-acviglucosamine-6-phosohate 2-evimerase. G Fwd 2 10 3

22935 nanP. Putative exo-aloha-sialidase - Rv 2 3 1 108 3

2936 - Putative transcriotional reaulator. GntR-familv. K Rv 27 619 g 1 276 5.

w2937 - ABC-tvoe putative diventide/olizopentide transoorter. substrate-bi 3 Fwd 27 1538 6 7 3 7 1.

2938 - ABC-tvoe putative diventide/olizopentide transoorter. permease st E Fwd 27 892 s 7 9 7 3

w2939 - ABC-tvoe putative diventide/olizopentide transoorter. ATPase subt E Fwd 27 1931 e 10 12 7 3

2940 - ABC-tvoe putative diventide/olizopentide transoorter. ATPase subt E Fwd 27 746 13 8 9 13 3

w2941 - Putative th resistance to E Rv 28 550 9 21 2 3 -0.

w2942 - Putative transcriotional regulator. AsnC-familv. K Fwd 28 127 13 37 5 3

w2943 - Putative membrane protein - Rv 28 9 104 116 6 1. 312

2944 isoF Putative 2-C-methvl-D-ervthritol 2.4-cvclodiohosohate svnthase ' Rv 28 9 6 6 2!

22945 isoD Putative 2-C-methl 1 Rv 28 7 6 322

2946 - Conserved hvpothetical orotein K Rev 28 a 8. 044

2947 catRs Two-component svstem. transcriotional response regulator T Fwd 28 2 3 133

22948 catss Two-comoonent svstem. sensorv histidine kinase. T Fwd 28 6 3 9

2949 - Putative secreted protein - Fwd 28 196 9. 286

22950 radA Putative ATP-deoendent orotease. involved in DNA repair o Fwd 28 322 3 290

2951 - Putative nucleic-acid-binding brotein. contains the HHH domain R Fwd 28 s 5. H 382

2952 - Putative secreted protein - Rev 28 B 8. e 2

2953 - Putative 4-hvdroxvbenzaldehvde dehvdrogenase c Rv 28 2 7. 6 3

2954 cvT Carbonate dehvdratase P Rev 28 1 9. ‘e

22955 muty A/G-soecific adenine elvcosviase L Fwd 28 9 5. 3

2956 - Putative secreted protein - Fwd 28 a 1. 1

2957 - Conserved hvoothetical orotein - Rev 1 7.

22958 butA L-2.3-Butanediol dehvdrogenase/acetoin reductase ' Fwd a 9.

2959 - Putative secreted protein - Fwd a 1.

R2960 - Hypothetical protein - Fwd 1.

2962 - Hypothetical protein, uncharacterized enayme involved in biosynth - Rev. 1.

R2963  cloC Putative ATP-dependent protease (heat shock protein) o Rev. 7.

R2964  quaBl IMP dehydrogenase F Fwd 6

R2965 - Putative transcriptional regulator, AraC-family. K Fwd 5.

R2966 - Putative phenol 2-monooxvgenase H Fwd 3

R2968 - Conserved hypothetical protein - Fwd 5.

R2969 - Hypothetical protein, similar to acyl-CoA synthetases (AMP-forming - Fwd 5.

2970 - Conserved hypothetical protein - Fwd 5.

®2971  ImrB Putative multidrug efflux permease, MFS-type. 9 Rev. 3

2973 - Conserved hypothetical protein s Rev. 2. -1.196
R2974  Iyss Lysine--tRNA ligase. J Rev. 7. -0.363
2975 - conserved similar to H Rev. 5. 5 1 -0.199
2976 - Conserved hypothetical protein - Rev. 6 -0.08: -0.082
2077 - Putative membrane protein - Rev. 7. -0.26 -0.266
2078 - Putative membrane protein - Rev. 03 6 -0.57 . -0.578
®2979  folk hyd diphosphok H Rev. 7 6 -0.a1 -0.017 -0. -0.419
R2981  folX Dihvdroneopterin aldolase H Rev. 9 6 -0.71. -0.028 -0 -0.710
R2982  folP1 Dihydropteroate synthase H Rev. 1 0.041 -0 -0.573
R2983  folE GTP cyclohydrolase | H Rev. 1 0.181 0 -0.388
R2984  ftsH Cell-division protein (ATP-dependent ZN metallopeptidase) o Rev. 8 0.114 -0 -0.590 .358
R2985 ot Hypoxanthine phosphoribosyltransferase F Rev. o 0.018 0 0.007 .679
R2986  mes/ Conserved hypothetical protein, contains ATPase of the PP-loop su D Rev. 2 . -0.434

R2987  dacB Serine-type D-Ala-D-Ala carboxypeptidase ™ Rev. 1 .979 0.07

%2988 ppa Inorganic diphosphatase c Fwd 4 422 0.35

R2990  speE. a R Rev 8 85 0.06

2901 - Putative membrane protein - Rev 2 4 0.38

2992 - Putative secreted protein - Rev 8 0 9 0.35

2993 - Conserved hypothetical protein - Rev 8 3 0.14

R2004 - Putative secreted or membrane protein - Rev .283 0.229

2995 tsx’ . - Rev 8 0. .457

R2996  tsx’ X compor - Rev 10 3 -0. .930

2999 - Putative ferredoxin reductase c Rev 656 4 7. .008

®3000 - Putative thiosulfate sulfurtransferase 4 Fwd 141 5 5 18

cR3001 - Putative transcriptional regulator, MarR-family K Fwd 437 5 6 0.400

®3003  aps Putative non-ribosomal peptide synthase. a Fwd 2854306 285 1190 0 4. 0.444

®3004  qabD1 Succinate-semialdehyde dehydrogenase (NAD(P)(+)) c Rev 2859805 204 5 4. -0.046

®3007 - s Rev 2861120 286 18 226 7 0.361

R3008  pord Porin - Rev 710 0.084

®3009  porH Porin, cation-specific - Rev a5 88 4. 51

R3011  arofL Chaperonin Cpn60 (60Kd subunit) o Rev 22056 .0a1 9 92

3012 - Putative membrane protein - Rev 113 017 5 0.057

3013 - Hypothetical protein - Rev 926 2 5 0.015

@304 - Hypothetical protein - Rev 871 594 5 -0.057

3015 - Hypothetical protein - Rev 1891 1242 .183 5 0.063

®3016 - Hypothetical protein - Rev 2384 1985 539 5. 5 0.152

3017 - Putative membrane protein - Rev 2729 2227 2520 76 5 0.074

cR3018 - Hypothetical protein - Rev 3521 2071 2349 5. 5 0.078

3019 - Putative secreted protein or membrane protein - Rev 2608 944 1155 4. 4. 0.186

3020 - Putative membrane protein - Rev 542 506 743 6. 6 0.213

®3021  todA putative thiol precursor dipeptidase 3 Fwd 1301 952 1171 6. 6 0.195




This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read
Count

m-values > +1.5
(significant)

m-values < 1.5
(not significant)

Gene Information Read Mapping log,TPM m-values
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Feature  Product Major COG

2l Length [bps]
- [p—

3022 Conserved hvoothetical protein - 2882539 6. 822 3.945 4.
Putative secondarv Na/H+ antioorter. monovalent cationoroton a c 2883480 5. .a05 s.a8 5.
Putative secondarv Na/H+ antioorter. monovalent cation:oroton a 3 2886543 5. .643 4.580 4.
w3026 mroD Putative secondarv Na/H+ antioorter. monovalent cationoroton a c Fwd 5. 971 1.904 4.
w3027 miok Putative secondarv Na/H+ antioorter. monovalent cation:oroton a 3 Fwd 5. 13 1.892 4.
3028 mioF Putative secondarv Na/H+ antioorter. monovalent cationoroton a - Fwd 5. 146 1.839 4.
w3029 mG Putative secondarv Na/H+ antioorter. monovalent cation:oroton a - Fwd 5. 319 5.224 5.073 2.951
w3030 - Putative hvdrolase or acvltransferase (aloha/beta hvdrolase suberf R Rev 6. 236 5.950 5.618 4.316
w3031 - Conserved hvoothetical brotein. elutamate-cvsteine lizase family H Rev 7. .985 6.583  6.155 5.100
w3032 - Putative secreted brotein - Rev 606 7.237 6.892
w3033 - Conserved hvoothetical protein - Rev 563 4.435  4.645
w3034 deft Putative oeptide deformviase ) Fwd 347 7. 6.757 6.872
w3035 - Putative GCNS-related N-acetvltransferase K Fwd 5.933 6. 5.385 5.142 [-2.075]
3036 xthA Exodeoxvribonuclease i L Fwd 251 6. 6.512 6.4
w3037 s Cardioliin svnthase ' Fwd 723 4. 3.923 3.653
w3038 - Putative multidrug efflux permease. MFS-tvoe G Rev 3. 3.589 3.284 [-3.828
w3039 - Putative N P Fwd 5. 5.488  5.438
w3040 - Putative evimerase R Rev 5.760 5.099 4.705 -
w3041 - ABC-tvoe putative multidrug transoorter. permease subunit - Rev 2901614 5.483 5.398 4.925
w3002 - ABC-tvoe putative multidrug transorter. ATPase subunit 3 Rev 539 6.227 6.283 5.895
w3043 - Putative NTP ovrophosohohvdrolase/oxidative damage repair enzv L Rev 2 7.030  6.745 6.423 N
3044 - Putative membrane protein - Fwd 02 6.710 6.414 6.217 [-1.597]
w305 - ABC-tvoe putative elutamine transoorter. substrate-binding liooora 3 Fwd 153 6.267 5.846 5.805
w3006 oknG Serine/threonine orotein kinase R Fwd 568 5.417 4.987 4.977
w3047 acka Acetate kinase c Rev 2908620 2292 5.603 5.730 6.537
w308 ota Phosohate acetvliransferase c Rev 290981 2 5.339 6.491
w3049 forl Ferredoxin--NADPI+) reductase 3 Fwd 2913078 1920 7414 7.028
w3050 - Putative GCNS-related N-acetvltransferase R Fwd 2913761 1394 7.979 7.468
w3051 - Putative secreted brotein - Rev 2913750 50 2.388 1.486
w3052 - Putative secreted brotein - Rev 2914775 135 3.426 2.012
w3053 - Permease. MFS-tvoe - Rev 2915912 270 5.925 3.018 ‘
w3054 ourT Phosohoribosviglvcinamide formtransferase F Rev 6.579 5.179 4
w3057 - Putative secreted brotein s Rev 7.165 7.266 6
3058 tno8blISCaSa Transoosase L Rev 2.693 2.700 © [-2.510]
23059 tno8allSCasa Transoosase L Rev 6.695 6.380 5
3060 catss Two-comoonent svstem. sensorv histidine kinase T Rev 6.821 6.802 6
3061 catRe Two- T Rev 6.864 6.777 6
w3063 ourA Adenviosuccinate svnthase F Rev 8.459 7.829 6
w3065 - Conserved hvoothetical orotein - Fwd 5.079 1129 2
3066 - Putative membrane orotein - Fwd 6.034 5.518
w3067 - Putative membrane orotein s Rev 6.050 5.622
3068 fda Fructose-bisohosohate aldolase @ Rev 1.308 1. [ 1554
w3069 - Conserved hvoothetical orotein - Rev 7.529 7.
w3070 - Putative RN S00U tRNA/RNA methyl I ) Rev 6.591 5. [-1.703]
w3071 owE Orotate ohosohoribosvitransferase F Rev 7.619 7.
w072 - Putative secreted or membrane orotein ™ Rev 6.633 6.
3073 sseAl Thiosulfate sulfurtransferase P Rev 4.857 a.
3078 - Conserved hypothetical protein - Rev 4 3
w3075 cmr Putative multidrug efflux permease, MFS-type G Fwd 4 3
w3077 - Putative membrane protein - Rev 5. 6
3078 - Hypothetical protein - Rev 6. 6
3079 cloB. Putative ATP-dependent protease (heat shock protein) o Rev . 7.
#3080 - secondary Na+/glutamate symporter E Rev 2. [=2.915]
082 - Putative transcriptional regulator, ArsR-family K Fwd 39 3
3083 - Putative secondary Co2+/Zn2+/Cd2+ efflux transporter, cation diffu 3 Fwd o8 2.
xa08a - Putative flavoprotein involved in K+ transport P Fwd 29 2.
3085 - Putative monooxvgenase c Fwd 227 5. [-1.68a -1.754
3086 - Putative cystathionine gamma-lyase. 3 Rev a7 2.
3087 - Putative transcriptional regulator, HTH 3-family K Rev 36 1.
3088 arr’ . putative - Fwd 67 193 4
3089 arr . putative 5 - Fwd 9 993 3. [-1.613 -2.960]
300 - Conserved hypothetical protein s Fwd 673 850 5.
3091 - Conserved hypothetical protein s Fwd 623 200 5.
3092 - Putative 2-polvorenyiphenol hvdroxyiase or related flavodoxin oxid H Fwd 709 613 5.
3093 - Putative carbon-nitrogen hydrolase R Rev 762 REE
30 - Hypothetical protein - Fwd 6 683 -0. | e ] [ oo o oios]
3095 - Conserved hypothetical protein - Fwd 247 1 269 4.
#3096 ald acetaldehvde dehydrogenase (acetylating) c Rev 203 5 111 3. [-5.974 -5.628 -5.568 -4.204]
3097 hsoR Putative transcriptional regulator, MerR-family K Rev 1148 92 0z 7
3098 dna Chaperone Dnal, heat shock protein o Rev 2986 214
3099 amE Chaperone GroE, heat shock protein o Rev s 20
3100 dnak Chaperone Dna, heat shock protein o Rev 62
B0l - Putative permease R Fwd 6 J
B2 - Secreted nucleoside phosphorylase F Rev
3103 - Conserved hvpothetical protein s Rev
B4 - Conserved hypothetical protein N Rev 0
3105 - conserved hyothetical protein - Rev 6
3106 - Conserved hvpothetical protein - Rev
3107 adha Alcohol dehydrogenase R Rev
o310 mir butative restriction endonuclease, Mrr family, putative pseudogenc - Fwd
Bl - Putative secreted protein - Rev
@12 sz Sulfate transporter R Rev
3113 sy sirohvdrochlorin ferrochelatase s Rev 4
314 s Sulfate adenylyltransferase subunit 1 P Rev 0
3115 oD Sulfate adenylyltransferase subunit 2 3 Rev .763
3116 cysH Adenosine phosphosulfate reductase 3 Rev 9 . 8.103
aB117 oysx Ferredoxin-like protein, involved in electron-transfer - Rev 712 8. 8.685 8
318 oyl Ferredoxin-sulfite reductase 3 Rev 5370 5. 8.006 =.
3119 for2 Ferredoxin-NADP(+) reductase 3 Fwd 4545 5. 2 8.441 7
3120 - Conserved hvpothetical protein s Fwd 794 5 6 6.443 6
B2l - Putative membrane protein - Rev 175 6 2 4.953 5
3122 phnbl Hypothetical protein, PhnB-like s Rev 285 5 82 3.600 3.
3124 - Conserved hybothetical protein - Fwd 10 1. 58 -1.850 -
3125 A citrate uptake transporter, membrane subunit s Rev 131 3 82 1.372
3126 B citrate uptake transporter, membrane subunit - Rev 69 3 608 1.914
3127 tc citrate uptake transporter, substrate binding protein s Rev 201 3 11 2.368
3128 - ABC-type transporter, ATPase subunit 3 Rev 108 a. 72 4.401
3129 - ABC-type transporter, ATPase subunit 3 Rev 188 4.3 90 5.032




This supplementary table provides the full data for the calculation and development of Table A5.

Raw Read
Count

m-values > +1.5
(significant)

m-values < 1.5
(not significant)

Gene Information Read Mapping log,TPM m-values

@ ® ® 6 ®

vs. vs. vs. vs. vs.

® © © © O

Feature  Product Major COG

S Length [bps]
[ rrective Length

3130 Putative multidrus efflux permease. MFS-tvoe 5 2987922 1 103 2.
3131 - Acetvlornithine deacetvlase or related deacviase 13 Rev 29904 634 591 803 1.

@312 - Putative membrane protein c Fwd 2990790 1797 1595 1848 6. 6.

3133 - ABC-tvoe putative cobalt/sugar transoorter. ATPase subunit R Rev 2993873 197 148 £ 5. 3

3130 - ABC-tvoe putative cobalt/sugar transporter. permease subunit 3 Rev 2994508 195 193 129 6. a.

3135 - Putative membrane protein - Rev 2995299 287 360 207 6. s 1

3136 - Putative nitroreductase c Rev 2996234 72 589 575 5. 5. o

3137 iunH1 Purine nucleosidase F Rev 215 169 88 5. 3 -1 [-2.405 -3.321]
3138 - Band 7 domain-containing brotein. stomatin/orohibitin homoloz o Fwd 1145 1280 368 6. 6. -0

3139 - Conserved hvoothetical rotein s Fwd 156 153 6. 6. -0

3140 toaAl DNA-3-methviadenine giveosviase | L Fwd 395 320 5. s. -0

3141 hmo Globin-like flavohaemoprotein. putative nitric oxide dioxveenase c Rev 76 3 1. 2. 0 [-1.732]
3142 - Putative membrane protein - Fwd 547 566 5. 6.2 0

3143 - Conserved putative secreted orotein R Fwd 399 239 5. s o

3144 balG Putative transcriotional antiterminator.putative bseudogene K Rev 30 30 2. 217 2 -0

3146 balt’ 6-Phosoho-beta-glucosidase. putative pseudogene (C-terminal fraz G Rev 13 19 1. 252 3. -0

3147 balt’ 6-Phosoho-beta-glucosidase. putative pseudogene (N-terminal fras - Rev 3003404 243 170 5 115 6. 329 5.296 -0

3148 feoC’ ABC transoorter. ATP-binding protein - pseudogene - Fwd 3003844 219 146 15 19 18 3. .834  2.910 -0

3149 alaT Putative asoartate aminotransferase. AT clss | 3 Fwd 3005288 1314 1240 4069 4848 3634 3183 2501 8. 137 7. -0

3151 tno2bllSCazb Transoosase L Fwd ss 224 88 3. . 173 -0

3153 - Putative membrane protein s Fwd 4 370 242 5. 5.992 5.157 4.59 -1 [-1.843 -3.507
3150 udaA2 UDP-glucose 6-dehvdrogenase ™ Rev 1 2293 5 6 7.108 7.414 . 0

3155 ded dCTP deaminase 3 Rev 2574 7 5. 8.322 8.797 5. 0

3156 - Putative secreted protein - Fwd 1 1. 2.456  1.465 -0. -1 [-2.243 -5.075]
3157 - Putative secreted protein v Rev 1277 5. 5.214  6.480 5. 0 0.219 -0.927
e3158  naaA2 Putative beta-glucosidase @ Rev 367 5. 482 5.034 4. -0 -1.189 [=3.660]
3159 - Putative universal stress protein UsoA or related nucleotide-bindini T Fwd 3015300 962 6 6.976  7.860 7. 0 0.925
3160 - Putative secreted protein - Fwd 3015809 608 5. 5.382 8.232 7. -0 -0.719
w3161 - Putative membrane orotein - Fwd 3016074 135 4. 3.828  1.055 3 -0 -0.995 -
3163 - Putative acvitransferase i Rev 3020495 2 201 .. 1.226 3.802 56 3 -0 -1.178
a3l6s - Putative secreted or membrane orotein - Fwd 3020539 s 589 6.222 6.316 6.407 %0 5. -0 -0.432
3165 - Putative membrane protein - Fwd 3021364 3 183 .. 1.507 5.152 05 4. 0 -0.524
3166 - Putative elveosvltransferase ™ Rev 3023862 275 147 .. 4.550 3.730 3.461 3 2 1 [-1.698 -1.874]
3167 - Hyoothetical protein - Fwd 3 214 322 5. 07 5.875 5. 5

3168 - Putative SAM-devendent methvltransferase H Fwd 3024500 139 7 317 .. 1.750  5.171 .. 1

3169 ook Phosohoenolovruvate carboxvkinase (GTP) - Rev 3027197 111 91 11741 1 6 7 9.253 5. 5

3170 - Putative membrane protein - Fwd 3028065 161 17 166 .. 1167 3 3

@ - 2 I 3 Fwd 3029173 228 215 12 7. 7.331 7. 6

3173 - Conserved hvoothetical rotein - Fwd 3029940 62 781 971 9 6 7.169 6 6

3174 mmol1 dul I divisior 3 Fwd 2058 2386 19 30 6 7.097 6

3175 - Putative membrane protein s Fwd 261 296 a7 3 .. 5.027 ..

3176 - Putative membrane protein - Fwd 222 203 6 3 6 6.673 5.

3177 occB Propionvl-CoA carboxviase | Rev 3138 3240 2 23 7. 7.393 6

3178 ks Putative polvketide svnthase. PksM-ike a Rev 8015 7013 s 32 7. 6.352 5.

3179 fadD2 Putative lon-chain-fattv-acid--CoA ligase | Rev 4531 3268 2 17 5. 6.949 6

3180 - Putative secreted protein - Rev 3071 7 20 5. 8.100 7.

3181 - Putative secreted protein - Rev 1 5. 8.186 7.

3182 cont Trehalose corynomycolyl ransferase R Rev 9.01 8.625 5 7.

3185 - Conserved hypothetical protein - Fwd -1.373 -2.799 -2.170 0.026 -4.0

3186 cmiz Trehalose corynomycolyl transferase R Rev 10. 9.519 5.

3187 - Putative membrane protein - Rev 5.6 5.560 ..

3189 ubiA Polyprenyltransferase, involved in decaprenol phosphoarabinose s H Rev 6 6.631 5.

3190 - b d i Rev 7. 6. 5.

3191 alfT Putative glvcosvltransferase R Rev 7. 6 5.

3192 - Putative secreted or membrane protein - Fwd 5. 7 6

3193 - Putative membrane-associated phospholipid phosphatase - Rev a. 3. 2.

3190 - d phosphoes - Rev 5. a. 3

3195 - Putative flavin-containing monooxvgenase P Fwd 8. 2. 2.

319 aff UDP-galactopyranose mutase c Rev 7. 5. 6

3197 psos Putative secreted protein ™ Fwd 5. 7. 6

3198 alok Glvcerol kinase c Rev 6. 6 5.

3199 - Predicted hydrolases of the HAD-superfamily R Rev 5. 5. 5.

3200 - Putative acyltransferase family ' Rev 5.6 6. 5.

3201 sers. Serine-—tRNA lizase i Rev 7. 5. 7.

3202 fork Transcriptional regulator, GntR-family K Fwd 5.568 6. 7. 6

3203 - Conserved hypothetical protein - Fwd 6.863 6. 6. 6

o200 - Conserved hypothetical protein s Fwd 6 6. 6 6

3206 - Putative phosphogiveerate mutase G Rev 6 6. 6 5.

3207 pheA Prephenate dehydratase 3 Rev 5. 5. a.

3208 - Putative amidase ) Fwd .. .. 3

3209 - Putative metal-dependent membrane protease R Fwd 3 3. 2.

@10 - Conserved hypothetical protein K Fwd 5 5 4.

a1 - Putative secreted protein - Fwd 3. 2. 2.

a1 - s Fwd 5. 7. 7.

13 - Putative secreted protein - Fwd 4 3 1. 1 1.

a1 - Conserved hybothetical protein - Rev 1 5. 7 6

3215 abal Glveerophosphodiester phosphodiesterase c Rev 4 5 6. 6

326 antp : 4 ( G Fwd s 6 3. 2 2.

a8 - Pyruvate kinase-like protein G Rev 7 .. 6 5 5

3219 ldh L-Lactate dehvdrogenase c Rev 2 6 10 5 5

@320 - Putative membrane protein s Fwd 2. 2. 1. -0.367 -1.170

a1 - Putative hydrolase of the HAD superfamily R Fwd .. 4 3

o323 - Conserved hypothetical protein, putative FMN reductase R Fwd 2 6 7. 6

320 IR Transcriptional regulator, GntR-family K Fwd 5 6. 5

s - Putative serine/threonine-specific protein phosphatase R Fwd 3 a. 3

326 - Putative MFS-type L-actate permease G Fwd 3.9 6 5

w3227 IdD Quinone dependent L lactate dehvdrogenase c Fwd 5 7. 6 5

3230 - Putative transcriptional regulator, HTH 3-family - Fwd a. 5. 4. 2

B3 - conserved hypothetical protein, putative pseudogene - Rev 1. 2. 2. 6

a3 - Putative secreted phosphohydrolases, ICC-family R Rev 2. 1. 1. 0. 3

3233 - Hypothetical protein - Rev 6 5 5 4. 2

B4 - depend: R Rev 5 . 5 0

3236 msA Protein-methionine-5-oxide reductase o Rev 6 5. 8 7. 7

3237 sod Superoxide dismutase 3 Fwd 10. 1 11 1.

B8 - Hypothetical protein - Rev .. 5 5 5

3239 k2 Putative transcriptional regulator, LysR-farmily K Rev 3 3. 2.999 -

320 - Putative multidrug efflux permease, MFS-tyoe G Fwd 1. 3 2.

a2 - Putative membrane protein 3 Fwd 2. 2. 2. -




This supplementary table provides the full data for the calculation and development of Table A5.

23243

23350

Feature

catk11
cats11

mcbR

usoA3.

ruc2

tnosclisCase.

faA
tnb20allSCa2

cats9
catkg

tnp19c(isCal
tnp19b(15Ca1
tnp19a(iSCa1
trxB1

Gene Information

Product

Conserved hvpothetical protei. RecB-familv nuclease
Conserved hvpothetical protein
Putative multidrug efflux ermease. MFS-tvoe.
Putative transcriotional regulator. MarR-family
svstem. orobal
Two-component svstem. sensorv histidine kinase
Putative secreted protein
Putative membrane brotein
Putative sortase (surface orotein transoeptidase)
Putative 60 KD inner membrane orotein. Soolll) homolog. cvtochro
Global transcriotional rebressor of sulfur metabolism. TetR-familv
Putative membrane protein
Universal stress protein
Putative monooxveenase
Conserved hvpothetical protein
Pseudouridvlate svnthase
Putative transcriotional regulator. GntR-familv.
Conserved hvpothetical protein
Conserved hvpothetical protein
Transoosase
Putative membrane rotein. butative pseudogene (C-terminal fragr
Putative membrane orotein. butative pseudogene
Putative membrane orotein. butative pseudogene
Putative membrane rotein. butative pseudogene (N-terminal fragi
‘SAM-deoendent methvitransferase
Putative membrane brotein
Hupothetical orotein
Putative DNA invertase. putative bseudogene
Putative ferredoxin
Hvpothetical brotein. containing double-stranded beta-helix domai
Transoosase. outative bseudogene
Putative dehvdrogenase. putative bseudogene
Putative secreted protein
Putative Cu2+ transoorting P-tvoe ATPase
Putative Cu2+ transoorting P-tvoe ATPase
Hupothetical rotein
Two-comoonent svstem. sensorv histidine kinase
Two-component svstem. transcriotional response regulator
Putative secreted protein
Putative secreted multicooper oxidase
Hupothetical orotein
Putative Thiol-disulfide isomerase or thioredoxin
Putative oxidoreductase
Putative transcriotional reaulator. Cro-familv
Putative heavy-metal ion transporting P-tvoe ATPase
Hvpothetical orotein
Putative Cd2+ transporting P-tvpe ATPase
Transposase, putative pseudogene
Transposase, putative pseudogene
Transposase, putative pseudogene
‘Thioredoxin (TRX)
Putative Cu2+ transporting P-tvpe ATPase
Putative sugar/metabolite permease, MFS-type.
Putative transcriptional regulator, PadR-family.
Putative replicative DNA helicase
505 ribosomal protein L9
Single-strand binding protein
305 ribosomal protein 56
Putative secreted protein
Putative membrane protein
Putative membrane protein
Putative membrane carboxypeptidase
Conserved hypothetical protein
Putative transcriptional regulator, MarR-family
Putative universal stress protein o related nucleotide-binding prot.
Putative membrane protein
Conserved hypothetical protein
Conserved hypothetical protein
ABC-type transporter, ATPase and permease subunit
ABC-type transporter, ATPase and permease subunit
Putative secreted membrane-fusion protein
Inositol-3-phosphate synthase
Putative secreted protein
Conserved hypothetical protein
Hypothetical protein
Putative starvation-induced DNA protecting protein
DNA-formamidopyrimidine lvcosvlase
Conserved hypothetical protein
Putative secreted protein

NADPH:quinone reductase
Putative sugar permease, MFS-type.

Gluconokinase
Putative membrane protein

Putative membrane protein

Putative Ha2+ reductase

D-Amino-acid dehydrogenase

Putative membrane protein

Putative secreted protein

Putative secreted membrane protein
Putative nitroreductase

Hypothetical protein

Leucine—tRNA lizase

Putative secreted or membrane protein

Malevipyruvate isomerase, GSH-independent
Acvlpyruvate hydrolase, acting on fumarvipyruvate

O F3. . 400 .0 . d4: D0, O 0D,

mEmMO< 0OOAFnuFT . —<O<m®. A% Ferxa.

Read Mapping

3109798
3111231
3111230
3111937

3112762
3112994
3114830
3115276
3116663

Raw Read
Count

fLensth (ops)

Y crective Length

1 68
84 89

16
12 10
14 50
17 22
a2 98
62 78
7 4
32 23
14 10

m-values > 1.5
(significant)

@ ® ® 6 ®

vs. vs. vs. vs. vs.

® © © © O

m-values < 1.5
(not significant)

m-values

log,TPM

6.

..

6.

6.

6.

5.

6.

2. 109

..

6. 68

2. 120 0

0. 263 -0
2.884

-0.107 -1.410
-0.981 -0.908




This supplementary table provides the full data for the calculation and development of Table A5.
Raw Read

m-values < 1.5 m-values > 1.5

Gene Information Read Mapping log,TPM m-values
Count (not significant) (significant)
Major COG T & ® ® 6 © @ ® ® 6 6
Feature  Product £ 3 vs. vs.  vs. s vs. Vs, Vs,  vs. Vs
@ ® @ @ ©
ce3351 Gentisate 1.2-diowvgenase a 128 105 51 7 122 28 460 3.
@352 gk Transcristionalsctivator of gentisate catabolism, IR-famity K Rev a4z 52 as 757 2
3353 naal MFS-tvoe sentisate permease. [ 1 s 10 10 128 - 6 -0, .
st - 3-hvdroxvbenzoate 6-monooxveenase W Fwd 16 6 s 4 0.353 6 -1 5
s - di ¢ ke 53 288 259 o s.761 s a
w57 0P Permesse. trvotophan-specific S A s ess S8l 310 6.304 2 s
3359 1ok Anthranilte snthase subunic | - €1 ser 703 w1 50169 5
@60 106 Anthranilte svnthase subunit I - se 335 36 70 5 lae3 s
@361 oD Anthranilste phosohoribosransferase - S5 51z ez 5 5 .92 5.
@362 oCF Phosohoribosvianthranilte isomerase - 72 eaz a4 107 s s s
w3363 1B Trvotohan svnthase beta chain - Se5 420 aes 9 i 4786 4
c36d oA Trvotoshan svnthase aloha chain - a6 311 a0 106 i s 5
<3365 rmoC ifi s Rev. 1252 1023 643 452 6. 5. 5.
366 o i 6 ke 903 50 410 318 6 6002 5.
w67 - ABCtvoe putative multidrug transoorter. ATPase subunit - 291 aa8 60 g6l 3. s.34a s,
s - ABCtvoe putative mulidrus transoorter. permease subuit - 301 a6 83 sed 2 a i
3369 acrAz  Putative reske ronsulfur orotein I s06 1215 1219 870 7 8.030 8.
w0 - Putative NADH-dependent flavin oxdoreductase ¢ ke so7 a3 707 aso i s s
3371 - bil P Fwd 452 510 365 132 6. 5. 4.
@ - Conserved hvpothetical orotein s 1055 980 ms 200 7 6699 6. 0.3 ~060
@ R Redox-sensing transcriotional repressor. ArsR-famifv K Rev 289 334 a0 4o 6138 6 6583 6 0.082 1520 0.567
3374 - Putative NADH-deoendent flavin oxidoreductase c Fwd 102 75 80 12 6. 2 2. -1.036
3375 - Predicted nucleoside-diphosohate-sugar eoimerase M Fwd 297 248 219 131 6. 6 4 a. -0.459
ce3376 - Conserved hvoothetical brotein - Rev. 26 19 14 8 0 a. 4 2 2. 0.007
3377 - Conserved hvoothetical brotein - Rev. 22 17 15 9 7 a. 3 3 2. -0.938
3378 - Conserved hvoothetical brotein - Rev. 20 7 3 3. 3 1. 0.382 .257
e3380 - Putative oxidoreductase orotein | Fwd 90 43 24 3. 3 2 2. 0.473 821 [=1se1]
3381 - Putative twin arzinine targeting (Tat) Preorotein translocase subuni - Fwd 326 760 368 8. 7 8 8. -0.636 36 -0.733
3382 - de dent ol E Rev. 770 825 188 5. 5 5. -0.189 36
3384 - Putative transcriotional rezulator. TetR-familv K Rev. 439 379 132 6. 6 5. 0.311 31
#3385 catA3 Hvdroxvauinol 1.2-dioxveenase a Rev. 113 22 18 3. 3 1. -0.116
#3386 tcbF Malevlacetate reductase c Rev. 93 27 9 2. 1. 0.241
#3387 - Putative sugar/metabolite permease. MFS-tvoe. G Rev. 111 35 23 2. 2 0. 0.119
#3388 - Putative transcriotional rezulator. IcIR-familv K Fwd 539 109 97 5. 2. 0.150
#3389 - Predicted oxidoreductase R Fwd 154 54 54 3. 3 2. 0.002
23390 - Putative sugar ohosohate isomerase/eimerase G Fwd 56 9 28 2. 2 - -0. 0.642 -0.604
#3391 idhA1 Inositol 2-dehvdrorenase R Fwd 55 11 14 2. 2 -0. 0.060
ce3392 idhA2 Inositol 2-dehvdrorenase R Fwd 62 33 23 2. 2 - 1. -0.336 .472
3393 - Putative secreted protein. phosphoesterase R Fwd a 14 1. 1 -0. 0.021
ce3394 - Putative secreted protein - Fwd 2 4 1. 0. -1.426 7 __
3395 oroP Putative oroline/betaine permease. MFS-tvoe G Rev. 247 6. 5. 3
#3396 - Putative membrane protein. stomatin/prohibitin homolog-like o Rev. 376 5. 6. 6 -0.584
3397 - Hvpothetical protein - Rev. 103 3.4 3. 7
#3398 - Putative DNA/RNA helicase. superfamilv Il R Rev. 105: 4.9, a. 1
s - Permesse. MFS-tvoe - ke 1 5 5 1
e3400  ‘thiD2 Putative ohosohomethvlovrimidine kinase. putative oseudogene (C H Rev 2 1.1 1. 9 r
cr3401 - Hvpothetical protein - Fwd 3 0. -0. 5
cr3402 - Putative Hg2+ permease, MerTP-family - Fwd 70 4. 4. -0.378 8
cr3403 - Putative proline/betaine permease, MFS-type G Rev 2 2. -0. -0.756
cr3404 - /ABC-type putative iron(lll) dicitrate transporter, substrate-binding | P Rev a 3 -0. 0.18:
cR3405 - ¢ de \de c Fwd 157 5. 4. -0.593 .441
cr3407 - Putative membrane protein - Fwd 5. 5. -0.209 .568
cr3408 - Hvpothetical protein - Rev 190 6 6 0.169 .255
cr3409 thiD2 Phosphomethylpyrimidine kinase H Rev 61 369 8. 7. . 0.067 .B55
cr3410 - Conserved hypothetical protein - Fwd 326 115 5. 5. -0.330 0. -0.330 .103
cr3411 - Putative Hg2+ permease, MerTP-family - Fwd 6 144 7. 6 -0.730 -0. -0.730 .918
cr3412 azlp , b l E Rev 6 25 4. 3 -0.635 -0. -0.635 .870
cr3413 azlc Putative secondary branched-chain amino acid efflux transporter, t E Rev 6 69 5. 4. -0.222 -0. -0.222 .B06
cr3414 - Conserved hypothetical protein K Rev 6! 146 6 5. -0.016 0. -0.016 .696
cr3415 pcnA Polynucleotide adenvlvitransferase J Rev 6 225 6 5. -0.045 -0. -0.045 .088
cr3417 - Putative (Dilnucleoside polvphosphate hydrolase F Fwd 6! 426 7. 6 -0.600 -0 -0.600 .B56
cr3418 - Putative secreted protein - Fwd 6! 224 5. 4. -0.269 -0.269 .615
cr3419 - Putative MVF virulence factor MviN-homolog protein, multidrug/ol R Fwd 310 5. 4. 0.176 0.176 .171
cr3420 sigM RNA polymerase sigma factor, ECF-family K Fwd 5 1. 0. .890
cr3422 trxB Thioredoxin reductase o Fwd 3461 8. 8. .192
cr3423 trxC Thioredoxin o Fwd 1187 8. 8. 31
cr3424 cwiM N-Acetylmuramoyl-L-alanine amidase M Fwd 2375 8. 7. 565
cR3425 - Conserved hypothetical protein - Rev 160 5. 5. 5
cr3426 par8 Putative cell division protein ParB K Rev 1015 7. 6 58
cr3427 parAl ATPases, involved in chromosome partitioning D Rev 15 8. 7. 3
cr3428 qidB Glucose-inhibited division protein B M Rev 9 7. 7. 36
cr3429 - Putative 60 KD inner membrane protein, Spolll) homolog, cytochro u Rev 5 8. 7. 72
#3430 - Conserved hypothetical protein s Rev 2 8. 21
cr3431 rnpA Ribonuclease P J Rev 8. .310
cr3432 romH 50S ribosomal protein L34 - Rev 1 11. .422
cr3434 - Hvpothetical protein - Fwd 1 7. 1 .369
cr4001 SsrA SsrA peptide of tmRNA - Fwd 22 3803 17. 9 .431
cr4002 mrr' putative restriction endonuclease, Mrr family, putative pseudogene - Fwd 5 .4 .267
cr4004 - conserved hypothetical protein - putative pseudogene (N-terminal - Fwd 5. 6! .355
cr4005 - Putative secreted protein - Rev 9. .6 .423
cr4006 - Hvpothetical protein - Fwd 6 9 .048
cr4007 - Hvpothetical protein - Rev 3 84 7 .276
cr4008 - Hvpothetical protein s Rev 2 1 0 1.3 071 0
cr4009 - Fwd 72 7. 3 7. 941
cr4010 - putative Lacl-type transcriptional regulator, putative pseudogene (¢ K Fwd 46 4. L7244 238
o1 - Transposon Tns01 resolvase - ke 10 3 855 3 213
cr4012 trol Trp operon leader peptide - Fwd 153 8. 7.893 7. 526
o1z - © ke 136 6 6140 s 167
cr4014 - conserved possibly involved - Rev 930 9. 9.569 10. 600
cr4015 leul leucine-containing leader peptide - Rev 99 9. 9. 8.
cr4016 it valine-containing leader peptide - Fwd 113 8. 7 7. .736
cr4017 aroR tyrosine and phenvlalanine-containing leader peptide - Fwd 117 7. 7. .195 081
o8 - © ke a6 o o 1270 -0.sss
cr4019 - - Fwd 143432 11. 15.
cr4020 - - Fwd 23 3 3. 122
cr4021 - - Fwd 283 9. 9. .968
cr4026 - conserved hypothetical protein, putative pseudogene - Rev 47 2. 3. 6 0.563
027 - S P 7 33 5 5 5 =23




