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Targeting genes Primer sequence(5'—3) Accession no. Reference

F-TGATGGATGCTACCAAACTGGA
IL-6 R TCTCACTOCA e ATOT oG NM_001314054.1 (Mora et al., 2024)
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IL-1B RTGATGTGCTGCTGCGAGATT NM_008361.4 (McClure et al., 2024)
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Protein_ID MW [kDa] Gene Name  Description Molecular Function

AO0A3S5B1Z0 392 ompA_l Outer membrane protein A Cell outer membrane
A0A448TCS4 396 ompH Outer membrane protein H Cell outer membrane
A0A448T9U9 41 NCTC10643_00961 | Outer membrane protein (Porin) Cell outer membrane
A0A448T7C8 56 gIpK Glycerol kinase Kinase activity
A0A384XCH7 102.1 IktA Leukotoxin Virulence factor
A0A384XX79 57.6 groL Chaperonin GroEL Cytoplasm
A0A248ZXR5 26 deoD Purine nucleoside phosphorylase DeoD-type Glycolytic process
ATP-binding cassette (ABC)
A0A3S4XDB1 58 &siB Glutathione-binding protein transporter complex
A0A3S4XT40 633 IpoA Penicillin-binding protein activator Magnesium ion binding
A0A384XQ93 51.6 PpykA Pyruvate kinase Catalytic activity
AOA249A2N2 | 433 tufA_2 Elongation factor Tu Cytoplasm
A0A3S5F331 77 JusA Elongation factor G Cytoplasm
AOA3SSBBGO | 26 gpmA 2,3-bisphosphoglycerate-dependent phosphoglycerate mutase Glycolytic process
A0A448T9Y7 333 cysK Cysteine synthase Amino acid biosynthetic process
AOA3S4XCM8 | 434 aspC Aminotransferase Catalytic activity
A0A3S4X910 59.8 NCTC10643_00522 | Probable phosphomannomutase Magnesium ion binding
AOA448TCF5 | 988 aceE Pyruvate dehydrogenase E1 component Glycolytic process
AOA3S5BSEL 157.9 poC DNA-directed RNA polymerase subunit beta Zinc ion binding

Glutamine-fructose-6-phosphate

AOA448T7S1 673 gims aminotransferase [isomerizing] Cytoplasm
A0A248ZXM7  39.1 fbaA Fructose-bisphosphate aldolase Glycolytic process
A0A3S4X736 107.3 thpl Transferrin-binding protein 1 Cell outer membrane
AOA249A1S0  46.1 eno Enolase Glycolytic process
A0A384Y101 59.4 peckA Phosphoenolpyruvate carboxykinase Cytoplasm

5-methyltetrahydropteroyltriglutamate-

A0A448TA6S 43.5 metE_1 homocysteine methyltransferase Zinc ion binding
Q51848 40.1 potD Putrescine-binding periplasmic protein Amino acid transport and metabolism
AOA448TEWS5 | 338 mdh Malate dehydrogenase Catalytic activity
AOA3S5B6R5 415 pgk Phosphoglycerate kinase Glycolytic process
A0A249A138 66.2 ilvD Dihydroxy-acid dehydratase Amino acid biosynthetic process
AOA448TC90 | 399 serC Phosphoserine aminotransferase Amino acid biosynthetic process
A0A249A019 | 357 gapA_2 Glyceraldehyde-3-phosphate dehydrogenase NADP binding
A0A448TA02 35 talB Transaldolase Cytoplasm
AOA3S4XIX6 | 54 mmsA Methylmalonate-semialdehyde dehydrogenase [acylating] Oxidoreductase activity
A0A448T988 105.5 ileS Isoleucine-tRNA ligase Cytoplasm
A0A1D2Q7B1 454 iscS Cysteine desulfurase Cytoplasm
AOA448TBI9 | 77.6 pnp Polyribonucleotide nucleotidyltransferase Cytoplasm
AOA248ZXQ9 | 426 fabB 3-oxoacyl-[acyl-carrier-protein] synthase 1 Cytoplasm
A0A3S4XDP7 86.7 pflB Formate acetyltransferase Cytoplasm

v ATP-binding cassette (ABC)
A0A448T6M1 594 hbpA_1 Hemin-binding lipoprotein transporter complex

ATP-binding cassette (ABC)
A0A249A2P6 356 mglB D-galactose/methyl-galactoside binding periplasmic protein transporter complex
AOA3S5BD43 | 434 malE Maltodextrin-binding protein Pyridoxal phosphate binding
Acetyltransferase component of pyruvate

AOA3S5F3L0 66.6 aceF dehydrogenase complex Glycolytic process
A0A3S4YIG4 49 degP Periplasmic serine endoprotease Cell outer membrane
A0A448T8W8 46.4 thrC Threonine synthase Lyase activity
A0A3S4X0U9 473 lamB Maltose-inducible porin Cell outer membrane

AOA448TDZ6 634 tbpB Transferrin-binding protein B Cell outer membrane
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