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Fold change with 
CORM-3 

Relevant regulatory proteins Gene Product/function 

+O2 -O2  
atpC F1Fo ATP synthase, ε SU   - 
atpD F1Fo ATP synthase, β SU   - 
atpI F1Fo ATP synthase SU   - 
cydA Cytochrome bd, SU I   ArcA+, FNR+-, FruR+, HNS- 
cydB Cytochrome bd SU II   ArcA+, FNR+-, FruR+, HNS- 
cyoA Cytochrome bo' SU II   ArcA-, CRP+, FNR-, Fur-, GadE+ 
cyoB Cytochrome bo' SU I   ArcA-, CRP+, FNR-, Fur-, GadE+ 
cyoC Cytochrome bo' SU III   ArcA-, CRP+, FNR-, Fur-, GadE+ 
cyoD Cytochrome bo' SU IV   ArcA-, CRP+, FNR-, Fur-, GadE+ 
cyoE Protoheme IX farnesyltransferase   ArcA-, CRP+, FNR-, Fur-, GadE+ 
fdoG Formate dehydrogenase-O SU; major   - 
fdoH Formate dehydrogenase-O SU; Fe-S   - 
fdoI Formate dehydrogenase-O SU; cyt b556   - 
glpA Glycerol-3-P dehydrogenase  (anO2) large SU   ArcA-, CRP+, FNR+, FlhDC+, GlpR- 
glpB sn-Glycerol-3-P dehydrogenase (anO2) anchor SU   ArcA-, CRP+, FNR+, FlhDC+, GlpR- 
glpD Glycerol-3-P dehydrogenase (aerobic)    ArcA-, CRP+, GlpR- 
nuoA NADH:Q oxidoreductase SU A   ArcA-, Fis+, FNR-, IHF-, NarL+ 
nuoB NADH:Q oxidoreductase SU B   ArcA-, Fis+, FNR-, IHF-, NarL+ 
nuoC NADH:Q oxidoreductase SU C   ArcA-, Fis+, FNR-, IHF-, NarL+ 
nuoE NADH:Q oxidoreductase SU E   ArcA-, Fis+, FNR-, IHF-, NarL+ 
nuoF NADH:Q oxidoreductase SU F   ArcA-, Fis+, FNR-, IHF-, NarL+ 
nuoG NADH:Q oxidoreductase SU G   ArcA-, Fis+, FNR-, IHF-, NarL+ 
nuoH NADH:Q oxidoreductase SU H   ArcA-, Fis+, FNR-, IHF-, NarL+ 
nuoI NADH:Q oxidoreductase SU I   ArcA-, Fis+, FNR-, IHF-, NarL+ 
nuoJ NADH:Q oxidoreductase SU J   ArcA-, Fis+, FNR-, IHF-, NarL+ 
nuoK NADH:Q oxidoreductase SU K   ArcA-, Fis+, FNR-, IHF-, NarL+ 
nuoL NADH:Q oxidoreductase SU L   ArcA-, Fis+, FNR-, IHF-, NarL+ 
sdhA Succinate dehydrogenase flavoprotein SU   ArcA+-, CRP+, FNR-, Fur+ 
sdhB Succinate dehydrogenase iron-sulfur protein   ArcA+-, CRP+, FNR-, Fur+ 
sdhC Succinate dehydrogenase anchor SU   ArcA+-, CRP+, FNR-, Fur+ 
sdhD Succinate dehydrogenase hydrophobic SU   ArcA+-, CRP+, FNR-, Fur+ 
ubiC Q biosynthesis; chorismate pyruvate lyase   ArcA-. FNR-, IHF-, NarL- 
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Fold change with 

CORM-3 
Gene Product/function 

+O2 -O2

Relevant regulatory  
proteins 

bfr Bacterioferritin   - 
ftnA Ferritin   - 
ftnB Ferritin-like protein   CpxR+ 
msrB Methionine sulfoxide reductase B   - 
mdtA Multidrug efflux system SU    BaeR+, CpxR+ 
mdtB Multidrug efflux system SU    BaeR+, CpxR+ 
mdtC Multidrug efflux system SU    BaeR+, CpxR+ 
spy Periplasmic protein, Zn-induced   BaeR+, CpxR+ 
yodA Periplasmic Cd-, Zn-binding protein   Fur+, SoxS+ 
znuA zinc transporter SU   Zur- 
zraP Zn-binding periplasmic protein   ZraR+ 
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