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Table S1. IM proteins conserved in E. coli, Bl. floridanus, and B. aphidicola str. APS

Protein Function* Essential in E. colit
AtpB ATPase subunit No
AtpE ATPase subunit No
AtpF ATPase subunit No
Cls Phospholipid biosynthesis No
CyoA Ubiquinol oxidase subunit No
CyoB Ubiquinol oxidase subunit No
CyoC Ubiquinol oxidase subunit No
CyoD Ubiquinol oxidase subunit No
CyoE Ubiquinol oxidase subunit No
FtsH Protease Yes
Ftsl Septal peptidoglycan biosynthesis Yes
FtsL Cell division Yes
FtswW Cell division protein; recruits Ftsl to the cell division site Yes
HfIC HfIK-HfIC membrane protein complex, regulator of FtsH No
HfIK HfIK-HfIC membrane protein complex, regulator of FtsH No
LepB Signal peptidase Yes
Lgt Lipoprotein biogenesis Yes
LolC Lipoprotein transport Yes
LspA Lipoprotein biogenesis Yes
MraY Peptidoglycan biosynthesis Yes
MrcB Peptidoglycan biosynthesis No
MviN (MurJ) Unknown Yes
NuoA NADH-ubiquinone oxidoreductase subunit No
NuoH NADH-ubiquinone oxidoreductase subunit No
NuoJ NADH-ubiquinone oxidoreductase subunit No
NuoK NADH-ubiquinone oxidoreductase subunit No
NuoL NADH-ubiquinone oxidoreductase subunit No
NuoM NADH-ubiquinone oxidoreductase subunit No
NuoN NADH-ubiquinone oxidoreductase subunit No
PitA Phosphate transporter No
SecE Protein transport across and insertion into IM Yes
SecY Protein transport across and insertion into IM Yes
YajC Protein transport across and insertion into IM No
YajrR Unknown; major facilitator superfamily No
YhgN Unknown; predicted transporter (MarC family) No
YibN Unknown; predicted rhodanese-related sulfurtransferase No
YidC IM protein insertion Yes
YoaE Unknown; predicted transporter (TerC family) No
YtfN Unknown No

*Functions according to EcoCyc and EcoGene (1, 2).
fAccording to Baba et al. (3).
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Table S2. STRING prediction of functional partners

Protein Predicted functional partners* Predicted topology*
MurJ RodA, MurCDEZ, PbpA, FtsW, AmiC, NudH, GImU Integral
YajrR OxaA, PpdA, YjbD, PpnK Integral
YhgN None Integral
YibN PapD, HolA, GIpE, GrxC Membrane-anchored
YoaE None Integral
YtfN YtfM, MukEF, LolB, LptCD, SprT, YjaG, YajG Membrane-anchored

*Using gene fusion, coocurrence, textmining, and coexpression as prediction methods in STRING (1).
TAssigned by EchoLOCATION (2).
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