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FoF1−type ATP synthase, membrane subunit b or b'

Copper oxidase (laccase) domain

Flp pilus assembly protein, pilin Flp

ABC−type Fe3+−siderophore transport system, permease component

Peptidyl−prolyl cis−trans isomerase (rotamase) − cyclophilin family

NAD−specific glutamate dehydrogenase

Mannosyltransferase related to Gpi18

TRAP−type mannitol/chloroaromatic compound transport system, periplasmic component

CRISPR/Cas system CSM−associated protein Csm3, group 7 of RAMP superfamily

LD−carboxypeptidase LdcB, LAS superfamily

Uncharacterized protein, UPF0160 family

Predicted ATP−dependent Lon−type protease

Na+/H+ antiporter NhaD or related arsenite permease

Uncharacterized conserved protein YacL, contains PIN and TRAM domains

Uncharacterized conserved protein, Tic20 family

TRAP−type mannitol/chloroaromatic compound transport system, small permease component

Uncharacterized conserved protein YfeS, contains WGR domain

Aspartyl−tRNA synthetase

Serine/threonine protein kinase

Two−component response regulator, AmiR/NasT family, consists of REC and RNA−binding antiterminator (ANTAR) domains

Choline dehydrogenase or related flavoprotein

Predicted nucleic−acid−binding protein, contains PIN domain

2−keto−3−deoxy−6−phosphogluconate aldolase

Phosphoribosyl−ATP pyrophosphohydrolase

TRAP−type mannitol/chloroaromatic compound transport system, large permease component

Predicted NAD/FAD−binding protein

Glycine cleavage system protein P (pyridoxal−binding), N−terminal domain

Predicted naringenin−chalcone synthase

Predicted component of virus defense system, contains PD−(D/E)xK nuclease domain, DUF524

Asparagine synthetase B (glutamine−hydrolyzing)
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