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Riboflavin__FMN_and_FAD metabolism
Campylobacter_ Iron Metabolism

Transport_of Iron
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tRNA processing
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Transport_of Zinc
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Arginine_Deiminase_Pathway
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Vibrio_pathogenicity island
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Glycine_cleavage_system
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FOFl-type ATP_synthase
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polyprenyl synthesis
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Serine-glyoxylate cycle

Respiratory Complex I
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Folate Biosynthesis
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Experimental_ tye
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PnuC-like_ transporters

Ton_and_Tol_ transport_ systems
Iron_acquisition_in Vibrio
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Sex_pheromones_in_Enterococcus_faecalis_and_other Firmicutes
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Respiratory_ dehydrogenases_1
Salmonella_invasion_locus
L-2-amino-thiazoline-4-carboxylic_acid-Lcysteine_conversion
Terminal AA3-600_guinol_ oxidase

Cluster-based Subsystem Grouping Hypotheticals - perhaps Proteosome Related
Nitric_oxide_synthase
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Glycogen metabolism
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Zinc_resistance
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Acid_resistance_mechanisms
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cAMP_signaling_in_bacteria

Flagellum in_Campylobacter
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Hemin transport system
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Siderophore_Enterobactin
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Lipid_A modifications
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ATP-dependent RNA helicases__bacterial

Choline_ Transport

Sulfur_oxidation
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Ribosome_activity modulation

Arsenic_resistance
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Biofilm formation_ in_Staphylococcus
Sucrose_utilization
ESAT-6_proteins_secretion_system in_ Firmicutes
pH_adaptation_ potassium_efflux system
CytR_regulation

Ectoline_biosynthesis_and regulation
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Glutathione-regulated potassium-efflux svstem and associated functions
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