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Functional Classes

Adaptation, Protection (19)
Amino acid biosynthesis and metabolism (38)

Biosynthesis of cofactors prosthetic groups and carriers (9)
Carbon compound catabolism (13)
Cell division (6)
Cell wall/ LPS/Capsule (12)
Central Intermediary metabolism (17)
Chaperones and heat shock proteins (9)

Chemotaxis (2)

DNA replication, recombination, modification and repair (10)
Energy Metabolism (24)

Fatty acid and phospholipid metabolism (12)

Hypothetical, unclassified, unknown (137)

Membrane proteins (34)

Motility and Attachment (9)

Nucleotide biosynthesis and metabolism (16)

Protein secretion/export apparatus (4)

Putative enzymes (22)

Secreted factors ( toxins, enzymes, alginate) (4)
Transcription (13)

Transcriptional regulators (10)

Translation, post-translational modification, degradation (71)

Transport of small molecules (18)
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° Groupl : Up 20imin; Up60imin

— Genes encoding 30 and 50s ribosomal proteins, translation
initiation and elongation; factors.
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— napA, B, D and F genes: Compone Of the nap operon that
encodes a periplasmic nitrate reauctase:
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