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Cluster B (574 genes)
KO: Benzoate degradation via CoA ligation
KO: Photosynthesis - antenna proteins
KO: Fatty acid metabolism
KO: Riboflavin metabolism
KO: 2,4-Dichlorobenzoate degradation

Cluster C (1,975 genes)
KO: SNAREs + vesicular transport
KO: MA PK signaling pathw ay
GO: Protein binding

Cluster A (4,052 genes)
KO: Ribosome
GO: Structural constituent of ribosome
GO: RNA binding (rRNA) 
GO: RNA splicing factor activity
KO: Proteasome
GO: Threonine endopeptidase activity

Cluster G (1,892)
KO: Photosynthesis - antenna proteins
GO: Chlorophyll binding
KO: Methionine metabolism
KO: Carbon f ixation
KO: One carbon pool by folate
GO: Zeaxanthin epoxidase activity
GO: Transferase activity

(alkyl or aryl groups)
GO: Antioxidant activity (incl. glutathione - disulf ide reductase activiy)
GO: Oxidoreductase activity (aldehyde or oxo group of donors)
GO: Ribosomal- protein-alanine N-acetyltransferase activity
GO: Uracil phosphoribosyltransferase activity
GO: Phosphoribulokinase activity
GO: Transaminase activity (ASP)
GO: Intramolecular oxidoreductase activity
GO: Inorganic anion transmembrane transporter activity

Cluster F (1,565 genes)
GO: RNA binding (mRNA)
GO: 3'-5'-Exoribonuclease activity
GO: TATA-binding protein binding
KO: Cell cycle

Cluster D (1,311 genes)
-

Cluster E (881 genes)
GO: Amino acid kinase activity
GO: Aminoacyl-tRNA ligase activity
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