
M00155, Cytochrome c oxidase, prokaryotes [PATH:map00190]

M00222, Phosphate transport system [PATH:map02010] [BR:ko02000]

M00317, Manganese/iron transport system [PATH:map02010] [BR:ko02000]

M00346, Formaldehyde assimilation, serine pathway [PATH:map01200 map00680]

M00183, RNA polymerase, bacteria [PATH:map03020] [BR:ko03021 ko03400]

M00178, Ribosome, bacteria [PATH:map03010] [BR:ko03011]

M00156, Cytochrome c oxidase, cbb3−type [PATH:map00190]

M00190, Iron(III) transport system [PATH:map02010] [BR:ko02000]

M00244, Putative zinc/manganese transport system [BR:ko02000]
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M00524 (FixL−FixJ (nitrogen fixation) two−component regulatory system) was removed.

M00009, Citrate cycle (TCA cycle, Krebs cycle) [PATH:map01200 map00020]

M00011, Citrate cycle, second carbon oxidation, 2−oxoglutarate => oxaloacetate [PATH:map01200 map00020]

M00616, Sulfate−sulfur assimilation

M00185, Sulfate transport system [PATH:map02010] [BR:ko02000]

M00615, Nitrate assimilation

M00237, Branched−chain amino acid transport system [PATH:map02010] [BR:ko02000]

M00438, Nitrate/nitrite transport system [PATH:map00910 map02010] [BR:ko02000]
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S4 Fig. The results of hypergeometric test for overlaps of KEGG modules with (a) up- or (b) downregulated genes. 
The modules with FDR<0.05 and >=3 annotated M. caenitepidi Gela4 genes are shown according to the value of log10 (FDR).
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