3 30_Control [ 30_TTX 95% confidence intervals

Polyketide sugar unit biosynthesis 1.10e-3
2-Oxocarboxylic acid metabolism B 1.35e-3
Phosphonate and phosphinate metabolism § 1.57e-3
Drug metabolism - other enzymes g le} 1.61e-3
Butanoate metabolism B3 [l 1.90e-3
Biosynthesis of unsaturated fatty acids g (@) 1.96e-3
Propanoate metabolism B3 Q 1.99e-3
Methane metabolism B3 , O 2.24e-3
Glutathione metabolism B3 q 2.27e-3
Biotin metabolism B HOH 2.34e-3
Carbapenem biosynthesis | d 2.37e-3
Pantothenate and CoA biosynthesis B ! HOH 2.44e-3
"Alanine, aspartate and glutamate metabolism" BPBF= —o— | 2.70e-3
Carbon metabolism EV—m—— I —0— 3.03e-3
Nitrotoluene degradation g | FOH 3.15e-3
One carbon pool by folate B | FOH 3.34e-3
Photosynthesis g O 3.38e-3
Citrate cycle (TCA cycle) B3 OI 3.39e-3
"Glycine, serine and threonine metabolism" B —_— 3.51e-3
Oxidative phosphorylation B3 i —0O— 3.74e-3
Novobiocin biosynthesis g 'O 3.89e-3
Folate biosynthesis B —o— ! 3.96e-3
Inositol phosphate metabolism B @] 4.10e-3
C5-Branched dibasic acid metabolism B | KA 4.17e-3
Other glycan degradation § =0 | 4.21e-3
Naphthalene degradation g | 4.28e-3
Starch and sucrose metabolism B4 —_— | 4.36e-3
Carbon fixation pathways in prokaryotes == —O— 4.55e-3
Glyoxylate and dicarboxylate metabolism == ! 00— 4.58e-3
Taurine and hypotaurine metabolism B 'O 4.59%e-3
Drug metabolism- cytochrome P450 B A 4.64e-3
Porphyrin metabolism B | ; 4.66e-3
Histidine metabolism & | O 4.66e-3
Lysine biosynthesis B HOH | 4.68e-3
Nonribosomal peptide structures § —o— 4.71e-3
Isoquinoline alkaloid biosynthesis § p 4.78e-3
Biosynthesis of ansamycins @] 4.82e-3
"tropane, piperidine, and pyridine alkaloid biosyn... B OI 4.91e-3
Amino sugar and nucleotide sugar metabolism BVF= —_—0—— ! 4.95e-3
Carbon fixation in photosynthetic organisms E5 © 4.98e-3
Ubiquinone and other terpenoid-quinone biosynthesis B —0— | 5.0le-3
Biosynthesis of siderophore group nonribosomal pep... & —0— | 5.10e-3
Terpenoid backbone biosynthesis BB | O 5.12e-3
Cysteine and methionine metabolism = —0— 5.13e-3
Styrene degradation \ HOH 5.23e-3
Metabolism of xenobiotics by cytochrome P450 § KA 5.35e-3
Galactose metabolism B4 —CO— I 5.39%e-3
Phenylalanine metabolism & ! —O0— 5.41e-3
Vitamin B6 metabolism B O+ ! 5.46e-3
"Phenylalanine, tyrosine and tryptophan biosynthesis" B HOH | 5.60e-3
Glycerophospholipid metabolism & 00— | 5.62e-3
Pentose phosphate pathway == —0— 5.66e-3
Purine metabolism V2 00— 5.67e-3
Lipopolysaccharide biosynthesis & —0— | 5.77e-3
Glycolysis / Gluconeogenesis =3 —O— 5.80e-3
Pyruvate metabolism BV I—O—(I 5.84e-3
Selenocompound metabolism = —0— ! 5.88e-3
sulfur metabolism B3 —0— | 6.07e-3
Nicotinate and nicotinamide metabolism =5 HOH | 6.34e-3
Biosynthesis of amino acids Ve —0— | 6.35e-3
Fructose and mannose metabolism & 00— 6.40e-3
Thiamine metabolism B HOH,| 6.43e-3
"Valine, leucine and isoleucine degradation" B9 | F | 6.57e-3
Chloroalkane and chloroalkene degradation g O~ 6.64e-3
Limonene degradation B ! —=O— 6.88e-3
Benzoate degradation § I —0— 6.94e-3
Tryptophan metabolism | —0— 7.11e-3
Lysine degradation B9 | —O— 7.30e-3
Degradation of aromatic compounds B KA 7.34e-3
Riboflavin metabolism B o] 7.35e-3
beta-Alanine metabolism & | —0— 7.98e-3
Streptomycin biosynthesis B IO 8.43e-3
Arginine and proline metabolism V= —0— 8.52e-3
Fatty acid biosynthesis E5 I)—O—| 8.57e-3
L L L L L | L L L |
0.0 8.3 -0.6 -0.4 -0.2 0.0 0.2 0.4 0.6 0.8

Mean proportion (%) Difference in mean proportions (%)

p-value (corrected)



