Figure S1. Barplot of significantly modulated pathways confronted to the control, highlighted
after PICRUSt2 analysis. The pathways were obtained from the MetaCyc database. MC vs GT
(a) and CC vs GT (b).
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glycolysis Il (from glucose) o : 0.017
superpathay of heme biosynthesis from glutamate =5 P 0.017
nitrifier denitrification | (6} 0.017
superpathway of L-isoleucine biosynthesis | ==, o}l 0.017
inosine-5'-phosphate biosynthesis Il = I 0.017
purine ribonucleosides degradation B4 FOH : 0.017
glyoxylate cycle B Q, 0.018
incomplete reductive TCA cycle =4 | H—e— 0.018
superpathway of sulfur oxidation (Acidianus ambiva... f Q| 0.018
purine nucleobases degradation | (anaerobic) = I reH 0.018
sucrose biosynthesis Il | + 0.018
peptidoglycan maturation (meso-diaminopimelate con... 5 —0— | 0.018
L-tyrosine degradation | ff e 0.018
aspartate superpathway E @) 0.018
6-hydroxymethyl-dihydropterin diphosphate biosynth... B=4 o ! 0.018
4-aminobutanoate degradation V B o 0.020
superpathway of purine nucleotides de novo biosynt... B O: 0.020
superpathway of D-glucarate and D-galactarate degr... | ® 0.020
D-galactarate degradation | | (@) 0.020
superpathway of phenylethylamine degradation () 0.020
UDP-2,3-diacetamido-2,3-dideoxy-&a|pha;-D-mannuron...| b 0.020
superpathway of branched amino acid biosynthesis =1, O : 0.020
L-glutamate and L-glutamine biosynthesis E, FOA | 0.020
colanic acid building blocks biosynthesis E=A | 0 0.021
L-arginine biosynthesis IV (archaebacteria) By ol 0.021
UDP-N-acetyl-D-glucosamine biosynthesis | B FoH | 0.021
superpathway of phylloguinol biosynthesis B4 =OH : 0.021
thiazole biosynthesis I (E. coli) | HOA 0.021
L-arginine biosynthesis | (via L-ornithine) By o 0.021
superpathway of glycerol degradation to 1,3-propan... | @) 0.021
nitrate reduction I (denitrification) | ) 0.021
superpathway of chorismate metabolism { : 0] 0.022
thiamin salvage || =3 @ 0.022
ethylmalonyl-CoA pathway @ 0.022
1,4-dihydroxy-2-naphthoate biosynthesis | E, FOH | 0.022
sucrose degradation Ill (sucrose invertase) f o 0.022
UDP-N-acetylmuramoyl-pentapeptide biosynthesis | (... By KA : 0.022
pyrimidine deoxyribonucleosides salvage = Ir.{ 0.024
peptidoglycan biosynthesis | (meso-diaminopimelate... B o | 0.024
L-rhamnose degradation | Ql 0.024
gluconeogenesis | By kot ! 0.025
dTDP-L-rhamnose biosynthesis | K){: 0.025
adenosylcobalamin biosynthesis | (early cobalt ins... | (? 0.025
L-isoleucine biosynthesis Il B, o1 | 0.026
isopropanol biosynthesis ! @ 0.026
superpathway of hexitol degradation (bacteria) E, oo | 0.026
protocatechuate degradation | (meta-cleavage pathway) | 5 0.027
methanol oxidation to carbon dioxide [ O: 0.027
superpathway of pyridoxal 5'-phosphate biosynthesi... [ o] 0.027
heterolactic fermentation E, (@]l 0.027
superpathway of L-phenylalanine biosynthesis E I o 0.028
superpathway of L-tyrosine biosynthesis Ef ! =0 0.027
urate biosynthesis/inosine 5'-phosphate degradation F=—o :. 0.028
superpathway of GDP-mannose-derived O-antigen buil... E==0 | FOA 0.029
6-hydroxymethyl-dihydropterin diphosphate biosynth... E=4 KA | 0.030
arginine, ornithine and proline interconversion B o 0.029
GDP-mannose biosynthesis ==l rod | 0.031
chlorosalicylate degradation | Ir 0.032
vanillin and vanillate degradation Il | ® 0.032
photorespiration | o+ 0.032
adenosine nucleotides degradation || =P I e 0.032
superpathway of vanillin and vanillate degradation | 5 0.032
vanillin and vanillate degradation I | + 0.032
L-arginine biosynthesis Il (acetyl cycle) By o) 0.032
Calvin-Benson-Bassham cycle By o1 0.032
superpathway of thiamin diphosphate biosynthesis Il iy —o— | 0.032
coenzyme B biosynthesis | o 0.033
toluene degradation | (aerobic) (via o-cresol) f O: 0.033
toluene degradation Il (aerobic) (via 4-methylcate... § g, 0.033
pyrimidine deoxyribonucleotide phosphorylation EF=y oA | 0.033
NAD biosynthesis | (from aspartate) = al 0.033
methyl ketone biosynthesis f o ! 0.034
catechol degradation | (meta-cleavage pathway) f O: 0.035
mandelate degradation to acetyl-CoA | ? 0.035
formaldehyde assimilation | (serine pathway) e 0.035
L-histidine degradation | B (o] 0.035
NAD salvage pathway | B o 0.036
CMP-legionaminate biosynthesis | f :l 0.037
sulfate reduction | (assimilatory) B=4 FOH | 0.037
tetrapyrrole biosynthesis | (from glutamate) B o] 0.037
protocatechuate degradation Il (ortho-cleavage pat... B FOH | 0.038
pyridoxal 5'-phosphate biosynthesis | | (5] 0.038
superpathway of glycolysis and Entner-Doudoroff B oA ! 0.038
enterobactin biosynthesis [ :|.| 0.039
glycerol degradation to butanol l Q 0.040
pentose phosphate pathway (non-oxidative branch) B, KA 0.040
1,4-dihydroxy-6-naphthoate biosynthesis | § (o] 0.040
3-phenylpropanoate and 3-(3-hydroxyphenyl)propanoa... | d 0.040
L-lysine fermentation to acetate and butanoate f O: 0.041
superpathway of N-acetylglucosamine, N-acetylmanno... | ® 0.041
superpathway of sulfolactate degradation | Q 0.043
formaldehyde assimilation Il (RUMP Cycle) i o | 0.043
&beta;-alanine biosynthesis Il | 6 0.043
superpathway of methylglyoxal degradation | + 0.043
superpathway of Clostridium acetobutylicum acidoge... } o) 0.043
coenzyme A biosynthesis | B o1 0.043
formaldehyde oxidation I | ezl 0.044
L-valine degradation I | é 0.045
phospholipases | + 0.045
guanosine nucleotides degradation Il = | Ho- 0.045
chorismate biosynthesis | =2 o] 0.047
pyruvate fermentation to butanoate ol 0.047
catechol degradation Il (meta-cleavage pathway) ﬂ a 0.047
NAD salvage pathway Il | + 0.049
nylon-6 oligomer degradation | , 0.049
hexitol fermentation to lactate, formate, ethanol ... | (@] 0.049
chondroitin sulfate degradation | (bacterial) | (@) 0.049
0‘.0 2‘.0 —(‘).3—(‘).2—(‘).1 OI.O 0‘.1 0‘.2 O‘.3

Mean proportion (%) Difference in mean proportions (%)
= MC /3 GT

g-value (corrected)
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b 95% confidence intervals

preQO biosynthesis E—=—g—1 : @]
Kdo transfer to lipid IVA Ill (Chlamydia) B—— | A
methylphosphonate degradation | = I @
lipid IVA biosynthesis E—= | oy
adenosylcobalamin salvage from cobinamide | By @) I
glycogen biosynthesis | (from ADP-D-Glucose) g : @
chlorosalicylate degradation @
thiazole biosynthesis | (E. coli) F e
mandelate degradation | | 6]
nylon-6 oligomer degradation b
glycolysis Il (from fructose 6-phosphate) 14 o :
cis-vaccenate biosynthesis ¢ T 1 I A
CMP-3-deoxy-D-manno-octulosonate biosynthesis | E—= | oA
homolactic fermentation P11 o |
queuosine biosynthesis =2 I e
ADP-L-glycero-&beta;-D-manno-heptose biosynthesis F—— : FoH
superpathway of thiamin diphosphate biosynthesis | F—=——4 | O+
fatty acid elongation -- saturated | I ! I O
gondoate biosynthesis (anaerobic) f T 1 | HOH
superpathway of menaquinol-8 biosynthesis | F——y KA I
superpathway of menaquinol-7 biosynthesis BFm—l—y FOA I
superpathway of sulfur oxidation (Acidianus ambiva... By @] :
ethylmalonyl-CoA pathway @
1,4-dihydroxy-6-naphthoate biosynthesis Il B |
mycothiol biosynthesis B o |
isopropanol biosynthesis )
tRNA processing B : FOA
superpathway of menaquinol-8 biosynthesis II| F=—— | O+
superpathway of heme biosynthesis from glycine F=— | HH
purine nucleobases degradation | (anaerobic) g e
ubiquinol-7 biosynthesis (prokaryotic) B oY
ubiquinol-8 biosynthesis (prokaryotic) B : FOA
ubiquinol-10 biosynthesis (prokaryotic) == | e
ubiquinol-9 biosynthesis (prokaryotic) BE=— | HA
inosine-5'-phosphate biosynthesis IIl F——=p @
superpathway of ubiquinol-8 biosynthesis (prokaryo... == I 1oy
superpathway of menaquinol-11 biosynthesis Bty FOA '
superpathway of menaquinol-12 biosynthesis F—a—qy FOH :
superpathway of menaquinol-13 biosynthesis Fm—a—y A
taxadiene biosynthesis (engineered) Fm—m—m——m= Q|
galactose degradation | (Leloir pathway) Py @ |
L-lysine biosynthesis | Pl o'
colanic acid building blocks biosynthesis F——g—1 : o
superpathway of hexitol degradation (bacteria) BElo KA
L-leucine degradation | =4 | oA
heme biosynthesis Il (anaerobic) F——r e
superpathway of demethylmenaquinol-8 biosynthesis By o
mixed acid fermentation BP=— : KA
Bifidobacterium shunt B0 FOH
1,4-dihydroxy-6-naphthoate biosynthesis | E‘ @
benzoyl-CoA degradation | (aerobic) | o
fucose degradation | o
4-aminobutanoate degradation V g o !
pyrimidine deoxyribonucleotides de novo biosynthes... BF——y HOH :
reductive TCA cycle I| B2 FOH |
peptidoglycan maturation (meso-diaminopimelate con... F———=—1 y —0— I
anhydromuropeptides recycling F——g— I e
superpathway of sulfate assimilation and cysteine ... sl o
superpathway of L-methionine biosynthesis (by sulf... F—=p :O
L-valine degradation | | ®
superpathway of UDP-N-acetylglucosamine-derived O-... BP0 o
phosphopantothenate biosynthesis | BF———i FA |
CMP-legionaminate biosynthesis I fi o)
superpathway of purine deoxyribonucleosides degrad... By O :
superpathway of polyamine biosynthesis Il E' IO
6-hydroxymethyl-dihydropterin diphosphate biosynth... F———wy (of
biotin biosynthesis | B |+
&beta;-alanine biosynthesis Il | (6}
ppGpp biosynthesis A e
palmitate biosynthesis Il (bacteria and plants) === : —0—
photorespiration E4 | e
purine ribonucleosides degradation Py A |
superpathway of glycolysis and Entner-Doudoroff il o |
8-amino-7-oxononanoate biosynthesis | B ' e
superpathway of phylloquinol biosynthesis F=m FOH :
1,4-dihydroxy-2-naphthoate biosynthesis | Bl FOA
adenosine nucleotides degradation || F——og— | o
formaldehyde assimilation I (serine pathway) [f la
superpathway of UDP-glucose-derived O-antigen buil... =/ vy
glycolysis | (from glucose 6-phosphate) ¢ 1 O+ I
oleate biosynthesis IV (anaerobic) === : —o—
sucrose degradation Ill (sucrose invertase) By (o]
mycolate biosynthesis == I —o—
pentose phosphate pathway | L o !
heterolactic fermentation B4 o'
pyruvate fermentation to acetate and lactate I F=4 : HoH
adenosine deoxyribonucleotides de novo biosynthesi... | | HOH
guanosine deoxyribonucleotides de novo biosynthesi... | s | FOH |
(5Z)-dodec-5-enoate biosynthesis F—— I e
palmitoleate biosynthesis I (from (5Z)-dodec-5-eno... B I —e—
arginine, ornithine and proline interconversion =4 o :
glycogen degradation | (bacterial) F—g™ | o
stearate biosynthesis Il (bacteria and plants) === | —o—
gluconeogenesis | F——ly HH |
0‘.0 0‘.7 —6.3—6.2—6.1 OI.O 0‘.1 O‘.2 O‘

2 CC /3 GT

0.012
0.014
0.010
8.94e-3
8.15e-3
7.73e-3
6.99e-3
8.77e-3
8.25e-3
9.00e-3
0.012
0.012
0.013
0.014
0.014
0.014
0.014
0.013
0.013
0.014
0.015
0.016
0.016
0.016
0.016
0.018
0.019
0.019
0.018
0.018
0.016
0.016
0.017
0.017
0.016
0.017
0.016
0.017
0.017
0.016
0.019
0.021
0.021
0.021
0.021
0.021
0.023
0.024
0.024
0.024
0.027
0.028
0.029
0.029
0.028
0.029
0.032
0.032
0.032
0.039
0.039
0.038
0.038
0.038
0.039
0.039
0.039
0.039
0.040
0.040
0.040
0.039
0.041
0.041
0.041
0.043
0.043
0.043
0.043
0.043
0.044
0.044
0.044
0.044
0.044
0.044
0.043
0.044
0.044
0.047
0.049
0.050
0.049
0.049

3
Mean proportion (%) Difference in mean proportions (%)
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