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Figure S1. Composition and relative abundance of (a) bacterial phyla and (b) changes in Firmicutes in the
metaproteomic data by diet (RG and WG diets).



P value (FDR<10%)

3-hydroxybutyryl-CoA dehydrogenase === <0.000001
3-hydroxyacyl-CoA dehydrogenase =1 <0.000001
Malate dehydrogenase = <0.000001
Tagaturonate reductase = <0.000001
NADH peroxidase — <0.000001
Oxidoreductases — <0.000001
Oxidoreductases —| <0.000001
Short-chain acyl-CoA dehydrogenase === <0.000001
Transferred entry: 1.3.8.1 =f==" <0.000001
Transketolase — <0.000001
Phosphoglycerate kinase = <0.000001
Pyruvate, phosphate dikinase = 3 <0.000001
Endo-alpha-N-acetylgalactosaminidase = <0.000001
H(+)-transporting two-sector ATPase = A <0.000001
Protein-synthesizing GTPase = <0.000001
Phosphoenolpyruvate carboxykinase (ATP) =1 <0.000001
Fructose-bisphosphate aldolase = == <0.000001
Triose-phosphate isomerase =} <0.000001
Glucose-6-phosphate isomerase = <0.000001
Phosphoglucomutase (alpha-D-glucose-1,6-bisphosphate-dependent) = <0.000001
Carbamoyl-phosphate synthase (glutamine-hydrolyzing) = <0.000001
Glutamine synthetase = 0.000003
DNA<directed RNA polymerase =} 0.000004
Enoyl-CoA hydratase == 0.000004
Phosphate acetyltransferase =f== 0.000034
Glycogen phosphorylase = 3 0.000041
3-hydroxybutyryl-CoA dehydratase = 0.00014
Acetyl-CoA C-acetyltransferase = ) 0.000231
Cysteine synthase — 0.000231
Gluconate 5-dehydrogenase ==~ 0.000272
Acetate kinase === 0.000272
Alcohol dehydrogenase =4 0.000514
4-hydroxy-3-methylbut-2-enyl diphosphate reductase =§=- 0.0006
Q-acetylhomeserine aminocarboxypropyltransferase = 0.000814
Phosphomannomutase = 0.000946
Methionine gamma-lyase =f~ 0.001097
Phosphoribosylaminoimidazolesuccinocarboxamide synthase = 0.001097
Hydrolases = 0.001271
Ketol-acid reductoisomerase (NADP(+)) = 0.001469
Transaldolase =§= 0.001469
Beta-galactosidase === 0.001469
Glucose-1-phosphate adenylyltransferase = 0.001955
Phosphopyruvate hydratase = 0.001955
Phosphoserine transaminase = 0.00225
Oxidoreductases == 0.002584
Polyribonucleotide nucleotidyltransferase === 0.002584
Formate C-acetyltransferase — 0.002964
5-dehydro-2-deoxygluconokinase = 0.003394
Methylmalonyl-CoA mutase = 0.003394
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Figure S2. Significant differences in GO biological processes by diet. Enzymes significantly different
between the two diet treatments



