
MF0034:alanine degradation II
MF0088:butyrate production I

MF0029:aspartate degradation II
MF0044:cysteine degradation I
MF0056:histidine degradation

MF0031:glutamate degradation II
MF0103:mucin degradation

MF0070:pentose phosphate pathway (oxidative phase)
MF0033:alanine degradation I

MF0061:glycerol degradation II
MF0019:rhamnose degradation

MF0015:fructose degradation
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amino acid degradation

lipid degradation

central metabolism

organic acid metabolism

glycoprotein degradation

LMP intake
a

MF0102:sulfate reduction (dissimilatory)

MF0088:butyrate production I

MF0002:fructan degradation

MF0018:mannose degradation
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organic acid metabolism
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No LMP intake
b
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MF0002:fructan degradation

MF0015:fructose degradation

MF0018:mannose degradation

MF0019:rhamnose degradation

MF0029:aspartate degradation II

MF0031:glutamate degradation II

MF0033:alanine degradation I

MF0034:alanine degradation II

MF0044:cysteine degradation I

MF0056:histidine degradation
MF0061:glycerol degradation II

MF0070:pentose phosphate pathway (oxidative phase)

MF0088:butyrate production I

MF0102:sulfate reduction (dissimilatory)

MF0103:mucin degradation
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LMP intake group (n=47)
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pval<0.05 all

pval<0.05 Probiotic

pvalue<0.05 No Probiotic
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