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SUPPLEMENTARY MATERIAL



Supplementary Figure S1

S1. Pathway analysis for 161 significant features under Efron’s locfdr package. Numbersin

par entheses indicate over lap size/pathway size. Pathway size refersto the number of metabolites
out of 18325 werein each pathway. Overlap sizerefersto the number of significant metabolitesthat
werein each pathway.
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Supplementary Figure S2

S2. Pathway analysisfor 179 significant features (p<0.01) in the subset of top 10% reliable features
(n = 1837). Numbersin parenthesesindicate overlap size/pathway size.
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Supplementary Figure S3

S3. Pathway analysisfor 282 significant features after Benjamini-Hochberg FDR correction in the
subset of top 10% reliable features (n = 1837). Numbersin parenthesesindicate overlap

size/pathway size.
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