Supplementary Table S2. Pathways significantly enriched for metabolites associated with change between treatment groups

Metabolites VIP trend t.stat p.value FDR Pathway Name
Comparison among the group changes
WP-control Mevalonic acid 2.04 1** 3.31 0.002 0.046 Terpenoid backbone biosynthesis
Citrate cycle (TCA cycle); Glyoxylate and dicarboxylate
WPH-control Citric acid 1.89 1HE 4.20 <0.001 0.005
metabolism
Pyruvate metabolism;Tyrosine metabolism; TCA cycle;
Pyruvic acid 1.68 1A* 3.42 0.002 0.020 Glyoxylate and dicarboxylate metabolism; Glycolysis/
Gluconeogenesis
Glyoxylate and dicarboxylate metabolism; Glycerolipid
Glyceric acid 1.64 TH* 3.41 0.002 0.020
metabolism
WPH-WP Citric acid 1.86 T** 3.22 0.004 0.047 TCA cycle
Comparison between end and baseline
Phenylalanine, tyrosine and tryptophan biosynthesis; Tyrosine
Control Tyrosine 2.36 T 5.44 <0.001 <0.001
metabolism
PC(18:4(62,9Z,12Z,15Z)/P- Arachidonic acid metabolism; Glycerophospholipid
1.90 T** 4.11 <0.001 0.004
18:1(112)) metabolism
Leukotriene C4 1.77 1** -3.45 0.002 0.014 Arachidonic acid metabolism
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*#P<0.01. FDR, false discovery rate.



