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Supplementary Figure Si. Enrichment analysis indicates altered biological pathways and entities following
intensive fat mass loss. In Panel A, we show top pathways enriched with significantly altered (53 upregulated, 1 downregulated,
FDR < 0.05) LC-MS metabolite features (PRE-MID in diet group when compared to controls), where color red indicates enrichment
of upregulated pathway, whereas blue enrichment of downregulated pathway. From the input of 18 significantly altered known unique

metabolite features, MetaboAnalyst recognized only 12 known unique metabolite features that were used to calculate the enrichment



analyses results. Subsequently, in Panel B, we show top pathways enriched with significantly increased (FDR < 0.05) metabolite
features (PRE-MID in diet group). From the input of 62 significantly increased unique metabolite features, MetaboAnalyst recognized
28 known unique metabolite features that were used to calculate the enrichment analyses results. Moreover, see Figure 4, for the
enrichment results of downregulated metabolite features within diet group after the weight loss period. No enrichment analyses were
conducted for the weight regain period (MID-POST), or in control group at any timepoint due to limited number of significant

metabolites (Supplementary Table 3-4).



