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Supplementary Figure S1. Fold-changes (FC) distribution by assay per vegan versus omnivore 

analysis. 

Supplementary Figure S2. Fold-changes (FC) distribution by assay per vegan versus omnivore 

analysis. 

Supplementary Figure S3. Distribution and cumulative percentage of technical variation of 

annotated metabolites in QC samples.  

Supplementary Figure S4. PLS-DA with the z-score scale of the 4RGTMs (top left) with the 

loadings plot (middle) and some of the compound’s boxplots showing the differences in z-

score from the different regions of the loadings plot. Data considered: CSH, HILIC, PFP, and GC. 

Supplementary Figure S5. Heatmap of the 4RGTMs, with hierarchical clustering groups 

lyophilized and aqueous RGTMs.  

Supplementary Figure S6. Reconstruction of the Purine metabolism pathway. 

Supplementary Figure S7. Distribution of AAHFAs per type of diet, and MSMS identification.  

 



 

 

Figure S1. Fold-changes (FC) distribution by assay per vegan versus omnivore analysis. 

 

Figure S2. Fold-changes (FC) distribution by assay per vegan versus omnivore analysis. 



 

 

Figure S3. Distribution and cumulative percentage of technical variation of annotated 

metabolites in QC samples.  

 

Figure S4. PLS-DA with the z-score scale of the 4RGTMs (top left) with the loadings plot 

(middle) and some of the compound’s boxplots showing the differences in z-score from the 

different regions of the loadings plot. Data considered: CSH, HILIC, PFP, and GC. 

  



 

 

Figure S5. Heatmap of the 4RGTMs, with hierarchical clustering groups lyophilized and 

aqueous RGTMs.  



 

 

Figure S6. Reconstruction of the Purine metabolism pathway. 

  



 

 



 

 

Figure S7. Distribution of AAHFAs per type of diet, and MSMS identification.  


