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Supplementary tables

Supplementary Table S1. Number of metabolites for each super and sub pathway in the dataset, before and after filtering.
[see spreadsheet file]
Supplementary Table S2. Biological characteristics and feature-selection metrics of selected metabolites.
[see spreadsheet file]
Supplementary Table S3. Metabolon super-pathway enrichment analysis with Fisher's test.
[see spreadsheet file]
Supplementary Table S4. Metabolon sub-pathway enrichment analysis with Fisher's test.
[see spreadsheet file]
Supplementary Table S5. Results of MetaboAnalyst enrichment analysis.
[see spreadsheet file]
Supplementary Table S6. Out-of-Bag (OOB) errors of random forests trained on different metabolite subsets.
[see spreadsheet file]
Supplementary Table S7. Presence or absence of edges between nodes (metabolites) in the five Italian Large White correlation networks built with the five sample sets.
[see spreadsheet file]
Supplementary Table S8. Jaccard similarity index for each pair of Italian Large White correlation networks.




Supplementary Figures
Supplementary Figure S1. Metabolomics dataset. (a) Number of metabolites across super-pathways. (b) Number of sub-pathways characterizing each super-pathway.
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