Target and pathway prediction workflow. SMILES codes for ceramides identified by statistical analysis were compiled from the Human Metabolome Database (HMDB) and additional curated sources (see SMILES Code – Ceramide.xlsx) [1-5]. These SMILES were submitted to a ligand-based target prediction tool, SwissTargetPrediction, to infer putative protein targets based on chemical-similarity to known bioactive ligands. Predicted targets were then mapped to biological pathways using the STRING database to generate pathway-level hypotheses for downstream validation [6,7].
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