Molecular target predictions for DEHP: novelty of the P-PAN. 
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The novelty of our P-PAN is supported by comparing the predicted proteins associated to DEHP using our approach and an existing method String [1]. Blue nodes are the 15 input proteins known to be associated to this chemical in CTD, green nodes are the predicted proteins from String. Purple nodes are the proteins predicted for DEHP using our P-PAN (dark purple are the proteins with a high confidence score). Green edges are the protein-protein interactions predicted from the String database and purple edges are the protein-protein associations suggested by P-PAN. In the String output network none of the GABA receptors were found, which were identified as potential molecular targets for DEHP using our P-PAN. Considering high confidence score for both methods (String score > 0.98), no overlaps between predicted proteins were found. The interactions between predicted proteins were removed for more clarity.
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