KEGG Pathways
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Adherens junction
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Purine metabolism
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Alanine, aspartate,
and glutamate
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MAPK signaling pathway
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S9 Fig. ROC curves were generated for each of the KEGG
pathways indicated in S8 Fig using a 10-fold cross-validation
(blue dotted lines). The average of the 10-fold cross-validation
curves is represented as a thick black line. The AUC are indicat-
ed at bottom of each pathway panel.



