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Additional Figure 1: Flat and hierarchical (TPR-W) HPO predictions for the gene RGS59 (a) and for the gene ENAM (b).
The boxes close to each HPO term display the correct (T'P or T'N) or incorrect (F'P or F'N) predictions made respective by
flat-SVM (purple rectangles) and by hierarchical-TPR-W (blue rectangles). Green rectangles represent correct predictions
for both flat and hierarchical methods; light-red rectangles represent the predictions that the hierarchical method was able to
correct respect to flat method (F'P — T'N or FN — TP), while the orange rectangles represent the incorrect predictions
that the hierarchical method was not able to correct respect to the flat method. We used the January 2014 HPO release
as ground truth for the gene-phenotype associations.



