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Figure S8. ROC curves when highly homologous proteins [1] are also counted as true positive
proteins. Plots done this way are analogous to the ROC plots obtained using a decoy database to
estimate the number of false positives. Each panel displays the results of a scoring function. The
resulting ROC curves from using RAId aPS implementation and the implementation in the original
search program are both shown. The results from profile data (NHLBI data set [2]) are shown in solid
curves, while the results from centroid data (A1-A4 of ISB data set [3]) are shown in long-dash curves.
Panels (A,B,C,D) respectively display the results from using RAId score, K-score, XCorr, and
Hyperscore. Except for RAId score, the RAId aPS implemented scoring functions performs comparably
to the original implementation in other search methods.
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