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Supplemental Figure 11. PR curve and ROC curve comparison of different methods using CRISRPi-A375 dataset
from Sanson et al. (2018). (A) PR curves for each method. A bracket-surrounded number right to a name of the
method indicates AUC of the corresponded PR curve of the method. (B) ROC curves for each method. A bracket-
surrounded number right to a name of the method indicates AUC of the corresponded PR curve of the method.



