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Supplementary Figure S1. Exploration of the Random Forest feature space with respect to tree number and PRC-AUC of the RP-Enhanced test
condition (u £ SE). All values obtained following 1,000 bootstrap iterations. The cross-hatched bars depict the selected value of 100 trees used to
systematically compare all test conditions. Notably, no single tree number leads to the best performance across all ten datasets with a subset indicating
an insensitivity to this hyperparameter.



