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Features Data
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¥ 1. CTRP+GDSC dlo|eAlell A o] 5-fold wa} A% A3}

71€ 24 1] Ak 2
Accuracy 0.953 0.956
Precision 0.945 0.939
Recall 0.96 0.969
Fl-score 0.952 0.954
AUC 0.992 0.993
AUPRC 0.992 0.993
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71 24 (1] Aot mdl
Accuracy 0.804 0.829
Precision 0.832 0.842
Recall 0.823 0.850
F1-score 0.823 0.846
AUC 0.883 0.910
AUPRC 0.887 0.913
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