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Metric Train Test
AUC 0.9987 0.9681
accuracy 0.9797 0.9068
balanced accuracy 0.979 0.9047
recall_(sens) 0.998 0.9558
specificity 0.9599 0.8535
precision 0.9642 0.8762
f1_score 0.9797 0.9064
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Protein: P35462 - metric: SoftVotingXGBoostEnsemble
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