Protein: P11597 - metric: balanced accuracy

Total (train): 730 ROC curve Pareto Chart with Highlighted Best Attempt
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Protein: P11597 - metric: f1

Total (train): 730 ROC curve Pareto Chart with Highlighted Best Attempt
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Protein: P11597 - metric: precision

Total (train): 730 ROC curve Pareto Chart with Highlighted Best Attempt
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Protein: P11597 - metric: SoftVotingXGBoostEnsemble

Total (train): 730
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