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Metrics of test set

Per-slide level

Per-tile level

STK11-mutated count WT count AUROC AUPRC Accuracy

5 31 0.961 (0.891-1.000) 0.860 0.944 (0.813-0.993)

21507 116483 0.892 (0.890-0.894) 0.667 0.873 (0.871-0.875)
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