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Supplementary Figure S3. Selection of the poor endometrial prognosis gene signature. Graphs highlighting the maximum number of endometrial
genes the (A) support vector machine (SVM), (B) k-Nearest neighbors (kNN) and (C) Random Forest (RF) models can process with the highest accuracy.
The orange dotted line represents the percentage obtained with an unbalanced proportion of good and poor prognosis classes.
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