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Fig. S3_1. Pairwise correlations (red – Pearson, green – Spearman) at feature (gene expression) level between different ML methods: figures above the main diagonal – with FloWPS, figures below – without FloWPS.
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Fig. S3_2. Overall pairwise correlations as similarity metric for each ML method at feature (gene expression) level: A – Pearson, FloWPS, B – Pearson, no FloWPS, C – Spearman, FloWPS, D – Spearman, no FloWPS.
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