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Supplementary Figure 1. Features of accurately annotated cells using Pearson's correlation coefficients (a-c) and Spearman's correlation coefficients separately (d-f) with all genes in the FANTOM5 dataset. a) and d) The distribution of total read depth per cell for correctly and incorrectly annotated single cells. b) and e) The distribution of the number of detected genes per cell for correctly and incorrectly annotated single cells. c) and f) The distribution of the Spearman's correlation coefficients for correctly and incorrectly annotated single cells.
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Supplementary Figure 2. Annotation of cells in the Tirosh et al. melanoma dataset. The plots show expression (log10-transformed TPM values) of four melanocytic marker genes in single cells annotated as either (a,b) ‘malignant cells’, (c,d) ‘non-malignant cells’ or (e,f) unresolved in the Tirosh et al. paper. These are compared to the annotations from scMatch ‘melanoma’, ‘melanocyte’ or ‘other’ using either the (a,c,e) FANTOM5 dataset alone of the (b,d,f) FANTOM5 atlas supplemented with the melanoma samples and glioblastoma samples in TCGA dataset.
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