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Supplementary Figure S3. A, CD10 transcript expression in TCGA tumor types relative to
normal samples. B, CD10 protein expression in tumor types from the human protein atlas. C,
Kaplan-Meier plot of various cancers patients in the TCGA cohorts divided by the median of
the ENI10 score (low scores in blue and high scores in red). D, ssGSEA ENI10 score in
transcriptomic data (GSE112509) from benign melanocytic nevi or primary melanoma (47).
Each individual sample is indicated by an open circle and the median is shown as a bar.


