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Supplementary Figure S1. HH-GLI pathway activity in melanoma cell lines. Average gene expression of
GLI1, GLI2, GLI3 and PTCH1 in a panel of 14 melanoma cell lines. Expression is calculated as relative to
the housekeeping gene RPLPO, and cell lines are grouped according to the mutational status of BRAF,
NRAS and KRAS genes.
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Supplementary Figure S2. GANT61 IC50 values. IC50 values of inhibitor GANT61 for the tested
melanoma cell lines according to the mutation status (A) or primary/metastatic status (B).
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Supplementary Figure S3. MDS plot. MDS analysis for all samples used in RNA sequencing. Plot shows
grouping according to three cell lines (CHL1, A375 and MEL224).
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Supplementary Figure S4. KEGG pathway analysis. (A) all KEGG terms, (B) remaining KEGG
categories not presented in Figure 2: Metabolism, Genetic information processing, Cellular processes and
Organismal systems



