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Fig S3. Expression of epithelial and
mesenchymal markers in TERTp
mutants (TPM) and wild-type (wt)
cancer cell lines. (A) EMT markers
arranged by TERTp mutation. See
Fig 3 for full description. (B)
Differences in expression of genes
according to tissue type of origin for
CCLE cell lines. (C) Differences in
expression of proteins according to
tissue type of origin for CCLE cell
lines. (D) E-cadherin gene (CDH1)
mRNA expression in TERTp mutant
vs TERTp wild-type clinical tumor
samples of liver cancer and
melanoma. TPM, TERTp mutant; TP
wt, wild-type lines. Skin = melanoma.
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Fig S4. CDH1 expression levels in

CCLE lines. (A) Correlation

between CDH1 gene expression

and E-cadherin protein for all CCLE

lines. (B) Relationship between

CDH1 and GRHL2 gene expression

in CCLE lines separated by TERTp

status.
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Fig S5. GABPa and GABPb1

expression by tissue type. (A) Total

GABPa and GABPb1 transcript

levels in cell lines. (B) Expression

of GABPb1L isoforms from Fig 4

by tissue type. TPM, TERTp

mutant; TP wt, wild-type lines.
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Response to dabrafenib in TERTp mutant lines with 
wild-type vs mutant BRAF

Fig S6. Stratification of TERTp mutant cell lines in The Cancer Therapeutics Response

Portal (CTRP) by BRAF status reveals inhibition of growth in the absence of BRAF mutation.

(A) Cell lines with growth data following dabrafenib treatment and their BRAF status. (B)

Graphical representation of data from (A). Skin, mel = melanoma.
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Fig. S7. Representative immunoblots of TERT promoter cell lines treated with trametinib

for 24 hours. ERK1/2 (P42/p44). p-, phosphorylated form. V = vehicle, T = 250 nM

trametinib 24 h
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Fig. S8. Trametinib increases CDH1 expression in TERTp mutants. (A) CDH1 mRNA

expression after 1 uM trametinib in TERTp mutant liver cancer cells. (B) CDH1 mRNA

expression after 250 nM trametinib in TERTp mutant liver cancer cells SNU-475, SNU-

387, SNU-398, and melanoma lines WM35 and WM239A. (C) CDH1 and TERT mRNA

expression following 6h and 24h trametinib treatment. TERTex2, TERT exon 2 mRNA

levels; TERTex14, TERT exon 14 mRNA levels.
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