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Figure S1. Differential expression analysis between cell lines with and without ALK fusions.

(A) Differential expression analysis between cell lines with and without ALK fusions. (B-C) The distribution of Pearson’s Rs 
calculated based on the correlation analysis between the ALK expression of randomly sampled cell lines that do not have ALK 
fusions and Crizotinib (B) or NVP−TAE684 (C) drug sensitivity. The orange dashed line indicates the mean of randomly 
sampled Pearson’s Rs. The red solid line indicates the Pearson’s R calculated based on correlation analysis between drug sensi-
tivity and ALK expression in cell lines with ALK fusions. One sample Wilcoxon test was performed to calculate the p-value.
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Figure S2. Structural details and exon expression profiles of BRAF (TAX1BP1-BRAF, CDC27-BRAF, 
and ATG7-BRAF, left) and RAF1 (CLCN6-RAF1 and TRAK1-RAF1, right) fusions.

Breakpoints are indicated by linked arrows. The mRNA expression (Z-normalized) levels relative to expression levels for 
each exon in the respective tumor type are shown. Red and blue colors depict high and low expression levels, respectively. 
Exons that code for protein tyrosine kinase domains are marked with red bars. 
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