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File S1. Gene list for somatic mutation and/or copy number variations (CNVs). The somatic mutations 

in the coding sequence of 134 genes and selected copy number variations (amplifications) in 47 genes 

(overlap: 146 genes in total listed below) are included in the platform. 

 

File S2. List of gene fusions. A set of targeted fusion sequences corresponding to clinically relevant 

known inter- and intragenic fusions in the following 51 genes can be detected by the platform used 

in this study. 

AKT2, ALK, AR, AXL, BRAF, BRCA1, BRCA2, CDKN2A, EGFR, ERB84, ERBB2, ERG, ESR1, ETV1, ETV4, 

ETV5, FGFR1, FGFR2, FGFR3, FGR, FLT3, JAK2, KRAS, MDM4, MET, MYB, MYBL1, NF1, NOTCH1, 

NOTCH4, NRG1, NTRK1, NTRK2, NTRK3, NUTM1, PDGFRA, PDGFRB, PIK3CA, PPARG, PRKACA, 

PRKACB, PTEN, RAD51B, RAF1, RB1, RELA, RET, ROS1, RSPO2, RSPO3, and TERT 
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