Supplementary material

Figure S1: 864 Genes included on KiCS Comprehensive Cancer Panel. 
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Next generation sequencing was done using Agilent SureSelect capture followed by paired-end sequencing of the coding and splice site regions using the Illumina sequencing platform. Variant calls are generated using Genome Analysis Tool Kit (GATK) after read alignment Burrows-Wheeler Aligner (BWA). Somatic variants are called against the matched germline sample by tumor-normal subtractive analysis.




