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Supplementary Figure 2  Landscape of somatic alterations revealed by comprehensive genomic profiling.
A heatmap showing the distribution of somatic alterations in 90 representative driver genes according to alteration type in 176 patients.  
Disease type, disease status, age, sex, and the highest clinical evidence level assigned to each patient according to the JSH Genome 
Guideline are also depicted.  Type of alteration is classified in the same manner as in Figure 2B.


