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S2 Fig. Tumors harbored a wide range of mutations. The histograms at top indicate the 
frequency distribution of the total (green), missense (blue), and LoF (red) mutations found 
in the tumors from our patient cohort. The plots at bottom show the absolute numbers of 
tumor-specific mutations detected in the tumors on a flat scale (bottom left) as well as on a 
log scale (bottom right).


