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Supplementary Figure 1. Circos plots of VAF{tRNA} (outer layer) and VAF{tDNA} (inner layer) of somatic 
mutations called in the entire dataset (A) and in the CGC genes (B) in the 72 TCGA BRCA samples. 
VAF{tRNA} and VAF{tDNA} (scale 0 to 1, center-outwards). The different types of nucleotide substitutions are 
distinguished by colors: nonsense - red, missense - blue, and synonymous - gray. 
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Supplementary Figure 2. Molecular function (left) and biological process (right) of genes hosting SOM-E, 
SOM-L and SOM variants (GO annotations). 
 
 


