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Figure S1: Scatterplots depicting correlations between predicted probabilities for breast-carcinoma 
samples with a mutation in PIK3CA or PTEN. Each scatterplot represents probabilistic predictions for a 
single iteration of cross validation. 
 
  



 
 
Figure S2: Scatterplots depicting correlations between predicted probabilities for bladder-carcinoma 
samples with a mutation in PIK3CA or PTEN. Each scatterplot represents probabilistic predictions for a 
single iteration of cross validation. 
 
  



Figure S3: Expression levels of the SMAD3 gene for bladder-carcinoma samples that possessed a 
somatic mutation in either FGFR1 or FGFR3. 
  



Figure S4: Expression levels of the FGFR3 gene for bladder-carcinoma samples that possessed a 
somatic mutation in either FGFR1 or FGFR3. 
 
  



Figure S5: Expression levels of the FN1 gene for bladder-carcinoma samples that possessed a somatic 
mutation in either FGFR1 or FGFR3. 
 
  



Figure S6: Expression levels of the LAMA1 gene for bladder-carcinoma samples that possessed a 
somatic mutation in either FGFR1 or FGFR3. 
 
  



Figure S7: Expression levels of the FGFR1 gene for bladder-carcinoma samples that possessed a 
somatic mutation in either FGFR1 or FGFR3. 
 


