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Supplementary Figure 1: Trends in various mutation allele frequencies tracked serially over  
treatment course for two patients on study. 
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Supplementary Figure 2: Trends in cfDNA fraction (black) and radiographic changes (red) for ten other 
patients on study. 
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Supplementary Figure 3: Analysis of BRAFV600E  allele fraction by cfDNA was validated  
using two separate methodologies. 
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Complete* or Critical Exon Coverage in 68 Genes 
 

Supplementary Figure 4: 68-gene panel  
for which mutation, amplification,  
deletion, and fusion profiling was  
available. 
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