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Supplementary Figures 

 
Figure S1 Workflow of mutation calling for utDNA detection without tumor samples. 

  



 
Figure S2 Variant allele frequency (VAF) levels of mutations in seven pairs of tumor 
and urine samples. Each mutation identified in tumor or urine samples is plotted by its 
VAFs in paired urine (x-axis) and tumor (y-axis) samples.   



 
Figure S3 Correlations between VAFs in paired urine and tumor samples. The 
correlation coefficient (R) corresponds to the Pearson correlation coefficient.  

  



 
Figure S4 Single-nucleotide variants and insertions/deletions in the 15 most frequently 
mutated genes. The x-axis denotes the number of cases (BC patients) in whom each 
mutation was detected in urine samples. 



 
Figure S5 Single-nucleotide variants and insertions/deletions with VAFs in the range 
of 40~60% or higher than 95%. Colors denote different individuals.  

  



 
Figure S6 Change in the number of mutations per patient when a germline filter was 
applied. The green bars denote the number of mutations before applying the germline 
filter, and the yellow bars denote the number of mutations after applying the germline 
filter. 

 


