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Figure S2. 
Validation of LP-WGS in cfDNA from mBC patients (FERGI).  A, CNV whole-genome view  

 of cfDNA from 9 patients. Genes with known copy number gains in the matched tumor 
 tissue were annotated. B, Comparisons of gene copy numbers detected in tissue by qPCR 

and in cfDNA by LP-WGS. Tissue was collected 15 years (2403) and 5 years (1520, 7452). 
(C-D) Association between cfDNA tumor fraction estimated by

LP-WGS and C, PIK3CA somatic allele frequency (AF) determined by digital PCR or D, 
 CTC number from plasma of mBC patients (FERGI). 

prior to plasma collection.


