75.082

Variants with deep seq >5X,

37.871

phred quality score240

Frameshift,
stopgain/loss or missense variants

2.081

MAF<1% or not repo

Filtering out
benign and likely-benign variants

862

and variantsabsentin

predicted as deleteriuos by both

111

CADD and SVM tools

Variantsincancer

genes

Variants with

11

alteredrelative-
gene expression
profile

S1 Fig. Flowchart illustrating whole exome sequencing filtering process and variants

selection. MAF, minor allele frequency; CADD, Combined Annotation Dependent

Depletion.



