
Validation
Confirmation by Sanger sequencing or pyrosequencing

Validation rate: 38/43 (88%)

Low allelic fraction filter & error variants filter
Filters variants with <8% allelic fraction
Filters error variants (eg:homopolymer)

(no. of variants selected:194)

Silent & non-exonic variants filter
Filters synonymous, intronic and UTR variants

(no. of variants selected:1337)

All variant calls (XLS file)

Vanno
Bioinformatics tool 

(Annotation tool)
(no. of variants selected: 44026)

Germline variant filter
Filters germline variants by comparing 
variants in tumor and normal samples

(no. of variants selected: 3255)

Ion Proton
Sequencing of paired 

normal-tumor 
samples

Low variant depth filter 
Filters variant coverage<50, but coverage >300x were rescued

(no. of variants selected: 60)

Fig. S1. Flow chart showing the step-wise analysis of our 
next-generation sequencing data.


