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Supplementary information, Figure S3 Mutation frequency validation for SNVs by 

ultra-deep targeted sequencing. Each dot represents a SNV. X-axis and Y-axis denote 

the mutation frequency of each SNVs in whole exome and ultra-deep targeted 

sequencing data. Mutation frequency is calculated by (supporting reads)/(total reads) 

in the SNV site. Pearson correlation was shown. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 




