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Supplemental Fig. 1. Work flow for the overall analysis. The blue color scheme is for the WES 
work flow, the pink color scheme is for the RNA-Seq work flow. Typical pipelines for WES data 
and for RNA-Seq data were done. From the SNVs called using MuTect, we performed several 
comparisons. For the WES data sets, we compared SNV lists from RNA-Seq, analyzed gene 
expression patterns and explored the strand location of the SNVs. For the RNA-Seq data sets, we 
compared SNV lists from WES, analyzed the allele frequency and the mutation patterns.	
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Post analysis 
- Covered by WES kit 
- Coverage in WES 

- Allele frequency in WES 
- Mutation pattern (MuTect) 

Post analysis 
- Coverage in RNA-Seq 
- Expression in RNA-Seq 

- Strand location (Oncotator) 
- Mutation pattern (MuTect) 

Map to hg19 genome (BWA) 

Pre-processing for SNV calls 
- Mark duplicates (Picard) 
- Local realignment (GATK) 

- Base quality recalibration (GATK) 

Calculate expression  
(Cufflinks) 

FPKM (NA, <1, 1-5, 5-20, >20) 

Map to refSeq   
Remap unmapped reads to  

hg19 genome (TopHat2) 

SNV detection (MuTect) 
- Make mpileup files (Samtools) 
- Get read counts (VarScan2) 
- Read counts (NA, 1, 2-7, ≥ 8) 

Intersect with WES kit (Bedtools) 

Shared flow 


