
tumor_pair.py -t sv

Step per reasdet 

File

Input/output

Step on multiple 
reasets/samples

Alternative entry

Step dependency

1
Picard Sam

to Fastq

2
Skewer
trimming

.bam .fastq

3
Bwa mem

picard
sort sam

18
Ensemble

metasv

17
Svaba

assemble

16
Scones

15
cnvkit
batch

14
Wham
call sv

13
Lumpy

paired sv

12
Manta
sv calls

11
Delly call

filter

10
sCNAphase

9
Sequenza

8
Recalibration

7
Sambamba

mark
duplicates

6
Sambamba

merge
realigned

5
Gatk
indel

realigner

4
Sambamba
merge sam

files


