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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
Run pair
Multiqc

17
Metrics

dna fastqc

16
Metrics

dna sambamba
flagstat

15
Metrics

dna sample
qualimap

14
Metrics

dna picard
metrics

13
Gemini

annotations
panel

12
SNP effect

panel

11
Preprocess
vcf panel

10
Merge

Varscan2
panel

9
Paired

Varscan2
panel

8
Rawmpileup

panel

7
Sambamba

mark
duplicates

6
Sambamba

merge
realigned

5
Gatk
indel

realigner

4
Sambamba
merge sam

files


