
dnaseq_high_coverage.py

Step per reasdet 

File

Input/output

Step on multiple 
reasets/samples

Alternative entry

Step dependency

1
Picard Sam

to Fastq

2
Trimmomatic

3
Merge

trimmomatic
Stats

4
Picard merge

sam files

.bam .fastq

5
Gatk indel
realigner

10
Gatk callable

loci

9
Picard 

calculate hs
metrics

8
Metrics

7
Picard 
fixmate

6
Merge

realigned

12
Preprocess

vcf

11
Call variants

14
Gemini

annotations

13
Snp effect


