
chipseq.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
bwa mem

Picard
sort sam

.bam .fastq

5
Samtools
view filter

18
IHEC

metrics

17
Run SPP

16
IHEC

preprocess
files

15
Annotation

graphs

14
Homer

find motifs
genome

13
HOMER
annotate

peaks

12
MACS2

call peaks

11
Homer

make UCSC
file

19
MultiQC
report

10
QC metrics

9
Homer

make tag
directory

8
Metrics

7
Picard
mark

duplicates

6
Picard

merge sam
files


