
7
Samtools

merge bams

1
Samtools
bam sort

2
Picard 

Sam to Fastq

3
Trimmomatic

4
Merge

Trimmomatic
Stats

5
Fastq 

ReadName
Edit

6
HiCUP
align

8
HOMER

tag directory

13
Identify
TADs

RobusTAD

12
Identify
TADs

TopDom

15
Create
.hic file

9
Interaction
matrices

Chr

10
Interaction
matrices
genome

11
Identify

compartments

14
Identify
peaks

16
MultiQC
Report

.bam .fastq

Timmomatic
Stats

HICUP
report

HOMER
R plots

hicseq.py -t hic

.hic

Step per reasdet 

File

Input/output

Step on multiple 
reasets/samples

Alternative entry

Step dependency


