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This lecture

• Big projects generating a lot of ChIP-seq data
• ENCODE/modENCODE
• Roadmap Epigenomics

• How to find public ChIP-seq data sets from smaller studies
• Cistrome data browser

• Motif data bases



Public data can be very useful

• Good to have reference data to check if your experiment is ok

• Overlaps between your data and other TFs and chromatin marks

• Compare ChIP-seq data to your expression data



The ENCODE project

• Encyclopedia Of DNA Elements: https://www.encodeproject.org
• Aim: Using different techniques to annotate the human genome

• RNA-seq
• ChIP-seq (around 5000 experiments, TFs, histones and histone marks)
• DNAse-seq/ATAC-seq
• Hi-C
• Bisulphite seq

• Mostly human cell lines. Now also some primary tissue, and mouse cell 
lines and primary cells.
• modENCODE - a side project for model organisms: fly and worm
• The ENCODE website also contains data from Roadmap Epigenomics

• Well defined pipelines and quality standards.





• Downloads:
• Raw reads: fastq
• Aligned reads: bam
• Read coverage: bw
• Peaks: MACS2



Roadmap epigenomics project

• http://www.roadmapepigenomics.org
• Aim: “producing a public resource of human epigenomic data to 

catalyze basic biology and disease-oriented research”
• RNA-seq
• ChIP-seq (mostly chromatin)
• Bisulphite seq
• .

• Primary cells, and stem cells
• No nice interface to download 

data à Better to use ENCODE 
website.

http://www.roadmapepigenomics.org/




Cistrome data browser

• An interface for accessing many ChIP-seq data sets. 
http://cistrome.org/db/ 
• All data have been re-processed using the same pipeline.
• 47000 experiments, about 50-50 from human and mouse
• Data from many smaller studies collected



• Downloads:
• Read coverage: bw
• Peaks: bed



R interfaces



Databases with TF binding site motifs

• JASPAR (http://jaspar.genereg.net). Good, curated, free, data base with around 1500 motifs 

from all kinds of species.

• Transfac (http://genexplain.com/transfac/, http://gene-regulation.com/pub/databases.html). 

Good, curated, not free, data base with around 5000 motifs from all kinds of species. 

• Old version with 400 motifs is free for academic use.

• Other databases

• ChIPBase http://rna.sysu.edu.cn/chipbase/

• HOCOMOCO (human only) http://hocomoco11.autosome.ru

• footprintDB (combining several databases) http://floresta.eead.csic.es/footprintdb/index.php

http://jaspar.genereg.net/
http://genexplain.com/transfac/
http://gene-regulation.com/pub/databases.html
http://rna.sysu.edu.cn/chipbase/
http://hocomoco11.autosome.ru/
http://floresta.eead.csic.es/footprintdb/index.php


The JASPAR database







Downloading the free TRANSFAC database

http://cisbp.ccbr.utoronto.ca



Todays exercise

• Search the ENCODE website, and download data
• Search the Cistrome website, and download data
• (Search JASPAR)


