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Resource Information

URL: http://www.cisred.org/

Proper Citation: cisRED: cis-regulatory element (RRID:SCR_002098)

Description: Database for conserved sequence motifs identified by genome scale motif 
discovery, similarity, clustering, co-occurrence and coexpression calculations. Sequence 
inputs include low-coverage genome sequence data and ENCODE data. The database 
offers information on atomic motifs, motif groups and patterns. In promoter-based cisRED 
databases, sequence search regions for motif discovery extend from 1.5 Kb upstream to 
200b downstream of a transcription start site, net of most types of repeats and of coding 
exons. Many transcription factor binding sites are located in such regions. For each target 
gene's search region, a base set of probabilistic ab initio discovery tools is used, in parallel, 
to find over-represented atomic motifs. Discovery methods use comparative genomics with 
over 40 vertebrate input genomes. In ChIP-seq-based cisRED databases, sequence search 
regions for motif discovery correspond to significant peaks that represent genome-wide sites 
of protein-DNA binding. Because such peaks occur in a wide range of genic and intergenic 
locations, ChIP-seq and promoter-based databases are complementary. Currently, motif 
discovery for ChIP-seq data uses scan-based approaches that make more explicit use of 
sets of sequences known to be functional transcription factor binding sites, and that consider 
a wide range of levels of conservation. For the human STAT1 ChIP-seq database search 
regions in the target species (human) was selected +/- 300 bp around the ChIP-seq peak 
maximum. Repeats and coding regions were masked. Multiple sequence alignment were 
used to assemble orthologous input sequences from other species.

Abbreviations: cisRED

Synonyms: cisRED - Databases of genome-wide regulatory module and element 
predictions

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_002098/resolver
http://www.cisred.org/


Resource Type: data or information resource, database

Defining Citation: PMID:16381958

Keywords: atomic motif, conserved sequence motif, motif pattern, regulatory element, motif, 
atomic, promoter, chip-seq, transcription factor binding site, bio.tools

Funding: Genome Canada ;
BC Cancer Foundation ;
Michael Smith Foundation for Health Research

Availability: Acknowledgement requested

Resource Name: cisRED: cis-regulatory element

Resource ID: SCR_002098

Alternate IDs: nif-0000-02665, biotools:cisred, OMICS_01857

Alternate URLs: https://bio.tools/cisred

Record Creation Time: 20220129T080211+0000

Record Last Update: 20250525T032158+0000

Ratings and Alerts

No rating or validation information has been found for cisRED: cis-regulatory element.

No alerts have been found for cisRED: cis-regulatory element.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 14 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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