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CIS-BP

RRID:SCR_017236
Type: Tool

Proper Citation

CIS-BP (RRID:SCR_017236)

Resource Information

URL.: http://cisbp.ccbr.utoronto.ca

Proper Citation: CIS-BP (RRID:SCR_017236)

Description: Software tool as catalog of inferred sequence binding preferences. Online
library of transcription factors and their DNA binding motifs.

Synonyms: Catalog of Inferred Sequence Binding Preferences

Resource Type: data or information resource, database, data access protocol, software
resource, web service

Defining Citation: PMID:25215497

Keywords: catalog, inferred, sequence, binding, preference, transcription, factor, DNA,
motif, FASEB list

Funding: Canadian Institutes of Health Research ;

Canadian Institute for Advanced Research Junior Fellows Genetic Networks Program ;
NICHD P01 HD39691,;

NIGMS GM082971,

EU Marie Curie International Outgoing Fellowship ;

NSF MCB-1024999;

Howard Hughes Medical Institute ;

Gordon and Betty Moore Foundation ;

Millennium Nucleus for Fungal Integrative and Synthetic Biology ;

Fondo Nacional de Desarrollo Cientifico y Tecnoldgico

Availability: Free, Freely available
Resource Name: CIS-BP

Resource ID: SCR_017236



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_017236/resolver
http://cisbp.ccbr.utoronto.ca
https://pubmed.ncbi.nlm.nih.gov/25215497

Alternate IDs: r3d100013971
Alternate URLSs: https://doi.org/10.17616/R31NJIN9V
Record Creation Time: 20220129T080334+0000

Record Last Update: 20260729T044432+0000

Ratings and Alerts
No rating or validation information has been found for CIS-BP.

No alerts have been found for CIS-BP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 104 mentions in open access literature.

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