
Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

Regulatory Sequence Analysis Tools
RRID:SCR_008560
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Proper Citation

Regulatory Sequence Analysis Tools (RRID:SCR_008560)

Resource Information

URL: http://rsat.ulb.ac.be/rsat/

Proper Citation: Regulatory Sequence Analysis Tools (RRID:SCR_008560)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on February
28,2023. Retrieve-ensembl-seq is included in the software suite regulatory sequence
analysis tools (RSAT), allowing instant submission of retrieved sequences to further
analysis tools. AVAILABILITY: retrieve-ensembl-seq is integrated in the RSAT suite:
http://rsat.ulb.ac.be/rsat. Web site: http://rsat.ulb.ac.be/rsat/retrieve-ensembl-seq_form.cgi.
Web services: http://rsat.ulb.ac.be/rsat/web_services/RSATWS.wsdl. Stand-alone
distribution: freely available under an academic licence to download from the RSAT web
site. The complete manual, a convenient tutorial and demos are available from the RSAT
website. Additional help can be found on the RSAT public forum.

Synonyms: RSAT

Resource Type: database, data or information resource

Defining Citation: DOI:10.1093/nar/gkv362

Keywords: bio.tools, FASEB list

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: Regulatory Sequence Analysis Tools

Resource ID: SCR_008560

Alternate IDs: biotools:rsat, nif-0000-31437, OMICS_08097

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

Old URLs: https://sources.debian.org/src/rsat/

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_008560/resolver
http://rsat.ulb.ac.be/rsat/
https://dx.doi.org/10.1093/nar/gkv362


Record Creation Time: 20220129T080248+0000

Record Last Update: 20260725T191156+0000

Ratings and Alerts

No rating or validation information has been found for Regulatory Sequence Analysis
Tools.

No alerts have been found for Regulatory Sequence Analysis Tools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 107 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Demethylation to Reprogram Cell Fate. Cell stem cell, 23(5), 727.
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He BZ, et al. (2017) Evolution of reduced co-activator dependence led to target expansion
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thaliana. Nucleic acids research, 45(6), 3253.
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Tardu M, et al. (2017) MerR and ChrR mediate blue light induced photo-oxidative stress
response at the transcriptional level in Vibrio cholerae. Scientific reports, 7, 40817.
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Oncotarget, 8(6), 10324.
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