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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_servicessRSATWS.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



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

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

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

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 105 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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