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BioMart Project

RRID:SCR_002987
Type: Tool

Proper Citation

BioMart Project (RRID:SCR_002987)

Resource Information

URL: http://www.biomart.org

Proper Citation: BioMart Project (RRID:SCR_002987)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on January
4,2023.Platform provides free software and data services to international scientific
community in order to foster scientific collaboration and facilitate scientific discovery
process. Project adheres to open source philosophy that promotes collaboration and code
reuse.

Synonyms: BioMart software

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

Defining Citation: PMID:21930506, PMID:19144180

Keywords: biology, data, management, data mining, search, descriptive, graphical,
application, perl, java, gold standard

Funding: Wellcome Trust ;

Spanish Government ;

Sandra Ibarra Foundation for Cancer ;
Breast Cancer Campaign Tissue Bank ;
U.S. Department of Energy ;

NSF NRF 2013M3A6A4043695;

Center for Genome Regulation ;

Center for Mathematical Modelling ;
European Molecular Biology Laboratory

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: BioMart Project



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_002987/resolver
http://www.biomart.org
https://pubmed.ncbi.nlm.nih.gov/21930506
https://pubmed.ncbi.nlm.nih.gov/19144180

Resource ID: SCR_002987

Alternate IDs: nif-0000-30184

License: GNU Lesser General Public License
Record Creation Time: 20220129T080216+0000

Record Last Update: 20260731T042644+0000

Ratings and Alerts
No rating or validation information has been found for BioMart Project.

No alerts have been found for BioMart Project.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 284 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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