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Proper Citation

Functional Genomics Data Society (RRID:SCR_004358)

Resource Information

URL: http://www.mged.org/index.html

Proper Citation: Functional Genomics Data Society (RRID:SCR_004358)

Description: THIS RESOURCE IS NO LONGER IN SERVICE.Documented on July 7,
2022. Functional Genomics Data Society - FGED Society, founded in 1999 as the MGED
Society, advocates for open access to genomic data sets and works towards providing
concrete solutions to achieve this. Our goal is to assure that investment in functional
genomics data generates the maximum public benefit. Our work on defining minimum
information specifications for reporting data in functional genomics papers have already
enabled large data sets to be used and reused to their greater potential in biological and
medical research. We work with other organizations to develop standards for biological
research data quality, annotation and exchange. We facilitate the creation and use of
software tools that build on these standards and allow researchers to annotate and share
their data easily. We promote scientific discovery that is driven by genome wide and other
biological research data integration and meta-analysis.

Abbreviations: FGED, MGED

Synonyms: MGED Society, FGED Society

Resource Type: portal, topical portal, data or information resource
Keywords: functional genomics

Funding: lllumina

Availability: THIS RESOURCE IS NO LONGER IN SERVICE.
Resource Name: Functional Genomics Data Society

Resource ID: SCR_004358

Alternate IDs: nlx_37824



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_004358/resolver
http://www.mged.org/index.html

Record Creation Time: 20220129T080224+0000

Record Last Update: 20260728T043200+0000

Ratings and Alerts
No rating or validation information has been found for Functional Genomics Data Society.

No alerts have been found for Functional Genomics Data Society.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 30 mentions in open access literature.

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