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Proper Citation

FGED (RRID:SCR_001897)

Resource Information

URL: http://www.fged.org/

Proper Citation: FGED (RRID:SCR_001897)

Description: Society that develop standards for biological research data quality,
annotation and exchange. They facilitate the creation and use of software tools that build
on these standards and allow researchers to annotate and share their data easily. They
promote scientific discovery that is driven by genome wide and other biological research
data integration and meta-analysis. Historically, FGED began with a focus on microarrays
and gene expression data. However, the scope of FGED now includes data generated
using any technology when applied to genome-scale studies of gene expression, binding,
modification and other related applications.

Abbreviations: FGED

Synonyms: Functional Genomics Data Society, MGED Society, The Microarray Gene
Expression Data Society, The Functional Genomics Data Society, MGED

Resource Type: portal, data or information resource, knowledge environment

Keywords: gene expression, gene modification, biological, biologist, biomedical,
computer scientist, data analyst, genomic, integration, life science, microarray, technology,
functional genomics, annotate, data sharing, genome, data integration, software

Resource Name: FGED

Resource ID: SCR_001897

Alternate IDs: OMICS_01778, nif-0000-10466

Alternate URLs: http://www.mged.org/

Record Creation Time: 20220129T080210+0000

Record Last Update: 20260728T043123+0000
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Ratings and Alerts

No rating or validation information has been found for FGED.

No alerts have been found for FGED.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 24 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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