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Proper Citation

GeneDB (RRID:SCR_002774)

Resource Information

URL.: http://www.genedb.org/Homepage

Proper Citation: GeneDB (RRID:SCR_002774)

Description: Database of genomes at various stages of completion, from early access to
partial genomes with automatic annotation through to complete genomes with extensive
manual curation. Its primary goals are: 1) to provide reliable access to the latest sequence
data and annotation/curation for the whole range of organisms sequenced by the Pathogen
group, and 2) to develop the website and other tools to aid the community in accessing and
obtaining the maximum value from these data.

Abbreviations: GDB, GeneDB
Synonyms: GDB, Gene DB

Resource Type: training resource, data set, data or information resource, database,
workshop

Defining Citation: PMID:14681429

Keywords: schizosaccharomyces, pombe, leishmania, major, trypanosoma, brucei,
functional, genomics, proteomics, apicomplexan, protozoa, kinetoplastid, parasitic,
helminths, bacteria, parasite vector, virus, FASEB list

Funding: Wellcome Trust
Resource Name: GeneDB

Resource ID: SCR_002774
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Alternate IDs: nif-0000-02880
Old URLs: http://old.genedb.org/, http://www.gdb.org/
Record Creation Time: 20220129T080215+0000

Record Last Update: 20250516T053644+0000

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

No alerts have been found for GeneDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 425 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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