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Genomes Online Database

RRID:SCR_002817
Type: Tool

Proper Citation

Genomes Online Database (RRID:SCR_002817)

Resource Information

URL: http://www.genomesonline.org/

Proper Citation: Genomes Online Database (RRID:SCR_002817)

Description: Database of information regarding genome and metagenome sequencing
projects, and their associated metadata, around the world. It also provides information
related to organism properties such as phenotype, ecotype and disease. Both complete
and ongoing projects, along with their associated metadata, can be accessed. Users can
also register, annotate and publish genome and metagenome data.

Abbreviations: GOLD
Synonyms: Genomes On Line Database (GOLD), GOLD:Genomes Online Database

Resource Type: service resource, database, storage service resource, data repository,
data or information resource

Defining Citation: PMID:22135293, PMID:19914934, PMID:17981842, PMID:16381880,
PMID:11125068, PMID:10498782

Keywords: genome, genetics, metagenome, biosample, phenotype, ecotype, disease,
sequencing, FASEB list

Availability: Free, Freely available, Available for download
Resource Name: Genomes Online Database

Resource ID: SCR_002817

Alternate IDs: r3d100010808, nif-0000-02918

Alternate URLSs: https://doi.org/10.17616/R39310

Record Creation Time: 20220129T080215+0000
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Record Last Update: 20260728T043138+0000

Ratings and Alerts
No rating or validation information has been found for Genomes Online Database.

No alerts have been found for Genomes Online Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 159 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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