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Proper Citation

DOE Joint Genome Institute (RRID:SCR_003045)

Resource Information

URL: http://www.jgi.doe.gov/

Proper Citation: DOE Joint Genome Institute (RRID:SCR_003045)

Description: Institute to advance genomics in support of the DOE missions related to
clean energy generation and environmental characterization and cleanup. Supported by
the DOE Office of Science, the DOE JGI unites the expertise at Lawrence Berkeley
National Laboratory, Lawrence Livermore National Laboratory, and the HudsonAlpha
Institute for Biotechnology. The facility provides integrated high-throughput sequencing
and computational analysis that enable systems-based scientific approaches to these
challenges.

Abbreviations: DOE JGI, JGI,

Synonyms: DOE Joint Genome Institute - Enabling Advances in Bioenergy &
Environmental Research, Department of Energy Joint Genome Institute, Joint Genome
Institute

Resource Type: portal, data or information resource, organization portal

Keywords: genomics, sequencing, computational analysis, clean energy, environment,
biotechnology, nucleotide sequence, protein, genome, bacteria, microorganism, fungal
colony, fungal community, dna, phenotype, molecular biology, life science, genomics,
genetics, nature, nurture, ecology, bioenergetics, high-throughput sequencing

Funding: DOE

Availability: Free, Freely available

Resource Name: DOE Joint Genome Institute
Resource ID: SCR_003045

Alternate IDs: nif-0000-30425
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Record Creation Time: 20220129T080216+0000

Record Last Update: 20260728T043139+0000

Ratings and Alerts
No rating or validation information has been found for DOE Joint Genome Institute.

No alerts have been found for DOE Joint Genome Institute.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 689 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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