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Type: Tool

Proper Citation

J. Craig Venter Institute (RRID:SCR_011269)

Resource Information

URL: http://www.jcvi.org/

Proper Citation: J. Craig Venter Institute (RRID:SCR_011269)

Description: A large multidisciplinary world leader in genomic research with locations in 
Rockville, Maryland and San Diego, California. It was formed through the merger of several 
affiliated and legacy organizations - The Institute for Genomic Research (TIGR) and The 
Center for the Advancement of Genomics (TCAG), The J. Craig Venter Science Foundation, 
The Joint Technology Center, and the Institute for Biological Energy Alternatives (IBEA).

Abbreviations: JCVI

Resource Type: institution

Funding:

Resource Name: J. Craig Venter Institute

Resource ID: SCR_011269

Alternate IDs: grid.469946.0, nlx_42542, Wikidata: Q1439786

Alternate URLs: https://ror.org/049r1ts75

Record Creation Time: 20220129T080303+0000

Record Last Update: 20250420T014530+0000

Ratings and Alerts

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_011269/resolver
http://www.jcvi.org/


No rating or validation information has been found for J. Craig Venter Institute.

No alerts have been found for J. Craig Venter Institute.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 41 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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Aspergillus flavus under different temperatures as revealed by strand-specific RNA-Seq. 
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