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Proper Citation

AGI (RRID:SCR_007203)

Resource Information

URL: http://www.genome.arizona.edu/

Proper Citation: AGI (RRID:SCR_007203)

Description: Their primary focus is in the area of structural, evolutionary and functional
genomics of crop plants. AGI is divided into 5 Centers each lead by a Center Leader and a
senior Manager (BAC Library Construction Center, BAC/EST Resource Center,
Sequencing & Physical Mapping Center (including: production sequencing and
fingerprinting, and sequence finishing), Bioinformatics Center and the Evolutionary and
Functional Genomics Center). AGI is housed in the state of the art Thomas W. Keating
Bioresearch Building on the northeast part of campus near the Medical School. AGI
currently employees about 30 scientists and is primarily funded through federal grants,
private contracts, and the Bud Antle Endowed Chair in Plant Molecular Genetics.
Sponsors: AGI is supported by Bio5, Plant Sciences, National Science Foundation,
National Institues oh Health, and USDA.

Abbreviations: AGI

Synonyms: Arizona Genomics Institute, The Arizona Genomics Institute

Resource Type: topical portal, disease-related portal, portal, research forum portal, data
or information resource

Keywords: genomics, structural, evolutionary, functional, genome, crop, plant, bac, est,
resource, physical, sequencing, fingerprinting, bioinformatics, evoluntionary

Resource Name: AGI

Resource ID: SCR_007203

Alternate IDs: nif-0000-30120

Record Creation Time: 20220129T080240+0000

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_007203/resolver
http://www.genome.arizona.edu/


Record Last Update: 20260728T043246+0000

Ratings and Alerts

No rating or validation information has been found for AGI.

No alerts have been found for AGI.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 18 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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