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Proper Citation

PANZEA (RRID:SCR_007846)

Resource Information

URL: http://www.panzea.org

Proper Citation: PANZEA (RRID:SCR_007846)

Description: It contains the genotype, phenotype, and polymorphism data produced by
the NSF-funded project; Genetic Architecture of Maize and Teosinte. The PANZEA project
will identify genes that control domestication traits and three key agronomic traits:
flowering time, plant height, and kernel quality. Genetic linkage, association, and fine
mapping analyses will be performed on the largest and most diverse set of mapping
families publicly available for any species. A large series of isogenic lines will be used to
characterize allelic series and epistatic interactions. The genetic architecture of each of
the four trait groups will be compared and contrasted, and the influence of recombination
and past domestication bottlenecks on the genomic distribution of functional diversity will
be examined. Finally, the ability of genetic architecture-based models to predict phenotype
will be evaluated in a broad range of germplasm, including elite US hybrids. This project
will take a step toward the ultimate goal of predicting phenotype from genotype.

Synonyms: PANZEA

Resource Type: data or information resource, database
Keywords: FASEB list

Resource Name: PANZEA

Resource ID: SCR_007846

Alternate IDs: nif-0000-03242

Record Creation Time: 20220129T080244+0000

Record Last Update: 20260905T133146+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_007846/resolver
http://www.panzea.org

No rating or validation information has been found for PANZEA.

No alerts have been found for PANZEA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 110 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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