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Proper Citation

TASSEL (RRID:SCR_012837)

Resource Information

URL: http://www.maizegenetics.net/tassel

Proper Citation: TASSEL (RRID:SCR_012837)

Description: Software package which performs a variety of genetic analyses including 
association mapping, diversity estimation and calculating linkage disequilibrium. The 
association analysis between genotypes and phenotypes can be performed by either a 
general linear model or a mixed linear model. The general linear model now allows users to 
analyze complex field designs, environmental interactions, and epistatic interactions. The 
mixed model is specially designed to handle polygenic effects at multiple levels of 
relatedness including pedigree information. These new analyses should permit association 
analysis in a wide range plant and animal species. (entry from Genetic Analysis Software)

Abbreviations: TASSEL

Synonyms: and Linkage, Trait Analysis by aSSociation, Evolution

Resource Type: software resource, software application

Keywords: gene, genetic, genomic, java, web-based, bio.tools

Funding:

Resource Name: TASSEL

Resource ID: SCR_012837

Alternate IDs: nlx_154674, biotools:tassel

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_012837/resolver
http://www.maizegenetics.net/tassel


Alternate URLs: http://sourceforge.net/projects/tassel/, https://bio.tools/tassel

Record Creation Time: 20220129T080312+0000

Record Last Update: 20250416T063634+0000

Ratings and Alerts

No rating or validation information has been found for TASSEL.

No alerts have been found for TASSEL.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 2119 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID.
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Luo Y, et al. (2025) Characterization and functional analysis of conserved non-coding 
sequences among poaceae: insights into gene regulation and phenotypic variation in maize. 
BMC genomics, 26(1), 46.
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unravel the genetic architecture of carotenoid accumulation in carrot. The plant genome, 
18(1), e20560.
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e20548.

Mastrangelo AM, et al. (2025) A new wild emmer wheat panel allows to map new loci 
associated with resistance to stem rust at seedling stage. The plant genome, 18(1), e20413.
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perennial grain crop intermediate wheatgrass with genetic mapping and genomic prediction. 
The plant genome, 18(1), e20498.
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245(4), 1437.
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genome-wide association mapping. The plant genome, 18(1), e20546.
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