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Proper Citation

SOLAR (RRID:SCR_000850)

Resource Information

URL: http://solar-eclipse-genetics.org

Proper Citation: SOLAR (RRID:SCR_000850)

Description: A flexible and extensive software package for genetic variance components 
analysis, including linkage analysis, quantitative genetic analysis, and covariate screening. 
Operations are included for calculation of marker-specific or multipoint identity-by-descent 
(IBD) matrices in pedigrees of arbitrary size and complexity, and for linkage analysis of 
quantitative traits which may involve multiple loci (oligogenic analysis), dominance effects, 
and epistasis. (entry from Genetic Analysis Software)

Abbreviations: SOLAR

Synonyms: Sequential Oligogenic Linkage Analysis Routines

Resource Type: software resource, software application

Keywords: gene, genetic, genomic, fortran, c, c++, tcl, unix, (solaris 7-10/solaris x86 8-
9/digital unix 4.0e/sg irix), linux, macos, ms-windows

Funding:

Resource Name: SOLAR

Resource ID: SCR_000850

Alternate IDs: nlx_154653

Old URLs: http://www.sfbr.org/Departments/genetics_detail.aspx?p=37

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_000850/resolver
http://solar-eclipse-genetics.org


Record Creation Time: 20220129T080203+0000

Record Last Update: 20250416T063228+0000

Ratings and Alerts

No rating or validation information has been found for SOLAR.

No alerts have been found for SOLAR.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 22 mentions in open access literature.

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