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Happy

RRID:SCR_001395
Type: Tool

Proper Citation

Happy (RRID:SCR_001395)

Resource Information

URL: http://www.well.ox.ac.uk/happy/

Proper Citation: Happy (RRID:SCR_001395)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on February
28,2023. Software package for Multipoint QTL Mapping in Genetically Heterogeneous
Animals (entry from Genetic Analysis Software) The method is implemented in a C-
program and there is now an R version of HAPPY. You can run HAPPY remotely from
their web server using your own data (or try it out on the data provided for download).

Abbreviations: HAPPY
Synonyms: reconstructing HAPlotYpes

Resource Type: data analysis software, source code, software application, software
resource, data processing software

Defining Citation: PMID:11050180, DOI:10.1073/pnas.230304397

Keywords: qtl, quantitative trait locus, r, ¢, gene, genetic, genomic, ansi ¢, unix, irix,
sunos, linux, animal model, trait, map, genotype, phenotype, haplotype, linear regression,
data set, gtl mapping

Funding: Wellcome Trust

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Happy

Resource ID: SCR_001395

Alternate IDs: nIx_152594

Alternate URLSs: http://www.well.ox.ac.uk/~rmott/happy.html



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_001395/resolver
http://www.well.ox.ac.uk/happy/
https://pubmed.ncbi.nlm.nih.gov/11050180
https://dx.doi.org/10.1073/pnas.230304397

Old URLSs: https://sources.debian.org/src/r-other-mott-happy.hbrem/
Record Creation Time: 20220129T080207+0000

Record Last Update: 20260801T042508+0000

Ratings and Alerts
No rating or validation information has been found for Happy.

No alerts have been found for Happy.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 46 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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Li X, et al. (2020) The genetic control of leaf and petal allometric variations in Arabidopsis
thaliana. BMC plant biology, 20(1), 547.
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