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Proper Citation

GenABEL (RRID:SCR_001842)

Resource Information

URL: http://www.genabel.org/packages/GenABEL

Proper Citation: GenABEL (RRID:SCR_001842)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on February
28,2023. R software library for genome-wide association analysis for quantitative, binary
and time-till-event traits.

Synonyms: GenABEL package, R/GENABEL

Resource Type: software library, software toolkit, software resource

Defining Citation: PMID:17384015, DOI:10.1186/1471-2105-11-134,
DOI:10.1093/bioinformatics/btm108

Keywords: r, genome-wide association, single nucleotide polymorphism

Funding: Centre for Medical Systems Biology; Netherlands ;
Netherlands Genomics Initiative ;
Netherlands Organisation for Scientific Research ;
Russian Foundation for Basic Research

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: GenABEL

Resource ID: SCR_001842

Alternate IDs: nlx_154328, OMICS_00234

Alternate URLs: http://mga.bionet.nsc.ru/~yurii/ABEL/GenABEL/, https://cran.r-
project.org/web/packages/GenABEL/index.html, https://sources.debian.org/src/probabel/

Record Creation Time: 20220129T080209+0000
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Record Last Update: 20260729T044017+0000

Ratings and Alerts

No rating or validation information has been found for GenABEL.

No alerts have been found for GenABEL.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 506 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Meng X, et al. (2024) Multi-ancestry genome-wide association study of major depression
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genetics, 56(2), 222.
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individuals of African ancestry. Alzheimer's & dementia : the journal of the Alzheimer's
Association, 20(8), 5247.
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impact chronic pain. Journal of Alzheimer's disease reports, 8(1), 1549.
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