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SNPRelate

RRID:SCR_022719
Type: Tool

Proper Citation

SNPRelate (RRID:SCR_022719)

Resource Information

URL: https://bioconductor.org/packages/SNPRelate/

Proper Citation: SNPRelate (RRID:SCR_022719)

Description: Software R package as parallel computing toolset for relatedness and
principal component analysis of SNP data.

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

Defining Citation: PMID:23060615

Keywords: parallel computing, relatedness and principal component analysis, SNP data
analysis

Funding: NHGRI U01 HG 004446

Availability: Free, Available for download, Freely available
Resource Name: SNPRelate

Resource ID: SCR_022719

Alternate URLSs: https://github.com/zhengxwen/SNPRelate
License: GPL v3

Record Creation Time: 20220902T050154+0000

Record Last Update: 20260729T044541+0000

Ratings and Alerts


https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/SCR_022719/resolver
https://bioconductor.org/packages/SNPRelate/
https://pubmed.ncbi.nlm.nih.gov/23060615

No rating or validation information has been found for SNPRelate.

No alerts have been found for SNPRelate.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 12 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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CB, 32(6), 1350.
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Muller BSF, et al. (2017) Genomic prediction in contrast to a genome-wide association

study in explaining heritable variation of complex growth traits in breeding populations of
Eucalyptus. BMC genomics, 18(1), 524.




