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Proper Citation

snpStats: SnpMatrix and XSnpMatrix classes and methods (RRID:SCR_001249)

Resource Information

URL.: http://www.bioconductor.org/packages/release/bioc/html/snpStats.html

Proper Citation: snpStats: SnpMatrix and XSnpMatrix classes and methods
(RRID:SCR_001249)

Description: Software for classes and statistical methods for large single nucleotide
polymorphism (SNP) association studies.

Abbreviations: snpStats
Resource Type: software resource

Defining Citation: PMID:16720584

Keywords: r, single nucleotide polymorphism, genetic variability, microarray
Funding:

Availability: GNU General Public License, v3

Resource Name: snpStats: SnpMatrix and XSnpMatrix classes and methods
Resource ID: SCR_001249

Alternate IDs: OMICS 02091

Record Creation Time: 20220129T080206+0000

Record Last Update: 20250420T014024+0000
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Ratings and Alerts

No rating or validation information has been found for snpStats: SnpMatrix and XSnpMatrix
classes and methods.

No alerts have been found for snpStats: SnpMatrix and XSnpMatrix classes and methods.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 74 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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