
Resource Summary Report

Generated by nidm-terms on Jul 28, 2026

SNPchip
RRID:SCR_001269
Type: Tool

Proper Citation

SNPchip (RRID:SCR_001269)

Resource Information

URL: http://www.bioconductor.org/packages/2.0/bioc/html/SNPchip.html

Proper Citation: SNPchip (RRID:SCR_001269)

Description: Software package that contains classes and methods useful for storing,
visualizing and analyzing high density SNP data. Originally developed from the SNPscan
web-tool, SNPchip utilizes S4 classes and extends other open source R tools available at
Bioconductor, including the R packages Biobase and oligo. This has numerous
advantages, including the ability to build statistical models for SNP-level data that operate
on instances of the class, and to communicate with other R packages that add additional
functionality.

Abbreviations: SNPchip

Resource Type: software resource

Defining Citation: PMID:17204461

Keywords: dna copy number, snp, genetic variability, visualization, high throughput, snp
chip, microarray, bio.tools

Availability: Free, Available for download, Freely available

Resource Name: SNPchip

Resource ID: SCR_001269

Alternate IDs: OMICS_02069, biotools:snpchip

Alternate URLs: https://bio.tools/snpchip

License: GNU General Public License, v2 or newer

Record Creation Time: 20220129T080206+0000
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Record Last Update: 20260725T190459+0000

Ratings and Alerts

No rating or validation information has been found for SNPchip.

No alerts have been found for SNPchip.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 13 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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pig growth curves. Journal of animal science and biotechnology, 8, 59.
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