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RRID:SCR_023726
Type: Tool

Proper Citation

Preprocessing tools for oligonucleotide arrays (RRID:SCR_023726)

Resource Information

URL.: https://bioconductor.org/packages/release/bioc/html/oligo.html

Proper Citation: Preprocessing tools for oligonucleotide arrays (RRID:SCR_023726)

Description: Software R package to analyze oligonucleotide arrays at probe level.
Supports Affymetrix (CEL files) and NimbleGen arrays (XYS files). Used for annotation of
Affymetrix Gene Array data.

Synonyms: affycoretools
Resource Type: software toolkit, software resource

Defining Citation: PMID:20688976

Keywords: analyze oligonucleotide arrays, Affymetrix Gene Array, NimbleGen array,
Affymetrix Gene Array data annotation,

Funding: Brazilian Funding Agency CAPES ;
NCRR R01 RR021967;
NHGRI P41 HG004059

Availability: Free, Available for download, Freely available
Resource Name: Preprocessing tools for oligonucleotide arrays
Resource ID: SCR_023726

License: LGPL

Record Creation Time: 20230628T050216+0000

Record Last Update: 20260729T044559+0000

Ratings and Alerts



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_023726/resolver
https://bioconductor.org/packages/release/bioc/html/oligo.html
https://pubmed.ncbi.nlm.nih.gov/20688976

No rating or validation information has been found for Preprocessing tools for
oligonucleotide arrays.

No alerts have been found for Preprocessing tools for oligonucleotide arrays.

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 kravitz2 .
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