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Type: Tool

Proper Citation

Affymetrix Power Tools (RRID:SCR_008401)

Resource Information

URL: http://www.affymetrix.com/support/developer/powertools/apt_archive.affx

Proper Citation: Affymetrix Power Tools (RRID:SCR_008401)

Description: Affymetrix Power Tools (APT) are a set of cross-platform command line
programs that implement algorithms for analyzing and working with Affymetrix GeneChip
arrays. APT programs are intended for power users who prefer programs that can be
utilized in scripting environments and are sophisticated enough to handle the complexity of
extra features and functionality. APT provides platform for developing and deploying new
algorithms without waiting for the GUI implementations. This resource is supported by
Affymetrix, Inc.

Synonyms: APT
Resource Type: software resource

Keywords: Affymetrix, Inc., Genomics, Clinical, Study, Bioinformatic, Windows, MacOS,
Linux, resource, Data, Normalization, Sequence, Annotation, Gene, Expression, Pattern,
Motif, Inference, Toolkit, Model, Fitting, Algorithm

Resource Name: Affymetrix Power Tools
Resource ID: SCR_008401
Alternate IDs: nif-0000-30070

Alternate URLS:
https://www.affymetrix.com/support/developer/powertools/changelog/install.html,
https://media.affymetrix.com/support/developer/powertools/changelog/index.html

Old URLs:
http://www.affymetrix.com/partners_programs/programs/developer/tools/powertools.affx

Record Creation Time: 20220129T080247+0000
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Ratings and Alerts
No rating or validation information has been found for Affymetrix Power Tools.

No alerts have been found for Affymetrix Power Tools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 30 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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