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affylmGUI

RRID:SCR_001320
Type: Tool

Proper Citation

affyimGUI (RRID:SCR_001320)

Resource Information

URL: http://bioinf.wehi.edu.au/affylmGUI/

Proper Citation: affyimGUI (RRID:SCR_001320)

Description: R software package providing a Graphical User Interface for analysis of
Affymetrix microarray data, using the limma package (Linear Models for MicroArray data).
While not as powerful as limma to the expert user, it offers a simple point-and-click
interface to many of the commonly-used limma and affy functions. You need to have R
1.9.0 or later, Tcl/Tk 8.3 or later (ActiveTcl for Windows, Tcl/Tk Source for Linux/Unix, or
X11 Tcl/Tk for MacOSX) and the limma, affyimGUI, and tkrplot R packages. It has been
succesfully tested on Windows 2000, Windows XP, RedHat/Fedora Linux, and on Mac
OSX with X11.

Abbreviations: affyimGUI
Synonyms: Affymetrix linear modeling Graphical User Interface
Resource Type: software resource

Defining Citation: PMID:16455752

Keywords: affymetrix, differential expression, r, data import, differential expression, gui,
microarray, multiple comparison, one channel, preprocessing, quality control, bio.tools

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

Resource ID: SCR_001320

Alternate IDs: biotools:affylmgui, OMICS_ 02016

Alternate URLSs: http://www.bioconductor.org/packages/release/bioc/html/affyimGUI.html,
https://bio.tools/affylmgui
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License: Acknowledgement requested, GNU Lesser General Public License
Record Creation Time: 20220129T080206+0000

Record Last Update: 20260725T190503+0000

Ratings and Alerts
No rating or validation information has been found for affyimGUI.

No alerts have been found for affyimGUI.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 31 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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