Supplementary Table 1. Comparison of Selected Microarray Analysis Software Platforms

Software GenePattern MeV caWorkbench BioConductor Pipeline Pilot SilicoCyte GeneSpring KDE Desktop
Organization Broad Institute Dana-Farber Cancer | Columbia University Fred Hutchinson Scitegic SilicoCyte Agilent InforSense
Institute Cancer Research
Center
Version 2.0 3.1 3.0 1.7 5.1 1.4 7.3 3.0
Availability Free Free Free Free Commercial Commerical Commercial Commercial
Architecture Client/server Standalone Java Standalone Java R language Client/Server Client/server Client/server Client/server
application application packages

Supported operating Windows, Mac, Unix | Windows, Mac, Unix | Windows, Mac, Unix | Windows, Mac, Unix Windows, Linux Windows Windows, Mac, Unix | Windows, Mac, Unix
systems

Allows users to plug in their Yes Yes Yes Not applicable Yes No Yes Yes

own modules

Plug-in modules require No Yes Yes Not applicable No Not applicable Yes Yes

API programming

Plug-in modules via Yes No No Not applicable Yes Not applicable No No
automated wrapping and

simple web form interface

Languages supported for Any Java Java Not applicable Any Not applicable Any Perl, R, MATLAB,
plug-ins Java
Automated support for

Reproducible Research

Creation of analytical Yes Yes No No Yes No Yes Yes
workflows

Access from programming | Java, MATLAB, R No caSCRIPT R Java, .NET, No Groovy (Java-based Java

or scripting language (Perl in development) JavaScript scripting language)

Access to external Unlimited Java No R, C, Java, Perl, Unlimited No Java, MATLAB, SAS, Unlimited
programs/software Python R

Automatic versioning of Yes No No No Yes No No Yes

modules and pipelines
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