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Proper Citation
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Resource Information

URL.: http://discover.nci.nih.gov/gominer/

Proper Citation: GoMiner (RRID:SCR_002360)

Description: GoMiner is a tool for biological interpretation of "omic" data including data from
gene expression microarrays. Omic experiments often generate lists of dozens or hundreds
of genes that differ in expression between samples, raising the question, What does it all
mean biologically? To answer this question, GoMiner leverages the Gene Ontology (GO) to
identify the biological processes, functions and components represented in these lists.
Instead of analyzing microarray results with a gene-by-gene approach, GoMiner classifies
the genes into biologically coherent categories and assesses these categories. The insights
gained through GoMiner can generate hypotheses to guide additional research. GoMiner
displays the genes within the framework of the Gene Ontology hierarchy in two ways: * In the
form of a tree, similar to that in AmiGO * In the form of a "Directed Acyclic Graph" (DAG) The
program also provides: * Quantitative and statistical analysis * Seamless integration with
important public databases GoMiner uses the databases provided by the GO Consortium.
These databases combine information from a number of different consortium participants,
include information from many different organisms and data sources, and are referenced
using a variety of different gene product identification approaches.

Abbreviations: GoMiner
Resource Type: software resource, software application, data processing software

Defining Citation: PMID:12702209
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Ratings and Alerts
No rating or validation information has been found for GoMiner.

No alerts have been found for GoMiner.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 115 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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