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GOEX - Gene Ontology Explorer

RRID:SCR_005779
Type: Tool

Proper Citation

GOEXx - Gene Ontology Explorer (RRID:SCR_005779)

Resource Information

URL: http://www.patternlabforproteomics.org/

Proper Citation: GOEXx - Gene Ontology Explorer (RRID:SCR_005779)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented July 5, 2018.
Gene Ontology Explorer (GOEx) combines data from protein fold changes with GO over-
representation statistics to help draw conclusions in proteomic experiments. It is tightly
integrated within the PatternLab for Proteomics project and, thus, lies within a complete
computational environment that provides parsers and pattern recognition tools designed
for spectral counting. GOEX offers three independent methods to query data: an
interactive directed acyclic graph, a specialist mode where key words can be searched,
and an automatic search. A recent hack included in GOEX is to load the sparse matrix
index file directly into GOEX, instead of going through the report generation using the
AC/T-fold methods. This makes it easy for GOEX to analyze any list of proteins as long as
the list follows the index file format (described in manuscript) . Please note that if using
this alternative strategy, there will be no protein fold information. Platform: Windows
compatible

Abbreviations: GOEXx
Synonyms: Gene Ontology Explorer, GO Explorer
Resource Type: software resource

Defining Citation: PMID:19239707

Keywords: proteomics, visualization, statistical analysis, gene ontology, parse, pattern
recognition, spectral counting, analysis, protein fold
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Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: GOEx - Gene Ontology Explorer

Resource ID: SCR_005779

Alternate IDs: nix_149249

Old URLSs: http://[pcarvalho.com/patternlab/goex.shtml
Record Creation Time: 20220129T080232+0000

Record Last Update: 20260725T190612+0000

Ratings and Alerts
No rating or validation information has been found for GOEx - Gene Ontology Explorer.

No alerts have been found for GOEx - Gene Ontology Explorer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 26 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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