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Proper Citation

Gene Expression Atlas (RRID:SCR_007989)

Resource Information

URL: http://www.ebi.ac.uk/gxa/

Proper Citation: Gene Expression Atlas (RRID:SCR_007989)

Description: The Gene Expression Atlas is a semantically enriched database of meta-
analysis based summary statistics over a curated subset of ArrayExpress Archive, servicing
gueries for condition-specific gene expression patterns as well as broader exploratory
searches for biologically interesting genes/samples. The EBI Gene Expression Atlas Blog
discusses ideas, features and problems of creating a large scale meta-analytical atlas of
gene expression from publicly available microarray data. Atlas REST API provides all the
results available in the main web application in a pragmatic, easy to use form - simple HTTP
GET queries as input and either JSON or XML formats as output. Gene Expression Atlas
goals: 1. Provision of a statistically robust framework for integration of gene expression
experiment results across different platforms at a meta-analytical level 2. A simple interface
for identifying strong differential expression candidate genes in conditions of interest 3.
Integration of ontologies for high quality annotation of gene and sample attributes 4.
Construction of new gene expression summarized views, with a view to analysis of putative
signaling pathway targets, discovery of correlated gene expression patterns and the
identification of condition/tissue-specific patterns of gene expression.

Resource Type: atlas, data or information resource, web service, data access protocol,
database, expression atlas, software resource, narrative resource, blog

Keywords: expression, gene, annotation, assay, molecular neuroanatomy resource, gold
standard, bio.tools
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Ratings and Alerts
No rating or validation information has been found for Gene Expression Atlas.

No alerts have been found for Gene Expression Atlas.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 124 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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