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Proper Citation

Distant Regulatory Elements (RRID:SCR_003058)

Resource Information

URL.: http://dire.dcode.org

Proper Citation: Distant Regulatory Elements (RRID:SCR_003058)

Description: Web server based on the Enhancer Identification (El) method, to determine the
chromosomal location and functional characteristics of distant regulatory elements (RES) in
higher eukaryotic genomes. The server uses gene co-expression data, comparative
genomics, and combinatorics of transcription factor binding sites (TFBSSs) to find TFBS-
association signatures that can be used for discriminating specific regulatory functions.
DIiRE's unique feature is the detection of REs outside of proximal promoter regions, as it
takes advantage of the full gene locus to conduct the search. DIRE can predict common REs
for any set of input genes for which the user has prior knowledge of co-expression, co-
function, or other biologically meaningful grouping. The server predicts function-specific REs
consisting of clusters of specifically-associated TFBSs, and it also scores the association of
individual TFs with the biological function shared by the group of input genes. Its integration
with the Array2BIO server allows users to start their analysis with raw microarray expression
data.

Abbreviations: DIRE
Synonyms: Distant Regulatory Elements of co-regulated genes

Resource Type: data analysis service, service resource, analysis service resource,
production service resource

Defining Citation: PMID:18487623

Keywords: regulatory element, enhancer identification, genome, prediction, transcription
factor binding site, gene, co-expression, co-function, function, transcription factor,
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Ratings and Alerts
No rating or validation information has been found for Distant Regulatory Elements.

No alerts have been found for Distant Regulatory Elements.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 25 mentions in open access literature.
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