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Transcriptional Regulatory Element Database

RRID:SCR_005661
Type: Tool

Proper Citation

Transcriptional Regulatory Element Database (RRID:SCR_005661)

Resource Information

URL: http://rulai.cshl.edu/tred

Proper Citation: Transcriptional Regulatory Element Database (RRID:SCR_005661)

Description: Collects mammalian cis- and trans-regulatory elements together with
experimental evidence. Regulatory elements were mapped on to assembled genomes.
Resource for gene regulation and function studies. Users can retrieve primers, search TF
target genes, retrieve TF motifs, search Gene Regulatory Networks and orthologs, and
make use of sequence analysis tools. Uses databases such as Genbank, EPD and
DBTSS, and employ promoter finding program FirstEF combined with mRNA/EST
information and cross-species comparisons. Manually curated.

Abbreviations: TRED
Synonyms: Transcriptional Regulatory Element Database
Resource Type: database, data or information resource

Defining Citation: PMID:17202159

Keywords: Mammalian, cis, trans, regulatory, element, mapped, genome, gene,
regulation, function, data, FASEB list

Funding: NCI ;
NHGRI HG001696

Availability: Free, Freely available
Resource Name: Transcriptional Regulatory Element Database
Resource ID: SCR_005661

Alternate IDs: nif-0000-03585
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Record Creation Time: 20220129T080231+0000

Record Last Update: 20260725T7191141+0000

Ratings and Alerts

No rating or validation information has been found for Transcriptional Regulatory Element
Database.

No alerts have been found for Transcriptional Regulatory Element Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 78 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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