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Proper Citation

Transcription Regulatory Regions Database (RRID:SCR_005723)

Resource Information

URL: http://www.bionet.nsc.ru/trrd/

Proper Citation: Transcription Regulatory Regions Database (RRID:SCR_005723)

Description: TRRD is a unique information resource, accumulating information on
structural and functional organization of transcription regulatory regions of eukaryotic
genes. Only experimentally confirmed information is included into TRRD. Transcription
Regulatory Regions Database (TRRD) is developed for accumulation of experimental
information on the structure-function features of regulatory regions of eukaryotic genes.
Each entry of TRRD corresponds to a particular gene. The annotated part of an entry
includes the structure-function description of gene regulatory regions composed by
regulatory units (promoters, silencers, enhancers, etc.), individual transcription factor
binding sites that constitute these regulatory units, and transcription factors that bind to
these sites. In addition, the entry contains the gene expression patterns and references to
original publications.

Synonyms: TRRD

Resource Type: data or information resource, database

Defining Citation: PMID:11752324

Resource Name: Transcription Regulatory Regions Database

Resource ID: SCR_005723

Alternate IDs: nif-0000-03594

Record Creation Time: 20220129T080232+0000

Record Last Update: 20260729T044119+0000

Ratings and Alerts

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_005723/resolver
http://www.bionet.nsc.ru/trrd/
https://pubmed.ncbi.nlm.nih.gov/11752324


No rating or validation information has been found for Transcription Regulatory Regions
Database.

No alerts have been found for Transcription Regulatory Regions Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 9 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .

Zhang B, et al. (2020) Study on the Antibreast Cancer Mechanism and Bioactive
Components of Si-Wu-Tang by Cell Type-Specific Molecular Network. Evidence-based
complementary and alternative medicine : eCAM, 2020, 2345970.
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8, 14399.
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reports, 6, 21962.
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upstream of a novel first exon (E1U) regulated by steroidogenic factor-1. Biochimica et
biophysica acta, 1829(12), 1288.
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