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Proper Citation

REDfly Regulatory Element Database for Drosophilia (RRID:SCR_006790)

Resource Information

URL: http://redfly.ccr.buffalo.edu

Proper Citation: REDfly Regulatory Element Database for Drosophilia
(RRID:SCR_006790)

Description: Curated collection of known Drosophila transcriptional cis-regulatory
modules (CRMs) and transcription factor binding sites (TFBSs). Includes experimentally
verified fly regulatory elements along with their DNA sequence, associated genes, and
expression patterns they direct. Submission of experimentally verified cis-regulatory
elements that are not included in REDfly database are welcome.

Abbreviations: REDfly

Synonyms: Regulatory Element Database for Drosophilia, Regulatory Element Database

Resource Type: service resource, database, storage service resource, data repository,
data or information resource

Defining Citation: PMID:20965965, PMID:18039705, PMID:16303794

Keywords: transcriptional cis-regulatory module, transcription factor binding site, dna
sequence, gene, expression pattern, genome, gene expression, transcription factor, cis-
regulatory module, bio.tools

Funding: NSF EF0843229;
NIGMS U24 GM144232

Availability: Acknowledgement requested

Resource Name: REDfly Regulatory Element Database for Drosophilia

Resource ID: SCR_006790

Alternate IDs: OMICS_01870, biotools:redfly, nif-0000-03393

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_006790/resolver
http://redfly.ccr.buffalo.edu
https://pubmed.ncbi.nlm.nih.gov/20965965
https://pubmed.ncbi.nlm.nih.gov/18039705
https://pubmed.ncbi.nlm.nih.gov/16303794


Alternate URLs: https://bio.tools/redfly

Record Creation Time: 20220129T080238+0000

Record Last Update: 20260728T043239+0000

Ratings and Alerts

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

No alerts have been found for REDfly Regulatory Element Database for Drosophilia.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 14 mentions in open access literature.

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