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Proper Citation

RegPrecise (RRID:SCR_002149)

Resource Information

URL.: https://enigma.lbl.gov/regprecise/

Proper Citation: RegPrecise (RRID:SCR_002149)

Description: Collection of manually curated inferences of regulons in prokaryotic genomes.
Database for capturing, visualization and analysis of transcription factor regulons that were
reconstructed by comparative genomic approach in wide variety of prokaryotic genomes.

Abbreviations: RegPrecise
Resource Type: database, data or information resource

Defining Citation: PMID:24175918

Keywords: regulon, genome, transcription factor, gene, operon, transcription factor binding
site, taxonomy, rna, effector, pathway, ortholog, function, FASEB list

Funding: Department of Energy ;
NSF DBI-0850546

Availability: Free, Freely available
Resource Name: RegPrecise
Resource ID: SCR_002149
Alternate IDs: OMICS 01869

Record Creation Time: 20220129T080211+0000
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Record Last Update: 20250412T054652+0000

Ratings and Alerts
No rating or validation information has been found for RegPrecise.

No alerts have been found for RegPrecise.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 76 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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