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SCPD - Saccharomyces cerevisiae promoter
database

RRID:SCR_004412
Type: Tool

Proper Citation

SCPD - Saccharomyces cerevisiae promoter database (RRID:SCR_004412)

Resource Information

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

Proper Citation: SCPD - Saccharomyces cerevisiae promoter database
(RRID:SCR_004412)

Description: A promoter database of Saccharomyces cerevisiae. Users can explore the
promoter regions of ~6000 genes and ORFs in yeast genome, annotate putative
regulatory sites of all genes and ORFs, locate intergenic regions, and retrieve sequence of
the promoter region. In regards to regulatory elements and transcription factors, users can
provide information on transcriptionally related genes, browse matrix and consensus
seguences, view the correlation between elements, observe binding affinity and
expression, and look at genomewise distribution. SCPD also provides some simple but
useful tools for promoter sequence analysis. Gene, consensus and matrix records may be
submitted.

Abbreviations: SCPD
Synonyms: SCPD - The Promoter Database of Saccharomyces cerevisiae

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

Defining Citation: PMID:10487868

Keywords: promoter, gene, genome, orf, transcription factor binding site, transcriptional
start site, transcription factor

Resource Name: SCPD - Saccharomyces cerevisiae promoter database

Resource ID: SCR_004412
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Alternate IDs: OMICS 01867, nif-0000-03445
Record Creation Time: 20220129T080224+0000

Record Last Update: 20260729T044101+0000

Ratings and Alerts

No rating or validation information has been found for SCPD - Saccharomyces cerevisiae
promoter database.

No alerts have been found for SCPD - Saccharomyces cerevisiae promoter database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 20 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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