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PePPER Prokaryote Promoter Prediction

RRID:SCR_014740
Type: Tool

Proper Citation

PePPER Prokaryote Promoter Prediction (RRID:SCR_014740)

Resource Information

URL: http://server.molgenrug.nl/index.php/prokaryote-promoters

Proper Citation: PePPER Prokaryote Promoter Prediction (RRID:SCR_014740)

Description: A webserver for the prediction of prokaryote promoter elements and
regulons. DNA in FASTA or plain format serve as input. A gene table can be included with
the run.

Abbreviations: PePPER

Resource Type: sequence analysis software, software resource, software application,
data analysis software, data processing software

Defining Citation: PMID:22747501

Keywords: promoter prediction objective, prokaryote, promoter, regulon, predict,
sequence analysis software, web server

Availability: Free, Web application

Resource Name: PePPER Prokaryote Promoter Prediction
Resource ID: SCR_014740

Record Creation Time: 20220129T080322+0000

Record Last Update: 20260808T190029+0000

Ratings and Alerts

No rating or validation information has been found for PePPER Prokaryote Promoter
Prediction.

No alerts have been found for PePPER Prokaryote Promoter Prediction.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 32 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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