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Proper Citation

EPDnew (RRID:SCR_002485)

Resource Information

URL.: https://epd.expasy.org/epd/

Proper Citation: EPDnew (RRID:SCR_002485)

Description: EPDnew databases are the result of merging Eukaryotic Promoter Database,
EPD, promoters within house analysis of promoter specific high throughput data for selected
organisms only. EPDnew is a set of species specific databases of experimentally validated
promoters.

Abbreviations: HT-EPD, EPD
Synonyms: , Eukaryotic Promoter Database, Eukaryotic Promoter Database new
Resource Type: data or information resource, database

Defining Citation: PMID:27899657, PMID:23193273

Keywords: Promoter collection, eukaryotic promoter, promoter specific high throughput
data, species specific data, experimentally validated promoter, promoter, data

Funding: Swiss Government ;
Swiss National Science Foundation

Availability: Free, Freely available
Resource Name: EPDnew

Resource ID: SCR_002485
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Alternate IDs: nif-0000-02806
Alternate URLSs: https://epd.expasy.org/
Record Creation Time: 20220129T080213+0000

Record Last Update: 20250507T060050+0000

Ratings and Alerts

No rating or validation information has been found for EPDnew.

No alerts have been found for EPDnew.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 26 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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