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Proper Citation

CoryneRegNet (RRID:SCR_002255)

Resource Information

URL: http://www.coryneregnet.de

Proper Citation: CoryneRegNet (RRID:SCR_002255)

Description: Reference database and analysis platform for corynebacterial transcription
factors and gene regulatory networks. It generates links to genome annotations, to
identified transcription factors and to the corresponding cis-regulatory elements.
CoryneRegNet is based on a multi-layered, hierarchical and modular concept of
transcriptional regulation and was implemented by using the relational database
management system MySQL and an ontology-based data structure.

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

Defining Citation: PMID:22080556, PMID:19498379, PMID:18426593, PMID:17986320,
PMID:17229482, PMID:16478536

Keywords: gene, regulatory network, transcription factor, interaction, cis-regulatory
element, bio.tools

Availability: Free, Freely available

Resource Name: CoryneRegNet

Resource ID: SCR_002255

Alternate IDs: biotools:coryneregnet, nif-0000-02689, OMICS 01858
Alternate URLSs: https://bio.tools/coryneregnet

Record Creation Time: 20220129T080212+0000

Record Last Update: 20260725T191122+0000
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Ratings and Alerts
No rating or validation information has been found for CoryneRegNet.

No alerts have been found for CoryneRegNet.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 17 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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