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Proper Citation

DoRothEA (RRID:SCR_027126)

Resource Information

URL.: https://bioconductor.org/packages/release/data/experiment/nhtml/dorothea.html

Proper Citation: DoRothEA (RRID:SCR_027126)

Description: Software R package for storing the regulons. Gene regulatory network
containing signed transcription factor (TF) - target gene interactions. DoRothEA regulons,
the collection of TF and its transcriptional targets, were curated and collected from
different types of evidence for both human and mouse. Confidence level was assigned to
each TF-target interaction based on number of supporting evidence.

Resource Type: software toolkit, software resource

Keywords: Gene regulatory network, storing regulons, signed transcription factor,
transcription factors collection, transcriptional targets collection, human, mouse

Availability: Free, Available for download, Freely available
Resource Name: DoRothEA

Resource ID: SCR_027126

Alternate URLSs: https://github.com/saezlab/dorothea/
License: GNU GPL v3

Record Creation Time: 20250702T060923+0000

Record Last Update: 20260810T040923+0000

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

No alerts have been found for DoRothEA.



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_027126/resolver
https://bioconductor.org/packages/release/data/experiment/html/dorothea.html

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 SPARC SAWG .
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