Resource Summary Report

Generated by dkNET on Aug 13, 2026

Transcriptional Regulatory Relationships
Unrevealed by Sentence based Text mining
database

RRID:SCR_022554
Type: Tool

Proper Citation

Transcriptional Regulatory Relationships Unrevealed by Sentence based Text mining
database (RRID:SCR_022554)

Resource Information

URL: https://www.grnpedia.org/trrust/

Proper Citation: Transcriptional Regulatory Relationships Unrevealed by Sentence based
Text mining database (RRID:SCR_022554)

Description: TRUSST is reference database of human transcriptional regulatory
interactions. TRRUST v2 is manually curated expanded reference database of human and
mouse transcriptional regulatory interactions.

Abbreviations: TRRUST
Synonyms: TRRUST database, TRRUSTV2
Resource Type: data or information resource, database

Defining Citation: PMID:26066708, DOI:10.1093/nar/gkx1013

Keywords: human and mouse transcriptional regulatory interactions, regulatory networks,
transcriptional regulatory networks, human, mouse

Funding: National Research Foundation of Korea ;
Brain Korea 21 PLUS program

Availability: Restricted

Resource Name: Transcriptional Regulatory Relationships Unrevealed by Sentence
based Text mining database

Resource ID: SCR_022554
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Ratings and Alerts

No rating or validation information has been found for Transcriptional Regulatory
Relationships Unrevealed by Sentence based Text mining database.

No alerts have been found for Transcriptional Regulatory Relationships Unrevealed by
Sentence based Text mining database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 269 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET .
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