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TFClass

RRID:SCR_012018
Type: Tool

Proper Citation

TFClass (RRID:SCR_012018)

Resource Information

URL.: http://tfclass.bioinf.med.uni-goettingen.de/tfclass

Proper Citation: TFClass (RRID:SCR_012018)

Description: Database that classifies human transcription factors based on the
characteristics of their DNA-binding domains. It comprises six levels (superclasses, classes,
families, subfamilies, genera and factor species), two of which are optional (subfamilies and
factor species). The full classification can also be obtained as html document and as
ontology in obo-format.

Abbreviations: TFClass
Synonyms: Classification of Human Transcription Factors
Resource Type: data or information resource, database, controlled vocabulary, ontology

Defining Citation: PMID:23180794

Keywords: transcription factor, dna-binding domain, obo

Funding: BMBF ;

European Union FP7 LipidomicNet 202272;
European Union FP7 SysCol 258236;

DFG FKZ0315890B

Availability: Acknowledgement requested

Resource Name: TFClass



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_012018/resolver
http://tfclass.bioinf.med.uni-goettingen.de/tfclass
https://pubmed.ncbi.nlm.nih.gov/23180794

Resource ID: SCR_012018
Alternate IDs: OMICS 01864
Record Creation Time: 20220129T080308+0000

Record Last Update: 20250429T055500+0000

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

No alerts have been found for TFClass.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 13 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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