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Proper Citation

Database of Arabidopsis Transcription Factors (RRID:SCR_007101)

Resource Information

URL.: http://datf.cbi.pku.edu.cn/

Proper Citation: Database of Arabidopsis Transcription Factors (RRID:SCR_007101)

Description: Database that collects all arabidopsis transcription factors (totally 1922 Loci;
2290 Gene Models) and classifies them into 64 families. It uses not only locus (gene), but
also gene model (transcript, protein) and the detail information is for each gene model not for
locus. It adds multiple alignment of the DNA-binding domain of each family, Neighbor-Joining
phylogenetic tree of each family, the GO annotation, homolog with the Database of Rice
Transcription Factors (DRTF). It also keeps old information items such as the unique cloned
and sequenced information of about 1200 transcription factors, protein domains, 3D structure
information with BLAST hits against PDB, predicted Nuclear Location Signals, UniGene
information, as well as links to literature reference.

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

Defining Citation: PMID:15731212

Keywords: gene, alignment, arabidopsis, binding, clone, dna, domain, locus, phylogenetic
tree, transcription, chromosome, transcription factor, blast, family, bio.tools, FASEB list

Funding: State Key Laboratory of Protein and Plant Gene Research ;
National Natural Science Foundation of China 31470330;

China 863 Programs 2006AA02Z334;

China Postdoctoral Science Foundation Grant 2014M560017

Availability: Free
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Resource Name: Database of Arabidopsis Transcription Factors
Resource ID: SCR_007101

Alternate IDs: nif-0000-21112, OMICS_00551, biotools:datf
Alternate URLSs: https://bio.tools/datf

Record Creation Time: 20220129T080239+0000

Record Last Update: 20250525T032259+0000

Ratings and Alerts

No rating or validation information has been found for Database of Arabidopsis Transcription
Factors.

No alerts have been found for Database of Arabidopsis Transcription Factors.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 36 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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