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Proper Citation

Arabidopsis Gene Regulatory Information Server (RRID:SCR_006928)

Resource Information

URL: http://arabidopsis.med.ohio-state.edu

Proper Citation: Arabidopsis Gene Regulatory Information Server (RRID:SCR_006928)

Description: An information resource of Arabidopsis promoter sequences, transcription 
factors and their target genes that contains three databases. *AtcisDB consists of 
approximately 33,000 upstream regions of annotated Arabidopsis genes (TAIR9 release) 
with a description of experimentally validated and predicted cis-regulatory elements. 
*AtTFDB contains information on approximately 1,770 transcription factors (TFs). These TFs 
are grouped into 50 families, based on the presence of conserved domains. *AtRegNet 
contains 11,355 direct interactions between TFs and target genes. They provide free 
download of Arabidopsis thaliana cis-regulatory database (AtcisDB) and transcription factor 
database (AtTFDB).

Abbreviations: AGRIS

Resource Type: database, data or information resource

Defining Citation: PMID:21059685, PMID:16524982, PMID:12820902

Keywords: gene regulatory, gene, arabidopsis thaliana, promoter sequence, target gene, 
transcription factor, FASEB list

Funding: NSF

Availability: Free, Acknowledgement requested

Resource Name: Arabidopsis Gene Regulatory Information Server

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_006928/resolver
http://arabidopsis.med.ohio-state.edu
https://pubmed.ncbi.nlm.nih.gov/21059685
https://pubmed.ncbi.nlm.nih.gov/16524982
https://pubmed.ncbi.nlm.nih.gov/12820902


Resource ID: SCR_006928

Alternate IDs: OMICS_00548, nif-0000-02540

Record Creation Time: 20220129T080238+0000

Record Last Update: 20250428T053258+0000

Ratings and Alerts

No rating or validation information has been found for Arabidopsis Gene Regulatory 
Information Server.

No alerts have been found for Arabidopsis Gene Regulatory Information Server.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 48 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Mohanty B, et al. (2021) Promoter Architecture and Transcriptional Regulation of Genes 
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Arabidopsis. International journal of molecular sciences, 21(18).
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Zhai Y, et al. (2019) Putative Auxin and Light Responsive Promoter Elements From the 
Tomato spotted wilt tospovirus Genome, When Expressed as cDNA, Are Functional in 
Arabidopsis. Frontiers in plant science, 10, 804.
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Safavi-Rizi V, et al. (2018) Divergent N Deficiency-Dependent Senescence and 
Transcriptome Response in Developmentally Old and Young Brassica napus Leaves. 
Frontiers in plant science, 9, 48.

Vidya SM, et al. (2018) Transcriptional profiling and genes involved in acquired 
thermotolerance in Banana: a non-model crop. Scientific reports, 8(1), 10683.
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Photosystem I to Different Downstream Electron Acceptors. Frontiers in plant science, 9, 
410.
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gene, and its relationship with other plant genes encoding Spen proteins. Genetics and 
molecular biology, 40(3), 643.
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1725.
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MADS-box gene family identified DAM and FLC-like genes in apple (Malusx domestica). 
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