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Proper Citation

STIFDB (RRID:SCR_002131)

Resource Information

URL: http://caps.ncbs.res.in/stifdb2/

Proper Citation: STIFDB (RRID:SCR_002131)

Description: Database of biotic and abiotic stress responsive genes in Arabidopsis
thaliana and Oryza sativa L. with options to identify probable Transcription Factor Binding
Sites in their promoters. In the response to biotic stress like Bacteria and abiotic stresses
like ABA, drought, cold, salinity, dehydration, UV-B, high light, heat,heavy metals etc, ten
specific families of transcription factors in Arabidopsis thaliana and six in Oryza sativa L.
are known to be involved. HMM-based models are used to identify binding sites of
transcription factors belonging to these families. They have also consulted literature
reports to cross-validate the Transcription Factor Binding Sites predicted by the method.

Abbreviations: STIFDB
Synonyms: Stress Responsive Transcription Factor Database
Resource Type: data or information resource, database

Defining Citation: PMID:23314754, PMID:19841686

Keywords: stress responsive, transcription factor, biotic, abiotic, gene, transcription factor
binding site, promoter, stress, chromosome, blast

Availability: Free, Freely Available

Resource Name: STIFDB

Resource ID: SCR_002131

Alternate IDs: OMICS 01866

Record Creation Time: 20220129T080211+0000

Record Last Update: 20260729T044021+0000



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_002131/resolver
http://caps.ncbs.res.in/stifdb2/
https://pubmed.ncbi.nlm.nih.gov/23314754
https://pubmed.ncbi.nlm.nih.gov/19841686

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

No alerts have been found for STIFDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 10 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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