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Proper Citation

PInTFDB (RRID:SCR_010899)

Resource Information

URL: http://pIntfdb.bio.uni-potsdam.de

Proper Citation: PINTFDB (RRID:SCR_010899)

Description: Public database arising from efforts to identify and catalogue all plant genes
involved in transcriptional control.Integrative plant transcription factor database that
provides web interface to access large sets of transcription factors of several plant
species, currently encompassing Arabidopsis thaliana (thale cress), Populus trichocarpa
(poplar), Oryza sativa (rice), Chlamydomonas reinhardtii and Ostreococcus tauri. Provides
access point to its daughter databases of species-centered representation of transcription
factors (OstreoTFDB, ChlamyTFDB, ArabTFDB, PoplarTFDB and RiceTFDB). Information
including protein sequences, coding regions, genomic sequences, expressed sequence
tags, domain architecture and scientific literature is provided for each family.

Synonyms: Plant Transcription Factor Database, PINTFDB v3.0

Resource Type: service resource, data analysis service, data or information resource,
database, production service resource, analysis service resource

Defining Citation: PMID:19858103, PMID:17286856

Keywords: protein model, protein sequence, gene family, protein, transcriptional control,
blast, bio.tools, FASEB list

Funding: University of Potsdam ;

Germany ;

German Federal Ministry of Education and Research ;
Fond der Chemischen Industrie

Availability: Free, Freely available

Resource Name: PInNTFDB



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_010899/resolver
http://plntfdb.bio.uni-potsdam.de
https://pubmed.ncbi.nlm.nih.gov/19858103
https://pubmed.ncbi.nlm.nih.gov/17286856

Resource ID: SCR_010899

Alternate IDs: biotools:pIntfdb, OMICS_ 00561

Alternate URLSs: http://pIntfdb.bio.uni-potsdam.de/v3.0/, https://bio.tools/pintfdb
Record Creation Time: 20220129T080301+0000

Record Last Update: 20260731T042837+0000

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

No alerts have been found for PINTFDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 201 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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on transcriptomic analysis. BMC plant biology, 24(1), 1244.

Ji W, et al. (2023) Transcriptome Profiling of Gossypium anomalum Seedlings Reveals
Key Regulators and Metabolic Pathways in Response to Drought Stress. Plants (Basel,
Switzerland), 12(2).

Hu J, et al. (2023) PearMODB: a multiomics database for pear (Pyrus) genomics, genetics
and breeding study. Database : the journal of biological databases and curation, 2023.

Zafar UB, et al. (2023) De novo transcriptome assembly of Dalbergia sissoo Roxb.
(Fabaceae) under Botryodiplodia theobromae-induced dieback disease. Scientific reports,
13(1), 20503.

Yang S, et al. (2023) Global Responses of Autopolyploid Sugarcane Badila (Saccharum
officinarum L.) to Drought Stress Based on Comparative Transcriptome and Metabolome
Profiling. International journal of molecular sciences, 24(4).

Zhou P, et al. (2023) Omics analyses of Rehmannia glutinosa dedifferentiated and
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