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Proper Citation

PLACE- A Database of Plant Cis-acting Regulatory DNA Elements (RRID:SCR_013428)

Resource Information

URL.: http://www.dna.affrc.go.jp/PLACE/

Proper Citation: PLACE- A Database of Plant Cis-acting Regulatory DNA Elements
(RRID:SCR_013428)

Description: A database of motifs found in plant cis-acting regulatory DNA elements, all
from previously published reports. It covers vascular plants only. In addition to the motifs
originally reported, their variations in other genes or in other plant species reported later
are also compiled. The PLACE database also contains a brief description of each motif
and relevant literature with PubMed ID numbers. DDBJ/EMBL/GenBank nucleotide
seguence databases accession numbers will be also included. Note: As of January 2007,
PLACE is no longer updated or maintained.

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

Defining Citation: PMID:9847208

Keywords: motif, cis-acting regulatory dna element, FASEB list

Availability: Free, Acknowledgement requested

Resource Name: PLACE- A Database of Plant Cis-acting Regulatory DNA Elements
Resource ID: SCR_013428

Alternate IDs: nif-0000-03296, OMICS 00557

Record Creation Time: 20220129T080316+0000

Record Last Update: 20260729T044329+0000
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Ratings and Alerts

No rating or validation information has been found for PLACE- A Database of Plant Cis-
acting Regulatory DNA Elements.

No alerts have been found for PLACE- A Database of Plant Cis-acting Regulatory DNA
Elements.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 329 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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Wu R, et al. (2024) The DBB Family in Populus trichocarpa: Identification,
Characterization, Evolution and Expression Profiles. Molecules (Basel, Switzerland),
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