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Proper Citation

PLEXdb - Plant Expression Database (RRID:SCR_006963)

Resource Information

URL: http://www.plexdb.org/index.php

Proper Citation: PLEXdb - Plant Expression Database (RRID:SCR_006963)

Description: PLEXdb (Plant Expression Database) is a unified gene expression resource for 
plants and plant pathogens. PLEXdb is a genotype to phenotype, hypothesis building 
information warehouse, leveraging highly parallel expression data with seamless portals to 
related genetic, physical, and pathway data. The integrated tools of PLEXdb allow 
investigators to use commonalities in plant biology for a comparative approach to functional 
genomics through use of large-scale expression profiling data sets.

Abbreviations: PLEXdb

Synonyms: PLEXdb - Gene expression resources for plants and plant pathogens, Plant 
Expression Database

Resource Type: portal, topical portal, analysis service resource, database, storage service 
resource, data analysis service, data or information resource, service resource, data 
repository, production service resource

Defining Citation: PMID:22084198

Keywords: gene expression, plant, plant pathogen, genotype, phenotype, genetic, physical, 
pathway, plant biology, compare, functional genomics, expression profiling, expression atlas, 
pathogen, genome, anova, cluster, bio.tools

Funding: UniNSF DBI-0543441;
NSF IOS-0922746;
USDA 3625-21000-049-00D

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_006963/resolver
http://www.plexdb.org/index.php
https://pubmed.ncbi.nlm.nih.gov/22084198


Resource Name: PLEXdb - Plant Expression Database

Resource ID: SCR_006963

Alternate IDs: biotools:plexdb, nlx_149236

Alternate URLs: https://bio.tools/plexdb

Record Creation Time: 20220129T080239+0000

Record Last Update: 20250502T055650+0000

Ratings and Alerts

No rating or validation information has been found for PLEXdb - Plant Expression Database.

No alerts have been found for PLEXdb - Plant Expression Database.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 21 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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