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AREX
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Type: Tool

Proper Citation

AREX (RRID:SCR_002170)

Resource Information

URL: http://www.arexdb.org/

Proper Citation: AREX (RRID:SCR_002170)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on
September 23,2022. The Arabidopsis gene Expression Database collects Arabidopsis
gene expression data from genome-wide and gene-specific sources and integrative
search tools are provided. Currently the database contains only root gene expression
data, but has the capability to contain data from any part of the plant. The aim of
Arabidopsis gene Expression Database is to: (1) Integrate genome-wide and gene-specific
("traditional”) types of expression pattern data, using ontologies to describe data whenever
possible, in particular to describe expression patterns. (2) Provide user-friendly search
tools, for example to search for genes expressed with a certain pattern, or to search for
the expression pattern of specific genes (from gene-specific experiments and from
microarray data). Expression pattern predicted from the microarray data is called digital in
Situ.

Abbreviations: AREX

Synonyms: The Arabidopsis Gene Expression Database, Arabidopsis Gene Expression
Database

Resource Type: data or information resource, database

Keywords: expression, gene, arabidopsis, genome, microarray, pattern
Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: AREX

Resource ID: SCR_002170

Alternate IDs: nif-0000-20955



https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_002170/resolver
http://www.arexdb.org/

Record Creation Time: 20220129T080211+0000

Record Last Update: 20260729T044035+0000

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

No alerts have been found for AREX.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 14 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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