
Resource Summary Report

Generated by dkNET on Apr 29, 2025

CATdb: a Complete Arabidopsis Transcriptome 
database
RRID:SCR_007582
Type: Tool

Proper Citation

CATdb: a Complete Arabidopsis Transcriptome database (RRID:SCR_007582)

Resource Information

URL: http://urgv.evry.inra.fr/CATdb

Proper Citation: CATdb: a Complete Arabidopsis Transcriptome database 
(RRID:SCR_007582)

Description: CATdb collects together all the information on transcriptome experiments done 
at URGV with CATMA micro arrays. All data in CATdb come from the URGV micro array 
platforms. Common procedures are used including any steps from the experiment design to 
the statistical analyses. Directed through a WEB interface, biologists enter the standard 
description of each experimental step (extraction, labelling, hybridization and scanning). 
Then, normalization and statistical analyses are done following a set of selected methods 
depending on the experimental design and array types.

Synonyms: CATdb

Resource Type: data or information resource, database

Keywords: catma, microarray, transcriptome, bio.tools, FASEB list

Funding:

Resource Name: CATdb: a Complete Arabidopsis Transcriptome database

Resource ID: SCR_007582

Alternate IDs: nif-0000-02639, biotools:catdb

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_007582/resolver
https://dknet.org/data/record/nlx_144509-1/SCR_007582/resolver
http://urgv.evry.inra.fr/CATdb


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

Record Creation Time: 20220129T080242+0000

Record Last Update: 20250429T055148+0000

Ratings and Alerts

No rating or validation information has been found for CATdb: a Complete Arabidopsis 
Transcriptome database.

No alerts have been found for CATdb: a Complete Arabidopsis Transcriptome database.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 32 mentions in open access literature.

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