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Proper Citation

OryGenesDB (RRID:SCR_013226)

Resource Information

URL: http://orygenesdb.cirad.fr/

Proper Citation: OryGenesDB (RRID:SCR_013226)

Description: The Oryza sativa database displays sequence information resulting from the
research of the Centre de cooperation internationale en recherche agronomique pour le
developpement. It also includes related molecular data from external rice molecular
resources (cDNA full length, Gene, EST, Markers, Expression data, etc.). Genome
Browser (Gbrowse), a Web-based application for displaying genomic annotations and
other features, is the core of our database. The reference annotation layer consists in the
12 rice pseudomolecules released by the TIGR (Version 5.0, January 2007). All the data
are superposed as annotations layers and positioned with respect to these
pseudomolecules. We developed a set of tools around GBrowse to retrieve as
exhaustively as possible information related to queries with several starting points. These
tools allow a molecular geneticist to readily find insertion lines (T-DNA, Tos17, Ds) in
genes of interest and to retrieve all the associated annotations related to these
sequences.

Synonyms: OryGenesDB

Resource Type: database, data or information resource

Resource Name: OryGenesDB

Resource ID: SCR_013226

Alternate IDs: nif-0000-03231

Record Creation Time: 20220129T080314+0000

Record Last Update: 20260808T190431+0000

Ratings and Alerts

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_013226/resolver
http://orygenesdb.cirad.fr/


No rating or validation information has been found for OryGenesDB.

No alerts have been found for OryGenesDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 28 mentions in open access literature.

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