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Proper Citation

Japanese Research Center of Genetic Resources NARO Genebank project
(RRID:SCR_013259)

Resource Information

URL: http://www.gene.affrc.go.jp/index_en.php

Proper Citation: Japanese Research Center of Genetic Resources NARO Genebank
project (RRID:SCR_013259)

Description: Research Center of Genetic Resources is central coordinating institute in
Japan for conservation of plants, microorganisms, and animals related to agriculture.
NARO Genebank coordinates this activity in collaboration with network of institutes
throughout Japan. Conducts exploration, collection, characterization, preservation, and
distribution service of microorganism genetic resources, animal genetic resources raised
in Japan, and plant genetic resources.

Synonyms: Japanese Research Center of Genetic Resources National Agriculture and
Food Research Organization Genebank project, NARO Genebank

Resource Type: biomaterial supply resource, material resource, tissue bank

Keywords: Japan, conservation, plants, microorganisms, animals, agriculture, NARO,
genebank

Resource Name: Japanese Research Center of Genetic Resources NARO Genebank
project

Resource ID: SCR_013259
Alternate IDs: SCR_013288, nix_80440, nIx_64563
Record Creation Time: 20220129T080315+0000

Record Last Update: 20260808T190009+0000

Ratings and Alerts
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No rating or validation information has been found for Japanese Research Center of
Genetic Resources NARO Genebank project.

No alerts have been found for Japanese Research Center of Genetic Resources NARO
Genebank project.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 94 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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