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Proper Citation
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Resource Information

URL.: http://www.ncrna.org/frnadb

Proper Citation: functional RNAdb (RRID:SCR_007664)

Description: fRNAdb is a database of comprehensive non-coding RNA (ncRNA) sequences
including known (or previously reported) ncRNAs, which are acquired from other sequence
databases, and ncRNA sequences reported by the joint research groups of the Functional
RNA Project. It is funded by the New Energy and Industrial Technology Development
Organization.

Synonyms: fRNAdb

Resource Type: database, data or information resource
Keywords: functional rna, ncrna, non-coding rna
Funding:

Resource Name: functional RNAdb

Resource ID: SCR_007664

Alternate IDs: nif-0000-02853

Record Creation Time: 20220129T080243+0000

Record Last Update: 20250412T055206+0000

Ratings and Alerts


https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_007664/resolver
http://www.ncrna.org/frnadb

No rating or validation information has been found for functional RNAdb.

No alerts have been found for functional RNAdb.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 25 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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10438.
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