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Proper Citation

miRBase (RRID:SCR_003152)

Resource Information

URL: http://www.mirbase.org/

Proper Citation: miRBase (RRID:SCR_003152)

Description: Central online repository for microRNA nomenclature, sequence data,
annotation and target prediction.Collection of published miRNA sequences and
annotation.

Abbreviations: miRBase
Synonyms: microRNA database

Resource Type: database, naming service, data repository, storage service resource,
data or information resource, service resource

Defining Citation: PMID:24275495, PMID:21037258, PMID:20205188, PMID:17991681,
PMID:16957372, PMID:16381832, PMID:14681370

Keywords: gene, annotation, hairpin, microrna, nomenclature, rna, sequence, target,
transcript, unique name, mirna registry, genetics, bio.tools, FASEB list

Funding: BBSRC ;
Wellcome Trust Sanger Institute

Availability: Free, Available for download, Freely available

Resource Name: miRBase

Resource ID: SCR_003152

Alternate IDs: SCR_017497, r3d100010670, nif-0000-03134, biotools:mirbase

Alternate URLSs: http://microrna.sanger.ac.uk/, https://bio.tools/mirbase,
https://doi.org/10.17616/R3VG8D
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Record Creation Time: 20220129T080217+0000

Record Last Update: 20260815T182227+0000

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

No alerts have been found for miRBase.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 10387 mentions in open access literature.

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