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Proper Citation

miRDeep (RRID:SCR_010829)

Resource Information

URL: https://www.mdc-
berlin.de/8551903/en/research/research _teams/systems_biology of gene_regulatory elements/pro

Proper Citation: miRDeep (RRID:SCR_010829)

Description: Software tool to identify known and novel miRNA genes in seven animal
clades by analyzing sequenced RNAs. Used for discovering known and novel miRNAs
from small RNA sequencing data.

Abbreviations: miRDeep2

Resource Type: data analysis software, software application, software resource,
seguence analysis software, data processing software

Defining Citation: PMID:18392026, PMID:21911355

Keywords: miRNA, gene, animal, clade, analysis, sequence, RNA, data

Funding: Helmholtz-Alliance on Systems Biology ;
Helmholtz Association ;

German Ministry of Education and Research ;
Senate of Berlin ;

China Scholarship Council ;

Max Delbriick Centrum Systems Biology Network

Availability: Free, Available for download, Freely available
Resource Name: miRDeep

Resource ID: SCR_010829

Alternate IDs: OMICS 00373

Alternate URLSs: https://github.com/rajewsky-lab/mirdeep2
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License: GNU GPL v3
Record Creation Time: 20220129T080301+0000

Record Last Update: 20260801T190417+0000

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

No alerts have been found for miRDeep.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 163 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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