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Type: Tool

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/projects/miRDeep

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, data processing software, software application,
sequence analysis software, software resource

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 Delbrück Centrum Systems Biology Network

Availability: Free, Available for download, Freely available

Resource Name: miRDeep

Resource ID: SCR_010829

Alternate IDs: OMICS_00373

Alternate URLs: https://github.com/rajewsky-lab/mirdeep2
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License: GNU GPL v3

Record Creation Time: 20220129T080301+0000

Record Last Update: 20260810T040538+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 182 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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sciences, 12, 100420.
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pathogens, 21(7), e1013347.

Lin X, et al. (2025) Integrating gonadal RNA-seq and small RNA-seq to analyze mRNA
and miRNA changes in medaka sex differentiation. Scientific data, 12(1), 778.
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de la Cruz-Ojeda P, et al. (2025) In silico analysis of lncRNA-miRNA-mRNA signatures
related to Sorafenib effectiveness in liver cancer cells. World journal of gastroenterology,
31(3), 95207.
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Wang T, et al. (2025) Multiomics analysis provides insights into musk secretion in muskrat
and musk deer. GigaScience, 14.

Kolanchi P, et al. (2025) Genomic exploration of Bemisia tabaci microRNAs using
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Wang M, et al. (2025) MicroRNA-mediated regulatory mechanisms in cow's ileum and
ileum lymph node in response to Mycobacterium avium subspecies paratuberculosis
infection. Scientific reports, 15(1), 43030.

Madrer N, et al. (2025) Conserved small RNA networks link inflammation to pain signaling
in mice and men. Translational psychiatry, 16(1), 44.

Wang J, et al. (2025) Integrative and comparative analysis of whole-transcriptome
sequencing in circCOL1A1-knockdown and circCOL1A1-overexpressing goat hair follicle
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microRNAs and ceRNA regulative networks that targeted reproduction of goat (Capra
hircus). BMC genomics, 26(1), 250.
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by Targeting CREB5-Mediated Signaling Pathways in Alzheimer's Disease. Advanced
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transcriptome and DNA methylation datasets. Scientific data, 12(1), 1231.

Yu T, et al. (2025) Evolution of KoRV-A transcriptional silencing in wild koalas. Cell,
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