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Proper Citation

MIREAP (RRID:SCR_013025)

Resource Information

URL: http://sourceforge.net/projects/mireap/

Proper Citation: MIREAP (RRID:SCR_013025)

Description: A software tool which can be used to identify both known and novel 
microRNAs from small RNA libraries deeply sequenced by Solexa/454/Solid technology.

Abbreviations: MIREAP

Resource Type: software resource

Funding:

Availability: GNU General Public License, v2

Resource Name: MIREAP

Resource ID: SCR_013025

Alternate IDs: OMICS_00376

Record Creation Time: 20220129T080313+0000

Record Last Update: 20250420T014629+0000

Ratings and Alerts

No rating or validation information has been found for MIREAP.

No alerts have been found for MIREAP.

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_013025/resolver
http://sourceforge.net/projects/mireap/


Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 364 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Zhong S, et al. (2024) Distinct small RNAs are expressed at different stages of Phytophthora 
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precise phosphorylation of RNA polymerase II and proper transcription. PLoS pathogens, 
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Zhang S, et al. (2024) Whole-Transcriptome Sequencing Reveals the Global Molecular 
Responses and NAC Transcription Factors Involved in Drought Stress in Dendrobium 
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Yang Y, et al. (2024) RNA-Seq Analysis Revealed circRNAs and Genes Associated with 
Abdominal Fat Deposition in Ducks. Animals : an open access journal from MDPI, 14(2).
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