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Proper Citation

MiRPara (RRID:SCR_005294)

Resource Information

URL: https://code.google.com/p/mirpara/

Proper Citation: MiRPara (RRID:SCR_005294)

Description: A SVM (support vector machine-based software tool for prediction of most
probable microRNA coding regions in genome scale sequences.

Abbreviations: miRPara

Synonyms: mirpara - know and novel miRNA prediction software

Resource Type: software resource

Defining Citation: PMID:21504621

Keywords: microrna, prediction, mirbase, novel, support vector machine, mirna, dicer,
ago, coding region, genome sequence, high throughputut sequencing

Availability: GNU General Public License, v3, Acknowledgement requested

Resource Name: MiRPara

Resource ID: SCR_005294

Alternate IDs: OMICS_00380

Record Creation Time: 20220129T080229+0000

Record Last Update: 20260725T190601+0000

Ratings and Alerts

No rating or validation information has been found for MiRPara.

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_005294/resolver
https://code.google.com/p/mirpara/
https://pubmed.ncbi.nlm.nih.gov/21504621


No alerts have been found for MiRPara.

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 SPARC SAWG .

Li Y, et al. (2023) Multi-omics data provide insight into the adaptation of the glasshouse
plant Rheum nobile to the alpine subnival zone. Communications biology, 6(1), 906.

Wang Z, et al. (2023) Systematic Characterization and Regulatory Role of lncRNAs in
Asian Honey Bees Responding to Microsporidian Infestation. International journal of
molecular sciences, 24(6).
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https://scicrunch.org/sawg/rin/sources/SCR_005400
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Hanif Q, et al. (2018) In silico identification of conserved miRNAs and their selective target
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expression in the heterozygous polyploid switchgrass. Biotechnology for biofuels, 11, 208.
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animal development, regeneration, immunity and lignocellulose digestion. eLife, 5.


