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Proper Citation

SOPRA (RRID:SCR_005035)

Resource Information

URL: http://www.physics.rutgers.edu/~anirvans/SOPRA/

Proper Citation: SOPRA (RRID:SCR_005035)

Description: Software tool to exploit the mate pair/paired-end information for assembly of 
short reads from high throughput sequencing platforms, e.g. Illumina and SOLiD.

Abbreviations: SOPRA

Synonyms: SOPRA - Statistical Optimization of Paired Read Assembly, Statistical 
Optimization of Paired Read Assembly

Resource Type: software resource

Defining Citation: PMID:20576136

Keywords: bio.tools

Funding:

Availability: Acknowledgement requested

Resource Name: SOPRA

Resource ID: SCR_005035

Alternate IDs: biotools:sopra, OMICS_00049

Alternate URLs: https://bio.tools/sopra

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_005035/resolver
http://www.physics.rutgers.edu/~anirvans/SOPRA/
https://pubmed.ncbi.nlm.nih.gov/20576136


Record Creation Time: 20220129T080228+0000

Record Last Update: 20250410T065223+0000

Ratings and Alerts

No rating or validation information has been found for SOPRA.

No alerts have been found for SOPRA.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 19 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID.
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against Reverse Bias. Materials (Basel, Switzerland), 16(6).
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Salles P, et al. (2022) Bendable Polycrystalline and Magnetic CoFe2O4 Membranes by 
Chemical Methods. ACS applied materials & interfaces, 14(10), 12845.

Li M, et al. (2022) RegScaf: a regression approach to scaffolding. Bioinformatics (Oxford, 
England), 38(10), 2675.

Cannazza P, et al. (2021) Characterization of Komagataeibacter Isolate Reveals New 
Prospects in Waste Stream Valorization for Bacterial Cellulose Production. Microorganisms, 
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Siciliani de Cumis M, et al. (2021) Direct Comb Vernier Spectroscopy for Fractional Isotopic 
Ratio Determinations. Sensors (Basel, Switzerland), 21(17).
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reports, 9(1), 20039.
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10, 187.
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Draft Genome of Aurantiochytrium sp. Strain KH105. Genes, 9(4).
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(Leuciscus waleckii) in an Extremely Alkaline Environment. Molecular biology and evolution, 
34(1), 145.
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edodes (Shiitake) Reveals Insights into Lignocellulose Degradation. PloS one, 11(8), 
e0160336.

Gao S, et al. (2016) OPERA-LG: efficient and exact scaffolding of large, repeat-rich 
eukaryotic genomes with performance guarantees. Genome biology, 17, 102.
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Next Generation Sequencing data. BMC bioinformatics, 16, 281.
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