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Proper Citation

Oases (RRID:SCR_011896)

Resource Information

URL: http://www.ebi.ac.uk/~zerbino/oases/

Proper Citation: Oases (RRID:SCR_011896)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on February
28,2023. Software tool as de novo transcriptome assembler designed to produce
transcripts from short read sequencing technologies, such as Illumina, SOLiD, or 454 in
the absence of any genomic assembly.

Abbreviations: Oases

Resource Type: software resource

Defining Citation: DOI:10.1093/bioinformatics/bts094

Keywords: bio.tools, transcriptome assembler

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: Oases

Resource ID: SCR_011896

Alternate IDs: biotools:oases, OMICS_01322

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

Old URLs: https://sources.debian.org/src/oases/

Record Creation Time: 20220129T080307+0000

Record Last Update: 20260725T190726+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_011896/resolver
http://www.ebi.ac.uk/~zerbino/oases/
https://dx.doi.org/10.1093/bioinformatics/bts094


No rating or validation information has been found for Oases.

No alerts have been found for Oases.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 289 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Assessment Instrument (OASES): Validity and reliability study. International wound
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reports, 14(1), 29213.
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augments the discovery of changes in the Plasmodium falciparum transcriptome during
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journal of neurology, 147(6), 2203.
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organization in the head ganglia of the gastropod, Berghia stephanieae. The Journal of
comparative neurology, 532(6), e25628.
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