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Type: Tool

Proper Citation

Discovar assembler (RRID:SCR_016755)

Resource Information

URL: https://software.broadinstitute.org/software/discovar/blog/

Proper Citation: Discovar assembler (RRID:SCR_016755)

Description: Software tool for variant calling with reference and de novo assembly of 
genomes. The heart of DISCOVAR is a de novo genome assembler which can generate de 
novo assemblies for both large and small genomes.

Abbreviations: Discovar

Synonyms: Discovar de novo, Discovar

Resource Type: software application, sequence analysis software, data analysis software, 
data processing software, software resource

Defining Citation: PMID:25326702

Keywords: variant, calling, reference, de novo, assembly, genome, genetic, human, 
sequence, analysis

Funding: NHGRI R01 HG003474;
NHGRI U54 HG003067;
NIAID HHSN272200900018C

Availability: Free, Available for download, Freely available

Resource Name: Discovar assembler

Resource ID: SCR_016755

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_016755/resolver
https://software.broadinstitute.org/software/discovar/blog/
https://pubmed.ncbi.nlm.nih.gov/25326702


License: MIT

Record Creation Time: 20220129T080332+0000

Record Last Update: 20250407T220341+0000

Ratings and Alerts

No rating or validation information has been found for Discovar assembler.

No alerts have been found for Discovar assembler.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 20 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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2021, gigabyte19.
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Coquerel (Hemiptera: Aphididae) and Its Symbionts. G3 (Bethesda, Md.), 10(12), 4315.
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Nature genetics, 52(10), 1018.

Etherington GJ, et al. (2020) Sequencing smart: De novo sequencing and assembly 
approaches for a non-model mammal. GigaScience, 9(5).
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microbiology, 86(13).
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19(1), 31.
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sequencing project. GigaScience, 8(3).
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Apidae). Mitochondrial DNA. Part B, Resources, 2(2), 604.
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