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Proper Citation

BUSCO (RRID:SCR_015008)

Resource Information

URL.: http://busco.ezlab.org/

Proper Citation: BUSCO (RRID:SCR_015008)

Description: Software tool to quantitatively measure genome assembly and annotation
completeness based on evolutionarily informed expectations of gene content.

Synonyms: BUSCO v2, Benchmarking Universal Single-Copy Orthologs (BUSCO),
Benchmarking Universal Single-Copy Orthologs, BUSCO v1

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

Defining Citation: DOI:10.1093/bioinformatics/btv351

Keywords: genome assembly, annotation completeness, quantitative method, bio.tools

Funding: Swiss National Science Foundation ;
Marie Curie International Outgoing Fellowship

Availability: Free, Available for download, Freely available
Resource Name: BUSCO
Resource ID: SCR_015008

Alternate IDs: biotools:busco



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_015008/resolver
http://busco.ezlab.org/
https://dx.doi.org/10.1093/bioinformatics/btv351

Alternate URLSs: https://gitlab.com/ezlab/busco, https://bio.tools/busco,
https://sources.debian.org/src/busco/

License: GNU GPL
Record Creation Time: 20220129T080323+0000

Record Last Update: 20250409T061240+0000

Ratings and Alerts
No rating or validation information has been found for BUSCO.

No alerts have been found for BUSCO.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 5901 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.

Polinski JM, et al. (2025) Chromosome-level reference genome for the Jonah crab, Cancer
borealis. G3 (Bethesda, Md.), 15(1).

Liu Z, et al. (2025) Genome architecture of the allotetraploid wild grass Aegilops ventricosa
reveals its evolutionary history and contributions to wheat improvement. Plant
communications, 6(1), 101131.

Schoneberg Y, et al. (2025) Three Novel Spider Genomes Unveil Spidroin Diversification
and Hox Cluster Architecture: Ryuthela nishihirai (Liphistiidae), Uloborus plumipes
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23(1), 11.

Elizondo-Reyna E, et al. (2025) Insights from a Genome-Wide Study of Pantoea
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Gryllotalpa Orientalis based on genome assembly and transcriptome comparison. BMC
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