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Proper Citation

shovill (RRID:SCR_017077)

Resource Information

URL: https://github.com/tseemann/shovill

Proper Citation: shovill (RRID:SCR_017077)

Description: Software tool to assemble bacterial isolate genomes from Illumina paired
end reads. Used for isolate data only, primarily small haploid organisms. Supports
assemblers like SKESA, Velvet and Megahit.

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

Keywords: assembly, bacteria, isolate, genome, Illumina, paired, end, read, data, haploid,
organism, bio.tools

Availability: Free, Available for download, Freely available

Resource Name: shovill

Resource ID: SCR_017077

Alternate IDs: , biotools:shovill, BioTools:shovill

Alternate URLs: https://bio.tools/shovill, https://sources.debian.org/src/shovill/

License: GNU GPL v3

License URLs: https://github.com/tseemann/shovill/blob/master/LICENSE

Record Creation Time: 20220129T080333+0000

Record Last Update: 20260808T190043+0000

Ratings and Alerts

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_017077/resolver
https://github.com/tseemann/shovill


No rating or validation information has been found for shovill.

No alerts have been found for shovill.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 587 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .

Lu Q, et al. (2026) Genomic characterization and pathogenicity validation of Mycoplasma
ovipneumoniae strains from diseased sheep: insights into potential pathogenic
mechanisms of GSWW364. Veterinary research, 57(1).

Silcocks M, et al. (2026) Dormancy regulon reduction was pivotal to the evolution of
Mycobacterium tuberculosis. Nature communications, 17(1).

Bao D, et al. (2026) Genomic characterization of extended-spectrum ?-Lactamases
(ESBLs)-producing Escherichia coli recovered from bloodstream infections in China. BMC
microbiology, 26(1).

Ni H, et al. (2026) Enhanced Spread of Carbapenem-Resistant Pseudomonas aeruginosa
in ICU Environment During a COVID-19 Upsurge Period in China. Infection and drug
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Shiga toxin-producing Escherichia coli and their antimicrobial resistome. Microbiology
spectrum, 14(1), e0095625.
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spread in Africa. Nature communications, 17(1).

Yuan B, et al. (2026) Rapid Detection of Vibrio vulnificus with Recombinase Polymerase
Amplification Assays Based on Specific Sequence Tags of Core Genome.
Microorganisms, 14(2).
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animal feces from a grain field in Germany. Microbiology resource announcements, 15(5),
e0136525.
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12(1).
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announcements, 15(1), e0085725.


