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Type: Tool

Proper Citation

QUAST (RRID:SCR_001228)

Resource Information

URL: http://bioinf.spbau.ru/quast

Proper Citation: QUAST (RRID:SCR_001228)

Description: Quality assessment software tool for evaluating and comparing genome
assemblies. It works both with and without a given reference genome. It produces many
reports, summary tables and plots.

Abbreviations: QUAST

Synonyms: QUAST: Quality Assessment Tool for Genome Assemblies

Resource Type: software resource

Defining Citation: PMID:23422339

Keywords: genome assembly, genomics, bio.tools

Resource Name: QUAST

Resource ID: SCR_001228

Alternate IDs: biotools:quast, OMICS_02115

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

Record Creation Time: 20220129T080206+0000

Record Last Update: 20260725T190458+0000

Ratings and Alerts

No rating or validation information has been found for QUAST.

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_001228/resolver
http://bioinf.spbau.ru/quast
https://pubmed.ncbi.nlm.nih.gov/23422339


No alerts have been found for QUAST.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 2863 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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anselli). G3 (Bethesda, Md.), 16(1).

Kimbrel JA, et al. (2026) High-quality Acinetobacter genomes recovered from combat
wounds via metagenomic sequencing resemble cultured isolate genomes. Microbiology
spectrum, 14(1), e0187625.

Huang C, et al. (2026) The High-Altitude Adaptation Characteristics of Microbiota-Host
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antimicrobial resistance and virulence in cattle Escherichia coli from China. Microbiology
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e0110425.

Sari E, et al. (2026) Gene duplication, horizontal gene transfer, and trait trade-offs drive
evolution of postfire resource acquisition in pyrophilous fungi. Proceedings of the National
Academy of Sciences of the United States of America, 123(1), e2519152123.

https://scicrunch.org/nidm-terms/rin/sources/SCR_005400
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_001228/resolver/mentions


Lawson LP, et al. (2026) Whole-genome sequence of the African Common Reed Frog
(Hyperolius viridiflavus viridiflavus) from Ethiopia. G3 (Bethesda, Md.), 16(1).

Alemán S, et al. (2026) Unraveling Cytomegalovirus Drug Resistance in Transplant
Patients by Targeting Deep Sequencing. Journal of medical virology, 98(1), e70768.

Kumar V, et al. (2025) Whole genome sequencing and assembly of the house sparrow,
Passer domesticus. GigaByte (Hong Kong, China), 2025, gigabyte161.

Han H, et al. (2025) A telomere-to-telomere phased genome of an octoploid strawberry
reveals a receptor kinase conferring anthracnose resistance. GigaScience, 14.
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2025, gigabyte156.
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Márquez R, et al. (2025) A draft genome assembly for the dart-poison frog Phyllobates
terribilis. GigaByte (Hong Kong, China), 2025, gigabyte157.

Yen EC, et al. (2025) Chromosome-level genome assembly and methylome profile yield
insights for the conservation of endangered loggerhead sea turtles. GigaScience, 14.


