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Type: Tool

Proper Citation

GenomeScope (RRID:SCR_017014)

Resource Information

URL: https://github.com/schatzlab/genomescope

Proper Citation: GenomeScope (RRID:SCR_017014)

Description: Open source software package for fast genome analysis from unassembled
short reads. Used to estimate genome heterozygosity, repeat content, and size from
sequencing reads using a kmer-based statistical approach.

Abbreviations: Genomescope

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

Defining Citation: PMID:28369201

Keywords: genome, unassembled, sequenced, data, short, read, analysis,
heterozygosity, repeat, content, size, kmer

Funding: NHGRI R01 HG006677;
NSF DBI 1350041;
NSF IOS 1237880

Availability: Free, Freely available,

Resource Name: GenomeScope

Resource ID: SCR_017014

Alternate URLs: http://qb.cshl.edu/genomescope/

License: Apache License 2.0

Record Creation Time: 20220129T080333+0000

Record Last Update: 20260905T132817+0000

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/SCR_017014/resolver
https://github.com/schatzlab/genomescope
https://pubmed.ncbi.nlm.nih.gov/28369201


Ratings and Alerts

No rating or validation information has been found for GenomeScope.

No alerts have been found for GenomeScope.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 800 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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Rivera MG, et al. (2026) Genome assembly and annotation of a deep-diving pinniped, the
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Hu Y, et al. (2026) The reference genome sequence of the scarlet follicle, Sterculia
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Han ZR, et al. (2026) Chromosome-level genome assembly of Neoseiulus longispinosus
(Phytoseiidae). Scientific data, 13(1).

Cartealy IC, et al. (2026) Genome survey of nutmeg (Myristica fragrans) from Indonesia:
genomic resource for Myristicaceae. Frontiers in plant science, 17, 1753954.

Wang M, et al. (2026) Chromosome-level genome assembly of the alpine extremophyte
Tibetan snow lotus, Saussurea hypsipeta Diels. Scientific data, 13(1).

Zhang X, et al. (2026) A high-quality Chromosome-level genome assembly of
Gynostemma guangxiense (Cucurbitaceae). Scientific data, 13(1).

Li X, et al. (2026) A chromosome-level genome assembly of two-spotted cricket, Gryllus
bimaculatus (Orthoptera: Grylloidea). Scientific data, 13(1).

Yue Z, et al. (2026) Chromosome-level genome assembly and annotation of the termite
Reticulitermes chinensis Snyder. Scientific data, 13(1).

Biello R, et al. (2026) Chromosome-level genome of the Adriatic sturgeon, Acipenser
naccarii: A resource for polyploid fish genomics. The Journal of heredity, 117(4), 877.

Cheng Z, et al. (2026) A chromosome-level reference genome of an endangered plant
Craigia yunnanensis. Scientific data, 13(1).

Schoonmaker AN, et al. (2026) A whole-genome assembly of St. Augustinegrass and
visualizing diversity within the species. The plant genome, 19(1), e70144.


