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KAT

RRID:SCR_016741
Type: Tool

Proper Citation

KAT (RRID:SCR_016741)

Resource Information

URL: https://github.com/TGAC/KAT

Proper Citation: KAT (RRID:SCR_016741)

Description: Software that generates, analyses and compares k-mer spectra produced
from sequence files. Used to quality control NGS datasets and genome assemblies.

Abbreviations: KAT
Synonyms: K-mer Analysis Toolkit

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

Defining Citation: DOI:10.1093/bioinformatics/btw663

Keywords: generate, analyse, compare, k-mer, spectra, sequence, file, quality, control,
NGS, dataset, genome, assembly, bio.tools

Funding: BBSRC

Availability: Free, Available for download, Freely available

Resource Name: KAT

Resource ID: SCR_016741

Alternate IDs: biotools:kat

Alternate URLSs: http://www.earlham.ac.uk/kat-tools, https://bio.tools/kat
Record Creation Time: 20220129T080332+0000

Record Last Update: 20260731T043012+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_016741/resolver
https://github.com/TGAC/KAT
https://dx.doi.org/10.1093/bioinformatics/btw663

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

No alerts have been found for KAT.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 19 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .

Chen X, et al. (2025) Comparative genomic analysis of Artemisia argyi reveals asymmetric
expansion of terpene synthases and conservation of artemisinin biosynthesis. The Plant
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Xin H, et al. (2025) Jan and mini-Jan, a model system for potato functional genomics.
Plant biotechnology journal, 23(4), 1243.
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improved Abbassa nile tilapia genome assembly. Scientific reports, 15(1), 16057.
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(Thunb.) Nakai. Scientific data, 12(1), 1508.
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resource announcements, 13(10), e0037724.

Xin H, et al. (2024) Jan and mini-Jan, a model system for potato functional genomics.
bioRxiv : the preprint server for biology.

Patel S, et al. (2023) Genome assembly of the hybrid grapevine Vitis ‘Chambourcin’.
GigaByte (Hong Kong, China), 2023, gigabyte84.
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11.
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Trajectory of Malassezia furfur. mBio, 13(2), e0385321.



https://neuinfo.org/rin/sources/SCR_005400
https://neuinfo.org/data/record/nlx_144509-1/SCR_016741/resolver/mentions

Machado AM, et al. (2022) A genome assembly of the Atlantic chub mackerel (Scomber
colias): a valuable teleost fishing resource. GigaByte (Hong Kong, China), 2022,
gigabyte40.
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adaptation. GigaScience, 10(1).
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difference (KAD) between short reads and genome assembled sequences. NAR genomics
and bioinformatics, 2(3), Iqgaa075.
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assembly of a plant genome. GigaScience, 9(12).

Paajanen P, et al. (2019) A critical comparison of technologies for a plant genome
sequencing project. GigaScience, 8(3).
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Nature genetics, 50(8), 1102.




