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GTDB-Tk

RRID:SCR_019136
Type: Tool

Proper Citation

GTDB-Tk (RRID:SCR_019136)

Resource Information

URL.: https://github.com/Ecogenomics/GtdbTk

Proper Citation: GTDB-Tk (RRID:SCR_019136)

Description: Open source software tool for assigning objective taxonomic classifications
to bacterial and archaeal genomes based on Genome Database Taxonomy. Designed to
work with recent advances that allow metagenome assembled genomes to be obtained
directly from environmental samples. Can also be applied to isolate and single cell
genomes.

Synonyms: GTDB-Tk v1.3.0, Genome Database Taxonomy-Tk
Resource Type: software toolkit, software resource

Keywords: Assigning objective taxonomic classifications, bacterial genome, archaeal
genome, Genome Database Taxonomy, metagenome assembled genome, environmental
sample, bio.tools

Availability: Free, Available for download, Freely available
Resource Name: GTDB-Tk

Resource ID: SCR_019136

Alternate IDs: biotools:GtDb-tk

Alternate URLSs: https://bio.tools/GTDB-Tk

License: GNU GPL v3

Record Creation Time: 20220129T080343+0000

Record Last Update: 20260729T044452+0000

Ratings and Alerts


https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_019136/resolver
https://github.com/Ecogenomics/GtdbTk

No rating or validation information has been found for GTDB-Tk.

No alerts have been found for GTDB-Tk.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 79 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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gaps in bacterial draft assemblies. GigaByte (Hong Kong, China), 2025, gigabyte154.
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genomics analysis of nine Bacillus velezensis strains significantly contributes to
microbiology, genetics, bioinformatics, and biotechnology. Frontiers in microbiology, 16,
1544934.
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Kasmanas JC, et al. (2025) Integrating comparative genomics and risk classification by
assessing virulence, antimicrobial resistance, and plasmid spread in microbial
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Villette R, et al. (2025) Human gut microbiome gene co-expression network reveals a loss
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seqguence typing scheme for Citrobacter freundii: application in outbreak investigations
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63(10), e0086025.

Xiao LF, et al. (2025) Comprehensive metagenomic analysis of the giant panda's oral
microbiome reveals distinct taxonomic and functional characteristics. Animal microbiome,
7(2), 114.
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sediments. GigaScience, 14.

Villette R, et al. (2025) Integrated multi-omics highlights alterations of gut microbiome
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metagenomics of bovine hindmilk microbiome. mSphere, 9(1), e0047023.

Takei S, et al. (2024) Isolation and identification of Wickerhamiella tropicalis from blood
culture by MALDI-MS. Frontiers in cellular and infection microbiology, 14, 1361432.
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and potential application in lignocellulose bioconversion. iScience, 27(7), 110194.
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Sphingomonas aurea sp. nov.: three novel Sphingomonas species isolated from soil.
International journal of systematic and evolutionary microbiology, 74(12).
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analysis of human gut microbiome. Heliyon, 10(18), e37422.

Zepeda-Rivera M, et al. (2024) A distinct Fusobacterium nucleatum clade dominates the
colorectal cancer niche. Nature, 628(8007), 424.




