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What is GTDB-Tk?
The Genome Taxonomy Database Toolkit (GTDB-TK) is:
« Computationally efficient

GTDB-Tk v2 classifications relative to GTDB-Tk v1 classifications
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genomes (MAGs) recovered from environmental and human-
associated samples (Chaumeil et al., 2019; Almeida et al.,
2021; Nayfach et al., 2021; Chen et al., 2021).
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* When using the GTDB R07-RS207 bacterial reference tree
comprised of 62,291 genomes, pplacer requires

~320 GB of RAM .
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 GTDB-Tk v2 addresses the memory requirements by
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« Using 16,710 bacterial genomes from the GEMs
dataset (Nayfach et al., 2021) , 12 genomes (0.07%) did
not have identical classifications between GTDB-Tk v1

and GTDB-Tk v2 ( See Table )

_I_—DO c__Aerophobia
I Query

Aerophobia is the only class within the Aerophobota phylum
and as such, the query genome may be classified as the
most basal order in Aerophobia, a novel class within the
Aerophobota, or a novel phylum depending on its RED value.
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« Using 23,548 genomes introduced in GTDB R0O7-
RS207 classified using GTDB-Tk R06-RS202, 13
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