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Motivation

Shotgun metagenomics is a powerful method for identifying all taxa present in a biological ssmple. However, each
taxonomic profiling tool and database have their own biases that may result in false positives or false negatives.
Furthermore, metagenomics is infamously renowed for being very computationally resource hungry:.

m To validate results and reduce computational requirements it has been often recommended to run samples against
— multiple tools and databases and compare output. However, this is challenging due to different output file formats.

gﬂ Software allowing for simultaneous profiling against multiple tools, databases, and settings, with standardised
" output, would benefit many researchers - such as those working on microbiomes and clinical microbiology.
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Future et involved!

"¢ nf-core/taxprofiler is written in Nextflow DSL2 with nf-core modules, making .
. . : : : : nf-core/taxprofiler
It easily extendable to new taxonomic profilers required by the community.

&> Investigating the ability to generate a 'consensus' profile across all profilers. Q’ é nf-co.re/join

Considering a separate workflow that automates databases generation for 20,

each tool from the same set of input sequences (where possible). #§SS #taxprofiler
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