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What is Bactopia?
Bactopia is an end-to-end Nextflow pipeline for the complete analysis of bacterial genomes.
In a few simple steps, go from raw sequences to an extensive set of results to investigate.
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cc Bactopia streamlines analysis, enabling users to focus on their
science and outcomes
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But there was a need for a revamp
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Only supported 1 species
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v3 enters the chat..
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Meet Wyoming’s pathogen surveillance needs



C

C

)

)

Meet Wyoming’s pathogen surveillance needs

Lower the barrier of entry for users
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) Meet Wyoming’s pathogen surveillance needs

) Lower the barrier of entry for users

) Reduce the long-term maintenance burden







*9 Mix and match any number
(bg_ of species per-run







8. Datasets are baked into
the process




Delegated containers and
environments to Bioconda



All modules are now
“plug and play”
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Let’s explore “plug & play”
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.. another 30+ modules not listed
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o IJ_-.I Reshuffle modules for new named workflows

Clean-Yer-Reads

A workflow to gather samples, remove
host reads, and finally QC the reads.

Can use applicable Bactopia Tools
afterwards
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[E Reshuffle modules for new named workflows IE

Clean-Yer-Reads

A workflow to gather samples, remove A workflow to gather samples, remove host
host reads, and finally QC the reads. reads, and do basic taxonomic classification.

Can use applicable Bactopia Tools Workflow for newly staged sequences on
afterwards our cloud infrastructure



This allows Bactopia to be used as @
Qc framework, to rapidly adapt it to user needs,
without having to learn a new toolkit.
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Let’s wrap this up
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Bactopia v3 has been rebuilt for on-going
genomic surveillance of public health

Qc pathogens, while improving the user
experience and significantly reducing the
long-term maintenance burden.
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Questions?

Learn more at
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https://bactopia.github.io/

