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Bactopia is platform Independent
By using  Nextflow, Bactopia can run on multiple platforms, including:

Highlights
• Complete analysis of bacterial genomes
• Nextflow DSL2, greatly increases Bactopiaʼs ability 

to fit your needs
• Supports Illumina, Oxford Nanopore technologies 

as well as NCBIʼs Sequence Read Archive and 
Assembly databases

• Includes more than 130 bioinformatics tools 
• 33 Bactopia Tools include more workflows for more 

science
• Extensively tested with 100+ tests for 10,000+ 

output files
• Available on Bioconda, Docker, and Singularity
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Bactopia Tools
Bactopia Tools are convenient workflows to do 
more science with your Bactopia outputs! 
Currently there are 33 Bactopia Tools for 
analyses like pan-genome construction, 
serotyping, and many more. Check out the full 
set of Bactopia Tools to the right! 

Test Everything 
Bactopia features per-module tests using real 
bacterial sequences available from 
bactopia-tests. Currently 100+ tests have been 
created to verify more than 10,000 output files. 
These tests are all integrated into GitHub Actions 
to ensure the stability of Bactopia over time. 

Curated Datasets
To facilitate curated datasets, bactopia-datasets 
was created for community members to curate 
species- specific datasets,which can then be 
readily used in Bactopia.

nf-core is a community effort to curate analysis 
pipelines built using  Nextflow. This effort has 
provided a powerful design framework when 
developing Nextflow pipelines, and Bactopia has 
followed their lead by implementing:

- Modules from nf-core/modules for Bactopia 
Tools

- Bactopia has contributed 30+ modules
- Per-module tests modeled after 

nf-core/modules pytest implementation
- Argument parser based off nf-core/tools
- Single meta variable for general value storage

Ultimately adoption of these practices has made 
Bactopia a much better pipeline to use and 
maintain overtime. 

(Thank you nf-core team!)

Community Synergy
Without the developers and maintainers of 
open-source tools, Bactopia would not exist. To 
provide back to the community, Bactopia has led 
to 17 Bioconda recipes, 1000+ Bioconda 
pull-request reviews, and merged pull-requests 
to popular many popular bioinformatic tools.

Learn more about Bactopia!
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