
Sequence Bacterial Genomes
Bactopia supports sequences from Illumina and Nanopore 
technologies, as well as Sequence Read Archive and NCBI 
Assembly accessions.

Install Bactopia
Bactopia is easily installed using Conda and 
analyses can be run using Conda, Docker, or 
Singularity. 

Search Public Databases
‘bactopia search’ can 
supplement your analysis with 
publicly available genome sequences

Build Datasets
‘bactopia datasets’ downloads 
publicly available datasets to further 

supplement your analyses

Create a Sample Sheet
‘bactopia prepare’ is used to create a 
sample sheet allowing you to efficiently 
process thousands of genomes

Process Genomes with Bactopia
Bactopia processes genomes with more 

than 130 bioinformatic tools and is easily 
adapted to fit your needs. 

Further Analyze Genomes With Bactopia Tools
After Bactopia is finished, more than 30 additional 
workflows, called Bactopia Tools, are available to 
take your analyses even further. 

Investigate Results
Once completed, numerous output files describing 

each of your samples are available. You can use 
these outputs in your genomic investigations.

Note: 
Bactopia is  
described 
above in 
the metro-
style map

Note: Bactopia Tools
are described to the left

Using Bactopia for highly scalable, portable and 
customizable bacterial genome analyses
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Bactopia is platform Independent
By using  Nextflow, Bactopia can run on multiple platforms, including:

Highlights
• Complete analysis of bacterial genomes 

• Built with Nextflow DSL2 following nf-core practices

• Supports Illumina and Oxford Nanopore reads

• Process genomes from NCBI’s Sequence Read   
Archive and Assembly databases

• Includes more than 130 bioinformatics tools

• 33 Bactopia Tools allow for more science

• Easily supplement analyses with public datasets

• Extensive documentation of tool outputs

• Highly customizable to fit your specific needs

• Available on Bioconda, Docker, and Singularity

Learn more about Bactopia!

@rpetit3 @tdread_emory @rpetit3 bactopia.github.io
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