
Bactopia v3 - Enhancements for on-going genomic surveillance of bacterial pathogens
Robert A. Petit III1, Taylor Fearing1, Chayse Rowley1, Jim Mildenberger1, and Timothy D. Read2

1Wyoming Public Health Laboratory, Wyoming Department of Health, Cheyenne, Wyoming, USA
2Division of Infectious Diseases, Department of Medicine, Emory University School of Medicine, Atlanta, Georgia, USA

PORTABLE REPRODUCIBLEACCESSIBLE COMPREHENSIVE RESILIENT SCALABLE

Bactopia is open source 
and available from 
Conda, Docker and 

Singularity. Bactopia has 
been downloaded over 

1,000,000 times from 
users around the world.

Bactopia is a start-to-
finish pipeline which 

includes over 150 
numerous tools and 60 
workflows commonly 

used for bacterial 
genome analysis.

With a simple profile 
change you can go from 
processing genomes on 
your laptop to an HPC 
system or any of the 

major cloud providers 
(AWS, GCP, Azure).

Bactopia was developed 
following nf-core best 

practices which ensures 
a robust pipeline with 

strict version control and 
an extensive audit trail.

More than 100 tests, 
testing 10,000+ 

variables, assist in 
identifying potential 

bugs and downstream 
changes, before users 

are affected. 

Bactopia allows you 
to easily scale from 
a few genomes to 

thousands of genomes. 
For example processing 

67,000 genomes in 5 
days on AWS. 

Bactopia v3 Highlights

Version 3 of Bactopia brings 
many new changes, including:

- Simpler installation and 
a streamlined workflow to 
quickly get started

- Sample centric runs for on-
going surveillance

- Many new Bactopia Tools

- Additional workflows for non- 
bacterial samples

- Greatly reduced maintenance 
burden

Bactopia Documentation: bactopia.github.io         robert.petit@wyo.gov @rpetit3 @rpetit3

Scan to get 
started with 

Bactopia


