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Steinbiss et al., Companion parassite

genome annotation pipeline


DOI: 10.1093/nar/gkw292





Challenges and recommendations to improve the installability

and archival stability of omics computational tools (2019)


Serghei Mangul, et al. Plos Biology https://doi.org/10.1371/journal.pbio.3000333

We found that 28% of all omics software resources 
are currently not accessible through URLs published in 
the paper.

Among the tools selected 49% were difficult to install 
or could not be installed at all.



* Di Tommaso P, et al., Nextflow enables computational reproducibility, Nature Biotech, 2017

Comparison of the Companion pipeline annotation of Leishmania

infantum genome executed across different platforms *



Kim et al. Experimenting with reproducibility: a case study of robustness in bioinformatics,

GigaScience, Volume 7, Issue 7, July 2018.https://doi.org/10.1093/gigascience/giy077

https://doi.org/10.1093/gigascience/giy077
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A community effort to collect a curated set 
of analysis pipelines built using Nextflow.

https://nf-co.re

https://nf-co.re


https://nf-co.re
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PIPELINES
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Develop with 
the community

Use a common 
template

Collaborate, 
don’t duplicate

https://nf-co.re
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https://nf-co.re

4135 527 1583 3294

90 11.61K 32.37K 5.21K

https://nf-co.re
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Documentation

Slack workspace

Hackathons

Twitter updates

Starter template

Code guidelines

Helper tools

CI code linting�
and tests

Stable pipelines

Centralised�
configs

Download 
for offline use

List and update�
pipelines
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Join the community

https://nf-co.re/join

https://nf-co.re/join




Intuitive launchpad interface

Launch, manage, and monitor

Share runs and work in teams

Create cloud infrastructure with a click

https://tower.nf



https://tower.nf

Community: Open source

Cloud: Free & paid tiers

Enterprise: Commercial
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SUMMIT 2022
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Open Science

Nextflow / nf-core training
13-16 March 2023
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