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Maxime
● Community
● Memes
● Attention to details
● Chaotic
● Design
● Talk a lot
● Resourceful
● Resilient
● Recycle slides
● Multi-tasker
● No python
● Everywhere
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The Challenge of Reproducibility

Hidden reproducibility issues are like an 
iceberg

First, we tried to re-run the
analysis with the code and data
provided by the authors.

Second, we reimplemented the whole
method in a Python package...

Experimenting with reproducibility:
a case study of robustness in bioinformatics

https://doi.org/10.1093/gigascience/giy077

The five pillars of computational reproducibility: 
bioinformatics and beyond

https://doi.org/10.1093/bib/bbad375

https://doi.org/10.1093/gigascience/giy077
https://doi.org/10.1093/bib/bbad375
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Introducing Nextflow
A reactive workflow framework and a programming DSL

Processes

Channels

Workflow
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Introducing Nextflow
Nextflow is a language, a runtime, and a community

pipeline

runtime
Task orchestration
and execution

Built-in version control 
with Git

Write code
in any language

Define software 
dependencies via containers

Orchestrate tasks with
dataflow programming
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Introducing Nextflow
Nextflow is a language, a runtime, and a community

Reproducible
Integration with code 
management tools, with 
versioned releases.

Portable
Conda, Docker, 
Singularity/Apptainer 
works with most 
compute environments.

Scalable
5 samples on your 
laptop, 5k on an HPC or 
5 million in the cloud.
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nf-core history
how nf-core came to be - told by Maxime

We had NGI pipelines for our internal 
usage.

People wanted to use them and contribute 
instead of re-inventing the wheel.

We joined effort and dropped the NGI 
branding and founded nf-core.

Key concept:
 - Don’t work alone, work TOGETHER
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nf-core history
From modest starts towards more global usage
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nf-core governance
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nf-core community
A global community collaborating to build open-source Nextflow components and pipelines

12k+
Slack
users

40k
GitHub

commits

1.5k+
GitHub

contributors

16k+
Pull

requests

160
GitHub

repositories

7k+
GitHub
issues
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nf-core principles
Principles that guide the nf-core community

Cooperation
Develop with the 
communities

Open source
MIT license

Stable tags
Release with extensive 
CI/CD
Cloud ready

Best practices
1 pipeline per data type
and/or usage
No duplicates

Standards
Documentation
Use a common template
Use public containers
and/or virtual 
environments

Ecosystem
Nextflow based 
pipelines
Dedicated tooling
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nf-core components
Pick and choose which component you need

Pipelines
129 pipelines

Linting
Choose conventions to 
test for consistency

Test data
Minimal test data for CI
for all modules
+ tests with nf-test 🚀

Tooling
Development and 
deployment
Pipeline template

Modules
> 1672 modules
>    95 subworkflows

Schema
Validation, channels and 
user interface
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nf-core pipelines
Flagships
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Working together with communities

Empowering bioinformatics communities with Nextflow and nf-core - https://doi.org/10.1101/2024.05.10.592912
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Continuance in collaboration

Empowering bioinformatics communities with Nextflow and nf-core - https://doi.org/10.1101/2024.05.10.592912
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Contribute and participate
Seminars, training, hackathons, and more

Join us on: https://nf-co.re/join
https://community.seqera.io/

● Bytesize seminars
● Training sessions
● Hackathons
● Blogs
● Community Forum and Slack
● Social media
● Documentation
● Mentorships
● Office hours (APAC - AMER||EMEA)
● Special Interest Groups

https://nf-co.re/join
https://community.seqera.io/
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PLATFORM
STUDIO
COMPUTE
AI
COMMUNITY
EVENTS
TRAININGS
PODCASTS


