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Adding a pipeline

Step 1

Step 2

Step 3

Join the nf-core community

https://nf-co.re/join
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Adding a pipeline

Step 1

Step 2

Step 3

Join the nf-core community

#new-pipelines



Adding a pipeline

Step 1

Step 2

Step 3

Create a pipeline from the template



Adding a pipeline

Step 1

Step 2

Step 3

nf-core create



Adding a pipeline

Step 1

Step 2

Step 3

nf-core lint .
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Adding a pipeline

Step 1

Step 2

Step 3 Community review and release!

Pull request
Automated testing
Release

DOI per release
Benchmark



Proteomics

Proteomics label-free quantification (LFQ) analysis pipeline using OpenMS and MSstats, with feature 
quantification, feature summarization, quality control and group-based statistical analysis..

Julianus Pfeuffer, Lukas Heumos, Leon Bichmann, Timo Sachsenberg, Yasset Perez-Riverol.

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

https://nf-co.re/proteomicslfq/dev/usage


Proteomics

Automated quantitative analysis of DIA proteomics mass spectrometry measurements.

Leon Bichmann

https://nf-co.re/diaproteomics

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


Proteomics

Identify and quantify MHC eluted peptides from mass spectrometry raw data. 

Pipeline for quantitative processing of data dependent (DDA) peptidomics data, specifically designed 
to analyse immunopeptidomics data, which deals with the analysis of affinity purified, unspecifically 
cleaved peptides that have recently been discussed intensively in the context of cancer vaccines.

Leon Bichmann, Lukas Heumos and Alexander Peltzer.

https://nf-co.re/mhcquant

https://nf-co.re/mhcquant


Proteomics

Quantitative shotgun MS proteomics.

Jorrit Boekel

https://nf-co.re/ddamsproteomics

https://nf-co.re/ddamsproteomics


Schema

[ live demo ]



DSL2

$ nf-core modules install fastqc

Copies module files in to pipeline 

Metadata file tracks git hash of modules repo 

CI linting checks files not edited 

Update script pulls latest versions



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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