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ABSTRACT / INTRODUCTION (Up to 200 words) 

Advanced MRI sequences provide invaluable data with high temporal and spatial resolution 
to understand how the brain can be affected by a particular condition. Before deriving 
scientific conclusions from a dataset collected on a cohort of subjects, one need to process 
many individual images in a series of preprocessing steps before aggregating the results 
across subjects. Opensource toolboxes are available to help with part of this process. 
However, it can be challenging to chain them and scale the computations for large datasets. 
 
In this talk, we will present the work we did to coordinate these tools in a coherent and 
reproducible workflow using Snakemake. We will discuss the delicate art of gluing tools with 
their own set of assumptions, praise the beauty of community owned open data formats and 
digress on our adventures in scaling up computations on an HPC while keeping portability. 
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