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Who we are & what we do

• Part of team of Research Engineers
• Goal: increase the impact of research
• Write FAIR software to help researchers

Research means data (lots of it)

• YoDa (iRODS): storing, sharing, archiving and 
publishing data



Scientific workflow systems

• Software to run complex workflows
• Workflow: sequence of steps of computation and 

data manipulation
• Reproducibility, ease of use, transparency, sharing 

work
• Examples:

– CWL (Common Workflow Language)
– Galaxy
– Snakemake
– Nextflow



VetGalaxy

Research into canine genetics 

• Genetic data (heterogeneous, big files)
• Complex analysis
• Loose collection of shell scripts & programs

 → create a workflow: VetGalaxy



Galaxy Project

• Click to add Text



Galaxy & iRODS

• Galaxy ObjectStore: data virtualization
• Includes iRODS as optional back-end

“...data belonging to all the users of that Galaxy instance 
will be stored on the defined persistence media.”

VetGalaxy requirements:

• Integration into workflows
• Personalized access
• Access to different YoDa-instances



Tool development

● Three iRODS tools: download, upload, browse
● Tools are wrappers

– Dependencies to install
– Command(s) to run
– Input & output hooks to the Galaxy system
– Limited access to Galaxy configuration

● Modifying Galaxy
– Personal iRODS configuration



Dependencies & deployment

• One dependency: iBridges
• Published iBridges in Bioconda, a Conda-channel 

specific for biomedical research
• Published iRODS-tools in Galaxy Toolshed







Future work

● Add meta-data capabilities
● Follow future iBridges developments
● Waiting for feedback from VetGalaxy-users

https://github.com/UtrechtUniversity/galaxy-tools-ibridges

https://github.com/UtrechtUniversity/DGK-VetGalaxy

https://github.com/UtrechtUniversity/DGK-VetGalaxy


Over to Raoul for Snakemake




