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*M Schubert. clustermq enables efficient parallelisation of genomic analyses. Bioinformatics (2019)
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• Shiny is an R package, developed by RStudio, that makes it easy to build 
interactive web applications  straight from R

• Shiny modules
• interoperability
• simultaneous analysis 
• facilitates development

• Bookmarking / repeatable
• share
• reproducibility

• Deployment
• locally -> docker
• Shiny server (INR AE)
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