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Traditional HPC applications Subject-specific modelling 

Complex mathematics but simple 
structure

Complex workflows including multiple 
codes with specialised tasks

Developed by researchers and normally 
available in source code format: limited 
dependencies and no usage restrictions

Commercial software to shorten 
development cycle

Model cannot be reduced, long 
execution time on conventional PC, vast 
memory requirements

Combinatorial explosion in multiscale 
models

Dominated by fundamental research Need to interface with clinical and 
industrial users

Run in batch Run as soon as possible (urgent 
computing)
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