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The Problem

There are many data analysis packages for the different X-ray and neutron scattering techniques. These packages bring many challenges, most notably the challenges of: sustaining development and support, providing for and
maintaining cross-platform deployment, utilising multi-processor compute resources as and when necessary, and all the time trying to keep things simple for the end user! How much better it would be if the end user could have the
applications they need, in one place, running on a machine that is up to the job, within an environment that is both familiar and gives structure to their workflow?

A Solution?
Here we introduce GenApp, a target-agnostic infrastructure for the creation and deployment of Uls for underlying executables which is also integrated with Apache Airavata, and illustrate its use to provide the SASSIE-Web
framework for the constrained ‘atomistic’ modelling of macromolecular solution structures using SAXS/SANS and AUC data.
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