Virtual Systems Pharmacology (ViSP) flexible web-based environment for running large multi-scale models
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ViSP is implemented as a web-based client-server application with a The ViSP
relational database back-end that offers the following benefits :
 Easy deployment and maintenance

* Enterprise-wide availability with controlled user access

* Rich selection of available programming tools and technologies

software features several primary user-interface
components. Explorer organizes user’s models and data in a tree-
like hierarchical structure: projects -> models -> Uls -> parameter
groups -> value sets. Simulation Manager provides means to

_ . . customize the Ul to the content of the model, prepare and launch = _ _ _
 Provides robust, reliable, dynamic, structured and complex simulation tasks. The model Ul can be configured in a simple setup utilization by different body tissues and organs as schematically

~elational data mode by creating sections according to particular aspects of the model represented by a block diagram on (Fig.5). Model comprises 100+ References: Leifke, E., et al. Clinical pharmacology and therapeutics
Overall ViSP workflow includes several steps (Fig. 2). (Fig. 3-4). ODEs, 50+ algebraic equations and 800+ parameters. (2012), 92, 29-39.
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