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A virtual laboratory for decision support in viral diseases treatment

~ Bioinformatics Applications in the Virtual Laboratory

Objectives The ViroLab virtual laboratory can be used in many domains of science, among which bioinformatics is perhaps

the best example. To show this, we provide a set of applications (gems) which can be used in newly created
bioinformatics experiments. Additionally, we present an analysis of the available software and its classification into a number
of categories, taking into consideration application technology, usage scope and applicability to various type of problems.
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Two experiment modes are available: S | o Pm:f }cem oD
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- interactive mode, where the user inputs PDB codes . ) . . .
Each service has defined system parameters: With the task queuing system gems
Available services: CastP, ConSurf, FOD, LigsiteCSC, - number of processors for analyzing tasks developed as Web services provide
PASS, Pocket-Finder, Q-Site-Finder, SuMo, WebFEATURE - peak analysis time an asynchronous mode of analysis.
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