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ProteinView: a Highlly Interactive Visualization
System for Protein Structure Analysis
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We develop a highlly interactive protein conformation visualising system “ProteinView.”
ProteinView visualises a protein molecular structure in a 3D virtual space and be able
to move user’s viewpoint smoothly using a joystick on Windows 95/98/NT4.0. Many
conventional systems respect to view the molecurar structure from their outside. But this
method provides the way to check up the local structure within a huge molecule in detail.
In this paper, we describe design features and an implementation of ProteinView.
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