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Abstract

With the diversity of data originated from projedts

A beta version of the software is available in dddress:
http://sourceforge.net/projects/msprot/

sequencing genomic DNA a great number of sequeisces

known. In order to have a better knowledge of tlodeicular
dynamics of organisms, proteins are extremely egleas
study targets.

For the study of protein structures, one of thetmised

approaches is the visualization and analysis ireethr

dimensional environment (1).

The knowledge, even approximate,
dimensional structure of a protein is essential
understanding the details of its molecular functiowl gives
valuable insights for the development of effectre¢ional
strategies for experiments such as studies of sksesated
mutations, site directed mutagenesis, or strudiased drug
design (2).

To make the intuitive visualization of protein stiures,

our research group developed a software named MSPrc ..

Viewer. It was designed to maximize interactivitydais
aimed at experimental scientists who do not hagdithe to
deal whith complex computer commands.

The database used to provide the files of the protas
the PDB (3). Several files in PDB format may beded
simultaneously.
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Figure 1 - Proteins viewed with MSProt. Codes PDBD6, 11HQ
and 1N2D.

The workspace is dividided into two windows (Fig. 1 References

The main window is used to display the moleculed tre
lower window is used to show the other featuresthaf
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MSProt was developed in C++ (4) using the OpenG|7] Guex, N. and Peitsch, M.C. (1997) SWISS-MODEtdahe

library (5) for 3D programming and an open-soureesion
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Windows and Linux-based systems was available dinee

development tools used allow porting for multipIeV

platforms.
The display of models of proteins are based orwsoé
Swiss-PdbViewer (7) and VMD (8).
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