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ABSTRACT

The Molecular Dynamic Simulation has become a standard tool for the investigation of
biomolecules. Simulation are performed of ever bigger system using more realistic boundary
conditions and setter sampling due to longer sampling times

There are many tools available for Molecular Dynamic Simulation such as AMBER,
CHARMM, NAMD, GROMOS and GROMACS. However, most of them are not user friendly
and the calculations perform using command line or text mode.

This research focused on reducing the complexity of molecular dynamic simulation
process of comercial software. AMBER program is chosen for this research since it is a popular
and reliable molecular dynamic simulation by running the calculation through the interface

system via web. After the calculation process was done, the user will be notifying by e-mail.
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