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ABSTRACT. A molecular modeling program MOLDA QuLiS has been developed as a 3D data-interaction
tool for computational chemistry and structural bioinformatics using scene graph technology. It can work
multiplatform environment. In the present work, MOLDA QuLiS has been implemented with the functions of
the structural bioinformatics for the purpose of protein modeling as follows: (1) The importing function of
the PDB file is enhanced; (2) 3D structure of polypeptides can be generated by inputting the sequences; (3)
The conformation of the polypeptide can be changed by reading the dihedral angle matrix; (4) An amino acid
residue can be changed by the point mutation operation. MOLDA QuLiS will become a useful tool for
structure-based drug design (SBDD) by using the virtual reality technology.
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