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Abstract: In parasites causing infectious diseases, different strains exist in different breeding areas, and the
amino acid sequences in the proteins are slightly different] In medicines for infectious diseases, the medicinal
efficacy is lowered except for strains that were often targeted for drug discovery due to such mutation among
strains0 This is caused by a mutation that exists near the drug binding pocket of the protein to which the
drug binds weakens the interaction with the drug, thereby making it difficult for the drug to bindO Since
one drug discovery takes a huge cost and time, it is important to select a drug target protein by avoiding
mutated proteins near the pocket so that the developed drug will work on any strain, it is very important
in drug discovery research] Therefore, in this research, we developed a system that supports drug target
protein selection so that drug discovery researchers can confirm the mutation information of parasite among
strains on the three-dimensional structure and judge its influencel]
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Development of display system for mutation information on 3D
structure in order to support of drug target protein selection
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