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Improvement of target protein selection in NTDs based on large-scale protein
structure prediction

Ishida, Takashi
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We constructed protein structure models for whole proteins encoded on genome
of trypanosoma cruzi, which is a pathogenic agent of Chagas® disease, by using homology modeling
technique. We also developed web-interface for accessing those structure models, and enabled drug
discovery researchers to find more suitable target using protein structure information. In addition,
we developed a new system to help the user find their demanded targets more efficiently based on
relevance feedback and learning-to-rank.
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Mutation checker for Drug Target protein selection
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