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Abstract: In drug discovery for human parasitic protozoan diseases, high throughput experiments have re-
vealed many drug target protein candidates. Thus, the selecting the most suitable target from them becomes
a problem while many drug target protein candidates are available. Currently, several databases provide
various information about those protozoa and we can use them for selecting suitable targets. However, the
search functions in those systems are insufficient and it is difficult to obtain proteins with desirable features
from many candidates. In this study, we proposed a new method to select proteins whose properties are
suitable for a user based on learning to rank.
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Improvement of NTDs drug target protein selection by learning to rank
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