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Abstract

Infection by Candida albicans fungus is considered of biomedical interest, producing
significant mortality and comorbidity. The development of pathogen resistance during
pharmacological treatments is iNcreasing, thus, the pursuit for new inhibitors is necessary.
Virtual screening is one of the bioinformatics tools used for the search of new drugs, and
potential targets for disease management. The aim of the present study was to analyze a library
of potential targers, and o identify suppressors for C. albicans using virtual screening. 50
protein targets with restraining potential were examined, choosing GPI-Anchored hemophore
PGA10 protein (RBTS) as the target, since it is involved in C. albicans survival and nutrients
acquisition. Meanwhile, through the implementation of AutoDock Vina and PyRx software, the
molecular affinity of 25 molecules available in ZINC15 database was analyzed, obtaining
favorable results for the following compounds: ZINCO0O0000065058, ZINCO00000065374 and
ZINCD00000072389, displaying affinity with the same region of the target protein. These results
provide a potential target for the development of novel suppressors, as well as guidelines for
three new drugs that could aid in C. albicans suppression. © 2021 [EEE.
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