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Candia albicans is the most common fungal organism within the microbiome in humans, typically existing in the mouth, throat, and gut. However, in the right environment, C. albicans can overgrow and lead to superficial candidiasis, presenting as oral thrush or vaginal infections. Overgrowth can also lead to the spread of the fungus in the bloodstream or organs, and these systemic infections can have a mortality rate of approximately 25%. There are limited drugs available to treat systemic fungal infections and with resistance to available treatments rising, novel targets for antifungal therapy are desperately needed. Filamentation, the ability of C. albicans to transition between rounded yeast-like cells and elongated filamentous cells, is linked to pathogenesis, making it an ideal process to target with novel antifungal drugs. In this study, we deleted the PEP8 gene in two divergent C. albicans wild type backgrounds using a transient CRISPR Cas9 system. Genetic and phenotypic differences are known to exist between divergent strains, and filamentation phenotypes are known to vary across the species. So far, we have seen defects in filamentation for the pep8Δ/Δ mutants in the clinical strain P87, as well as SC5314, indicating its role as a potential drug target. In the future, we plan to use FM 4-64 to analysis the effects of Pep8 in endosomal protein sorting. The project described was supported by an Institutional Development Award (IDeA) from the National Institute of General Medical Sciences of the National Institutes of Health under Grant # 5P20GM103427.
