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Candida albicans_is_a common commensal fungal pathogen of oral cavity, which
causes opportunistic infection, which, in immunocompromised individuals, leads to systemic
infection with mortality rates of more than 40%. Bulk autophagy is the process of recycling degraded
cell compartments in response to various nutrient starvation. We found that upon glucose depletion,
bulk autophagy was induced in C. albicans growing in yeast/extract/dextrose (YPD) medium. To
elucidate the physiological roles of the autophagy, we conducted time course RNA-seq experiment of
atg mutants and wild type cells growing in YPD. The results showed that a group of pathogenic
fungus-specific transcription factors as well as metabolism-related genes were significantly altered

in the atg strain.
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