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Abstract
Bacterial vaginosis (BV) and vulvovaginal candidiasis (VVC) are the most common vaginal infections worldwide, often occurring together as mixed vaginitis. In India, about 34% of women of reproductive age are estimated to have BV–VVC co-infection, though prevalence varies with population and diagnostic methods.
BV arises from depletion of vaginal Lactobacilli and overgrowth of anaerobes, mainly Gardnerella vaginalis, which produces sialidases, hemolysins, and biofilms aiding persistence and immune evasion. VVC, primarily caused by Candida albicans, involves virulence factors such as yeast-to-hyphal transition, adhesion, and secretion of cytolytic candidalysin that that promotes mucosal damage.
BV-induced dysbiosis and inflammation have been reported to disrupt mucosal defenses, promoting Candida overgrowth and mixed BV–VVC infections. Recurrent BV and repeated antimicrobial exposure have been proposed to further select for fluconazole-resistant Candida strains, contributing to refractory infections and global antimicrobial resistance (AMR).
[bookmark: _GoBack]Despite the proposed role of the BV-VVC coinfection in promoting recurrence and development of AMR, the host-pathogen interactions associated with its establishment and persistence are yet to be defined. Further, there is no in vitro vaginal epithelial cell model for studying the BV-VVC coinfection.  Finally, it is not known whether the BV-VVC coinfection leads to alteration of the AMR profile of the associated pathogens compared to that in case of a mono-infection.
In view of the above, the proposed study aims to establish an in vitro model of co-infection of G. vaginalis and C. albicans using vaginal epithelial cells and employ it to investigate the pathogenesis and AMR profile of BV–VVC co-infection. Insights gained may enhance understanding of host–pathogen interactions and resistance mechanisms, supporting the development of improved therapeutic and management strategies for recurrent infections.
