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INTRODUCTION RESULTS (CONT’D)

« The prevention and treatment of bacterial infections is a significant challenge to human health, and broad use of
antibiotics is driving an increase in multidrug-resistant (MDR) pathogens.
Antibiotic-resistant bacteria such as carbapenem-resistant Enterobacteriaceae (CRE) and vancomycin-resistant
Enterococcus (VRE) are an increasing concern in hospitalized patients worldwide. Colonization of the gut by these
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ecosystem that leads to the exclusion of pathogenic bacteria. « To ensure that KB109 did not promote the growth of pathogenic bacteria, we sought to confirm that
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diversity of glycosyl hydrolase gene profiles (Fig 8). These strains were tested in an in vitro monoculture
assay (Fig 9).
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enzymatic approaches (Fig 2).

An ex vivo platform using fecal bacterial communities from human subjects and patients with a variety of diseases was
devised to screen MMTs for their abilities to deplete pathogenic bacteria and enrich commensal bacteria. Changes in
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genome analysis to understand how carbohydrate utilization genes vary across taxa of interest. (negative control) and with KB109. Different communities (marker, Fig 6) showed clear compositional shift,
including a depletion of pathogens and enrichment of commensals (Fig 7).
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