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Background
Ultra Processed Foods (UPFs): Industrial food formulations made 

primarily from refined ingredients and additives rather than whole 

foods. Examples include packaged snacks, sugar sweetened 

beverages, reconstituted meats, and ready to eat meals.

· UPFs make up a large proportion of energy intake among 
college aged adults, where convenience, cost, and campus 
food environments often promote highly processed dietary 
patterns.
· UPFs may reduce gut microbial diversity and shift microbial 
composition toward taxa linked with inflammation and 
metabolic dysfunction.
· The gut microbiome influences metabolism, immune 
regulation, and gut barrier function. Dietary patterns 
established in early adulthood may shape microbial 
composition and long-term health outcomes.

Research Objectives
The primary objective of this study is to examine associations 

between UPF intake, classified using the NOVA system, and 

markers of gut health in college aged adults.

Conclusion
· UPF intake was not associated with significant differences in overall microbial 
diversity or community composition in this sample of college aged adults.

· Higher UPF intake showed a trend toward increased relative abundance of 
Bacteroides, a genus commonly associated with Western dietary patterns high in fat 
and refined carbohydrates.

· Greater dietary fiber intake was positively associated with Lachnospiraceae, a 
family of fiber fermenting bacteria that produce short chain fatty acids such as 
butyrate that support gut barrier integrity and metabolic health.

· These findings suggest that dietary composition may influence specific microbial 
taxa even when overall community diversity remains unchanged.
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