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Background & Research Objective

➢ Ultra-processed foods (UPFs) rose from 52.5% to 57.0% 

of U.S. adults’ daily energy intake from 2001 to 2018.

➢ UPFs are industrially manufactured, ready-to-eat/-heat 

formulations with minimal whole foods and contain 

refined sugars, oils, fats, emulsifiers, preservatives, 

flavorings, and other additives.

➢ The oral microbiome is influenced by diet and impacts 

immune signaling and inflammation.

➢ High-sugar and refined carbohydrate diets decrease oral 

microbial diversity and promote pathogenic species e.g. 

Streptococcus mutans.

➢ The relationship between UPF intake and oral 

microbiome composition is severely understudied.

➢ This study aims to assess whether percent of daily 

energy intake from UPFs is associated with 

alterations in the composition of the oral 

microbiome.

Conclusions

➢ Oral microbial diversity did not significantly differ across UPF intake quartiles.

➢ Alpha diversity analyses showed no differences in Shannon diversity, but Chao1 richness showed a trend toward differences across quartiles.

➢ Beta diversity analysis demonstrated no clear clustering of oral microbial communities by UPF intake, with PERMANOVA pairwise comparisons between quartiles showing no 

significant differences.

➢ Taxa-level analysis revealed trends toward higher relative abundance of Veillonella and Megasphaera in the highest UPF intake quartile compared with the lowest quartile.

➢ Daily added sugar intake showed a significant positive association with the relative abundance of oral Megasphaera.

➢  Greater UPF consumption may be associated with modest shifts in specific oral taxa without substantially altering overall oral microbiome diversity or community structure.
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