Oral Microbiome Community Composition in Head and Neck Squamous Cell Carcinoma: A Case Control Study
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Survival outcomes were assessed between community types and treatment modalities. dSVA was used to eX ' Sex ' 0.00-
assess for hidden covariates and a proxy HPV variable was built. Multivariate analysis was completed Female 10(19.23) 17(17.17) Female 18 (16.67) 9(20.93) 0 20 40 60 30
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Results: Between all cases and controls across all sites, 12 OTUs from the phyla Firmicutes, Former 12 (29.27) 18 (18.95) Former 17 (17.53) 13 (33.33) community 1 was noted to not significantly associated with survival, albeit the p-value was close to our alpha
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