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Figure S1. Oral microbiota community composition of smokers vs. non-smoker groups. 

We aggregated taxa abundances into genera, and plotted the relative abundances of the most abundant ones. In the figure legends, “Other” represents 
lower-abundance taxa.



Figure S2. Oral microbiota composition based on Fagerström Test for Nicotine Dependence (FTND) score

We aggregated taxa abundances into genera, and plotted the relative abundances of the most abundant ones based on participant's FTND score; 1 − 2 
(low dependence), 3 - 4 (low to mod dependence), 5 - 7 (moderate dependence), and ≥ 8 (high dependence) . In the figure legends, “Other” represents 
lower-abundance taxa.



Figure S3. Effects of smoking and nicotine dependence on oral 
microbiota richness and diversity. Evaluation of the alpha-diversity 
in the 108 analyzed samples. Outlined reports the alpha diversity 
distributions of bacteria Shannon’s diversity index and Chao1 richness 
estimator shows no significant differences across different groups were 
found. 


