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Figure S1. The significant different genera were found in oral cavity of the LD group in the 
TPL group.

(A) Differences in oral microbiota composition of the LD group at the genus level were 
determined using the linear discriminant analysis (LDA) effect size (LEfSe) analysis (LDA score 
> 2). The bar graph shows the significantly different genera in the non-TPL and TPL group. (B) 
The bar graph showing the relative abundance at the species level from Aggregatibacter. Data 
show the mean ± SEM, and Dunn's multiple comparisons test was applied. Left, TPL group; 
Right, non-TPL group.
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