[bookmark: _Hlk168161920]Fig. S1 Characteristics of microbiome of OLP. A The rarefaction curves illustrated the saturation of microbiome data at each oral site. B Core microbiome at the genus level in control, NE-OLP and E-OLP groups. C, D and E α diversity analysis of the microbial composition at the sites of the lip mucosa, the tongue dorsum and saliva by Shannon and Simpson. F, G and H β diversity analysis of the microbial composition at the sites of the lip mucosa, the tongue dorsum and saliva by Bray-Curtis and Jaccard distances. * The difference showed statistical significance (p ˂ 0.05). 
Fig. S2 Pathogenic bacteria in the microbiome of OLP at the genus level. A A heat map of microbes overlapped in control, NE-OLP and E-OLP groups at the genus level. B Random forest predictions for the healthy and OLP microbiota of different parts at the species level with MeanDecreaseAccuracy (C). D NetShift network showed the shift of P. micra and network driver bacterium from healthy controls to E-OLP patients. * The difference showed statistical significance (p ˂ 0.05). 
