Summary of Key Findings from Supplementary Tables S1–S7
	Supplementary Table
	Core Content & Key Findings

	Table S1
	Species-level differences in salivary microbiota (Periodontitis vs. Healthy Controls): The periodontitis group showed significantly higher abundances of Prevotella sp. oral clone DA058, Porphyromonas gingivalis, Prevotella intermedia, and Treponema denticola compared to the healthy control group (all P<0.05). 

	Table S2
	Species-level changes in subglottic microbiota of periodontitis patients (Post- vs. Pre-intubation): Significantly decreased taxa included Dietzia lutea, Capnocytophaga gingivalis, and Capnocytophaga sp. oral clone DZ074 (P<0.05); significantly increased taxa included uncultured rumen bacterium g__Prevotellaceae_UCG-003, unclassified g__norank_f__norank_o__Gaiellales, and unclassified f__Comamonadaceae (P<0.05).

	Table S3
	Species-level changes in subglottic microbiota of healthy controls (Post- vs. Pre-intubation): Only a few taxa showed significant differences (P<0.05), with no clinically relevant pathogens (e.g., periodontopathogens, respiratory pathogens) exhibiting abundance changes. The overall community stability was higher than that in the periodontitis group.

	Table S4
	Microbial correlation network in saliva of periodontitis patients: Porphyromonas gingivalis was positively correlated with Prevotella intermedia and Fusobacterium spp., and negatively correlated with Prevotella melaninogenica, suggesting synergistic interactions among periodontopathogens that may collectively contribute to inflammation.

	Table S5
	Microbial correlation network in saliva of healthy controls: The correlation strength among species was weaker than that in the periodontitis group. No distinct pathogenic synergistic networks were observed, and weak positive correlations were found among core commensals (e.g., Streptococcus spp.), reflecting the balanced state of the healthy oral microecosystem.

	Table S6
	Microbial correlation network in subglottic microbiota of periodontitis patients: The correlation strength among species was significantly higher than that in salivary samples. Stenotrophomonas showed strong correlations with multiple taxa including Achromobacter, Actinomyces, and Streptococcus, indicating that intubation may induce the formation of a more tightly interconnected microbial interaction network, which could enhance pathogenic potential.

	Table S7
	Microbial correlation network in subglottic microbiota of healthy controls: The correlation strength was lower than that in the subglottic samples of periodontitis patients. No strong associations were found among core bacteria (e.g., Neisseria, Haemophilus), and no synergistic interactions among pathogens were observed, consistent with the non-significant community changes post-intubation.



