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Supplementary Material 
Sequence information
Sequencing of saliva and dental plaque samples from SPF mice yielded a total of 22 phyla, 49 classes, 112 orders, 187 families, 371 genera, and 524 species. Bioinformatic statistical analysis was performed on the Operational Taxonomic Units (OTUs) at a 97% similarity level, resulting in 1495 OTUs. The Sobs rarefaction curve approached a plateau (Figure S1a), indicating that the sequencing data volume was adequate. Similarly, the Shannon curve also approached a plateau (Figure S1b), suggesting that the sequencing data volume could reflect most microbial diversity information in the samples, allowing for further analysis.
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Figure S1. Sequence information of S Specific Pathogen Free Control (SPF_Control) group and Specific Pathogen Free sucrose diet (SPF_Sucrose) group. (a) Rarefaction analysis of Sobs; (b) Rarefaction analysis of Shannon.


Sequencing of saliva and dental plaque samples from SPF_Control and GF_Control mice yielded a total of 19 phyla, 33 classes, 83 orders, 137 families, 243 genera, and 332 species. Bioinformatic statistical analysis on the OTUs at a 97% similarity level resulted in 390 OTUs. The Sobs rarefaction curve for these samples also approached a plateau (Figure S2a), confirming the adequacy of the sequencing data volume. Additionally, the Shannon curve for these samples plateaued (Figure S2b), indicating that the sequencing data volume captured the majority of microbial diversity information, permitting further analysis.

[image: ]
Figure S2. Sequence information of Specific Pathogen Free Control (SPF_Control) group and Germ-free Sucrose (GF_SPFsuc) group. (a) Rarefaction analysis of Sobs; (b) Rarefaction analysis of Shannon.
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