Supplementary Tables:
[bookmark: OLE_LINK21]Table S1. Alpha diversity analysis of microbiota between patients with gastric intestinal metaplasia and controls [Median (P25, P75)]
Supplementary data for Figure 1. The original data of Figure 1d, Figure 1e, Figure 1f and Figure 1g. 
The jaccard distance between tongue coating (TC) and gastric mucosa (GM) microbiota in each individual (Figure 1d). The number of TC/GM sharing OTUs in each control (Figure 1e) and each patient with GIM (Figure 1f). The percentage of TC/GM sharing OTUs was presented in patients with GIM and controls, respectively (Figure 1g).
Supplementary data for Figure 2. The original data of Figure 2c, Figure 2d, and Figure 2e.
The number of TC/GM sharing OTUs was presented in each individual (Figure 2c). The original abundance of the top 15 sharing bacterial genera (Figure 2d) and species (Figure 2e) were presented in each sample. 
Supplementary data for Figure 3. The original data of Figure 3a and Figure 3b. 
Redundancy analyses were conducted to estimate the influences of 15 environmental factors on the development of gastric intestinal metaplasia (GIM), and results showed that only the sharing bacteria between tongue coating and gastric mucosa presented significant effect on GIM development (Figure 3a). The influences of top 15 sharing bacterial species on the development of gastric intestinal metaplasia (GIM) (Figure 3b). The asterisk (*) indicates significant statistical value (P < 0.05).


Supplementary Figures and legends:
Figure S1. Differential analysis of tongue coating and gastric mucosa microbiota between patients with gastric intestinal metaplasia and controls. (a) Different microbiota with high abundances are presented as abundance diagrams. (b) Different microbiota with low abundances are presented as frequency distribution diagrams. 


