Supplementary Figures
Figure S1
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Figure S1. H. pylori infection was associated with impaired glucose disturbances in a retrospective cohort. A. flow chart of the study; B. Blood glucose levels; C. HbA1c (%) levels; D. FBG change before and after H. pylori infection; E. HbA1c (%) change before and after H. pylori infection













Figure S2
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Figure S2. In vitro and in vivo validation of H. pylori infection. A. Positive Rapid urease test; B. Electrophoregram of PCR product of H. pylori SS1 strain; C. Positive fecal HpSA; D. Representative pictures of gastric CD3+ staining and quantification of the CD3+ positive cells per mm2; E The count of H. pylori colonization (CFU/mg) after plating homogenized stomach and colonic tissue on WC Dent plates supplemented with 200 g/ml bacitracin, 10 g/ml nalidixic acid and 3 g/ml polymycin B; F. PCoA plot based on Bray-Curtis distances of microbial 16s rRNA sequencing of gastric tissue; G. LefsE analysis of differential bacteria and LDA values;




Figure S3
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Figure S3. H. pylori infection induces the disturbance of gastric flora, which further causes the imbalance of intestinal flora. A. Bar graph of the top 20 bacterial genera ranked by 16s rRNA sequencing abundance of mouse gastric antral mucosa, with the X-axis representing grouping and the Y representing each genus as a percentage of the overall microflora distribution. B-E. Scatter plot of the correlation between the abundance of Helicobacter in the stomach and cecal Helicobacter (B-C), cecal H. pylori abundance (D), colon mucosa Helicobacter (E) and colon non-H. pylori Helicobacter species (F);






Figure S4
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Figure S4. H. pylori alters intestinal microbial composition. A. Specific microbial composition comparison at the phylum level. B. Microbial composition at the genus level. *p<0.05，**p<0.01，***p<0.001.

















Figure S5
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Figure S5. H. pylori infection downregulated GLP-1 secretion, intro-cellular cAMP levels, and proglucagon transcription. STC-1 and NCI-H716 cells were treated with 200ul of fecal supernatant of HFD Hp+ group, HFD Hp- group and CD Hp- group, and a blank control. A-B: STC-1 (A) and NCI-H716 (B) cells were incubated in fecal supernatant for 1 h for determination of acute GLP-1 secretion. C-D: STC-1 (A) and NCI-H716 (B) cells were incubated in fecal supernatant for 24 h for determination of acute GLP-1 secretion. E-F: STC-1 (E) and NCI-H716 cells (F) were incubated in fecal supernatant for 24 h for determination of proglucagon transcription.
G-H: STC-1 (G) and NCI-H716 cells (H) were incubated in fecal supernatant for 24 h for determination of cAMP expression.
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