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Statistical analysis
Results are expressed as medians and interquartile ranges for continuous variables. The Wilcoxon rank sum test was used to compare the continuous values in H. pylori-naïve patients (H. pylori-negative group) with those of H. pylori-positive patients with early GC (pre-eradication group) or after H. pylori eradication (post-eradication group), whereas categorical data were analyzed using Fisher’s exact test. The Wilcoxon signed-rank test was used to compare the differences between paired samples. The Spearman's rank method was used to analyze the correlation between groups. P<0.05 was considered statistically significant. All statistical analyses were performed using SPSS 21 for Windows (SPSS Inc.; Chicago, Illinois, United States) or R version 3.2.5 (R Foundation for Statistical Computing, Vienna, Austria).
   α-diversity was evaluated using the number of observed OTUs and indices of Chao1, ACE, and Shannon. β-diversity (i.e., diversity among samples) was assessed using UniFrac distances. Weighted (i.e., quantitative) and unweighted (i.e., qualitative) UniFrac distances between groups were subjected to ADONIS similarity analysis. We performed PERMANOVA based on UniFrac distances to understand the differences between groups. Principal coordinate analysis plots were used to visualize differences in the microbial composition between groups. We used 0.10 as the cut-off for the false discovery rate to determine the significance in the differences in taxonomic abundance among groups.
