Supplemental Table 1. Metagenomic shotgun data revealed 36 phyla

Supplemental Table 2. Metagenomic shotgun data revealed 1122 genera

Supplemental Table 3. Cluster order matrix of samples and genera shown in Figure 2(a)

Supplemental Table 4. Data from 234 pathways were detected in > 80% of the samples.

Supplemental Table 5. The cluster order matrix of the sample and the KEGG pathway shown in Figure 3(a).

Supplemental Table 6. ROC analysis of genera and pathway markers

Supplemental Figure 1. High resolution image of Figure 2(a).

Supplemental Figure 2. High resolution image of Figure 3(a)

Supplemental Figure 3. Several genera and KEGG pathways were correlated with clinicopathologies.

Supplemental Figure 4. The 10 markers showed similar significant differences between healthy individuals and patients with gastric cancer, regardless of these clinical factors.
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