Supplemental Figure 1: Contamination screening of significant microbial reads. The total microbial
abundance is plotted against individual microbe abundance to screen for reads that contain potential
contaminants.

Supplemental Figure 2: Pearson correlation found significant correlation between ELN expression and
the expression of the EMT-related proteins VIM, SNAI1, and TWIST1.

Supplemental Table 1: Gene and Microbe Lists. (A) List of genes under each pathway used for GSEA
analysis. (B) List of 25 microbes used for comparison with clinical variables. (C) List of 33 variables used
for contamination screening.



