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	Supplementary Figure S1:  Study design and flow chart of patient enrollment

	Supplementary Figure S2: PCoA plot based on Weighted Unifrac metrics representing Ileum samples. Dots color and shape correspond to the condition and sequencing run.


	Supplementary Figure S3: PCoA plot based on Unweighted Unifrac metrics representing Ileum samples. Dots color and shape correspond to the condition and sequencing run.
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	Supplementary Figure S5: PCoA plot based on Unweighted Unifrac metrics representing Sigma samples. Dots color and shape correspond to the condition and sequencing run.
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Supplementary Table S1: Ileum relative counts. Relative counts are listed for phylum, family, genus, and species ranks. For each taxon, the per-group mean value and the standard deviation are shown. Only taxa represented in at least one sample with a relative abundance ≥ 1% are listed. Rare taxa are collapsed in the other class. 

Attached EXCEL FILE

Supplementary Table S2: Differential abundance of taxa in ileum mucosa at all phylogenetic levels. Statistically significant Taxa in the Ileum detected by using DESeq2 by including healthy samples. In particular: (i) Taxa: taxon name; (ii) log2FoldChange: observed fold change; (iii) lfcSE: standard error on Fold Change estimation; (iv) padj: adjusted p-values for pairwise comparison; (v) Comparison: performed pairwise comparison; (vi) rank: taxonomic rank. Only relevant taxa are shown ( p-values ≤ 0.05)

Attached EXCEL FILE

Supplementary Table S3: Differential abundance in metabolic pathways between the groups in the ileal mucosa. Statistically significant metabolic pathways in the Ileum detected by using DESeq2 by including healthy samples. In particular: (i) Pathway: metabolic pathway identifier in MetaCyc databases; (ii) log2FoldChange: observed fold change; (iii) lfcSE: standard error on Fold Change estimation; (iv) padj: adjusted p-values for pairwise comparison; (v) description: full metabolic pathway name. Only relevant taxa are shown (p-values ≤ 0.05)

Attached EXCEL FILE

Supplementary Table S4: Sigmoid colon mucosa relative counts. Relative counts are listed for phylum, family, genus, and species ranks. For each taxon, the per-group mean value and the standard deviation are shown. Only taxa represented in at least one sample with a relative abundance ≥ 1% are listed. Rare taxa are collapsed in the other class. 

Attached EXCEL FILE

Supplementary Table S5: Differential abundance of taxa in sigmoid colon mucosa at all phylogenetic levels. Statistically significant Taxa in the sigmoid colon detected by using DESeq2 by including healthy samples. In particular: (i) Taxa: taxon name; (ii) log2FoldChange: observed fold change; (iii) lfcSE: standard error on Fold Change estimation; (iv) padj: adjusted p-values for pairwise comparison; (v) Comparison: performed pairwise comparison; (vi) rank: taxonomic rank. Only relevant taxa are shown (p-values ≤ 0.05).

Attached EXCEL FILE

Supplementary Table S6: Differential abundance in metabolic pathways between the groups in sigmoid mucosa. Statistically significant metabolic pathways in the sigmoid colon detected by using DESeq2 by including healthy samples. In particular: (i) Pathway: metabolic pathway identified in MetaCyc databases; (ii) log2FoldChange: observed fold change; (iii) lfcSE: standard error on Fold Change estimation; (iv) padj: adjusted p-values for pairwise comparison; (v) description: full metabolic pathway name. Only relevant taxa are shown (p-values ≤ 0.05)

Attached EXCEL FILE

Supplementary Table S7: Differentially abundant taxa between the ileum and sigma. Statistically significant differences in taxa abundance between the ileum and sigma detected by using DESeq2 by including healthy samples. In particular: (i) Taxa: taxon name; (ii) log2FoldChange: observed fold change; (iii) lfcSE: standard error on Fold Change estimation; (iv) padj: adjusted p-values for pairwise comparison; (v) rank: taxonomic rank. Only relevant taxa are shown ( p-values ≤ 0.05).

Attached EXCEL FILE

Supplementary Table S8: Differentially abundant metabolic pathways between the ileum and sigma. Statistically significant differences in metabolic pathways between the ileum and sigma were detected by using DESeq2 by including healthy samples. In particular: (i) Pathway: metabolic pathway identified in MetaCyc databases; (ii) log2FoldChange: observed fold change; (iii) lfcSE: standard error on Fold Change estimation; (iv) padj: adjusted p-values for pairwise comparison; (v) description: full metabolic pathway name. Only relevant taxa are shown ( p-values ≤ 0.05).

Attached EXCEL FILE
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