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Figure S1 Patient information and RNA-seq analysis

(A) Working procedure of the sample collection and RNA-seq analysis. (B) Detailed
information of the RNA-seq analysis. This figure was created using Biorender
(https://biorender.com).
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Figure S2 Gene expression comparison between the ileum and duodenum
(A) A scatter plot comparing gene expression levels in the ileum with those in the

duodenum is shown. (B) A volcano plot comparing gene expression levels in the ileum



with those in the duodenum is shown. (C) GO analysis was performed for gene sets
whose gene expression levels were increased more than three-fold or decreased less
than three-fold.
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Figure S3 Gene expression comparison between the ileum and colon

(A) A scatter plot comparing gene expression levels in the ileum with those in the colon



is shown. (B) A volcano plot comparing gene expression levels in the ileum with those
in the colon is shown. (C) GO analysis was performed for gene sets whose gene
expression levels were increased more than three-fold or decreased less than three-fold.
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Figure S4 Gene expression comparison between the ileum and rectum
(A) A scatter plot comparing gene expression levels in the ileum with those in the
rectum is shown. (B) GO analysis was performed for gene sets whose gene expression
levels were increased more than three-fold or decreased less than three-fold.
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Figure S5 Expression analysis of miRNAs in various regions of the intestinal
tract
The expression profile of miRNAs in the ileum is shown.



