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Figure S1: GO enrichment analysis of genes and DEGs enrichment analysis in proximal,
middle and distal. (A) All genes of proximal intestine enrichment in Biological Process (BP),
Cellular Component (CC) and Molecular Function (MF) terms. (B) All genes of middle
intestine enrichment in Biological Process (BP), Cellular Component (CC) and Molecular
Function (MF) terms. (C) All genes of distal intestine enrichment in Biological Process (BP),
Cellular Component (CC) and Molecular Function (MF) terms. (D) Differential expression
analysis of digestive segment compared with absorption segment in log2FoldChange > 2
representing promising candidates. (E) Differential expression analysis of digestive segment
compared with immune segment in log2FoldChange > 2 representing promising candidates.
(F) Differential expression analysis of absorption segment compared with immune segment in
log2FoldChange>2 representing promising candidates.
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Figure S2: GO enrichment analysis of DEGs. (A) GO enrichment analysis for up-regulated genes
and down-regulated genes in Diges vs Absor. (B) GO enrichment analysis for up-regulated genes
and down-regulated genes in Diges vs Immu. (C) GO enrichment analysis for up-regulated genes
and down-regulated genes in Absor vs Immu. (Diges: Digestive segment, Absor: Absorption

segment, Immu: Immune segment).
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Figure S3: Validation of the RNA-Seq data by qPCR. (A) The expression of DEGs (releated to
digestion) in digestive segment was higher than absorption segment and immune segment. (B)
The expression of DEGs in absorption segment (releted to absorption) was higher than digestive
segment and immune segment. (C) The expression of DEGs (related to immune) in immune
segment was higher than digestive segment and absorption segment. Error bars represent
standard deviation. **p <0.001, **p < 0.01 and *p < 0.05 by Students t-test. (Diges: Digestive
segment, Absor: Absorption segment, Immu: Immune segment).
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Figure S4: KEGG enrichment in cluster0, cluster3, cluster4, cluster7. The color indicates the gene
count, * indicates the p-value < 0.05.
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Stomach Digestive segment Absorption segment Immune segment

Figure S5: Heatmap displaying Z-score transformed expression of digestive segment, absorption
segment, immune segment and stomach. The row Z-score was calculated by log:-transformed
FPKM values of targeted genes. The formula to calculate row Z-scores from FPKM values was
log2(FPKM+1). The row Z-score value ranges from -1.5 to 1.5 and is represented as a color-coded
box, with red and green indicating relative up-regulation and down-regulation, respectively.
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Figure S6: Heatmap of expression of homolougs of Mus musculus pancreatic marker genes in C.
savignyi stomach and different intestinal segments. (sto: stomach; Diges: Digestive segment; Absor:
Absorption segment; Immu: Immune segment).
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Figure S7: The expanded gene families in C. savignyi. (A) The representative expanded gene families
in C. savignyi. (B) GO enrichment analysis of expanded family genes in C. savignyi.
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Figure S7: Single-copy genes functional enrichment analysis. (A) GO enrichment analysis of single
copy orthologous genes in cross-species. (B) KEGG enrichment analysis of single copy orthologous

genes in cross-species.



