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Supplementary Figure S1. Phylum-level microbial composition across intestinal regions in individual samples. Stacked bar plots represent the relative abundance of gut microbiota at the phylum level in individual samples from the small intestine (SI), large intestine (LI), and cecum (CC). Each bar corresponds to a single sample. ND, normal diet; AD, alcohol diet; ADG, alcohol diet + Lacticaseibacillus rhamnosus GG; ADW, alcohol diet + Lacticaseibacillus paracasei WiKim0110. Taxa with relative abundances lower than 3% were grouped into the “Others” category for visualization.
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Supplementary Figure S2. Genus-level microbial composition across intestinal regions in individual samples. Stacked bar plots represent the relative abundance of gut microbiota at the genus level in individual samples from the small intestine (SI), large intestine (LI), and cecum (CC). Each bar corresponds to a single sample. ND, normal diet; AD, alcohol diet; ADG, alcohol diet + Lacticaseibacillus rhamnosus GG; ADW, alcohol diet + Lacticaseibacillus paracasei WiKim0110. Genera with relative abundances lower than 3% were grouped into the “Others” category for visualization.
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