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List of Figures

Figure S1 High-performance size-exclusion chromatography (HPSEC) elution
patterns of oligosaccharides used in the experiment. Molecular weight distributions of
alginate oligosaccharides (AlgO), agarose oligosaccharides (AO), and k-Carrageenan

oligosaccharides (KCO) were monitored.

Figure S2 Heatmap indicating phylum-level changes among the alginate
oligosaccharides (AlgO), agarose oligosaccharides (AQO), k-carrageenan

oligosaccharides (KCO) and control (CN) group.

Figure S3 Histogram of the different taxa relative abundances in k-carrageenan
oligosaccharides (KCO) and control (CN) group. The mean and median relative
abundance of different taxa are indicated with solid and dashed lines, respectively.
(A)-(H) were the relative abundance of Bacteroides, Coprococccus 1, Enterococcus,
Roseburia, Peptococcus, Veillonella, Fusobacterium, and Ruminococcaceae

respectively.

Figure S4 The structure of Mannuronic acid (M) and Guluronic acid (G) composition

of alginate oligosaccharides (AlgO).

Figure S5 The repeat unit structure of agarose oligosaccharides (AO).

Figure S6 The repeat unit structure of k-carrageenan oligosaccharides (KCO).
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Figure S1: High-performance size-exclusion chromatography (HPSEC) elution
patterns of oligosaccharides used in the experiment. Molecular weight distributions of
alginate oligosaccharides (AlgO), agarose oligosaccharides (AO), and k-Carrageenan

oligosaccharides (KCO) were monitored.

Figure S2: Heatmap indicating phylum-level changes among the alginate
oligosaccharides (AlgO), agarose oligosaccharides (AO), k-carrageenan

oligosaccharides (KCO) and control (CN) group.
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Figure S3: Histogram of the different taxa relative abundances in k-carrageenan
oligosaccharides (KCO) and control (CN) group. The mean and median relative
abundance of different taxa are indicated with solid and dashed lines, respectively.
(A)-(H) were the relative abundance of Bacteroides, Coprococccus 1, Enterococcus,

Roseburia, Peptococcus, Veillonella, Fusobacterium, and Ruminococcaceae
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Figure S4: The structure of Mannuronic acid (M) and Guluronic acid (G)

respectively.

composition of alginate oligosaccharides (AlgO).
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Figure S5: The repeat unit structure of agarose oligosaccharides (AO).
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Figure S6: The repeat unit structure of k-carrageenan oligosaccharides (KCO).



