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Figure S1. Intestinal microbial community composition of juvenile yellow catfish
(Pelteobagrus fulvidraco) at the phylum and genus levels following dietary
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fermented sugar beet pulp (FBP) supplementation.

(A) Relative abundance of intestinal microbiota at the phylum level; (B) Relative
abundance of intestinal microbiota at the genus level. Only dominant taxa with relative
abundance >0.01 are displayed in both panels, and all low-abundance taxa with
relative abundance <0.01 are pooled as “Others” for clarity. Experimental groups
include CK (0% FBP, control), F1 (3% FBP), F2 (6% FBP), F3 (9% FBP), and F4 (12%
FBP), with 3 biological replicates per group (labeled as 1, 2, 3 for each group on the x-

axis).
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Figure S2. Differentially abundant intestinal microbial taxa in juvenile yellow
catfish (Pelteobagrus fulvidraco) fed diets with different fermented sugar beet
pulp (FBP) inclusion levels. (A) Analysis of differentially abundant intestinal microbial
taxa at the phylum level; (B) Analysis of differentially abundant intestinal microbial taxa
at the genus level. Experimental groups: CK (0% FBP, control), F1 (3% FBP), F2 (6%
FBP), F3 (9% FBP), F4 (12% FBP), with three biological replicates per group.
Intergroup differences in microbial relative abundance were statistically analyzed by
one-way ANOVA followed by the Conover-Iman post-hoc test, where P < 0.05 was
considered significantly different (*), P < 0.01 was considered extremely significantly
different (**), and P < 0.001 was considered highly extremely significantly different (***).
The corresponding ANOVA P-values for each taxon are shown on the right side of the
figure.



