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Figure S1. Linear discriminant analysis (LDA) effect size (LEfSe) on genera level of cecum microbiota of
Er-HL between ErHL-0, ErHL-21 group (A) and ErHL-7, ErHL-21 group (B). ErHL_0 = the cecal samples
of Erhualian fattening barrows fed with basal diet; ErHL_7 = the cecal samples of Erhualian fattening
barrows fed with 7% wheat bran replaced basal diet; ErHL_21 = the cecal samples of Erhualian fattening
barrows fed with 21% wheat bran replaced basal diet.
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Figure S2. Correlation heatmap between potential key bacteria abundance and ATTD of fiber in pigs. *
Means significant correlation (p < 0.05). ** Means significant Correlation (p < 0.01). *** Means significant
correlation (p < 0.001).



