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Abstract; This study sought to examine the influence of escalating defatted rice bran intake on the jejunal mucosal microbiota in pigs at the
finishing stage. 33 healthy Suhuai castrated boars weighing (62. 90£0. 78) kg at the fattening stage were selected and randomly assigned into
five groups, with seven replicates in each group, except one group with five replicates, using 7% DFRB feed. The tested pigs were reared in
the Osborne pig performance measurement system. The control group consumed a regular diet, but the experimental groups were given diets
where maize was progressively replaced by 7% to 28% DFRB in four separate stages. All the experimental pigs were raised in the Aosiben pig
performance measurement system. At the end of the 28—day study phase, the experimental pigs were euthanized, and jejunal mucosa samples
wwere collected from the pigs for the subsequent analysis of the bacterial community. As a result, the composition of both probiotic and patho-
genic microorganisms at the genus level changed significantly with increasing levels of DFRB in the diet. The Principal Coordinate Analysis
(PCoA) based on the unweighted UniFrac distance algorithm showed a significant distinction between the 7% DFRB group and the control
group at the PCI level (P<0.05). At the genus level, the microbial abundance (Sobs, ACE, Chao) of the 7% DFRB group was lower than
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that of the control group (P<0.05). The 7% DFRB group exhibited a lower concentration of Escherichia_Shigella, which is pathogenic in na-

ture, than the basal diet group (P<0.05). The group with 7% DFRB supplementation exhibited a markedly higher level of Pseudomonas and

Rhodococcus , which are linked to antioxidant properties, as compared with the other experimental groups (P<0.05). The present resultsindi-

cated that 7% DFRB was beneficial for pigs in reducing conditional pathogens in them, alleviating their jejunal oxidative stress, increasing

their antioxidant—associated microbial abundance, and promoting their gut health.
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