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Effects of butylparaben on intestinal microbiota in zebrafish
YANG Hui", ZHAO Meng, CHEN Xuan, WANG Si-min, GU Jia—qi, LI Si-ying, LU Ran, YANG Luo
"West China School of Public Health/West China Fourth Hospital, Sichuan University, Chengdu, Sichuan 610041, China

Abstract: Objective To investigate the effects of subchronic exposure to butylparaben (BuP) on the gut microbiota of adult
male zebrafish. Methods Four—month—old wild—type AB male zebrafish were randomly divided into a solvent control group
(NC), a 2.5 pM BuP group, and a 5 pM BuP group, with 15 fish per group. After 60 days of subchronic exposure, intestinal
tissues and contents were collected. Gut microbial diversity, community structure, and functional pathways were analyzed
using 16S rRNA high—throughput sequencing. Results Compared with the NC group, BuP exposure significantly decreased
Chaol, ACE, Simpson, and Shannon indices (all P<0.001). B—diversity revealed distinct separation of microbial community
structure. At the phylum level, the relative abundance of Fusobacteriota was increased (P<0.001), while Proteobacteria and
Actinobacteriota were decreased (P<0.001). At the genus level, Cetobacterium, Aeromonas, and Plesiomonas were enriched
(P<0.001), whereas f~ Rhodobacteraceae_unclassified and Pedomicrobium were reduced (P<0.001). Functional prediction
indicated that BuP exposure disturbed microbial metabolic pathways, including lipid metabolism and immune regulation.
Conclusion Subchronic BuP exposure reduces gut microbial diversity, reshapes community structure, impairs metabolic
function, and disrupts intestinal microecological homeostasis in zebrafish.
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Figure 1 Comparison of gut microbial a—diversity indices in zebrafish across groups
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Figure 4 Analysis of intestinal microbial species differences in zebrafish in each group (phylum level)
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Figure 6 Analysis of gut microbial species differences among zebrafish groups (genus level)
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