5 45 B4 2 0 AR - A Vol 45 No.2
2026 %4 A MARINE ENVIRONMENTAL SCIENCE April 2026

DOI: 10.3724/j.1007-6336.2025-0053

LIMNEFEXBKFEEEKPRESHEERER
T 3= L

#w o®, oA B, REM

[LRHEH T K2 %F%B%,Iik EEWRTHRAEME S LRE, I7T th116024 2R3 i I
K A A 5T B A PR 7], 30T KGE 116023; 3.2500F (ki) Bl & BA RA R, L7 K% 116000]

M BT RAERHEERE (ARGs) WHB IR AHE M AMFER m, d AT EZL2ERT E
KB HAFREARREATE T ARG HANEEANFHZ—, PERBEFAENEAL L,
RARNEANEKFFR AN FRIGE, ZET LRI HFEI ARGs &£ IR BOR R 40 W 4 4 W B2 5 4
REN o, EREN, ROABFEENERFAREAT ARGs BA L F LR, HEHRBRHE R
FIEWWE mTRA . FE, BEMEN VI-VAMTERE T, ZABETFREAFTEARKFREE
B FER AT, AN (RDA) 485 4 W 4 8 % 2K FR 78 R K F ARGs & 2| H
BEH WA ERE, AEEABEREE AN FH ARG B H- TH WS /. KR T HEEFFE P
ARGs 77 % i % & A0 I 6 R A 2K .

KB BN EEE MAERTEREE; BARARK £k

PESES: X131 R FRIZAD: A S E 4S5 1007-6336(2026)02-0197-08

Research on the effect of ultraviolet disinfection on the removal of antibiotic resistance
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Abstract: The spread of antibiotic resistance genes (ARGs) in the environment has led to a continuous increase
in bacterial resistance, posing a great threat to public health safety. Mariculture is one of the important
anthropogenic activities that contribute to the proliferation of ARGs in the aquatic environment, which seriously
threatens the ecological safety of the marine environment. In this study, the effects of UV disinfection on the
removal of ARGs and changes in the composition of bacterial microbial communities were investigated in the
wastewater of intensive mariculture. The results showed that the UV disinfection method had a significant
removal effect on ARGs in mariculture wastewater, and the removal effect was enhanced with the increase of
irradiation dose. Meanwhile, the V3-V4 sequencing results of bacterial microorganisms showed that UV
disinfection could induce changes in the relative abundance of the dominant flora in mariculture wastewater.
Redundancy analysis (RDA) revealed that the changes in bacterial microbial communities were the key reason

for the effective control of ARGs in mariculture wastewater, and bacteria as potential hosts provided the core
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driving force for the removal of ARGs. This study can provide a scientific basis for the control and prevention

of ARG pollution in the marine environment.
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