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ARTICLE INFO ABSTRACT

Keywords: Microalgal-bacterial consortia provide a sustainable, low-cost solution for antibiotic-
Sulfamethoxazole contaminated wastewater remediation. Microalgae cultivation typically involves natural symbi-
Microalgae

otic bacteria, which are often overlooked. To fill this gap, this study evaluated the adaptive
response of Dunaliella sp. and its natural symbiotic bacteria to sulfamethoxazole (SMX) through
cultivation experiments and 16S rDNA sequencing. The results demonstrated strong SMX toler-
ance but limited removal efficiency by the consortium. The adaptive responses were character-
ized by increased bacterial diversity and connectivity, with quorum sensing bacteria-driven
community changes and biofilm formation playing a critical role in this process. Dunaliella sp.
exhibited strong antioxidant capacity (with catalase playing a key role) and increased extracel-
lular polymeric substances secretion, which not only contributed to its tolerance but also pro-
moted microalgae-bacteria interactions, enhancing consortium adaptability. These findings
strengthen our understanding of the responses of natural symbiotic bacteria to antibiotics and
advance the development of microalgae-bacteria symbiosis technology for wastewater treatment.

Natural symbiotic bacteria
Quorum sensing
Dunaliella

1. Introduction

The demand for mariculture continues to expand with the decline in wild marine fishery resources. Globally, antibiotic usage
reached 93 million tons in 2017 and is projected to exceed 236 million tons by 2030, with 5.7 % used in aquaculture (Adenaya et al.,
2023). However, antibiotic abuse leads to elevated residue levels, disrupting microbial communities, promoting antibiotic resistance
genes (ARGs), and causing toxicity to aquatic organisms (Wang et al., 2022a, Peng et al., 2025). Sulfamethoxazole (SMX), one of the
most widely used antibiotics in aquaculture, is typically detected in water bodies at concentrations ranging from 67.9 ng/L to
63.6 pg/L (Zhu et al., 2022). In shrimp farming ponds, SMX concentrations can reach up to 2.39 mg/L (Le and Munekage, 2004), and in
pharmaceutical wastewater can also reach mg/L levels (Zhang et al., 2025). Even in natural seawater, the highest reported SMX
concentration is 1454.2 ng/L (Niu et al., 2016). Traditional methods like adsorption, activated sludge, advanced oxidation, and
electrochemistry face challenges including inconsistent efficiency, high costs, and the potential to promote the spread of ARGs (Lu
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et al., 2025). In contrast, microalgae-based biological treatment technologies are gaining attention for their low cost, sustainability,
and environmental friendliness.

Microalgae are important components of aquatic ecosystems and have been shown to degrade antibiotics while removing nitrogen
and phosphorus from wastewater (Chandel et al., 2022, Zhang et al., 2022a). However, most microalgae show obvious growth in-
hibition under the influence of moderate concentrations of SMX (Xiong et al., 2019b, Xiong et al., 2020, Zhang et al., 2022b), limiting
their practical application. Recent studies suggest that introducing foreign microorganisms can enhance the adaptability and removal
efficiency of microalgae to antibiotics. This improvement is attributed to symbiotic interactions, involving extracellular polymeric
substances (EPS)-mediated adhesion, nutrient exchange, oxygen release, and alterations in bacterial community structure and function
(da Silva Rodrigues et al., 2020, Hu et al., 2022, Wang et al., 2022b). However, consortia composed of microalgae and foreign bacterial
communities exhibit significant uncertainty and instability.

In practice, microalgae are often cultivated as monocultures rather than pure cultures, naturally carrying symbiotic bacteria whose
roles have been largely overlooked. Most research has focused on the combined effects of algae with foreign microorganisms, while the
role of natural symbiotic bacteria has not been fully studied. To fill this knowledge gap, this study focused on a microalga from the
genus Dunaliella, a unique group of halophilic, unicellular, eukaryotic microalgae widely distributed in marine and hypersaline en-
vironments (Wang et al., 2023). Dunaliella has shown high tolerance to adverse environments, including high salinity (Liska et al.,
2004), heavy metals (Folgar et al., 2009), microplastics (Chae et al., 2019), and various organic pollutants (Quesnel et al., 2011, Xiong
etal., 2016). However, few studies have explored its response to antibiotics (Kviderova and Henley, 2005, Machado and Soares, 2019,
Hom-Diaz et al., 2022), and no studies have investigated the impact of SMX on Dunaliella or its natural symbiotic bacteria.

This study investigated the adaptive responses of Dunaliella sp. and its natural symbiotic bacteria to different SMX concentrations
by analyzing microalgal growth, nutrient utilization, antibiotic removal, stress response, and 16S rDNA sequencing. The objectives
were to investigate Dunaliella sp.’s SMX removal efficiency and tolerance mechanisms, and explore the response and interactions of the
natural symbiotic bacterial community under SMX stress. To our knowledge, this is the first study to investigate the impact of antibiotic
stress on microalgae’s natural symbiotic bacteria. These findings provide new insights into the application of algae-bacteria symbiosis
technology in bioremediation and bioenergy production.

2. Materials and methods
2.1. Chemicals and microalgae

Tested SMX (purity >98 %, CAS No. 723-46-6) was purchased from Aladdin Biochemical Technology Co., LTD (Shanghai, China).
Methanol and acetonitrile (HPLC grade) were purchased from Thermo Fisher Scientific Inc. (USA). Other reagents were analytical
grade unless otherwise specified. The marine microalga Dunaliella sp. (SCSIO-45184) was obtained from the Guangdong Province
Economic Microalgae Species and Quality Resource Database (China) and cultured in F/2 medium.

2.2. Microalgal-bacterial consortium culture and exposure experiment

The microalgal-bacterial consortium was cultured in simulated mariculture wastewater with SMX concentrations of 0, 1, and
10 mg/L for ten days. Although these concentrations exceed environmental levels, they are commonly used in algae-bacteria reme-
diation screening studies to identify robust combinations and amplify their adaptive traits (Hu et al., 2022, Zhang et al., 2022a).
Sterilised natural seawater was used as the basic culture medium supplemented with 4 mg/L nitrate (NO3-N), 2 mg/L ammonium
(NHZ-N), and 0.5 mg/L phosphates (PO3-P) according to prior investigations. Glucose and sodium bicarbonate were added as carbon
sources.

Experiments were conducted in triplicate using 1 L Erlenmeyer flasks, with an initial cell density of approximately 1.0 x 10* cells
mL~. Cultures were maintained at 25 + 1°C under a 12 h light/12 h dark cycle and shaken three to four times daily. From day 0,
culture suspensions were collected every two days to determine the biomass, pigments, nutrients, and SMX content. Additionally, EPS,
activities of the five key antioxidant enzymes, and contents of glutathione (GSH) and malondialdehyde (MDA) were only measured on
days 4 and 10.

2.3. Natural symbiotic bacteria exposure experiment

Natural symbiotic bacteria were cultured in 250 mL Erlenmeyer flasks (three replicates) under the same SMX and medium con-
ditions as the consortium. Before incubation, the consortium was centrifuged at 4500 rpm for 15 min. The supernatant was discarded,
and 0.5 % sterile saline was added to achieve thorough resuspension. Dunaliella sp. ruptured completely due to the absence of cell
walls, leaving a natural symbiotic bacterial suspension for incubation (Fig. S1). Culture suspensions were collected every two days for
nutrient analysis.

2.4. Physiological analyses
Microalgae were fixed with Lugol’s solution and counted using a haemocytometer under a microscope. Total chlorophyll and

carotenoid contents were determined at 665, 652, and 470 nm using a spectrophotometer (METASH UV-9000S, China), calculated as
follows (Xiong et al., 2017):
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Chlorophyll a (Chla) = 16.82 Aggs — 9.28 Ags2

Chlorophyll b (Chlb) = 36.92 Agsy — 16.54 Aggs
Carotenoid = (1000 A47¢ — 1.91Chla — 95.15Chlb)/225

EPS were collected by centrifugation (4500 rpm, 5 minutes, 4°C) and classified as slime EPS (Mao et al., 2022). Polysaccharides
(PS) and proteins (PN) were determined using assay kits based on bicinchoninic acid and anthrone-sulfuric acid methods, respectively.
GSH and MDA contents and the activities of superoxide dismutase (SOD), glutathione peroxidase (GPX), glutathione S-transferase
(GST), glutathione reductase (GR), and catalase (CAT) were detected using assay kits. The results were obtained using an ultra-micro
spectrophotometer (BIO-DL Micro Drop, China). All kits, except for PS (Youxuan Biotechnology Co., Ltd., China), were sourced from
the Nanjing Jiancheng Bioengineering Institute, China.

2.5. Analysis of nutrients and SMX

The concentrations of NO3-N, nitrite (NO3-N), NHj-N, PO%’—P, total nitrogen (TN), and total phosphorus (TP) were determined
using a flow analyser (Skalar San++, Netherlands) according to the standard methods for seawater detection by the Ministry of
Ecology and Environment of China. Method details are presented in Supplementary Material Table S1. Solid-phase extraction and
high-performance liquid chromatography with fluorescence detection were used to analyze SMX content, as detailed in the Supple-
mentary Materials Text S1.

2.6. 16S rDNA high-throughput sequencing of natural symbiotic bacteria

On days 0, 4, and 10, microalgal-bacterial culture samples were collected. A 100 mL aliquot was centrifuged at 4500 rpm for
15 min, and the supernatant was separated. 0.5 % sterile saline was added to achieve thorough resuspension, facilitating lysis of the
microalgae cells. The suspension and supernatant were filtered through a 0.22 pm acetate membrane and sent to Majorbio Bio-Pharm
Technology Co. Ltd. (Shanghai, China) for DNA extraction, PCR amplification and high-throughput sequencing. After quality filtering,
merging, clustering, and chimera removal, 1256,804 optimized sequences were obtained for analysis.

D40, D4_1, and D4_10 were blank, 1 mg/L, and 10 mg/L groups on day 4; D10_0, D10_1, and D10_10 were the same on day 10.
Species classification and functional gene annotation were based on SILVA138/16S_bacteria and Kyoto Encyclopedia of Genes and
Genomes databases. Raw sequencing data can be accessed from the National Centre for Biotechnology Information under accession
number PRINA1155904.

2.7. Statistical analysis

The standard curve correlation coefficient for each detection index exceeded 0.995, and 10 % random replicates were set up with a
relative deviation of less than 2 %. Chemical indicators were analyzed using IBM SPSS Statistics 27 and microbial analysis was per-
formed on the Majorbio platform. Treatment groups differences were compared using one-way ANOVA (p < 0.05). Results were
visualized using Origin 2021 or Adobe Illustrator 2023.
3. Results

3.1. Effect of SMX on the growth and pigment synthesis of Dunaliella sp

The effects of SMX concentration on Dunaliella sp. growth are presented in Fig. 1. Dunaliella sp. initially grew rapidly, with growth
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Fig. 1. (a) Trends in the contents of Chla, Chlb, and carotenoid; (b) Trends in the cell density of Dunaliella sp.; and (c) Trends in the N/P ratio within
Dunaliella sp. cells under different SMX concentrations during 10 d of cultivation. Error bars represent standard deviation (n = 3). Different letters
indicate significant differences (p < 0.05) between treatments on the same day and the same letters or “ns” indicate no differences.
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slowing after day 4 and no inhibition observed. From day 4 onward, the 10 mg/L group showed significantly higher biomass than other
groups, reaching 1.53 times that of the blank group by the end of the experiment. Pigment content followed a similar trend, with
significantly higher Chla and carotenoids contents observed in the 10 mg/L group from day 6.
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(p < 0.05) between treatments on the same day and the same letters indicate no differences.
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The N/P ratio in Dunaliella sp. (Fig. 1c) changed as follows: under nutrient sufficient conditions on day 2, the N/P ratio was close to
the Redfield ratio (N/P = 16). By day 4, under phosphorus limitation, the N/P ratio rose above 30, higher in SMX-treated groups than
the blank group. Subsequently, the N/P ratio gradually decreased and stabilised at approximately 20.

3.2. Nutrient utilisation of Dunaliella sp. and its natural symbiotic bacteria under SMX stress

The effect of SMX concentration on nutrient utilization by the microalgal-bacterial consortium is presented in Fig. 2(a, c, e, g). NH4 -
N was consumed first, nearly depleted by day 2 except for the 10 mg/L group. NO3-N contents were stable initially, with slight in-
creases in SMX-treated groups, but rapidly declined from day 4 and were eventually completely removed. Additionally, from day 4
onward, SMX-treated groups significantly accelerated NOs™-N consumption, with NO3-N in the 10 mg/L group fully depleted by day 8.
In contrast, NO3-N accumulation increased with higher SMX concentrations, but was consumed once NO3-N and NHj-N were
completely absorbed. Unlike nitrogen, PO} -P was not completely utilized, and its concentration exhibited a fluctuating reduction
following an initial rapid decline.

Changes in the nutrient utilization patterns of natural symbiotic bacteria under SMX stress after separation from Dunaliella sp. are
presented in Fig. 2(b, d, f, h). The bacteria presented high NHZ-N utilization efficiency, with the blank group consuming 83.4 % by day
2 and reaching 91.7 % eventually, but efficiency suppressed significantly with increasing SMX concentrations. NO3-N in the blank
group was initially consumed but rapidly released, while levels in other groups remained stable. NO>-N also showed accumulation, but
its contents were negligible compared to those in the microalgal-bacterial consortium. PO -P utilization followed a pattern similar to
ammonia but with slightly lower efficiency, peaking at 52.9 % in the blank group.

3.3. SMX removal efficiency and its effect on MDA and EPS content

The SMX residue rates at different SMX concentrations are presented in Fig. 3a, with values of 84.71 % and 90.20 % for the 1 and
10 mg/L groups, respectively. On day 4, MDA content (Fig. 3b) in the 10 mg/L group was 7.68 times higher than in the blank group but
returned to normal by day 10. Additionally, on day 4, the 10 mg/L group showed significantly higher PS and PN contents in the slime
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different SMX concentrations during incubation periods. Error bars represent standard deviation (n = 3). Different letters indicate significant dif-
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EPS (Fig. 3c-d) than those in blank group. By day 10, PS and PN contents in the 10 mg/L group had decreased.
3.4. Response of antioxidant system to SMX

Activity of antioxidant system in Dunaliella sp. are shown in Fig. 4a. On day 4, CAT, SOD, and GR activities increased with SMX
concentration. The CAT activity in the 10 mg/L group was significantly higher than that in the blank group, while GST and GPX
activities were significantly lower. By day 10, the CAT activity remained elevated in the 10 mg/L group, GST continued to decrease and
GR activity reversed. SOD and GPX activities, and GSH content showed almost no differences among the treatment groups.

PCA results (Fig. 4b-c) showed that the sample points on day 4 were more clustered within groups and exhibited clearer separation
between groups compared to day 10. On day 4, PC1 and PC2 explained 54.1 % and 18.5 % of the total variance, respectively. MDA,
CAT, GR, PS, and PN were positively correlated with SMX concentrations, while GST and GPX showed negative correlations. On day
10, PC1 and PC2 explained 38.9 % and 24.6 % of total variance, respectively. Notably, the effect of MDA was negligible. CAT and PN
remained positively correlated with SMX concentration, while the response of other indicators to SMX concentration weakened.

3.5. 16 s rDNA analysis on natural symbiotic bacteria of Dunaliella sp

3.5.1. Natural symbiotic bacteria community structure analysis

The alpha diversity index was used to assess the changes in diversity of natural symbiotic bacterial communities under different
SMX concentrations (Fig. 5a). Significantly higher Shannon’s index and lower Simpson’s index values with increasing SMX concen-
trations, implied increased biodiversity. Beta diversity (Fig. 5b), analysed by principal coordinate analysis (PCoA), revealed that the
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bacterial composition in stimulated mariculture wastewater differed from the initial F/2 medium, and SMX significantly affected it as
early as day 4.

The natural symbiotic bacterial community of Dunaliella sp. consisted of four phyla, 38 genera, and 40 species (15 identified). Only
one genus disappeared during the incubation, with 31 genera remaining in all treatment groups (Fig. 5¢). Bacterial composition results
(Fig. 5d) showed that the relative abundance of dominant genera increased in stimulated mariculture wastewater compared to the F/2
medium but were evidently inhibited as SMX concentration increased. Methylophaga and Labrenzia had considerably lower relative
abundances in the 10 mg/L group than in the blank group, while Ponticoccus and Mameliella increased. LDA Effect Size (LEfSe) analysis
(LDA threshold = 4, Fig. 5e) identified 12 significantly different genera, mostly enriched in Alphaproteobacteria and derived from
moderate abundance genera in day 10 samples from the 10 mg/L group.

One-way correlation networks were used to analyse the correlations between species and the results are presented in Fig. 6a.
Proteobacteria remained the core phyla, while the core genera shifted from Methylophaga and Labrenzia to Ponticoccus and Mameliella as
SMX concentration increased. The number of linkages markedly increased with both the incubation period and SMX concentration. For
example, on day 4, the 10 mg/L group had 286 linkages, significantly higher than the blank (210) and 1 mg/L (198) groups. By day 10,
linkages further increased to 378 (10 mg/L) and 360 (1 mg/L), compared to 236 in the blank group. Additionally, the positive cor-
relation ratio (Fig. 6b) in the 10 mg/L group (53.5 % on day 4 and 54.0 % on day 10) was higher than in the blank (45.6 % and 46.6 %)
and 1 mg/L (44.8 % and 49.4 %) groups. These results indicate that the connectivity within the natural symbiotic bacterial community
increased under SMX stress.

3.5.2. Functional predictions

The BugBase phenotype prediction results for natural symbiotic bacteria under different SMX concentrations are presented in
Fig. 7a. The relative abundance of gram-negative and facultative anaerobic bacteria increased with SMX concentrations. Notably,
biofilm-forming phenotypes also increased significantly, while the potentially pathogenic phenotypes decreased significantly (Fig. 7b).
Additionally, KEGG pathway analysis (Fig. 7c) revealed that metabolic pathways had the highest relative share of 74.8 % at level 1,
while the trends at level 2 were essentially consistent across all groups on days 4 and 10. Furthermore, level 2 comparisons revealed
significant changes in bacterial physiological processes with increasing SMX concentrations. Specifically, pathways related to xeno-
biotic degradation and metabolism, amino acid metabolism, and lipid metabolism increased, while those associated with sugar
biosynthesis and metabolism, energy metabolism, and cellular motility decreased.

os o
(a) ° . (b) A0 (©) —_ D10_1
28
- 04 . _ATA
§ : I s o I e (™ & A A
1§ ] — “
- Zo0
T P T TITT IOTRPOIIN coptus. ey NSRRI DI0_10
05 ot
s
g
LURTRI 0 Do D1 Da 3 .
. 0s g
Al ax
3 04 02
- . — = 1
g I g 034 1 y
212 z £ I 03 * = DO
& z Z0 I >
: 0l b R*=0,9507, P=0.0010
e 03 02 0.1 o o1 02 03 04
DI DI DI0I0 Do D DIt PCI1(S0.04%) D40
[C)) 19 — | - - M Methylophaga (e)
. s - == M Labrenzia 2
| | M Ponticoccus
. B B sice mvio
. Mameliclla W41
- I Phaeodactylibacter [ID4_10
Hoeflea HDI0_1
M Porphyrobacter mDI10_10
M Devosia
Tropicimonas
W others

Percent of community abundance on Genus level

DO

D40 D41 D410 DIOO

D10_1

D10_10

= a:g_Actibacterium
= c:g_Hoeflea

= b:g_Algoriphagus
= f:g_Labrenzia

-yl

jie

= c:g_Cohaesibacter
= g:g_Mameliella
- kg SMIA02

= d:g_Devosia
= h:g_Methylophaga
== |:g_ Tropicimonas

Fig. 5. Analysis of the composition of natural symbiotic bacterial communities under different SMX concentrations. (a) Shannon and Simpson
indices of OUT level, (b) PCoA on OUT level, (c) Venn diagram of the genera, (d) Relative abundance of the genus level and (e) LEfSe multilevel
species hierarchical cladogram. * , * *, and * ** indicate different significant differences p < 0.05, p < 0.01, and p < 0.001, respectively.



X. Tan et al. Environmental Technology & Innovation 38 (2025) 104171

(a)
. ®)
@ p_ Proteobacteria 385 e —
@ p__ Bacteroidota 330

75|
@ p__ Planctomycetota / .
20}
—

p__Actinobacteriota

54 |—=— Positive correlation ratio .
. 51 | /
— positive

. 48 - /
— negative .

45 + .

D4_0 D4_1 D4_10 D10_0 D10_1 D10_10

Fig. 6. One-way correlation network analysis of natural symbiotic bacterial communities at different time points under varying SMX concentra-
tions. The nodes represent the species at the phylum level and linkages indicate a correlation between species (|r| > 0.8).

4. Discussion
4.1. SMX stress enhances Dunaliella sp. biomass via reduced bacterial competition and adaptive responses

This study confirmed that Dunaliella sp. showed a strong adaptation to SMX, as evidenced by their biomass, pigment content, and
nutrient utilization efficiency. The microalgal biomass increased likely resulted from SMX restricting bacterial nutrient competition
(Zhou et al., 2017), further supported by natural symbiotic bacterial isolation and culture experiments showing SMX inhibited bac-
terial ammonia and phosphate utilization. Since no nitrifying bacteria were detected in the natural symbiotic bacteria, NH-N con-
sumption was primarily attributed to bacterial assimilation (Kuypers et al., 2018). The order of nitrogen utilization by Dunaliella sp.
was consistent with that of most microalgae: NHj-N > NO3-N > NO3-N (Perez-Garcia et al., 2011). Due to their competitive rela-
tionship, SMX restricted bacterial NH4-N utilization, resulting in NH4-N accumulation and promoting early biomass buildup in
Dunaliella sp. Additionally, excess NH4-N and SMX may have suppressed nitrate reductase and nitrite reductase activities in microalgal
cells, leading to a stagnation in NO3-N consumption (Su, 2021). Once the microalgae adapted, the early accumulated biomass became a
key driver of subsequent growth, enabling rapid NOs™-N utilization in the later phase.
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Fig. 7. Analysis of BugBase phenotype prediction (a), comparison of phenotypic differences (b), and KEGG pathway on level 1 and level 2 (c) of
natural symbiotic bacteria communities under different SMX concentrations. *, * *, and * ** indicate different significant differences p < 0.05,
p < 0.01, and p < 0.001, respectively.

In addition, bacteria can cause diseases in microalgae, such as gall formation (Ashen Jon and Goff Lynda, 2000), bleaching disease
(Zozaya-Valdés et al., 2017), and hole-rotten disease (Wang et al., 2008). The reduced abundance of pathogenic phenotypes in natural
symbiotic bacteria under SMX exposure may further contribute to the increased biomass. Furthermore , pigments content in Dunaliella
sp. strongly correlated with biomass and can be influenced by oxidative stress and photosynthetic processes under abiotic stress (Chen
etal., 2025). Chla can participate in the removal of reactive oxygen species in chloroplasts (Kasahara et al., 2002), whereas carotenoids
can effectively quench excited chlorophyll, thereby preventing stress-induced damage to the photosynthetic system (Paliwal et al.,
2015). Photosynthesis is the primary pathway for pigments production. Studies have found that at high concentrations (5 mg/L), SMX
still can enhance photosynthesis in Chlorella vulgaris biofilms by promoting nitrogen uptake (Sun et al., 2025). In this study, the
increased N/P ratio in Dunaliella sp. cells under SMX exposure also indicates enhanced nitrogen uptake, which may reflect improved
photosynthesis and could be related to enhanced extracellular protein secretion and synthesis of defensive proteins (Gao et al., 2016).
These findings suggest that SMX stress induced adaptive responses and enhanced photosynthesis in Dunaliella sp., stimulating growth.
However, the molecular mechanisms behind this remain to be further explored.

4.2. Dunaliella sp. exhibits strong tolerance but poor removal ability to SMX

The excellent adaptability of Dunaliella sp. to high SMX concentrations is noteworthy. Excessive EPS production under stress is a
key microbial defense strategy against toxic chemicals (Wang et al., 2021). Microalgae of the genus Dunaliella often increase EPS
secretion in response to pollutant stress (Folgar et al., 2009, Wang et al., 2023). PS and PN are essential components of EPS due to their
unique structures and functions (Wang et al., 2019). This study also observed that Dunaliella sp. produced significantly more PS and PN
during the initial response to SMX, indicating that EPS enhancement is one of the key mechanisms for adapting to SMX stress.
Interestingly, as cultivation progressed, the PS and PN content in the SMX-treated group declined.

EPS includes soluble EPS and bound EPS (Mao et al., 2022). Soluble EPS exhibits weaker interactions with cells and is more
environmentally sensitive (Li et al., 2025). In bound EPS, PN can support bacterial aggregation, cell-to-cell signaling, and structural
stability, while PS can promote microbial adhesion and biofilm formation (More et al., 2014). Additionally, EPS can enhance the
conversion between inorganic and organic carbon, thereby supporting the growth of heterotrophic organisms and stabilizing the
microalgae-bacteria consortium (Zhou et al., 2024). The increased diversity and connectivity of the natural symbiotic bacterial
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community may benefit from changes in EPS properties. The decrease in EPS content may be related to changes in its properties,
potentially enhancing interactions between Dunaliella sp. and its natural symbiotic bacteria.

The antioxidant system is also vital for microalgae adapting to antibiotic stress (Xiao et al., 2024). The intracellular antioxidant
system removes excess ROS through coordinated enzymatic and non-enzymatic reactions. SOD, CAT, and GPX catalyze the conversion
of Oz to H202 and its breakdown into water (Gill and Tuteja, 2010), while GST removes harmful electrophilic substances (Zhang et al.,
2022b). MDA is an important biomarker for the assessment of cellular oxidative damage (Zhang et al., 2022b). Changes in MDA
content show that Dunaliella sp. is sensitive to short-term acute SMX damage but has strong recovery capabilities. Correspondingly,
CAT activity rapidly and significantly increased and maintained high levels, indicating its crucial role in Dunaliella sp.’s adaptation to
SMX stress. It is a common response in many microalgae under antibiotic stress (Chen et al., 2020b, Chen et al., 2025), and a study
indicates that CAT is vital for enhancing SMX adaptability in acclimated C. vulgaris (Zhang et al., 2022b), suggesting CAT activity as a
potential biomarker for assessing microalgal adaptability to antibiotics.

GSH is essential for maintaining the cellular reduced state, serving as a substrate for both GPX and GST, while its balance is
regulated by GR (Gill and Tuteja, 2010). By day 4, increased GSH consumption enhanced GR activity, while GSH primarily adapted to
SMX stress through non-enzymatic pathways, as SMX inhibited GST and GPX. By day 10, reduced SOD and GR activities and increased
GSH content indicated the recovery of Dunaliella sp.’s antioxidant system, consistent with decreased MDA content.

Dunaliella sp. showed good adaptation to high SMX concentrations, but its removal efficiency was lower than that of most
microalgae, such as Nannochloris sp. (32 %; (Bai and Acharya, 2016)), Monoraphidium contortum (42.3 %; (Costa-Ramos et al., 2025)),
and Scenedesmus obliquus (16-29 %; (Xiong et al., 2019a)). Currently, microalgae of the genus Chlorella has shown the highest SMX
removal efficiency, with wild Chlorella vulgaris achieving 76 % removal and an acclimated strain reaching 92.5 % (Zhang et al.,
2022b). Microalgae remove antibiotics mainly through biosorption, bioaccumulation, and biodegradation (Xiao et al., 2024). Bio-
sorption is a key step, and the cell wall plays a crucial role in this process. The diverse functional groups on the cell wall can adsorb
various pollutants, and the cell wall and EPS exhibit coordinated effects in pollutant removal (Naveed et al., 2025). The study found
that Dunaliella tertiolecta and the cell wall-free mutant of Chlamydomonas reinhardtii formed smaller aggregates under nanoparticle
exposure compared to cell wall-containing microalgae (Oukarroum et al., 2012, Perreault et al., 2012). The absence of a cell wall likely
weakens the biosorption capacity of Dunaliella sp., resulting in lower SMX removal efficiency.

In addition, The absence of a cell wall is not necessarily linked to increased sensitivity in microalgae (Ge et al., 2022). Therefore, the
cell membrane undoubtedly plays a more critical role in cell wall-free microalgae. The increase in MDA content indicates damage to
the structure and function of Dunaliella sp.’s cell membrane, which may also affect its interaction with SMX. Microalgal surfaces are
usually negatively charged (Giinan Yiicel et al., 2021), whereas SMX exists primarily in a stable anionic form at pH > 5.7 (Wang and
Wang, 2018). Under seawater conditions (pH ~8.0), SMX is likely to experience electrostatic repulsion. Antibiotics with higher lip-
ophilicity (log Kow) are more easily adsorbed by microalgae, while SMX, with a log Kow of 0.89, exhibits strong hydrophilicity (log
Kow < 1) (Wang et al., 2022b). Thus, antibiotic removal efficiency is also influenced by Dunaliella sp.’s cell membrane characteristics,
but deeper mechanisms need analysis via scanning electron microscopy (SEM) and Fourier-transform infrared spectroscopy (FTIR).

4.3. Sulfamethoxazole alters the composition, connection and function of natural symbiotic bacterial communities

SMX is a broad-spectrum antibiotic that inhibits bacterial growth by competitively inhibiting dihydrofolate synthase and disrupting
folate biosynthesis (Rodrigo et al., 2022). Functional prediction (Fig. 8) revealed reduced abundances of folate biosynthesis, ribo-
somes, flagellar assembly, bacterial chemotaxis, and the TCA cycle under SMX stress, all critical for bacterial growth, reproduction,
and motility, and common targets of antibiotics (Xiu et al., 2017, Zhang et al., 2021, Yu et al., 2022, Xu et al., 2024). Consistent with

Quorum sensing 2.00 2.08 235 2.03 2.02 | 222 23
Ribosome 1.31 1.36 123 131 1.38 1.29
Glyoxylate and dicarboxylate metabolism LI 113 1.24 113 112 1.21
Glycine, serine and threonine metabolism 113 113 118 1.13 1.12 1.16 126
Pyruvate metabolism 0.96 0.96 0.98 0.96 0.96 0.99
Valine, leucine and isoleucine degradation 0.76 0.83 1.07 0.76 0.76 0.95
Butanoate metabolism 0.76 0.80 0.97 0.76 0.76 0.89 =
Fatty acid metabolism 0.74 0.81 0.95 0.75 0.78 0.88
Bacterial secretion system 0.57 0.69 0.79 0.60 0.67 0.73
Arginine and proline metabolism 0.68 0.67 0.75 0.67 0.64 0.71 e
Phenylalanine metabolism 0.58 0.62 0.76 0.58 0.58 0.67
Flagellar assembly 0.87 0.71 0.41 0.91 0.82 0.57
Citrate cycle (TCA cycle) 0.61 0.56 0.54 0.59 0.57 0.55 080
Folate biosynthesis 0.55 0.57 0.52 0.56 0.59 0.53
Bacterial chemotaxis 0.74 0.66 0.42 0.78 0.73 0.50 0
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Fig. 8. Certain significantly different (p < 0.05) functions among the top 40 in relative abundance at KEGG pathway level 3 in natural symbiotic
bacterial communities under different SMX concentrations.
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other microalgal-bacterial consortia (Hu et al., 2022, Wang et al., 2022b), SMX significantly inhibited the growth of natural symbiotic
bacteria associated with Dunaliella sp. (Fig. S2).

However, in complete contrast, the diversity of the natural symbiotic bacterial community significantly increased. Similar re-
sponses have been observed in bacterial communities under antibiotic stress in vegetable root systems (Ren et al., 2024) and
vertical-flow constructed wetlands (Chen et al., 2020a). Recently, it was discovered for the first time that a symbiotic system of
river-derived bacteria and Chlorella vulgaris exhibited increased diversity under SMX stress (Wang et al., 2024). Another distinction is
that the enhanced connectivity in Dunaliella sp.’s natural symbiotic bacterial community under SMX stress indicates improved stability
and adaptability to adverse conditions (Yuan et al., 2021).

The contrasting trends in diversity and connectivity between natural and foreign symbiotic bacterial communities may result from
their distinct adaptation strategies. In foreign symbiotic consortia, host microalgae influence community composition more strongly
than environmental factors through selectively recruiting specific bacteria (Kimbrel et al., 2019). Additionally, the decline in diversity
is associated with the dominance of specific antibiotic-degrading bacteria (Xie et al., 2020), which are maintained through the
accumulation and transfer of resistance genes (da da Silva Rodrigues et al., 2020).

In contrast, natural symbiotic consortia have stable species numbers, indicating weaker host selection pressure. From the
perspective of specific species changes, Labrenzia has multiple pollutant resistance genes and exhibits strong aromatic compound
degradation capabilities (Rodrigues Gisele et al., 2018). However, its abundance decreased, and no significant changes were observed
in degradation-related pathways, suggesting that natural symbiotic bacteria may rely less on degradation strategies. Additionally,
Methylophaga can promote nitrogen fixation and increase under nitrogen-limited conditions (Shi et al., 2018). However, it relies on
phytoplankton for carbon and energy and competes for cobalamin (Bertrand et al., 2015). Its decline suggests poor adaptation to SMX
stress, but it may also act as an adjustment strategy, creating growth opportunities for other bacteria. Notably, the abundance of
Ponticoccus and Mameliella increased, and these bacteria are characterized by active quorum sensing (QS) functions or the presence of
related genes (Danish-Daniel et al., 2016, Chi et al., 2017).

QS-mediated interactions is an important factor in shaping bacterial community structure and regulating ecological behaviors such
as biofilm formation and antibiotic resistance (Zhou et al., 2016). Biofilm formation is an important bacterial adaptation strategy to
environmental stresses because it can protect bacterial cells and enhance their resistance (Wu et al., 2015). The increase in QS function
and biofilm formation phenotype in this study suggest that QS bacteria likely contribute to enhanced community connectivity by
regulating biofilm formation. Additionally, the upregulation of amino acid metabolism in natural symbiotic bacteria reflects both
active adaptation to SMX stress and a stronger interaction with microalgae, facilitated by increased EPS secretion (Wang et al., 2018).
As a medium for metabolic exchange and signal communication, EPS serves as a critical link in enhancing the adaptability of Dunaliella
sp. and its natural symbiotic bacteria to SMX stress.

4.4. Application prospects and challenges

In this study , most response trends generally follow a gradient pattern under different SMX concentration stresses, indicating that
the symbiotic consortia can maintain stable adaptation mechanisms across a wide range of SMX levels. Although the symbiotic
consortia show limited pollutant removal efficiency, its broad adaptability makes it a practical option for nutrient recovery in
aquaculture wastewater with high antibiotic contamination risks. Its low adsorption and bioaccumulation characteristics also enhance
its suitability as fishery feed, reducing source pollution risks while ensuring food safety. In antibiotic remediation, the biofilms from
Dunaliella sp. symbiotic systems show great potential for integration with high-performance microalgae or degradative bacteria, which
is conducive to enhancing the system’s tolerance and stability. The response patterns of natural symbiotic bacteria provide guidance
for foreign bacteria selection and community construction, which are beneficial for enhancing practical application potential.

Additionally, this study still has certain limitations: (1) The absence of a cell wall in Dunaliella sp. poses technical challenges for
extracting bound EPS, limiting in-depth research on its role. (2) Considering the presence of symbiotic bacteria provides a more
realistic understanding of microalgae’s adaptation strategies, but understanding axenic microalgae’s intrinsic traits is also crucial.
However, removing symbiotic bacteria without stressing microalgae remains a major technical challenge. (3) Nutrient contents and
microalgae growth determined the cultivation period. For practical applications, cost and efficiency factors require more efficient
cultivation methods to improve feasibility. (4) Actual aquaculture wastewater may contain not only antibiotics but also risks of
combined pollution from heavy metals and organic compounds, and environmental factors such as dissolved oxygen, pH, and salinity
could also impact the symbiotic system. These are all important factors that cannot be overlooked in subsequent research and practical
applications.

5. Conclusion

This study revealed that the Dunaliella sp. and its natural symbiotic bacterial consortium exhibited strong tolerance to SMX but
weak removal efficiency. QS bacteria-driven community changes and biofilm formation enhance the diversity and connectivity of
natural symbiotic bacterial communities. Dunaliella sp.’s high tolerance relies on strong antioxidant capacity (with CAT playing a key
role) and elevated EPS secretion. EPS plays a key role in enhancing the adaptability of the consortium by strengthening the interaction
between Dunaliella sp. and its natural symbiotic bacteria. However, the mechanisms regulating their interactions require further
investigation. These findings strengthen our understanding of the responses of natural symbiotic bacteria to antibiotics, providing new
insights for improving the adaptability of microalgae-bacteria symbiosis technology and the construction of bacterial communities.

11



X. Tan et al. Environmental Technology & Innovation 38 (2025) 104171

CRediT authorship contribution statement

Zhao Hui: Writing - review & editing, Supervision, Resources, Methodology, Funding acquisition, Conceptualization. Pan Gang:
Writing — review & editing, Conceptualization. Che Wenxue: Visualization, Software, Methodology. Tan Xiao: Writing — original
draft, Visualization, Validation, Software, Methodology, Investigation, Formal analysis, Data curation. Li Jinting: Investigation. Man
Ying: Methodology, Conceptualization. Wang Liyi: Investigation.

Declaration of Competing Interest

The authors declare that they have no known competing financial interests or personal relationships that could have appeared to
influence the work reported in this paper.

Acknowledgements

The funding received for this research includes National Natural Science Foundation of China (No. 42076162) and Innovation
Group Project of Southern Marine Science and Engineering Guangdong Laboratory (Zhuhai) (No. 311020004).

Appendix A. Supporting information

Supplementary data associated with this article can be found in the online version at doi:10.1016/j.eti.2025.104171.

Data availability

Data will be made available on request.

References

Adenaya, A., Berger, M., Brinkhoff, T., Ribas-Ribas, M., Wurl, O., 2023. Usage of antibiotics in aquaculture and the impact on coastal waters. Mar. Pollut. Bull. 188,
114645. https://doi.org/10.1016/j.marpolbul.2023.114645.

Ashen Jon, B., Goff Lynda, J., 2000. Molecular and ecological evidence for species specificity and coevolution in a group of marine algal-bacterial symbioses. Appl.
Environ. Microbiol 66 (7), 3024-3030. https://doi.org/10.1128/AEM.66.7.3024-3030.2000.

Bai, X., Acharya, K., 2016. Removal of trimethoprim, sulfamethoxazole, and triclosan by the green alga Nannochloris sp. J. Hazard. Mater. 315, 70-75. https://doi.
org/10.1016/j.jhazmat.2016.04.067.

Bertrand, E.M., McCrow, J.P., Moustafa, A., Zheng, H., McQuaid, J.B., Delmont, T.O., Allen, A.E., 2015. Phytoplankton-bacterial interactions mediate micronutrient
colimitation at the coastal Antarctic sea ice edge. Proc. Natl. Acad. Sci. 112 (32), 9938-9943. https://doi.org/10.1073/pnas.1501615112.

Chae, Y., Kim, D., An, Y.-J., 2019. Effects of micro-sized polyethylene spheres on the marine microalga Dunaliella salina: Focusing on the algal cell to plastic particle
size ratio. Aquat. Toxicol. 216, 105296. https://doi.org/10.1016/j.aquatox.2019.105296.

Chandel, N., Ahuja, V., Gurav, R., Kumar, V., Tyagi, V.K., Pugazhendhi, A., Bhatia, S.K., 2022. Progress in microalgal mediated bioremediation systems for the
removal of antibiotics and pharmaceuticals from wastewater. Sci. Total Environ. 825, 153895. https://doi.org/10.1016/j.scitotenv.2022.153895.

Chen, J., Tong, T., Jiang, X., Xie, S., 2020a. Biodegradation of sulfonamides in both oxic and anoxic zones of vertical flow constructed wetland and the potential
degraders. Environ. Pollut. 265, 115040. https://doi.org/10.1016/j.envpol.2020.115040.

Chen, J., Qin, B., Han, Y., Yang, S., 2025. Sulfamethoxazole and sulfaisoxazole stress on growth, photosynthesis, cell structure and oxidation system in Microcystis
aeruginosa. Algal Res. 87, 103880. https://doi.org/10.1016/].algal.2024.103880.

Chen, S., Zhang, W., Li, J., Yuan, M., Zhang, J., Xu, F., Wang, L., 2020b. Ecotoxicological effects of sulfonamides and fluoroquinolones and their removal by a green
alga (Chlorella vulgaris) and a cyanobacterium (Chrysosporum ovalisporum). Environ. Pollut. 263, 114554. https://doi.org/10.1016/j.envpol.2020.114554.

Chi, W., Zheng, L., He, C., Han, B., Zheng, M., Gao, W., Gao, X., 2017. Quorum sensing of microalgae associated marine Ponticoccus sp. PD-2 and its algicidal function
regulation. AMB Express 7 (1), 59. https://doi.org/10.1186/513568-017-0357-6.

Costa-Ramos, L.T.A., Senra, M.V.X., Nogueira, G.H.S., Ramalho-Jtnior, R.R., Andrade, S.J., Santo, E.E., Matsudo, M.C., 2025. Unveiling the antibiotics removal ability
of Monoraphidium contortum. Biochem. Eng. J. 217, 109686. https://doi.org/10.1016/j.bej.2025.109686.

Danish-Daniel, M., Han Ming, G., Noor, M.E.M., Yeong, Y.S., Usup, G., 2016. Draft genome sequence of Mameliella alba strain UMTATO8 isolated from clonal culture of
toxic dinoflagellate Alexandrium tamiyavanichii. Genom. Data 10, 12-14. https://doi.org/10.1016/j.gdata.2016.08.015.

Folgar, S., Torres, E., Pérez-Rama, M., Cid, A., Herrero, C., Abalde, J., 2009. Dunaliella salina as marine microalga highly tolerant to but a poor remover of cadmium.
J. Hazard. Mater. 165 (1), 486-493. https://doi.org/10.1016/j.jhazmat.2008.10.010.

Gao, Y., Lim, T.K,, Lin, Q., Li, S.F.Y., 2016. Identification of cypermethrin induced protein changes in green algae by iTRAQ quantitative proteomics. J. Proteom. 139,
67-76. https://doi.org/10.1016/j.jprot.2016.03.012.

Ge, J., Yang, Q., Fang, Z., Liu, S., Zhu, Y., Yao, J., Guan, W., 2022. Microplastics impacts in seven flagellate microalgae: Role of size and cell wall. Environ. Res. 206,
112598. https://doi.org/10.1016/j.envres.2021.112598.

Gill, S.S., Tuteja, N., 2010. Reactive oxygen species and antioxidant machinery in abiotic stress tolerance in crop plants. Plant Physiol. Biochem 48 (12), 909-930.
https://doi.org/10.1016/j.plaphy.2010.08.016.

Giinan Yiicel, H., Ertugrul Karatay, S., Aksu, Z., Dénmez, G., 2021. Lithium (I) biofortified Dunaliella salina as a potential functional nutrition supplement. Algal Res
56, 102257. https://doi.org/10.1016/j.algal.2021.102257.

Hom-Diaz, A., Jaén-Gil, A., Rodriguez-Mozaz, S., Barceld, D., Vicent, T., Bldnquez, P., 2022. Insights into removal of antibiotics by selected microalgae
(Chlamydomonas reinhardtii, Chlorella sorokiniana, Dunaliella tertiolecta and Pseudokirchneriella subcapitata). Algal Res 61, 102560. https://doi.org/10.1016/j.
algal.2021.102560.

Hu, G., Fan, S., Wang, H., Ji, B., 2022. Adaptation responses of microalgal-bacterial granular sludge to sulfamethoxazole. Bioresour. Technol. 364, 128090. https://
doi.org/10.1016/j.biortech.2022.128090.

Kasahara, M., Kagawa, T., Oikawa, K., Suetsugu, N., Miyao, M., Wada, M., 2002. Chloroplast avoidance movement reduces photodamage in plants. Nature 420
(6917), 829-832. https://doi.org/10.1038/nature01213.

12


https://doi.org/10.1016/j.eti.2025.104171
https://doi.org/10.1016/j.marpolbul.2023.114645
https://doi.org/10.1128/AEM.66.7.3024-3030.2000
https://doi.org/10.1016/j.jhazmat.2016.04.067
https://doi.org/10.1016/j.jhazmat.2016.04.067
https://doi.org/10.1073/pnas.1501615112
https://doi.org/10.1016/j.aquatox.2019.105296
https://doi.org/10.1016/j.scitotenv.2022.153895
https://doi.org/10.1016/j.envpol.2020.115040
https://doi.org/10.1016/j.algal.2024.103880
https://doi.org/10.1016/j.envpol.2020.114554
https://doi.org/10.1186/s13568-017-0357-6
https://doi.org/10.1016/j.bej.2025.109686
https://doi.org/10.1016/j.gdata.2016.08.015
https://doi.org/10.1016/j.jhazmat.2008.10.010
https://doi.org/10.1016/j.jprot.2016.03.012
https://doi.org/10.1016/j.envres.2021.112598
https://doi.org/10.1016/j.plaphy.2010.08.016
https://doi.org/10.1016/j.algal.2021.102257
https://doi.org/10.1016/j.algal.2021.102560
https://doi.org/10.1016/j.algal.2021.102560
https://doi.org/10.1016/j.biortech.2022.128090
https://doi.org/10.1016/j.biortech.2022.128090
https://doi.org/10.1038/nature01213

X. Tan et al. Environmental Technology & Innovation 38 (2025) 104171

Kimbrel, J.A., Samo, T.J., Ward, C., Nilson, D., Thelen, M.P., Siccardi, A., Mayali, X., 2019. Host selection and stochastic effects influence bacterial community
assembly on the microalgal phycosphere. Algal Res. 40, 101489. https://doi.org/10.1016/j.algal.2019.101489.

Kuypers, M.M.M., Marchant, H.K., Kartal, B., 2018. The microbial nitrogen-cycling network. Nat. Rev. Microbiol 16 (5), 263-276. https://doi.org/10.1038/
nrmicro.2018.9.

Kviderova, J., Henley, W.J., 2005. The effect of ampicillin plus streptomycin on growth and photosynthesis of two halotolerant chlorophyte algae. J. Appl. Phycol. 17
(4), 301-307. https://doi.org/10.1007/s10811-005-7293-6.

Le, T.X., Munekage, Y., 2004. Residues of selected antibiotics in water and mud from shrimp ponds in mangrove areas in Viet Nam. Mar. Pollut. Bull. 49 (11),
922-929. https://doi.org/10.1016/j.marpolbul.2004.06.016.

Li, S., Bai, Y., Li, Z., Wang, A., Ren, N.-Q., Ho, S.-H., 2025. Overlooked role of extracellular polymeric substances in antibiotic-resistance gene transfer within
microalgae-bacteria system. J. Hazard. Mater. 488, 137206. https://doi.org/10.1016/j.jhazmat.2025.137206.

Liska, A.J., Shevchenko, A., Pick, U., Katz, A., 2004. Enhanced photosynthesis and redox energy production contribute to salinity tolerance in dunaliella as revealed
by homology-based proteomics. Plant Physiol. 136 (1), 2806-2817. https://doi.org/10.1104/pp.104.039438.

Lu, Y., Zhou, X., Zheng, Y., Yang, H., Cao, W., 2025. How far do we still need to go with antibiotics in aquatic environments? Antibiotic occurrence, chemical-free or
chemical-limited strategies, key challenges, and future perspectives. Water Res 275, 123179. https://doi.org/10.1016/j.watres.2025.123179.

Machado, M.D., Soares, E.V., 2019. Sensitivity of freshwater and marine green algae to three compounds of emerging concern. J. Appl. Phycol. 31 (1), 399-408.
https://doi.org/10.1007/5s10811-018-1511-5.

Mao, J., Gu, Z., Zhang, S., An, X., Lan, H., Liu, H., Qu, J., 2022. Protonated carbon nitride elicits microalgae for water decontamination. Water Res 222, 118955.
https://doi.org/10.1016/j.watres.2022.118955.

More, T.T., Yadav, J.S.S., Yan, S., Tyagi, R.D., Surampalli, R.Y., 2014. Extracellular polymeric substances of bacteria and their potential environmental applications.
J. Environ. Manag. 144, 1-25. https://doi.org/10.1016/j.jenvman.2014.05.010.

Naveed, S., Yu, Q., Szewczuk-Karpisz, K., Zhang, C., Rahman, S.-U., Ge, Y., 2025. Roles of extracellular polymeric substances in arsenic accumulation and
detoxification by cell wall intact and mutant strains of Chlamydomonas reinhardtii. J. Environ. Sci. 152, 142-154. https://doi.org/10.1016/].jes.2024.03.048.

Niu, Z.-G., Zhang, K., Zhang, Y., 2016. Occurrence and distribution of antibiotic resistance genes in the coastal area of the Bohai Bay, China. Mar. Pollut. Bull. 107 (1),
245-250. https://doi.org/10.1016/j.marpolbul.2016.03.064.

Oukarroum, A., Bras, S., Perreault, F., Popovic, R., 2012. Inhibitory effects of silver nanoparticles in two green algae, Chlorella vulgaris and Dunaliella tertiolecta.
Ecotoxicol. Environ. Saf. 78, 80-85. https://doi.org/10.1016/j.ecoenv.2011.11.012.

Paliwal, C., Pancha, I., Ghosh, T., Maurya, R., Chokshi, K., Vamsi Bharadwaj, S.V., Mishra, S., 2015. Selective carotenoid accumulation by varying nutrient media and
salinity in Synechocystis sp. CCNM 2501. Bioresour. Technol. 197, 363-368. https://doi.org/10.1016/j.biortech.2015.08.122.

Peng, T., Song, B., Wang, Y., Yuan, J., Yang, Z., Tang, L., 2025. Trophic transfer of sulfonamide antibiotics in aquatic food chains: a comprehensive review with a focus
on environmental health risks. Environ. Pollut. 369, 125823. https://doi.org/10.1016/j.envpol.2025.125823.

Perez-Garcia, O., Escalante, F.M.E., de-Bashan, L.E., Bashan, Y., 2011. Heterotrophic cultures of microalgae: Metabolism and potential products. Water Res 45 (1),
11-36. https://doi.org/10.1016/j.watres.2010.08.037.

Perreault, F., Bogdan, N., Morin, M., Claverie, J., Popovic, R., 2012. Interaction of gold nanoglycodendrimers with algal cells (Chlamydomonas reinhardtii) and their
effect on physiological processes. Nanotoxicology 6 (2), 109-120. https://doi.org/10.3109/17435390.2011.562325.

Quesnel, D.M., Bhaskar, I.M., Gieg, L.M., Chua, G., 2011. Naphthenic acid biodegradation by the unicellular alga Dunaliella tertiolecta. Chemosphere 84 (4), 504-511.
https://doi.org/10.1016/j.chemosphere.2011.03.012.

Ren, J., Lu, H,, Lu, S., Huang, Z., 2024. Impacts of sulfamethoxazole stress on vegetable growth and rhizosphere bacteria and the corresponding mitigation
mechanism. Front. Bioeng. Biotechnol. 12. https://doi.org/10.3389/fbioe.2024.1303670.

Rodrigo, M.K.D., Saiganesh, A., Hayes, A.J., Wilson, A.M., Anstey, J., Pickering, J.L., Barnett, T.C., 2022. Host-dependent resistance of Group A Streptococcus to
sulfamethoxazole mediated by a horizontally-acquired reduced folate transporter. Nat. Commun. 13 (1), 6557. https://doi.org/10.1038/541467-022-34243-3.

Rodrigues Gisele, N., Lago-Lest6n, A., Costa, R., Keller-Costa, T., 2018. Draft genome sequence of Labrenzia sp. Strain EL143, a coral-associated alphaproteobacterium
with versatile symbiotic living capability and strong halogen degradation potential. Genome Announc. 6 (10). https://doi.org/10.1128/genomea.00132-18.

Shi, F., Wei, X., Feng, J., Sun, Y., Zhu, L., 2018. Variation of bacterial community associated with Phaeodactylum tricornutum in response to different inorganic nitrogen
concentrations. Acta Oceanol. Sin. 37 (12), 118-128. https://doi.org/10.1007/s13131-018-1272-7.

da Silva Rodrigues, D.A., da Cunha, C.C.R.F., Freitas, M.G., de Barros, A.L.C., e Castro, P.B.N., Pereira, A.R., de Cassia Franco Afonso, R.J., 2020. Biodegradation of
sulfamethoxazole by microalgae-bacteria consortium in wastewater treatment plant effluents. Sci. Total Environ. 749, 141441. https://doi.org/10.1016/j.
scitotenv.2020.141441.

Su, Y., 2021. Revisiting carbon, nitrogen, and phosphorus metabolisms in microalgae for wastewater treatment. Sci. Total Environ. 762, 144590. https://doi.org/
10.1016/j.scitotenv.2020.144590.

Sun, F., Jiao, Y., Liang, S., Zhuang, L.L., Zhang, J., 2025. The effect of sulfamethoxazole on the growth of microalgae biofilms and the internal transportation and
transformation of nutrients in the biofilm. Environ. Res. 273, 121232. https://doi.org/10.1016/j.envres.2025.121232.

Wang, G., Shuai, L., Li, Y., Lin, W., Zhao, X., Duan, D., 2008. Phylogenetic analysis of epiphytic marine bacteria on Hole-Rotten diseased sporophytes of Laminaria
japonica. J. Appl. Phycol. 20 (4), 403-409. https://doi.org/10.1007/510811-007-9274-4.

Wang, H., Qi, B., Jiang, X., Jiang, Y., Yang, H., Xiao, Y., Wang, W., 2019. Microalgal interstrains differences in algal-bacterial biofloc formation during liquid digestate
treatment. Bioresour. Technol. 289, 121741. https://doi.org/10.1016/j.biortech.2019.121741.

Wang, J., Wang, S., 2018. Microbial degradation of sulfamethoxazole in the environment. Appl. Microbiol. Biotechnol. 102 (8), 3573-3582. https://doi.org/10.1007/
s00253-018-8845-4.

Wang, J., Guo, H., Cao, C., Zhao, W., Kwok, L.-Y., Zhang, H., Zhang, W., 2018. Characterization of the adaptive amoxicillin resistance of Lactobacillus casei zhang by
proteomic analysis, 9. https://doi.org/10.3389/fmicb.2018.00292.

Wang, Q., Geng, L., Gao, Z., Sun, Y., Li, X., Sun, S., Luo, Y., 2024. Microalgae enhances the adaptability of epiphytic bacteria to sulfamethoxazole stress and
proliferation of antibiotic resistance genes mediated by integron. Environ. Sci. Technol. 58 (43), 19397-19407. https://doi.org/10.1021/acs.est.4c04925.
Wang, S., Ji, B., Cui, B., Ma, Y., Guo, D., Liu, Y., 2021. Cadmium-effect on performance and symbiotic relationship of microalgal-bacterial granules. J. Clean. Prod.

282, 125383. https://doi.org/10.1016/j.jclepro.2020.125383.

Wang, S.C., Liu, G.Z., Liu, F.F., 2023. Physiological and metabolic toxicity of polystyrene microplastics to Dunaliella salina. Environ. Pollut. 316, 120544. https://doi.
0rg/10.1016/j.envpol.2022.120544.

Wang, X., Lin, Y., Zheng, Y., Meng, F., 2022a. Antibiotics in mariculture systems: A review of occurrence, environmental behavior, and ecological effects. Environ.
Pollut. 293, 118541. https://doi.org/10.1016/j.envpol.2021.118541.

Wang, Y., Li, J., Lei, Y., Li, X., Nagarajan, D., Lee, D.-J., Chang, J.-S., 2022b. Bioremediation of sulfonamides by a microalgae-bacteria consortium — analysis of
pollutants removal efficiency, cellular composition, and bacterial community. Bioresour. Technol. 351, 126964. https://doi.org/10.1016/j.
biortech.2022.126964.

Wu, H., Moser, C., Wang, H.-Z., Hpiby, N., Song, Z.-J., 2015. Strategies for combating bacterial biofilm infections. Int. J. Oral. Sci. 7 (1), 1-7. https://doi.org/10.1038/
ijos.2014.65.

Xiao, Z., Meng, H., Li, S., Ning, W., Song, Y., Han, J., Ho, S.-H., 2024. Insights into the removal of antibiotics from livestock and aquaculture wastewater by algae-
bacteria symbiosis systems. Environ. Res. 257, 119326. https://doi.org/10.1016/j.envres.2024.119326.

Xie, B., Tang, X., Ng, H.Y., Deng, S., Shi, X., Song, W., Liang, H., 2020. Biological sulfamethoxazole degradation along with anaerobically digested centrate treatment
by immobilized microalgal-bacterial consortium: performance, mechanism and shifts in bacterial and microalgal communities. Chem. Eng. J. 388, 124217.
https://doi.org/10.1016/j.cej.2020.124217.

13


https://doi.org/10.1016/j.algal.2019.101489
https://doi.org/10.1038/nrmicro.2018.9
https://doi.org/10.1038/nrmicro.2018.9
https://doi.org/10.1007/s10811-005-7293-6
https://doi.org/10.1016/j.marpolbul.2004.06.016
https://doi.org/10.1016/j.jhazmat.2025.137206
https://doi.org/10.1104/pp.104.039438
https://doi.org/10.1016/j.watres.2025.123179
https://doi.org/10.1007/s10811-018-1511-5
https://doi.org/10.1016/j.watres.2022.118955
https://doi.org/10.1016/j.jenvman.2014.05.010
https://doi.org/10.1016/j.jes.2024.03.048
https://doi.org/10.1016/j.marpolbul.2016.03.064
https://doi.org/10.1016/j.ecoenv.2011.11.012
https://doi.org/10.1016/j.biortech.2015.08.122
https://doi.org/10.1016/j.envpol.2025.125823
https://doi.org/10.1016/j.watres.2010.08.037
https://doi.org/10.3109/17435390.2011.562325
https://doi.org/10.1016/j.chemosphere.2011.03.012
https://doi.org/10.3389/fbioe.2024.1303670
https://doi.org/10.1038/s41467-022-34243-3
https://doi.org/10.1128/genomea.00132-18
https://doi.org/10.1007/s13131-018-1272-7
https://doi.org/10.1016/j.scitotenv.2020.141441
https://doi.org/10.1016/j.scitotenv.2020.141441
https://doi.org/10.1016/j.scitotenv.2020.144590
https://doi.org/10.1016/j.scitotenv.2020.144590
https://doi.org/10.1016/j.envres.2025.121232
https://doi.org/10.1007/s10811-007-9274-4
https://doi.org/10.1016/j.biortech.2019.121741
https://doi.org/10.1007/s00253-018-8845-4
https://doi.org/10.1007/s00253-018-8845-4
https://doi.org/10.3389/fmicb.2018.00292
https://doi.org/10.1021/acs.est.4c04925
https://doi.org/10.1016/j.jclepro.2020.125383
https://doi.org/10.1016/j.envpol.2022.120544
https://doi.org/10.1016/j.envpol.2022.120544
https://doi.org/10.1016/j.envpol.2021.118541
https://doi.org/10.1016/j.biortech.2022.126964
https://doi.org/10.1016/j.biortech.2022.126964
https://doi.org/10.1038/ijos.2014.65
https://doi.org/10.1038/ijos.2014.65
https://doi.org/10.1016/j.envres.2024.119326
https://doi.org/10.1016/j.cej.2020.124217

X. Tan et al. Environmental Technology & Innovation 38 (2025) 104171

Xiong, J.Q., Kurade, M.B., Abou-Shanab, R.A.L,, Ji, M.K., Choi, J., Kim, J.O., Jeon, B.H., 2016. Biodegradation of carbamazepine using freshwater microalgae
Chlamydomonas mexicana and Scenedesmus obliquus and the determination of its metabolic fate. Bioresour. Technol. 205, 183-190. https://doi.org/10.1016/j.
biortech.2016.01.038.

Xiong, J.Q., Kurade, M.B., Kim, J.R., Roh, H.S., Jeon, B.H., 2017. Ciprofloxacin toxicity and its co-metabolic removal by a freshwater microalga Chlamydomonas
mexicana. J. Hazard. Mater. 323, 212-219. https://doi.org/10.1016/j.jhazmat.2016.04.073.

Xiong, J.Q., Kim, S.J., Kurade, M.B., Govindwar, S., Abou-Shanab, R.A.L., Kim, J.R., Jeon, B.H., 2019b. Combined effects of sulfamethazine and sulfamethoxazole on a
freshwater microalga, Scenedesmus obliquus: toxicity, biodegradation, and metabolic fate. J. Hazard. Mater. 370, 138-146. https://doi.org/10.1016/].
jhazmat.2018.07.049.

Xiong, J.Q., Govindwar, S., Kurade, M.B., Paeng, K.J., Roh, H.S., Khan, M.A., Jeon, B.H., 2019a. Toxicity of sulfamethazine and sulfamethoxazole and their removal
by a green microalga, Scenedesmus obliquus. Chemosphere 218, 551-558. https://doi.org/10.1016/j.chemosphere.2018.11.146.

Xiong, Q., Liu, Y.S., Hu, L.X., Shi, Z.Q., Ying, G.G., 2020. Levofloxacin and sulfamethoxazole induced alterations of biomolecules in Pseudokirchneriella subcapitata.
Chemosphere 253, 126722. https://doi.org/10.1016/j.chemosphere.2020.126722.

Xiu, P., Liu, R., Zhang, D., Sun, C., 2017. Pumilacidin-like lipopeptides derived from marine bacterium Bacillus sp. Strain 176 suppress the motility of vibrio
alginolyticus. Appl. Environ. Microbiol 83 (12), e00450-00417. https://doi.org/10.1128/AEM.00450-17.

Xu, Q., Ali, S., Afzal, M., Nizami, A.-S., Han, S., Dar, M.A., Zhu, D., 2024. Advancements in bacterial chemotaxis: utilizing the navigational intelligence of bacteria and
its practical applications. Sci. Total Environ. 931, 172967. https://doi.org/10.1016/j.scitotenv.2024.172967.

Yu, C., Armengaud, J., Blaustein, R.A., Chen, K., Ye, Z., Xu, F., Shen, C., 2022. Antibiotic tolerance and degradation capacity of the organic pollutant-degrading
bacterium Rhodococcus biphenylivorans TG9T. J. Hazard. Mater. 424, 127712, https://doi.org/10.1016/j.jhazmat.2021.127712.

Yuan, M.M., Guo, X., Wu, L., Zhang, Y., Xiao, N., Ning, D., Zhou, J., 2021. Climate warming enhances microbial network complexity and stability. Nat. Clim. Change
11 (4), 343-348. https://doi.org/10.1038/541558-021-00989-9.

Zhang, H., Duan, L., Li, S., Gao, Q., Li, M., Xing, F., Zhao, Y., 2025. Efficient sulfamethoxazole removal, water recovery and electricity generation were achieved
simultaneously by osmotic microbial fuel cell in treating antibiotic wastewater. Sep. Purif. Technol. 352, 128157. https://doi.org/10.1016/j.
seppur.2024.128157.

Zhang, L., He, J., Bai, L., Ruan, S., Yang, T., Luo, Y., 2021. Ribosome-targeting antibacterial agents: advances, challenges, and opportunities. Med. Res. Rev. 41 (4),
1855-1889. https://doi.org/10.1002/med.21780.

Zhang, Q., Li, N., Wang, B.L., Zhang, T., Ma, P.F., Zhang, W.X., Ying, L., 2022a. Capabilities and mechanisms of microalgae on nutrients and florfenicol removing from
marine aquaculture wastewater. J. Environ. Manag. 320, 115673. https://doi.org/10.1016/j.jenvman.2022.115673.

Zhang, Y., Wan, J., Li, Z., Wu, Z., Dang, C., Fu, J., 2022b. Enhanced removal efficiency of sulfamethoxazole by acclimated microalgae: tolerant mechanism, and
transformation products and pathways. Bioresour. Technol. 347, 126461. https://doi.org/10.1016/j.biortech.2021.126461.

Zhou, D., Zhang, C., Fu, L., Xu, L., Cui, X., Li, Q., Crittenden, J.C., 2017. Responses of the microalga Chlorophyta sp. to bacterial quorum sensing molecules (N-
Acylhomoserine Lactones): aromatic protein-induced self-aggregation. Environ. Sci. Technol. 51 (6), 3490-3498. https://doi.org/10.1021/acs.est.7b00355.

Zhou, J., Lyu, Y., Richlen, M.L., Anderson, D.M., Cai, Z., 2016. Quorum sensing is a language of chemical signals and plays an ecological role in algal-bacterial
interactions. Crit. Rev. Plant Sci. 35 (2), 81-105. https://doi.org/10.1080/07352689.2016.1172461.

Zhou, Y., Cui, X., Wu, B., Wang, Z,, Liu, Y., Ren, T., Rittmann, B.E., 2024. Microalgal extracellular polymeric substances (EPS) and their roles in cultivation, biomass
harvesting, and bioproducts extraction. Bioresour. Technol. 406, 131054. https://doi.org/10.1016/j.biortech.2024.131054.

Zhu, X., Shen, C., Huang, J., Wang, L., Pang, Q., Peng, F., Xu, B., 2022. The effect of sulfamethoxazole on nitrogen removal and electricity generation in a tidal flow
constructed wetland coupled with a microbial fuel cell system: Microbial response. Chem. Eng. J. 431, 134070. https://doi.org/10.1016/j.cej.2021.134070.

Zozaya-Valdés, E., Roth-Schulze, A.J., Egan, S., Thomas, T., 2017. Microbial community function in the bleaching disease of the marine macroalgae Delisea pulchra.
Environ. Microbiol 19 (8), 3012-3024. https://doi.org/10.1111/1462-2920.13758.

14


https://doi.org/10.1016/j.biortech.2016.01.038
https://doi.org/10.1016/j.biortech.2016.01.038
https://doi.org/10.1016/j.jhazmat.2016.04.073
https://doi.org/10.1016/j.jhazmat.2018.07.049
https://doi.org/10.1016/j.jhazmat.2018.07.049
https://doi.org/10.1016/j.chemosphere.2018.11.146
https://doi.org/10.1016/j.chemosphere.2020.126722
https://doi.org/10.1128/AEM.00450-17
https://doi.org/10.1016/j.scitotenv.2024.172967
https://doi.org/10.1016/j.jhazmat.2021.127712
https://doi.org/10.1038/s41558-021-00989-9
https://doi.org/10.1016/j.seppur.2024.128157
https://doi.org/10.1016/j.seppur.2024.128157
https://doi.org/10.1002/med.21780
https://doi.org/10.1016/j.jenvman.2022.115673
https://doi.org/10.1016/j.biortech.2021.126461
https://doi.org/10.1021/acs.est.7b00355
https://doi.org/10.1080/07352689.2016.1172461
https://doi.org/10.1016/j.biortech.2024.131054
https://doi.org/10.1016/j.cej.2021.134070
https://doi.org/10.1111/1462-2920.13758

	Adaptation responses of Dunaliella sp. and its natural symbiotic bacteria to sulfamethoxazole
	1 Introduction
	2 Materials and methods
	2.1 Chemicals and microalgae
	2.2 Microalgal-bacterial consortium culture and exposure experiment
	2.3 Natural symbiotic bacteria exposure experiment
	2.4 Physiological analyses
	2.5 Analysis of nutrients and SMX
	2.6 16S rDNA high-throughput sequencing of natural symbiotic bacteria
	2.7 Statistical analysis

	3 Results
	3.1 Effect of SMX on the growth and pigment synthesis of Dunaliella sp
	3.2 Nutrient utilisation of Dunaliella sp. and its natural symbiotic bacteria under SMX stress
	3.3 SMX removal efficiency and its effect on MDA and EPS content
	3.4 Response of antioxidant system to SMX
	3.5 16 s rDNA analysis on natural symbiotic bacteria of Dunaliella sp
	3.5.1 Natural symbiotic bacteria community structure analysis
	3.5.2 Functional predictions


	4 Discussion
	4.1 SMX stress enhances Dunaliella sp. biomass via reduced bacterial competition and adaptive responses
	4.2 Dunaliella sp. exhibits strong tolerance but poor removal ability to SMX
	4.3 Sulfamethoxazole alters the composition, connection and function of natural symbiotic bacterial communities
	4.4 Application prospects and challenges

	5 Conclusion
	CRediT authorship contribution statement
	Declaration of Competing Interest
	Acknowledgements
	Appendix A Supporting information
	Data availability
	References


