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Abstract: 173-Estradiol (E2) is a widely present trace pollutant in aquatic environments. However,
its impact on microbial communities in aerobic lake waters, which are crucial for methane (CHy)
production, remains unclear. This study conducted an E2 contamination experiment by constructing
laboratory-simulated aerobic microecosystems. Using 165 rRNA high-throughput sequencing, the
effects of E2 on bacterial and archaeal communities were systematically examined. Combined with
gas chromatography, the patterns and mechanisms of E2’s impact on CH4 emissions in aerobic aquatic
systems were uncovered for the first time. Generally, E2 contamination increased the randomness of
bacterial and archaeal community assemblies and weakened microbial interactions. Furthermore,
changes occurred in the composition and ecological functions of bacterial and archaeal communities
under E2 pollution. Specifically, two days after exposure to E2, the relative abundance of Proteobacteria
in the low-concentration (L) and high-concentration (H) groups decreased by 6.99% and 4.01%,
respectively, compared to the control group (C). Conversely, the relative abundance of Planctomycetota
was 1.81% and 1.60% higher in the L and H groups, respectively. E2 contamination led to an
increase in the relative abundance of the methanogenesis functional group and a decrease in that of
the methanotrophy functional group. These changes led to an increase in CHy emissions. This study
comprehensively investigated the ecotoxicological effects of E2 pollution on microbial communities
in aerobic water bodies and filled the knowledge gap regarding aerobic methane production under
E2 contamination.

Keywords: aquatic pollutant; bacterial and archaeal community; aerobic methane production;

aquatic environment

1. Introduction

According to reports, 173-Estradiol (E2) is considered one of the most potent natural
estrogens [1]. Its widespread presence in various aquatic environments has sparked global
concerns as it can have significant impacts on aquatic organisms and human health, even
at extremely low concentrations [2-5].

Current research has primarily focused on exploring the impacts of estrogens on
higher organisms, while comparatively less attention has been given to investigating
the ecotoxicological effects of estrogens on microorganisms. However, recent studies
have confirmed that E2 has significant impacts on microbial communities in various
environments. For instance, Chun et al. [6] conducted E2 contamination experiments
in laboratory soil, revealing that E2 can alter the soil microbial community, with effects
correlating with soil properties. Zhang et al. [7] suggested that E2 in soil may act as a
nutrient for microbes, thereby stimulating the growth of certain bacteria. In river water,
E2 concentrations ranging from 1 to 100 ng/L were found to significantly enhance the
growth of heterotrophic nitrifying bacteria [8]. Additionally, the growth characteristics of
Enterobacteriaceae were observed to change under E2 pollution [9]. However, information
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regarding the influence of E2 on microbial communities in aerobic lake waters remains
extremely limited.

Water microbial communities play a crucial role in driving elemental biogeochemical
cycles, facilitating the cycling of carbon, nitrogen, sulfur, phosphorus, and other essential
elements [10,11]. Lakes, due to their capacity for storage, transport, and transformation
of substantial carbon quantities [12], have emerged as focal points for carbon cycling
dynamics and greenhouse gas emissions. Despite covering less than 4% of the Earth’s
surface, lake ecosystems significantly contribute to methane (CH,4) emissions, exerting
pivotal influences on the global carbon cycle [13]. CHy4 is not only a primary component of
greenhouse gases but can also accumulate substantially in lakes, potentially leading to gas
eruptions that cause significant human and animal fatalities. For instance, Lake Kivu in
East Africa, known for its high CHy4 content in deep, anoxic waters, is considered one of
the most dangerous freshwater lakes [14]. Traditionally, CH, production in lakes has been
attributed primarily to methanogens in anaerobic environments. However, in recent years,
evidence has been accumulating regarding CH4 production in aerobic water bodies [15,16],
a phenomenon known as the “methane paradox”. Early studies on the “methane paradox”
primarily focused on marine environments, proposing various hypotheses based on mech-
anisms involving methanogenic microorganisms to explain CHy supersaturation in the
presence of oxygen [17-19]. Recent research suggests that aerobic microbial conversion of
methylphosphonate (MPn) may be a significant contributor to CHy production in marine
and freshwater environments [20-22], providing direct evidence for the existence of aer-
obic methanogenic microorganisms. Our previous studies showed that E2 significantly
influenced CH4 emission rates in both simulated natural and anaerobic systems, with its
effects being constrained by major environmental factors [23-25]. However, the influence
of E2 on CH4 emissions in aerobic lake waters remains unclear.

Based on these considerations, this study established aerobic simulated microecosys-
tems in the laboratory. Different concentrations of E2 were added to the systems to conduct
pollution experiments aiming to: (1) investigate the impact of E2 pollution on CH, emis-
sions in aerobic lake waters; (2) assess the ecotoxicological effects of E2 pollution on
microbial communities in aerobic lake waters; and (3) elucidate the microbiological mecha-
nisms by which E2 affects CH4 emissions. These findings will provide a theoretical basis for
future water pollution control and aid in more accurately predicting and assessing methane
emissions in lake water bodies.

2. Materials and Methods
2.1. Experimental Design

The sediment and overlying water samples used in this study were obtained from
Longxu Lake in Anhui Province, China, an ecologically protected area where no estrogen
was detected. The sediment samples underwent a series of treatments including air-drying,
grinding, sieving (100 mesh), and homogenization. Methylphosphonic acid was added
to the water samples to achieve a final concentration of 1 mmol/L. Approximately 100 g
of treated sediment and 150 mL of treated overlying water were placed in 500 mL conical
flasks. Subsequently, these flasks were covered with membranes (air flux: 1020 m3/m?-h
at 0.01 MPa) with a pore size of 0.2-0.3 um, ensuring system aeration while preventing
the introduction of external microbes. Nine laboratory-simulated aerobic microecosystems
were established using the described method and were placed in constant temperature
incubators at 30 °C, shielded from light, well-ventilated, and agitated at 100 rpm. After
three days, the gas emission rates of each system stabilized and exhibited uniformity; this
was followed by the initiation of E2 pollution treatment on the systems. Stock solutions
of E2 were prepared by dissolving E2 (99%, CAS 50-28-2, Thermo Scientific, Waltham,
MA, USA) in ethanol. Volumes of 30 pL of these stock solutions were added at different
concentrations to the systems to achieve final E2 concentrations of 0 ng/L (control group,
C), 100 ng/L (low-concentration group, L), and 10,000 ng/L (high-concentration group, H).
Each group consisted of three replicate samples.
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2.2. Sample Collection and Measurement

The date of E2 solution addition was designated as Day 0. Prior to E2 contamination,
gas and slurry-water mixture samples were collected once. Subsequently, gas samples
were collected every 24 h, and slurry—water mixture samples were collected every 48 h.
The specific collection method involved using a sterile syringe to puncture the septum and
collect 5 mL of headspace gas samples, followed by sealing the system for incubation. After
2.5 h of incubation, another 5 mL of headspace gas samples were collected using a sterile
syringe. Then, each system was thoroughly mixed, and 10 mL of slurry-water mixture
samples were collected and stored in a —80 °C freezer.

The experimental period lasted for 7 days. Gas samples collected daily were analyzed
for CHy4 concentration using gas chromatography (GC-7890B, Agilent Technologies, Santa
Clara, CA, USA). A total of 36 slurry-water mixture samples collected on the Oth, 2nd, 4th,
and 6th days were subjected to high-throughput sequencing.

2.3. DNA Extraction, Amplification, and Sequencing

The DNA from the slurry—-water mixture samples was extracted using the TGuide
596 Magnetic Soil/Stool DNA Kit (Tiangen Biotech (Beijing) Co., Ltd., Beijing, China).
Subsequently, the DNA concentration of the samples was measured using the Qubit
dsDNA HS Assay Kit and Qubit 4.0 Fluorometer (Invitrogen, Thermo Fisher Scientific,
Waltham, MA, USA). The V4-V5 region of the 165 rRNA gene was amplified in each
sample using the 515F primer (5-GTGYCAGCMGCCGCGGTAA-3') and the 926R primer
(5'-CCGYCAATTYMTTTRAGTTT-3'). Sequencing adapters were attached to the ends of
the primers for PCR amplification, and the resulting products underwent purification,
quantification, and normalization to create sequencing libraries. After passing quality
control assessment, the libraries were sequenced using Illumina Novaseq 6000 (Illumina,
Santiago, CA, USA). Additionally, raw data have been uploaded to the NCBI SRA database
(No. PRJNA1097048).

2.4. Bioinformatic Analysis

The raw reads obtained from sequencing were filtered using Trimmomatic (version
0.33). Primer sequences were identified and removed to obtain clean reads using Cutadapt
(version 1.9.1). Subsequently, the clean reads underwent feature classification using dada2,
resulting in the generation of amplicon sequence variants (ASVs) [26]. ASVs with relative
abundances of less than 0.005% were filtered out. Taxonomic annotation of the filtered
ASVs was conducted using the Naive Bayes classifier [27] based on the Silva.138 reference
database [28].

Alpha diversity indices of the samples were calculated using the QIIME2 software [27].
Beta diversity was evaluated through Principal Coordinates Analysis (PCoA) based on
the Bray—-Curtis distance [29]. The relative importance of microbial community assembly
processes was determined using the iCAMP model [30]. Molecular Ecological Networks
(MENSs) were established using Random Matrix Theory (RMT), and subsequent analy-
sis was carried out with the Molecular Ecological Network Analysis Pipeline (MENAP,
http://mem.rcees.ac.cn:8081 accessed on 1 May 2023) [31]. Gephi (version 0.9.2) was uti-
lized for visualizing all networks. Functional groups within the samples were predicted
using FAPROTAX [32], and the results were visualized with the R package pheatmap to
generate heat maps. Redundancy analysis (RDA) was conducted using vegan (version
2.3-0), with significance tested via Monte Carlo permutation tests (permu = 999).

2.5. Analysis of Methane Emission Rates

The specific formula for calculating CHy emission rates is as follows:

v=((cg — 1) x Vi x 1/22.4 x 273/(273 + T) x P/101325)/(Vs x t), (1)
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v: the CH,4 emission rate (umol-L~1-h~1);

c1: the CHy volume concentration before sealing (ppm);

cp: the CHy volume concentration after 2.5 h of sealing (ppm);
Vp: the headspace volume (mL);

T: the gas temperature (°C);

P: the gas pressure (Pa);

Vs: the sample volume (mL);

t: the sealing time (h).

2.6. Statistical Analysis

Permutational Multivariate Analysis of Variance (PERMANOVA) was utilized to
examine disparities in microbial community structures among different groups. The
Student’s t-test was employed to assess the statistical significance of differences between
two samples. Differences were considered statistically significant if the p-value was less
than 0.05.

3. Results
3.1. The Impact of 17B-Estradiol Pollution on Methane Emission Patterns

The study tracked the changes in CHy4 emission rates within each treatment group over
7 days post E2 pollution (Figure 1A). The results revealed differences in CH, emission rates
among the groups only during the first 2 days, with the low-concentration group signifi-
cantly higher than the control group on day 2 (p = 0.0013). Subsequently, from days 3 to 7,
all groups showed a gradual decline in CH, emissions without significant discrepancies. To
further investigate the inter-group disparities, an analysis of CH4 emission rate increments
was performed (Figure 1B). Within the first 2 days, fluctuations were observed in the rate
increments across all treatment groups. Notably, on day 1, both pollution groups had higher
rate increments compared to the control group, with particularly the low-concentration
group displaying a significant increase over the control group (p = 0.047). By days 3 to
7, CHy emissions had stabilized in all groups, with rate increments approaching zero. In
conclusion, E2 was found to stimulate short-term CHy4 production in aerobic water systems.
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Figure 1. Temporal changes in methane emission rate (A) and rate increment (B). The rate increment
is calculated by subtracting the previous day’s rate from the current day’s rate. C represents the
control group, L represents the low-concentration group, and H represents the high-concentration
group. The significance markers in Figure 1A and 1B represent the results of the Student’s t-test
comparing the C and L groups on day 2 and day 1, respectively.

3.2. Response of Bacterial and Archaeal Community Diversity to 17 B-Estradiol Pollution

Sequencing of 36 samples yielded a total of 562 ASVs, classified into 25 phyla, 133 fam-
ilies, and 186 genera. Bacteria accounted for 82.55-99.54%, archaea for 0.04-8.94%, and
unassigned organisms for 0.42-17.29% of the community. The study treated bacterial and
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archaeal communities as a unified entity. Following E2 pollution, there were no significant
differences in Chaol and Shannon indices of bacterial and archaeal communities among the
three treatment groups (Figure 2A,B). This indicates that E2 pollution did not significantly
impact the species richness and diversity of bacterial and archaeal communities within
the system.
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Figure 2. Chaol (A) and Shannon (B) indices of bacterial and archaeal communities in each group
after E2 contamination. C represents the total of samples from the control group collected on days 2,
4, and 6; L represents the total of samples from the low-concentration group collected on days 2, 4,
and 6; H represents the total of samples from the high-concentration group collected on days 2, 4,
and 6. “ns” indicates no significant difference.

To evaluate the impact of E2 on bacterial and archaeal community structure, we
conducted Principal Coordinate Analysis (PCoA) on the community compositions of the
three treatment groups on different dates. The results showed no significant differences in
community structures among the three treatment groups on day 0 (Figure 3A), indicating
homogeneity before E2 pollution. However, on day 2, a significant difference emerged
between the control group and the two pollution groups (PERMANOVA, p = 0.0497)
(Figure 3B), suggesting a notable effect of E2. On days 4 and 6, the community structures
of all three groups were similar, showing no significant differences (Figure 3C,D). Overall,
these findings suggest that under aerobic conditions, the influence of E2 on bacterial and
archaeal communities may be transient.
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Figure 3. Cont.



Toxics 2024, 12,373

6 of 15

@

PC2-Percent variation explained 23.36 %

Day4 D Day6
R?=0.3,pvalue=0.144 R?=0.295,pvalue=0.166
X
c4 o . C6
S 044 :
0.2 - o u g-" : ® L6
. ® 4 T ' ® H6
£ ®
® o G| 0.2
/ e & \
0 eeeeeee e e =
= :
| OO . oo [ S ) W
2 ® \ ® pe
£ o\
0.2 s
¢ > —0.2 :
N
=
3
(3]
St
—0.4 : & 0.4+ ;
T T T Q\Il T T T T
-0.2 0 0.2 @) -0.2 0 0.2 0.4
&~
PC1-Percent variation explained 25.85 % PC1-Percent variation explained 29.11 %

Figure 3. The Principal Coordinate Analysis (PCoA) of bacterial and archaeal communities on
days 0 (A), 2 (B), 4 (C), and 6 (D). Sample labeling rule: Letters represent groups, and numbers
represent dates. For example, CO represents samples from the control group on day 0.

3.3. Exposure to 17B-Estradiol Alters Taxonomic Composition of Bacterial and
Archaeal Communities

Exposure to E2 significantly impacted the composition of bacterial and archaeal com-
munities. During E2 pollution, Proteobacteria (29.3-39.0%) and Bacteroidota (18.3-38.3%)
were dominant in all three treatment groups (Figure 4A). However, the relative abundance
of these dominant phyla gradually decreased over the incubation period. To compare the
differences in community compositions among the three groups, particular attention was
given to analyzing the second day, where significant differences in community structure
were observed. Analysis of variance (ANOVA) revealed that on day 2, three phyla among
the top ten in relative abundance showed significant differences among the groups. In
the two pollution groups, the relative abundance of Proteobacteria was lower than that
of the control group, especially with the low-concentration group showing a significant
decrease compared to the control group (Figure 4C). This suggests that the addition of E2
reduced the dominance of Proteobacteria. Furthermore, in the pollution groups, the relative
abundances of Planctomycetota and Bdellovibrionota were higher than those in the control
group, especially with Planctomycetota in the low-concentration group and Bdellovibrionota
in the high-concentration group showing significantly higher relative abundances than
in the control group. Therefore, E2 significantly increased the relative abundances of
Planctomycetota and Bdellovibrionota in aerobic water bodies.

At the genus level, Flavisolibacter was consistently the most abundant genus in both
the control group and low-concentration group throughout the experiment (12.1-27.3%,
15.8-26.5%), followed by Ideonella (7.9-11.0%, 5.2-9.2%) (Figure 4B). In the high-concentration
group, Flavisolibacter remained dominant in relative abundance (9.4-25.1%), but Ideonella
dropped to fourth and seventh place on day 4 and day 6, indicating a threat to the dom-
inance of Ideonella posed by high concentrations of E2. Particularly noteworthy is that
on day 2, Ideonella in the low-concentration group was significantly lower than in the
control group (Figure 4D), suggesting that even low concentrations of E2 reduced the
dominance of Ideonella. Additionally, in both pollution groups, Ellin6067, Bryobacter, and
Gemmata had higher relative abundances compared to the control group, with this differ-
ence being more pronounced in the high-concentration group (Figure 4D). Conversely,
Massilia and Novosphingobium had lower relative abundances in both pollution groups, with
a more significant decrease observed in the high-concentration group (Figure 4D). This
indicates that E2 significantly increased the relative abundances of Ellin6067, Bryobacter,
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and Gemmata while markedly decreasing those of Massilia and Novosphingobium, particu-
larly under high-concentration conditions. Furthermore, Pseudolabrys and Pajaroellobacter
showed no significant differences in relative abundance compared to the control group
in the low-concentration group but exhibited significantly higher relative abundances in
the high-concentration group (Figure 4D), indicating that E2 only promotes the growth of
Pseudolabrys and Pajaroellobacter at high concentrations.

100% B Unknown 100% B Unknown
W Others ® Others
0% W Bdellovibrionota 30% W unclassified_Parcubacteria
B Actinobacteriota ¥ Flavihumibacter
g B Chloroflexi g B Gemmatimonas
3 60% 3 60%
5 W Patescibacteria k| W Bryobacter
2 2
s B Myxococcota s W unclassified Gemmatimonadaceac
£ 40% £ 40% .
3 B Planctomycetoa 3 ® Sphingomonas
B Gemmatimonadota W unclassified_Chitinophagaceac
20% B Acidobacteriota 20% W Phenylobacterium
= Bacteroidota ® Ideonella
- W Proteobacteria o W Flavisolibacter
SECEDPIIEIII® SO ESTIEIIIE
C T ;
) . L4 2
o —— ' L2
. u
40 35 H2
g g,
e i * p<0.05
- T 2 **p<(.01
H i
M 2 . ’
» 1s ol ==
& o W a [y W & [ W
Ellin6067 Bryobacter Gemmata Pseudolabrys.
22 =
34 - — 1 .
2 0.6 .
32 1o
1
fa Eoss
i i
£ Fo
Ep s él Foss
b 22 03 = o5 =+
) 08 | B3
== 02 l?] o
B 0.15-
) = " & P " & o " & o [
Massia aconia
oss - .
45 Ly . 05 = 09 -
4 n 0.45- o8
g s S g o g
H i £
i. i, Tox 2
H fas s
3 3 3
L L 025 & 04
,
] =] o2

0.546 0.932 _ 0.606 0.606 CH,
& & & & P & & « & & &
S Sl d & o
s & N & s & & +°“°° & &
=, § § & S
Q\é@ Q’@\e ~ & v“\o ! & @i vé‘\be (o)
o

06 04 02 00 -02 -04 -0.6

Figure 4. Taxonomic composition of bacterial and archaeal communities at the phylum (A) and genus
(B) levels, and relative abundance of differential phyla (C) and genera (D) on day 2. C2, L2, and H2
represent samples from the control group, low-concentration group, and high-concentration group,
respectively, on day 2. (E) Heatmap of the correlation between major phyla and CH,4 emission rates
on day 2.
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3.4. The Influence of 17 B-Estradiol Pollution on Community Assembly

iCAMP was used to quantify the assembly of bacterial and archaeal communities after
adding E2 solution. The dominant process across all three treatment groups was drift (DR,
68.3-81.3%) in stochastic processes, followed by homogeneous selection (HoS, 11.4-18.4%)
in deterministic processes (Figure 5A). Consequently, the assembly of bacterial and archaeal
communities in all groups was primarily governed by stochastic processes. Nevertheless,
variations were observed among the ecological processes within the three treatment groups.
Specifically, in the low-concentration group, HoS was significantly lower compared to the
control group (Cohen’s d = 3.53, p = 0.0004), while DR was significantly higher (Cohen’s
d = —4.27, p = 0.002) (Figure 5B). Similarly, in the high-concentration group, HoS and
DR displayed comparable trends to the control group, although the differences were not
statistically significant. These findings suggest that E2 significantly impacts the principal
ecological processes of bacterial and archaeal communities within the system, leading to a
notable increase in the stochasticity of community assembly (Cohen’s d = —3.57, p = 0.0004)
(Figure 5B).
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Figure 5. Relative importance of various ecological processes within each group (A) and differences
in ecological processes among groups (B) after E2 pollution. C represents the total of samples
from the control group collected on days 2, 4, and 6; L represents the total of samples from the
low-concentration group collected on days 2, 4, and 6; H represents the total of samples from the
high-concentration group collected on days 2, 4, and 6. *** p < 0.001; **p < 0.01;*p <0.05. L, M, S,
and N represent large (1d | > 0.8), medium (0.5 < Id| <0.8), small (0.2 < Id| <0.5), and negligible
(Id1 <0.2) effect sizes of E2 pollution based on Cohen’s d.
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3.5. Molecular Ecological Network Analysis

The impact of E2 on microbial interactions within bacterial and archaeal communities
was revealed through molecular ecological network analysis (MENs). The visualization
of networks before and after E2 pollution is shown in Figure 6, with specific network
properties detailed in Table S1. The node connectivity of the four networks conformed to a
power-law distribution (R? = 0.89-0.95), indicating that these networks were all scale-free
networks. Additionally, with average path lengths ranging from 6.39 to 6.92 and close
approximation of the logarithm of the total number of nodes, the networks exhibited typical
small-world characteristics. Furthermore, all the networks demonstrated modularity values
between 0.774 and 0.804, significantly higher than those of corresponding random networks,
indicating the presence of modular features in the constructed networks.

’
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Figure 6. Molecular ecological networks (MENSs) before and after E2 pollution. Node size represents
the node degree. Edge color represents positive (red) and negative (green) correlations. Day 0
represents the total of samples from three groups collected on day 0; C represents the total of samples
from the control group collected on days 2, 4, and 6; L represents the total of samples from the
low-concentration group collected on days 2, 4, and 6; H represents the total of samples from the
high-concentration group collected on days 2, 4, and 6.

Compared to the initial state, the three treatment groups exhibited a significant in-
crease in network nodes and links following the addition of E2 solution, indicating an
enhancement in network complexity. This improvement may be attributed to ethanol acting
as a solvent, resulting in more nutrients being provided to bacteria and archaea, thereby
boosting microbial activity and diversity and, consequently, enhancing network complexity.
In contrast to the control group, the two pollution groups showed notably fewer links,
suggesting simpler network structures. Furthermore, both pollution groups had lower
average degree (avgK) and average clustering coefficient (avgCC) values than the control
group, indicating weaker node connectivity and reduced closeness and clustering among
nodes in pollution networks. These results suggest that E2 could reduce the complexity
and stability of bacterial and archaeal community networks in aerobic water bodies.

Based on the within-module connectivity (Zi) and among-module connectivity (Pi),
nodes are categorized into network hubs, module hubs, connectors, and peripherals [33].
The first three types are regarded as keystone taxa, playing a pivotal role in the system’s
resilience against external disturbances or species invasions [34]. Each network has distinct
connectors and module hubs (Figure S1). Before pollution, the network had three connec-
tors. Following E2 contamination, the control group showed four module hubs and three
connectors, the low-concentration group had four module hubs and eight connectors, and
the high-concentration group had four module hubs and four connectors. Therefore, the
introduction of E2 led to an increase in the number of keystone taxa within the network.
The specific classification of these keystone ASVs is detailed in Table S2. In the control
group, over half of the keystone ASVs belonged to Proteobacteria, indicating their potential
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importance as the predominant phylum in the system. However, in the low-concentration
group, only two keystone ASVs were from Proteobacteria, accounting for 16.7% of the total
keystone ASVs, while two keystone ASVs were identified as Planctomycetota, which were
absent among the keystone taxa in the control group. In the high-concentration group, 50%
of the keystone ASVs belonged to Planctomycetota. This suggests that with increasing E2
concentration, the interactions between Proteobacteria and other microorganisms gradually
weaken, while the significance of Planctomycetota in the network increases. At the family
level, both pollution groups had keystone ASVs belonging to Gemmatimonadaceae, Gemmat-
aceae, and Isosphaeraceae. However, in the control group, there were no keystone ASVs from
these three families. Therefore, the addition of E2 could enhance the interactions between
Gemmatimonadaceae, Gemmataceae, Isosphaeraceae, and other microorganisms.

3.6. The Influence of 17 B-Estradiol Contamination on Ecological Functions

Functional predictions were conducted using Faprotax for bacterial and archaeal com-
munities on day 2. Out of 562 ASVs, 83 were assigned to at least one functional group.
The most abundant functional groups in all three treatment groups were chemoheterotro-
phy (26.3-28.5%), followed by aerobic_chemoheterotrophy (23.4-25.5%) and nitrate_reduction
(20.4-25.9%) (Figure 7). Significant variations in the relative abundances of major func-
tional groups were observed among the three treatment groups. Both pollution groups
exhibited higher levels of aerobic_chemoheterotrophy and chemoheterotrophy compared to
the control group, while nitrate_reduction was lower in the pollution groups (Figure S2).
Moreover, functional groups associated with methane production, such as methanogenesis,
methanogenesis_by_CO,_reduction_with_H,, and hydrogenotrophic_methanogenesis, were most
abundant in the high-concentration group, followed by the low-concentration group. The
methane oxidation functional group, methanotrophy, was enriched in the control group
(Figure S2). Hence, E2 has the potential to influence microbial carbon and nitrogen cycling
within the system.

Woe 7 Others
dark thiosulfate oxidation

80% - human_pathogens_all
_ animal parasites_or_symbionts
& methanol_oxidation
g Bl methylotrophy
g predatory_or exoparasitic
-SE 40% - ureolysis
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0% 1 |

I I
c2 L2 H2
Figure 7. Relative abundance of functional groups in different treatment groups on day 2.

4. Discussion
4.1. Ecological Toxicological Effects of 17B-Estradiol on Bacterial and Archaeal Communities

Based on the findings, E2 has disrupted the original structure of bacterial and ar-
chaeal communities in aerobic water bodies. The molecular ecological network analysis
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revealed that both pollution groups exhibited lower links, avgK, and avgCC compared to
the control group. This indicates that the introduction of E2 weakened interactions among
microorganisms, impacting information flow and material cycling within the ecosystem,
and consequently, reducing ecosystem stability. Additionally, the iCAMP analysis demon-
strated a significant increase in the proportion of stochasticity in community assembly due
to E2 pollution, suggesting heightened uncertainty in the formation and evolution of micro-
bial community structures. This could be attributed to variations in species” adaptability to
E2. The introduction of E2 decreased the dominance of the major phylum Proteobacteria,
providing additional resources and available space for other microorganisms, and thereby
amplifying the randomness in community assembly [35]. Overall, within aerobic water
bodies, E2 contamination led to microbial communities becoming more unpredictable
and unstable.

However, the impact is only effective in the short term. Beta diversity analysis revealed
significant differences in the bacterial and archaeal community structures of the three
treatment groups only on the second day after E2 contamination, with no notable variances
on the fourth and sixth days. This suggests that the influence of E2 contamination on the
structure of bacterial and archaeal communities is transient. Over time, the community
structure may gradually revert to its original state. This recovery capability could be
attributed to keystone taxa within the community [31]. The number of keystone taxa in the
pollution groups was notably higher than that in the control group, indicating that under
the pressure of E2 contamination, specific microbial taxa began to assume more critical
roles, exerting essential regulatory effects on maintaining the structure and function of the
entire community [36]. Notably, the significance of Planctomycetota in the network increased
gradually, with two family-level members, Gemmataceae and Isosphaeraceae, identified as
specific keystone taxa in the pollution groups. These bacterial families exhibit robust
hydrolytic potential, enabling them to utilize a broad spectrum of organic substances [37,38]
and potentially participate in E2 degradation. Therefore, Planctomycetota may exhibit higher
adaptability, enabling it to play a dominant role under E2 contamination and facilitate the
community’s recovery towards a relatively stable state by degrading E2.

Moreover, E2 contamination altered the composition of bacterial and archaeal com-
munities. Specifically, E2 significantly increased the relative abundance of Ellin6067 and
Bryobacter, with a more pronounced effect observed at higher concentrations. Additionally,
high concentrations of E2 notably stimulated the growth of Pseudolabrys. Bryobacter exhibits
chemoheterotrophic activity, enabling it to degrade organic compounds [39,40]. Research
by Liu et al. has indicated that Ellin6067 is capable of degrading organic pollutants [41]. Ad-
ditionally, Pseudolabrys demonstrates strong adaptability to extreme environments [42] and
possesses significant potential in removing nitrogen compounds, and degrading organic
pollutants like chlorinated alkanes, chlorinated alkenes and benzoic acid [43]. These find-
ings suggest that these three genera may participate in aerobic pathways for E2 degradation
in aquatic environments. Overall, following E2 contamination, the relative abundance of
bacteria associated with E2 degradation significantly increased, with a more pronounced
effect observed at higher E2 concentrations. This indicates that E2 may be degraded by
microorganisms as an organic pollutant in the system, thereby impacting bacterial and
archaeal community structures.

4.2. Mechanism of 17-Estradiol in Promoting Methane Emission

Traditionally, CH4 production was attributed primarily to anaerobic methanogenic
archaea. However, evidence accumulated over the past three decades suggests that CHy4
can also be generated in aerobic environments [15,16], a phenomenon termed the “methane
paradox”. The “methane paradox” has been extensively documented and is considered
to contribute significantly to the biogeochemical cycle of CHy [44]. Currently, two main
perspectives prevail regarding CH, production under aerobic conditions: (1) Methanogens
can survive in aerobic conditions by utilizing their self-synthesized antioxidant pathways,
leading to the production of CHjy [45,46]. (2) Certain bacteria and fungi can metabolize
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methylphosphonic acid under aerobic conditions, producing CHy through demethylation
processes [20-22].

In the aerobic microecosystems, both the CH,4 emission rate and the structure of the
bacterial and archaeal communities were significantly affected within two days after E2
pollution. Therefore, CH4 emissions may be influenced by changes in the composition of
bacterial and archaeal communities. This hypothesis was validated through Redundancy
analysis (RDA), as depicted in Figure S3. The Monte Carlo test results indicate that
both the CH, emission rate and E2 concentration were significantly correlated with the
structure of bacterial and archaeal communities (p < 0.05) (Table S3). This suggests that
E2 has a noteworthy impact on the bacterial and archaeal communities, thereby affecting
CH, production.

The functional prediction results suggest that E2 increased the relative abundance of
the methanogenesis functional group. The ASVs assigned to methanogenesis belonged to the
genus Methanoregula. Methanoregula are hydrogenotrophic methanogens whose growth
is inhibited even under low oxygen levels [47]. Additionally, studies have indicated that
small molecular heat shock proteins play a crucial role in tolerating oxidative stress. The
absence of these genes resulted in lower oxygen tolerance in Methanoregula [48]. Therefore,
the presence of Methanoregula in the system could be attributed to anaerobic microenvi-
ronments created by sediment facilitating their survival. The higher relative abundance of
the methanogenesis functional group in the pollution groups might suggest that E2 or its
metabolites promoted the growth of Methanoregula, thus enhancing CHy4 production.

To investigate the correlation between bacteria and CHy4 production in aerobic systems,
we utilized a heatmap to visualize the relationship between the relative abundance of the
top ten phyla and CH, emission rates (Figure 4E). The results demonstrated a significant
positive correlation between Planctomycetota and CHy emission rates. Methylphosphonic
acid could be utilized by microorganisms through various pathways, but only the C-P
cleavage pathway could release CHy [49]. In Escherichia coli, the C-P cleavage pathway
was encoded by 14 genes (phnC-phnP) [50,51]. Zhi et al. [52] found that Planctomycetota
carried key genes involved in organic phosphonate metabolism, such as phnM and phnl.
Therefore, Planctomycetota might have the potential to produce CH, from methylphosphonic
acid under aerobic conditions. The promoting effect of E2 pollution on the growth of
Planctomycetota contributed to increased CH, production in the system.

The emission of CHy is the result of the combined processes of CH4 production and
CH4 oxidation. The methanotrophy functional group, which is capable of consuming CHy,
was enriched in the control group, indicating that the addition of E2 reduced the relative
abundance of methanotrophic bacteria in the system, thereby decreasing CH, consumption.
The ASVs assigned to methanotrophy all belonged to Proteobacteria, and Proteobacteria exhib-
ited a significant negative correlation with CHy emission rates (Figure 4E). Additionally, E2
significantly decreased the dominance of Proteobacteria. Hence, the inhibitory effect of E2
on methanotrophic bacteria is also a key factor contributing to the higher CH4 emissions in
the pollution groups.

5. Conclusions

In conclusion, E2 contamination significantly disrupted the community structure of
bacteria and archaea in aerobic water bodjies, leading to a reduction in microbial interac-
tions and a notable increase in the stochasticity of community assembly. This resulted
in heightened unpredictability and instability within the communities. Specifically, the
most dominant Proteobacteria phylum experienced a decline in its advantageous position
due to E2 pollution. Conversely, Planctomycetota demonstrated a strong adaptability to E2
contamination, as evidenced by a marked increase in relative abundance, and played a
crucial role in community recovery. At the genus level, there was a substantial rise in the
relative abundance of bacteria associated with E2 degradation, including Ellin6067, Bryobac-
ter, and Pseudolabrys. Furthermore, E2 contamination promoted CH4 emissions through
three pathways: stimulating the growth of Methanoregula in anaerobic microenvironments;
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boosting the abundance of Planctomycetota capable of utilizing methylphosphonate for
methane production; and inhibiting the growth of methanotrophic bacteria. This study
filled the theoretical gap between E2 metabolism and methane metabolism in aerobic waters
and contributed to enriching the ecotoxicological theory of E2.
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Figure S2: Functional group abundance heatmap of bacterial and archaeal communities in different
treatment groups on day 2; Figure S3: Redundancy analysis (RDA) of the correlation between ASVs
of bacterial and archaeal communities and properties on day 2; Table S1: Topological properties of
empirical networks and random networks; Table 52: Taxonomic classification of keystone ASVs;
Table S3: Results of Monte Carlo permutation test.

Author Contributions: Z.G.: Conceptualization, Data curation, Formal analysis, Investigation, Method-
ology, Visualization, Writing—original draft. Y.Z.: Formal analysis, Supervision, Writing—review and
editing. Z.L.: Data curation, Visualization. A.R.: Funding acquisition, Supervision, Writing—review
and editing, Project administration. All authors have read and agreed to the published version of
the manuscript.

Funding: This research was funded by the National Natural Science Foundation of China (42077221).
The APC was funded by Zihao Gao.

Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.

Data Availability Statement: Raw data have been uploaded to the NCBI SRA database
(No. PRINA1097048).

Acknowledgments: We thank the National Key Laboratory of Water Disaster Prevention for supply-
ing the experimental platform.

Conflicts of Interest: The authors declare no conflicts of interest.

References

1. LaFleur, A.D.; Schug, K.A. A Review of Separation Methods for the Determination of Estrogens and Plastics-Derived Estrogen
Mimics from Aqueous Systems. Anal. Chim. Acta 2011, 696, 6-26. [CrossRef] [PubMed]

2. Nelles, J.L.; Hu, W.-Y;; Prins, G.S. Estrogen Action and Prostate Cancer. Expert Rev. Endocrinol. Metab. 2011, 6, 437-451. [CrossRef]
[PubMed]

3. Li X, Liu, X;; Jia, Z.; Wang, T.; Zhang, H. Screening of Estrogenic Endocrine-Disrupting Chemicals in Meat Products Based on the
Detection of Vitellogenin by Enzyme-Linked Immunosorbent Assay. Chemosphere 2021, 263, 128251. [CrossRef] [PubMed]

4. Marlatt, VL,; Bayen, S.; Castaneda-Cortés, D.; Delbes, G.; Grigorova, P.; Langlois, V.S.; Martyniuk, C.J.; Metcalfe, C.D.; Parent, L.;
Rwigemera, A.; et al. Impacts of Endocrine Disrupting Chemicals on Reproduction in Wildlife and Humans. Environ. Res. 2022,
208, 112584. [CrossRef] [PubMed]

5. Moore, S.C.; Matthews, C.E.; Ou Shu, X,; Yu, K; Gail, M.H.; Xu, X.; Ji, B.-T.; Chow, W.-H.; Cai, Q.; Li, H.; et al. Endogenous
Estrogens, Estrogen Metabolites, and Breast Cancer Risk in Postmenopausal Chinese Women. JNCI J. Natl. Cancer Inst. 2016, 108,
djw103. [CrossRef] [PubMed]

6. Chun, S;; Lee, J.; Radosevich, M.; White, D.; Geyer, R. Influence of Agricultural Antibiotics and 173-Estradiol on the Microbial
Community of Soil. J. Environ. Sci. Health Part B Pestic. Food Contam. Agric. Wastes 2006, 41, 923-935. [CrossRef] [PubMed]

7. Zhang, X,;Li, Y,; Liu, B.; Wang, J.; Feng, C. The Effects of Estrone and 173-Estradiol on Microbial Activity and Bacterial Diversity
in an Agricultural Soil: Sulfamethoxazole as a Co-Pollutant. Ecotoxicol. Environ. Saf. 2014, 107, 313-320. [CrossRef]

8. Dong, Z.; Xiao, C.; Zeng, W.; Zhao, ]. Impact of 173-Estradiol on Natural Water’s Heterotrophic Nitrifying Bacteria. GEP 2020, §,
230-241. [CrossRef]

9. Viancelli, A.; Avalos, D.; Reis, P.; Malaga, P.; Shah, M.; Dwivedi, N.; Michelon, W. The Impact of 173-Estradiol (E2) on the Growth
Profile of Environmental Enterobacteriaceae. Water Air Soil Pollut. 2022, 234, 20. [CrossRef]

10. Battin, TJ.; Kaplan, L.A.; Findlay, S.; Hopkinson, C.S.; Marti, E.; Packman, A.IL;; Newbold, ].D.; Sabater, F. Biophysical Controls on
Organic Carbon Fluxes in Fluvial Networks. Nat. Geosci. 2008, 1, 95-100. [CrossRef]

11. Liu, Y;; Zhang, J.; Zhao, L.; Zhang, X.; Xie, S. Spatial Distribution of Bacterial Communities in High-Altitude Freshwater Wetland
Sediment. Limnology 2014, 15, 249-256. [CrossRef]

12. Sun, H; Yu, R;; Liu, X;; Cao, Z; Li, X.; Zhang, Z.; Wang, J.; Zhuang, S.; Ge, Z.; Zhang, L.; et al. Drivers of Spatial and Seasonal

Variations of CO2 and CH4 Fluxes at the Sediment Water Interface in a Shallow Eutrophic Lake. Water Res. 2022, 222, 118916.
[CrossRef] [PubMed]


https://www.mdpi.com/article/10.3390/toxics12050373/s1
https://www.mdpi.com/article/10.3390/toxics12050373/s1
https://doi.org/10.1016/j.aca.2011.03.054
https://www.ncbi.nlm.nih.gov/pubmed/21621029
https://doi.org/10.1586/eem.11.20
https://www.ncbi.nlm.nih.gov/pubmed/21765856
https://doi.org/10.1016/j.chemosphere.2020.128251
https://www.ncbi.nlm.nih.gov/pubmed/33297196
https://doi.org/10.1016/j.envres.2021.112584
https://www.ncbi.nlm.nih.gov/pubmed/34951986
https://doi.org/10.1093/jnci/djw103
https://www.ncbi.nlm.nih.gov/pubmed/27193440
https://doi.org/10.1080/03601230600806095
https://www.ncbi.nlm.nih.gov/pubmed/16893780
https://doi.org/10.1016/j.ecoenv.2014.06.010
https://doi.org/10.4236/gep.2020.810016
https://doi.org/10.1007/s11270-022-06036-3
https://doi.org/10.1038/ngeo101
https://doi.org/10.1007/s10201-014-0429-0
https://doi.org/10.1016/j.watres.2022.118916
https://www.ncbi.nlm.nih.gov/pubmed/35921715

Toxics 2024, 12,373 14 of 15

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

Gao, J.; Xie, D.; Cao, L.; Zhao, Z.; Zhou, J.; Liao, W.; Xu, X.; Wang, Q.; He, F. The Ratio but Not Individual of Fragile to Refractory
DOM Affects Greenhouse Gases Release in Different Trophic Level Lakes. J. Environ. Manag. 2024, 351, 119914. [CrossRef]
[PubMed]

Descy, J.-P.; Darchambeau, F.; Schmid, M. Lake Kivu: Past and Present. In Lake Kivu: Limnology and Biogeochemistry of a Tropical
Great Lake; Descy, J.-P., Darchambeau, F.,, Schmid, M., Eds.; Springer: Dordrecht, The Netherlands, 2012; pp. 1-11. ISBN
978-94-007-4243-7.

Bizic, M. Phytoplankton Photosynthesis: An Unexplored Source of Biogenic Methane Emission from Oxic Environments.
J. Plankton Res. 2021, 43, 822-830. [CrossRef]

Tang, K.W.; McGinnis, D.F; Ionescu, D.; Grossart, H.-P. Methane Production in Oxic Lake Waters Potentially Increases Aquatic
Methane Flux to Air. Environ. Sci. Technol. Lett. 2016, 3, 227-233. [CrossRef]

Ditchfield, A.; Wilson, S.; Hart, M.; Purdy, K.; Green, D.; Hatton, A. Identification of Putative Methylotrophic and Hy-
drogenotrophic Methanogens within Sedimenting Material and Copepod Faecal Pellets. Aquat. Microb. Ecol. 2012, 67, 151-160.
[CrossRef]

Bianchi, M.; Marty, D.; Teyssie, J.-L.; Fowler, S. Strictly Aerobic and Anaerobic Bacteria Associated with Sinking Particulate Matter
and Zooplankton Fecal Pellets. Mar. Ecol. Prog. Ser. 1992, 88, 55-60. [CrossRef]

Oremland, R.S. Methanogenic Activity in Plankton Samples and Fish Intestines A Mechanism for in Situ Methanogenesis in
Oceanic Surface Waters. Limnol. Oceanogr. 1979, 24, 1136-1141. [CrossRef]

Wang, Q.; Dore, J.E.; McDermott, T.R. Methylphosphonate Metabolism by Pseudomonas Sp. Populations Contributes to the
Methane Oversaturation Paradox in an Oxic Freshwater Lake. Environ. Microbiol. 2017, 19, 2366-2378. [CrossRef]

Yao, M.; Henny, C.; Maresca, J.A. Freshwater Bacteria Release Methane as a By-Product of Phosphorus Acquisition. Appl. Environ.
Microbiol. 2016, 82, 6994-7003. [CrossRef]

Repeta, D.J.; Ferron, S.; Sosa, O.A.; Johnson, C.G.; Repeta, L.D.; Acker, M.; DeLong, E.E,; Karl, D.M. Marine Methane Paradox
Explained by Bacterial Degradation of Dissolved Organic Matter. Nat. Geosci. 2016, 9, 884-887. [CrossRef]

Ruan, A.; Zhao, Y.; Liu, C.; Wang, Y.; Xie, X. Effect of Low Concentration 173-Estradiol on the Emissions of CH4 and CO2 in
Anaerobic Sediments. Environ. Toxicol. Chem. 2013, 32, 2672-2677. [CrossRef] [PubMed]

Ruan, A.; Liu, C,; Zhao, Y.; Zong, E; Jiang, S.; Yu, Z. Effects of 173-Estradiol on Typical Greenhouse Gas Emissions in Aquatic
Anaerobic Ecosystem. Water Sci. Technol. 2015, 71, 1815-1822. [CrossRef] [PubMed]

Ruan, A.; Zhao, Y.; Liu, C.; Zong, F,; Yu, Z. Effects of 173-Estradiol on Emissions of Greenhouse Gases in Simulative Natural
Water Body. Environ. Toxicol. Chem. 2015, 34, 977-982. [CrossRef] [PubMed]

Callahan, B.J.; McMurdie, PJ.; Rosen, M.].; Han, A.W.; Johnson, A.J.A.; Holmes, S.P. DADA2: High-Resolution Sample Inference
from Illumina Amplicon Data. Nat. Methods 2016, 13, 581-583. [CrossRef] [PubMed]

Bolyen, E.; Rideout, J.R.; Dillon, M.R.; Bokulich, N.A.; Abnet, C.C.; Al-Ghalith, G.A.; Alexander, H.; Alm, E.J.; Arumugam, M.;
Asnicar, F; et al. Reproducible, Interactive, Scalable and Extensible Microbiome Data Science Using QIIME 2. Nat. Biotechnol.
2019, 37, 852-857. [CrossRef] [PubMed]

Quast, C.; Pruesse, E.; Yilmaz, P,; Gerken, J.; Schweer, T.; Yarza, P.; Peplies, ].; Glockner, FO. The SILVA Ribosomal RNA Gene
Database Project: Improved Data Processing and Web-Based Tools. Nucleic Acids Res. 2013, 41, D590-D596. [CrossRef] [PubMed]
Gower, J.C. Some Distance Properties of Latent Root and Vector Methods Used in Multivariate Analysis. Biometrika 1966, 53,
325-338. [CrossRef]

Ning, D.; Yuan, M.; Wu, L.; Zhang, Y.; Guo, X.; Zhou, X,; Yang, Y.; Arkin, A.P; Firestone, M.K.; Zhou, J. A Quantitative Framework
Reveals Ecological Drivers of Grassland Microbial Community Assembly in Response to Warming. Nat. Commun. 2020, 11, 4717.
[CrossRef]

Feng, K.; Peng, X.; Zhang, Z.; Gu, S.; He, Q.; Shen, W.; Wang, Z.; Wang, D.; Hu, Q.; Li, Y,; et al. iNAP: An Integrated Network
Analysis Pipeline for Microbiome Studies. iMeta 2022, 1, e13. [CrossRef]

Louca, S.; Parfrey, L.W.; Doebeli, M. Decoupling Function and Taxonomy in the Global Ocean Microbiome. Science 2016, 353,
1272-1277. [CrossRef] [PubMed]

Olesen, ].M.; Bascompte, J.; Dupont, Y.L.; Jordano, P. The Modularity of Pollination Networks. Proc. Natl. Acad. Sci. USA 2007,
104, 19891-19896. [CrossRef] [PubMed]

Hu, Q.; Tan, L.; Gu, S.; Xiao, Y.; Xiong, X.; Zeng, W.; Feng, K.; Wei, Z.; Deng, Y. Network Analysis Infers the Wilt Pathogen
Invasion Associated with Non-Detrimental Bacteria. npj Biofilms Microbiomes 2020, 6, 8. [CrossRef] [PubMed]

Feng, Y.; Chen, R.; Stegen, ].C.; Guo, Z.; Zhang, J.; Li, Z.; Lin, X. Two Key Features Influencing Community Assembly Processes
at Regional Scale: Initial State and Degree of Change in Environmental Conditions. Mol. Ecol. 2018, 27, 5238-5251. [CrossRef]
[PubMed]

Yuan, M.M.; Guo, X.; Wu, L.; Zhang, Y.; Xiao, N.; Ning, D.; Shi, Z.; Zhou, X.; Wu, L.; Yang, Y.; et al. Climate Warming Enhances
Microbial Network Complexity and Stability. Nat. Clim. Change 2021, 11, 343-348. [CrossRef]

Ivanova, A.A.; Naumoff, D.G.; Kulichevskaya, I.S.; Meshcheriakova, A.A.; Dedysh, S.N. Paludisphaera Mucosa Sp. Nov., a Novel
Planctomycete of the Family Isosphaeraceae from a Boreal Fen. Microbiology 2023, 92, 483-492. [CrossRef]

Rakitin, A.L.; Naumoff, D.G.; Beletsky, A.V.; Kulichevskaya, L.S.; Mardanov, A.V.; Ravin, N.V; Dedysh, S.N. Complete Genome
Sequence of the Cellulolytic Planctomycete Telmatocola Sphagniphila SP2T and Characterization of the First Cellulolytic Enzyme
from Planctomycetes. Syst. Appl. Microbiol. 2021, 44, 126276. [CrossRef]


https://doi.org/10.1016/j.jenvman.2023.119914
https://www.ncbi.nlm.nih.gov/pubmed/38157569
https://doi.org/10.1093/plankt/fbab069
https://doi.org/10.1021/acs.estlett.6b00150
https://doi.org/10.3354/ame01585
https://doi.org/10.3354/meps088055
https://doi.org/10.4319/lo.1979.24.6.1136
https://doi.org/10.1111/1462-2920.13747
https://doi.org/10.1128/AEM.02399-16
https://doi.org/10.1038/ngeo2837
https://doi.org/10.1002/etc.2349
https://www.ncbi.nlm.nih.gov/pubmed/23939882
https://doi.org/10.2166/wst.2015.170
https://www.ncbi.nlm.nih.gov/pubmed/26067501
https://doi.org/10.1002/etc.2882
https://www.ncbi.nlm.nih.gov/pubmed/25639264
https://doi.org/10.1038/nmeth.3869
https://www.ncbi.nlm.nih.gov/pubmed/27214047
https://doi.org/10.1038/s41587-019-0209-9
https://www.ncbi.nlm.nih.gov/pubmed/31341288
https://doi.org/10.1093/nar/gks1219
https://www.ncbi.nlm.nih.gov/pubmed/23193283
https://doi.org/10.1093/biomet/53.3-4.325
https://doi.org/10.1038/s41467-020-18560-z
https://doi.org/10.1002/imt2.13
https://doi.org/10.1126/science.aaf4507
https://www.ncbi.nlm.nih.gov/pubmed/27634532
https://doi.org/10.1073/pnas.0706375104
https://www.ncbi.nlm.nih.gov/pubmed/18056808
https://doi.org/10.1038/s41522-020-0117-2
https://www.ncbi.nlm.nih.gov/pubmed/32060424
https://doi.org/10.1111/mec.14914
https://www.ncbi.nlm.nih.gov/pubmed/30368967
https://doi.org/10.1038/s41558-021-00989-9
https://doi.org/10.1134/S0026261723600921
https://doi.org/10.1016/j.syapm.2021.126276

Toxics 2024, 12, 373 15 of 15

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.
51.

52.

Li, Q.; Zhang, D.; Zhang, J.; Zhou, Z.; Pan, Y.; Yang, Z.; Zhu, J.; Liu, Y.; Zhang, L. Crop Rotations Increased Soil Ecosystem
Multifunctionality by Improving Keystone Taxa and Soil Properties in Potatoes. Front. Microbiol. 2023, 14, 1034761. [CrossRef]
Pertile, M.; Sousa, RM.S.; Mendes, L.W.; Antunes, J.E.L.; Oliveira, LM.D.S.; De Araujo, EF; Melo, VM.M.; Araujo, AS.F.
Response of Soil Bacterial Communities to the Application of the Herbicides Imazethapyr and Flumyzin. Eur. . Soil Biol. 2021,
102, 103252. [CrossRef]

Liu, C.; Han, Y,; Teng, C.; Ma, H.; Tao, B.; Yang, F. Residue Dynamics of Florpyrauxifen-Benzyl and Its Effects on Bacterial
Community Structure in Paddy Soil of Northeast China. Ecotoxicol. Environ. Saf. 2023, 249, 114390. [CrossRef]

Zhang, M; Liang, G.; Ren, S.; Li, L.; Li, C,; Li, Y;; Yu, X,; Yin, Y.; Liu, T.; Liu, X. Responses of Soil Microbial Community Structure,
Potential Ecological Functions, and Soil Physicochemical Properties to Different Cultivation Patterns in Cucumber. Geoderma
2023, 429, 116237. [CrossRef]

Manucharova, N.A.; Bolshakova, M.A; Babich, T.L.; Tourova, T.P.; Semenova, E.M.; Yanovich, A.S.; Poltaraus, A.B.; Stepanov,
A.L.; Nazina, T.N. Microbial Degraders of Petroleum and Polycyclic Aromatic Hydrocarbons from Sod-Podzolic Soil. Microbiology
2021, 90, 743-753. [CrossRef]

Wang, Q.; Alowaifeer, A.; Kerner, P.; Balasubramanian, N.; Patterson, A.; Christian, W.; Tarver, A.; Dore, J.E.; Hatzenpichler, R,;
Bothner, B.; et al. Aerobic Bacterial Methane Synthesis. Proc. Natl. Acad. Sci. USA 2021, 118, e2019229118. [CrossRef] [PubMed]
Bogard, M.].; Del Giorgio, P.A.; Boutet, L.; Chaves, M.C.G.; Prairie, Y.T.; Merante, A.; Derry, A.M. Oxic Water Column Methano-
genesis as a Major Component of Aquatic CH4 Fluxes. Nat. Commun. 2014, 5, 5350. [CrossRef] [PubMed]

Angle, ].C.; Morin, T.H.; Solden, L.M.; Narrowe, A.B.; Smith, G.J.; Borton, M.A_; Rey-Sanchez, C.; Daly, R.A.; Mirfenderesgi, G.;
Hoyt, D.W,; et al. Methanogenesis in Oxygenated Soils Is a Substantial Fraction of Wetland Methane Emissions. Nat. Commun.
2017, 8, 1567. [CrossRef] [PubMed]

Yashiro, Y.; Sakai, S.; Ehara, M.; Miyazaki, M.; Yamaguchi, T.; Imachi, H. Methanoregula Formicica Sp. Nov., a Methane-Producing
Archaeon Isolated from Methanogenic Sludge. Int. J. Syst. Evol. Microbiol. 2011, 61, 53-59. [CrossRef]

Kwon, M ].; Tripathi, B.M.; Gockede, M.; Shin, S.C.; Myeong, N.R; Lee, Y.K.; Kim, M. Disproportionate Microbial Responses to
Decadal Drainage on a Siberian Floodplain. Glob. Change Biol. 2021, 27, 5124-5140. [CrossRef] [PubMed]

Karl, D.M.; Beversdorf, L.; Bjorkman, K.M.; Church, M.J.; Martinez, A.; Delong, E.F. Aerobic Production of Methane in the Sea.
Nat. Geosci. 2008, 1, 473-478. [CrossRef]

Huang, J.; Su, Z.; Xu, Y. The Evolution of Microbial Phosphonate Degradative Pathways. J. Mol. Evol. 2005, 61, 682—-690. [CrossRef]
White, A.K.; Metcalf, W.W. Microbial Metabolism of Reduced Phosphorus Compounds. Annu. Rev. Microbiol. 2007, 61, 379-400.
[CrossRef]

Zhi, R.; Deng, J.; Xu, Y,; Xu, M,; Zhang, S.; Han, X; Yang, G.; Ren, C. Altered Microbial P Cycling Genes Drive P Availability in
Soil after Afforestation. J. Environ. Manag. 2023, 328, 116998. [CrossRef] [PubMed]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.


https://doi.org/10.3389/fmicb.2023.1034761
https://doi.org/10.1016/j.ejsobi.2020.103252
https://doi.org/10.1016/j.ecoenv.2022.114390
https://doi.org/10.1016/j.geoderma.2022.116237
https://doi.org/10.1134/S0026261721060096
https://doi.org/10.1073/pnas.2019229118
https://www.ncbi.nlm.nih.gov/pubmed/34183407
https://doi.org/10.1038/ncomms6350
https://www.ncbi.nlm.nih.gov/pubmed/25355035
https://doi.org/10.1038/s41467-017-01753-4
https://www.ncbi.nlm.nih.gov/pubmed/29146959
https://doi.org/10.1099/ijs.0.014811-0
https://doi.org/10.1111/gcb.15785
https://www.ncbi.nlm.nih.gov/pubmed/34216067
https://doi.org/10.1038/ngeo234
https://doi.org/10.1007/s00239-004-0349-4
https://doi.org/10.1146/annurev.micro.61.080706.093357
https://doi.org/10.1016/j.jenvman.2022.116998
https://www.ncbi.nlm.nih.gov/pubmed/36516705

	Introduction 
	Materials and Methods 
	Experimental Design 
	Sample Collection and Measurement 
	DNA Extraction, Amplification, and Sequencing 
	Bioinformatic Analysis 
	Analysis of Methane Emission Rates 
	Statistical Analysis 

	Results 
	The Impact of 17-Estradiol Pollution on Methane Emission Patterns 
	Response of Bacterial and Archaeal Community Diversity to 17-Estradiol Pollution 
	Exposure to 17-Estradiol Alters Taxonomic Composition of Bacterial and Archaeal Communities 
	The Influence of 17-Estradiol Pollution on Community Assembly 
	Molecular Ecological Network Analysis 
	The Influence of 17-Estradiol Contamination on Ecological Functions 

	Discussion 
	Ecological Toxicological Effects of 17-Estradiol on Bacterial and Archaeal Communities 
	Mechanism of 17-Estradiol in Promoting Methane Emission 

	Conclusions 
	References

