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Abstract: Massively input and accumulated ammonium is one of the main causes of eutrophication
in aquatic ecosystems, which severely deteriorates water quality. Previous studies showed that one
of the commonly used macrophytes, Myriophyllum aquaticum, was capable of not only withstanding
ammonium of high concentration, but also efficiently assimilating extracellular ammonium to
constitutive amino acids and proteins. However, the genetic mechanism regulating such efficient
nitrogen metabolism in M. aquaticum is still poorly understood. Therefore, RNA-based analysis was
performed in this study to understand the ammonium regulatory mechanism in M. aquaticum in
response to various concentrations of ammonium. A total of 7721 genes were differentially expressed,
of which those related to nitrogen-transport, assimilation, and remobilization were highly-regulated
in response to various concentrations of ammonium. We have also identified transcription factors
and protein kinases that were rapidly induced in response to ammonium, which suggests their
involvement in ammonium-mediated signalling. Meanwhile, secondary metabolism including
phenolics and anthocyanins biosynthesis was also activated in response to various concentrations
of ammonium, especially at high ammonium concentrations. These results proposed a complex
physiological and genetic regulation network related to nitrogen, carbohydrate, transcription factors,
and secondary metabolism for nitrogen use efficiency in M. aquaticum.

Keywords:  nitrogen use efficiency; RNA-sequence; co-expression network analysis;
constructed wetlands; nitrogen metabolism; carbohydrate metabolism; transcriptome factors;
secondary metabolism

1. Introduction

Nitrogen, especially ammonium, is one of the most indispensable nutrients for growth and
reproduction of macrophytes in aquatic ecosystems [1,2]. However, dramatically increased ammonium
input and accumulation in aquatic ecosystems severely deteriorated the water quality and ecological
community as a whole [3-5]. Different advanced treatment approaches have been developed and
deployed for wastewater treatment. Constructed wetland (CW) is one that has been gaining greater
attention in recent years [6]. Due to advantages including easy maintenance, on-site treatment,
and good self-purification capacity [6], CWs are widely used to treat wastewater from industrial,
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agricultural, and livestock breeding activities in many small rural areas where large-scale wastewater
treatment plants are scarce [7]. In CWs, macrophytes play important roles in nitrogen removal since
macrophytes can absorb and assimilate the nitrogen nutrients to constitute amino acids and proteins
in tissues [8,9]. Meanwhile, as economic plant species, many wetlands plant species show rapid
growth, produce a large amount of aboveground biomass, and own the potential to be used as a source
of feed and biomaterials as well as bioenergy [4,10]. However, ammonium of high concentrations
in wastewaters were usually toxic to most macrophytes, which influenced the treatment effects of
CWs [4,6].

Generally, plants including macrophytes prefer to uptake ammonium nitrogen since it is less
energy-consuming [2,11], and all inorganic nitrogen is first reduced to ammonium, which will be
assimilated by plants into nitrogen-carrying amino acids [12,13]. Ammonium in plants such as
Arabidopsis can originate from nitrate reduction, direct absorption, photorespiration, or deamination of
nitrogenous compounds, such as asparagine [2,11]. Afterward, ammonium enters the biosynthetic
pathways of plant cells in order to produce different amino acids [2], which are used to synthesize
proteins and other nitrogenous compounds. Typically, ammonium is assimilated into glutamine and
glutamate in plant cells, which are catalyzed by glutamine synthetase (GS) and glutamine oxoglutarate
aminotransferase (GOGAT), respectively [13,14]. Besides the main pathway of GS/GOGAT, plants
also possess alternative routes, such as reversible amination of 2-oxoglutarate (2-OG) to produce
glutamate through glutamate dehydrogenase (GDH) [15,16]. GDH can release amino nitrogen
from amino acids yielding a keto acid and NHj that can be separately recycled in respiration and
amide formation, respectively [17]. Meanwhile GDH may catalyse in the deamination direction
in tissues that converts amino acids to transport compounds at a low C:N ratio [2,17]. Although
high concentrations of ammonium are toxic to plants, since it can induce proton extrusion, which is
associated with ammonium uptake, changes in cytosolic pH and uncoupling of photophosphorylation
in plants [14,16,18], plants have developed metabolic processes, such as nutrient remobilization,
to alleviate ammonium toxicity. Toxic ammonium will be rapidly converted into organic form
(amino acids) to avoid negative effects and provide nitrogenous compounds suitable for source-sink
transport [5,16]. Meanwhile, pathways of second metabolites such as phenolics, flavonoids, and
anthocyanins can also alleviate ammonium toxicity [14,16,19].

Therefore, based on the requirement of wastewater treatment, macrophytes that can grow and
tolerate ammonium at high concentrations are preferred in CWs [4]. Recent studies showed that a C4
plant, M. aquaticum, can better tolerate ammonium exceeding 14 mmol/L, which indicated that this
macrophyte is more adaptive to high ammonium loading wastewater, when compared with widely
used macrophytes, such as Typha latifolia, Juncus effusus, and Cyperus alternifolius [4,20]. Plants with
the C4 pathway of photosynthesis have developed a mechanism to minimize photo respiratory losses
by building a higher concentration of CO, around Rubisco, and they exhibit better NUE than C3
plants [21,22]. The introduction of C4-like traits into C3 plants, such as wheat and rice, therefore,
has been a favored approach to improve the photosynthetic efficiency of C3 plants and enhance
crop yield [21]. Additionally, studies have shown that M. aquaticum is easy to harvest, and its high
growth rate makes it a suitable candidate used in CWs for nitrogen-rich wastewater treatment [7,9,10].
Compared with other aquatic plants such as Canna indica, Hydrocotyle verticillata, and economic crops
such as corn, rice, and soybeans, M. aquaticum had a much higher crude protein and key amino acids
content [4,13,23], which indicated that M. aquaticum could be used as a suitable forage for livestock.
In particular, although crude protein content is lower than that in duckweed, greater content of
10 essential amino acids in M. aquaticum show that M. aquaticum could contain more high-quality
protein [4]. Previous studies also showed that M. aquaticum could increase the activity of key enzymes
involved in nitrogen metabolism such as GS, asparagine synthetase (AS), and nitrate reductase (NR) for
ammonium assimilation [13,24,25]. For example, NR activity in M. aquaticum leaves was significantly
increased to accelerate the reduction of nitrate to ammonium for ammonium assimilation when treated
with low concentrations of ammonium [13]. All of these studies indicated that M. aquaticum possessed
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a highly efficient nitrogen metabolic network. However, few studies have investigated in detail the
genetic regulation mechanism and key genes involved in such high NUE in M. aquaticum.

In this study;, it is hypothesized that the high NUE by M. aquaticum depends on an interactive
network regulating nitrogen, carbohydrate, transcription factors (TFs), and secondary metabolism.
To verify this hypothesis, we grew M. aquaticum at five concentrations of NH4Cl (0, 0.1, 1, 12, and
36 mmol/L) defined as LNC, L1, L2, L3, and L4 groups for 14 days. Plant biomass, ammonium content,
and different kinds of amino acids were first determined. Since plant leaves serve as nitrogen-sinks
during the vegetative stage [2], a transcriptomic analysis of leaf tissues was carried out to investigate
the complex molecular responses to different concentrations of ammonium. Gene Ontology (GO)
enrichment and Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway enrichment analysis
were used to identify the important biological processes in M. aquaticum leaves. At last, the weighted
gene correlation network analysis (WGCNA) was used to identify the most relevant gene modules
related to NUE in M. aquaticum.

2. Results

2.1. Phenotype Characters Effected by Different Concentrations of Ammonium

As the ammonium concentration increased in the nutrient solution, the ammonium in M. aquaticum
leaves significantly increased (p < 0.05) from 45 ug g~ ! fresh weight (FW) in the LNC group to
212 pg-g~! FW in the L3 group and 465 pg-g~! FW in the L4 group (Table 1). Meanwhile, with
increased ammonium content, the relative growth rate (RGR) significantly decreased by more than
50%, from 0.113 g-d ! in the L2 group to 0.056 g-d ! in the L4 group. The maximum quantum yield
of photosystem II (PSII) (Fv/Fm) decreased significantly (p < 0.05) in the L4 group when compared
to other groups. However, the length and number of fibrous roots were totally different from other
phenotype characters. LNC and L1 groups own higher length and number of fibrous roots than the
other groups, which indicated that M. aquaticum develops fibrous roots for nutrient uptake under
low-ammonium conditions [4,26].

Table 1. Phenotype character analysis of Myriophyllum aquaticum under different concentrations of
ammonium. RGR: relative growth rate. Fv/Fm: maximum quantum yield of PSII. FW: fresh weight.
DW: dry weight. LNC: group treated with 0 mM ammonium. L1: group treated with 0.1 mM
ammonium. L2: group treated with 1 mM ammonium. L3: group treated with 12 mM ammonium.
L4: group treated with 36 mM ammonium. The values are the means £ SDs (n = 3). Different letters
indicate a significant difference at 0.05.

Ammonium Concentration

Groups (ug g1 FW) RGR (g d~'FW) Fv/Fm Root Length (cm) Root Number
LNC 44752 + 8.037 4 0.044 £ 0.008 © 0.805 + 0.006 P 17.12 +1.3432 29 +22
L1 57.655 + 7.134 4 0.08 + 0.017 2b¢ 0.818 + 0.006 2° 18.243 +£1.136 2 3032
L2 100.94 + 8.316 © 0.113 £0.034? 0.833 £ 0.004 2 12.183 + 0.949 20+3°
L3 212258 + 13.871° 0.088 + 0.004 20 0.832 £ 0.004 2 7.397 £0.728 ¢ 8+4¢
L4 464.647 + 44.995 0.056 + 0.031 be 0.779 £ 0.018 5.693 & 1.696 © 4+3°

2.2. Effect of Ammonium on Amino Acid Content in Leaves

Changes among amino acids in response to concentrations of ammonium were quantified, and
the results were shown in Figure 1. The increased ammonium in the solution also significantly induced
most kinds of amino acid content in M. aquaticum leaves. The dominant amino acids were asparagine
(Asn), glutamine (GIn), and serine (Ser), which accounted for more than 80% of the total amino
acids. Asn content significantly (p < 0.05) increased under 1 (L2 group) and 12 mmol/L (L3 group)
ammonium, and the content in the L4 group reached 16 times of the LNC group. Meanwhile, the
Gln content also increased significantly, reaching 231 pg g~! FW in the L3 group, and 468 ug g~ !
FW in the L4 group, respectively. The aromatic amino acids, phenylalanine (Phe) and tyrosine (Tyr)
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that were substrates for phenol and flavonoid biosynthesis, were also significantly increased with
greater ammonium content. Proline (Pro), which is an osmoticum and ROS scavenger often found
to increase in response to abiotic stress, also showed a significant increase under high concentrations
of ammonium.
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Figure 1. Effect of different concentrations of ammonium on the amino acid content in Myriophyllum
aquaticum leaves. LNC: group treated with 0 mM ammonium. L1: group treated with 0.1 mM
ammonium. L2: group treated with 1 mM ammonium. L3: group treated with 12 mM ammonium.
L4: group treated with 36 mM ammonium values (means + SDs) were determined from three biological
replicates. Different letters above the bars indicate a significant difference at 0.05.

2.3. Differential Expression of Genes to Different Concentrations of Ammonium

As shown in Table S1, from 15 leaves of the five groups (LNC, L1, L2, L3, and L4), a total of
76.07 million clean reads (78.34 million raw reads) were generated, pooled together, and then de novo
assembled by Trinity. The transcriptome was assembled to 32,492 unigenes, with an N50 = 1617 bp.
Principal component analysis (PCA) was used to capture the overall variance among the transcript
data. The results illustrated that the gene expression in LNC, L1, and L2 groups were separated from
each other while the L3 and L4 groups more closely resemble different PC directions with the first
two PCs explaining 66% of the variation (Figure S1). The transcriptomic responses of M. aquaticum
to different concentrations of ammonium were analyzed. The numbers of genes, whose expression
was significantly (p < 0.05) altered based on different growth conditions, were shown in Figure 2
and Figure S2. Different concentrations of ammonium led to substantial transcriptomic responses in
which 7721 genes were differentially expressed in M. aquaticum (Table S2). Initially, the numbers of
upregulated genes were more than that of downregulated genes in the L1 group while the numbers
of downregulated genes increased to 2580 in the L4 group, as the ammonium greatly increased
(Figure 2A). The four groups (L1, L2, L3, and L4) shared a total number of 699 differentially expressed
genes (DEGs) in common (Figure 2B), of which 617 and 73 DEGs were down-regulated (Figure 2C
and Table S3) and upregulated (Figure 2D and Table S3), respectively, among the four groups when
compared with the LNC group.
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Figure 2. Differentially expressed genes (DEGs) among different groups in Myriophyllum aquaticum.
(A) The total number of upregulated and down-regulated DEGs. (B-D) Venn diagram of all DEGs,
down-regulated and up-regulated genes, respectively. LNC: group treated with 0 mM ammonium.
L1: group treated with 0.1 mM ammonium. L2: group treated with 1 mM ammonium. L3: group
treated with 12 mM ammonium. L4: group treated with 36 mM ammonium.

2.4. Gene Clustering Analysis

The 7721 DEGs were clustered into nine co-expression modules using the k-means clustering
method based on their expression patterns, and the results showed that the expression patterns were
different among different groups (Figure 3 and Table S4). The L3 and L4 groups showed a relatively
high transcript level on cluster 4 and 5, which mainly included genes encoding for proteins responsible
for biosynthesis of unsaturated fatty acids (DN526726_c0_g1, DN565207_c1_g1, and DN568337_c0_g1),
peroxisome (DN563687_c0_g4, DN569779_c3_g1, DN547142_c0_g1, DN570126_c7_g1) and nitrogen
metabolism (DN550397_c0_g1, DN565349_c1_g2, DN566965_c2_g2, DN556336_c1_g1) while the
expression of these genes was inhibited in LNC and L1 groups. The result indicated that
these genes may be related to ammonium assimilation under high concentrations of ammonium.
However, some genes in cluster 2 and cluster 8 were expressed at a higher level in the LNC and
L1 groups compared with the other groups. For example, the expression of genes responsible
for translation (DN491679_c0_gl, DN516345_c0_g2, DN523402_c0_g2, and DN558204_c4_g4),
glyoxylate and dicarboxylate metabolism (DN532260_c1_g2, DN532412_c0_g1, DN543963_c1_g?2,
and DN554457_c1_g6) and starch and sucrose metabolism (DN554130_c1_g2, DN556040_c0_g1,
DN564501_c1_gl1, and DN567789_c1_g2) was highly enhanced in LNC or the L1 group. In
addition, catabolic-related genes including DN516345_c0_g2, DN523744_c0_g1, DN524943_c0_g1,
and DN544492_c2_g1 were also highly regulated at low concentrations of ammonium. The rest of
DEGs were clustered into cluster 1, cluster 3, cluster 6, cluster 7, and cluster 9.
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Figure 3. Clustering analysis of 7721 differentially expressed genes (DEGs) among different groups
in Myriophyllum aquaticum. (A) Heat map of DEGs expression in different groups through K-means
clustering analysis. (B) Expression patterns and numbers of the DEGs in the nine clusters. Color keys in
(A) and vertical ordinate in (B) were presented as log10 (TPM + 1). TPM: transcripts per million reads.
LNC: group treated with 0 mM ammonium. L1: group treated with 0.1 mM ammonium. L2: group
treated with 1 mM ammonium. L3: group treated with 12 mM ammonium. L4: group treated with 36
mM ammonium.

2.5. Gene Ontology and Pathway Analysis of DEGs

GO enrichment analysis was used for a global analysis of DEGs. The DEGs were classified
into three categories of ontologies including the biological process, the cellular component, and
molecular function (Figure 4). Among the biological process, the DEGs in four groups were mainly
involved in the polysaccharide catabolic process (GO:0000272), protein transport (GO:0015031),
protein localization (GO:0008104), establishment of protein localization (GO:0045184), macromolecule
modification (GO:0043412), and amide biosynthetic process (GO:0043604). Typically, the amide
biosynthetic process (GO:0043604), the peptide biosynthetic process (GO:0043043), and the peptide
metabolic process (GO:0006518) were only enriched in the L4 group while the nitrogen compound
metabolic process (GO:0006807) was enriched the most in L1 and L4 groups. Furthermore, the highly
enriched terms included in cellular component among these groups were the extracellular region
(GO:0005576), the nuclear part (GO:0044428), the protein complex (GO:0043234), and the ribosome
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(GO:0005840). Photosystem (GO:0009521) and photosystem II (GO:0009523) were only enriched in the
L4 group while the chloroplast part (GO:0044434) was only enriched in L3 and L4 groups. Lastly, the
molecular function contained 35, 18, 28, and 50 significantly (p < 0.05) enriched GO terms in L1, L2,
L3, and L4 groups, respectively. Among these terms, monooxygenase activity (GO:0004497), heme
binding (GO:0020037), and iron ion binding (GO:0005506) were highly enriched in all groups. These
results indicated that a global and complex regulation network existed in M. aquaticum, especially in
the L4 group.
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Figure 4. Analysis of Gene Ontology (GO) enrichment for differentially expressed genes (DEGs) among
different groups in Myriophyllum aquaticum. LNC: group treated with 0 mM ammonium. L1: group
treated with 0.1 mM ammonium. L2: group treated with 1 mM ammonium. L3: group treated with
12 mM ammonium. L4: group treated with 36 mM ammonium.

These 7721 uni-genes were, subsequently, assigned to 126 KEGG pathways of which top 30 KEGG
pathways were shown in Figure 5. Pathways of nitrogen metabolism (ko00910), starch and sucrose
metabolism (ko00500), and the plant hormone signal transduction (ko04075) were significantly enriched
in four groups. Genes involved in amino acid pathways in eukaryotes were also among the top 30
KEGG category, such as phenylalanine metabolism, alanine, aspartate and glutamate metabolism,
carotenoid biosynthesis, valine, leucine and isoleucine degradation, tyrosine metabolism, cysteine and
methionine metabolism, beta-Alanine metabolism, cyanoamino acid metabolism, histidine metabolism,
tryptophan metabolism, and arginine and proline metabolism. In addition, many genes related to
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carbohydrate metabolisms including fructose and mannose metabolism, glycolysis/gluconeogenesis,
oxidative phosphorylation, pentose and glucuronate interconversions, and galactose metabolism
were also significantly (p < 0.05) enriched (Table S5). The pathways involved in secondary
metabolites biosynthesis included phenylpropanoid biosynthesis, stilbenoid, diarylheptanoid and
gingerol biosynthesis, flavonoid biosynthesis, diterpenoid biosynthesis, anthocyanin biosynthesis, and
isoquinoline alkaloid biosynthesis were also significantly (p < 0.05) enriched under the KEGG category.
These results indicated that multiple pathways may collectively contribute to ammonium assimilation
within a complex and interactive network.
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Figure 5. Kyoto Encyclopedia of Genes and Genomes (KEGG) analysis of 7721 differentially expressed
genes (DEGs) in Myriophyllum aquaticum among different groups. The number of enriched genes in
each term was noted.

2.6. Differential Expression Behavior of Genes Involved in Nitrogen and Carbohydrate Metabolisms

A total of 32 genes involved in nitrogen metabolism related to nitrogen transportation,
assimilation, and remobilization were identified. The expression analysis revealed that most of
these genes were differentially expressed in the groups treated with ammonium (Table 52). At low
concentrations of ammonium, genes encoding for ammonium transporters (AMT) such as AMT1.2
(DN547206_c0_g1) and AMT3.1 (DN557461_c1_g1) were upregulated. However, when ammonium
concentration increased, genes encoding enzymes involved in ammonium transportation were
downregulated. Even though little nitrate existed in the culture solution, nitrate transporters such as
NRT2.4 (DN565032_c0_g2) and NRT2.5 (DN565032_c0_g1) were also expressed as a similar expression
pattern as AMTs. Meanwhile, various isoforms of genes encoding enzymes of nitrogen assimilation,
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including GS (DN543963_c1_g2, DN564519_c0_g1), GOGAT (DN565349_c1_g2, DN565349_c1_g3),
GDH (DN563092_c2_g3) and AS (DN561591_c5_g1, DN549208_c0_g1), NR (DN566965_c2_g2), and
nitrite reductase (NiR, DN570758_c9_g3) were detected in all treated groups. Most of the genes related
to nitrogen assimilation showed no significant variations in the L1 group compared with the LNC
group. However, the expressions of these genes were significantly (p < 0.05) upregulated at high
concentrations of ammonium (L3 and L4 groups).

Genes responsible for carbohydrate metabolism, including fructose-bisphosphate aldolase
(DN557851_c2_g2, DN558627_cl_gl), phosphofructokinase (DN547826_c1_gl, DN568973_cl_g?2),
6-phosphogluconolactonase ~ (DN566576_c1_g4), transketolase =~ (DN537175_c0_g2), and
phosphoenolpyruvate carboxylase (DN546635_c0_gl, DN566112_c2_g2) were found to be
differently regulated under different concentrations of ammonium (Table S2). Genes encoding
for phosphofructokinase and fructose-bisphosphate aldolase were upregulated and downregulated
in all treated groups, respectively, while encoding genes for 6-phosphogluconolactonase and
phosphoenolpyruvate carboxylase were upregulated and then downregulated when the ammonium
concentration increased.

2.7. Identification of Differentially Expressed TFs

TFs play important roles in plant signalling pathways. A total number of 343 genes encoding
TFs across four groups were identified from DEGs (Table S6). These TFs could be classified into 25
families, mainly including MYB (16.07%), AP2/ERF (14.29%), C2C2 (12.5%), WRKY (10.71%), bHLH
(8.93%), bZIP (7.14%), NAC (5.36%), LBD (3.57%), C2H2 (1.79%), and B3 (1.79%) families (Figure 6).
Even though some uni-genes were annotated to the same TF family, such as the predicted MYB
encoded genes DN541813_c0_g1 and DN569529_c3_g1, their expression patterns were different among
different groups when the ammonium concentration increased (Table S2). These results indicated
an extremely intricate and complex transcriptional network present for ammonium assimilation at
different concentrations of ammonium.
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Figure 6. Differentially expressed transcription factors in the four groups. Ten of the most enriched

transcription factor families were shown.

2.8. Weighted Gene Co-Expression Network Analysis

To analyze the genes correlated with ammonium assimilation at a network-level, WGCNA was
performed to construct a weighted correlation network with the differentially expressed genes [27].
In this study, 10 modules were identified from the RNA-sequence data (Figure 7A), and module
eigen genes for these modules were linked to different amino acids. The module-trait relationship
showed that the modules MEblue and MEpurple (positive correlation modules) were highly positively
correlated with amino acid content except for Ser (Figure 7B), while the modules MEred and MEpink
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(negative correlation modules) were highly negatively correlated, which were significantly correlated
(p < 0.05) with all kinds of amino acids. The modules MEblue and MEpurple contained 1522
and 48 genes, respectively. Meanwhile, 529 and 261 genes were identified in the modules MEred
and MEpink (Table S7). Correlation analysis between different modules indicated that correlation
coefficients between MEblue and MEpurple or between MEred and MEpink were relatively higher
than correlation coefficients between positive correlation modules and negative correlation modules
(Figure S3). The highest correlation coefficients existed between MEgrey and MEgreenyellow as well
as between MEmagenta and MEbrown modules, which reached 0.873 and 0.853, respectively.

To further understand the mechanism of ammonium assimilation in M. aquaticum, the GO
enrichment and KEGG pathway of uni-genes in the positive and negative correlation modules were
independently analyzed. The uni-genes in positive correlation modules were mainly enriched in
oxoacid metabolic process (GO:0043436), organic acid metabolic process (GO:0006082), translation
(GO:0006412), and the cellular protein metabolic process (GO:0044267) (Table S8) while the highly
enriched terms of negative correlation modules were associated with photosynthesis, light harvesting
(GO:0009765), protein-chromophore linkage (GO:0018298), protein refolding (GO:0042026), and
the microtubule-based process (GO:0007017). The top 30 enriched KEGG pathways of positive
and negative correlation modules were illustrated in Figure S4. Most of the pathways in the
positive correlation modules were significantly (p < 0.05) enriched while only one pathway
(photosynthesis-antenna proteins) were significantly (p < 0.05) enriched in the negative correlation
modules. The most significantly (p < 0.05) enriched pathways in KEGG analysis of the positive
and negative modules were valine, leucine, and isoleucine degradation and photosynthesis-antenna

proteins, respectively.

A Gene dendrogram and module colors
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Figure 7. Weighted correlation network analysis of differentially expressed genes (DEGs) in
Myriophyllum aquaticum. (A) Hierarchical clustering tree showing co-expression modules. Each leaf in
the tree represents one gene. The major tree branches constitute 10 modules labelled by different colors.
(B) Module-trait relationship. The left lane indicates 10 module Eigen genes. The right lane indicates
the module-trait correlation from —1 to 1.

2.9. Validation of Differentially Expressed Genes

To verify the RNA-seq data, qRT-PCR was conducted on nine selected genes involved in different
metabolisms. The primers used for qRT-PCR were listed in Table S9. The qRT-PCR results indicated
that the relative expression levels of nine selected genes were largely consistent with the transcriptome
profile, which is shown by the RNA-seq data (Figure S5).

3. Discussion

Excessive input and accumulation of nitrogen waste, especially ammonium, has considerably
deteriorated the water quality of many aquatic ecosystems. Except traditional techniques deployed
in wastewater treatment plants, many advanced treatment approaches were broadly developed and
studied. CWs, due to their environmentally-friendly properties, have been universally used for
wastewater advanced treatment. In CWs, the macrophytes are one of the key factors affecting the
treatment effects. Therefore, it is preferential if certain macrophytes can withstand and efficiently treat
wastewater of high ammonium concentration [4]. Recent studies showed that M. aquaticum was one
of the macrophytes that could not only tolerate wastewater of high ammonium concentration, but
also efficiently transfer external ammonium into plant tissues and transform into constitutive amino
acids [4,13,23]. Such high NUE has caught our attention, and the genetic mechanism underlying the
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high NUE was investigated through transcriptome and weighted gene co-expression network analysis
in this study.

3.1. Nitrogen Metabolism and Amino Acid Synthesis

It is believed that the high NUE in M. aquaticum is closely linked to highly efficient nitrogen
metabolic systems, including ammonium transport and assimilation systems. Although studies had
investigated the function of some key enzymes in ammonium assimilation of M. aquaticum [13], a global
investigation on the gene regulation mechanism has not been carried out. In this study, the differential
expression of genes closely related to ammonium transportation and assimilation at different
concentrations of ammonium indicated that these functional genes would be one of the crucial factors
contributing to differential responses to ammonium treatment. Excessive ammonium is toxic to M.
aquaticum. Therefore, the ammonium transportation and assimilation systems should be synergistically
regulated [1]. In Arabidopsis, three dominant AMTs (AMT1;1, AMT1;2, and AMT1,3) import 95% of the
ammonium at low ammonium concentrations and AMT1;3 is critical for ammonium-triggered lateral
root branching [1,12,28]. In M. aquaticum, genes (DN547206_c0_g1 and DN557461_c1_g1) encoding
AMT1;2 and AMT3;1 were upregulated at low concentrations of ammonium and downregulated at
high concentrations of ammonium. Such responsive regulations on gene expression may help M.
aquaticum to better cope with different surrounding ammonium concentrations, which is similar to the
gene regulation in Arabidopsis [13,20]. Genes encoding NRTs (DN565032_c0_g1 and DN565032_c0_g2)
were downregulated at high concentrations of ammonium and upregulated at low concentrations
of ammonium in M. aquaticum. Previous studies showed that NRTs played an important role
in unfavorable environment adaptation of plants [29,30]. Meanwhile, deletion of NRT1;1 could
significantly increase the ammonium tolerance in Arabidopsis [30]. In this study, downregulation of
genes encoding NRTs at high concentrations of ammonium might also assist M. aquaticum to resist
ammonium toxicity while upregulation of genes encoding NRTs at low concentrations of ammonium
might produce more NRTs for nitrate uptake to alleviate nitrogen starvation.

Ammonium transportation into M. aquaticum tissues is much more likely to induce responses for
ammonium assimilation into amino acids. Previous studies reported the increase in enzyme activity
for ammonium assimilation, including GOGAT, AS, and GS [1,13]. In this study, several uni-genes
encoding GDH and GOGAT were induced