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Abstract: Identifying nitrogen-transforming genes and the microbial community in the lacustrine
sedimentary environment is critical for revealing nitrogen cycle processes in eutrophic lakes.
In this study, we examined the diversity and abundance of ammonia-oxidizing bacteria (AOB),
ammonia-oxidizing archaea (AOA), denitrifying bacteria (DNB), and anammox bacteria (AAOB)
in different trophic status regions of Lake Taihu using the amoA, Arch-amoA, nirS, and hzo genes
as functional markers. Quantitative Polymerase Chain Reaction (qPCR) results indicated that the
abundance of the nirS gene was the highest, while the amoA gene had the lowest abundance in
all regions. Except for the primary inflow area of Lake Taihu, Arch-amoA gene abundance was
higher than the hzo gene in three lake bays, and the abundance of the nirS gene increased with
decreasing trophic status. The opposite pattern was observed for the amoA, Arch-amoA, and hzo
genes. Phylogenetic analyses showed that the predominant AOB and AOA were Nitrosomonas and
Nitrosopumilus maritimus, respectively, and the proportion of Nitrosomonas in the eutrophic region
(87.9%) was higher than that in the mesotrophic region (71.1%). Brocadia and Anammoxoglobus
were the two predominant AAOB in Lake Taihu. Five novel unknown phylotypes of AAOB were
observed, and Cluster AAOB-B was only observed in the inflow area with a proportion of 32%.
In the DNB community, Flavobacterium occurred at a higher proportion (22.6–38.2%) in all regions,
the proportion of Arthrobacter in the mesotrophic region (3.6%) was significantly lower than that
in the eutrophic region (15.6%), and the proportions of Cluster DNB-E in the inflow area (24.5%)
was significantly higher than that in the lake bay (7.3%). The canonical correspondence analysis
demonstrated that the substrate concentration in sedimentary environments, such as NOx

--N in
the sediment, NH4

+-N in the pore water, and the total organic matter, were the key factors that
determined the nitrogen-transforming microbial community. However, the temperature was also a
predominant factor affecting the AOA and AAOB communities.

Keywords: nitrogen-transforming genes; function microorganism; trophic status; sediment; Lake
Taihu

1. Introduction

Nitrogen is a limiting nutritional factor in the primary productivity of lakes and is one of the
primary factors contributing to the eutrophication of lakes [1]. As the primary driving force of the
nitrogen cycle, nitrogen-transforming bacteria affect the occurrence of various forms of nitrogen and
their characteristics [2]. Therefore, research on the nitrogen-transforming bacterial community and
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gene abundance in a lake aquatic environment is not only significant to elucidate nitrogen cycle and
accumulation mechanisms in the eutrophic lakes but also provides a theoretical basis for preventing
and controlling nitrogen pollution of eutrophic lakes.

Nitrite reductase (nir) catalyzes NO2
− reduction to NO, and is the limiting step in denitrification [3].

The nir gene has two types (nirS and nirK), with nirS being more widely distributed than nirK in lake
sediments [4]. Therefore, using the nirS gene to research the denitrifying bacteria (DNB) was more
representative than the nirK gene. Because the ammonia-oxidizing bacteria (AOB) amoA gene is strongly
conserved and could be detected in all AOB, the amoA gene is one of the most representative molecular
markers for research on the AOB [5]. Venter et al. (2004) recently found that ammonia-oxidizing archaea
(AOA) also have amoA genes that function in a similar fashion to the AOB and played an even larger
role than the AOB [6]. Because the anaerobic ammonia oxidation bacteria (AAOB) 16S rRNA gene may
underestimate its diversity (nonspecific amplification cannot cover all phylogenetic branches) [7], the
hzo gene has been considered to be the most appropriate marker for an AAOB phylogenetic analysis in
recent years [8]. As a result, those functional genes—nirS, amoA, and hzo—represent the main driving
force of the nitrogen cycle and nitrogen transformation.

Considerable recent research shows that various environmental factors could lead to changes in
the abundance of microbial nitrogen-transforming genes and the community structure [9–11]. A study
by Sun et al. (2014) found that the abundance of the AOB and AOA amoA gene in eight major freshwater
lakes of Jiangsu province showed significant spatial differences under the influence of the sediment
TOC and C/N [12]. Lisa et al. (2015) researched hzo and amoA gene abundance in the sediments of
the Cape Fear River Estuary and observed that hzo gene abundance was higher nearer to the estuary,
and salt-resistant bacterial species appeared [13]. Henry et al (2006) investigated the abundance of
denitrification functional genes in wetland sediments and cropland soils in different countries and noted
that under the influence of environmental factors, the abundance of denitrification functional genes was
significantly different in the different research areas [14]. Because of the river input pollution load and
the lake flow field, a series of nitrogen concentration and nutrient levels gradient was present in Lake
Taihu from the north (Meiliang Bay) to the southeast (East Lake Taihu). At present, although numerous
studies have investigated nitrogen-transforming genes in these sediments, they have generally focused
only on a single nitrogen-transforming bacterium. By amplifying the AAOB 16S rRNA gene, Wu et al.
(2012) found that the AAOB existed in the sediments of Lake Taihu, but the main operational taxonomic
unit (OTU) was an unknown and unclassified AAOB [15]. Dai et al. (2013) and Wu et al. (2010) noted
that a significant difference was present in the diversity of the AOB and the AOA and the abundance
of amoA genes in the sediments in Lake Taihu, the diversity of the AOA was lower than the AOB,
but the AOA amoA gene abundance was higher than the AOB [16,17]. Guo et al. (2014) compared
the nirS-type DNB community structure between Meiliang Bay and five other lakes with different
trophic statuses and observed that trophic status significantly affected the distribution and diversity of
the DNB [18]. The authors further observed that the diversity of the DNB in the severely eutrophic
Meiliang Bay was significantly lower than in the other lakes, and the DNB community structure in
Meiliang Bay was significantly different from other lakes [18]. These investigations helped to establish
a broad understanding of the distribution patterns of nitrogen-transforming genes and the microbial
community in this lake environment. However, the relationship between the nitrogen-transforming
bacterial community structure, gene abundance and nitrogen occurrence characteristics in lake regions
with different trophic statuses needs to be studied thoroughly.

Therefore, the aim of this study was to dissect the nitrogen-transforming bacterial community
structure and gene abundance (1) to determine the relationship between the sediment bacterial taxa
and the trophic status of the lake water and sedimentary environmental factors, (2) and to provide
powerful evidence for further elucidation of the nitrogen cycle and accumulation mechanisms driven
by bacteria in aquatic ecosystems.
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2. Materials and Methods

2.1. Sampling Site and Procedure

The study was conducted in the north, east, and west sides of Lake Taihu (Figure 1), and the total
nitrogen decreases from Meiliang Bay (region A1, north) and Western Lake Taihu (region A4, west) to
Gonghu Bay (region A2, northeast) and, finally, to Xukou Bay (region A3, east). Each lake region had
2 sampling sites. Areas A1 and A4 are highly nutrient-enriched and have frequent algal blooming
incidents. Area A4 is the main the inflow area of Lake Taihu, which has received large amounts of
municipal wastewater. In contrast, the low nutrient waterbody in A3 is characterized by submerged
vegetation and diverse communities of fishes and invertebrates, and is a drinking water source for the
local community. The water at A2 was similar to that at A1 and A4 until approximately 15 years ago,
although its quality has since improved.

Int. J. Environ. Res. Public Health 2019, 16, x 3 of 19 

 

2. Materials and Methods 

2.1. Sampling Site and Procedure 

The study was conducted in the north, east, and west sides of Lake Taihu (Figure 1), and the 
total nitrogen decreases from Meiliang Bay (region A1, north) and Western Lake Taihu (region A4, 
west) to Gonghu Bay (region A2, northeast) and, finally, to Xukou Bay (region A3, east). Each lake 
region had 2 sampling sites. Areas A1 and A4 are highly nutrient-enriched and have frequent algal 
blooming incidents. Area A4 is the main the inflow area of Lake Taihu, which has received large 
amounts of municipal wastewater. In contrast, the low nutrient waterbody in A3 is characterized by 
submerged vegetation and diverse communities of fishes and invertebrates, and is a drinking water 
source for the local community. The water at A2 was similar to that at A1 and A4 until approximately 
15 years ago, although its quality has since improved . 

 
Figure 1. The sampling sites in the different trophic statuses of the lake. Water quality classification 
of the lake regions in Lake Taihu referred to the Environmental Quality Standard for Surface Water 
(GB3838-2002). Classification standard value: 1 < TN ≤ 1.5, 1 < NH4+-N ≤ 1.5 were categorized as Class 
IV; 1.5 < TN ≤ 2, 1.5 < NH4+-N ≤ 2 were categorized as Class V; TN > 2, NH4+-N > 2 were categorized 
as below Class V. The data are sourced from The Health Status Report of Lake Taihu 2014 [19]. 

Sample collection was carried out in March (spring), June (summer), September (autumn), and 
December (winter) 2016. The temperatures in March, June, September, and December 2016 were 16, 
33, 25, and 8 °C, respectively, during sampling. Overlying water was collected below 1 m of the lake 
surface using an organic glass hydrophore. Three water samples were aseptically collected at each 
sampling site into sterile 1-L sampling bottles. After water collection, sediment samples were then 
collected at the sampling point as the water. For sediments, samples at a maximum depth of 5 cm, 
and were collected using a 1/16-m2 Petersen grab sampler. Triplicate samples from three separate 
grabs were homogenized to generate a composite sample (approximately 6 kg) for each sampling 
site, and put into sterile plastic bags. All samples were immediately stored in an icebox at 4 °C and 
transported back to the laboratory within 3 hours. Once in the laboratory, an aliquot of the sediment 
sample (1 kg) was aseptically stored at −80°C until DNA extraction was performed. The remaining 

Figure 1. The sampling sites in the different trophic statuses of the lake. Water quality classification
of the lake regions in Lake Taihu referred to the Environmental Quality Standard for Surface Water
(GB3838-2002). Classification standard value: 1 < TN ≤ 1.5, 1 < NH4

+-N ≤ 1.5 were categorized as Class
IV; 1.5 < TN ≤ 2, 1.5 < NH4

+-N ≤ 2 were categorized as Class V; TN > 2, NH4
+-N > 2 were categorized

as below Class V. The data are sourced from The Health Status Report of Lake Taihu 2014 [19].

Sample collection was carried out in March (spring), June (summer), September (autumn), and
December (winter) 2016. The temperatures in March, June, September, and December 2016 were 16,
33, 25, and 8 ◦C, respectively, during sampling. Overlying water was collected below 1 m of the lake
surface using an organic glass hydrophore. Three water samples were aseptically collected at each
sampling site into sterile 1-L sampling bottles. After water collection, sediment samples were then
collected at the sampling point as the water. For sediments, samples at a maximum depth of 5 cm, and
were collected using a 1/16-m2 Petersen grab sampler. Triplicate samples from three separate grabs
were homogenized to generate a composite sample (approximately 6 kg) for each sampling site, and
put into sterile plastic bags. All samples were immediately stored in an icebox at 4 ◦C and transported
back to the laboratory within 3 h. Once in the laboratory, an aliquot of the sediment sample (1 kg) was
aseptically stored at −80 ◦C until DNA extraction was performed. The remaining portion (5 kg) of
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sediments was further processed for as described in the analytical methods of soil agrochemistry [20]
for the analysis of the sediments and pore water physicochemical properties.

2.2. Physicochemical Analysis

Fourteen physicochemical parameters of the overlying water, pore water and freeze-dried
sediments were analyzed (Table S1). Details of the measurement procedures for each parameter in
sediment, pore water, and overlying water can be found in Lu (1999) and Wei (2002), respectively [20,21].
The temperature (T), chlorophyll a (Chla), and pH of the overlying water were measured in situ using
a YSI-6600-V2 Multi-Parameter Water Quality Sonde (YSI Incorporated, Yellow Springs, OH, USA),
and the transparency was determined by a standard Secchi disc (SD) (diameter 20 centimeters) with
black and white quadrants.

2.3. PCR Amplification, Clone Libraries Construction, and Phylogenetic Analysis

The total genomic DNA of each sediment sample was extracted using a Powersoil DNA extraction
kit (Mo Bio Laboratories) according to the manufacturer’s instructions. PCR amplification of hzo genes
in the AAOB bacteria, amoA genes in the AOB, Arch-amoA genes in the AOA, and nirS genes in the
DNB were determined according to previously established protocols [5,22–24], and the PCR primers
used for the PCR amplification are shown in Table S2. To understand the community composition of
the AAOB, AOA, AOB and the DNB in the research samples, clone libraries of each target gene in
the sample were constructed. Triplicate PCR reaction products for each site were pooled, gel purified
using an E.Z.N.A.® Cycle-Pure Kit (Omega Bio-tek Inc., Norcross, GA, USA), and cloned using the
pMD18 T-vector (Takara Bio Inc., Kusatsu, Shiga, Japan).

Screened clones were sequenced using an ABI Prism genetic analyzer (Applied Biosystems,
Foster City, CA, USA) in combination with a BIG Dye Terminator kit (Applied Biosystems, Canada).
The functional gene sequences were edited, and the vector sequences were clipped using the DNAstar
software package (DNASTAR, Madison, WI, USA). We checked for possible chimeras using the
CHECK CHIMERA program from the Ribosomal Database Project (http://rdp.cme.msu.edu/). The gene
sequences were analyzed initially using the BLASTn tool (http://www.ncbi.nlm.nih.gov/BLAST/) to
facilitate the selection of the closest reference sequences. Sequences displaying more than 97% identity
with one another were grouped into one OTU using the Mothur software 1.23.0 (http://sourceforge.net/
projects/seqclean/ and http://www.mothur.org/wiki/MainPage). Neighbor-joining phylogenetic trees
were created with one representative sequence of each OTU, and the reference sequences were retrieved
from GenBank using the Molecular Evolutionary Genetics Analysis (MEGA) software 5.03 (Center
for Evolutionary Medicine and Informatics, The Biodesign Institute, Tempe, AZ, USA). The relative
confidence of the tree topologies was evaluated by performing 1000 bootstrap replicates.

2.4. Real-Time Quantitative PCR

Quantitative PCR (qPCR) was performed using an ABI 7500 FAST (Applied Biosystems, Foster City,
CA, USA) to determine the amoA (AOB), Arch-amoA (AOA), hzo (AAOB), and nirS (DNB) genes copy
number. Primer sets of amoA1f/amoA2r, Arch-amoAF/Arch-amoAR, hzoF1/hzoR1, and nirS3F/nirS5R were
used for the determination of the bacterial and archaeal amoA, hzo, and nirS genes, respectively, with the
SYBR green-based reactions being performed in triplicate for each sample as described previously [25].
The qPCR standard was generated using plasmid DNA from representative clones containing the
microbial nitrogen-transforming genes. A dilution series of the standard template across 7 orders
of magnitude (101 to 107) for nitrogen-transforming genes was used in each assay. A No Template
Control was always run with water as the template instead of sediment DNA extract. The amplification
efficiency and coefficient (r2) for the amoA, Arch-amoA, hzo, and nirS genes were, respectively, 91.2 and
0.992, 92.6 and 0.995, 90.5 and 0.993, 93.8 and 0.998%.

http://rdp.cme.msu.edu/
http://www.ncbi.nlm.nih.gov/BLAST/
http://sourceforge.net/projects/seqclean/
http://sourceforge.net/projects/seqclean/
http://www.mothur.org/wiki/MainPage
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2.5. Statistical Analysis

The Trophic Status Indices (TSIs) for all of the sampling sites were calculated using the measured
Chla, W-TP, W-TN, COD, and SD by the following expression:

TSI
(∑)

=
m∑

i=1

w j TSI( j) (1)

where TSI(
∑
) is the completed TSI, w j is the relative weight of the TSI of the jth parameter, and

TSI( j) is the TSI of the jth parameter. The mean value of all of the samples from each region was
used to represent the local trophic status which, based on the value of TSI(

∑
), can be classified as

oligotrophic (0 < TSI ≤ 30), mesotrophic (30 < TSI ≤ 50), lightly eutrophic (50< TSI ≤ 60), medium
eutrophic (60 < TSI ≤ 70), and hypereutrophic (70 < TSI ≤ 100) on a scale of 0 to 100.

The indices of diversity were calculated for each constructed gene library using the Mothur
software (version 1.23.0, USA). The coverage of each clone library (C) was calculated according to
Mullins et al. (1995) [26].

C = 100%
[
1−

( n
N

)]
(2)

where n is the number of unique OTUs, and N is the total number of clones in a library.
We used detrended correspondence analysis (DCA) implemented in CANOCO 4.5 (Biometris-Plant

Research International, Wageningen, The Netherlands) for gradient length diagnostics. Gradient
lengths of the first DCA axes of DNB, AOB, AOA, and AAOB OTUs were 3.71, 3.42, 3.22, and 3.35,
respectively. The correlations between nitrogen-transforming bacterial community structure and eight
environmental factors were determined by canonical correspondence analysis (CCA) using CANOCO
4.5. p < 0.05 was considered significant correlation, and p < 0.1 was considered weak correlation.
Among the eight environmental factors, six factors (TSI, S-TN, S-NH4, S-NOx, P-NH4, and P-NO3) are
associated to nitrogen, and S-TOM is related to the carbon source required for microbial growth, while
the temperature reflects the seasonal variation.

3. Results

3.1. Physicochemical Properties of the Lake Regions

The average water temperature of the four studied lake regions in March, June, September, and
December were 11.2, 27.1, 20.3, and 3.5 ◦C, respectively. Measured TSI in the study area decreased
in the direction of A1, A2, and A3 with average values changing from 61.0, 56.3, to 45.3, respectively
(Figure S1, Table S3), corresponding to the state of medium eutrophication, light eutrophication, and
mesotrophication. A4 was in the state of light eutrophication in winter and medium eutrophication in
the other three seasons. For pore water, while the average value of NH4

+-N decreased in the same
direction as TSI (Figure S1-a), the concentration of NO3

−-N in the research area did not show significant
variation (Figure S1-b). Similar to the trend of the NH4

+-N in the pore water, the content of NH4
+-N

(Figure S1-c) and NOx
−-N (Figure S1-d) in the sediments decreased with decreasing trophic status.

3.2. The Abundance of Microbial Nitrogen-Transforming Genes

A quantitative PCR analysis of nirS, amoA, Arch-amoA, and hzo gene abundance is shown in
Figure 2. The abundance of each nitrogen-transforming gene at two sampling sites in each lake region
was slightly different. The abundance of nirS in regions A1, A2, A3, and A4, respectively, ranged from
2.55 × 108–7.65 × 108, 4.10 × 108–8.92 × 108, 4.74 × 108–1.76 × 109, and 1.49 × 108–5.14 × 108 copies/g
(Table S4). The abundance of amoA in regions A1, A2, A3, and A4, respectively, ranged from
5.96 × 105–9.40 × 106, 7.27 × 105–4.91 × 106, 2.69 × 105–3.74 × 106, and 1.31 × 105–1.17 × 106 copies/g
(Table S5). The abundance of Arch-amoA in regions A1, A2, A3, and A4, respectively, ranged from
9.42 × 107–6.32 × 108, 4.43 × 107–3.42 × 108, 6.62 × 106–1.02 × 108, and 9.52 × 105–2.84 × 107 copies/g
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(Table S6). The abundance of hzo in regions A1, A2, A3, and A4, respectively, ranged from
4.54 × 106–5.61 × 107, 8.48 × 105–3.06 × 107, 1.86 × 105–4.33 × 106, and 1.74 × 107–9.83 × 107 copies/g
(Table S7).
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Figure 2. The average value of nitrogen-transforming gene abundances in each lake region during four
seasons. 2-A: amoA gene, 2-B: Arch-amoA gene, 2-C: nirS gene, 2-D: hzo gene.

A comparison of the abundance of the nitrogen-transforming functional genes in the research area
showed that the nirS gene abundance was the highest, and the amoA gene abundance was the lowest.
The abundance of the nitrogen-transforming functional genes varied in the different lake sediments.
Except for region A4, the nirS gene abundance decreases with an increase in the lake trophic status
at the other three lake regions, and the abundance of amoA, Arch-amoA and hzo genes changed in
the opposite direction (Figure 2). The seasonal changes in the abundance of nitrogen-transforming
functional genes showed that the abundance of the nirS and hzo genes in summer and autumn was
greater than that in the spring and the winter, and the amoA and Arch-amoA gene abundance showed
an opposite trend (Figure 2).

3.3. Phylogenetic Analyses of the Nitrogen-Transforming Microbes

The nirS, amoA, Arch-amoA, and hzo gene segments were amplified successfully in the summer
and the winter. A total of 218 nirS, 185 amoA, 201 Arch-amoA, and 164 hzo clones were sequenced
from the 32 constructed clone libraries (Table 1). Within each individual clone library, 12 to 19 DNB,
4 to 11 AOB, 3 to 5 AOA, and 5 to 10 AAOB OTUs occurred, as defined by a <3% divergence in the
nucleotides. The diversity of the DNB nirS was higher than the AOB amoA, the AOA Arch-amoA, and
the AAOB hzo genes in each lake region based on the values of the Shannon-Wiener. The DNB nirS
gene had a higher diversity in the winter than in the summer, whereas the seasonal variation of the
diversity of the AOA amoA gene was not significant (Table 1).



Int. J. Environ. Res. Public Health 2019, 16, 2298 7 of 19

Table 1. Diversity properties of the nitrogen-transforming genes clone libraries from different
lake regions.

Genes Lake Region
Summer Winter

A1 A2 A3 A4 A1 A2 A3 A4

nirS

The number of clones 26 24 28 25 29 29 29 28
The number of OTUs 12 14 14 12 17 18 14 19

Shannon 3.32 3.55 3.54 3.15 3.82 3.92 3.66 4.18
Coverage (%) 80.8 62.5 75.0 72.0 62.1 58.6 86.2 53.6

amoA

The number of clones 13 24 14 14 30 30 31 29
The number of OTUs 8 9 4 5 10 8 7 11

Shannon 2.82 2.43 1.57 2.07 2.98 2.55 2.66 2.99
Coverage (%) 61.5 79.2 85.7 85.7 86.7 93.3 96.8 75.9

Arch-amoA

The number of clones 28 33 30 28 21 21 20 20
The number of OTUs 5 3 4 4 5 3 4 4

Shannon 1.91 1.35 1.59 1.47 1.88 1.03 1.68 1.80
Coverage (%) 96.4 97.0 96.7 96.4 95.2 95.2 95.0 95.0

hzo

The number of clones 23 18 18 22 20 18 20 25
The number of OTUs 9 10 8 5 8 9 10 7

Shannon 2.94 3.24 2.71 1.43 2.62 2.86 2.95 2.45
Coverage (%) 87.0 83.3 77.8 86.4 90.0 72.2 70.0 96.0

Operational taxonomic units ( OTUs) were defined at 3% nucleotide acid divergence.

The 185 amoA gene sequences had 71.2–100.0% sequence similarity with each other and had
high degrees of identity (96.7–100.0%) to the most closely matching GenBank sequences. The amoA
sequences were grouped into 21 unique OTUs, but most of them were not closely matched with
sequences from any known AOB isolates. A phylogenetic analysis indicated that the amoA sequences
grouped with known sequences from the Nitrosomonas AOB (18 OTUs and 156 clones) and Nitrosospira
(DG228459; three OTUs and 29 clones) genera (Figure 3). All of the Nitrosomonas-related sequences
grouped with sequences in the lineage of Nitrosomonas oligotropha (AF272406; eight OTUs and 77 clones),
Nitrosomonas nitrosa (AF272404; four OTUs and 26 clones), and Nitrosomonas communis (AF272399;
six OTUs and 53 clones). Four of the 21 amoA OTUs were common, including OTU1 (33 clones,
Nitrosomonas oligotropha) and OTU3 (27 clones, Nitrosospira), which occurred at all of the eight sampling
points, OTU2 (30 clones, Nitrosomonas oligotropha) and OTU4 (26 clones, Nitrosomonas communis), which
respectively occurred at six and five sampling points. Although these OTUs represented only 19.1% of
all of the AOB OTUs identified, they accounted for 63.0% of all of the clones recovered. As shown
in Figure 4a, Nitrosomonas was the predominant AOB in Lake Taihu and was more significantly
predominant in the eutrophic lake regions. The relative abundance of the Nitrosospira significantly
increased in the mesotrophic lake region. Nitrosomonas oligotropha and Nitrosomonas communis were
predominant AOBs in A1, A2, and A4, which respectively encompassed 63, 91, and 63% of the AOB
group, while Nitrosomonas oligotropha and Nitrosospira were predominant in A3, which encompassed
62% of the AOB group.
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The 201 Arch-amoA gene sequences had 81.2–99.8% sequence similarity with each other and had
high degrees of identity (97.1–100.0%) to the most closely matching GenBank sequences. Phylogenetic
analysis indicated that the Arch-amoA sequences grouped with known sequences from the AOA in
Nitrosopumilus maritimus (EU239959; six OTUs, 183 clones) and Nitrososphaera gargensis (EU281319;
three OTUs, 18 clones) (Figure 5). Three of the nine Arch-amoA OTUs were common, including OTU1
(93 clones), which occurred at all eight sampling points, OTU2 (30 clones) and OTU3 (26 clones) at five
sampling points. The three omnipresent OTUs were affiliated with the Nitrosopumilus maritimus lineage.
Although these OTUs represented only 33.3% of all of the AOA OTUs identified, they accounted
for 84.1% of all of the clones recovered. As shown in Figure 4b, Nitrosopumilus maritimus was the
predominant AOA in Lake Taihu, and respectively encompassed 88, 98, 84, and 94% of the AOA
group in A1, A2, A3, and A4, and Nitrososphaera gargensis was almost only observed in sampling sites
of winter.
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The numbers at the nodes represented the credible values that were calculated from 1000-times bootstrap
tests. Bootstrap values greater than 50% were shown. The scale bar indicated 0.02 substitutions per
nucleotide position. GenBank accession numbers were shown for sequences from other studies.
Numbers in parentheses following each OTU indicated the number of sequences recovered from each
sampling site.

The 164 hzo gene sequences had 84.5–99.2% sequence similarity with one another and had a high
degree of identity (95.3–99.4%) to the most closely matching GenBank sequences. A phylogenetic
analysis indicated that the hzo sequences grouped with known sequences from the AAOB in Kuenenia
and Scalindua (KM987386 and KF163630; 14 OTUs, 110 clones), Brocadia and Anammoxoglobus (FM163629
and KF594246; three OTUs, four clones), and cluster AAOB A-E (Figure 6). Three of the 29 hzo OTUs
were common, including OTU1 (38 clones), which occurred at seven sampling plots, OTU2 (19 clones)
and OTU4 (12 clones), which respectively occurred at six and five sampling plots. OTU1 and OTU2
were affiliated with the Brocadia and Anammoxoglobus lineage. As shown in Fig. 4c, Brocadia and
Anammoxoglobus were the two predominant AAOBs in Lake Taihu, which respectively encompassed
88, 53, 84, and 43% of the AAOB group in A1, A2, A3, and A4, and showed more significant abundance
in A1 and A3. A phylogenetic analysis of the AAOB suggests that the clusters of AAOB A-E may
represent novel phylotypes of the anammox bacteria. Cluster AAOB-E and cluster AAOB-B were the
other abundant anammox bacteria in A2 and A4, respectively. Moreover, a small number of Kuenenia
and Scalindua was only found in A2, and cluster AAOB-B was only found in the inflow area at a
proportion up to 32%.
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The numbers at the nodes represented the credible values that were calculated from 1000-times bootstrap
tests. Bootstrap values greater than 20% were shown. The scale bar indicated 0.02 substitutions per
nucleotide position. GenBank accession numbers were shown for sequences from other studies.
Numbers in parentheses following each OTU indicated the number of sequences recovered from each
sampling site.

The 218 nirS gene sequences had 88.1–99.5% sequence similarity to each other and a high degree
of identity (96.5–99.1%) to the most closely matching GenBank sequences. A phylogenetic analysis
indicated that the nirS sequences grouped with known sequences from the DNB in Flavobacterium
(AJ440497; 18 OTUs, 67 clones), Arthrobacter (AF335922; 9 OTUs, 27 clones), Pseudomonas (AJ440496;
seven OTUs, 10 clones), Halomonas (FJ686159; 10 OTUs, 59 clones) and Cluster DNB A-E (Figure 7).
Two of the 66 nirS OTUs were common, including OTU1 (14 clones) and OTU3 (14 clones), which all
occurred at five sampling points. OTU2 and OTU3 were, respectively, affiliated with the Halomonas
and Cluster DNB-E lineages. As shown in Figure 4d, Flavobacterium and Cluster DNB-B predominated
in 56% of the DNB group in A1, Flavobacterium and Halomonas predominated in 66% and 68% of the
DNB group in A2 and A3, respectively, and Halomonas and Cluster DNB-E predominated in 50% of the
DNB group in A4. The proportion of Arthrobacter in the mesotrophic region (3.6%) was significantly
lower than in the eutrophic region (15.6%), and the proportion of Cluster DNB-E in the inflow area
(24.5%) was significantly higher than in the lake bay (7.3%).
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Numbers in parentheses following each OTU indicated the number of sequences recovered from each
sampling site.
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3.4. Relationships between Microbial Community Composition and Environmental Variables

The environmental factors in the lake regions with different trophic statuses led to differences in the
nitrogen-transforming microbial community structure. We chose temperature, TSI, S-TN, S-NH4, S-NOx,
S-TOM, P-NH4, and P-NO3 to determine the primary factors that affected the nitrogen-transforming
microbial community structure in the lake regions with different trophic statuses.

According to the CCA analysis for the AOB, S-TOM (p < 0.05) and P-NH4 (p < 0.05) were
significantly correlated with the variation in AOB community, and these two environmental parameters
on these two axes explained 60.3% of the AOB community variance (Figure 8a). For the AOA,
S-NOx (p < 0.05) and T (p < 0.05) were significantly correlated with the variation in AOA community,
and these 2 environmental parameters on these two axes explained 68.5% of the AOA community
variance (Figure 8b). For the AAOB, T (p < 0.05) was significantly correlated with the variation in
AAOB community, and the environmental parameter on the two axes explained 46.3% of the AAOB
community variance (Figure 8c). For the DNB, S-NOx (p < 0.05) was significantly correlated with the
variation in DNB community, and the environmental parameter on the two axes explained 39.2% of
the DNB community variance (Figure 8d). Besides, the relationship between the AOB community and
T, the AOA community and S-TN, the AAOB community and P-NH4, P-NO3, the DNB community
and S-TOM, S-NH4 were weak (p < 0.1).
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Lake Taihu.
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4. Discussion

4.1. Distribution Characteristics of Nitrogen Occurrence Forms

Nitrogen in overlying water, pore water, and sediment was transferred and transformed under
different conditions. On the one hand, nitrogen in pore water and sediment was exchanged with
overlying water through molecular diffusion, which affected the occurrence form and characteristics of
nitrogen in overlying water. Also, sediment had an adsorption effect on nitrogen in pore water and
overlying water. Driven by the concentration gradient, the nitrogen in the sediment and pore water
diffused to the overlying water [27]. Therefore, the forms and contents of nitrogen in various media
could influence each other through migration and transformation.

The variation trend of nitrogen related index in the sediment and water environments was similar,
indicating that there was a strong nitrogen exchange between the two compartments. The endogenous
nutrients entered the overlying water from the sediments mainly through the resuspension process
of surface sediments and the diffusion of pore water. Some scholars consider the process of nitrogen
release from sediments into the overlying water a mechanism that allows nutrient supply to the
overlying water [28]. Therefore, while the exogenous source was effectively controlled, the endogenous
release could not be ignored.

4.2. The Relation between Functional Gene Abundance and Nitrogen Occurrence Characteristic

The abundance of nitrogen-transforming genes significantly affected the occurrence characteristic
and distribution patterns of nitrogen in sedimentary environment. Except for A4, the abundance of the
nirS gene in the sediments increased with a decrease in the trophic status, which resulted in a greater
NO3

--N transformation potential and a lower NO3
−-N concentration in the mesotrophic lake region.

In three typical lake bays of Lake Taihu (A1, A2, and A3), the abundance of the Arch-amoA, amoA,
and hzo genes decreased with the drop of trophic status, indicating a strong NH4

+-N transformation
potential (ammonia oxidation and anammox) in the eutrophic lake region. However, the concentration
of NH4

+-N was higher in the eutrophic lake region, which could be a result of the mineralization of
organic nitrogen in the sediments. Wu et al. (2015) used an isotope technique to study nitrogen sources
and found that NH4

+-N in the sediments of Lake Taihu is primarily derived from the mineralization
of organic nitrogen [29]. In the study area, organic nitrogen was the primary form of nitrogen in the
sediments (Figure S1-c–e), accounting for nearly 90%, and organic nitrogen in the sediments was
transformed via ammoniation by the action of the microorganisms. The main source of organic matter
in the mesotrophic lake region (A3) was aquatic plants, which are rich in cellulose and poor in nitrogen,
while the main source of organic matter in the eutrophic lake regions (A1, A2, and A4) were algal
remains, which are rich in protein and nitrogen. Therefore, the content of NH4

+-N in the sediments of
the eutrophic lake regions was higher than in the mesotrophic lake region with microbial activity.

The abundance of the Arch-amoA gene was higher than the hzo gene in A1, A2, and A3, while the
abundance of the hzo gene was higher than the Arch-amoA gene in A4, which may due to the organic
pollution. Several studies have recently indicated that a high concentration of organic pollutants could
drive the anammox bacterial utilization efficiency of NO2

−-N [30]. At the same time, organic matter
can be an electron donor when the concentration is relatively high, which promotes the release of
NH4

+-N through dissimilatory nitrate reduction [31]. Moreover, Wu et al. (2010) reported that the
abundance of the Arch-amoA gene was negatively related to the concentration of organic matter [17].
Western Lake Taihu was the primary inflow area of Lake Taihu, and the upstream water contains
considerable organic pollutant wastewater, which resulted in a high abundance of the hzo gene and a
relatively low abundance of the Arch-amoA gene.

Conclusions regarding the abundance of the Arch-amoA and amoA genes in different environments
were controversial. The abundance of Arch-amoA gene was significantly higher than the amoA gene in
freshwater lakes, such as the Qiantang River and the Zhujiang River [32,33]. In contrast, the abundance
of the amoA gene was significantly higher than Arch-amoA gene in saltwater lakes, such as the tidal
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flats of Chongming Island and Qinghai Lake [34], which implies that the abundance of the Arch-amoA
and amoA genes was closely related to salinity. In this study, the abundance of the Arch-amoA gene was
two orders of magnitude higher than that of amoA gene in Lake Taihu, which could be due to ammonia
oxidation archaeal preference of a low NH4

+-N environment [17], which was confirmed by the same
result in an oligotrophic natural wetland [35]. Additionally, the abundance of the Arch-amoA gene and
the amoA gene were almost of the same order of magnitude in the sediments of a eutrophic freshwater
aquaculture area in which NH4

+-N concentration was high [36].

4.3. Effect of Trophic Status on the Microbial Community Distribution Characteristics

In this study, two AOBs dominated by Nitrosomonas were found in the sediments of Lake Taihu,
and the sediments of the eutrophic Qiantang River had a similar distribution characteristic to AOB [32].
Nitrosomonas were reported as the primary AOB community in many areas, such as the Elbe River
estuary [37] and the freshwater area of Schelde Bay [38], which indicated they survived extensively in
different environments. The proportion of Nitrosomonas in A1, A2, and A4 was higher than in A3, which
may be related to the physicochemical characteristics of sediments. A high concentration of NH4

+-N
has been reported as a favorable growth environment for Nitrosomonas [39], and Nitrosomonas was
frequently found in NH4

+-N concentrated wastewater [40]. Wei (2011) also reported that Nitrosomonas
was the primary AOB community in the rhizosphere soil of three aquatic plants in a eutrophic
reservoir [41]. In the sediments of A3, the relative proportion of Nitrosospira, which was the other
predominant AOB community, was higher than for the other three lake regions, probably because
Nitrosospira have more competitive survival ability than Nitrosomonas in an area with a low NH4

+-N
concentration [42].

The AOA Arch-amoA gene sequence in the sediments of Lake Taihu was highly similar to other
lacustrine environments [43]. The predominant AOA in the research area was Nitrosopumilus maritimus,
which was a chemoautotroph that used NH4

+-N as the only energy source for growth. The uptake
efficiency for NH4

+-N of Nitrosopumilus maritimus was very high, and the minimum NH4
+-N

concentration for ammonia oxidation by Nitrosopumilus maritimus was more than 100 times lower than
the AOB [39]. As a result, the AOA possess absolute superiority when competing with other microbes
for transforming ammonium nitrogen, which explained the considerably higher abundance of the
AOA amoA gene than in the AOB, even in a low NH4

+-N concentration environment. At the same time,
the affinity for NH4

+-N and Nitrosopumilus maritimus resulted in a non-significant difference of the
AOA community structure in each lake region of Lake Taihu. Nitrosopumilus maritimus was only found
in winter samples, possibly because of their preference for lower temperatures. Previous studies of the
tidal area of Chongming Island also revealed a similar seasonal distribution pattern as this study [34].

The predominant AAOB in Lake Taihu were Brocadia and Anammoxoglobus, which was the same
conclusion arrived at in a previous study of the sediments of the eutrophic DongJiang River [12].
Brocadia was the most common and predominant AAOB in the river and lake sediments, such as
in the Xinyi River in Jiangsu Province, China [44] and the Qiantang River in Zhejiang Province,
China [30]. Anammoxoglobus had a high affinity for the substrate in the sediments, which can confer a
great competitive advantage with other AAOB when organic matter and NH4

+-N are simultaneously
present [45]. A small amount of Kuenenia and Scalindua were found in the A2 sediments, which
primarily occurs in marine and estuarine eco-systems [46]. Scalindua has a relatively high tolerance
for salinity, therefore, its distribution was highly driven by salinity. On the other hand, Kuenenia was
detected in the soil, in a chemical polluted estuary and in activated sludge [7,30], which may explain
the very low amount of Kuenenia and Scalindua in the freshwater Lake Taihu eco-system. Another
common AAOB (Jettenia) was not found in the study area, possibly because of its preference for high
water quality in freshwater river eco-systems and groundwater [46]. In addition, this research found
that a considerable amount of OTUs in the AAOB phylogenetic tree belonged to Cluster AAOB A-E,
and the proportion was greatest in A2 and A4. This finding indicated that the appearance of new
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AAOB species in those areas was possible under the long-term effect of the water diversion project
“Diverting of Yangzte River water to Lake Taihu” and the upstream inflow.

In this study, many sequences in the nirS gene clone library had high similarity with those in the
high nitrogen estuaries of the Yangzte River and the Zhujiang River, which indicated that the variety of
the DNB community structure was possibly related to the nitrogen concentration. Most of the sequences
in nirS gene clone library can be classified into Bacteroidetes, Actinobacteria, and Gammaproteobacteria,
which were consistent with the previous results for DNB taxonomy [47]. Halomonas is a saline-tolerant
moderately halophilic bacterium that lives in extreme environments and is primarily distributed
in waters with high salinity, pollution and high alkalinity [48]. Berendes et al. (1996) isolated a
denitrifying bacterium belonging to Halomonas in a wastewater treatment plant and observed that
this strain had strong denitrification ability [49]. Flavobacterium is a facultatively anaerobic bacteria
that can use NO3

−-N and NO2
−-N as an electron acceptor for anaerobic respiration under anoxic and

anaerobic conditions and also can degrade organic pollutants [50]. Certain species of Pseudomonas and
Arthrobacter can denitrify under oxic conditions. Qiang et al. (2010) isolated a strain of oxic denitrifying
bacteria from river sediments and identified it as Pseudomonas sp., which had a high degradation
efficiency for TN and NO3

--N [51]. He et al. (2016) discovered that Arthrobacter can utilize a single
nitrogen source for oxic denitrification, with a removal efficiency of NO3

−-N exceeding 60% [52].

4.4. Factors Affecting Nitrogen-Transforming Microbial Community Structure

The NH4
+-N in the pore water was the main factor that affected the AOB community structure.

At the same time, the diversity of the AOB community in the eutrophic lake region was universally
higher than that in the mesotrophic lake region, which was primarily due to the differences of the
NH4

+-N and TN concentrations and has been confirmed by other researchers [34]. Temperature is
another important factor that affects the AOB community structure. In this study, the seasonal variation
of the AOB community structure was significant, and the diversity in the winter was higher than in
the summer, which was consistent with previous results for wetlands of the Hongkong Mipu Nature
Reserve area [8]. Several studies have also indicated that the relative abundance of some AOB was
higher at low temperatures (4–10 ◦C) and lower at high temperatures (>30 ◦C) [53]. The AOB was
typical inorganic chemoautotrophic bacteria such that the organic matter in the soil was sufficient
to provide the preferred pH and aeration conditions, which would promote the growth of the AOB.
This conclusion has also been confirmed by a study of the AOB abundance in three different soils,
which determined that the relative abundance of the AOB was higher in soil with sufficient organic
matter [54].

The temperature was also an important factor that affected the AOA community structure. A study
of estuary sediments in San Francisco Bay indicated that temperature was significantly related to the
AOA community structure [9]. It has also been reported that the AOA was much more tolerant to
a wide temperature range than the AOB [55]. From the viewpoint of species revolution, AOA can
better survive and revolute in an extreme environment (i.e., arctic and extremely hot), similar to on
the early earth, and play a leading role in the ammonia oxidation process. As the substrate of the
ammonia oxidation process, the NOx

−-N concentration could also influence the AOA community
structure. A study of the AOA community structure in the sediments of a Florida estuary indicated
that the NO2

−-N concentration was positively related to the amount of Thaumarchaeota [10].
It has been reported that NH4

+-N is a substrate for anaerobic ammonia oxidation and was the
governing factor for the AAOB community structure in a Qiantang River sediments [30]. Although
NO3

−-N could not be utilized by the AAOB, it has been reported as an important environmental factor
that affects the AAOB community structure in sediments of the Mai Po Nature estuary and Jiaozhou
Bay [11,30]. In other environments, such as the southern China Sea and a wastewater treatment plant,
the abundance of the AAOB had a positive relationship with the NO3

−-N concentration [56].
NO3

−-N is an important factor that affected the DNB community. In a soil cultivation experiment,
where NO3

−-N was added, the denitrification rate increased rapidly during the initial stage and the
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nirK-type DNB community structure did not change considerably, but its relative abundance obviously
increased, and the nirS-type DNB were not affected. After 20 days, the community structure and the
abundance of the nirK-type DNB did not respond to NO3

−-N, while the nirS-type DNB community
structure was considerably changed, and its relative abundance also increased with an increase in
the NO3

−-N concentration [57]. Organic matter could also affect the DNB community structure, as
indicated by a report that acetic acid could be a selective factor for DNB, and ethanol or methanol
could induce the appearance of a unique DNB community [58].

5. Conclusions

Nitrogen-transforming genes (amoA, Arch-amoA, nirS, and hzo) were used to investigate the
bacterial community and gene abundance in Lake Taihu. A total of 768 clones were analyzed
in the context of changing environmental conditions to evaluate the impact of trophic status on
bacterial community. The findings of the current study revealed that (1) Except for region A4,
nirS gene abundance was inversely related to the trophic levels of the water body seasons of the
year, and the abundance of amoA, Arch-amoA and hzo genes changed in the opposite direction.
(2) Nitrosomonas was the predominant AOB in Lake Taihu and was more significantly predominant
in the eutrophic lake regions. The predominant AOA and DNB were Nitrosopumilus maritimus and
Flavobacterium, respectively. Brocadia and Anammoxoglobus were the two predominant AAOBs in
Lake Taihu. (3) The major environmental factors affecting nitrogen-transforming bacterial community
compositions were determined to be NH4

+-N in pore water as well as TOM and NOx
--N in sediments.

Supplementary Materials: The following are available online at http://www.mdpi.com/1660-4601/16/13/2298/s1,
Figure S1: Physiochemical properties of the pore water and sediment in different trophic statuses lake regions in
four seasons., Table S1: physicochemical parameters of the overlying water, pore water, and freeze dried sediments,
Table S2: PCR primers used in the present study, Table S3: The trophic status index and trophic state evaluation
in the research area, Table S4: The abundance of nirS gene in each sampling site (with 3 duplicates) during
4 seasons, Table S5: The abundance of amoA gene in each sampling site (with 3 duplicates) during 4 seasons,
Table S6: The abundance of Arch-amoA gene in each sampling site (with 3 duplicates) during 4 seasons, Table S7:
The abundance of hzo gene in each sampling site (with 3 duplicates) during 4 seasons.

Author Contributions: Data curation, X.R. and J.W.; Investigation, Y.W.; Project administration, X.R.; Resources,
X.S.; Writing—original draft, Y.W.; Writing—review and editing, X.S. and J.W.

Funding: This research was supported by The National Key Research and Development Program of China
(2018YFD0200700), Science and Technology Project from Chongqing Urban Administration (2018-33), and National
Social Science Fund of China (18CJY005).

Acknowledgments: The authors gratefully acknowledge the editor and anonymous reviewers for their valuable
comments on this manuscript. The authors also appreciate the financial support from the different organizations.

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

References

1. Wan, Y.; Ruan, X.; Zhang, Y.; Li, R. Illumina sequencing-based analysis of sediment bacteria community in
different trophic status freshwater lakes. MicrobiologyOpen 2017, 6, e00450. [CrossRef]

2. Barnard, R.; Leadley, P.W.; Lensi, R.; Barthes, L. Plant, soil microbial and soil inorganic nitrogen responses to
elevated CO2: A study in microcosms of Holcus lanatus. Acta Oecologica 2005, 27, 171–178. [CrossRef]

3. Henry, S.; Baudoin, E.; López-Gutiérrez, J.C.; Martin-Laurent, F.; Brauman, A.; Philippot, L. Quantification of
denitrifying bacteria in soils by nirK gene targeted real-time PCR. J. Microbiol. Methods 2004, 59, 327–335.
[CrossRef]

4. Nogales, B.; Timmis, K.N.; Nedwell, D.B.; Osborn, A.M. Detection and diversity of expressed denitrification
genes in estuarine sediments after reverse transcription-PCR amplification from mRNA. Appl. Environ.
Microbiol. 2002, 68, 5017–5025. [CrossRef]

5. Rotthauwe, J.H.; Witzel, K.P.; Liesack, W. The ammonia monooxygenase structural gene amoA as a
functional marker: Molecular fine-scale analysis of natural ammonia-oxidizing populations. Appl. Environ.
Microbiol. 1997, 63, 4704–4712. Available online: https://aem.asm.org/content/63/12/4704.short (accessed on
27 June 2017).

http://www.mdpi.com/1660-4601/16/13/2298/s1
http://dx.doi.org/10.1002/mbo3.450
http://dx.doi.org/10.1016/j.actao.2004.11.005
http://dx.doi.org/10.1016/j.mimet.2004.07.002
http://dx.doi.org/10.1128/AEM.68.10.5017-5025.2002
https://aem.asm.org/content/63/12/4704.short


Int. J. Environ. Res. Public Health 2019, 16, 2298 17 of 19

6. Venter, J.C.; Remington, K.; Heidelberg, J.F.; Halpern, A.L.; Rusch, D.; Eisen, J.A.; Fouts, D.E. Environmental
genome shotgun sequencing of the Sargasso Sea. Science 2004, 304, 66–74. [CrossRef]

7. Humbert, S.; Tarnawski, S.; Fromin, N.; Mallet, M.P.; Aragno, M.; Zopfi, J. Molecular detection of anammox
bacteria in terrestrial ecosystems: Distribution and diversity. ISME J. 2010, 4, 450. [CrossRef]

8. Wang, J.; Shen, J.; Wu, Y.; Tu, C.; Soininen, J.; Stegen, J.C.; Zhang, E. Phylogenetic beta diversity in bacterial
assemblages across ecosystems: Deterministic versus stochastic processes. ISME J. 2013, 7, 1310–1321.
[CrossRef]

9. Mosier, A.C.; Francis, C.A. Relative abundance and diversity of ammonia-oxidizing archaea and bacteria in
the San Francisco Bay estuary. Environ. Microbiol. 2008, 10, 3002–3016. [CrossRef]

10. Caffrey, J.M.; Bano, N.; Kalanetra, K.; Hollibaugh, J.T. Ammonia oxidation and ammonia-oxidizing bacteria
and archaea from estuaries with differing histories of hypoxia. ISME J. 2007, 1, 660. [CrossRef]

11. Li, M.; Cao, H.; Hong, Y.G.; Gu, J.D. Seasonal dynamics of anammox bacteria in estuarial sediment of the
Mai Po Nature Reserve revealed by analyzing the 16S rRNA and hydrazine oxidoreductase (hzo) genes.
Microbes. Environ. 2011, 26, 15–22. [CrossRef]

12. Sun, W.; Xu, M.Y.; Wu, W.M.; Guo, J.; Xia, C.Y.; Sun, G.P.; Wang, A.J. Molecular diversity and distribution of
anammox community in sediments of the Dongjiang River, a drinking water source of Hong Kong. J. Appl.
Microbiol. 2014, 116, 464–476. [CrossRef]

13. Lisa, J.A.; Song, B.; Tobias, C.R.; Hines, D.E. Genetic and biogeochemical investigation of sedimentary
nitrogen cycling communities responding to tidal and seasonal dynamics in Cape Fear River Estuary.
Estuar. Coast. Shelf Sci. 2015, 167, A313–A323. [CrossRef]

14. Henry, S.; Bru, D.; Stres, B.; Hallet, S.; Philippot, L. Quantitative detection of the nosZ gene, encoding nitrous
oxide reductase, and comparison of the abundances of 16S rRNA, narG, nirK, and nosZ genes in soils.
Appl. Environ. Microbiol. 2006, 72, 5181–5189. [CrossRef]

15. Wu, Y.; Xiang, Y.; Wang, J.; Wu, Q.L. Molecular detection of novel anammox bacterial clusters in the sediments
of the shallow freshwater Lake Taihu. Geomicrobiol. J. 2012, 29, 852–859. [CrossRef]

16. Dai, J.; Gao, G.; Chen, D.; Tang, X.; Shao, K.; Cai, X. Effects of trophic status and temperature on communities
of sedimentary ammonia oxidizers in Lake Taihu. Geomicrobiol. J. 2013, 30, 886–896. [CrossRef]

17. Wu, Y.; Xiang, Y.; Wang, J.; Zhong, J.; He, J.; Wu, Q.L. Heterogeneity of archaeal and bacterial
ammonia-oxidizing communities in Lake Taihu, China. Environ. Microbiol. Rep. 2010, 2, 569–576.
[CrossRef]

18. Guo, L.; Hu, Z.; Fang, F.; Liu, T.; Chuai, X.; Yang, L. Trophic status determines the nirS-denitrifier community
in shallow freshwater lakes. Ann. Microbiol. 2014, 64, 999–1006. [CrossRef]

19. Taihu Basin Authority of Ministry of Water Resources. The Health Status Report of Lake Taihu. 2014.
Available online: http://www.tba.gov.cn/contents/45/14729.html (accessed on 27 June 2017). (In Chinese)

20. Lu, R.K. Analytical Methods of Soil Agrochemistry; China Agricultural Science and Technology Press: Beijing,
China, 1999. (In Chinese)

21. Wei, F.S. Determination Methods for Examination of Water and Wastewater; China Environmental Science Press:
Beijing, China, 2002. (In Chinese)

22. Braker, G.; Fesefeldt, A.; Witzel, K.P. Development of PCR primer systems for amplification of nitrite
reductase genes (nirK and nirS) to detect denitrifying bacteria in environmental samples. Appl. Environ.
Microbiol. 1998, 64, 3769–3775. Available online: https://aem.asm.org/content/64/10/3769.short (accessed on
27 June 2017).

23. Francis, C.A.; Roberts, K.J.; Beman, J.M.; Santoro, A.E.; Oakley, B.B. Ubiquity and diversity of
ammonia-oxidizing archaea in water columns and sediments of the ocean. Proc. Natl. Acad. Sci. USA 2005,
102, 14683–14688. [CrossRef]

24. Li, H.; Chen, S.; Mu, B.Z.; Gu, J.D. Molecular detection of anaerobic ammonium-oxidizing (anammox)
bacteria in high-temperature petroleum reservoirs. Microb. Ecol. 2010, 60, 771–783. [CrossRef]

25. Pratscher, J.; Dumont, M.G.; Conrad, R. Ammonia oxidation coupled to CO2 fixation by archaea and bacteria
in an agricultural soil. Proc. Natl. Acad. Sci. USA 2011, 108, 4170–4175. [CrossRef]

26. Mullins, T.D.; Britschgi, T.B.; Krest, R.L.; Giovannoni, S.J. Genetic comparisons reveal the same unknown
bacterial lineages in Atlantic and Pacific bacterioplankton communities. Limnol. Oceanogr. 1995, 40, 148–158.
[CrossRef]

http://dx.doi.org/10.1126/science.1093857
http://dx.doi.org/10.1038/ismej.2009.125
http://dx.doi.org/10.1038/ismej.2013.30
http://dx.doi.org/10.1111/j.1462-2920.2008.01764.x
http://dx.doi.org/10.1038/ismej.2007.79
http://dx.doi.org/10.1264/jsme2.ME10131
http://dx.doi.org/10.1111/jam.12367
http://dx.doi.org/10.1016/j.ecss.2015.09.008
http://dx.doi.org/10.1128/AEM.00231-06
http://dx.doi.org/10.1080/01490451.2011.635760
http://dx.doi.org/10.1080/01490451.2013.791353
http://dx.doi.org/10.1111/j.1758-2229.2010.00146.x
http://dx.doi.org/10.1007/s13213-013-0737-3
http://www.tba.gov.cn/contents/45/14729.html
https://aem.asm.org/content/64/10/3769.short
http://dx.doi.org/10.1073/pnas.0506625102
http://dx.doi.org/10.1007/s00248-010-9733-3
http://dx.doi.org/10.1073/pnas.1010981108
http://dx.doi.org/10.4319/lo.1995.40.1.0148


Int. J. Environ. Res. Public Health 2019, 16, 2298 18 of 19

27. Wan, Y.; Bai, Y.; He, J.; Zhang, Y.; Li, R.; Ruan, X. Temporal and spatial variations of aquatic environmental
characteristics and sediment bacterial community in five regions of Lake Taihu. Aquat. Ecol. 2017, 51,
343–358. [CrossRef]

28. Xia, X.; Yang, Z.; Zhang, X. Effect of suspended-sediment concentration on nitrification in river water:
Importance of suspended sediment - water interface. Enviro. Sci. Technol. 2009, 43, 3681–3687. [CrossRef]

29. Wu, Q.; Ruan, X.; Wu, C.; Li, R.; Wang, C.; Wan, Y. Analysis of sources and transformation of nitrogen as a
contaminant in the river and lake water in the western region of the Taihu Lake basin. Acta Sci. Circumstantiae
2015, 35, 3883–3889, (In Chinese with English abstract).

30. Hu, B.; Shen, L.; Du, P.; Zheng, P.; Xu, X.; Zeng, J. The influence of intense chemical pollution on the
community composition, diversity and abundance of anammox bacteria in the Jiaojiang Estuary (China).
PLoS ONE 2012, 7, e33826. [CrossRef]

31. Lam, P.; Lavik, G.; Jensen, M.M.; van de Vossenberg, J.; Schmid, M.; Woebken, D.; Kuypers, M.M. Revising
the nitrogen cycle in the Peruvian oxygen minimum zone. Proc. Natl. Acad. Sci. USA 2009, 106, 4752–4757.
[CrossRef]

32. Liu, S.; Shen, L.; Lou, L.; Tian, G.; Zheng, P.; Hu, B. Spatial distribution and factors shaping the niche
segregation of ammonia-oxidizing microorganisms in the Qiantang River, China. Appl. Environ. Microbiol.
2013, 79, 4065–4071. [CrossRef]

33. Jin, T.; Zhang, T.; Ye, L.; Lee, O.O.; Wong, Y.H.; Qian, P.Y. Diversity and quantity of ammonia-oxidizing
Archaea and Bacteria in sediment of the Pearl River Estuary, China. Appl. Microbiol. Biotechnol. 2011, 90,
1137–1145. [CrossRef]

34. Zheng, Y.; Hou, L.; Liu, M.; Lu, M.; Zhao, H.; Yin, G.; Zhou, J. Diversity, abundance, and activity of
ammonia-oxidizing bacteria and archaea in Chongming eastern intertidal sediments. Appl. Microbiol.
Biotechnol. 2013, 97, 8351–8363. [CrossRef]

35. Sims, A.; Horton, J.; Gajaraj, S.; McIntosh, S.; Miles, R.J.; Mueller, R.; Hu, Z. Temporal and spatial distributions
of ammonia-oxidizing archaea and bacteria and their ratio as an indicator of oligotrophic conditions in
natural wetlands. Water Res. 2012, 46, 4121–4129. [CrossRef]

36. Hugoni, M.; Etien, S.; Bourges, A.; Lepère, C.; Domaizon, I.; Mallet, C.; Mary, I. Dynamics of
ammonia-oxidizing Archaea and Bacteria in contrasted freshwater ecosystems. Res. Microbiol. 2013,
164, 360–370. [CrossRef]

37. Stehr, G.; Böttcher, B.; Dittberner, P.; Rath, G.; Koops, H.P. The ammonia-oxidizing nitrifying population of
the River Elbe estuary. FEMS Microbiol. Ecol. 1995, 17, 177–186. [CrossRef]

38. de Bie, M.J.; Speksnijder, A.G.; Kowalchuk, G.A.; Schuurman, T.; Zwart, G.; Stephen, J.R.; Laanbroek, H.J.
Shifts in the dominant populations of ammonia-oxidizing b-subclass Proteobacteria along the eutrophic
Schelde estuary. Aquat. Microb. Ecol. 2001, 23, 225–236. [CrossRef]

39. Bollmann, A.; Bär-Gilissen, M.J.; Laanbroek, H.J. Growth at low ammonium concentrations and starvation
response as potential factors involved in niche differentiation among ammonia-oxidizing bacteria.
Appl. Environ. Microbiol. 2002, 68, 4751–4757. [CrossRef]

40. Geets, J.; Boon, N.; Verstraete, W. Strategies of aerobic ammonia-oxidizing bacteria for coping with nutrient
and oxygen fluctuations. FEMS Microbiol. Ecol. 2006, 58, 1–13. [CrossRef]

41. Wei, B.; Yu, X.; Zhang, S.; Gu, L. Comparison of the community structures of ammonia-oxidizing bacteria
and archaea in rhizoplanes of floating aquatic macrophytes. Microbiol. Res. 2011, 166, 468–474. [CrossRef]

42. Schramm, A.; de Beer, D.; van den Heuvel, J.C.; Ottengraf, S.; Amann, R. Microscale Distribution of
Populations and Activities of Nitrosospira and Nitrospira spp. along a Macroscale Gradient in a Nitrifying
Bioreactor: Quantification by In Situ Hybridization and the Use of Microsensors. Appl. Environ. Microbiol.
1999, 65, 3690–3696. Available online: https://aem.asm.org/content/65/8/3690.short (accessed on 27 June 2017).

43. Zeng, J.; Zhao, D.; Yu, Z.; Huang, R.; Wu, Q.L. Temperature responses of ammonia-oxidizing prokaryotes in
freshwater sediment microcosms. PLoS ONE 2014, 9, e100653. [CrossRef]

44. Zhang, Y.; Ruan, X.H.; Op den Camp, H.J.; Smits, T.J.; Jetten, M.S.; Schmid, M.C. Diversity and abundance of
aerobic and anaerobic ammonium-oxidizing bacteria in freshwater sediments of the Xinyi River (China).
Environ. Microbiol. 2007, 9, 2375–2382. [CrossRef]

45. Kartal, B.; Rattray, J.; van Niftrik, L.A.; van de Vossenberg, J.; Schmid, M.C.; Webb, R.I.; Strous, M. Candidatus
“Anammoxoglobus propionicus” a new propionate oxidizing species of anaerobic ammonium oxidizing
bacteria. Syst. Appl. Microbiol. 2007, 30, 39–49. [CrossRef]

http://dx.doi.org/10.1007/s10452-017-9621-8
http://dx.doi.org/10.1021/es8036675
http://dx.doi.org/10.1371/journal.pone.0033826
http://dx.doi.org/10.1073/pnas.0812444106
http://dx.doi.org/10.1128/AEM.00543-13
http://dx.doi.org/10.1007/s00253-011-3107-8
http://dx.doi.org/10.1007/s00253-012-4512-3
http://dx.doi.org/10.1016/j.watres.2012.05.007
http://dx.doi.org/10.1016/j.resmic.2013.01.004
http://dx.doi.org/10.1111/j.1574-6941.1995.tb00141.x
http://dx.doi.org/10.3354/ame023225
http://dx.doi.org/10.1128/AEM.68.10.4751-4757.2002
http://dx.doi.org/10.1111/j.1574-6941.2006.00170.x
http://dx.doi.org/10.1016/j.micres.2010.09.001
https://aem.asm.org/content/65/8/3690.short
http://dx.doi.org/10.1371/journal.pone.0100653
http://dx.doi.org/10.1111/j.1462-2920.2007.01357.x
http://dx.doi.org/10.1016/j.syapm.2006.03.004


Int. J. Environ. Res. Public Health 2019, 16, 2298 19 of 19

46. Hirsch, M.D.; Long, Z.T.; Song, B. Anammox bacterial diversity in various aquatic ecosystems based on the
detection of hydrazine oxidase genes (hzoA/hzoB). Microb. Ecol. 2011, 61, 264–276. [CrossRef]

47. Dang, H.; Wang, C.; Li, J.; Li, T.; Tian, F.; Jin, W.; Zhang, Z. Diversity and distribution of sediment
nirS-encoding bacterial assemblages in response to environmental gradients in the eutrophied Jiaozhou Bay,
China. Microb. Ecol. 2009, 58, 161–169. [CrossRef]

48. Gaboyer, F.; Vandenabeele-Trambouze, O.; Cao, J.; Ciobanu, M.C.; Jebbar, M.; Le Romancer, M.; Alain, K.
Physiological features of Halomonas lionensis sp. nov., a novel bacterium isolated from a Mediterranean Sea
sediment. Res. Microbiol. 2014, 165, 490–500. [CrossRef]

49. Berendes, F.; Gottschalk, G.; Heine-Dobbernack, E.; Moore, E.R.B.; Tindall, B.J. Halomonas desiderata sp.
nov, a new alkaliphilic, halotolerant and denitrifying bacterium isolated from a municipal sewage works.
Syst. Appl. Microbiol. 1996, 19, 158–167. [CrossRef]

50. Mergaert, J.; Swings, J. Biodiversity of microorganisms that degrade bacterial and synthetic polyesters. J. Ind.
Microbiol. Biotechnol. 1996, 17, 463–469. [CrossRef]

51. Qiang, K.; Zongming, R.; Rongshu, F. Identification of aerobic denitrifier isolated from Beiyunhe River
sediment and denitrification. Water Technol. 2010, 3, 3, (In Chinese with English abstract).

52. He, T.; Li, Z.; Sun, Q.; Xu, Y.; Ye, Q. Heterotrophic nitrification and aerobic denitrification by Pseudomonas
tolaasii Y-11 without nitrite accumulation during nitrogen conversion. Bioresour. Technol. 2016, 200, 493–499.
[CrossRef]

53. Avrahami, S.; Bohannan, B.J. Response of Nitrosospira sp. AF-like ammonia-oxidizing bacteria to changes
in temperature, soil moisture and fertilizer concentration. Appl. Environ. Microbiol. 2006, 73, 1166–1173.
[CrossRef]

54. Yuan, F.; Ran, W.; Shen, Q.; Wang, D. Characterization of nitrifying bacteria communities of soils from
different ecological regions of China by molecular and conventional methods. Biol. Fertil. Soils 2005, 41,
22–27. [CrossRef]

55. Urakawa, H.; Tajima, Y.; Numata, Y.; Tsuneda, S. Low temperature decreases the phylogenetic diversity of
ammonia-oxidizing archaea and bacteria in aquarium biofiltration systems. Appl. Environ. Microbiol. 2008,
74, 894–900. [CrossRef]

56. Han, P.; Gu, J.D. More refined diversity of anammox bacteria recovered and distribution in different
ecosystems. Appl. Microbiol. Biotechnol. 2013, 97, 3653–3663. [CrossRef]

57. Yuan, Q.; Liu, P.; Lu, Y. Differential responses of nirK-and nirS-carrying bacteria to denitrifying conditions in
the anoxic rice field soil. Environ. Microbiol. Rep. 2012, 4, 113–122. [CrossRef]

58. Saggar, S.; Jha, N.; Deslippe, J.; Bolan, N.S.; Luo, J.; Giltrap, D.L.; Tillman, R.W. Denitrification and N2O: N2

production in temperate grasslands: Processes, measurements, modelling and mitigating negative impacts.
Sci. Total Environ. 2013, 465, 173–195. [CrossRef]

© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1007/s00248-010-9743-1
http://dx.doi.org/10.1007/s00248-008-9469-5
http://dx.doi.org/10.1016/j.resmic.2014.07.009
http://dx.doi.org/10.1016/S0723-2020(96)80041-5
http://dx.doi.org/10.1007/BF01574777
http://dx.doi.org/10.1016/j.biortech.2015.10.064
http://dx.doi.org/10.1128/AEM.01803-06
http://dx.doi.org/10.1007/s00374-004-0802-y
http://dx.doi.org/10.1128/AEM.01529-07
http://dx.doi.org/10.1007/s00253-013-4756-6
http://dx.doi.org/10.1111/j.1758-2229.2011.00311.x
http://dx.doi.org/10.1016/j.scitotenv.2012.11.050
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Sampling Site and Procedure 
	Physicochemical Analysis 
	PCR Amplification, Clone Libraries Construction, and Phylogenetic Analysis 
	Real-Time Quantitative PCR 
	Statistical Analysis 

	Results 
	Physicochemical Properties of the Lake Regions 
	The Abundance of Microbial Nitrogen-Transforming Genes 
	Phylogenetic Analyses of the Nitrogen-Transforming Microbes 
	Relationships between Microbial Community Composition and Environmental Variables 

	Discussion 
	Distribution Characteristics of Nitrogen Occurrence Forms 
	The Relation between Functional Gene Abundance and Nitrogen Occurrence Characteristic 
	Effect of Trophic Status on the Microbial Community Distribution Characteristics 
	Factors Affecting Nitrogen-Transforming Microbial Community Structure 

	Conclusions 
	References

