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Abstract
Simulation experiments were conducted using sediments collected from the Taihu Lake to determine the combined effects of
submerged macrophytes Ceratophyllum demersum and phosphate-solubilizing bacteria (PSB) strain XMT-5 (Rhizobium
sp.) on phosphorus (P) concentrations in overlying waters and sediments. After 30 days of experimental incubation, the total
phosphorus (TP) and dissolved total phosphorus (DTP) concentrations of the overlying water subjected to AMB and AHMB
treatments (both with the combined effects of PSB cells and submerged macrophytes) were generally lower than those of the
AM (with individual effects of inoculated C. demersum) and AB (with individual effects of a smaller amount of inoculated
PSB cells) control treatments but higher than that of the A (with no effects of inoculated PSB cells orC. demersum) and AHB
(with individual effects of a larger amount of inoculated PSB) control treatments. The TP contents of the sediment in the
AMB and AHMB treatments were significantly lower than those of the other control treatments. The TP contents of the
C. demersum cocultured with the PSB strain XMT-5 cells in the AMB and AHMB treatments were all significantly higher
than that of the AM treatment, indicating the enhancement of P uptake by submerged plants inoculated with PSB. The
bacterial diversity structures of the rhizosphere sediment subjected to different treatments were also analyzed by the high-
throughput sequencing method. According to the ACE and Chao 1 indices, the bacterial diversity in the AMB and AHMB
treatments were the highest. Although many sources contributed to the decrease in the nutrient loads of the lake sediment,
harvesting macrophytes inoculated with PSB cells prior to their senescence might constitute a significant in-lake measure for
reducing internal P load.
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Introduction

Excessive nitrogen (N) and phosphorus (P) inputs lead to eu-
trophication, which causes severe damage. Eutrophication has
become a worldwide environmental issue and has been a se-
rious threat to surface water bodies, including lakes, reser-
voirs, and rivers (Qin et al. 2007; Wang et al. 2017; Song
et al. 2017). In China, several areas of eutrophic lakes and
other areas approaching eutrophication are about 8700 and
14,000 km2, respectively (Wang et al. 2015).

As a major factor causing eutrophication (Schindler et al.
2008), P contents in lakes and reservoirs generally originate
from discharge water and bottom sediments or from external
and internal P sources (Zhang et al. 2017). Various P removal
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methods (de-Bashan and Bashan 2004) were developed to
control P from point and non-point source pollution.
However, these methods remain insufficient in removingmas-
sive amounts of accumulated P in sediments during polluting
periods. In extreme cases, internal P loading can reach 80% of
the total phosphorus (TP) inputs of a lake (Penn et al. 2000).
To date, eutrophication management remains a grim challenge
because removal of releasing P from sediments is increasingly
difficult especially in large lakes. Thus, internal P loading
from lake sediments must be reduced for eutrophication con-
trol (Huang et al. 2016b; Wang et al. 2017).

Environmental factors, such as oxygen, temperature, pH,
light, and organic matter, affect the P release from sediments
(Christophoridis and Fytianos 2006; Jiang et al. 2008; Wang
et al. 2008; Huang et al. 2016a). Some researchers considered
the biological impacts on P release in river or lake sediments.
Wu et al. (2008) mentioned that indigenous phosphobacteria
in sediments play an important role in P release processes in
river sediments. Meanwhile, Jiang et al. (2008) investigated
the effects of total benthic alga and bacteria on P release from
sediments, and their results showed that the organisms can
stimulate the process of P release. Qian et al. (2011) found
that biological metabolism strongly stimulates P release, and
its intensity can reach five times higher than that from the
physicochemical procedures.

In aquatic ecosystems, submerged macrophytes also play a
central role because of their numerous functions in nutrient
and organic matter balance and food web regulation (Declerck
et al. 2011; Lauridsen et al. 2015; Barbara et al. 2016).
Macrophytes also reduce sediment suspension and water tur-
bidity (Gu et al. 2016), thereby contributing to the mainte-
nance of a clear water state. Therefore, submerged macro-
phytes are widely used to control water pollutions, including
eutrophication (Gao et al. 2017). The uptake of P from water
and sediment by submerged macrophytes greatly contributes
to P cycling in lakes and other water bodies (Granéli and
Solander 1988). In particular, submerged macrophytes can
uptake P from overlying water and sediment. Therefore, these
macrophytes reduce the P concentrations in sediments, which
are their primary sources of P (Jukka and Leena 2003; Li et al.
2014; Wang et al. 2017). Compared with Elodea canadensis,
Potamogeton crispus, Myriophyllum spicatum, and
Vallisneria spiralis, Ceratophyllum demersum has the highest
TP removal rate during spring and autumn (Gao et al. 2009).
Furthermore, decaying macrophytes may act as a kind of in-
ternal P source in water bodies (Granéli and Solander 1988).
Thus, harvesting macrophytes prior to their senescence is a
reasonable measure for reducing internal P load.

Phosphate-solubilizing bacteria (PSB) can release a soluble
form of P frommineral phosphates, including Ca3 (PO4)2, Fe3
(PO4)2, and AlPO4, into soil or a solution (Liu et al. 2015). In
sediments, PSB affect the internal P cycle in water ecosys-
tems. The amount of P released from sediments is closely

related to the amount of PSB (Wu et al. 2008). The results
of biogeochemical function of an efficient PSB strain on the P
cycling at water-sediment interface showed that inoculated
PSB cells can accelerate the release of P from sediments (Qu
et al. 2013). PSB promotes plant growth and P uptake in the
agricultural soils (Tao et al. 2008; Anzuay et al. 2015; Istina
et al. 2015). When PSB is inoculated in the rhizosphere sed-
iments of submerged macrophytes, changes occur during the
P release processes. Meanwhile, the association between the
introduction of PSB and submergedmacrophytes in sediments
should stimulate the transporting of P from the sediments to
the submerged macrophytes. Furthermore, given that planted
submerged macrophytes might affect the bacterial diversity of
the rhizosphere sediment, more work is needed to understand
whether the combined application of PSB and submerged
macrophytes reduces the internal P loading in sediments.
Considerably reducing internal P loading is an extremely rea-
sonable method for the restoration of eutrophic water bodies,
including lakes.

In the present study, laboratory assays were conducted to
simulate the water-sediment conditions of eutrophic water
body and determine the combined effects of inoculated PSB
strain XMT-5 and submerged marophytesC. demersum on the
P release process of eutrophic sediments. We performed sev-
eral tests to determine the changes in pH, dissolved oxygen
(DO), TP, and DTP concentrations in overlying water; varia-
tions in the TP concentrations in sediments; and the P uptake
of C. demersum. The effects of submerged macrophytes on
bacterial structure and composition were also analyzed by the
high-throughput sequencing method. We aimed to improve
the understanding of the effects of PSB activities, effects of
C. demersum on P release in sediments, and potential appli-
cation of the association between PSB strains and submerged
marophytes. Our results may contribute to the discovery of
methods for the reduction of internal P loading in eutrophic
water bodies and may serve as a basis for the long-term man-
agement of eutrophication.

Materials and methods

Eutrophication sediment sampling

Surface sediment (0–20 cm in depth) was collected from
Zhushan Bay (16# sample site of Taihu Lake) with a grab
sampler (Chen et al. 2015). This bay is one of the most con-
taminated regions, and harmful cyanobacterium blooms occur
nearly every summer (Chen et al. 2015). The samples were
placed in sealed plastic bags, which were placed on ice and
transported immediately to the laboratory. The samples were
stored at 4 °C in dark conditions before further analysis. The
sediments were grounded and sieved into particles to a diam-
eter of less than 2 mm after freeze-drying. The processed
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sediments were used for the simulation of the P release
process.

PSB strain and submerged macrophyte species

The PSB XMT-5 identified as a bacterium belonging to the
genus Rhizobium, which was isolated from the rhizosphere
soil of wheat using a modified Menkina medium (Niewolak
1980) composed of 10.0 g of glucose, 0.5 g of (NH4)2SO4,
0.3 g of NaCl, 0.03 g of MgSO4·7H2O, 0.03 g of MnSO4·4H2

O, 10 g of Ca3(PO4)2, 18 g of bacteriological agar, and 1 L of
ddH2O. The pH was adjusted to 7.0 with 1 mol/L of NaOH
and sterilized by an autoclave for 30 min at 115 °C. The
Genbank accession number of the strain is KR653316.
Meanwhile, the phosphate solubilizing properties of the strain
were reported previously (Li et al. 2017b).

Submerged macrophyte species C. demersum used in this
study were collected from Lake Donghu. Samples were first
rinsed to remove impurity and precultured in the bucket with
sediment and ddH2O for 10 days. Then, the sturdy plants
(approximately 10 cm in length) were weighted and
transplanted to different treatment beakers.

P release experimental design

P release experiments were performed in 18 Pyrex tall beakers
(12.8 cm in diameter, 24.5 cm in height, and 2 L in volume).
Each beaker contained 200 g of dry sediment samples (3 cm in
height). As shown in Table 1, six groups were used for the
experiment and contained three beakers each. Beakers A-i, A-
ii, and A-iii were included in the control treatment A, which
was only loaded with sediment and ddH2O. Beakers AB-i,
AB-ii, and AB-iii were included in the AB control treatment
group. These beakers were loaded with sediment, ddH2O, and
PSB strain XMT-5 cells (about 1.2 × 106 CFU/g sediment).
Beakers AHB-i, AHB-ii, and AHB-iii were included in the
AHB control treatment group. They were loaded with sedi-
ment, ddH2O and PSB strain XMT-5 cells (about 6.3 × 106

CFU/g sediment). Beakers AM-i, AM-ii, and AM-iii were
included in the AM control treatment group. They were load-
ed with sediment and ddH2O and planted with five shoots of

C. demersum. Beakers AMB-i, AMB-ii, and AMB-iii were
included in the experimental treatment AMB group. They
were loaded with sediment, ddH2O, and five similar shoots
of submerged plant C. demersum and inoculated with PSB
strain XMT-5 cells (about 1.2 × 106 CFU/g sediment).
Beakers AHMB-i, AHMB-ii, and AHMB-iii were included
in the AHMB experimental treatment group. They were each
loaded with sediment, ddH2O, five similar shoots of sub-
merged plant C. demersum, and PSB strain XMT-5 cells
(about 6.3 × 106 CFU/g sediment). All glassware and sample
bottles were soaked in diluted HCl solution for more than 12 h
and rinsed three times with ddH2O.

XMT-5 cells were cultivated in liquid Luria-Bertani medi-
um (10 g/L of tryptone, 5 g/L of yeast extract, and 10 g/L of
NaCl, pH 7.2) to the exponential growth phase at 28 °C, 180 r/
min conditions. The cells were harvested from the culture by
centrifugation at 8000×g for 10 min and rinsed twice with
sterile distilled water. The centrifuged cells were thoroughly
mixed with the sediment and then planted with C. demersum
when needed. An aliquot from 1600 mL of ddH2O (15 cm in
height) was added carefully as overlying water to cover the
sediments in the beakers. Aseptic ventilated films were used to
cover the beakers to prevent pollution and minimize splashing
and evaporation. During the experiment, the beakers were all
transferred into an illumination incubator under controlled
conditions of 24 ± 1 °C, 2200 ± 100 lx, and 12:12 h light-
dark cycle.

During the P release experiment of over 30 days, 20 mL of
overlying water samples were collected from each beaker
using a syringe for the determination of pH values and con-
centrations of TP and DTP at defined time points (i.e., days 1,
4, 7, 10, 15, 20, 25, and 30). Then, 20 mL of ddH2O was then
added to maintain the volume of the overlying water. After
removing the overlying water from the beakers at the end of
the experiment, plant samples were removed carefully from
the sediment and then washed to remove any sediment particle
adhered. After being dried with filter paper, 0.1 g of the plant
samples was selected for TP analysis. Surface sediment sam-
ples (0–1 cm in height) were divided into two parts. One part
was used for bacterial community analysis, and the other was
stored at − 20 °C for TP analysis after freeze-drying.

Table 1 The P release
experimental design. +: added or
inoculated; −: without added or
inoculated

Treatments Sediment ddH2O Submerged plants Smaller number
of PSB cells

Larger number of
PSB cells

A + + – – –

AB + + – + –

AHB + + – – +

AM + + + – –

AMB + + + + –

AHMB + + + – +
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Sampling and analysis

After powdering, TP in the dried sediment and plant tissue
were determined by digesting the samples with HNO3-
HClO4 (APHA 2005; Bao 2000), and ascorbic acid-
molybdenum blue colorimetric method was performed
(Murphy and Riley 1962; APHA 2005). The DTP of the over-
lying water was determined using the same procedure as the
ascorbic acid-molybdenum blue colorimetric method after di-
gestion with K2S2O8 in an autoclave (120 °C) for 30 min, and
TP was determined using the same method as DTP, but the
water was not filtered with 0.22 μm cellulose membrane
(APHA 2005). The overlying water pH was determined with
a pH meter (PHS-3C, Shanghai, China). DO concentration
was tested by a portable water quality meter (HQ30d, USA).
The data were subjected to ANOVA by the Tukey’s range test
(p < 0.05) performed on the SPSS software (SPSS 19.0, SPSS
Inc., Chicago, USA).

Amplification of 16S rRNA gene sequences
in the sediment

Sediment bacterial DNA was extracted by the FastDNA®
Spin Kit for Soil (Mpbio, CA, USA). The 16S rRNAV3 +
V4 region was amplified using forward primer 338F: (5′-
ACT CCTACG GGA GGC AGC A-3′), and reverse primer
806R: (5′-GGA CTA CHV GGG TWT CTA AT-3′). The
primers were provided by Biomarker Technologies
(Beijing, China), and polymerase chain reaction (PCR)
was performed using the method described by Li et al.
(2017a).

Sequence analysis

Based on 97% similarity, the high-quality sequences were
clustered into different operational taxonomic units (OTUs)
(Caporaso et al. 2010), and the OTUs were aligned with the
Silva reference gene database (http://www.arb-silva.de/).
Alpha diversity (like the Chao 1 richness and Shannon
diversity indices) analyzed by Mothur version v.1.30
(http://www.mothur.org/) was used to estimate the
diversity of bacteria in each sample (Schloss et al. 2009).
Principal component analysis (PCA) was performed to as-
sess the bacterial composition of the samples (Jiang et al.
2013). Beta diversity measurements obtained by Unifrac
were used to compare the difference among the bacterial
community compositions of all the sediment samples
(Lozupone and Knight 2005), and LefSe (http: / /
huttenhower.sph.harvard.edu/lefse/) was applied to
analyze the significant differences among the bacterial
community compositions of the samples.

Results and discussion

The apparent characteristics of different treatments
at water-sediment interface

As shown in Fig. 1, the overlying water appeared clearer in the
AM treatment than those in the A, AB, and AHB treatments.
The reduction in the number of phytoplankton cells in the AM
treatment was also greater than those in the other negative
control treatments. The results were confirmed with the direct
counting method (107 < 109 cells/L). The combined effects of
PSB cells and submerged macrophytes minimized the number
of phytoplankton cells in the AMB and AHMB treatments
(106 < 107 < 109 cells/L). The phytoplankton density of the
oligotrophic Lugu Lake with a TP concentration of 0.01 mg/
L was 4.1 × 105cells/L (Dong et al. 2012). The phytoplankton
density of the mesotrophic Erhai Lake with a TP concentration
of 0.07 mg/L was 4.8 × 107 cells/L (Wei et al. 2012), and the
eutrophic Taihu Lake with a TP concentration of 0.2 mg/L
was 3.8 × 107cells/L (Gu et al. 2011). The C. demersum can
suppress algae biomass and enhance water transparency (Dai
et al. 2014), and the combined effects of PSBXMT-5 cells and
C. demersum may have more contributions to the improve-
ment of water quality than their individual effects.

TP, DTP, pH, and DO concentrations of overlying
water

As shown in Fig. 2, the lowest TP and DTP concentrations
were obtained in the overlying water in the AHB systems from
the fourth day, and the maximum values were obtained on the
20th day. The maximum values were 0.42 and 0.31 mg/L.
Meanwhile, the highest TP and DTP concentrations in the
water column were observed in the AM systems before the
10th day. The maximum values (2.69 and 2.42 mg/L) were
obtained in the AB systems on the 15th day. Thus, the inocu-
lation of a small number of PSB cells (approximately 1.2 ×
106 CFU/g sediment) was expected to accelerate the release of
P from the sediment compared with those of the control sys-
tems, including treatment A. When the number of PSB cells
reached approximately 6.0 × 106 CFU/g sediment, the TP and
DTP concentrations were usually less than those of the control
systems. Similar result was also observed in the previous
study (Qu et al. 2013). The P released from the sediment might
have been transformed and uptaken by the inoculated growing
bacteria and other planktons. Thus, the number of inoculated
PSB cells may have significantly affected the P release pro-
cess from sediment.

C. demersum can potentially remove TP nutrients from
water (Gao et al. 2009; Dai et al. 2014). The best TP and
DTP removal rates were 73.82 and 78.54%, respectively, in
the AM systems on the 20th day. In the AMB systems inoc-
ulated with PSB cells, the TP and DTP concentrations in the
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water column were all lower than those of the AM systems,
showing a quite similar effect on the P release process of
C. demersum even in the AHMB systems. Thus, P release
may have been increasingly affected by the submerged plant
under experimental conditions. Therefore, the P release that
decreased under the combined application of PSB cells and
C. demersum to a greater extent than that affected by
C. demersum alone.

The highest pH value of overlying water (Fig. 3a) was
detected in the AHB treatment before the 20th day, reaching
9.77. The changes in pH were similar to those observed in the
AHB treatment in other treatments. All the pH values slowly
increased before the 10th day and then rapidly after the 15th
day. In addition, the pH contents in the AM treatment were the
lowest in general. Owing to the effects of the inoculated PSB
cells, the pH of the overlying water usually increased (Qu
et al. 2013). Meanwhile, a minimal increase in pH occurred
in the sterilized systems unaffected by biological factors (Qu
et al. 2013). In the present study, changes in pH might have
been mainly caused by the metabolism of bacteria, algae, and
other living beings in the water systems. Macrophytes also
affected the chemical environment, including DO and pH,
which in turn influenced P cycling in the lake systems
(Granéli and Solander 1988). The photosynthesis of the sub-
merged macrophytes can increase pH in lake water and may
affect P release from sediments (Granéli and Solander 1988).

The highest DO concentrations (Fig. 3b) in the overlying
water from the AHB treatments were obtained from the first
day to the 20th day, during which the concentrations started to

decrease. In the AMB and AHMB treatments, the DO con-
centrations were nearly 0 before the seventh day, although
they reached their maximum values on the 15th or 20th day
before decreasing again. In the AM treatment, the DO con-
centration increased throughout the experiment. For analysis,
the photosynthetic processes of the submerged macrophytes
and phytoplankton increased the DO concentrations in the
overlying water. When inoculated with PSB cells alone at
relatively large numbers, the solubilizing P might promote
algal growth in the overlying water. Under the combined ef-
fects of submerged macrophytes and PSB cells, the growth of
algae was inhibited to some extent. Thus, DO in the overlying
water was mainly generated by the submerged macrophytes at
a low level. The proliferation of organisms also consumed O2,
and DO concentrations were extremely low in the first 7 days.

TP contents of sediment and submerged macrophyte
C. demersum

For the systems planted withC. demersum in the samemanner
as AM treatments, the TP contents of the sediments were
1.59 mg/g (Fig. 4a). The lowest values were obtained in the
AMB (1.55 mg/g) and AHMB (1.54 mg/g) treatments. These
values were significantly lower than those of the AM treat-
ments (p < 0.05). The application of PSB cells enhanced the
growth and P uptake of C. demersum throughout the experi-
ment, as indicated by the visual observation and chemical
analysis (Fig. 4b). The fresh weight of C. demersum increased
by 87.10 and 100.43% in AMB and AHMB treatments,

Fig. 1 Final water state of different treatments on the 30th day
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respectively. The dry weight respectively increased by 20.79
and 28.07% (data not shown). The AB and AHB treatments
had the highest TP concentrations in the sediments (1.64 and
1.66 mg/g, respectively), followed by the A control treatment
(1.63 mg/g). These findings suggested that although PSB cells
can accelerate the release of P from the sediments in the mid-
dle of the experiment, the extent of internal P pollution will
not be affected.

The submerged macrophytes can obtain more than 70% of
their TP content from sediments (Granéli and Solander 1988).
Thus, the TP contents of sediments in the AM treatment were
lower than those in sediments without C. demersum. The PSB
cells effectively promote the growth and P uptake of plants
(Anzuay et al. 2015; Istina et al. 2015). In the present study,
PSB cells also improved the growth and P uptake of the sub-
merged macrophytes. As shown in Fig. 4b, the TP contents of
C. demersum in AM, AMB, and AHMB treatments were
1.45, 1.67, and 1.67 mg/g, respectively. These results indicat-
ed that P uptake significantly increased (p < 0.05) after the
employment of PSB cells for the submerged macrophyte
C. demersum grown in the sediments. The internal P loads
can be effectively reduced in this manner. Therefore, harvest-
ing macrophytes inoculated with PSB cells prior to their se-
nescence is necessary because a large amount of the P released

from the decaying plants may be retained by the sediments
and may act as an internal P source (Granéli and Solander
1988).

Taxa diversity of sediment with different treatments

The number of OTUs, Chao 1 richness, ACE, and Shannon
indices at a level of 3% are shown in Table 2. The average
OTU numbers of samples A, AB, AHB, AHMB, AM, AMB,
and ASMB (a plant died in one beaker in the AMB treatment
and was replanted after 3 days of the experiment) were 1146,
1068, 1044, 1241, 1244, 1268, and 1264, respectively. In all
the samples, the bacteria in the ASMB and AHMB treatments
were more diverse than those of the AM, and A, AB, and
AHB (treatments without the combined effects of PSB and
submerged plants). The Chao 1 estimator indicated good sam-
ple richness throughout, and the Shannon diversity index in-
dicated a diverse microbiota (Grice et al. 2009; Quigley et al.
2012). The AMB treatments had higher ACE richness and
Chao 1 estimators. Meanwhile, lower Simpson index and
higher Shannon indices indicate high bacterial biodiversity
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in a sample (like the AHMB or ASMB treatments). So more
bacterial diversity occur in the AMB, AHMB and ASMB
treatments, indicating that inoculating of both PSB cells and
submerged macrophytes can increase bacterial community di-
versity in rhizophere sediments.

In the Venn diagram (Supplemented Fig. 1), 772 OTUs
were found to be common to all the seven tested sediment
samples, which contained 9.33% of the sequences. The main
bacteria of the shared OTUs belonged to Proteobacteria,
Firmicutes, Chloroflexi, Acidobacteria, Bacteroidetes,
Gemmatimonadetes, and Cyanobacteria in phylum level and
Geobacter and Bryobacter in the genus level.

The relative abundance of bacterial community proportions
in the genus level is shown in Fig. 5a. At the genus level,
Limnothrix content was extremely high (9.67%) in the AM
treatment, and Lutispora (4.64%),Magnetospirillum (3.74%),
Geobacter (3.62%), and Lysobacter (3.62%) were the main
genera. The dominant genera were Limnothrix (4.74–
16.72%), Geobacter (4.52–5.11%), Methylomonas (4.74–
5.03%), Chlorobaculum (3.57%) and Magnetospirillum
(3.21%) in the AMB, ASMB, and AHMB treatment samples,
in which the proportions of Rhizobium were from 0.02 to
0.04%. Geobacter (5.79%), Phenylobacterium (4.94%),
Thiobacillus (3.57%), Magnetospirillum (3.21%), and

Rhizobium (0.05%) were in the A control treatment. In the
AB and AHB treatment samples, the predominant bacteria
were Thiobacillus (3.87–19.18%), Caulobacter (8.09%),
Phenylobacterium (6.07%) Gemmatimonas (5.77%),
Geobacter (4.16%), and Bryobacter (3.28%), and proportions
of Rhizobium were from 0.02 and 0.03%. According to these
results, the inoculation of PSB cells did not cause an apparent
increase of the proportions of the genus Rhizobium in AB,
AHB, AMB, and AHMB treatments. So except for the inoc-
ulated PSB, the interactions between other bacteria and the
submerged macrophyte in the rhizosphere might play impor-
tant roles in the growth and P uptake of C. demersum.
Meanwhile, the predominant bacterial communities showed
differences.

A total of 11 identified main phyla were found, and
Proteobacteria (41.59–65.22%) was the dominant phylum in
all the samples (Supplemented Fig. 2). The second dominant
phylumwas markedly different, including Firmicutes in the A
(11.26%), AM (15.86%), and AHMB (11.81%) treatments;
Gemmatimonadetes (6.05%) in AB treatment; Acidobacteria
(13.51%) in the AHB treatment; and Cyanobacteria (20.01%)
in the AMB treatment.

As shown in Fig. 5b, no dominant community whose LDA
score log10 was more than 4 in group c (A1 referred to the
surface or rhizospheric sediment of 0–1 cm in height and A2
referred to the remained bottom sediment) was found.
Members in the phyla of Cyanobacteria and Spirochaetes
and the genus of Limnothrix and Methylomonas formed the
dominant bacteria in group d (AM1 and AM2). Bacteria
belonged to the family of Hydrogenophilaceae, and the genus
of Thiobacilluswas dominant in group e (AB1 and AB2). For
group f (AHB1 and AHB2), the main bacteria were affiliated
to Acidobateria, Holophagae, and an unknown family.
Meanwhile, the phylum of Cyanobacteria was the dominant
member in group i (AMB1, AMB2, AHMB1, AHMB2,
ASMB1, and ASMB2). This finding indicates that the em-
ployment of PSB cells or submerged plant or the combined
effects of the two kinds of organisms, the bacterial diversity in
the sediment varied greatly in different treatments.

Table 2 Different estimator parameters for alpha diversity in each
sediment samples

Sample ID OTU ACE Chao 1 Shannon Simpson

AMB 1268 1314.49 1320.53 4.80 0.050

AHMB 1241 1290.95 1302.76 5.67 0.009

ASMB 1264 1309.73 1325.17 5.73 0.009

AM 1244 1270.51 1284.51 5.45 0.018

A 1146 1182.19 1196.56 5.52 0.012

AB 1068 1169.83 1170.05 4.75 0.040

AHB 1044 1109.79 1122.07 5.31 0.016
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Fig. 4 Concentrations of TP in the sediments (a) and submerged plants
(b) of different treatments. Letters indicate significant difference at
p < 0.05

18996 Environ Sci Pollut Res (2018) 25:18990–19000



Fig. 5 Differences in the bacterial diversity at the genus level (a) and dominant populations (b) in sediment of different treatments. Represented taxa
occurred at > 1% abundance in at least one sample
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Comparison of bacterial community of different
treatments

The multiple samples’ similarity tree and PCA analysis results
are shown in Fig. 6. As shown in Fig. 6a, a distinct separation
of the bacterial communities was found in the samples from
group g, including both the PSB strain XMT-5 cells and
C. demersum, and group d with the individual effects of sub-
merged plant C. demersum. The groups of c, e, and f, which
were affected by the bacteria in sediment and the inoculated
PSB strain XMT-5 cells, clustered together.

For the PCA analysis in Fig. 6b, the first and second axes
showed that the values of the cumulative percentage variance
of the species were 33.36 and 15.12%, respectively. In total,
48.48% of the variances of the species were explained by the
two axes. The results suggested that the bacterial communities
were similar between groups g and d, indicating that the indi-
vidual effects of PSB cells or combined inoculation of sub-
merged macrophytes and PSB cells caused a clear shift in the
assemblage of bacterial communities. The use of PSB cells led

to a slight change in groups c, e, and f. The bacterial commu-
nities in the sediment might have been mainly affected by the
submerged macrophytes.

Conclusions

The combined effects of PSB XMT-5 cells and submerged
macrophytes enhanced the water transparency in the
AMB and AHMB treatments, and the contents of TP
and DTP in overlying water were lower in the two exper-
imental treatments than those of the control treatments
AM and AB. The lowest TP and DTP contents in overly-
ing water and the highest TP content in the sediment were
found in the AHB treatment. At the end of the experi-
ment, the TP concentrations of the sediment in the AMB
and AHMB treatments were significantly lower and the
TP contents of the C. demersum were all significantly
higher than those of the AM treatment (p < 0.05), indicat-
ing that the inoculation of PSB cells can promote the P
uptake by C. demersum. The composition of bacterial
communities in experimental treatments (AMB and
AHMB) was greatly differed from those of the control
treatments (A, AB, AHB, and AM). The inoculation of
sole or combined PSB cells or C. demersum influenced
the bacterial communities in the sediments. Meanwhile,
the number of the inoculated PSB cells also affected the
P release process and composition of the bacterial
community.

Acknowledgments This research was supported by the projects of the
National Natural Science Foundation of China (No. 31400103 and No.
31370147), the Fundamental Research Funds for the Henan Provincial
Colleges and Universities (No. 2014YWQQ18 and 2015QNJH01), and
supported by Program for Innovative Research Team (in Science and
Technology) in University of Henan Province (No. 15IRTSTHN019).

References

American Public Health Association (2005) Standard methods for
theexamination of water and wastewater, 21th ed. Washington, DC

Anzuay MS, Frola O, Angelini JG, Ludueña LM, Ibañez F, Fabra A,
Taurian T (2015) Effect of pesticides application on peanut
(Arachis hypogaea L.) associated phosphate solubilizing soil bacte-
ria. Appl Soil Ecol 9:531–537

Bao SD (2000) Soil argri-chemistry analysis, 3rd edn. China Agriculture
Press, Beijing

Barbara L, Clelia LM, Elena F, Matteo M, Valentina S, Pietro F, Jӧrg I
et al (2016) The contribution of Potamogeton crispus to the phos-
phorus budget of an urban shallow lake: Lake Monger, Western
Australia. Limnology 17:175–182

Caporaso JG, Kuczynski J, Stombaugh J, Bittinger K, Bushman FD,
Costello EK, Fierer N, Peña AG, Goodrich JK, Gordon JI, Huttley
GA, Kelley ST, Knights D, Koenig JE, Ley RE, Lozupone CA,
McDonald D, Muegge BD, Pirrung M, Reeder J, Sevinsky JR,
Turnbaugh PJ, Walters WA, Widmann J, Yatsunenko T, Zaneveld

Fig. 6 Multiple samples’ similarity tree (a) and PCA analysis (b) of
bacterial community in sediment of different treatments. c: A1, A2; d:
AM1, AM2; e: AB1, AB2; f: AHB1, AHB2; g: AMB1, AMB2, ASMB1,
ASMB2, AHMB1, AHMB2. (1 referred to the surface sediment (0–1 cm
in height), and 2 refers to the remained bottom sediment)

18998 Environ Sci Pollut Res (2018) 25:18990–19000



J, Knight R (2010) QIIME allows analysis of high-throughput com-
munity sequencing data. Nat Methods 7:335–336

Chen N, Yang JS, Qu JH, Li HF, Liu WJ, Li BZ, Wang ET, Yuan HL
(2015) Sediment prokaryote communities in different sites of eutro-
phic Lake Taihu and their interactions with environmental factors.
World J Microbiol Biotechnol 31:883–896

Christophoridis C, Fytianos K (2006) Conditions affecting the release of
phosphorus from surface lake sediments. J Environ Qual 35:1181–
1192

Dai YR, Tang HB, Chang JJ, Wu ZB, Liang W (2014) What’s better,
Ceratophyllum demersum L. or Myriophyllum verticillatum L., in-
dividual or combined? Ecol Eng 70:397–401

de-Bashan LE, Bashan Y (2004) Recent advances in removing phospho-
rus from wastewater and its future use as fertilizer (1997-2003).
Water Res 38:4222–4246

Declerck SAJ, Bakker ES, van Lith B, Kersbergen A, van Donk E (2011)
Effects of nutrient additions and macrophyte composition on inver-
tebrate community assembly and diversity in experimental ponds.
Basic Appl Ecol 12:466–475

Dong YX, Tan ZW, Guo YY (2012) The preliminary study on phyto-
plankton in Lugu Lake. J Hydroecol 33(3):46–52 (in Chinese)

Gao JQ, Xiong ZT, Zhang JD, Zhang WH, Mba FO (2009) Phosphorus
removal from water of eutrophic Lake Donghu by five submerged
macrophytes. Desalination 242:193–204

Gao HL, Qian X, Wu HF, Li HM, Pan H, Han CM (2017) Combined
effects of submerged macrophytes and aquatic animals on the resto-
ration of a eutrophic water body—a case study of GonghuBay, Lake
Taihu. Ecol Eng 102:15–23

Granéli W, Solander D (1988) Influence of aquatic macrophytes on phos-
phorus cycling in lakes. Hydrobiologia 170:245–266

Grice EA, Kong HH, Conlan S, Deming CB, Davis J, Young AC,
Bouffard GG et al (2009) Topographical and temporal diversity of
the human skin microbiome. Science 324:1190–1192

Gu SL, Chen F, Sun JL (2011) Analysis of cyanobacteria monitoring and
algal blooms in Taihu Lake. Water Resour Prot 27(3):28–32 (in
Chinese)

Gu J, Jin H, He H, Ning XY, Yu JL, Tan BC, Jeppesen E, Li K (2016)
Effects of small-sized crucian carp (Carassius carassius) on the
growth of submerged macrophytes: implications for shallow lake
restoration. Ecol Eng 95:567–573

Huang L, Fang HW, He GJ, Jiang HL, Wang CH (2016a) Effects of
internal loading on phosphorus distribution in the Taihu Lake driven
by wind waves and lake currents. Environ Pollut 219:760–773

Huang LD, Li ZX, Bai XL, Li RY, Wu HS, Wei DY, Yu LJ (2016b)
Laboratory study of phosphorus retention and release by eutrophic
lake sediments: modeling and implications for P release assess-
ments. Ecol Eng 95:438–446

Istina IN, Widiastuti H, Joy B, Antralina M (2015) Phosphate-
solubilizing microbe from Saprists Peat soil and their potency to
enhance oil palm growth and P uptake. Procedia Food Sci 3:426–
435

Jiang X, Jin XC, Yao Y, Li LH, Wu FC (2008) Effects of biological
activity, light, temperature and oxygen on phosphorus release pro-
cesses at the sediment and water interface of Taihu Lake, China.
Water Res 42:2251–2259

Jiang XT, Peng X, Deng GH, Sheng HF, Wang Y, Zhou HW, Tam NFY
(2013) Illumina sequencing of 16S rRNA tag revealed spatial vari-
ations of bacterial communities in a mangrove wetland. Microbiol
Ecol 66:96–104

Jukka H, Leena N (2003) Effects of submerged macrophytes on sediment
resuspension and internal phosphorus loading in Lake Hiidenvesi
(southern Finland). Water Res 37:4468–4474

Lauridsen TL, Jeppesen E, Declerck SAJ, De Meester L, Conde-Porcuna
JM, RommensW, Brucet S (2015) The importance of environmental
variables for submerged macrophyte community assemblage and

coverage in shallow lakes: differences between northern and south-
ern Europe. Hydrobiologia 744:49–61

Li YP, Tang CY, Yu ZB, Acharya K (2014) Correlations between algae
and water quality: factors driving eutrophication in Lake Taihu,
China. Int J Environ Sci Technol 11:169–182

Li HF, Li ZJ, Qu JH, Wang JS (2017a) Bacterial diversity in traditional
Jiaozi and sourdough revealed by high-throughput sequencing of
16S rRNA amplicons. LWT Food Sci Technol 81:319–325

Li HF, Zhang YY, Li ZJ, Qu JH, Tian HL (2017b) Isolation, identification
and characteristics of a phosphate-solubilizing bacterium XMT-5
under oligotrophic culture conditions. J Henan Agric Sci 46(8):
67–71 (in Chinese)

Liu ZG, Li YCC, Zhang SA, Fu YQ, Fan XH, Patel JS, Zhang M (2015)
Characterization of phosphate-solubilizing bacteria isolated from
calcareous soils. Appl Soil Ecol 96:217–224

Lozupone C, Knight R (2005) UniFrac: a new phylogenetic method for
comparing microbial communities. Appl Environ Microbiol 71:
8228–8235

Murphy J, Riley JP (1962) A modified single-solution method for deter-
mination of phosphate in natural waters. Anal Chim Acta 27:31–36

Niewolak S (1980) Occurrence of microorganism in fertilized lakes. II.
Lecithin-mineralizing microorganisms. Pol Arch Hydrobiol 27:53–
71

Penn MR, Aucr MT, Doerr SM, Driscoll CT, Brooks CM, Effler SW
(2000) Seasonality in phosphorus release rates from sediments of a
hypereutrophic lake under a matrix of pH and redox condition. Can J
Fish Aquat Sci 57:1033–1041

Qian YC, Liang XQ, Chen YX, Lou LP, Cui XY, Tang J, Li PF, Cao R
(2011) Significance of biological effects on phosphorus transforma-
tion processes at the water-sediment interface under different envi-
ronmental conditions. Ecol Eng 37:816–825

Qin BQ, Xu PZ, Wu QL, Luo LC, Zhang YL (2007) Environmental
issues of Lake Taihu, China. Hydrobiologia 581:3–14

Qu JH, Li HF, Chen N, Yuan HL (2013) Biogeochemical function of
phosphorus-solubilising bacteria on cycling of phosphorus at the
water-sediment interface under laboratorial simulated conditions.
Int J Environ Pollut 52:104–116

Quigley L, O'Sullivan O, Beresford TP, Ross RP, Fitzgerald GF, Cotter
PD (2012) High-throughput sequencing for detection of subpopula-
tions of bacteria not previously associated with artisanal cheeses.
Appl Environ Microbiol 78(16):5717–5723

Schindler DW, Hecky RE, Findlay DL, StaintonMP, Parker BR, Paterson
MJK, Beaty G et al (2008) Eutrophication of lakes cannot be con-
trolled by reducing nitrogen input: results of a 37-year whole-eco-
system experiment. Proc Natl Acad Sci U S A 105:11254–11258

Schloss PD, Westcott SL, Ryabin T, Hall JR, Hartmann M, Hollister EB,
Lesniewski RA, Oakley BB, ParksDH, RobinsonCJ, Sahl JW, Stres
B, Thallinger GG, van Horn DJ, Weber CF (2009) Introducing
mothur: open-source, platform-independent, community-supported
software for describing and comparing microbial communities.
Appl Environ Microbiol 75(23):7537–7541

Song XX, Wang Z, Xiao BD, Li EH, Wang XL (2017) Growth of
Potamogeton crispus L. from turions in darkness: implications for
restoring submerged plants in eutrophic lakes. Ecol Eng 101:255–
260

Tao GC, Tian SJ, Cai MY, Xie GH (2008) Phosphate-solubilizing and -
mineralizing abilities of bacteria isolated from soils. Pedosphere
18(4):515–523

Wang SR, Jin XC, Bu QY, Jiao LX, Wu FC (2008) Effects of dissolved
oxygen supply level on phosphorus release from lake sediments.
Colloids Surf A Physicochem Eng Asp 316:245–252

Wang YB, Hou ZY, Ye BB, Cao J, Chu ZS, Zeng QR (2015) The char-
acteristics of spatial and temporal variation of phytoplankton in
Poyang Lake and their influencing factors. Acta Sci Circumst
35(5):1310–1317 (in Chinese)

Environ Sci Pollut Res (2018) 25:18990–19000 18999



Wang CH, He R, Wu Y, Lürling M, Cai HY, Jiang HL, Liu X (2017)
Bioavailable phosphorus (P) reduction is less than mobile P immo-
bilization in lake sediment for eutrophication control by inactivating
agents. Water Res 109:196–206

Wei ZH, Zhang LX, Yang SK, Lv XJ, Zhu J, Dou JH (2012) Community
structure and seasonal succession of phytoplankton in Erhai Lake. J
Hydroecol 33(4):21–25 (in Chinese)

Wu QH, Zhang RD, Huang S, Zhang HJ (2008) Effects of bacteria on
nitrogen and phosphorus release from river sediment. J Environ Sci
20:404–412

Zhang WQ, Zhu XL, Jin X, Meng X, Tang WZ, Shan BQ (2017)
Evidence for organic phosphorus activation and transformation at
the sediment-water interface during plant debris decomposition. Sci
Total Environ 583:458–465

19000 Environ Sci Pollut Res (2018) 25:18990–19000


	Combined...
	Abstract
	Introduction
	Materials and methods
	Eutrophication sediment sampling
	PSB strain and submerged macrophyte species
	P release experimental design
	Sampling and analysis
	Amplification of 16S rRNA gene sequences in the sediment
	Sequence analysis

	Results and discussion
	The apparent characteristics of different treatments at water-sediment interface
	TP, DTP, pH, and DO concentrations of overlying water
	TP contents of sediment and submerged macrophyte C.�demersum
	Taxa diversity of sediment with different treatments
	Comparison of bacterial community of different treatments

	Conclusions
	References


