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ABSTRACT: Anaerobic ammonium oxidation coupled to iron reduc-
tion (Feammox) is a recently discovered pathway contributing to
nitrogen loss in various ecosystems such as paddy soils and sediments.
However, little is known about the microbes driving Feammox in an
agricultural ecosystem. Here, we demonstrated the occurrence of
Feammox in paddy soils of Southern China using a 15N isotopic tracing
technique, and examined the microbial communities associated with
Feammox using RNA based stable isotope probing (RNA-SIP)
combined with Illumina sequencing. Feammox was detected in all
collected soils with direct N2 production as the dominant Feammox
pathway. It was estimated that approximately 6.91% of the applied
nitrogen fertilizers were lost through Feammox in the paddy soils. RNA-
SIP results showed that the composition of enriched active microbial
communities were dependent on soil properties, especially the soil pH
and grain size. Geobacter were enriched in most soils across various properties. The abundance of enriched GOUTA19 were
significantly higher in soils with low pH than those in soils with medium pH and high pH, and the relative abundance of active
Nitrososphaeraceae and Pseudomonas only increased in soils with medium and high pH during 4-day of incubation. These
results suggested Feammox is a ubiquitous and important process for N loss. Geobacter, GOUTA19, Nitrososphaeraceae and
Pseudomonas were active during the incubation that favored Feammox and the growth of Feammox microbes, suggesting these
microbes were potentially associated with Feammox in natural agricultural soils.

■ INTRODUCTION

Nitrogen (N) fertilizers are intensively applied in paddy soils
to increase rice production, however only around 35% of the
applied N fertilizers are actually utilized by the crops.1 The
excessive use of N fertilizers increases nitrogen (N) emission
to the environments, leading to N pollution in various
ecosystems.2 Investigators have focused on N cycling pathways
in paddy soils for decades3−7 in order to increase N utilization
and decrease N pollution of the environments.
Anaerobic ammonium oxidation coupled to Fe(III)

reduction (Feammox) has been proposed as a pathway for N
loss in terrestrial ecosystems in addition to denitrification,
codenitrification, nitrification and normal anaerobic ammo-
nium oxidation (anammox).8−10 Feammox has been detected
in various environments including forest soils, wetland and
enrichment cultures, with either dinitrogen gas (N2), nitrite

(NO2
−) or nitrate (NO3

−) as the end-products.8,11−13 Periodic
flooding of paddy fields leads to repeated shifts between oxic
and anoxic conditions in paddy soils, which promotes Fe
transformation between Fe(II) and Fe(III). Paddy soils are
characterized by an abundance of Fe(III) and high
concentrations of NH4

+, and thus may be important habitats
for microorganisms associated with the Feammox process.
However, only limited studies have explored the Feammox
process in paddy soils,9 and the microbial communities
associated with Feammox in various paddy soils are still
unclear.
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A major challenge of studying Feammox lies in the
identification and characterization of microorganisms associ-
ated with Feammox. Li et al.11 have suggested that Geobacter
and Shewanella might drive the Feammox process due to the
significantly positive correlation between the abundance of
these taxa, Fe(III) reduction rates and 30N2 production rates in
periodic dry and wet sediments solely amended with 15NH4

+.
Other studies have in addition speculated that Geobacter12 and
Acidimicrobiaceae14 might play an important role in driving the
Feammox process in paddy soils and soils from a forested
riparian wetland based on increasing relative abundances in
microcosm experiments, while so far only one isolate, namely
Acidimicrobiaceae sp. A6, has been identified to perform the
Feammox process15Furthermore, Dissimilatory iron reducing
bacteria such as Geothrix,16 Geobacter,17 and Shewanella18,19 are
suggested to be potential microorganisms driving the
Feammox process because of their capabilities in Fe(III)
reduction. However, recent investigations have employed
either incubation experiment with limited soil samples, or
DNA derived 16S rRNA gene- and functional gene-based
sequencing and quantitative PCR technologies, which
determine the total microbes including dead microbes20 and
therefore would include redundant and imprecise information
for characterizing the active microbes in various ecosystems.
Active microbes are the drivers of microbial processes such as
Feammox, anammox, nitrification, and denitrification. RNA-
based techniques are more sensitive to investigate active
microbial communities compared with DNA-based analysis.21

Thus, in order to better understand the function of the active
microbial community, RNA-based SIP and 16S rRNA gene
sequencing have been employed to identify iron-reducing
microorganisms in previous study.22 Until now, it has not been
possible to clearly determine the functional microorganisms
involved in the Feammox process due to the absence of
findings concerning the Feammox functional genes, which are
key elements for investigating the diversity and abundance of
Feammox-associated microorganisms in different ecosystems.
RNA-SIP combined with high-throughput sequencing are an
optional tool for linking microbial community functions to the
phylogeny of the organisms accountable for it.17,22−25 Hence,
the objectives of this study were (i) to characterize Feammox
in paddy soils of Southern China with different properties; (ii)
to identify the key microorganisms involved in Feammox in
paddy soils using RNA-SIP combined with Illumina sequenc-
ing techniques.

■ MATERIALS AND METHODS
Soil Sampling and Isotope Tracer Incubations.

Samples were collected in July 2013 from the surface (0−20
cm) of 12 paddy soils from Southern China (Supporting
Information, SI, Figure S1) with broad-scale variability in soil
properties (e.g., grain size, pH, and organic matters, and so
forth). Four subsamples of soil were collected at each site and
were subsequently mixed to obtain one representative soil
sample per site. The fresh soil samples were placed in sterile
plastic bags, sealed without air, and transported to the
laboratory on ice. Each composite soil sample was partitioned,
with one subsample being air-dried and passed through a 2
mm sieve for soil property analysis, and the remaining fresh
soil was stored at 4 °C and subsequently used for isotope tracer
incubation. The chemical properties of the paddy soils used in
this study have been described in our previous study.26 Briefly,
the soils examined in this study were grouped into three

clusters, namely low pH (YT, TY, FZ, AH, and FST, pH < 6),
medium pH (CS, ZJ, JX, and GZ, pH 6−7), and high pH (SC,
GL, and HB, pH > 7) samples.

Stable Isotope Tracer Incubation and 15N-Labeled
Gas Analysis. Approximately 10 g of fresh soil was well mixed
with three volumes of sterile MiliQ water and transferred into
120 mL serum vials, which were then sealed with butyl rubber
septa and crimped with aluminum caps. The headspace air in
the serum vials was replaced with 99.999% helium (He), and
the soil slurries were preincubated in the dark at 25 °C for 5 to
7 days to deplete indigenous electron acceptors.26 After the
preincubation, the headspace gas in the serum vials was
replaced with 99.999% He, and 1 mL of soil slurry from each
serum vial was sampled for microbially reducible Fe(III)
analysis by using a sterile syringe. Three treatments were set up
in quadruplicates: (1) unlabeled urea (12C, 14N-urea) addition;
(2) 13C, 15N-urea addition (13C at 99%, 15N > 98%, Cambridge
Isotope Laboratories, Andover, U.S.A, 13CH4

15N15NO); (3)
13C, 15N-urea and C2H2 addition, mainly for determining the
contributions of N2 production directly via Feammox to total
N2 production. In the treatment with C2H2 addition, the N2
production pathway of N2O to N2 (important step of
denitrification)27 and anammox are blocked.9 Thus, the
contribution of each pathway of Feammox to N2 production
could be calculated by comparing the 15N-labeled N2 gas
between the two labeled treatments. We should note that there
is a possibility that some of Feammox microbes are also
inhibited by C2H2, however, due to the limited knowledge on
Feammox microbes, the potential effect of C2H2 on Feammox
was not included in this study. The final concentration of urea-
N was 70 mg kg−1 (wet weight), which represents the typical
amount of chemical N fertilizer applied to rice fields in China.
For the C2H2 treatment, C2H2 was injected into the serum
vials to reach 30% (v/v) C2H2 in the headspace. All vials were
shaken thoroughly to homogenize the mixtures and to dissolve
the C2H2, which were incubated at 25 °C in the dark for 4
days.
After incubation, 1 mL of gas from the headspace of the vials

was transferred into a 12 mL glass vial (Exetainer, Labco, High
Wycombe, Buckinghamshire, U.K.) filled with gaseous helium
by using a gastight syringe, and was subsequently used for
15N−N2 analysis. The concentrations of N2 and

15N−N2 atom
% were determined by using a GasBench II/isotope ratio mass
spectrometry (IRMS, Thermo Finnigan Delta V Advantage,
Bremen, Germany). The 15N−N2 concentration and Feammox
rates were calculated according to Ding et al.9 After gas
sampling, the soil slurries were subsampled for microbially
reducible Fe(III) analysis according to a modified protocol of
Lovely et al.28 Briefly, 1.0 g of soil slurry was incubated with 5
mL of 0.25 M HCl with 0.25 M hydroxylamine hydrochloride
in an anaerobic glovebox for 2 h at 25 °C, and the total Fe was
subsequently determined using the ferrozine method. HCl-
Fe(II) was analyzed using the same procedure except that the
extractant was 5 mL 0.5 M HCl. The microbially reducible
Fe(III) was calculated as the difference between total Fe and
HCl-Fe(II). The pH values of the soil slurries were determined
by using a pH analyzer, and the remaining slurries were stored
at −80 °C for RNA extraction.

RNA Extraction and Stable Isotope Probe Gradient
Fractionation. Total RNA was extracted according to the
protocol described by Ding et al.17 In brief, after extraction
using phenol-chloroform-isoamyl alcohol [25:24:1 (v/v/v)]
(pH 8.0) and chloroform-isoamyl alcohol [24:1 (v/v)], the
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total nucleic acid pellets were washed with precooled 70%
ethanol, air-dried, and finally resuspended in 50 μL of DEPC
water. Co-extracted DNA was removed from the extracted
RNA by using DNase I and the RNA was subsequently purified
using the RNeasy mini Kit (Qiagen, Hilden, Germany). The
concentration and quality of the purified RNA were measured
using a NanoDrop-1000 (Wilmington, DE, U.S.A.). Approx-
imately 500 ng of purified RNA was mixed with cesium
trifluoroacetate gradients to achieve an initial buoyant density
of 1.790 g mL−1. The mixture was centrifuged at 130 000g, 20
°C for 65 h. The centrifuged RNA gradients (about 400 μL)
were fractionated using an automatic sampling instrument
(model BSZ-100), and the buoyant density of each fraction
was determined as previously described.29 The complementary
DNA (cDNA) for each fraction was synthesized using the total
RNA as a template according to the protocol provided by
PrimeScript RT-PCR Kit (TaKaRa Bio, Japan). The copy
numbers of the 16S rRNA gene in each fraction was quantified
by real-time PCR, employing the primer set of 515f/907r30

with synthesized cDNA as template in a Roche 480II
Thermocycler. A standard curve was constructed using a serial
of 10-fold diluted plasmids harboring the 16S rRNA gene.
Real-time PCR was performed in triplicates for all samples
including the plasmids.
16S rRNA Gene Illumina Sequencing. Selected fractions

of RNA were reversely transcribed into cDNA by utilizing the
random primers of PrimeScript first strand cDNA synthesis kit
(TaKaRa Bio, Japan) following the manufacturer’s instructions.
A primer set of 515f/907r was used to amplify the V4−V5
hypervariable regions of the 16S rRNA genes. To identify
sequences from different samples, 6-bp barcodes were tagged
at the 5′ end of each reserve primer. Amplifications were
conducted in 50 μL reaction mixtures containing 25 μL of
Premix Taq (Ex Taq Version 2.0, TaKaRa Bio, Japan), 1.0 μM
of each primer, 1.0 μL of bovine serum albumin (BSA, 20 mg/
mL) and 2 μL of cDNA as template. The nontemplate control
reactions were performed using 2 μL sterile PCR-grade water
as template. Amplifications were performed using a Thermal
cycler (LifePro Thermal Cycler, Bioer Serves Life) following
the thermal condition described previously.31 Target ampli-
cons were gel purified and quantified using the NanoDrop-
1000 (Wilmington, DE, U.S.A.). Subsequently, equal amounts
of the purified amplicons with different barcodes were mixed
and sent to Novogene Beijing (Beijing, China) for Illumina
sequencing on a Hiseq 2500 platform.
Illumina Data Processing and Statistical Analysis. Raw

sequences were processed using the Quantitative Insights Into
Microbial Ecology toolkit-version 1.9.032 following a procedure
reported previously.31 Briefly, after removal of ambiguous and
low-quality reads (length <150bp, Q30 < 70%), the sequences
with 97% nucleic acid similarity were clustered into an
operational taxonomic unit (OTU). The representative
sequence with the most abundance for each OTU was
assigned to a taxonomy using an RDP classifier (Version 11,
http://rdp.cme.msu.edu) with a minimum confidence thresh-
old of 80%.33 Sequences identified as chimeras, singletons,
mitochondria, and chloroplast were removed from the final
data. Enriched OTUs of each detected fraction in labeled
treatments were identified by comparing the relative
abundance of OTUs in “heavy” RNA fractions with the same
density from labeled and unlabeled treatments using fold
change (FC) = 2 and P < 0.05, and gathered as the enriched
OTUs in labeled treatments. After detection of enriched

OTUs, the representative sequence for each enriched OTU
was assigned to a taxonomy using an RDP classifier (Version
11, http://rdp.cme.msu.edu).
The α (Shannon and Phylogenetic Diversity_Whole tree)

and β diversity were calculated by a random and equal
sequencing depth of 21 998 sequences across different samples.
SPSS software (SPSS Inc., Chicago, III, U.S.A.) was used to
perform two-way analysis of variance (ANOVA) and Pearson
correlation analysis on the soil biogeochemical data. For the
16S rRNA gene sequencing data, adonis test, and constrained
canonical analysis of principal coordinates (CAP) were
performed using R (version 3.4.0) software with the vegan
package.34 The plots in this work were generated using Origin
Lab version 2018.

Accession Number of 16S rRNA-Based Sequences.
The nucleic acid reads based on 16S rRNA genes have been
deposited at NCBI GenBank database with the accession
number of SRP116171.

■ RESULTS
Iron Reduction and 15N-Labeled Gas Production after

Incubation. Addition of urea significantly decreased the
concentration of microbially reducible Fe(III) in the soil
slurries after incubation. However, the decrease of microbially
reducible Fe(III) in the urea+C2H2 amended soils (0.91−
17.38 μmol g−1) were generally lower than in soils amended
with urea only (1.83−27.00 μmol g−1) (Figure 1). Following

anoxic incubation, production of 15N-labeled N2 (29N2 and
30N2) was detected in soils amended with 13C, 15N-urea and
13C, 15N-urea+C2H2 (Figure 2a) but not in soils amended with
12C,14N-urea. The production rate of 30N2 in soils amended
with 15N-labeled urea (13C,15N-urea treatment and 13C,15N-
urea+C2H2 treatment) ranged from 1.40 to 65.68 ng N g−1 d−1,
which was significantly (P < 0.005) lower than 29N2 production
rates (23.85−284.58 ng N g−1 d−1) (Figure 2b). The 15N-
labeled N2 (

29N2 and
30N2) production rates were significantly

(P < 0.05) higher in 13C,15N-urea amended soils as compared
to 13C,15N-urea+C2H2 amended soils. Microbially reducible
Fe(III) reduction rates showed a significant and positive
correlation with 30N2 production rates in soils amended with
13C, 15N-urea (r = 0.65, P < 0.05, Figure 3a) and 13C, 15N-urea
+C2H2 (r = 0.78, P < 0.005, Figure 3b). However, no

Figure 1. Concentration of microbially reducible iron in paddy soils
during incubation experiment. Error bar was calculated based on 4
replicates for one treatment. * and ** indicate P < 0.05 and P < 0.01,
respectively.
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significant correlation was observed between the 29N2
production rate and Fe(III) reduction rate in this study.
Distributions of Microorganisms Associated with

Feammox. Extracted RNA was subjected to ultracentrifuga-
tion to identify 13C labeled active microorganisms. Quantifi-
cation of 16S rRNA genes showed a clear shift in distribution
along the density gradient between labeled treatments and
corresponding unlabeled controls, indicating that active
microorganisms were labeled during incubation (SI Figure S2).
The 16S rRNA gene amplicons in “heavy” RNA fractions of

the labeled treatment and corresponding fraction of unlabeled
controls (shaded area, SI Figure S2) were sequenced to
identify the community compositions of active microorgan-
isms. A total of 7.1 million high-quality sequences were
obtained and were clustered into 126 700 OTUs. Of the
dominant 30 genera, Geobacter was the most abundant genus
accounting for 2.67% of the relative abundance, followed by
Thiobacillus (1.74%), Desulfobacca (1.73%) and Anaeromyx-
obacter (1.68%) (Figure 4). Cluster analysis showed that
community compositions of active microorganisms in “heavy”
RNA fractions were separated distinctly by soil pH (adonis
analysis, P < 0.001, 999 permutations, Figure 5). Constrained
canonical analysis of principal coordinates (CAP) indicated
that the compositions of active microorganisms were depend-
ent on soil properties (Figure 6), especially on pH and grain
size, which explained 9.95% and 9.48% of observed microbial
community variation, respectively, followed by NH4

+ (5.19%)
and C/N ratio (3.70%). The determined soil properties
explained 62.83% (including 22.27% interactional explanation)
of the observed variations in active microbial communities
between soils (Figure 6).

Potential Microorganisms Associated with Feammox
in Paddy Soils. The addition of C2H2 would change the
communities of bacteria in soils, and the detected functional
microbes in 13C,15N-urea + C2H2 treatments may not reflect
the function microbes associated with Feammox in natural
environment, thus we only determined the enriched genera in
13C,15N-urea treatment compared with 12C,14-urea treatment.
Since pH played a key role in shaping the microbial

Figure 2. Production rates of 30N2 (a) and 29N2 (b) in paddy soils
amended with 13C,15N-urea only and 13C,15N-urea+C2H2. Error bar
was calculated based on 4 replicates for one treatment. The labeled N2
(29N2 and 30N2) in soils amended with 13C, 15N-urea+C2H2 were
missed due to the fault during detection in this study.

Figure 3. Relationships between iron reduction rate and 30N2,
29N2

production rate in 13C,15N-urea (a) and 13C,15N-urea+C2H2 (b)
treatments. Linear regression was used to test the correlation between
15N−N2 production rates and iron reduction rate. Adjusted R2 values
with the associated P-values are shown.

Figure 4. Top 30 genus detected in soils with different treatments.
The bubble indicts the relative abundance (average of 4 replicates for
one treatment).
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communities associated with Feammox, the collected soils
were separated into three groups with different levels of pH
(low pH, medium pH, and high pH) to excavate potential
functional microorganisms driving Feammox. Several OTUs
were significantly enriched (FC = 2, P < 0.05) in the labeled
soils amended solely with urea under the different pH
conditions, as compared to unlabeled treatments. In low pH
soil, 69 OTUs mainly affiliated to Geobacter spp. (40.58%),
Candidatus Solibacter spp. (28.99%) and GOUTA19
(17.39%) were significantly enriched (SI Table S1). In
medium pH soil, 118 OTUs mainly affi liated to
Nitrososphaeraceae(f) (30.51%) and Geobacter spp.
(12.71%) were enriched (SI Table S1), whereas 74 OTUs
majorly affiliated to Geobacter spp. (20.27%) and Leptolyng-
bya spp. (16.22%) were significantly enriched in the high pH
soil (SI Table S1). Seven OTUs (Figure 7a) affiliated within
Geobacter, GOUTA19 group or Candidatus Solibacter were
enriched in all soils samples across various pH, and 12 OTUs
(Figure 7a) affiliated within Nitrososphaeraceae(f), Desulfo-
bacca, GOUTA19, Leptolyngbya, and Pseudomonas were
enriched in soils with medium pH and high pH (Figure 7a).
Most of enriched OTUs affiliated within Geobacter and
GOUTA19 were enriched at least in two group of soil samples
with different pH level (SI Table S1). The relative abundance
of enriched Geobacter was the highest among the enriched
genera, ranging from 2.89% in low pH soils to 0.90% in high
pH soils, and was negatively correlated with soil pH (Figure
7b). The enriched GOUTA19 group was more abundant (P <
0.01) in soils with low pH (1.93%) comparted with those in

soils with medium (0.33%) or high pH (0.53%) (Figure 7b).
The average relative abundance of Nitrososphaeraceae was
only 0.02% in soils with low pH, while it increased to 0.94%
and 0.65% in soils with medium pH and high pH, respectively.
Of the enriched genera in soils with medium pH and high pH,
Nitrososphaeraceae was the most abundant, followed by
Pseudomonas and Desulfobacca (Figure 7b).

■ DISCUSSION
Evidence for the Occurrence of Feammox in Paddy

Soils from Southern China. Following anaerobic preincu-
bation, the residual NOx

− concentration in all soil slurries of
this study was below the detection limits of an ion

Figure 5. Cluster analysis based on Bray−Curtis distances of microbial communities in RNA fractions of different samples. The branches with
different colors indicate the soils with different pH (red: low pH; green: medium pH; and blue: high pH). The rectangle with different colors
indicate different treatments (green: 12C, 14N-urea; red: 13C, 15N-urea; and blue: 13C, 15N-urea+C2H2).

Figure 6. Contributions of soil properties to bacterial community
variations calculated by constrained canonical analysis of principal
coordinates (CAP). Interactional explanation indicate the cocon-
tribution of detected soil properties to bacterial community variations.

Figure 7. Significant enriched microbes in soils amended with
13C,15N-urea compared to 12C,14N-urea control. A Venn plot (a)
showing the numbers of shared OTUs significantly enriched in soils
with varying pH (low, medium and high pH). The classification of
enriched OTUs are showed in block diagram, and the number in
bracket after each genus indicates the number of enriched OTUs
within this genus; A heatmap (b) showing the relative abundance of
significant enriched genus (P < 0.05, FC ≥ 2), where the relative
abundance of each genera is the sum of OTUs enriched in at least two
groups soil samples with different pH level.
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chromatograph (ICS-3000, Dionex). Hence, the production of
30N2 in the soils amended with 13C15N-urea only and 13C,15N-
urea+C2H2 could only be derived from Feammox-produced
NOx

− followed by denitrification or anammox under strict
anaerobic condition. Furthermore, a positive correlation
between 30N2 production and Fe(III) reduction was detected
during the incubation, providing an evidence for the
occurrence of Feammox in all examined paddy soils. Feammox
is likely to occur in soils rich in microbially reducible Fe(III)
and NH4

+ under strict anaerobic condition.9,11 Paddy soils
generally receive large amounts of chemical N fertilizer and are
subjected to long-term flooding during rice cultivation, which
provide conditions that highly favor Feammox.
In this study, the Feammox rate, calculated based on the

30N2 production rate, ranged from 0.42 to 65.68 ng N g−1 d−1.
This is lower than previously reported in tropical forest soils
(∼0.32 ng N g−1 d−1),8 paddy soils (0.17−0.59 ng N g−1 d−1)9

and sediments (0.24−0.36 ng N g−1 d−1),11 but are
comparable to rates reported in tropical forest soils at an
initial pH of 6.12.8 Meanwhile, the Feammox rates were
significantly (P < 0.01) lower than anammox-and denitrifica-
tion rates detected in these paddy soils.26 The Fe(III)
reduction rates (averaging 123 mg kg−1 d−1) in this study
were furthermore significantly lower than in previous
studies,9,11 which might explain the observed relatively lower
Feammox rates. The highest 30N2 production rate was detected
in GL soil, which might be attributed to the higher TOC.26 In
fact, organic matters have been reported to increase the
formation of Fe(III) oxides by releasing structural Fe from clay
minerals, and can subsequently promote the Feammox
process.35

Estimation of Nitrogen Loss through Feammox in
Paddy Soils. The Feammox process contains three pathways:
(1) 3Fe(OH)3 + 5H+ + NH4

+ = 3Fe2+ + 9H2O + 0.5N2 ΔG =
−245 kJ mol−1; (2) 6Fe(OH)3 + 10H+ + NH4

+ = 6Fe2+ +
16H2O + NO2

− ΔG = −164 kJ mol−1; (3) 8Fe(OH)3 + 14H+

+ NH4
+ = 8Fe2+ + 21H2O + NO3

− ΔG = −207 kJ mol−1 8. In
this study, the contribution of each pathway to the Feammox
process was evaluated by comparing 15N-labeled N2
production in 13C,15N-urea amended- and 13C,15N-urea
+C2H2 amended soils. In the soils amended with C2H2(30%,
v/v), the reduction of N2O to N2(one important pathway of
denitrification producing N2)

36 and the anammox process37

would be blocked by the C2H2. Furthermore, codenitrification
could also be ruled out since the amino compounds were much
lower than NH4

+ in the examined paddy soils. Thus, in this
study, Feammox could be considered the only source of 30N2
and 29N2 production in the 13C15N-urea+C2H2 treatment. The
contribution of each Feammox pathway to the N2 production
was calculated based on the production rate of 15N−N2 (

29N2
and 30N2) in the 13C,15N-urea amended (25.25−350.26 ng N
g−1 d−1) -and 13C,15N-urea+C2H2 amended soils (18.96−93.17
ng N g−1 d−1). Results revealed that direct production of N2 by
Feammox was accountable for 26.60−92.12% (average of
69.94%) of the total N2 production, whereas the remaining
could be attributed to anammox or/and denitrification using
Feammox-produced NOx

−. The high percentage of directly
produced N2 suggests that direct N2 production is the
dominant pathway of Feammox in paddy soils from Southern
China. Ding et al. 9 have also demonstrated that most 30N2
production (67−78%) in paddy soils can be attributed to
direct N2 production by Feammox. Theoretically, direct N2
production in Feammox is more energetically favorable under a

wider range of conditions than NOx
− production, which yields

less energy but consumes more Fe(III)-oxides.8

On the basis of the 15N−N2 production rates measured
during the anoxic incubation experiments, Feammox associated
N loss from paddy soils (0−20 cm) was estimated at 1.63 Tg
N per year, which accounts for ∼6.91% of the applied N
fertilizer in rice fields (23.62 Tg N per year in 2015) (China
Statistical Yearbook, Agriculture section, http://www.stats.gov.
cn/tjsj/ndsj/2016/indexeh.htm). Although the potential
Feammox associated N loss in the paddy soils was lower
compared to anammox (∼12%),26 Feammox is still an
important pathway for N loss in paddy soils, and can improve
our understanding of the N cycle in terrestrial ecosystems.
However, the environmental importance of Feammox in paddy
soils remains uncertain since the occurrence of anaerobic
methane oxidation and anaerobic organic matter degradation,
can affect the Feammox process in paddy soils by contributing
to Fe(III) reduction.38−41 Meanwhile, incubation of soil
slurries with urea could provide excessive NH4

+, which might
overestimate the actual Feammox activity, and future studies
are therefore needed to accurately estimate the in situ
contributions of Feammox to N loss in paddy soils.

Identification of Functional Microorganisms Related
to Feammox. RNA-SIP combined with 16S rRNA gene
amplicon sequencing was adopted to identify functional
microorganisms related to Feammox. Geobacter spp. were
found to be abundant in the expressed community and were
significantly enriched in the 16S rRNA gene pool from the
13C15N-enriched RNA than in the 12C14N RNA during the
anaerobic incubation across all examined paddy soils. Although
Geobacter spp. were enriched in all soil, their phylotypes were
different in response to various soil properties (i.e., pH).
Geobacter spp. have been detected in various ecosystems
including paddy soils,22,42 sediments,43 groundwater,44 and
biofilms.45 Geobacter spp. are considered the most abundant
putative iron-reducers in paddy soils17,22 and also dominate the
enrichments favoring Feammox process in paddy soil12 due to
its strong capacity of electron transfer in Fe(III) reduction.46

Geobacter spp. can use various substrates (e.g., acetate, toluene,
NH4

+, and H2, and so forth)
12,47,48 as electron donors and their

pathways to obtain energy are highly dependent on different
environmental settings.49

In addition to Geobacter, some genotypes affiliated within
GOUTA19 group and Candidatus Solibacter were also
enriched in all soils with different pH during 4-day incubation.
The relative abundance of GOUTA19 was abundant with
1.93% in soils with low pH, but decreased to about 0.33% and
0.53% in soils with medium pH and high pH, indicating that
GOUTA19 group were active during incubation, especially in
the soils with low pH. A large number of GOUTA19 could be
classified into Fe- and/or S-related bacteria.50,51 GOUTA19
species were seldom detected in rice paddy soils, but
dominated in paddy soils irrigated by acid mine drainage
contaminated water,50 which was consistent with this study.
Interestingly, Nitrososphaeraceae, a family of archaea, was
enriched during the incubation, especially in the soils with
medium and high pH. Nitrososphaeraceae is an abundant
ammonia-oxidizing archaea (AOA), which plays a key role in
ammonia oxidation.5,52,53 From this result, we suggested that
archaea such as AOA may be associated with Feammox.
However, the enrichment of Nitrososphaeraceae in heavy
fractions from 13C,15N-urea treatments could also attributed to
carbon fixation of urea derived CO2 during incubation.
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Pseudomonas have been reported as iron-reducing bacteria in
many studies54 and in this study Pseudomonas were active in
soils with medium pH and high pH because of their abundance
increase in 13C,15N-urea treatments compared with 12C,14N-
urea treatments. Previous studies15,55,56 indicated that
members of Acidimicrobiaceae were active Feammox microbes
in soil, however, Acidimicrobiaceae were not detected in this
study. These results suggested that enriched active microbes
were diverse and pH dependent during incubation, members
from Geobacter, Nitrososphaeraceae, GOUTA19, and Pseudo-
monas may be potential drivers of Feammox in paddy soils.
Cluster analysis showed that these enriched active microbes

that were potentially associated with Feammox were clearly
separated into three groups according to soil pH. CAP analysis
showed that pH and grain size were the most important factors
influencing the microbial compositions associated with
Feammox, followed by NH4

+, C/N ratio, and total nitrogen
(TN). Soil pH has been demonstrated to be a key factor
controlling Feammox55 by affecting the bioavailability of
Fe(III) in soils.57 Low soil pH would accelerate the release
of Fe(III) and NH4

+ ion, which is the substrates for Feammox.
Yang et al.8 have suggested that NO2

− and NO3
− production

by Feammox might not occur in soils with pH > 6.5. However,
in this study NOx

− produced by Feammox was observed in all
examined soils. Grain size would affect soil aeration, carbon
availability and the transformation of nitrogen and iron, which
could affect the community structure and activity of
bacteria.56,58 Higher soil organic matter (P < 0.05)) and C/
N ratio had been detected in soils with high pH in our previous
study,26 which can increase the formation of Fe(III) oxides
from clay minerals and can subsequently promote Fe(III)
reduction35 and would further promote the Feammox process
and shape the microbial communities associated with
Feammox in anoxic environments. In addition to the release
of iron, high labile organic C and C/N ratios would also
increase the activity of microbes such as anammox
bacteria26,59,60 and iron-reducing bacteria.61

Although RNA-SIP combined with 16S rRNA gene high-
through sequencing is promising to identify active microbes in
soil, there were limitations when this technique was adopted to
identify Feammox microbes. The incorporated 13C in active
microbes should derived from 13CO2 produced during
hydrolysis of urea. Feammox microbes, anammox bacteria,
and other carbon fixing bacteria such as Nitrososphaeraceae
could incorporate 13CO2 into cells. Nevertheless, the growth of
anammox bacteria need the production of NO2

− by Feammox
microbes, and enrichment of anammox bacteria were not
detected in this study. Carbon fixing bacteria could be another
group of labeled microbes and would be identified as active
microbes but might not participate in Feammox. Although
previous studies17,22 have identified some potential functional
microbes associated with iron-reduction in paddy soils and
even rare functional microbes associated with pollutant
degradation62 using this technique, RNA-SIP results of this
study can only identify active microbes under the conditions
that favored Feammox and the growth of Feammox microbes.
These active microbes may contribute to Feammox in paddy
soil, however, isolation of pure strain or metagenomic analysis
of enrichment cultures are needed to identify active microbes
responsible for Feammox and the mechanisms underlying
Feammox.

■ ASSOCIATED CONTENT
*S Supporting Information
The Supporting Information is available free of charge on the
ACS Publications website at DOI: 10.1021/acs.est.8b05016.

Figure S1. Sampling sites of paddy soil collected in this
study; and Figure S2. Quantitative distribution of 16S
rRNA genes across the entire bouyant density gradient
of the RNA fractions from soil microcosms (PDF)
Table S1. Classification of each enriched OTU in low
pH, medium pH, and high pH amended with 13C,15N-
urea (XLSX)

■ AUTHOR INFORMATION
Corresponding Author
*Phone (+86) 592 6190792; fax (+86) 592 6190792; e-mail:
jqsu@iue.ac.cn.
ORCID
Jian-Qiang Su: 0000-0003-1875-249X
Xiao-Ru Yang: 0000-0001-8064-4639
Yong-Guan Zhu: 0000-0003-3861-8482
Notes
The authors declare no competing financial interest.

■ ACKNOWLEDGMENTS
This study was financially supported by the Strategic Priority
Research Program of Chinese Academy of Sciences
(XDB15020302) and the National Natural Science Founda-
tion of China (41701280, 41771285, 41430858).

■ REFERENCES
(1) Zhao-Liang, Z. Research on soil nitrogen in China. Acta
Pedologica Sinica 2008, 45 (6), 778−783.
(2) Xing, G. X.; Zhu, Z. L. An assessment of N loss from agricultural
fields to the environment in China. Nutr. Cycling Agroecosyst. 2000, 57
(1), 67−73.
(3) Li, H.; Yang, X.; Weng, B.; Su, J.; Nie, S. a.; Gilbert, J. A.; Zhu,
Y.-G. The phenological stage of rice growth determines anaerobic
ammonium oxidation activity in rhizosphere soil. Soil Biol. Biochem.
2016, 100, 59−65.
(4) Xing, G. X.; Cao, Y. C.; Shi, S. L.; Sun, G. Q.; Du, L. J.; Zhu, J.
G. Denitrification in underground saturated soil in a rice paddy
region. Soil Biol. Biochem. 2002, 34 (11), 1593−1598.
(5) Li, H.; Weng, B. S.; Huang, F. Y.; Su, J. Q.; Yang, X. R. pH
regulates ammonia-oxidizing bacteria and archaea in paddy soils in
Southern China. Appl. Microbiol. Biotechnol. 2015, 99 (14), 6113−
6123.
(6) Long, A.; Heitman, J.; Tobias, C.; Philips, R.; Song, B. Co-
Occurring Anammox, Denitrification, and Codenitrification in
Agricultural Soils. Appl. Environ. Microbiol. 2013, 79 (1), 168−176.
(7) Zhu, Y. G.; Su, J. Q.; Cao, Z. H.; Xue, K.; Quensen, J.; Guo, G.
X.; Yang, Y. F.; Zhou, J. Z.; Chu, H. Y.; Tiedje, J. M. A buried
Neolithic paddy soil reveals loss of microbial functional diversity after
modern rice cultivation. Sci. Bull. 2016, 61 (13), 1052−1060.
(8) Yang, W. H.; Weber, K. A.; Silver, W. L. Nitrogen loss from soil
through anaerobic ammonium oxidation coupled to iron reduction.
Nat. Geosci. 2012, 5 (8), 538−541.
(9) Ding, L. J.; An, X. L.; Li, S.; Zhang, G. L.; Zhu, Y. G. Nitrogen
Loss through Anaerobic Ammonium Oxidation Coupled to Iron
Reduction from Paddy Soils in a Chronosequence. Environ. Sci.
Technol. 2014, 48 (18), 10641−10647.
(10) Hu, H. W.; Chen, D.; He, J. Z. Microbial regulation of
terrestrial nitrous oxide formation: understanding the biological
pathways for prediction of emission rates. Fems Microbiol Rev. 2015,
39 (5), 729−749.

Environmental Science & Technology Article

DOI: 10.1021/acs.est.8b05016
Environ. Sci. Technol. 2019, 53, 4841−4849

4847

http://pubs.acs.org
http://pubs.acs.org/doi/abs/10.1021/acs.est.8b05016
http://pubs.acs.org/doi/suppl/10.1021/acs.est.8b05016/suppl_file/es8b05016_si_001.pdf
http://pubs.acs.org/doi/suppl/10.1021/acs.est.8b05016/suppl_file/es8b05016_si_002.xlsx
mailto:jqsu@iue.ac.cn
http://orcid.org/0000-0003-1875-249X
http://orcid.org/0000-0001-8064-4639
http://orcid.org/0000-0003-3861-8482
http://dx.doi.org/10.1021/acs.est.8b05016


(11) Li, X. F.; Hou, L. J.; Liu, M.; Zheng, Y. L.; Yin, G. Y.; Lin, X. B.;
Cheng, L.; Li, Y.; Hu, X. T. Evidence of Nitrogen Loss from
Anaerobic Ammonium Oxidation Coupled with Ferric Iron
Reduction in an Intertidal Wetland. Environ. Sci. Technol. 2015, 49
(19), 11560−11568.
(12) Zhou, G. W.; Yang, X. R.; Li, H.; Marshall, C. W.; Zheng, B. X.;
Yan, Y.; Su, J. Q.; Zhu, Y. G. Electron Shuttles Enhance Anaerobic
Ammonium Oxidation Coupled to Iron(III) Reduction. Environ. Sci.
Technol. 2016, 50 (17), 9298−9307.
(13) Shrestha, J.; Rich, J. J.; Ehrenfeld, J. G.; Jaffe, P. R. Oxidation of
Ammonium to Nitrite Under Iron-Reducing Conditions in Wetland
Soils Laboratory, Field Demonstrations, and Push-Pull Rate
Determination. Soil Sci. 2009, 174 (3), 156−164.
(14) Huang, S.; Jaffe, P. R. Characterization of incubation
experiments and development of an enrichment culture capable of
ammonium oxidation under iron-reducing conditions. Biogeosciences
2015, 12 (3), 769−779.
(15) Huang, S.; Jaffe, P. R. Isolation and characterization of an
ammonium-oxidizing iron reducer: Acidimicrobiaceae sp A6. PLoS
One 2018, 13 (4), No. e0194007.
(16) Sawayama, S. Possibility of anoxic ferric ammonium oxidation.
J. Biosci Bioeng 2006, 101 (1), 70−72.
(17) Ding, L. J.; Su, J. Q.; Xu, H. J.; Jia, Z. J.; Zhu, Y. G. Long-term
nitrogen fertilization of paddy soil shifts iron-reducing microbial
community revealed by RNA-C-13-acetate probing coupled with
pyrosequencing. ISME J. 2015, 9 (3), 721−734.
(18) Somenahally, A. C.; Hollister, E. B.; Yan, W. G.; Gentry, T. J.;
Loeppert, R. H. Water Management Impacts on Arsenic Speciation
and Iron-Reducing Bacteria in Contrasting Rice-Rhizosphere
Compartments. Environ. Sci. Technol. 2011, 45 (19), 8328−8335.
(19) Clement, J. C.; Shrestha, J.; Ehrenfeld, J. G.; Jaffe, P. R.
Ammonium oxidation coupled to dissimilatory reduction of iron
under anaerobic conditions in wetland soils. Soil Biol. Biochem. 2005,
37 (12), 2323−2328.
(20) Blazewicz, S. J.; Barnard, R. L.; Daly, R. A.; Firestone, M. K.
Evaluating rRNA as an indicator of microbial activity in environ-
mental communities: limitations and uses. ISME J. 2013, 7 (11),
2061−2068.
(21) Li, H.; Su, J. Q.; Yang, X. R.; Zhu, Y. G. Distinct rhizosphere
effect on active and total bacterial communities in paddy soils. Sci.
Total Environ. 2019, 649, 422−430.
(22) Hori, T.; Muller, A.; Igarashi, Y.; Conrad, R.; Friedrich, M. W.
Identification of iron-reducing microorganisms in anoxic rice paddy
soil by C-13-acetate probing. ISME J. 2010, 4 (2), 267−278.
(23) Manefield, M.; Whiteley, A. S.; Griffiths, R. I.; Bailey, M. J.
RNA stable isotope probing, a novel means of linking microbial
community function to Phylogeny. Appl. Environ. Microb 2002, 68
(11), 5367−5373.
(24) Aoyagi, T.; Hanada, S.; Itoh, H.; Sato, Y.; Ogata, A.; Friedrich,
M. W.; Kikuchi, Y.; Hori, T. Ultra-high-sensitivity stable-isotope
probing of rRNA by high-throughput sequencing of isopycnic
centrifugation gradients. Environ. Microbiol. Rep. 2015, 7 (2), 282−
287.
(25) Zemb, O.; Lee, M.; Gutierrez-Zamora, M. L.; Hamelin, J.;
Coupland, K.; Hazrin-Chong, N. H.; Taleb, I.; Manefield, M.
Improvement of RNA-SIP by pyrosequencing to identify putative 4-
n-nonylphenol degraders in activated sludge. Water Res. 2012, 46 (3),
601−610.
(26) Yang, X. R.; Li, H.; Nie, S. A.; Su, J. Q.; Weng, B. S.; Zhu, G. B.;
Yao, H. Y.; Gilbert, J. A.; Zhu, Y. G. Potential Contribution of
Anammox to Nitrogen Loss from Paddy Soils in Southern China.
Appl. Environ. Microbiol. 2015, 81 (3), 938−947.
(27) Daum, D.; Schenk, M. K. Evaluation of the acetylene inhibition
method for measuring denitrification in soilless plant culture systems.
Biol. Fertil. Soils 1997, 24 (1), 111−117.
(28) Lovley, D. R.; Phillips, E. J. P. Rapid Assay for Microbially
Reducible Ferric Iron in Aquatic Sediments. Appl. Environ. Microb
1987, 53 (7), 1536−1540.

(29) Lueders, T.; Manefield, M.; Friedrich, M. W. Enhanced
sensitivity of DNA- and rRNA-based stable isotope probing by
fractionation and quantitative analysis of isopycnic centrifugation
gradients. Environ. Microbiol. 2004, 6 (1), 73−78.
(30) Lane, D. J.; Pace, B.; Olsen, G. J.; Stahl, D. A.; Sogin, M. L.;
Pace, N. R. Rapid-Determination of 16s Ribosomal-Rna Sequences
for Phylogenetic Analyses. Proc. Natl. Acad. Sci. U. S. A. 1985, 82 (20),
6955−6959.
(31) Xu, H. J.; Wang, X. H.; Li, H.; Yao, H. Y.; Su, J. Q.; Zhu, Y. G.
Biochar Impacts Soil Microbial Community Composition and
Nitrogen Cycling in an Acidic Soil Planted with Rape. Environ. Sci.
Technol. 2014, 48 (16), 9391−9399.
(32) Caporaso, J. G.; Kuczynski, J.; Stombaugh, J.; Bittinger, K.;
Bushman, F. D.; Costello, E. K.; Fierer, N.; Pena, A. G.; Goodrich, J.
K.; Gordon, J. I.; Huttley, G. A.; Kelley, S. T.; Knights, D.; Koenig, J.
E.; Ley, R. E.; Lozupone, C. A.; McDonald, D.; Muegge, B. D.;
Pirrung, M.; Reeder, J.; Sevinsky, J. R.; Turnbaugh, P. J.; Walters, W.
A.; Widmann, J.; Yatsunenko, T.; Zaneveld, J.; Knight, R. QIIME
allows analysis of high-throughput community sequencing data. Nat.
Methods 2010, 7 (5), 335−336.
(33) Cole, J. R.; Chai, B.; Farris, R. J.; Wang, Q.; Kulam, S. A.;
McGarrell, D. M.; Garrity, G. M.; Tiedje, J. M. The Ribosomal
Database Project (RDP-II): sequences and tools for high-throughput
rRNA analysis. Nucleic Acids Res. 2004, 33, D294−D296.
(34) Dixon, P. VEGAN, a package of R functions for community
ecology. J. Veg Sci. 2003, 14 (6), 927−930.
(35) Kogel-Knabner, I.; Amelung, W.; Cao, Z.H.; Fiedler, S.;
Frenzel, P.; Jahn, R.; Kalbitz, K.; Kolbl, A.; Schloter, M.
Biogeochemistry of paddy soils. Geoderma 2010, 157 (1−2), 1−14.
(36) Sorensen, J. Denitrification Rates in a Marine Sediment as
Measured by Acetylene Inhibition Technique. Appl. Environ. Microb
1978, 36 (1), 139−143.
(37) Jensen, M. M.; Thamdrup, B.; Dalsgaard, T. Effects of specific
inhibitors on anammox and denitrification in marine sediments. Appl.
Environ. Microb 2007, 73 (10), 3151−3158.
(38) Oni, O. E.; Friedrich, M. W. Metal Oxide Reduction Linked to
Anaerobic Methane Oxidation. Trends Microbiol. 2017, 25 (2), 88−
90.
(39) Egger, M.; Hagens, M.; Sapart, C. J.; Dijkstra, N.; van
Helmond, N. A. G. M.; Mogollon, J. M.; Risgaard-Petersen, N.; van
der Veen, C.; Kasten, S.; Riedinger, N.; Bottcher, M. E.; Rockmann,
T.; Jorgensen, B. B.; Slomp, C. P. Iron oxide reduction in methane-
rich deep Baltic Sea sediments. Geochim. Cosmochim. Acta 2017, 207,
256−276.
(40) Lovley, D. R.; Phillips, E. J. P. Organic-Matter Mineralization
with Reduction of Ferric Iron in Anaerobic Sediments. Appl. Environ.
Microb 1986, 51 (4), 683−689.
(41) Zhao, Q.; Adhikari, D.; Huang, R. X.; Patel, A.; Wang, X. L.;
Tang, Y. Z.; Obrist, D.; Roden, E. E.; Yang, Y. Coupled dynamics of
iron and iron-bound organic carbon in forest soils during anaerobic
reduction. Chem. Geol. 2017, 464, 118−126.
(42) Yuan, H. Y.; Ding, L. J.; Wang, N.; Chen, S. C.; Deng, Y.; Li, X.
M.; Zhu, Y. G. Geographic distance and amorphous iron affect the
abundance and distribution of Geobacteraceae in paddy soils in
China. J. Soils Sediments 2016, 16 (12), 2657−2665.
(43) Holmes, D. E.; O’Neil, R. A.; Chavan, M. A.; N’Guessan, L. A.;
Vrionis, H. A.; Perpetua, L. A.; Larrahondo, M. J.; DiDonato, R.; Liu,
A.; Lovley, D. R. Transcriptome of Geobacter uraniireducens growing
in uranium-contaminated subsurface sediments. ISME J. 2009, 3 (2),
216−230.
(44) Anderson, R. T.; Vrionis, H. A.; Ortiz-Bernad, I.; Resch, C. T.;
Long, P.E.; Dayvault, R.; Karp, K.; Marutzky, S.; Metzler, D. R.;
Peacock, A.; White, D. C.; Lowe, M.; Lovley, D. R. Stimulating the in
situ activity of Geobacter species to remove uranium from the
groundwater of a uranium-contaminated aquifer. Appl. Environ.
Microb 2003, 69 (10), 5884−5891.
(45) Commault, A. S.; Lear, G.; Bouvier, S.; Feiler, L.; Karacs, J.;
Weld, R. J. Geobacter-dominated biofilms used as amperometric
BOD sensors. Biochem. Eng. J. 2016, 109, 88−95.

Environmental Science & Technology Article

DOI: 10.1021/acs.est.8b05016
Environ. Sci. Technol. 2019, 53, 4841−4849

4848

http://dx.doi.org/10.1021/acs.est.8b05016


(46) Rotaru, A. E.; Shrestha, P. M.; Liu, F.; Markovaite, B.; Chen, S.;
Nevin, K. P.; Lovley, D. R. Direct Interspecies Electron Transfer
between Geobacter metallireducens and Methanosarcina barkeri.
Appl. Environ. Microbiol. 2014, 80 (15), 4599−4605.
(47) Coates, J. D.; Phillips, E. J. P.; Lonergan, D. J.; Jenter, H.;
Lovley, D. R. Isolation of Geobacter species from diverse sedimentary
environments. Appl. Environ. Microb 1996, 62 (5), 1531−1536.
(48) Lovley, D. R.; Summers, Z. M.; Haveman, S. A.; Izallalen, M.
Geobacter strains that use alternate organic compounds, methods of
making, and methods of use there of U.S. Patent No. 92016273280.
(49) Rowe, A. R.; Rajeev, P.; Jain, A.; Pirbadian, S.; Okamoto, A.;
Gralnick, J. A.; El-Naggar, M. Y.; Nealson, K. H. Tracking Electron
Uptake from a Cathode into Shewanella Cells: Implications for
Energy Acquisition from Solid-Substrate Electron Donors. mBio 2018,
9 (1), No. e02203-17.
(50) Sun, M.; Xiao, T. F.; Ning, Z. P.; Xiao, E. Z.; Sun, W. M.
Microbial community analysis in rice paddy soils irrigated by acid
mine drainage contaminated water. Appl. Microbiol. Biotechnol. 2015,
99 (6), 2911−2922.
(51) Lopes, A. R.; Manaia, C. M.; Nunes, O. C. Bacterial community
variations in an alfalfa- rice rotation system revealed by 16S rRNA
gene 454-pyrosequencing. FEMS Microbiol. Ecol. 2014, 87 (3), 650−
663.
(52) Chen, X. P.; Zhu, Y. G.; Xia, Y.; Shen, J. P.; He, J. Z. Ammonia-
oxidizing archaea: important players in paddy rhizosphere soil?
Environ. Microbiol. 2008, 10 (8), 1978−1987.
(53) Pelissari, C.; Guivernau, M.; Vinas, M.; de Souza, S. S.; Garcia,
J.; Sezerino, P. H.; Avila, C. Unraveling the active microbial
populations involved in nitrogen utilization in a vertical subsurface
flow constructed wetland treating urban wastewater. Sci. Total
Environ. 2017, 584, 642−650.
(54) Esther, J.; Sukla, L. B.; Pradhan, N.; Panda, S. Fe (III)
reduction strategies of dissimilatory iron reducing bacteria. Korean J.
Chem. Eng. 2015, 32 (1), 1−14.
(55) Huang, S.; Chen, C.; Peng, X. C.; Jaffe, P. R. Environmental
factors affecting the presence of Acidimicrobiaceae and ammonium
removal under iron-reducing conditions in soil environments. Soil
Biol. Biochem. 2016, 98, 148−158.
(56) Ruiz-Uriguen, M.; Shuai, W.; Jaffe, P. R. Electrode Colonization
by the Feammox Bacterium Acidimicrobiaceae sp Strain A6. Appl.
Environ. Microbiol. 2018, 84 (24), No. e02029-18.
(57) Weber, K. A.; Achenbach, L. A.; Coates, J. D. Microorganisms
pumping iron: anaerobic microbial iron oxidation and reduction. Nat.
Rev. Microbiol. 2006, 4 (10), 752−764.
(58) Degens, B. P.; Schipper, L. A.; Sparling, G. P.; Vojvodic-
Vukovic, M. Decreases in organic C reserves in soils can reduce the
catabolic diversity of soil microbial communities. Soil Biol. Biochem.
2000, 32 (2), 189−196.
(59) Trimmer, M.; Nicholls, J. C. Production of nitrogen gas via
anammox and denitrification in intact sediment cores along a
continental shelf to slope transect in the North Atlantic. Limnol.
Oceanogr. 2009, 54 (2), 577−589.
(60) Zhu, G. B.; Wang, S. Y.; Wang, Y.; Wang, C. X.; Risgaard-
Petersen, N.; Jetten, M. S.M.; Yin, C. Q. Anaerobic ammonia
oxidation in a fertilized paddy soil. ISME J. 2011, 5 (12), 1905−1912.
(61) Wang, N.; Xue, X. M.; Juhasz, A. L.; Chang, Z. Z.; Li, H. B.
Biochar increases arsenic release from an anaerobic paddy soil due to
enhanced microbial reduction of iron and arsenic. Environ. Pollut.
2017, 220, 514−522.
(62) Aoyagi, T.; Morishita, F.; Sugiyama, Y.; Ichikawa, D.; Mayumi,
D.; Kikuchi, Y.; Ogata, A.; Muraoka, K.; Habe, H.; Hori, T.
Identification of active and taxonomically diverse 1,4-dioxane
degraders in a full-scale activated sludge system by high-sensitivity
stable isotope probing. ISME J. 2018, 12 (10), 2376−2388.

Environmental Science & Technology Article

DOI: 10.1021/acs.est.8b05016
Environ. Sci. Technol. 2019, 53, 4841−4849

4849

http://dx.doi.org/10.1021/acs.est.8b05016

