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Abstract: Soil nitrification (microbial oxidation of ammonium to nitrate) can lead to nitrogen leaching
and environmental pollution. A number of plant species are able to suppress soil nitrifiers by exuding
inhibitors from roots, a process called biological nitrification inhibition (BNI). However, the BNI
activity of perennial grasses in the nutrient-poor soils of Australia and the effects of BNI activity on
nitrifying microbes in the rhizosphere microbiome have not been well studied. Here we evaluated the
BNI capacity of bermudagrass (Cynodon dactylon L.), St. Augustinegrass (Stenotaphrum secundatum
(Walt.) Kuntze), saltwater couch (Sporobolus virginicus), seashore paspalum (Paspalum vaginatum
Swartz.), and kikuyu grass (Pennisetum clandestinum) compared with the known positive control,
koronivia grass (Brachiaria humidicola). The microbial communities were analysed by sequencing 16S
rRNA genes. St. Augustinegrass and bermudagrass showed high BNI activity, about 80 to 90% of
koronivia grass. All the three grasses with stronger BNI capacities suppressed the populations of
Nitrospira in the rhizosphere, a bacteria genus with a nitrite-oxidizing function, but not all of the
potential ammonia-oxidizing archaea. The rhizosphere of saltwater couch and seashore paspalum
exerted a weak recruitment effect on the soil microbiome. Our results demonstrate that BNI activity
of perennial grasses played a vital role in modulating nitrification-associated microbial populations.
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1. Introduction

The application of N fertiliser is the most important nutritional component of the modern
agricultural system following the Green Revolution but can lead to large environmental costs [1].
Unfortunately, 50 to 70% of the applied N is commonly lost, mainly through N leaching from
nitrification [2]. Nitrification is the microbial oxidation of the relatively immobile ammonium-N
(NH4

+) to highly mobile nitrate (NO3
−) via NH4

+
→NH2OH→NO2

−
→NO3

− which increases N
leaching of NO3

− in soils [3].
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Some plants are able to suppress soil nitrifiers by exuding secondary metabolites from roots, a
process called biological nitrification inhibition (BNI) [3]. After the initial discovery in koronivia grass
(Brachiaria humidicola) [4], BNI activity has been widely found in other forage grasses (e.g., Brachiaria
decumbens [5] and Hyparrhenia diplandra [6]), major cereal crops (e.g., sorghum (Sorghum bicolor) [7] and
rice (Oryza sativa) [8]), and agricultural weed species such as Lolium rigidum, Bromus driandrus, Raphinus
raphinastrum, and Avena fatua [9]. In addition, genotypic variation in BNI within the same plant species
has also been detected in wheat landraces and cultivars [10], and B. humidicola populations [11].

Plants with BNI functions originate from and/or are adapted to N-limited ecosystems—e.g.,
the BNI of koronivia grass was observed in Colombian low-N soil [4] and native grasses with BNI
were found in low-nutrient savanna soils of West Africa [12]. Australia is the world’s driest inhabited
continent and soils tend to be nutrient-impoverished [13]. Previous findings have revealed that the
Australian native dicotylendous species Hibiscus splendens and Solanum echinatum showed a BNI
capacity as strong as sorghum [14]. Australia has the highest proportional area covered by C4 grasses
of all continents [15]. Naturalised perennial grass species are widely distributed and adapted in
Australia, and potentially may exhibit BNI activity; however, screening and evaluation for BNI have
not been extensively conducted.

Plant root exudation plays a key role in shaping the microbial community of the rhizosphere
(the region closely surrounding plant roots in soil). Root exudates include diverse plant metabolites,
and account for 10 to 50% of carbon fixed by photosynthesis [16]. Large-scale profiling of root
metabolites and microbial genomes has demonstrated that the rhizosphere microbiome is structured by
interactions between root exudate composition and microbial metabolite preferences [17]. Furthermore,
knocking out specific plant genes controlling one or more groups of root exudate compounds such
as benzoxazinoids [18], rosmarinic acid [19], and anti-fungal avenacins [20] significantly altered
the assemblage of the rhizosphere microbiome, compared with the wild type. In plants capable of
BNI, biological nitrification inhibitors from root exudations have been characterised as sorgoleone
in sorghum [21], brachialactone in koronivia grass [22], and 1,9-decanediol in rice [8]. Sorgoleone
was reported to reduce populations of ammonia-oxidizing archaea, which in turn limited ammonia
oxidation [23]. As there are strong co-occurrence interactions between different microbial species in the
rhizosphere [24], modifications to populations of ammonia-oxidizing-related microbes by biological
nitrification inhibitors secreted from roots might affect the structure of the entire bacterial and archaeal
communities and the abundance of other taxa in the rhizosphere; however, this possibility has not
been studied to date.

Here, we used C4 perennial grass species native or naturalised in Australia, including
bermudagrass (Cynodon dactylon L.), St. Augustinegrass (Stenotaphrum secundatum (Walt.) Kuntze),
saltwater couch (Sporobolus virginicus), seashore paspalum (Paspalum vaginatum Swartz.), and kikuyu
grass (Pennisetum clandestinum). All these grasses grow in harsh Australian environments—e.g., desert
or coastal sites with low soil organic matter and nutrient status. Koronivia grass (B. humidicola) with
strong BNI capacity was used as the positive control. The objectives of this study were to (1) screen
the BNI capacity of Australian native or naturalised perennial grasses, (2) evaluate the interspecific
variation of rhizosphere microbiota between studied perennial grasses, and (3) investigate the effect of
BNI activities on the nitrifying microbes in the rhizosphere.

2. Materials and Methods

The perennial grasses used included the bermudagrass cultivar “Wintergreen”; St. Augustinegrass
cultivar “Sir Walter”; native saltwater couch collected from South Australia (36.335◦ S, 139.754◦ E);
native seashore paspalum collected from South Australia (35.544◦ S, 138.630◦ E); kikuyu grass
cultivar “Whittet”; koronivia grass cultivar “Tully” sourced from the Australian Pastures Genebank
(https://apg.pir.sa.gov.au/gringlobal).

The experiment was conducted in a growth chamber with a controlled environment (12 h of light
at 800 µmol m−2 s−1 photosynthetic photon flux density and 30 ◦C, and 12 h of darkness at 20 ◦C).

https://apg.pir.sa.gov.au/gringlobal
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Autoclaved nutrient solution was applied, when required, with the baseline concentration as 22.2 mM
CH4N2O (urea), 1.75 mM CaCl2, 0.16 mM MgSO4, 0.4 mM KH2PO4, 0.8 mM KC1, 125 µM H3BO3,
50 µM Fe-EDTA, 35 µM MnSO4, 3.0 µM ZnSO4, 1.25 µM CuSO4 and 0.75 µM H2MoO4 [25].

To remove the indigenous plant-associated microbiome, all the grasses were first grown from
2–3 cm stolons with nodes in pots (10 cm diameter × 20 cm tall) filled with sterilised sand and 50 mL of
1:10 diluted baseline nutrient solution was added every 3 days.

After 4 weeks, newly grown nodes were cut off and transplanted to pots (10 cm diameter × 20 cm
tall) filled with field soil collected from a wheat field at Roseworthy campus, The University of
Adelaide (34.537◦ S, 138.689◦ E). The soil is classified as a Calcisol, and the results of physicochemical
analyses were pH (H2O): 6.97; EC: 0.093 dS·m−1; organic C: 1.45%; ammonium-N: 3.07 mg kg−1;
nitrate-N: 14.0 mg·kg−1; Colwell P: 62.7 mg·kg−1; Colwell K: 653 mg·kg−1; clay: 25.5% and sand: 69.9%.
Non-planted pots were used as controls for sampling bulk soil.

Pots were arranged as a randomised complete block design with 4 replicates in the same growth
chamber with the same environment. Pots were watered by adding 30 mL of 1:10 diluted baseline
nutrient solution and sterilised water to the field capacity every 3 days. After 8 weeks, plants were
harvested for collection of rhizosphere soil. Firstly, soil > 5 mm away from the roots was carefully
removed, and then roots with attached soil were gently shaken in sterilised bags to collect rhizosphere
soil. Two grams of soil was subsampled and stored at −80 °C for DNA extraction, and the rest was
used for BNI analysis.

BNI capacity was measured based on shaken soil slurries to test the potential nitrification rate
(PNR). The method was modified from [9]. In brief, 15 g of soil was put into a 100-mL tube containing
a combined solution of 1.5 mM NH4

+ and 1 mM PO4
3− for incubation.

The combined solution was made by adding 15 mL (NH4)2SO4, 1.5 mL KH2PO4, 3.5 mL K2HPO4,
and H2O to 1 L, and pH 7.2 was adjusted using dilute H2SO4 or NaOH. Tubes were shaken at 26 °C
and 100 rpm. The slurry was sampled at 2, 4, 12, 24 and 48 h. NO3

− concentration was analysed using
a Segmented Flow Analyzer (model AA1, SEAL Analytical, Mequon, WI, USA). The linear regression
between measured NO3

− and the incubation time was analysed, and the slope was defined as the PNR.
BNI capacity of each grass species was calculated as:

BNI capacity (%) = (PNRbs − PNRrh)/PNRbs × 100 (1)

where PNRrh and PNRbs are the PNR values of the rhizosphere soil of the tested grass, and the bulk
soil in the same block, respectively.

Total DNA was extracted from 0.4 g of rhizosphere and bulk soil samples using the PowerSoil
DNA isolation kit (MoBio, Carlsbad, CA, USA) based on the manufacturer’s instructions. Afterwards,
the V3-V4 region of 16S rRNA genes with the forward primer 341F (CCTAYGGGRBGCASCAG) and
reverse primer 806R (GGACTACNNGGGTATCTAAT) was amplified by PCR and sequenced on an
Illumina MiSeq platform with 300 bp paired-end reads based on the manufacturer’s instructions.

The platform Quantitative Insights Into Microbial Ecology 2 (QIIME2) was used for bioinformatic
analysis of the sequences [26]. De-multiplexing by the q2-demux plugin was conducted on the sequences,
which were then trimmed and quality controlled using DADA2 [27] to generate an amplicon sequence
variants (ASVs) table (q2-dada2 plugin). The ASV was annotated against the SILVA reference database
(vs. 132) [28] using the q2-feature-classifier plugin. All of the sequence data generated in the present
study have been uploaded to National Center for Biotechnology Information with the project ID:
PRJNA666294 and accessions ID: SAMN16287644.

The organellar ASVs (annotated as chloroplast or mitochondria) and less ubiquitous ASVs (present
in <5% of samples) were removed from the ASV table. Variation of sequencing depth among samples
was normalised using the Trimmed Mean of M values (TMM) method in the edgeR package in
R [29]. Bray–Curtis distance between samples was calculated and used for the unconstrained principal
coordinate analyses (PCoA) by the vegan package in R [30]. The ASV table was rarefied based on
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the minimum value of sequencing depth among samples, and the Shannon index was estimated as a
measure of microbial diversity.

The effects of grass species on ASV composition were examined by performing the permutational
multivariate analyses of variance (PERMANOVA) based on Bray–Curtis distance and 999 permutations
(adonis function in the vegan package). The Statistical Analysis of Metagenomic Profiles (STAMP) [31]
package was used to determine the effect of grass species on the relative abundance of microbial clades.
The p-value was adjusted using the Benjamini–Hochberg FDR method in STAMP. ANOVA was applied
to test the effect of grass species on BNI capacity and Shannon index by Minitab (Minitab Inc., State
College, PA, USA).

3. Results

The genetic variation in BNI capacity among the six grass species studied here was significant
(p < 0.01 in the ANOVA test) and large (Figure 1). The BNI capacity of three species—i.e., koronivia
grass, St. Augustinegrass and bermudagrass—was about 10 times greater than those of kikuyu grass
and seashore paspalum (50–60% vs. 4–6%). While koronivia grass had a BNI of 63%, St. Augustinegrass
and bermudagrass also reached BNI values of 58 and 50%, respectively.
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Figure 1. Biological nitrification inhibition (BNI) capacities of six perennial grasses. BNI capacity was
measured by the reduction in potential nitrification rate in grass rhizosphere soil compared with the
bulk soil. The error bar indicates standard error of four biological replicates at p = 0.05.

Amplicon sequence variant was used as the taxonomic unit to compare the rhizosphere microbial
composition of different grasses. The effect of grass species significantly drove ASVs’ composition
(p < 0.01 in the PERMANOVA test, Table 1), and explained 44% of the variation with 32% variation
from the block effect. The PCoA analysis showed a similar result—i.e., a large separation between
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grass species—and microbial ASVs’ composition in the rhizosphere of saltwater couch and seashore
paspalum was closer to bulk soil, but differed from that of the other grasses (Figure 2).

Table 1. The effects of grass species on rhizosphere microbiome composition. Permutational multivariate
analyses of variance (PERMANOVA) analysis was performed using Bray–Curtis distance to indicate
microbial composition. The block effect in the randomised complete block design was included
and tested.

R2 p-Value

Block effect 0.32 <0.01
Grass species 0.44 <0.01
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Figure 2. Microbiome composition in the bulk soil and rhizosphere soil of six perennial grasses.
Unconstrained principal coordinate analyses (PCoAs) were performed based on the Bray–Curtis
distance between samples using amplicon sequence variant (ASV) as the taxonomic unit. Ellipses
indicate 95% confidence level to cover all the samples in each treatment.

In addition, the Bray–Curtis distance for microbial ASVs’ composition was estimated between
bulk soil and the rhizosphere (Figure 3). The distance was shorter in saltwater couch and seashore
paspalum (p < 0.01, ANOVA test), indicating a high similarity between microbial communities in the
rhizosphere and bulk soil, but was longer for bermudagrass—almost twice as large as for saltwater
couch and seashore paspalum.
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Figure 3. The differentiation of bacterial microbiome composition between bulk soil and rhizosphere
soils of 6 perennial grasses. Bray–Curtis distance was used to indicate the difference in microbial ASVs’
composition between samples. In the boxplot, the values of individual samples are presented: the
yellow triangle is the mean, and the box and central line represent first quartiles, medians, and third
quartiles, respectively.

Consistent with the results of PCoA and Bray–Curtis distance analysis, there was a high similarity
between bulk soil, saltwater couch rhizosphere and seashore paspalums rhizosphere in the taxonomic
composition of microbiota, characterised by enriched Actinobacteria at the phylum level (Figure 4a) and
Rubrobacter at the genus level (Figure 4b). For the other grass species (koronivia grass, St. Augustinegrass,
bermudagrass and kikuyu grass), the dominant phylum in the rhizosphere was Proteobacteria, with
a relative abundance of over 50% in bermudagrass (Figure 4a). At the genus level, Agrobacterium
was barely detectable in the bulk soil and rhizosphere of saltwater couch and seashore paspalum
with <0.04% abundance but represented around 4.6% in other grass species. St. Augustinegrass and
bermudagrass harboured a greater proportion of rhizobacteria belonging to Cellvibrio (7.4 vs. 0.9%) than
the others. Interestingly, Erwinia was the dominant genus in bermudagrass rhizobiome, accounting
for 15.1% of the community, but was quite minor in the other grass species, at only 0.45% on average
(Figure 4b).

Based on a review on nitrification [3], five microbial genera were considered as nitrifying microbes
and their taxonomy and functioning enzymes are summarised in Table 2.
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Table 2. The microbial groups with nitrification functions identified from previous summary [3].
Ammonia monooxygenase (AMO) catalysing NH4

+
→NH2OH; hydroxylamine oxidoreductase (HAO)

catalysing NH2OH→ NO2
−; nitrite oxidoreductase (NXR) catalysing NO2

−
→ NO3

−. Comammox
bacteria, complete ammonia oxidisers performing both ammonia oxidisation and nitrite oxidisation;
ammonia-oxidizing archaea, AOA; ammonia-oxidizing bacteria, AOB; nitrite-oxidizing bacteria, NOB.

Taxonomic Genus Nitrification
Enzymes

Nitrifier
Group

Results in Present
Study

Bacteria; Nitrospirae; Nitrospira; Nitrospirales;
Nitrospiraceae; Nitrospira NXR NOB Figure 5a

Bacteria; Nitrospirae; Nitrospira; Nitrospirales;
Nitrospiraceae; Nitrospira; certain species

AOM, HAO, and
NXR

Comammox
bacteria Figure 5a

Archaea; Crenarchaeota; Thaumarchaeota;
Nitrososphaerales; Nitrososphaeraceae; Candidatus
Nitrososphaera

AOM and HAO AOA Figure 5b

Bacteria; Proteobacteria; Betaproteobacteria;
Nitrosomonadales; Nitrosomonadaceae; Nitrosomonas AOM and HAO AOB genus not detected

Bacteria; Proteobacteria; Betaproteobacteria;
Nitrosomonadales; Nitrosomonadaceae; Nitrosospira AOM and HAO AOB genus not detected

Bacteria; Proteobacteria; Alphaproteobacteria;
Rhizobiales; Bradyrhizobiaceae; Nitrobacter NXR NOB genus not detected

ASV annotated to the family Nitrospiraceae (including the nitrifying genus Nitrospira) accounted
for 0.4–2.2% of the total microbial community in soils (Figure 5a). The relative abundance of
six key ASVs (average relative abundance > 0.05% and in total accounting for over 80% of all
ammonia-oxidizing bacteria (AOB)) is presented in Figure 5a. Three grasses with high BNI (koronivia
grass, St. Augustinegrass, and bermudagrass) all harboured a decreased total abundance of Nitrospira
(the genus including comammox bacteria and other nitrite-oxidizing bacteria (NOB), 0.58 vs. 1.93%)
and decreased abundance of every identified key ASVs in family Nitrospiraceae in the rhizosphere,
compared with bulk soil and rhizospheres of the other non-BNI grasses.
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Figure 4. Taxonomic composition of bacterial communities in bulk soil and rhizosphere soil of six
perennial grasses. Taxonomic resolution was at (a) phylum level and (b) genus level. The top 9 most
abundant taxonomic groups are presented. The effect of treatment was tested as: ns: not significant, *:
significant at p < 0.05, and **: significant at p < 0.01. p-values were adjusted by Benjamini–Hochberg FDR.
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In contrast to the bacterial community, only four ASVs made up 85% of the archaeal community
(Figure 5b). All of these four ASVs were annotated as Candidatus Nitrososphaera (an ammonia-oxidizing
archaeal (AOA) genus, Table 2). Microbes assigned to Candidatus Nitrososphaera accounted for about
99.8% of the total archaea community in rhizospheres and bulk soil and had a higher relative abundance
than the genus Nitrospira with nitrite-oxidizing function and potentially comammox bacteria, in the
total microbial community (6.22 vs. 1.32% on average). For the grasses with strong BNI capacity,
the relative abundance of ASV_18 assigned as Candidatus Nitrososphaera SCA1145 was significantly
lower in the rhizosphere of high-BNI grasses (koronivia grass, St. Augustinegrass, and bermudagrass)
and kikuyu grass than saltwater couch and seashore paspalum (1.02 vs. 4.10%), while ASV_14
(Candidatus Nitrososphaera sp.) was reduced in koronivia grass and St. Augustine grass. In addition,
ASV_58 annotated as Candidatus Nitrososphaera gargensis was also less abundant in the rhizosphere
microbiome of koronivia grass and St. Augustine grass.

The nitrifying genera Nitrosomonas and Nitrosospira (AOB, Table 2), belonging to the family
Nitrosomonadaceae, were not detected in any samples in the present study. We did find two ASVs
annotated to the family Nitrosomonadaceae, one unclassified Nitrosomonadaceae and one Nitrosovibrio,
both of them accounting for a quite minor percentage of the microbiome (<0.05%).

No ASV was annotated to Nitrobacter (NOB, Table 2), another nitrifying bacterium belonging
to the family Bradyrhizobiaceae. ASVs annotated as unclassified Bradyrhizobiaceae were detected
but were not analysed here because most of the genera in the Bradyrhizobiaceae family have no
nitrification functions.
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Figure 5. Relative abundance of potential ammonia-oxidizing (a) bacteria and (b) archaea in bulk
soil and rhizosphere soil of six perennial grasses. The effect of treatment was tested as: ns: not
significant, *: significant at p < 0.05, and **: significant at p < 0.01. p-values were adjusted by
Benjamini–Hochberg FDR.
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The Shannon index of the microbial community was higher in bulk soil and the rhizosphere of
saltwater couch and seashore paspalum (about 5.5–5.9, p < 0.01, ANOVA test), but was lowest in
bermudagrass at only 4.7 (Table 3).

Table 3. Microbiome diversity in bulk soil and rhizosphere soils of perennial grasses. Diversity was
indicated by Shannon index. Data are presented as mean ± standard error at p = 0.05. Within each
column, means followed by the same letter were not significantly different, based on least significant
difference (LSD) at p = 0.05.

Microbial Community

Bulk soil 5.547 ± 0.062 b

Rhizosphere soil:
koronivia grass 5.446 ± 0.048 b

St. Augustinegrass 5.463 ± 0.054 b

bermudagrass 4.732 ± 0.123 c

saltwater couch 5.769 ± 0.086 a

kikuyu grass 5.374 ± 0.160 b

seashore paspalums 5.925 ± 0.116 a

4. Discussion

4.1. BNI Capacity of Australian Perennial Grasses

Using perennial grasses naturalised in Australia, cultivars of St. Augustinegrass and bermudagrass
had strong BNI capacities comparable to the koronivia grass cultivar “Tully”. “Tully” was previously
ranked as having high activity in a BNI test of 18 plant species [5] and has been used as the benchmark
to evaluate BNI performance [9,10]. Here, we confirmed the high BNI activity of St. Augustinegrass
and bermudagrass which reached 80 to 90% of the level of BNI for koronivia grass. The N-use
efficiency (estimated by biomass production under the same N conditions) of St. Augustinegrass
and bermudagrass was greater than for seashore paspalum in previous observations [32]. This was
probably associated with the large difference in BNI capacity between grass species identified in the
present study, where seashore paspalum showed weak BNI activity of only 6% of that observed in
koronivia grass (Figure 1).

In addition, an enormous variation in genetics, morphology, and tolerance to abiotic stresses
has been observed among the ecotypes of Australian naturalised St. Augustinegrass [33] and
bermudagrass [34,35]. In particular, there is a striking diversity of bermudagrass in Australia,
and an Australian bermudagrass (potentially a native species) originating from an environment
with low-fertility sandy soil and a hot, dry summer, a potential environment for the evolution of
BNI, was characterised recently [36]. Hence, there appears to be a significant potential to discover
Australian-adapted perennial grass ecotypes with stronger BNI activity than was found for the cultivars
evaluated here. Previous findings confirmed a large intra-specific variation of BNI capacity within
species [5,10,37]—e.g., compared with koronivia grass, higher BNI ability was detected in wheat
landraces of Triticum aestivum, but not in modern wheat cultivars [10].

The BNI capacity measured in the present study was based on a soil assay that focused on the
changes in nitrification potential and indicated the potential BNI capacity. Another method based
on incubating bacteria in pure culture with root exudates has also been used to measure the actual
BNI capacity. Both methods have shortcomings: our soil assay cannot directly measure the effect of
root exudates in suppressing nitrifying microbes, and the incubation method involved collection of
root exudates from hydroponic conditions and simplifying the complex soil microbiome, with only
1–2 nitrifying bacterial strains (e.g., Nitrosomonas europaea or Nitrosospira multiformis) being tested.
The results from the two methods were correlated [9], or not [11], in previous studies. The advantage of
the soil-based assay in the present research is that both the microbiome analysis and the BNI capacity
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analysis were conducted on the same soil samples, which enables their relationships to be revealed
more accurately.

4.2. The Effect of BNI Capacity on Suppressing Potential Nitrifiers in the Rhizosphere Reflect

The relative abundance of identified Nitrospira spp. in the rhizosphere was reduced in all three
grasses with high BNI activity. Nitrospira, a genus in Nitrospiraceae, has been identified with a
nitrite-oxidizing function [38,39]. Certain Nitrospira species are “completely” nitrifying bacteria that
are able to oxidise both steps of ammonia oxidation—i.e., NH4

+
→NH2OH and NH2OH→NO2

− [40].
Furthermore, Nitrospira was reported to be widely prevalent in terrestrial ecosystems [41], and the
growth of comammox Nitrospira was reduced by nitrification inhibitors in agricultural soils [42]. It has
been reported that root exudates from koronivia grass significantly lowered the populations of pure
cultured Nitrospira in in vitro testing [43], which is in line with our observations. More importantly,
we demonstrated that a reduction in Nitrospira by BNI activity was based on the decreased relative
abundance in the whole rhizosphere microbiome and occurred consistently in all the identified BNI
grass species. As Nitrospira was the key nitrite-oxidizing microbe in the soil microbial community
of the present study, and the relative abundance of other NOB (nitrite-oxidizing bacteria) was quite
minor (e.g., Nitrobacter, Table 2), it is therefore possible that suppressing the nitrite-oxidizing step is
the main mechanism for the high BNI grass species to inhibit nitrification. Further profile analysis of
compounds present in root exudates is required to understand the detail act mode.

Almost all the archaea in the bulk soil and rhizosphere were classified as Candidatus Nitrososphaera,
a potential ammonia-oxidizing archaea (AOA) genus. Unlike the response of Nitrospira to BNI activity,
the reduction in different AOA populations was not fully induced by BNI activity. For example, a
decrease in ASV_18 (Candidatus Nitrososphaera SCA1145) and ASV_58 (Candidatus Nitrososphaera
gargensis) was induced not only by the high-BNI grasses but also the low-BNI kikuyu grass. A previous
study on sorghum lines with diverse BNI capacity and under different N fertiliser regimes also showed
that Nitrososphareaceae dominated the rhizosphere archaeal community, but their relative abundance
was not associated with BNI activity [23]. Analysis of amoA gene copy numbers (genes controlling
ammonia oxidisation) showed that the abundance of AOA was over 3000-fold more than AOB in
soils from northern to southern Europe [44]. However, studies with DNA-based stable-isotope probes
demonstrated that the main ammonia oxidation activities were from bacteria rather than archaea [45],
which supports our result that populations of all detected potential comammox bacterial taxa were
more sensitive to decreases due to BNI activity than AOA taxa.

AOB, Nitrosomonas and Nitrosospira (oxidizing ammonia to NH2OH), were not detected in the soil
used in the present study (either bulk soil or rhizosphere soil). Previously, an assay for the suppression
of Nitrosomonas europaea and Nitrosospira multiformis bacterial cultures by collected root exudates was
developed to screen for BNI capacity of different plant species [5,14,21,22]. Our results reveal that a
Nitrosomonas- and Nitrosospira-based BNI assay might not reflect the BNI capacity of plants, considering
the complexity of the indigenous soil microbiome. Similar concern was also expressed by Coskun
et al. [3], while here we provide supporting data to demonstrate the presence of Nitrosomonas and
Nitrosospira were barely detectable populations in the plant-soil microbiome of BNI species. Previous
studies found that Nitrosospira was highly abundant in the soil microbiome [46–48], possibly because
those studies were in tropical regions with acidic soils, and low pH was identified as the key driver
for the enrichment of Nitrosospira [49]. The soil in our study was from a semiarid Mediterranean
environment with a neutral soil pH and our finding demonstrates that the comammox bacteria and
AOA were the key players in soil nitrification.

4.3. Rhizospheric Selection for Microbiome Composition between Different Grass Species

The rhizosphere microbiome assemblages were determined by the different genera of grasses.
Two halophyte grass species, saltwater couch and seashore paspalums, were characterised by

a weak selective power for rhizosphere bacteria from the bulk soil, indicated by the high similarity
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in bacterial composition and diversity between their rhizospheres and bulk soil (Figure 3 and
Table 3). In extremely saline environments, halophytes have developed highly coevolved interactions
with endophytes, the microbes inhabiting the interior of the root [50–52]. On the other hand, the
rhizosphere selectivity for components of the soil microbiome might become weak when halophytes
are grown in a mild environment as in the present experiment. Close correlations between soil and
rhizosphere microbiomes of different halophytes have also been observed in previous studies [53,54].
For bermudagrass, St. Augustinegrass, and kikuyu grass, the rhizosphere microbiome structures
were differentiated from the bulk soil, and also from each other, possibly due to the variation of root
exudation activities in their rhizosphere. Studies profiling root exudates of wheat, chickpea and wild
oat (Avena barbata) have demonstrated that the metabolite composition of the exudates was associated
with the structure of the rhizosphere microbiome [17,55].

5. Conclusions

The present study demonstrated that Australian naturalised cultivars of St. Augustinegrass and
bermudagrass were able to perform strong BNI, comparable with the BNI activity of the known BNI
cultivar, Brachiaria humidicola “Tully”. BNI activity in perennial grasses suppressed the populations of
Nitrospira, a genus with the nitrite-oxidizing activity including potential comammox bacteria, but not
all of the potential ammonia-oxidizing archaea. The rhizospheres of two grass species, saltwater couch
and seashore paspalum, exerted only a weak recruitment effect on the soil microbiome. Our results
indicate directions for future research—e.g., evaluating genotypic variation in BNI capacity within the
same perennial grass species collected from diverse Australian environments, identifying the active
compounds released from the roots of the studied BNI grasses, and understanding the function and
diversity of rhizosphere-nitrifying microbes that are sensitive to BNI activity.

Author Contributions: Conceptualisation, Y.Z. and C.J.L.; Data curation, Y.Z., Q.X. and R.T.; Formal analysis,
Y.Z., J.L., Q.X. and R.T.; Funding acquisition, J.L. and M.D.D.; Investigation, Y.Z., C.J.L., S.T., P.Y., H.Y., M.R. and
M.D.D.; Methodology, Y.Z., Q.X. and R.T.; Project administration, J.L., H.Y. and M.D.D.; Resources, Y.Z. and
C.J.L.; Software, Y.Z., S.T. and P.Y.; Supervision, C.J.L., J.L., H.Y., M.R. and M.D.D.; Validation, Y.Z., Q.X. and R.T.;
Visualisation, Y.Z., Q.X. and R.T.; Writing—original draft, Y.Z.; Writing—review and editing, Y.Z., C.J.L., J.L., S.T.,
P.Y., H.Y., M.R. and M.D.D. All authors have read and agreed to the published version of the manuscript.

Funding: This research was funded by the Australian Research Council ITRH—Legumes for Sustainable
Agriculture (project ID: IH140100013); the Grains Research and Development Corporation; the Department of
Trade, Tourism and Investment of the South Australian Government; Waite Research Institute; The University of
Adelaide; the International Technology Cooperation Project from Shandong Academy of Sciences (project ID:
2019GHZD11).

Acknowledgments: We acknowledge staff from The Plant Accelerator for help with setting up plant growth
facilities and sample processing.

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

References

1. Tilman, D.; Fargione, J.; Wolff, B.; D’Antonio, C.; Dobson, A.; Howarth, R.; Schindler, D.; Schlesinger, W.H.;
Simberloff, D.; Swackhamer, D. Forecasting agriculturally driven global environmental change. Science 2001,
292, 281–284. [CrossRef]

2. Ladha, J.K.; Pathak, H.; Krupnik, T.J.; Six, J.; van Kessel, C. Efficiency of fertilizer nitrogen in cereal production:
Retrospects and prospects. Adv. Agron. 2005, 87, 85–156.

3. Coskun, D.; Britto, D.T.; Shi, W.M.; Kronzucker, H.J. Nitrogen transformations in modern agriculture and the
role of biological nitrification inhibition. Nat. Plants 2017, 3, 17074. [CrossRef]

4. Sylvester-Bradley, R.; Mosquera, D.; Mendez, J. Inhibition of nitrate accumulation in tropical grassland soils:
Effect of nitrogen fertilization and soil disturbance. J. Soil Sci. 1988, 39, 407–416. [CrossRef]

5. Subbarao, G.V.; Rondon, M.; Ito, O.; Ishikawa, T.; Rao, I.M.; Nakahara, K.; Lascano, C.; Berry, W.L. Biological
nitrification inhibition (bni)—Is it a widespread phenomenon? Plant Soil 2007, 294, 5–18. [CrossRef]

6. Boudsocq, S.; Lata, J.-C.; Mathieu, J.; Abbadie, L.; Barot, S. Modelling approach to analyse the effects of
nitrification inhibition on primary production. Funct. Ecol. 2009, 23, 220–230. [CrossRef]

http://dx.doi.org/10.1126/science.1057544
http://dx.doi.org/10.1038/nplants.2017.74
http://dx.doi.org/10.1111/j.1365-2389.1988.tb01226.x
http://dx.doi.org/10.1007/s11104-006-9159-3
http://dx.doi.org/10.1111/j.1365-2435.2008.01476.x


Microorganisms 2020, 8, 1687 12 of 14

7. Zakir, H.; Subbarao, G.V.; Pearse, S.J.; Gopalakrishnan, S.; Ito, O.; Ishikawa, T.; Kawano, N.; Nakahara, K.;
Yoshihashi, T.; Ono, H.; et al. Detection, isolation and characterization of a root-exuded compound, methyl
3-(4-hydroxyphenyl) propionate, responsible for biological nitrification inhibition by sorghum (sorghum
bicolor). New Phytol. 2008, 180, 442–451. [CrossRef]

8. Sun, L.; Lu, Y.F.; Yu, F.W.; Kronzucker, H.J.; Shi, W.M. Biological nitrification inhibition by rice root exudates
and its relationship with nitrogen-use efficiency. New Phytol. 2016, 212, 646–656. [CrossRef]

9. O’Sullivan, C.A.; Whisson, K.; Treble, K.; Roper, M.M.; Micin, S.F.; Ward, P.R. Biological nitrification inhibition
by weeds: Wild radish, brome grass, wild oats and annual ryegrass decrease nitrification rates in their
rhizospheres. Crop Pasture Sci. 2017, 68, 798–804. [CrossRef]

10. O’Sullivan, C.A.; Fillery, I.R.P.; Roper, M.M.; Richards, R.A. Identification of several wheat landraces with
biological nitrification inhibition capacity. Plant Soil 2016, 404, 61–74. [CrossRef]

11. Nunez, J.; Arevalo, A.; Karwat, H.; Egenolf, K.; Miles, J.; Chirinda, N.; Cadisch, G.; Rasche, F.; Rao, I.;
Subbarao, G.; et al. Biological nitrification inhibition activity in a soil-grown biparental population of the
forage grass, Brachiaria humidicola. Plant Soil 2018, 426, 401–411. [CrossRef]

12. Lata, J.C.; Degrange, V.; Raynaud, X.; Maron, P.A.; Lensi, R.; Abbadie, L. Grass populations control nitrification
in savanna soils. Funct. Ecol. 2004, 18, 605–611. [CrossRef]

13. McKenzie, N.; Jacquier, D.; Isbell, R.; Brown, K. Australian Soils and Landscapes: An Illustrated Compendium;
CSIRO Publishing: Melbourne, Australia, 2004.

14. Janke, C.K.; Wendling, L.A.; Fujinuma, R. Biological nitrification inhibition by root exudates of native species,
Hibiscus splendens and Solanum echinatum. PeerJ 2018, 6, e4960. [CrossRef]

15. Still, C.J.; Berry, J.A.; Collatz, G.J.; DeFries, R.S. Global distribution of C3 and C4 vegetation: Carbon cycle
implications. Glob. Biogeochem. Cycles 2003, 17, 6-1–6-14. [CrossRef]

16. Jones, D.L.; Nguyen, C.; Finlay, R.D. Carbon flow in the rhizosphere: Carbon trading at the soil–root interface.
Plant Soil 2009, 321, 5–33. [CrossRef]

17. Zhalnina, K.; Louie, K.B.; Hao, Z.; Mansoori, N.; da Rocha, U.N.; Shi, S.; Cho, H.; Karaoz, U.; Loqué, D.;
Bowen, B.P. Dynamic root exudate chemistry and microbial substrate preferences drive patterns in rhizosphere
microbial community assembly. Nat. Microbiol. 2018, 3, 470. [CrossRef]

18. Kudjordjie, E.N.; Sapkota, R.; Steffensen, S.K.; Fomsgaard, I.S.; Nicolaisen, M. Maize synthesized
benzoxazinoids affect the host associated microbiome. Microbiome 2019, 7, 59. [CrossRef]

19. Corral-Lugo, A.; Daddaoua, A.; Ortega, A.; Espinosa-Urgel, M.; Krell, T. Rosmarinic acid is a homoserine
lactone mimic produced by plants that activates a bacterial quorum-sensing regulator. Sci. Signal. 2016, 9,
ra1. [CrossRef]

20. Turner, T.R.; Ramakrishnan, K.; Walshaw, J.; Heavens, D.; Alston, M.; Swarbreck, D.; Osbourn, A.; Grant, A.;
Poole, P.S. Comparative metatranscriptomics reveals kingdom level changes in the rhizosphere microbiome
of plants. ISME J. 2013, 7, 2248–2258. [CrossRef]

21. Subbarao, G.V.; Nakahara, K.; Ishikawa, T.; Ono, H.; Yoshida, M.; Yoshihashi, T.; Zhu, Y.Y.; Zakir, H.;
Deshpande, S.P.; Hash, C.T.; et al. Biological nitrification inhibition (BNI) activity in sorghum and its
characterization. Plant Soil 2013, 366, 243–259. [CrossRef]

22. Subbarao, G.V.; Nakahara, K.; Hurtado, M.P.; Ono, H.; Moreta, D.E.; Salcedo, A.F.; Yoshihashi, A.T.;
Ishikawa, T.; Ishitani, M.; Ohnishi-Kameyama, M.; et al. Evidence for biological nitrification inhibition in
Brachiaria pastures. Proc. Natl. Acad. Sci. USA 2009, 106, 17302–17307. [CrossRef] [PubMed]

23. Sarr, P.S.; Ando, Y.; Nakamura, S.; Deshpande, S.; Subbarao, G.V. Sorgoleone release from sorghum roots
shapes the composition of nitrifying populations, total bacteria, and archaea and determines the level of
nitrification. Biol. Fertil. Soils 2020, 56, 145–166. [CrossRef]

24. Shi, S.; Nuccio, E.E.; Shi, Z.J.; He, Z.; Zhou, J.; Firestone, M.K. The interconnected rhizosphere: High network
complexity dominates rhizosphere assemblages. Ecol. Lett. 2016, 19, 926–936. [CrossRef]

25. Zhou, Y.; Coventry, D.R.; Denton, M.D. Soil surface pressure reduces post-emergent shoot growth in wheat.
Plant Soil 2017, 413, 127–144. [CrossRef]

26. Bolyen, E.; Rideout, J.R.; Dillon, M.R.; Bokulich, N.A.; Abnet, C.C.; Al-Ghalith, G.A.; Alexander, H.; Alm, E.J.;
Arumugam, M.; Asnicar, F. Reproducible, interactive, scalable and extensible microbiome data science using
QIIME 2. Nat. Biotechnol. 2019, 37, 852–857. [CrossRef]

27. Callahan, B.J.; McMurdie, P.J.; Rosen, M.J.; Han, A.W.; Johnson, A.J.A.; Holmes, S.P. Dada2: High-resolution
sample inference from illumina amplicon data. Nat. Methods 2016, 13, 581–583. [CrossRef]

http://dx.doi.org/10.1111/j.1469-8137.2008.02576.x
http://dx.doi.org/10.1111/nph.14057
http://dx.doi.org/10.1071/CP17243
http://dx.doi.org/10.1007/s11104-016-2822-4
http://dx.doi.org/10.1007/s11104-018-3626-5
http://dx.doi.org/10.1111/j.0269-8463.2004.00880.x
http://dx.doi.org/10.7717/peerj.4960
http://dx.doi.org/10.1029/2001GB001807
http://dx.doi.org/10.1007/s11104-009-9925-0
http://dx.doi.org/10.1038/s41564-018-0129-3
http://dx.doi.org/10.1186/s40168-019-0677-7
http://dx.doi.org/10.1126/scisignal.aaa8271
http://dx.doi.org/10.1038/ismej.2013.119
http://dx.doi.org/10.1007/s11104-012-1419-9
http://dx.doi.org/10.1073/pnas.0903694106
http://www.ncbi.nlm.nih.gov/pubmed/19805171
http://dx.doi.org/10.1007/s00374-019-01405-3
http://dx.doi.org/10.1111/ele.12630
http://dx.doi.org/10.1007/s11104-016-3087-7
http://dx.doi.org/10.1038/s41587-019-0209-9
http://dx.doi.org/10.1038/nmeth.3869


Microorganisms 2020, 8, 1687 13 of 14

28. Quast, C.; Pruesse, E.; Yilmaz, P.; Gerken, J.; Schweer, T.; Yarza, P.; Peplies, J.; Glöckner, F.O. The SILVA
ribosomal RNA gene database project: Improved data processing and web-based tools. Nucleic Acids Res.
2012, 41, D590–D596. [CrossRef] [PubMed]

29. Robinson, M.D.; McCarthy, D.J.; Smyth, G.K. Edger: A bioconductor package for differential expression
analysis of digital gene expression data. Bioinformatics 2010, 26, 139–140. [CrossRef]

30. Oksanen, J.; Kindt, R.; Legendre, P.; O’Hara, B.; Stevens, M.H.H.; Oksanen, M.J.; Suggests, M. The vegan
package. Community Ecol. Package 2007, 10, 631–637.

31. Parks, D.H.; Tyson, G.W.; Hugenholtz, P.; Beiko, R.G. Stamp: Statistical analysis of taxonomic and functional
profiles. Bioinformatics 2014, 30, 3123–3124. [CrossRef]

32. Zhou, Y.; Lambrides, C.J.; Kearns, R.; Ye, C.; Fukai, S. Water use, water use efficiency and drought resistance
among warm-season turfgrasses in shallow soil profiles. Funct. Plant Biol. 2012, 39, 116–125. [CrossRef]
[PubMed]

33. Loch, D.S.; Roche, M.B.; Sun-Yue, J.; Arief, V.; Delacy, I.H.; Lambrides, C.J. Characterization of commercial
cultivars and naturalized genotypes of Stenotaphrum secundatum (walter) kuntze in Australia. Int. Turfgrass
Soc. Res. J. 2009, 11, 549–561.

34. Zhou, Y.; Lambrides, C.J.; Fukai, S. Drought resistance of C4 grasses under field conditions: Genetic variation
among a large number of bermudagrass (Cynodon spp.) ecotypes collected from different climatic zones.
J. Agron. Crop Sci. 2013, 199, 253–263. [CrossRef]

35. Jewell, M.C.; Zhou, Y.; Loch, D.S.; Godwin, I.D.; Lambrides, C.J. Maximizing genetic, morphological, and
geographic diversity in a core collection of Australian bermudagrass. Crop Sci. 2012, 52, 879–889. [CrossRef]

36. Jewell, M.; Frère, C.H.; Harris-Shultz, K.; Anderson, W.F.; Godwin, I.D.; Lambrides, C.J. Phylogenetic analysis
reveals multiple introductions of Cynodon species in Australia. Mol. Phylogenet. Evol. 2012, 65, 390–396.
[CrossRef]

37. Tanaka, J.P.; Nardi, P.; Wissuwa, M. Nitrification inhibition activity, a novel trait in root exudates of rice. AoB
Plants 2010, 2010, plq014.

38. Daims, H. The Family Nitrospiraceae. In The Prokaryotes: Other Major Lineages of Bacteria and the Archaea;
Rosenberg, E., DeLong, E.F., Lory, S., Stackebrandt, E., Thompson, F., Eds.; Springer: Berlin/Heidelberg,
Germany, 2014.

39. Pester, M.; Maixner, F.; Berry, D.; Rattei, T.; Koch, H.; Lücker, S.; Nowka, B.; Richter, A.; Spieck, E.;
Lebedeva, E. NxrB encoding the beta subunit of nitrite oxidoreductase as functional and phylogenetic marker
for nitrite-oxidizing Nitrospira. Environ. Microbiol. 2014, 16, 3055–3071. [CrossRef]

40. Daims, H.; Lebedeva, E.V.; Pjevac, P.; Han, P.; Herbold, C.; Albertsen, M.; Jehmlich, N.; Palatinszky, M.;
Vierheilig, J.; Bulaev, A. Complete nitrification by Nitrospira bacteria. Nature 2015, 528, 504–509. [CrossRef]

41. Hu, H.-W.; He, J.-Z. Comammox—A newly discovered nitrification process in the terrestrial nitrogen cycle.
J. Soils Sediments 2017, 17, 2709–2717. [CrossRef]

42. Li, C.; Hu, H.-W.; Chen, Q.-L.; Chen, D.; He, J.-Z. Growth of comammox Nitrospira is inhibited by nitrification
inhibitors in agricultural soils. J. Soils Sediments 2020, 20, 621–628. [CrossRef]

43. O’Sullivan, C.A.; Duncan, E.G.; Whisson, K.; Treble, K.; Ward, P.R.; Roper, M.M. A colourimetric microplate
assay for simple, high throughput assessment of synthetic and biological nitrification inhibitors. Plant Soil
2017, 413, 275–287. [CrossRef]

44. Leininger, S.; Urich, T.; Schloter, M.; Schwark, L.; Qi, J.; Nicol, G.W.; Prosser, J.I.; Schuster, S.; Schleper, C.
Archaea predominate among ammonia-oxidizing prokaryotes in soils. Nature 2006, 442, 806–809. [CrossRef]

45. Jia, Z.; Conrad, R. Bacteria rather than archaea dominate microbial ammonia oxidation in an agricultural soil.
Environ. Microbiol. 2009, 11, 1658–1671. [CrossRef] [PubMed]

46. Briones, A.M.; Okabe, S.; Umemiya, Y.; Ramsing, N.-B.; Reichardt, W.; Okuyama, H. Influence of different
cultivars on populations of ammonia-oxidizing bacteria in the root environment of rice. Appl. Environ.
Microbiol. 2002, 68, 3067–3075. [CrossRef] [PubMed]

47. Lourenço, K.S.; Cassman, N.A.; Pijl, A.S.; van Veen, J.A.; Cantarella, H.; Kuramae, E.E. Nitrosospira sp. govern
nitrous oxide emissions in a tropical soil amended with residues of bioenergy crop. Front. Microbiol. 2018,
9, 674. [CrossRef] [PubMed]

48. Cassman, N.A.; Soares, J.R.; Pijl, A.; Lourenço, K.S.; van Veen, J.A.; Cantarella, H.; Kuramae, E.E. Nitrification
inhibitors effectively target N2O-producing Nitrosospira spp. in tropical soil. Environ. Microbiol. 2019, 21,
1241–1254. [CrossRef]

http://dx.doi.org/10.1093/nar/gks1219
http://www.ncbi.nlm.nih.gov/pubmed/23193283
http://dx.doi.org/10.1093/bioinformatics/btp616
http://dx.doi.org/10.1093/bioinformatics/btu494
http://dx.doi.org/10.1071/FP11244
http://www.ncbi.nlm.nih.gov/pubmed/32480766
http://dx.doi.org/10.1111/jac.12020
http://dx.doi.org/10.2135/cropsci2011.09.0497
http://dx.doi.org/10.1016/j.ympev.2012.06.026
http://dx.doi.org/10.1111/1462-2920.12300
http://dx.doi.org/10.1038/nature16461
http://dx.doi.org/10.1007/s11368-017-1851-9
http://dx.doi.org/10.1007/s11368-019-02442-z
http://dx.doi.org/10.1007/s11104-016-3100-1
http://dx.doi.org/10.1038/nature04983
http://dx.doi.org/10.1111/j.1462-2920.2009.01891.x
http://www.ncbi.nlm.nih.gov/pubmed/19236445
http://dx.doi.org/10.1128/AEM.68.6.3067-3075.2002
http://www.ncbi.nlm.nih.gov/pubmed/12039768
http://dx.doi.org/10.3389/fmicb.2018.00674
http://www.ncbi.nlm.nih.gov/pubmed/29692763
http://dx.doi.org/10.1111/1462-2920.14557


Microorganisms 2020, 8, 1687 14 of 14

49. Pommerening-Röser, A.; Koops, H.-P. Environmental pH as an important factor for the distribution of urease
positive ammonia-oxidizing bacteria. Microbiol. Res. 2005, 160, 27–35. [CrossRef]

50. Finkel, O.M.; Delmont, T.O.; Post, A.F.; Belkin, S. Metagenomic signatures of bacterial adaptation to life in
the phyllosphere of a salt-secreting desert tree. Appl. Environ. Microbiol. 2016, 82, 2854–2861. [CrossRef]

51. Zhang, Q.; Acuna, J.J.; Inostroza, N.G.; Mora, M.L.; Radic, S.; Sadowsky, M.J.; Jorquera, M.A. Endophytic
bacterial communities associated with roots and leaves of plants growing in Chilean extreme environments.
Sci. Rep. 2019, 9, 4950. [CrossRef]

52. Furtado, B.U.; Golebiewski, M.; Skorupa, M.; Hulisz, P.; Hrynkiewicz, K. Bacterial and fungal endophytic
microbiomes of Salicornia europaea. Appl. Environ. Microbiol. 2019, 85, e00305-19. [CrossRef]

53. Eida, A.A.; Ziegler, M.; Lafi, F.F.; Michell, C.T.; Voolstra, C.R.; Hirt, H.; Saad, M.M. Desert plant bacteria
reveal host influence and beneficial plant growth properties. PLoS ONE 2018, 13, e0208223. [CrossRef]

54. Yamamoto, K.; Shiwa, Y.; Ishige, T.; Sakamoto, H.; Tanaka, K.; Uchino, M.; Tanaka, N.; Oguri, S.; Saitoh, H.;
Tsushima, S. Bacterial diversity associated with the rhizosphere and endosphere of two halophytes: Glaux
maritima and Salicornia europaea. Front. Microbiol. 2018, 9, 2878. [CrossRef]

55. Zhou, Y.; Coventry, D.R.; Gupta, V.V.; Fuentes, D.; Merchant, A.; Kaiser, B.N.; Li, J.; Wei, Y.; Liu, H.; Wang, Y.
The preceding root system drives the composition and function of the rhizosphere microbiome. Genome Biol.
2020, 21, 1–19. [CrossRef] [PubMed]

Publisher’s Note: MDPI stays neutral with regard to jurisdictional claims in published maps and institutional
affiliations.

© 2020 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/10.1016/j.micres.2004.09.006
http://dx.doi.org/10.1128/AEM.00483-16
http://dx.doi.org/10.1038/s41598-019-41160-x
http://dx.doi.org/10.1128/AEM.00305-19
http://dx.doi.org/10.1371/journal.pone.0208223
http://dx.doi.org/10.3389/fmicb.2018.02878
http://dx.doi.org/10.1186/s13059-020-01999-0
http://www.ncbi.nlm.nih.gov/pubmed/32252812
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Results 
	Discussion 
	BNI Capacity of Australian Perennial Grasses 
	The Effect of BNI Capacity on Suppressing Potential Nitrifiers in the Rhizosphere Reflect 
	Rhizospheric Selection for Microbiome Composition between Different Grass Species 

	Conclusions 
	References

