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The excess use of nitrogen fertilizers causes many problems, including higher costs of crop production, lower nitrogen use
efficiency, and environmental damage. Crop breeding for low-nitrogen tolerance, especially molecular breeding, has become the
major route to solving these issues. Therefore, in crops such as barley (Hordeum vulgare L.), it is crucial to understand the
mechanisms of low-nitrogen tolerance at the molecule level. In the present study, two barley cultivars, BI-04 (tolerant to low
nitrogen) and BI-45 (sensitive to low nitrogen), were used for gene expression analysis under low-nitrogen stress, including 10
genes related to primary nitrogen metabolism. The results showed that the expressions of HvNIA2 (nitrite reductase), HvGS2
(chloroplastic glutamine synthetase), and HvGLU2 (ferredoxin-dependent glutamate synthase) were only induced in shoots of
BI-04 under low-nitrogen stress, HvGLU2 was also only induced in roots of BI-04, and HvGS2 showed a rapid response to low-
nitrogen stress in the roots of BI-04. The expression of HvASN1 (asparagine synthetase) was reduced in both cultivars, but it
showed a lower reduction in the shoots of BI-04. In addition, gene expression and regulation differences in the shoots and roots
were also compared between the barley cultivars. Taken together, the results indicated that the four above-mentioned genes
might play important roles in low-nitrogen tolerance in barley.

1. Introduction

Nitrogen, one of the essential elements for crop growth and
development, is a primary driver of crop production. Thus,
many new crop varieties with high yields, dependent on
high-nitrogen fertilizer input, were introduced into crop
production in the 20th century according to the preferences
of farmers and breeders [1]. However, the increased use of
nitrogen fertilizer caused a number of problems, such as
high input costs for crop production, a decrease in nitrogen
use efficiency, nitrogen fertilizer loss, and environmental
pollution [2]. As a result, there is now a consensus among
plant and environmental scientists that it is important to bal-
ance the benefits of nitrogen application, mainly increased

yield, against its disadvantages, and to minimize negative
impacts by decreasing nitrogen fertilizer input and envi-
ronmental pollution, while maintaining yields. Therefore,
increasing nitrogen use efficiency or developing crops with
the ability to tolerate low-nitrogen are important targets
for future crop breeding [2]. Achieving these targets will
require a comprehensive understanding of nitrogen metabo-
lism under low-nitrogen condition, particularly the expres-
sion of genes involved in the adaptation to, or tolerance of,
low-nitrogen stress.

Nitrogen physiology is complicated, comprising pro-
cesses such as acquisition, assimilation, transportation,
remobilization, and the metabolism of nitrogen-containing
compounds [2–4]. The most commonly used external
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chemical nitrogen sources are nitrate and ammonium.
Nitrate is taken up by low- and/or high-affinity nitrate trans-
port systems (NRT1 and NRT2), while ammonium is taken
up by ammonium transporters (AMT). The high-affinity
nitrate transporters play important roles under nitrogen
starvation or low-nitrogen stress [5]. The absorbed nitrate
is firstly reduced to nitrite by nitrate reductase (NR) and
then reduced to ammonium by nitrite reductase (NiR).
Ammonium is assimilated into amino acids in a process
that is catalyzed mainly by the GS-GOGAT (glutamine syn-
thetase and glutamate synthase) pathway. Another impor-
tant enzyme is asparagine synthetase (AS), which catalyzes
the transfer of glutamine to asparagine. Asparagine is a
major molecular nitrogen for nitrogen transportation in
many plant species because it has a relatively high nitro-
gen : carbon ratio [6], and the translocation of nitrogen
within plants is also very important for plant growth and
seed development [7].

Barley (Hordeum vulgare L.) is a model plant for
cereal research, as well as being an important crop, and
many of its nitrogen metabolism-related genes have been
cloned [8–18]. There have been reports comparing nitro-
gen metabolism-related gene expression in different plant
genotypes with different responses to low-nitrogen stress
[19–21]. Although there was a recent study concerning
transcriptome analysis under low-nitrogen stress in the roots
of two different barley genotypes [22], the different definition
of low-nitrogen tolerance and only using root tissue for
the transcriptome analysis might not be enough to fully
understand their responses to low-nitrogen stress.

In the present study, we first determined a suitable
degree of low-nitrogen stress to obtain significant differ-
ences in the phenotypes between two barley cultivars with
different responses to low nitrogen. We compared the
expression patterns of genes related to nitrogen metabolism
in the shoots and roots of the two barley cultivars. The aim
was to acquire information concerning the differential
regulation of nitrogen metabolism-related genes between
low-nitrogen-tolerant and low-nitrogen-sensitive barley cul-
tivars under low-nitrogen treatment and to reveal their roles
in adaptation to low-nitrogen stress.

2. Materials and Methods

2.1. Plant Growth and Low-Nitrogen Treatments. Barley
BI-04 is a relatively low-nitrogen-tolerant cultivar, while
barley BI-45 is a relatively low-nitrogen-sensitive cultivar
[23, 24]. Seeds of the two cultivars were sterilized by immer-
sion in 1% NaClO and germinated in an incubator at 25°C
for one week. Seedlings were cultured in nutrient solu-
tion comprising 1.43mM NH4NO3, 0.32mM NaH2PO4 ·
2H2O, 0.51mM K2SO4, 1.00mM CaCl2, 3.36mM MgSO4,
9.47μM MnSO4·H2O, 0.08μM Na2MoO4·H2O, 19.42μM
H3BO3, 0.15μM ZnSO4·7H2O, 0.16μM CuSO4·5H2O, and
61.24μM iron citrate (mainly according to [25]). Seedlings
were transferred into nutrient solution with the NH4NO3
concentration reduced to 19.21mg·L−1 (0.24mM) at the
fourth leaf stage. The pH was maintained at 6.2± 0.3. Plants
in hydroponic growth boxes were kept in an artificial

incubator with a 16/8 h (light/dark) cycle at 20°C± 2°C and
70% relative humidity. Shoots and roots were harvested
separately at 0, 1, 24, and 48 h after low-nitrogen treatment,
frozen in liquid nitrogen, and kept at −80°C. There were
three biological replicates for each sample. For biomass
investigation, BI-04 and BI-45 plants were constantly cul-
tured for another one week from the fourth leaf stage;
one group of plants was grown with a normal nitrogen sup-
ply (1.43mM NH4NO3), and the other group was grown
under low-nitrogen stress (0.24mM NH4NO3). The plants
were then harvested, and shoots and roots were collected
separately. There were 20 biological replicates of each variety
under each treatment.

For biomass measurements, all shoots and roots of BI-04
and BI-45 were incubated at 105°C for 30min and dried at
80°C for about 2 days until their weight remained constant
weight, as determined using an electronic analytical balance.

2.2. RNA Extraction and cDNA Synthesis. Total RNA from
shoot and root samples was isolated by using TRIzol (Invitro-
gen, Carlsbad, CA, USA) and treated with RQ1 RNase-Free
DNase (Promega, Madison, WI, USA) to degrade any con-
taminating genomic DNA. cDNA was synthesized using
SuperScript III Reverse Transcriptase (Invitrogen, USA)
and checked for purity by using polymerase chain reaction
(PCR) amplification with primers CATCAAGCTCAAGG
ACGACA and GCCTTGTCCTTGTCAGTGAA, which
anneal to sites flanking an intron within theHvGAPDH gene.
The presence of contaminating genomic DNA would lead to
amplification of a 229 bp product in addition to the 150 bp
product amplified from the cDNA [26].

2.3. Quantitative Real-Time PCR (qPCR). Primers were
designed using primer 3 (http://primer3.wi.mit.edu/) (Table 1).
PCR reactions were performed in 96-well plates on a 7500
Real-Time PCR System (Applied Biosystems, Foster, CA,
USA) using SYBR Select Master Mix (Applied Biosystems),
according to the manufacturer’s instructions. The reactions
for sets of three biological replicate samples per time point
were separated across three plates, thus forming statistical
blocks for subsequent data analysis. Reactions contained
10μL 2x mix, 0.6μL of each primer (1μM), and 100 ng of
cDNA template in a final volume of 20μL. The same thermal
profile was used for all PCR reactions: 50°C for 2min, 95°C
for 2min, and 45 cycles of 95°C for 15 s and 60°C for 1min.
Data collection was carried out during the 60°C step. Dissoci-
ation/melting curves were constructed after cycle 45.

2.4. Statistical Analysis. Biomass comparisons and gene
expression comparisons between the shoots and the
roots were analyzed statistically using a t-test in Excel
2007 software.

The efficiency of the PCR was estimated using the LinReg
PCR program [27]. The cycle threshold (Ct) value was
obtained using 7500 software v2.0.5 (Applied Biosystems),
and the Ct and efficiency values were then used to calculate
the relative quantity (RQ) and the normalized relative
quantity (NRQ) of a target gene’s expression with respect

2 International Journal of Genomics

http://primer3.wi.mit.edu/


to two reference genes, HvActin and HvGAPDH. The NRQ
was calculated using the following formula:

NRQ = E−Ct,targettarget

E−Ct,HvActin
HvActin · E−Ct,HvGAPDH

HvGAPDH

1

Statistical analysis of the NRQ data was also according to
Chen et al. [26].

3. Results

3.1. Effects of Low-Nitrogen Treatment on Plant Growth and
Biomass in the Two Barley Cultivars. BI-04 was considered
a low-nitrogen-tolerant barley cultivar, while BI-45 is a
low-nitrogen-sensitive [23, 24]. In this study, the growth of
BI-04 and BI-45 seemed to be suppressed, accompanied by
chlorosis, under low-nitrogen stress, and the restriction was
more serious in BI-45 (Figures 1(a) and 1(b)). Comparing
the biomass, there was no significant difference in shoot dry
weight of BI-04 between normal nitrogen supply and low-
nitrogen stress, while there was a significant difference in
BI-45 (P < 0 05), and there were no significant differences
in root dry weight of the two barley cultivars between normal
nitrogen supply and low-nitrogen stress (Figures 1(c) and
1(d)). The results indicated that the responses to low-
nitrogen stress were different between BI-04 and BI-45 and

that BI-04 was more tolerant to low-nitrogen stress than
BI-45. The results also suggested that the responses to low-
nitrogen stress were different between shoots and roots and
the restriction of barley growth caused by low-nitrogen stress
first happened in the shoots.

3.2. Identification of Genes Involved in Nitrogen Metabolism
in Barley. The aim of this study was to analyze the expression
levels of genes involved in nitrogen metabolism under low-
nitrogen stress at the seedling stage in two barley cultivars,
including genes encoding NRT2, NR, NiR, GS, GOGAT,
and AS. All gene sequences were downloaded directly from
the NCBI database, and the accession numbers are given
below in parentheses.

The genes that were chosen for analysis included two high-
affinity nitrate transporter genes, HvNRT2.2 (gb|U34290.1)
and HvNRT2.3 (gb|AF091115.1) ([17]; Vidmar et al. [18]).
Expression of these genes was studied only in the roots of
the barley cultivars. Two other nitrate transporter genes,
HvNRT3.1 (gb|AY253448.1) andHvNRT3.3 (gb|AY253450.1),
which function with NRT2 as a two-component high-affinity
nitrate uptake system [16], were also selected and assessed
in the roots and shoots of the barley cultivars. NRT3 is
much smaller than NRT2 and has fewer transmembrane
domains [16].

One nitrate reductase gene, HvNIA2 (gb| X57845.1),
which encodes an NADH-specific nitrate reductase [13],

Table 1: Primers for qRT-PCR.

Gene name Accession number Prime sequences (5′ to 3′) Amplicon (bp) Origin

HvNRT2.2 U34290.1
Forward TCCTTCTTCACCTGCTTCGT

80

This study

Reverse TTGGCGAGGTTTAGGTTGTC

HvNRT2.3 AF091115.1
Forward ATGGCGTATTGCCTACTTCG

90
Reverse TTCCCATCAGGGAGATCTTG

HvNRT3.1 AY253448.1
Forward GAACGTGAAGGTGAGCCTCT

96
Reverse TGGCAGGTCTTGTCCTTCTT

HvNRT3.3 AY253450.1
Forward AAGGACGCCGACTACAAGAA

131
Reverse TGCTGGGTGATCTTGAACTG

HvNIA2 X57845.1
Forward TGGCAAGAAGATCACACGAG

120
Reverse CAGAAGCACCAGCACCAGTA

HvNiR1 S78730.1
Forward CTCACCGGGGTGTACAAGAA

114
Reverse CTCCTCGTCCTCCTCCCTCT

HvGS1_1 X69087.1
Forward GTTCAGGGAGGGAAACAACA

112
Reverse ATCGGGGTTGCTAAGGATCT

HvGS2 X53580.1
Forward ATAGCCGCATATGGTGAAGG

106
Reverse GAATAGAGCAGCCACGGTTC

HvGLU2 S58774.1
Forward ACCAATGAGGTTGCTTGGAC

85
Reverse TATTGTGGCTTCCCTTGACC

HvASN1 AF307145.1
Forward AAGGAGGGAGGCTTCAAGAG

146
Reverse AGAACACCGAATGGAACGTC

HvActin AY145451.1
Forward TGAGGCGCAGTCCAAGAGA

81

Chen et al. [26]
Reverse TCCATGTCATCCCAGTTGCTTA

HvGAPDH X60343.1
Forward ACAGTTCACGGCCATTGGA

102
Reverse AGGGTTCCTGACGCCAAAG
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was studied in both shoots and roots in the barley cultivars,
as was a putative nitrite reductase-related gene, HvNiR1
(gb|S78730.1) [9]. Barley contains another nitrate reductase
gene, HvNIA1 (gb| X60173.1), which encodes a NAD(P)H-
bispecific nitrate reductase; however, this gene is normally
expressed at very low levels, especially when HvNIA2 is
expressed ([11]; Sue et al. [15]).

Two glutamine synthetase genes,HvGS1_1 (gb| X69087.1)
which encodes cytoplasmic glutamine synthetase [10, 28]
and HvGS2 (gb| X53580.1) which encodes chloroplastic
glutamine synthetase [14, 28], were included in the study
and analyzed in the shoots and roots in the barley cultivars.
One glutamate synthase gene, HvGLU2 (gb|S58774.1),
which encodes ferredoxin-dependent glutamate synthase
[8], was also studied in the shoots and roots. There are
two main types of GOGAT in higher plants, Fd-GOGAT
and NADH-GOGAT, and the Fd-GOGAT activity is domi-
nant in plants [29].

One asparagine synthetase gene,HvASN1 (gb|AF307145.1),
was studied in the shoots and roots of the barley cultivars
[12, 28]. Two genes that encode asparagine synthetase were
studied; however, the expression of HvASN2 (gb|AY193714.1)
was found to be very low and unstable, especially in roots,
which is consistent with the report of Moller et al. [12],
so it was not used for further expression analysis.

3.3. Expression Analyses in Shoots of Two Barley Cultivars.
The expression levels of HvNRT3.1, HvNRT3.3, HvNIA2,
HvNiR1, HvGS1_1, HvGS2, HvGLU2, and HvASN1 were
assessed in the shoots of the two barley cultivars under low-
nitrogen stress (Figure 2). Analysis of variance (ANOVA)
showed that the expression of HvGS2 in the shoots was sig-
nificantly different between the barley cultivars (P < 0 05),
the expression level of HvGS1_1 and HvASN1 showed sig-
nificant differences among different time points (P < 0 05),
and there was a significant interaction in the HvGS1_1
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Figure 1: Plant growth and performance of BI-04 (low-N tolerant) and BI-45 (low-N sensitive) under normal nitrogen supply and low-
nitrogen stress. (a) Plant growth and treatment in an artificial climate incubator. (b) Plant performances under different nitrogen
conditions. (c) Shoot dry weight (mean and SD, n = 20) under different nitrogen conditions. (d) Root dry weight (mean and SD, n = 20)
under different nitrogen conditions. Significance levels of differences between normal nitrogen supply and low-nitrogen stress were
estimated according to the two-tailed t-test method (∗P < 0 05).
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between barley cultivars and time points (P < 0 05) (see
Supplementary Table S1).

In the multiple comparison analysis of gene expression,
HvNRT3.1, HvNRT3.3, and HvNIA2 showed no significant
changes in response to low-nitrogen stress in the shoots of

BI-04, while HvNRT3.1, HvNIA2, HvNiR1, HvGS2, and
HvGLU2 showed no significant changes in BI-45 (see
Supplementary Table S5). These results indicated that gene
regulation was more sensitive in BI-04 than in BI-45 in the
shoots under low-nitrogen stress. For BI-04, HvGS1_1,
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Figure 2: Differential expression of genes related to nitrogen metabolism in shoots of the two barley cultivars. Shoots were sampled at
0 h, 1 h, 24 h, and 48 h after low-nitrogen stress. Expression is represented as the normalized relative quantity (NRQ) of a target gene’s
expression with respect to the two reference genes: HvActin and HvGAPDH. Means and standard errors are shown from the analysis of
three biological replicates.
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HvGS2, and HvGLU2 were significantly induced after 1 h
of low-nitrogen treatment (P < 0 05), and HvNiR1 was
significantly induced after 24 h of low-nitrogen treatment
(P < 0 05), while HvASN1 was significantly reduced after
48 h of low-nitrogen treatment (P < 0 05). In BI-45,
HvNRT3.3 and HvGS1_1 were significantly induced at 1 h
after low-nitrogen treatment (P < 0 05), and HvNRT3.3 was
hardly detectable under normal nitrogen supply, while
HvASN1 was reduced and became undetectable from 24h
after low-nitrogen treatment.

Comparing the two barley cultivars, HvNiR1, HvGS2,
and HvGLU2 were only induced in BI-04. This suggested
that these three genes might play important roles in the
low-nitrogen tolerance of BI-04. In addition, HvASN1
was reduced in both barley cultivars; however, the expres-
sion of HvASN1 in BI-45 almost disappeared from 24h
after low-nitrogen treatment. The results suggested that
the lower expression of HvASN1 in BI-04 from 24h after
low-nitrogen stress might have a positive effect on low-
nitrogen tolerance.

3.4. Expression Analyses in the Roots of Two Barley
Cultivars. The expression level of ten genes, comprising
HvNRT2.2, HvNRT2.3, HvNRT3.1, HvNRT3.3, HvNIA2,
HvNiR1,HvGS1_1,HvGS2,HvGLU2, andHvASN1, was ana-
lyzed in the roots of the two barley cultivars (Figure 3).
ANOVA showed that the expression levels of HvNRT2.2,
HvNRT3.1, HvNRT3.3, HvNiR1, HvGS1_1, HvGS2, and
HvGLU2 were significantly different in roots between the
barley cultivars (P < 0 05). The expression levels of all genes
except HvASN1 showed significant differences in the roots at
different time points (P < 0 05), and the expression of
HvNRT3.3 had a significant interaction between barley culti-
vars and time points (P < 0 05) (see Supplementary Table S2).

Multiple comparison analyses of gene expression showed
that the expression levels of HvNRT3.3 and HvASN1 showed
no significant changes in response to the low-nitrogen stress
in BI-04 and the expression levels of HvGLU2 and HvASN1
showed no significant changes in BI-45 (see Supplementary
Table S5). These results indicated that the gene regulation
was more sensitive in the roots than in the shoots under
low-nitrogen stress, especially in BI-45. For BI-04, HvGS2
and HvGLU2 were significantly induced at 1 h after low-
nitrogen treatment (P < 0 05), and HvNRT2.2, HvNRT3.1,
HvNIA2, HvNiR1, and HvGS1_1 were significantly induced
at 24h after low-nitrogen treatment (P < 0 05), while
HvNRT2.3 expression was reduced at 1h after low-nitrogen
treatment and then induced at 24h after low-nitrogen
treatment. While in BI-45, HvNRT3.3 and HvNIA2 were
significantly induced at 1 h after low-nitrogen treatment
(P < 0 05), and HvNRT2.2, HvNRT2.3, HvNRT3.1, HvNiR1,
HvGS1_1, and HvGS2 were significantly induced at 24 h
after low-nitrogen treatment (P < 0 05).

Comparing the two barley cultivars, HvNRT2.2,
HvNRT3.1, HvNiR1, and HvGS1_1 showed similar induc-
tions, HvNIA2 and HvGS2 were induced in both cultivars
but at different time points, while HvNIA2 showed a rapid
response in BI-45, and HvGS2 showed a rapid response
in BI-04. However, HvNRT2.3, HvNRT3.3, and HvGLU2

showed different responses to low-nitrogen stress:HvNRT2.3
was reduced at 1 h after low-nitrogen treatment and then
induced from 24h after low-nitrogen treatment in BI-04
while it was induced from 24h after low-nitrogen treatment
in BI-45; HvNRT3.3 was only upregulated in BI-45, while
HvGLU2 was only induced in BI-04. These results suggested
that there were different responses to low-nitrogen stress in
terms of gene expression between BI-04 and BI-45, although
there were no significant differences in root dry weight of
each barley cultivar after low-nitrogen stress, and these
different gene expressions might also contribute different
effects of the two barley cultivars on low-nitrogen tolerance.

3.5. Different Gene Expression Patterns between Shoots and
Roots of Two Barley Cultivars. The expression levels of
HvNRT3.1, HvNRT3.3, HvNIA2, HvNiR1, HvGS1_1, HvGS2,
HvGLU2, and HvASN1 were compared between the shoots
and the roots of the two barley cultivars. ANOVA showed
that the expression levels of all genes had significant differ-
ences between the shoots and the roots of BI-04, all genes
except HvNRT3.3 and HvASN1 had significant differences
in expression among different time points, and only
HvGS2 had significant interactions between tissues and
time points (P < 0 05) (see Supplementary Table S3).
Meanwhile, all genes except HvNIA2 and HvGLU2 had
significant differences in expression between shoots and
roots in BI-45 (P < 0 05); all genes except HvGLU2 and
HvASN1 had significant differences in expression among
different time points (P < 0 05); and HvNIA2 and HvGS2
had significant interactions between tissues and time
points (P < 0 05) (see Supplementary Table S4).

Comparing the gene regulation between shoots and
roots of BI-04, HvNRT3.1 and HvNIA2 were only induced
in the roots, and HvGS1_1 and HvGLU2 were induced in
both the shoots and roots, but at different time points,
while HvASN1 expression was only reduced in shoots
(see Supplementary Table S5). The gene expression levels of
HvNRT3.1, HvNRT3.3, HvNiR1, HvGS2, and HvGLU2
were different between the shoots and the roots at all
time points, while HvASN1 was different between shoots
and roots only at 1 h after low-nitrogen treatment (see
Supplementary Table S6).

For BI-45, HvNRT3.1, HvNIA2, HvNiR1, and HvGS2
were induced in the roots, but no changes in the shoots,
and HvGS1_1 was induced in both the shoots and the roots
at different time points of low-nitrogen treatment, while
HvASN1 expression was reduced such that it almost disap-
peared (only in the shoots) (see Supplementary Table S5).
The gene expression levels of HvNRT3.1, HvNRT3.3, and
HvGS2 were different between shoots and roots at all time
points, HvNiR1 and HvGLU2 were different at 0 h and 48h
after low-nitrogen treatment, the expression of HvASN1
was different at 24 h and 48 h after low-nitrogen treatment,
and HvNIA2 and HvGS1_1 were different only at 0 h after
low-nitrogen treatment (see Supplementary Table S6).

These results indicated that gene expression, both in
terms of regulation and expression levels, was very different
between shoots and roots. Therefore, it was necessary to
investigate gene expressions in shoots and roots separately.
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Figure 3: Differential expression of genes related to nitrogen metabolism in roots of the two barley cultivars. Roots were sampled at 0 h, 1 h,
24 h, and 48 h after low-nitrogen stress. Expression is represented as the normalized relative quantity (NRQ) of a target gene’s expression
with respect to the two reference genes: HvActin and HvGAPDH. Means and standard errors are shown from the analysis of three
biological replicates.
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4. Discussion

To identify the molecular mechanisms that are adopted
by low-nitrogen-tolerant barley cultivars to adapt to low-
nitrogen stress, we compared the differences in the expres-
sion levels of nitrogen metabolism-related genes between
low-nitrogen-tolerant and low-nitrogen-sensitive barley
cultivars. Kant et al. [19] compared gene expression levels
in Thellungiella halophila with tolerance to low-nitrogen
stress and Arabidopsis with sensitivity to low-nitrogen stress
and suggested that NR2, GS1, GS2, NRT2.1, NRT3.1, and
NRT1.1 might be important in the adaptation to low-
nitrogen stress in Thellungiella. In crops, Shi et al. [21] used
two different rice cultivars to investigate their differences
under low-nitrogen conditions and showed that OsAMT1;1
and OsNRT2;1might play important roles in nitrogen acqui-
sition. In trees, Luo et al. [20] also made a comparison of two
contrasting Populus species and found that the strong
responsiveness to limitation N supply by genes related to
nitrogen metabolisms might be a good solution for acclima-
tion to low-nitrogen stress in poplar.

In the present study, we compared the expression
of genes related to nitrogen metabolism between a low-
nitrogen-tolerant barley cultivar BI-04 and a low-nitrogen-
sensitive barley cultivar BI-45 under low-nitrogen stress
and found that HvNiR1, HvGS2, and HvGLU2 were induced
in shoots of BI-04, while HvASN1 was reduced in both culti-
vars, and disappeared only in BI-45. In roots, we found that
HvGLU2 was only induced in BI-04, andHvGS2 was induced
from 1h after low-nitrogen treatment in BI-04 while it was
induced from 24h after low-nitrogen treatment in BI-45.
These results showed that HvNiR1, HvGS2, HvGLU2, and
HvASN1 might play important roles in low-nitrogen toler-
ance in BI-04, especially HvGS2 and HvGLU2 because of
their induction in both shoots and roots of BI-04, and their
stronger responses to low-nitrogen stress in the shoots of
BI-04 than in BI-45, which might also be an important rea-
son for BI-04’s better adaptation to low-nitrogen stress.

The GS/GOGAT pathway is very important for primary
nitrogen assimilation. This process changes inorganic nitro-
gen into organic nitrogen, which can then be directly
absorbed by plants, and the inductions of HvGS2 and
HvGLU2 in both shoots and roots might be one of the most
important mechanisms underlying for the low-nitrogen
tolerance of BI-04. A comparison of Thellungiella halophila
with Arabidopsis thaliana showed that the former, as a
low-nitrogen-tolerant species, had sustained the expression
of GS2 under low-nitrogen stress, while it was reduced in
Arabidopsis, which grew poorly under N-limiting condition
[19]. Furthermore, GS2 was expressed in many tissues,
including roots and leaves, while it was dominated in the
leaves [30], and this phenomenon was also observed in
our study. Additionally, Feraud et al. [31] showed that
Fd-GOGAT was the most important enzyme in assimilation
of photorespiratory and primary ammonium, especially in
leaves. In our present study, the induction of HvGS2 only in
the shoots of BI-04 and the induction of HvGLU2 in the
shoots and roots of BI-04 might validate their predicted
effects in the adaptation to low-nitrogen stress in barley.

Asparagine synthetase gene expression is dependent on
nitrogen available and was reduced when nitrogen was
limited [32, 33], and we also found that HvASN1 was
repressed only in shoots, indicating that the primary
effects of nitrogen deficiency might appear initially in the
shoots. Asparagine, which is synthesized by asparagine
synthetase, is a key amino acid used to transport and store
nitrogen in plants [7]. Overexpression of ASN1 in Arabi-
dopsis increased its tolerance to nitrogen-limiting stress
[34]. Here, the lower repression of HvASN1 in the shoots
of BI-04 compared with that in BI-45 and the rapid induc-
tion of HvASN1 in the roots of BI-04 might lead to better
adaptation to low-nitrogen stress.

In addition, transgenic Arabidopsis with the spinach
nitrite reductase gene showed an improvement in NO2
assimilation in shoots [35]. Therefore, the induction of
HvNiR1 in the shoots of BI-04 might have some effects
on incorporating NO2 in the atmosphere to relieve low-
nitrogen stress.

5. Conclusion

In this study, two barley cultivars with different adaptations
to low-nitrogen stress were used to investigate the molecu-
lar mechanism of barley’s response to low-nitrogen toler-
ance. Our results showed that the increased expression
levels of HvNiR1, HvGS2, and HvGLU2, the less decreased
expression of HvASN1 in shoots under low-nitrogen stress,
and the increased expression of HvGLU2 and the rapid
response of HvGS2 in roots under low-nitrogen stress,
could benefit adaptation to low-nitrogen stress in barley.
The expressions of these genes will be preferentially
detected to identify low-nitrogen-tolerant barley germplasms
in the future. We also provided two important barley culti-
vars for exploring the in-depth molecular mechanism of
low-nitrogen tolerance: one cultivar could maintain its
biomass under early nitrogen deficiency, while the other
could not. Furthermore, we also emphasized the importance
of detecting gene expression in different barley tissues to
completely reveal the mechanism of adaptation to low-
nitrogen stress in barley.

Abbreviations

NRT1: Low-affinity nitrate transport
NRT2: High-affinity nitrate transport
AMT: Ammonium transporters
NR: Nitrate reductase
NiR: Nitrite reductase
GS: Glutamine synthetase
GOGAT: Glutamate synthase
AS: Asparagine synthetase
NRQ: Normalized relative quantity.

Conflicts of Interest

The authors declare that they have no conflict of interest.

8 International Journal of Genomics



Authors’ Contributions

Zhiwei Chen and Chenghong Liu contributed equally to
this work.

Acknowledgments

This study was supported by the foundations of the Young
Talent Development Plan of Shanghai Agriculture Com-
mittee of China [Grant no. 2015(1-28)], the Natural Sci-
ence Foundation of Shanghai (17ZR1425300), Shanghai
Seed Industry Development Foundation of China [Grant
no. 2016(1-1)], and China Agriculture Research System
(CARS-05-01A-02). The authors thank Professor Nigel
Halford, Rothamsted Research, UK, and Professor Dayong
Zhang, Nanjing Agricultural University of China, for revis-
ing this manuscript. The authors also thank Elixigen Com-
pany for providing the service of proofreading.

Supplementary Materials

Table S1: two-way ANOVA of Ct value of each gene expres-
sion at different time points after low-nitrogen stress in
shoots of the two barley cultivars. Table S2: two-way
ANOVA of Ct value of each gene expression at different time
points after low-nitrogen stress in roots of the two barley cul-
tivars. Table S3: two-way ANOVA of Ct value of each gene
expression at different time points after low-nitrogen stress
between shoots and roots of BI-04. Table S4: two-way
ANOVA of Ct value of each gene expression at different time
points after low-nitrogen stress between shoots and roots of
BI-45. Table S5: Ct value of gene expression at different time
points after low-nitrogen stress and the significant difference
analysis in shoots and roots of the two barley cultivars. Table
S6: Ct value of gene expression at different time points and
significant difference analysis between shoots and roots of
the two barley cultivars. (Supplementary Materials)

References

[1] D. N. Duvick, “The contribution of breeding to yield advances
in maize (Zea mays L.),” Advances in Agronomy, vol. 86,
pp. 83–145, 2005.

[2] G. Xu, X. Fan, and A. J. Miller, “Plant nitrogen assimilation
and use efficiency,” Annual Review of Plant Biology, vol. 63,
no. 1, pp. 153–182, 2012.

[3] A. D. Glass, D. T. Britto, B. N. Kaiser et al., “The regulation of
nitrate and ammonium transport systems in plants,” Journal of
Experimental Botany, vol. 53, no. 370, pp. 855–864, 2002.

[4] L. E. Jackson, M. Burger, and T. R. Cavagnaro, “Roots, nitro-
gen transformations, and ecosystem services,” Annual Review
of Plant Biology, vol. 59, no. 1, pp. 341–363, 2008.

[5] Z. Tang, X. Fan, Q. Li et al., “Knockdown of a rice stelar nitrate
transporter alters long-distance translocation but not root
influx,” Plant Physiology, vol. 160, no. 4, pp. 2052–2063, 2012.

[6] P. J. Lea, L. Sodek, M. A. J. Parry, P. R. Shewry, and N. G.
Halford, “Asparagine in plants,” The Annals of Applied Biol-
ogy, vol. 150, no. 1, pp. 1–26, 2007.

[7] R. A. Azevedo, M. Lancien, and P. J. Lea, “The aspartic acid
metabolic pathway, an exciting and essential pathway in
plants,” Amino Acids, vol. 30, no. 2, pp. 143–162, 2006.

[8] C. Avila, A. J. Márquez, P. Pajuelo, M. E. Cannell, R. M.
Wallsgrove, and B. G. Forde, “Cloning and sequence analy-
sis of a cDNA for barley ferredoxin-dependent glutamate syn-
thase and molecular analysis of photorespiratory mutants
deficient in the enzyme,” Planta, vol. 189, no. 4, pp. 475–483,
1993.

[9] E. Duncanson, A. F. Gilkes, D. W. Kirk, A. Sherman, and
J. L. Wray, “nir1, a conditional-lethal mutation in barley caus-
ing a defect in nitrite reduction,” Molecular and General
Genetics MGG, vol. 236, no. 2-3, pp. 275–282, 1993.

[10] C. Marigo, F. Zito, and G. Casadoro, “Isolation and character-
ization of a cDNA coding for cytoplasmic glutamine synthe-
tase of barley,” Hereditas, vol. 118, no. 3, pp. 281–284, 1993.

[11] J. Miyazaki, M. Juricek, K. Angelis, K. M. Schnorr,
A. Kleinhofs, and R. L. Warner, “Characterization and
sequence of a novel nitrate reductase from barley,” Molecular
and General Genetics MGG, vol. 228, no. 3, pp. 329–334, 1991.

[12] M. G. Moller, C. Taylor, S. K. Rasmussen, and P. B. Holm,
“Molecular cloning and characterisation of two genes encod-
ing asparagine synthetase in barley (Hordeum vulgare L.),”
Biochimica et Biophysica Acta (BBA) - Gene Structure and
Expression, vol. 1628, no. 2, pp. 123–132, 2003.

[13] K. M. Schnorr, M. Juricek, C. X. Huang, D. Culley, and
A. Kleinhofs, “Analysis of barley nitrate reductase cDNA and
genomic clones,” Molecular and General Genetics MGG,
vol. 227, no. 3, pp. 411–416, 1991.

[14] P. Strøman, S. Baima, and G. Casadoro, “A cDNA sequence
coding for glutamine synthetase in Ordeum vulgare L,” Plant
Molecular Biology, vol. 15, no. 1, pp. 161–163, 1990.

[15] K. Sueyoshi, A. Kleinhofs, and R. L. Warner, “Expression of
NADH-specific and NAD(P)H-bispecific nitrate reductase
genes in response to nitrate in barley,” Plant Physiology,
vol. 107, no. 4, pp. 1303–1311, 1995.

[16] Y. Tong, J. J. Zhou, Z. Li, and A. J. Miller, “A two-component
high-affinity nitrate uptake system in barley,” The Plant Jour-
nal, vol. 41, no. 3, pp. 442–450, 2005.

[17] L. J. Trueman, A. Richardson, and B. G. Forde, “Molecular
cloning of higher plant homologues of the high-affinity nitrate
transporters of Chlamydomonas reinhardtii and Aspergillus
nidulans,” Gene, vol. 175, no. 1-2, pp. 223–231, 1996.

[18] J. J. Vidmar, D. Zhuo, M. Y. Siddiqi, and A. D. M. Glass,
“Isolation and characterization of HvNRT2.3 and HvNRT2.4,
cDNAs encoding high-affinity nitrate transporters from roots
of barley,” Plant Physiology, vol. 122, no. 3, pp. 783–792,
2000.

[19] S. Kant, Y. M. Bi, E. Weretilnyk, S. Barak, and S. J. Rothstein,
“The Arabidopsis halophytic relative Thellungiella halophila
tolerates nitrogen-limiting conditions by maintaining growth,
nitrogen uptake, and assimilation,” Plant Physiology, vol. 147,
no. 3, pp. 1168–1180, 2008.

[20] J. Luo, H. Li, T. Liu, A. Polle, C. Peng, and Z. B. Luo, “Nitrogen
metabolism of two contrasting poplar species during acclima-
tion to limiting nitrogen availability,” Journal of Experimental
Botany, vol. 64, no. 14, pp. 4207–4224, 2013.

[21] W. M. Shi, W. F. Xu, S. M. Li, X. Q. Zhao, and G. Q. Dong,
“Responses of two rice cultivars differing in seedling-stage
nitrogen use efficiency to growth under low-nitrogen condi-
tions,” Plant and Soil, vol. 326, no. 1-2, pp. 291–302, 2010.

9International Journal of Genomics

http://downloads.hindawi.com/journals/ijg/2018/8152860.f1.pdf


[22] X. Quan, J. Zeng, L. Ye et al., “Transcriptome profiling analysis
for two Tibetan wild barley genotypes in responses to low
nitrogen,” BMC Plant Biology, vol. 16, no. 1, p. 30, 2016.

[23] Z. Chen, L. Zou, R. Lu et al., “Study on the relationship
between the traits for low-nitrogen tolerance of different barley
genotypes at seedling stage and grain yield,” Journal of Triti-
ceae Crops, vol. 30, no. 1, pp. 158–162, 2010.

[24] H. Xu, C. Liu, R. Lu et al., “The difference in responses to nitro-
gen deprivation and re-supply at seedling stage between two
barley genotypes differing nitrogen use efficiency,” Plant
Growth Regulation, vol. 79, no. 1, pp. 119–126, 2016.

[25] S. Yoshida, D. A. Forno, J. H. Cock, and K. A. Gomez, Labora-
tory Manual for Physiological Studies of Rice, International
Rice Research Institute, Los Baños, Philippines, 1976.

[26] Z. Chen, J. Huang, N. Muttucumaru, S. J. Powers, and
N. G. Halford, “Expression analysis of abscisic acid (ABA)
and metabolic signalling factors in developing endosperm
and embryo of barley,” Journal of Cereal Science, vol. 58,
no. 2, pp. 255–262, 2013.

[27] C. Ramakers, J. M. Ruijter, R. H. L. Deprez, and A. F. M.
Moorman, “Assumption-free analysis of quantitative real-
time polymerase chain reaction (PCR) data,” Neuroscience
Letters, vol. 339, no. 1, pp. 62–66, 2003.

[28] L. Avila-Ospina, A. Marmagne, J. Talbotec, K. Krupinska,
and C. Masclaux-Daubresse, “The identification of new cyto-
solic glutamine synthetase and asparagine synthetase genes
in barley (Hordeum vulgare L.), and their expression during
leaf senescence,” Journal of Experimental Botany, vol. 66,
no. 7, pp. 2013–2026, 2015.

[29] A. Suzuki and D. B. Knaff, “Glutamate synthase: structural,
mechanistic and regulatory properties, and role in the amino
acid metabolism,” Photosynthesis Research, vol. 83, no. 2,
pp. 191–217, 2005.

[30] Y. W. Deng, Y. D. Zhang, Y. Chen, S. Wang, D. M. Tang, and
D. F. Huang, “Isolation and characterization of a GS2 gene in
melon (Cucumis melo L.) and its expression patterns under
the fertilization of different forms of N,”Molecular Biotechnol-
ogy, vol. 44, no. 1, pp. 51–60, 2010.

[31] M. Feraud, C. Masclaux-Daubresse, S. Ferrario-Méry et al.,
“Expression of a ferredoxin-dependent glutamate synthase
gene in mesophyll and vascular cells and functions of the
enzyme in ammonium assimilation in Nicotiana tabacum
(L.),” Planta, vol. 222, no. 4, pp. 667–677, 2005.

[32] F. Antunes, M. Aguilar, M. Pineda, and L. Sodek, “Nitrogen
stress and the expression of asparagine synthetase in roots
and nodules of soybean (Glycine max),” Physiologia Plan-
tarum, vol. 133, no. 4, pp. 736–743, 2008.

[33] M. B. Herrera-Rodríguez, J. M. Maldonado, and R. Pérez-
Vicente, “Light and metabolic regulation of HAS1, HAS1.1
and HAS2, three asparagine synthetase genes in Helianthus
annuus,” Plant Physiology and Biochemistry, vol. 42, no. 6,
pp. 511–518, 2004.

[34] H. M. Lam, P. Wong, H. K. Chan et al., “Overexpression of the
ASN1 gene enhances nitrogen status in seeds of Arabidopsis,”
Plant Physiology, vol. 132, no. 2, pp. 926–935, 2003.

[35] M. Takahashi, Y. Sasaki, S. Ida, and H. Morikawa, “Nitrite
reductase gene enrichment improves assimilation of NO2 in
Arabidopsis,” Plant Physiology, vol. 126, no. 2, pp. 731–741,
2001.

10 International Journal of Genomics


	Expression Analysis of Nitrogen Metabolism-Related Genes Reveals Differences in Adaptation to Low-Nitrogen Stress between Two Different Barley Cultivars at Seedling Stage
	1. Introduction
	2. Materials and Methods
	2.1. Plant Growth and Low-Nitrogen Treatments
	2.2. RNA Extraction and cDNA Synthesis
	2.3. Quantitative Real-Time PCR (qPCR)
	2.4. Statistical Analysis

	3. Results
	3.1. Effects of Low-Nitrogen Treatment on Plant Growth and Biomass in the Two Barley Cultivars
	3.2. Identification of Genes Involved in Nitrogen Metabolism in Barley
	3.3. Expression Analyses in Shoots of Two Barley Cultivars
	3.4. Expression Analyses in the Roots of Two Barley Cultivars
	3.5. Different Gene Expression Patterns between Shoots and Roots of Two Barley Cultivars

	4. Discussion
	5. Conclusion
	Abbreviations
	Conflicts of Interest
	Authors’ Contributions
	Acknowledgments
	Supplementary Materials

