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Abstract: This work deals with the assessment of physiological and biochemical responses to salt
stress, as well as the regulation of the expression of the K+/Na+ transporter gene-TaHKT1;5 of two
Triticum aestivum L. genotypes with contrasting tolerance. According to the observations, salinity
stress caused lipid peroxidation; accumulation of soluble sugars and proline; decreased osmotic
potential, Fv/Fm value, and K+/Na+ ratio; and increased the activity of antioxidant enzymes in
both genotypes. In the salt-tolerant genotype, the activity of enzymes, the amounts of soluble sugars
and proline were higher, the osmotic potential and the lipid peroxidation were lower than in the
sensitive one, and the Fv/Fm value remained unchanged. A comparison of the accumulation of
Na+ and K+ ions in the roots and leaves showed that the Na+ content in the leaves is lower. The
selective transport of K+ ions from roots to leaves was more efficient in the salt-tolerant genotype
Mirbashir-128; consequently, the K+/Na+ ratio in the leaves and roots of this genotype was higher
compared with the sensitive Fatima genotype. The semi-quantitative RT-PCR expression experiments
on TaHKT1;5 indicated that this gene was not expressed in the leaf of the wheat genotypes. Under
salt stress, the expression level of the TaHKT1;5 gene increased in the root tissues of the salt-sensitive
genotype, while it decreased in the salt-tolerant wheat genotype. The results obtained suggest that
the ion status and salt tolerance of the wheat genotypes are related to the TaHKT1;5 gene activity.

Keywords: wheat; salt stress; MDA; Fv/Fm; antioxidant enzymes; K+/Na+ transporters;
TaHKT1;5 gene

1. Introduction

Soil salinity is a serious ecological problem for many countries around the world. The
annual increase in the area of saline soils due to secondary salinization processes leads to
degradation and desertification of agricultural lands, resulting in their withdrawal from
circulation. These processes, in turn, lead to losses in world agricultural production. The
negative effect of high concentrations of salts is based on a violation of the osmotic status
and ionic homeostasis, as well as being based on the manifestation of the toxic effect of
inorganic ions on cellular metabolism [1]. Moreover, salinization causes the generation of
reactive oxygen species (ROS), provoking lipid peroxidation, the final product of which
is malondialdehyde (MDA) [2]. The accumulation of Na+ ions, which are toxic to plant
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organisms, is especially dangerous. It is assumed that the metabolic toxicity of Na+ is
largely the result of its ability to compete with K+ for binding sites in key enzymes activated
by K+, disrupting their full functioning. Thus, at a high Na+/K+ ratio, many enzymatic
processes in the cytoplasm can be disrupted. In particular, the disruption of protein
synthesis processes by high concentrations of Na+ is considered as one of the examples of
the toxic effect of Na+ ions on cellular metabolism [3]. Therefore, all living cells, regardless
of their taxonomic affiliation and living conditions, maintain low concentrations of Na+

ions in the cytoplasm. Many mechanisms have been developed to minimize radial and
long-distance Na+ transport in salt-tolerant plants and to prevent their accumulation at
toxic levels in metabolically active tissues. These mechanisms include minimizing the input
of Na+ ions as a result of selective assimilation of ions by root cells, returning Na+ ions from
roots to the rhizosphere, preventing xylem from being loaded with Na+ ions, removing
Na+ ions from the transpiration flux, etc. Maintaining low levels of Na+ ions and high
levels of the K+/Na+ ratio in the cytoplasm of photosynthetic tissues is considered a key
factor for the tolerance of higher plants to salt stress [4,5]. Ion transporters, ion channels,
and signal molecules are directly involved in maintaining this ratio at optimal levels [6,7].

One of the main regulators of K+/Na+ homeostasis in plant cells under salt stress is
the HKT (high-affinity potassium transporters) transporter system, which is active in the
plasma membrane. Under salt stress, HKT transporters regulate the balance between Na+

and K+ ions in the cell. The HKT may have two major functions—namely, to take up Na+

from the soil to reduce the requirement of K+ when K+ is a limiting factor and to reduce
the accumulation of Na+ in the leaf by removing Na+ from the xylem sap and loading Na+

into the phloem sap [8]. The involvement of these transporters in the return of Na+ from
aboveground organs to the roots through the phloem can play an important role in salt
tolerance. The roots can maintain a somewhat constant level of Na+ ions over time and
regulate their level by exporting to the soil. The symporters of the HKT family are also
involved in organizing long-distance transport in a plant, performing the function of Na+

-unloading of xylem. Due to the work of the symporter, Na+ is retained in the upper part
of the root system and the lower part of the stem, leading to a decrease in the Na+ content
of the leaf, where photosynthesis is performed [8].

Hitherto, numerous functional HKT genes have been identified in various plant
species. While weakly represented in dicot species genomes (e.g., a single HKT gene
in Arabidopsis and poplar), the HKT family comprises more members displaying a large
functional diversity in monocots, including in cereals. For instance, rice (Oryza sativa L.)
possesses 9 HKT genes [9], and barley (Hordeum vulgare) and wheat have been deduced from
Southern blot analyses to possess 5–11 HKT genes per genome [10]. Based on phylogenetic
and functional analyses, plant HKT genes have been divided into two subfamilies [11].
HKT subfamily 1 (present in all higher plant species) encodes Na+-selective transporters,
while HKT subfamily 2 (monocot specific) encodes systems permeable to both Na+ and
K+ [12–15]. Experiments have shown that HKT genes play an important role in the salt
tolerance of various plant species. The important role of HKT I transporters under salt stress
has been characterized in detail in plant species such as Arabidopsis, wheat, barley, rice,
sorghum, and tomatoes, as well as in Eutrema parvula and Eutrema salsuginea. Disruption of
the expression of HKT family genes leads to hypersensitivity to Na+ ions and excessive
accumulation of Na+ ions in the stem and leaves. High expression of HKT family genes in
roots and leaves under salt stress is associated with rapid restoration of K+/Na+ ion balance
and exclusion of toxic Na+ ions—in other words, a protective function. The clarification
of tissue-specific expression of these genes and their control mechanisms is considered
an important issue to increase the tolerance of plants to salt stress under unfavorable
conditions. The molecular mechanisms underlying the osmotic aspects of salt tolerance are
not completely clarified. However, HKT genes, which play an important role in regulating
the ionic status of plants under salt stress, are among the important goals in improving the
salt tolerance of plants of agricultural importance.
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Bread wheat (Triticum aestivum L.) is a strategic product that plays an important role in
the national economy of many countries. Currently, soil salinity is one of the adverse factors
that negatively affect the growth and development of wheat. Under saline conditions,
the quality of grain deteriorates, and productivity decreases [16]. The study of the salt
tolerance potential of local wheat genetic resources is one of the important issues in the
selection of parental genotypes for future breeding and biotechnological development
strategies. Additionally, the study of the response of wheat genotypes to salt stress and
the expression of HKT genes are important for the determination of their salt tolerance. In
bread wheat, TaHKT1;5 was shown to confer the essential salinity tolerance mechanism
associated with the Kna1 locus via shoot Na+ exclusion and is critical in maintaining a high
K+/Na+ ratio in the leaves [17].

The study aimed to assess the physiological and biochemical responses to salt stress
and expression level of the TaHKT1;5 gene in two bread wheat genotypes: salt-tolerant
Mirbashir 128 (MIR) and salt-sensitive Fatima (FAT). Salt tolerance properties of these
genotypes were presented in our previous research [18]. Responses to salt stress of these
genotypes were evaluated based on multivariable biochemical and physiological analyses.

2. Materials and Methods
2.1. Plant Material, Germination Assay, and Stress Conditions

The objects of the present study were two Azerbaijan local wheat (Triticum aestivum L.)
genotypes: Mirbashir 128 (MIR) and Fatima (FAT). However, as per confirmation of
Ibrahimova et al. [18], the variety MIR is salt tolerant and FAT is salt-sensitive. Seeds
were surface sterilized with 10% NaOCl for 10 min and then washed three times with
sterile distilled water. They were germinated and hydroponically grown in a half-strength
Hoagland solution (pH 6.0) in a growth chamber for 10 days at 22 ± 2 ◦C with 16 h light
and 8 h dark photoperiod at a light intensity of 150 µmol/m2s. For salinity treatment,
10-day-old seedlings were transferred into the half-strength Hoagland solution containing
150 mM NaCl for 10 days. Leaf and root samples from treated and control plants were
quick-frozen in liquid nitrogen and stored at −80 ◦C until further use.

2.2. RNA Isolation and cDNA Synthesis

Root and shoot samples (200 mg) were collected from plants of both wheat genotypes
treated as control (0 mM NaCl) and exposed to salt stress using 150 mM NaCl for 10 days.
The samples were wrapped in aluminum foil, frozen immediately in liquid nitrogen, and
stored at −80 ◦C until used for RNA extraction in batches. Total RNAs were isolated
from 200 mg root and shoot tissue samples using the TRIzol reagent (Invitrogen, TelTest
Inc., Friendswood, CA, USA) according to the manufacturer’s instructions. To remove
contaminating DNA, isolated RNA (10 µg) samples were treated with RNase-free DNase
I (Promega, 800 Woods Hollow Road. Madison, WI 53711-5399, USA). The quality of the
isolated RNA samples was tested by electrophoresis on 1% agarose gels, and RNA concen-
tration was estimated using a spectrophotometer BioTek Epoch (100 Tigan StreetWinooski,
VT 05404, USA). Only those RNA samples showing a 260/280 ratio in the range of 1.9–2.2
and a 260/230 ratio >2.0 were used for cDNA synthesis.

The first-strand cDNA was synthesized using 2 µg total RNA in a 20 µL reaction
mixture containing 40 pmoL oligo (dT) 18 primer, 1× reaction buffer with 10 mmol/L
dNTP mix, and 200 U of Moloney Murine Leukemia Virus reverse transcriptase enzyme
(MBI Fermentas, Hanover, MA, USA). The reaction mixture was incubated for 1 h at 42 ◦C,
followed by heating for 10 min at 70 ◦C. The first cDNA template was diluted 6-fold
and kept at −20 ◦C for RT-PCR amplification analysis. The first-strand cDNA generated
from total RNA, including salt-treated and untreated samples from either the MIR or
FAT genotype, was subjected to semi-quantitative reverse transcription-polymerase chain
reaction (RT-PCR) analysis. To examine the expression of TaHKT1;5, RT-PCR was carried
out using the gene-specific primers:

Forward: 5′-CTGTCGCTCTTCTGCGCCAT-3′
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Reverse: 5′-TTATACTATCCTCCATGCCT-3′

The constitutively expressed actin gene was used as a reference gene. The following
primer sequences were used for amplification of actin:

Forward: 5′-CTTGTATGCCAGCGGTCGAACA-3′

Reverse: 5′-CTCATAATCAAGGGCCACGTA-3′

The following thermal cycle conditions were used: 95 ◦C for 3 min, followed by 94 ◦C
for 15 s, 60 ◦C for 30 s, and 72 ◦C for 30 s, for a total 40 cycles. Reactions were carried out
under the following conditions: the first cycle for 4 min at 94 ◦C, followed by 35 cycles at
94 ◦C for 45 s, 58 ◦C for 45 s, 72 ◦C for 45 s, and final extension at 72 ◦C for 5 min.

The band intensity was visualized and photographed by a gel documentation system
(«UVIPRO», UК). The RT-PCR experiment was repeated three times.

2.3. Measurement of Potassium and Sodium Ions

K+ and Na+ were determined using a PFP7 (Jenway, Cole-Parmer, Beacon Road, Stone,
Staffordshire, ST15 OSA, England) flame photometer. First, plant samples were combusted
according to the method in [19]. A mixture of sulfuric and perchloric acid (3:1) was added
to 0.2 g of powdered plant samples and stored for a day. The next day, the test tubes were
gradually heated to a temperature of 250–270 ◦C. After combustion, the bleached solution
in the test tube was cooled and used for the determination of sodium and potassium ions.
Standard solutions of KCl and NaCl salts were used to construct the calibration curve.

2.4. Measurement of Leaf Water Potential

After freezing in liquid nitrogen and subsequent thawing, osmotic potential (ΨS)
was measured by the psychrometric method using a microvoltmeter Wescor HR-33 with
measuring chamber C-52 (Wescor Inc., 370 West 1700 South Logan, UT 84321, USA).

2.5. Determination of Malondialdehyde

Malondialdehyde (MDA) was determined through the thiobarbituric acid (TBA)
reaction, described earlier [20]. The 500 mg of leaves was homogenized in 2 mL of 5%
trichloroacetic acid (TCA). Homogenate was centrifuged for 10 min at 10,009 g. The
supernatant was added to 4 mL of a medium containing 0.5% TBA and 20% TCA, and the
mixture was kept in the water bath at 95 ◦C for 30 min. Then the sample was transferred
into the ice bath, and after cooling, it was precipitated at 1000 g for 15 min. MDA was
determined by measuring the optical density of the last supernatant at wavelengths of 532
and 600 nm.

2.6. Enzyme Extraction and Activity Determination

An amount of 1.0 g of the leaves was ground in liquid nitrogen and homogenized
by adding 0.05 M Na2HPO4/NaH2PO4 buffer (pH 7.0). The mixture was precipitated
at 16,000 g for 20 min at 4 ◦C. The obtained supernatant was used to determine the
activity of enzymes. The activity of ascorbate peroxidase (APX) was determined by the
spectrophotometric method at 290 nm, based on the decrease in the optical density due
to the oxidation of ascorbic acid in the presence of H2O2 (Nakano Asada). The reaction
medium consisted of 50 mM phosphate buffer (pH 7.0) containing 0.5 mM ascorbic acid
(AsA), 0.1 mM H2O2, 0.1 mM EDTA, and 0.3 mL enzyme extract. The optical density was
determined within 30 s immediately after the addition of H2O2. The calculations were
performed according to the following formula:

A = ∆D290 × V/ε × b

where, ∆D—change of optical density in 30 s; V—volume of the cuvette; b—volume of the
sample under study; ε—molar extinction coefficient (ε = 2.8 mM−1cm−1).

The activity of catalase was determined based on a decrease in the optical density
at 240 nm, due to the decomposition of H2O2 [19]. The reaction medium consisted of
50 mM phosphate buffer (pH 7.0) containing 15 mM H2O2 and 0.3 mL enzyme extract.
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The reaction was initiated after the addition of H2O2, and the change in the optical den-
sity was determined within 1 min. The molar extinction coefficient was assumed to be
39.4 mM−1cm−1.

Chlorophyll a fluorescence (Fv/Fm value) was measured by a portable non-modulated
fluorimeter Plant Efficiency Analyser (Handy PEA; Hansatech Instruments, Kings Lynn,
UK) [21].

2.7. Determination of Proline and Soluble Sugars

The Bates method [22] was used to determine proline in plants. Pre-mixed Ninhydrin
(1.25 g) and cold crystalline acetic acid (30 mL) were dissolved in 20 mL of 6 M phosphoric
acid. The mixture was kept at 4 ◦C for a max of 24 h. The homogenization of 0.5 g of the
plant material was performed in 10 mL of 3% sulfosalicylic acid. The obtained homogenate
was filtered through two layers of Whatman paper, and 2 mL of ninhydrin and 2 mL of
acetic acid were added. Then, the mixture was boiled at 100 ◦C for 1 h. A water–ice mixture
was used to stop the reaction immediately after boiling. After adding 4 mL of the toluene
solution, the mixture was shaken for 15–20 s and stored at room temperature until the
two-phase system was fully formed. The optical density of the organic-toluene phase
containing chromophore was measured at 520 nm using a Hitachi 557 spectrophotometer
(Hitachi High-Tech Corporation, 1-14 Matsuyama 1-chome, Naha-shi, Okinawa 900-0032,
Japan). The toluene solution was taken as standard. The calibration curve was used to find
the proline concentration. Calculations were performed on a fresh weight basis.

The anthrone–sulphuric acid method was used to determine sugars [23]. An amount
of 10 mL of 80% ethanol was added to 0.1 g of dried leaves, and the obtained mixture was
shaken for 24 h. After the precipitation of the homogenate at 5000× g for 10 min, 2.5 mL
of anthrone was added to the supernatant (0.5 mL) and heated in a water bath at 40 ◦C
for 30 min. To prepare the anthrone reagent, 0.2 g anthrone was dissolved in 100 mL of
concentrated H2SO4. The optical density of the mixture was measured at 625 nm using a
Hitachi 557 spectrophotometer (Hitachi High-Tech Corporation, 1-14 Matsuyama 1-chome,
Naha-shi, Okinawa 900-0032, Japan) after cooling. The calibration curve was constructed
using sucrose.

2.8. Statistical Analysis

Data were analyzed by partitioning the total variance, and treatment means were
compared with the help of R package “stats” (version 2.15.3) “R” at the 5% level of signifi-
cance [24].

3. Results

CAT and APX are key enzymes for the detoxification of ROS in the cell. These enzymes,
especially APX, perform the conversion of H2O2 to water in the cell cytosol, mitochondria,
and peroxisomes, as well as in the apoplastic space. Given the high affinity of CAT and APX
for H2O2, we preferred to study them. The activities of CAT and APX increased in leaves
of the studied genotypes treated with 150 mM NaCl (Tables 1 and A2). The APX activity
increased 2.1-fold and 1.6-fold in the MIR and FAT genotypes, respectively. Similarly, the
CAT activity increased 1.7-fold in the MIR genotype and 1.3-fold in the FAT genotype.
Likewise, the soluble sugars and proline content were found to be 1.7- to 4.1-fold higher in
MIR genotype, and 1.2- to 1.9-fold higher in FAT genotype, respectively, as compared with
the control (Table 1).
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Table 1. Effect of 150 mM NaCl on APX (µmoL/mg protein), CAT (µmoL/mg protein) activity in
leaves of the salt-tolerant Mirbashir-128 and salt-sensitive Fatima wheat genotypes after 10 days of
salt treatment.

Salt Levels
(mM NaCl)

Wheat
Variety

APX
(µmol/mg
Protein)

CAT
(µmol/mg
Protein)

Soluble
Sugars

(mg/g DW)

Proline
(µmol/g FW)

0
MIR 1.03a 0.63a 36b 4.97b
FAT 0.99a 0.61a 39b 5.07b

150
MIR 2.22a 1.10a 60a 20.38a
FAT 1.63b 0.83a 48a 9.63a

F-test ** ** ** **
CV (%) 5.47 6.77 3.09 4.73

MIR, Mirbashir 128; FAT, Fatima; **, significant at 1% level of probability. Within each trait, means followed by
the same lowercase letter(s) in a column or in a row followed by the same capital letter(s) indicate significant
differences (p ≤ 0.05) according to DMRT.

MDA is a product of lipid peroxidation and is considered an indicator of oxidative
damage. The amount of MDA increased in the leaves of plants exposed to 150 mM NaCl, as
shown in Figure 1 and Table A1. The MDA difference between the two genotypes affected
by 150 mM NaCl was obvious. In the salt-sensitive genotype FAT, MDA increased 2.8-fold
compared with the control plants, whereas the MIR genotype showed a 1.9-fold increase.

Figure 1. Effect of 150 mM NaCl on the MDA concentration in leaves of the salt-tolerant Mirbashir-
128 (MIR) and salt-sensitive Fatima (FAT) genotypes after 10 days of salt treatment. The values of
standard error (±SE) in each bar were calculated for each treatment from three replications.

In the present study, the osmotic potential (ψπ) decreased markedly in both wheat
genotypes under salinity (Figure 2 and Table A1), whereas, the FAT genotype manifested a
more negative potential compared with MIR.
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Figure 2. Effect of 150 mM NaCl on osmotic potential (ψπ) in the leaves of the salt-tolerant Mirbashir
128 (MIR) and salt-sensitive Fatima (FAT) wheat genotypes after 10 days of salt treatment. The values
of standard error (±SE) in each bar were calculated for each treatment from three replications.

We did not observe a significant difference between the variants of the MIR genotype,
and the Fv/Fm parameter decreased from 0.81 to 0.80 under the effect of NaCl (Figure 3
and Table A1). In the FAT genotype, the difference between the variants increased, and the
value of the parameter decreased from 0.81 to 0.78.

Figure 3. Effect of 150 mM NaCl on the Fv/Fm parameter (maximum quantum yield of PS II) in
dark-adapted leaves of salt-tolerant Mirbashir 128 (MIR) and salt-sensitive Fatima (FAT) wheat
genotypes after 10 days of treatment. The values of standard error (±SE) in each bar were calculated
for each treatment from three replications.

We analyzed the content of Na+ and K+ in the leaves and roots of the studied genotypes
(Figure 4 and Table A2). The data obtained as a result of our studies show that in both
studied genotypes, the content of Na+ in roots as well as in leaves increased under salt
stress. However, these values were significantly higher for the salt-sensitive genotype FAT
than for the salt-tolerant genotype MIR. The concentration of K+ in response to salt stress,
on the contrary, decreased, which was more pronounced in the salt-sensitive FAT genotype
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(Figure 4A,B and Table A2). The K+/ Na+ ratio in the leaves was 10.5 in the MIR genotype
and 9.9 in the FAT genotype under normal conditions. Under salt stress, the K+/Na+ ratio
decreased 5.5 times in the MIR genotype and amounted to 1.9. In the FAT genotype, the
decrease was 9 times.

Figure 4. Effect of 150 mM NaCl on Na+ (A) content, K+ (B) content, K+/Na+ ratio (C) in roots and
leaves of salt-tolerant Mirbashir 128 (MIR) and salt-sensitive Fatima (FAT) wheat genotypes after
10 days of salt treatment. The values of standard error (±SE) in each bar were calculated for each
treatment from three replications.
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The expression activity of the HKT 1;5 gene in various tissues of wheat genotypes
selected for the study after 10 days of cultivation in a high salt medium (150 mM) was
assessed with RT-PCR at the level of the total amount of individual mRNAs. Total RNA
was extracted from the root and leaf tissues of control and stressed plant variants, and
the cDNAs synthesized from them were amplified by PCR with a specific primer to the
TaHKT1;5 gene. The activity of these genes in plants grown on a standard nutrient medium
was chosen as a control. RT-PCR analysis showed that TaHKT1;5 transcript was not
synthesized in the leaves of control and stressed variants of wheat seedlings. Cultivation
of wheat in the presence of 150 mM NaCl led to a decrease in the level of expression
of the HKT1;5 gene in the roots of the salt-tolerant MIR genotype compared with the
control variants. Expression of the TaHKT1;5 gene in the sensitive FAT genotype revealed
some differences. Thus, the expression of this gene in the roots increased in the presence
of sodium chloride. Generally, the higher expression of TaHKT1;5 was observed in the
salt-sensitive FAT genotype compared with salt-tolerant MIR (Figure 5 ).

Figure 5. RT-PCR analysis of the expression level of TaHKT1;5 gene in roots of salt-sensitive Fatima
(FAT) and salt-tolerant Mirbashir 128 (MIR) genotypes under control (C, control) and 150 mM NaCl
stress (T, salt treatment) conditions using specific gene primers. A 250 pb actin gene fragment was
amplified by RT-PCR as the internal control. M, Marker, 100 bp DNA ladder. The arrow shows a
500 bp band of DNA ladder. Total RNA samples extracted from control and stressed plant variants
are also shown.

4. Discussion

One of the mechanisms that ensures the tolerance of plants to stress factors at the
cellular level, including salt stress, is the change in the activity of antioxidant enzymes
involved in the scavenging of reactive oxygen species. Due to the reduced stomatal
conductance in the leaves under salt stress, CO2 cannot be well absorbed by the plant.
As a result, disruptions occur in the electron transport in chloroplasts, leading to the
formation of ROS [25,26]. ROS have high activity and disrupt the normal metabolism of
the cell, adversely affecting proteins, lipids, and amino acids. The lifespan of ROS depends
directly on the antioxidant system that protects the cell against oxidative stress [27]. This
system includes non-enzymatic antioxidants such as ascorbate, glutathione, tocopherol,
and various phenolic compounds, as well as main antioxidant enzymes such as catalase,
superoxide dismutase, and peroxidases [28,29].

Recent research has shown the role of the catalase and ascorbate peroxidase enzymes
in the protection of higher plants, including wheat against hydrogen peroxide and reactive
oxygen species [30,31]. In this regard, the study of the activity of antioxidant system
enzymes in wheat genotypes exposed to stress is of particular importance. Peroxidases
use H2O2 as a substrate in oxidation reactions in the synthesis of organic substances. In
our study, the activity of CAT and APX increased by the effect of NaCl in the leaves of
both genotypes studied, and the highest activity was recorded in the MIR genotype. The
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enzyme catalase is involved in the conversion of hydrogen peroxide to water, which is
formed by the β-oxidation of fatty acids in peroxisomes. The high activity of the enzymes
catalase and peroxidase leads to a decrease in the concentration of H2O2 in the cell, and
as a result, the integrity of the cell membrane is preserved [32]. Similarly, Sofo et al. [33]
reported that CAT and APX are key enzymes for the detoxification of ROS in the cell. These
enzymes, especially APX, perform the conversion of H2O2 to water in the cell cytosol,
mitochondria, and peroxisomes, as well as in the apoplastic space.

Previous studies showed a correlation between peroxidase activity and plant tolerance
of salt or water deficiency stresses [30,34]. Marvi and colleagues studied the response
of eight different wheat genotypes to salt stress. In addition to several physiological
parameters, the current research also studied the biochemical responses of the plant to
different salt concentrations (0, 100, 200, and 300 mM NaCl) and concluded that the effect
of salt increased the activity of APO and CAT enzymes in the leaves of the plant [35]. Sen
and Alikmanoglu showed that the activity of CAT and APO enzymes increased in wheat
with rising salt concentration [36].

Saturated fatty acids, some of the main components of membrane lipids, undergo
peroxidation by free radicals [37]. Peroxidation of lipids leads to disruption of membrane
integrity due to increased permeability [38]. MDA is a product of lipid peroxidation and
is considered an indicator of oxidative damage. Therefore, MDA is widely studied in
stressed plants and is considered the best salt-tolerance marker for them. NaCl-induced
lipid peroxidation was observed in various plants: mustard [39], bean [40], wheat, and bar-
ley [31,41,42]. Lipid peroxidation occurs more in salt-sensitive species than in salt-tolerant
ones [43,44]. Our results are consistent with the results of previous studies [27,45,46]. Thus,
lipid peroxidation was higher in the salt-sensitive FAT genotype. As shown in Figure 4,
the difference between two genotypes affected by 150 mM NaCl was obvious. In the
salt-sensitive FAT genotype, MDA increased 2.8 times compared with the control plants,
whereas the MIR genotype showed 1.9-fold increase.

Osmotic regulation is one of the important mechanisms for plant adaptation to con-
ditions with low water potential, and it ensures the maintenance of cell turgor. Osmotic
regulation leads to a decrease in the osmotic potential due to the accumulation of osmolytes
such as proline, soluble sugars, polyols, and glycine betaine in the cell [47]. In the presented
study, the water status of the plant was assessed based on the osmotic potential. The lower
the osmotic potential, the lower the water potential of plants. According to some authors,
the osmotic potential is an important parameter for the selection of plants for drought
and salt tolerance [31,48,49]. The accumulation of proline and sugars under salt stress
regulates the osmotic balance between the cytosol and vacuoles [18]. In the presented
study, the accumulation of sugars and proline was observed in the leaves of salt-exposed
plants, and the increase was higher in the salt-tolerant genotype MIR. The increase in the
amount of proline and sugars in plants is considered to be the result of osmotic regulation.
The result of the present study was in agreement with previous studies [31,50]. Similarly,
Yassin et al. [31] reported that under different levels of salinity (50, 100, 150 mM NaCl) the
sensitive genotype “Sakha 95” exhibited a more negative potential compared with tolerant
“Misr 2”. We also found that the salinity-tolerant genotype MIR displayed a higher osmotic
adjustment than the sensitive genotype FAT under salinity stress conditions.

Chlorophyll fluorescence was measured to determine plant performance under control
and salinity conditions. The value of the Fv/Fm parameter is in the range of about 0.80–0.83
in plants grown under normal conditions [51]. When the Fv/Fm ratio is lower than the
indicated value, the plant is thought to be stressed. Therefore, Fv/Fm is considered one of
the important indicators in the selection of plants for salt tolerance [52]. The results of our
research show that photo-protection of the MIR genotype was stronger than in FAT. These
results are consistent with those presented by Sun et al. [53], Ibrahim et al. [54], and Kalaji
et al. [23].

The formation of increased plant tolerance in response to salinity is associated with a
wide range of protective and adaptive mechanisms, including changes in the expression of
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a large number of genes and proteins involved in various metabolic processes. The HKT
transporter gene families play the most important role in the development of salt tolerance
and regulation of the ionic status in the cells of the root system and shoots. Eliminating
sodium ions from cells is one of the strategies used by many plants, including wheat.
Ability to survive and salt tolerance of the plants depends on the efficiency of HKT proteins.
TaHKT1;5 was found to be a critical determinant of salt tolerance in wheat. TaHKT1;5-D
plays a significant role in salt tolerance via Na+ exclusion from leaves and controlling xylem
loading in roots [54]. In the current study, these two contrasting genotypes were further
characterized for root and shoot Na+ and K+ concentrations as well as for the expression
of gene TaHKT1;5 related to ion homeostasis under 0 mM (control) and 150 mM NaCl
treatments for 10 days.

The absorption of large amounts of salt by plant cells in saline environments is known
to change the ionic balance. The change in the membrane transport of ions under stress is
one of the most important reactions plant cells use to maintain and restore homeostasis.
In the salt-tolerant genotypes, the entry of Na+ ions into the roots and removal of their
excessive amounts from the photosynthetic tissues are controlled by exclusion mechanisms
(regulation of HKT gene expression) [55]. Our results show that in contrast with the
salt-sensitive genotype, the access of Na+ to roots of the salt-tolerant genotype is limited
and their efflux occurs to ensure a tolerable level in the leaves. The accumulation of
Na+ ions in plant cells is undoubtedly important, but it is not the only indicator of their
sensitivity/tolerance to the effects of salt stress. It is known that the existing systems of
active transport under normal conditions maintain constant osmotic pressure in the cell
and the optimal concentration of K+ and pump out Na+. The toxic effect of salinity is
directly related to the fact that Na+ replaces K+ in the cytosol. The ability of plant cells to
maintain a stable level of cytosolic K+ in an environment with a high Na+ concentration is
a key factor determining salt tolerance since potassium is an activator of many plant cell
enzymes [4].

In addition to the increase in the content of sodium ions, a tendency to a decrease in
the level of potassium ions in the leaves and roots of the studied genotypes was revealed
(Figure 4A,B and Table A2). Moreover, the K+ content was higher in the leaves and roots of
the tolerant genotype MIR compared with the sensitive genotype under stress conditions.
This means that, unlike the FAT genotype, the MIR genotype had a pronounced ability to
maintain a significant concentration of K+ ions under salt stress, thereby maintaining the
excess of K+ over Na+, which obviously contributed to the maintenance of intracellular
ion homeostasis in this genotype under salt stress. In the MIR genotype, due to the more
efficient selective transport of K+ from roots to leaves, the K+/Na+ ratio was higher in the
leaves compared with the FAT genotype (Figure 4C and Table A2).

In the current study, the expression of HKT1;5 was observed in the roots of genotypes
rather than in their leaves. Failure to detect the HKT1;5 gene transcript in the leaves can be
attributed to complete silencing of this gene in the leaves or very low, undetectable levels
of expression. These results are in line with previous reports confirming that the TaHKT1;5-
D gene expression occurs in the root rather than in the shoot [18,56]. Microchip-based
expression analysis of the HKT1;5 gene performed under 22 different conditions showed
its activation in the roots and weakening in the leaves of rice varieties with contrasting
tolerance. There was a significant difference in the level of expression of this gene in the
root tissues of wheat genotypes. The expression of TaHKT1;5 increased in the salt-sensitive
FAT genotype under salt stress.

This effect may lead to an increase in the Na+ concentration in plant cells, especially
in the xylem. At the cellular level, one of the most dangerous consequences of salt stress
is the intake of Na+ and a decrease in K+ levels. Most likely, this effect along with the
increased expression activity of TaHKT1;5 in the roots is connected to the sensitivity of the
FAT genotype to salt stress. In the case of MIR, expression level of TaHKT1;5 decreased
under salt stress, possibly leading to restriction of Na+ entry. An excess of Na+ is known
to negatively affect the physiological processes in plants; consequently, decreasing the
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expression of genes that control the synthesis of transport proteins can be one of the
mechanisms preventing the entry of excess amounts of ions into the cell. It should be noted
that the detected expression profile is similar to the expression profile of the TaHKT1;4 gene
in contrasting Indian wheat genotypes [57,58].

The results obtained indicate that the salt tolerance of wheat depends both on its
ability to prevent Na+ from entering the cells of the root and above-ground parts, and on
the levels of regulation of the TaHKT1;5 gene expression in roots under salt stress.

5. Conclusions

The tolerance of plants to salinity is a complex physiological mechanism. Along
with the regulation of gene expression and metabolism, regulation of ion transport in cell
membranes is necessary for maintaining the optimal ionic composition of the cytosol and
the water potential of plant cells under salt stress. The studies revealed a pronounced
genotypic specificity of the response to salinization in seedlings of the Triticum aestivum
L. genotypes. It was found that under salinity conditions, the salt-tolerant genotype was
characterized by a low MDA level, a low Na+ content in the above-ground parts and roots,
high activity of antioxidant enzymes such as APX and CAT, high amounts of proline and
soluble sugars, high water potential, and constant Fv/Fm values. It was also shown that,
in response to salt stress, the TaHKT1;5 gene activity changed differently in the roots of two
genotypes with contrasting tolerance. Summarizing the above, we can conclude that the
greatest difference between the studied bread wheat varieties was manifested in the greater
ability of the salt-tolerant MIR variety to constrain the input of Na+ into photosynthetic
tissues as a result of the down-regulation of the TaHKT1;5 gene expression in the roots
and that it would be useful to develop a salinity-tolerant wheat variety in future breeding
programs.
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Appendix A

Table A1. APX: CAT, osmotic potential, Fv/Fm, and MDA of wheat varieties under both control and salt stress condition.

Treatments
APX (µmol/mg Protein) CAT (µmol/mg Protein) Osmotic Potential

Control Salinity Mean CV (%) Control Salinity Mean CV (%) Control Salinity Mean CV (%)

MIR 1.03a 2.22a 1.63A 7.18 0.63a 1.10a 0.87
19.25

−0.58 −3.68 −2.13 −36.27FAT 0.99a 1.63b 1.31B 0.61a 0.83b 0.72 −1.57 −5.67 −3.62

Mean 1.01B 1.93A 0.62B 0.97A −1.08A −4.67B

CV (%) 5.47 6.77 −31.11

Fv/Fm MDA

MIR 0.82 0.81 0.81 0.54 0.0005a 0.0008b 0.00065A
16.09FAT 0.81 0.79 0.80 0.0006a 0.0015a 0.00105B

Mean 0.81A 0.80B 0.00055A 0.00115B

CV (%) 0.54 17.16

Within each trait, means followed by the same lowercase letter(s) in a column or in a row followed by the same capital letter(s) indicate
significant differences (p ≤ 0.05) according to DMRT.

Table A2. K, Na, and K/Na concentration in leaves and roots of both wheat varieties under both control and salt stress
condition.

Treatments

Leaves

K+ Na+ K+/Na+

Control Salinity Mean CV (%) Control Salinity Mean CV (%) Control Salinity Mean CV (%)

MIR 48.7 43.4 46.05A 5.40 4.6a 22.3b 13.45B 7.41 10.63 1.93 6.28 11.70
FAT 43.8 34.3 39.05B 4.4a 29.8a 17.10A 9.93 1.10 5.52

Mean 46.25A 38.85B 4.5A 26.05B 10.28A 1.52B

CV (%) 7.08 5.52 12.72

Roots

MIR 37.57 32.60 35.09 11.06 7.90a 28.80b 18.35B 4.08 4.73 1.13 2.93 6.82
FAT 36.80 28.80 32.8 7.40a 35.30a 21.35A 4.93 0.80 2.88

Mean 37.18A 30.70B 7.65A 32.05 4.83A 0.97B

CV (%) 8.31 5.97 9.50

Within each trait, means followed by the same lowercase letter(s) in a column or in a row followed by the same capital letter(s) indicate
significant differences (p ≤ 0.05) according to DMRT.

References
1. Gupta, B.; Huang, B. Mechanism of salinity tolerance in plants: Physiological, biochemical, and molecular characterization. Int. J.

Genom. 2014, 2014, 701596. [CrossRef]
2. Schmitt, F.J.; Renger, G.; Friedrich, T.; Kreslavski, V.D.; Zharmukhamedov, S.K.; Los, D.A.; Kuznetsov, V.V.; Allakhverdiev, S.I.

Reactive oxygen species: Re-evaluation of generation, monitoring and role in stress-signaling in phototrophic organisms. Biochim.
Biophys. Acta 2014, 1837, 835–848. [CrossRef] [PubMed]

3. Almeida, D.M.; Oliveira, M.M.; Saibo, N.J. Regulation of Na+ and K+ homeostasis in plants: Towards improved salt stress
tolerance in crop plants. Genet. Mol. Biol. 2017, 40, 326–345. [CrossRef] [PubMed]

4. Shabala, L.; Zhang, J.; Pottosin, I.; Bose, J.; Zhu, M.; Fuglsang, A.T.; Velarde-Buendia, A.; Massart, A.; Hill, C.B.; Roessner, U.; et al.
Cell-type-specific H+-ATPase activity in root tissues enables K+ retention and mediates acclimation of barley (Hordeum vulgare) to
salinity stress. Plant Physiol. 2016, 172, 2445–2458. [CrossRef] [PubMed]

5. Wu, H.H.; Zhang, X.C.; Giraldo, J.P.; Shabala, S. It is not all about sodium: Revealing tissue specificity and signalling roles of
potassium in plant responses to salt stress. Plant Soil 2018, 431, 1–17. [CrossRef]

6. Hilker, M.; Schmülling, T. Stress priming, memory, and signalling in plants. Plant Cell Environ. 2019, 42, 753–761. [CrossRef]
[PubMed]

7. Wang, N.; Wang, X.; Shi, J.; Liu, X.; Xu, Q.; Zhou, H.; Song, M.; Yan, G. Mepiquat chloridepriming induced salt tolerance during
seed germination of cotton (Gossypium hirsutum L.) through regulating water transport and K+/Na+ homeostasis. Environ. Exp.
Bot. 2019, 159, 168–178. [CrossRef]

http://doi.org/10.1155/2014/701596
http://doi.org/10.1016/j.bbabio.2014.02.005
http://www.ncbi.nlm.nih.gov/pubmed/24530357
http://doi.org/10.1590/1678-4685-gmb-2016-0106
http://www.ncbi.nlm.nih.gov/pubmed/28350038
http://doi.org/10.1104/pp.16.01347
http://www.ncbi.nlm.nih.gov/pubmed/27770060
http://doi.org/10.1007/s11104-018-3770-y
http://doi.org/10.1111/pce.13526
http://www.ncbi.nlm.nih.gov/pubmed/30779228
http://doi.org/10.1016/j.envexpbot.2018.12.024


Agronomy 2021, 11, 1979 14 of 15

8. Brini, F.; Imen, A.; Kaouther, F.; Hanin, M.; Khoudi, H.; Masmoud, K. Physiological and molecular analyses of seedlings of two
Tunisian durum wheat (Triticum turgidum L. subsp. Durum [Desf.]) varieties showing contrasting tolerance to salt stress. Acta
Physiol. Plant 2009, 31, 145–154. [CrossRef]

9. Garciadeblas, B.; Senn, M.E.; Banuelos, M.A.; Rodriguez-Navarro, A. Sodium transport and HKT transporters: The rice model.
Plant J. 2003, 34, 788–801. [CrossRef]

10. Huang, S.; Spielmeyer, W.; Lagudah, E.S.; Munns, R. Comparative mapping of HKT genes in wheat, barley and rice, key
determinants of Na+ transport and salt tolerance. J. Exp. Bot. 2008, 59, 927–937. [CrossRef] [PubMed]

11. Platten, J.D.; Cotsaftis, O.; Berthomieu, P.; Bohnert, H.; Davenport, R.J.; Fairbairn, D.J.; Horie, T.; Leigh, R.A.; Lin, H.X.; Luan,
S.; et al. Nomenclature for HKT transporters, key determinants of plant salinity tolerance. Trends Plant Sci. 2006, 11, 372–374.
[CrossRef]

12. Jabnoune, M.; Espeout, S.; Mieulet, D.; Fizames, C.; Verdeil, J.L.; Conéjéro, G.; Rodríguez-Navarro, A.; Sentenac, H.; Guiderdoni,
E.; Abdelly, C.; et al. Diversity in expression patterns and functional properties in the rice HKT transporter family. Plant Physiol.
2009, 150, 1955–1971. [CrossRef]

13. Munns, R.; James, R.A.; Xu, B.; Athman, A.; Conn, S.J.; Jordans, C.; Byrt, C.S.; Hare, R.A.; Tyerman, S.D.; Tester, M.; et al. Wheat
grain yield on saline soils is improved by an ancestral Na transporter gene. Nat. Biotechnol. 2012, 30, 360–366. [CrossRef]
[PubMed]

14. Ben Amar, S.; Brini, F.; Sentenac, H.; Masmoudi, K.; Very, A.A. Functional characterization in Xenopus oocytes of Na+ transport
systems from durum wheat reveals diversity among two HKT1;4 transporters. J. Exp. Bot. 2014, 65, 213–222. [CrossRef] [PubMed]

15. Suzuki, K.; Yamaji, N.; Costa, A.; Okuma, E.; Kobayashi, N.I.; Kashiwagi, T.; Katsuhara, M.; Wang, C.; Tanoi, K.; Murata, Y.; et al.
OsHKT1;4-mediated Na+ transport in stems contributes to Na+ exclusion from leaf blades of rice at the reproductive growth
stage upon salt stress. BMC Plant Biol. 2016, 16, 22. [CrossRef] [PubMed]

16. Haushmand, S.; Arzani, A.; Mirmohammadi-Maibody, S. Effects of salinity and drough stress on grain quality of durum wheat.
Commun. Soil Sci. Plant Anal. 2014, 45, 297–308. [CrossRef]

17. Byrt, C.S.; Xu, B.; Krishnan, M.; Lightfoot, D.J.; Athman, A.; Jacobs, A.K.; Watson-Haigh, N.S.; Plett, D.; Munns, R.; Tester, M.;
et al. The Na+ transporter, TaHKT1;5-D, limits shoot Na+ accumulation in bread wheat. Plant J. 2014, 80, 516–526. [CrossRef]

18. Ibrahimova, U.; Zivcak, M.; Gasparovic, K.; Rastogi, A.; Allakhverdiev, S.I.; Yang, X.; Brestic, M. Electron and proton transport
in wheat exposed to salt stress: Is the increase of the thylakoid membrane proton conductivity responsible for decreasing the
photosynthetic activity in sensitive genotypes? Photosynth. Res. 2021, 1–17. [CrossRef]

19. Allen, S.; Grimshaw, H.; Rowland, A. Chemical Analysis, Methods in Plant Ecology; Chapman, S.B., Moore, P.D., Eds.; Blackwell
Scientific Publications: Oxford, UK, 1986.

20. Kumar, G.N.M.; Knowles, N.R. Changes in lipid peroxidation and lipolytic and free-radical scavenging enzyme activities during
aging and sprouting of potato (Solanum tuberosum) seed-tubers. Plant Physiol. 1993, 102, 115–124. [CrossRef]

21. Kalaji, H.M.; Jajoo, A.; Oukarroum, A.; Brestic, M.; Zivcak, M.; Samborska, I.A.; Cetner, M.D.; Łukasik, I.; Goltsev, V.; Ladle, R.J.
Chlorophyll a fluorescence as a tool to monitor physiological status of plants under abiotic stress conditions. Acta Physiol. Plant.
2016, 38, 102. [CrossRef]

22. Bates, L.S.; Waldren, R.P.; Teare, I.D. Rapid determination of free proline for water-stress studies. Plant Soil 1973, 39, 205–207.
[CrossRef]

23. Fales, F.W. The assimilation and degradation of carbohydrates by yeast cells. J. Biol. Chem. 1951, 193, 113–124. [CrossRef]
24. The R Development Core Team. R: A Language and Environment for Statistical Computing; R Foundation for Statistical Computing:

Vienna, Austria, 2013; ISBN1 3-900051-07-0. Available online: http://www.R-project.org/ (accessed on 2 February 2016).
25. Aghaleh, M.; Niknam, V. Effect of salinity on some physiological and biochemical parameters in explants of two cultivars of

soybean (Glyicine max L.). J. Phytol. 2009, 1, 86–94.
26. Miyake, H.; Mitsuya, S.; Rahman, S. Ultrastructural effects of salinity stress in higher plants. In Abiotic Stress Tolerance in Plants;

Rai, A.K., Takaba, T., Eds.; Springer: Dordrecht, The Netherlands, 2006; pp. 215–226.
27. Azavedo-Neto, A.; Prisco, J.; Eneas-Filho, J.; de Abreu, C.E.B.; Gomes-Filho, E. Effect of salt stress on antioxidative enzymes

and lipid peroxidation in leaves and roots of salt-tolerant and salt-sensitive maize genotypes. Environ. Exp. Bot. 2006, 56, 87–94.
[CrossRef]

28. Kuk, Y.; Shin, J.; Burgos, N.; Hwang, T.E.; Han, O.; Cho, B.H.; Jung, S.; Guh, J.O. Antioxidative enzymes offer protection from
chilling damage in rice plants. Crop Sci. 2003, 43, 2109–2117. [CrossRef]

29. Luna, C.; Pastori, G.M.; Driscoll, S.; Groten, K.; Bernard, S.; Foyer, C.H. Drought controls on H2O2 accumulation, catalase (CAT)
activity and CAT gene expression in wheat. J. Exp. Bot. 2014, 56, 417–423. [CrossRef]

30. Elsawy, H.I.; Mekawy, A.M.M.; Elhity, M.A.; Abdel-dayem, S.M.; Abdelaziz, M.N.; Assaha, D.V.; Ueda, A.; Saneoka, H. Differential
responses of two Egyptian barley (Hordeum vulgare L.) cultivars to salt stress. Plant Physiol. Biochem. 2018, 127, 425–435. [CrossRef]

31. Yassin, M.; El Sabagh, A.; Mekawy, A.M.M.; Islam, M.S.; Hossain, A.; Barutcular, C.; Alharby, H.; Bamagoos, A.; Liu, L.; Ueda,
A.; et al. Comparative performance of two bread wheat (Triticum aestivum L.)under salinity. Appl. Ecol. Environ. Res. 2019, 17,
5029–5041. [CrossRef]

32. Bhutta, W.M. Antioxidant activity of enzymatic system of two different wheat (Triticum aestivum L.) cultivars growing under salt
stress. Plant Soil Environ. 2011, 57, 101–107. [CrossRef]

http://doi.org/10.1007/s11738-008-0215-x
http://doi.org/10.1046/j.1365-313X.2003.01764.x
http://doi.org/10.1093/jxb/ern033
http://www.ncbi.nlm.nih.gov/pubmed/18325922
http://doi.org/10.1016/j.tplants.2006.06.001
http://doi.org/10.1104/pp.109.138008
http://doi.org/10.1038/nbt.2120
http://www.ncbi.nlm.nih.gov/pubmed/22407351
http://doi.org/10.1093/jxb/ert361
http://www.ncbi.nlm.nih.gov/pubmed/24192995
http://doi.org/10.1186/s12870-016-0709-4
http://www.ncbi.nlm.nih.gov/pubmed/26786707
http://doi.org/10.1080/00103624.2013.861911
http://doi.org/10.1111/tpj.12651
http://doi.org/10.1007/s11120-021-00853-z
http://doi.org/10.1104/pp.102.1.115
http://doi.org/10.1007/s11738-016-2113-y
http://doi.org/10.1007/BF00018060
http://doi.org/10.1016/S0021-9258(19)52433-4
http://www.R-project.org/
http://doi.org/10.1016/j.envexpbot.2005.01.008
http://doi.org/10.2135/cropsci2003.2109
http://doi.org/10.1093/jxb/eri039
http://doi.org/10.1016/j.plaphy.2018.04.012
http://doi.org/10.15666/aeer/1702_50295041
http://doi.org/10.17221/95/2010-PSE


Agronomy 2021, 11, 1979 15 of 15

33. Sofo, A.; Scopa, A.; Nuzzaci, M.; Vitti, A. Ascorbate peroxidase and catalase activities and their genetic regulation in plants
subjected to drought and salinity Stresses. Int. J. Mol. Sci. 2015, 16, 13561–13578. [CrossRef] [PubMed]

34. Tammam, A.; Abou Alhamd, M.F.; Hemeda, M. Study of salt tolerance in wheat (Triticum aestium L.) cultivar Banysoif 1. Aust. J.
Crop. Sci. 2008, 1, 115–125.

35. Marvi, H.; Heydari, M.; Armin, M. Physiological and biochemical responses of wheat cultivars under salinity stress. ARPN J.
Agric. Biol. Sci. 2011, 6, 35–40.

36. Sen, A.; Alikmanoglu, S. Effect of salt stress on growth parametres and antioxidant enzymes of different wheat (Triticum aestivum
L.) varietes on in vitro tissue culture. PSP 2011, 20, 489–495.

37. Elkahoui, S.; Hernández, J.A.; Abdelly, C.; Ghrir, R.; Limam, F. Effects of salt on lipid peroxidation and antioxidant enzyme
activities of Catharanthus roseus suspension cells. Plant Sci. 2005, 709, 607–613. [CrossRef]

38. Moller, I.S.; Gilliham, M.; Jha, D.; Mayo, G.M.; Roy, S.J.; Coates, J.C.; Haseloff, J.; Tester, M. Shoot Na+ exclusion and increased
salinity tolerance engineered by cell typespecific alteration of Na+ transport in Arabidopsis. Plant Cell 2009, 21, 2163–2178.
[CrossRef]

39. Ahmad, P.; Kumar, A.; Ashraf, M.; Akram, N.A. Salt-induced changes in photosynthetic activity and oxidative defense system of
three cultivars of mustard (Brassica juncea L.). Afr. J. Biotechnol. 2012, 11, 2694–2703.

40. Azooz, M.M.; Youssef, A.M.; Ahmad, P. Evaluation of salicylic acid (SA) application on growth, osmotic solutes and antioxidant
enzyme activities on broad bean seedlings grown under diluted seawater. Int. J. Plant Physiol. Biochem. 2011, 3, 253–264.

41. Ibrahimova, U.F.; Mammadov, A.C.; Feyziyev, Y.M. The effect of NaCl on some physiological and biochemical parameters in
Triticum aestivum L. genotypes. Plant Physiol. Rep. 2019, 24, 370–375. [CrossRef]

42. Zeehan, M.; Lu, M.; Sehar, S.; Holford, P.; Wu, F. Comparison of biochemical, anatomical, morphological and physiological
responses to salinity stress in wheat and barley genotypes differing to salinity tolerance. Agronomy 2020, 10, 127. [CrossRef]
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