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Abstract: Salt stress obstructs plant’s growth by affecting metabolic processes, ion homeostasis and
over-production of reactive oxygen species. In this regard silicon (Si) has been known to augment a
plant’s antioxidant defense system to combat adverse effects of salinity stress. In order to quantify
the Si-mediated salinity tolerance, we studied the role of Si (200 ppm) applied through rooting media
on antioxidant battery system of barley genotypes; B-10008 (salt-tolerant) and B-14011 (salt-sensitive)
subjected to salt stress (200 mM NaCl). A significant decline in the accumulation of shoot (35–74%)
and root (30–85%) biomass was observed under salinity stress, while Si application through rooting
media enhancing biomass accumulation of shoots (33–49%) and root (32–37%) under salinity stress.
The over-accumulation reactive oxygen species i.e., hydrogen peroxide (H2O2) is an inevitable process
resulting into lipid peroxidation, which was evident by enhanced malondialdehyde levels (13–67%)
under salinity stress. These events activated a defense system, which was marked by higher levels
of total soluble proteins and uplifted activities of antioxidants enzymatic (SOD, POD, CAT, GR
and APX) and non-enzymatic (α-tocopherol, total phenolics, AsA, total glutathione, GSH, GSSG
and proline) in roots and leaves under salinity stress. The Si application through rooting media
further strengthened the salt stressed barley plant’s defense system by up-regulating the activities
of enzymatic and non-enzymatic antioxidant in order to mitigate excessive H2O2 efficiently. The
results revealed that although salt-tolerant genotype (B-10008) was best adopted to tolerate salt stress,
comparably the response of salt-sensitive genotype (B-14011) was more prominent (accumulation of
antioxidant) after application of Si through rooting media under salinity stress.

Keywords: abiotic stress tolerance; antioxidant defense; Hordeum vulgare; lipid peroxidation; proline;
PCA-biplot

1. Introduction

Soil salinity is a serious global issue confining agricultural production and creating
great economic loss. It has been estimated that globally more than 33% agricultural and
20% of total irrigated land is affected by high salinity, which is escalating at the rate of 10%
per annum [1]. Meanwhile, in Pakistan 4.5 million hectares of arable land is being affected
only by salinity and causing severe damage to crop as well as soil health [2]. Saline soils
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pose detrimental effects on global agricultural production as a result of its direct impact on
the plant’s biochemical and molecular processes [3,4] primarily by inducing water deficit
conditions; and secondarily through ionic toxicity and nutrient disequilibrium in cellular
compartments [5,6].

It has been estimated that 20% of crop yield got reduced by nutrient imbalanced and
soil contamination caused by salinity stress [7]. Moreover, an excessive accumulation of
salts promotes leakage of reactive oxygen species (ROS) within the cell, and damages lipids,
proteins and DNA structures [8,9]. Peroxisomes are main organelles for ROS (H2O2, O2−,
1O2, OH·) production during β-oxidation, fatty acid metabolism, photorespiration and
glycolic acid oxidation reactions [10,11]. The immediate feedback of plants to scavenge
excessive ROS is the activation of a defense system by producing soluble proteins and
antioxidant (SOD, CAT, POD, AsA, α-tocopherol, phenolics, proline) [12,13]. These endoge-
nous antioxidants efficiently detoxify ROS without damaging the cellular compartments.

Although plants have the ability to scavenge excessive ROS, this capacity is still limited
but can be enhanced by the application of different chemicals, nutrient supplements and
growth regulators [14], i.e., growth regulators [14,15], nutrients [16], amino acids [17] and
silicon [18,19] are used as a shotgun approach to augment resistance in plants against
stressful conditions. Several studies have drawn special attention to the role of silicon as a
shotgun approach in improving plant resistance against stressful conditions. It is ranked as
the second abundant element on earth’s crust [20,21]. Its presence in plants tissues and soil
varies depending on the type of plant species and ability to uptake from soil. Si absorption
and transportation is a complex process that involves the influx and efflux of Si through
transporters of the aquaporin family with specific selectivity properties. It is absorbed
by plant roots only in the form of Si(OH)4 through Si (LSi1 and LSi2) transporters via
apoplastic pathway [22,23].

The exogenous application of Si helps plants to mitigate the toxic effects of salinity by
maintaining plant’s water relation [24], balanced Na+ and K+ levels [25] and boosted an-
tioxidant response in different plant species as barley [26], rice [27], tomato [28], wheat [29]
and maize [30]. Rooting the media application of Si helped to improve the plant’s growth
and yield by effective detoxification of ROS. The supplement of Si has a slight edge over
other exogenous application due to its high abundance and only a small amount of soluble
silicon can alleviate salt tolerance and improve growth by modulating chlorophyll content
and photosynthetic characteristics Therefore, it is need of time to understand the role of
Si to understand the biochemical and antioxidant response of barley crop under salinity
stress, to be used for better growth and productivity.

2. Results
2.1. Plants Vegetative Growth

Vegetative growth of shoot and root (biomass and lengths) of barley genotypes showed
significant effect of 200 mM NaCl and 200 ppm Si. The data showed that Si application
increased shoot length (22% and 18%) and root length (20% and 17%), shoot fresh weight
(18% and 11%), shoot dry weight (23% and 19%), root fresh weight (10% and 17%) and root
dry weight (11% and 10%) in B-10008 and B-14011, respectively, as compared to control
plants. It has been observed that 200 mM NaCl caused a reduction in: shoot length (27% and
60%); root length (19% and 57%); shoot fresh weights (30% and 78%); shoot dry weights
(38% and 73%); root fresh weight (30 and 85%); and root dry weight (32% and 87%) in
B-10008 and B-14011, respectively, However, the application of 200 ppm Si reduced the
effect of salt (200 mM NaCl) stress by enhancing: shoot length (17% and 15%); root length
(22% and 11%); shoot fresh weights (15% and 16%); shoot dry weights (21% and 14%); root
fresh weight (36% and 33%); and root dry weight (37% and 31%) in B-10008 and B-14011,
respectively, as compared to respective saline treatments (Table 1).
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Table 1. Morphological attributes of barley genotypes modulated by rooting application of silicon
under salinity stress.

Genotype Treatment Shoot Length
(cm)

Root Length
(cm)

Shoot Fresh
Weight (g)

Shoot Dry
Weight (g)

Root Fresh
Weight (g)

Root Dry
Weight (g)

B-10008

Control 68.53 ± 3.72 b 52.04 ± 1.46 b 124.13 ± 1.65 b 15.73 ± 0.72 b 70.90 ± 3.49 ab 7.53 ± 0.11 ab

200 ppm Si 81.40 ± 1.51 a 61.13 ± 1.87 a 146.80 ± 2.63 a 19.34 ± 0.54 a 77.91 ± 1.85 a 8.34 ± 0.48 a

200 mM NaCl 50.14 ± 1.59 d 42.13 ± 2.42 c 86.52 ± 2.43 e 9.74 ± 0.73 d 49.63 ± 1.69 c 5.12 ± 0.32 e

200 mM NaCl
+ 200 ppm Si 63.71 ± 1.32 c 53.04 ± 2.07 b 105.33 ± 3.10 c 14.50 ± 1.14 bc 67.62 ± 2.35 b 6.99 ± 0.25 bc

B-14011

Control 51.14 ± 0.67 d 30.21 ± 1.68 d 96.04 ± 4.10 d 10.71 ± 0.91 d 53.24 ± 4.71 c 5.74 ± 0.35 de

200 ppm Si 61.12 ± 1.83 c 32.10 ± 3.58 d 107.62 ± 2.05 c 12.73 ± 0.46 c 62.42 ± 2.13 b 6.32 ± 0.22 cd

200 mM NaCl 20.31 ± 0.99 f 13.04 ± 1.20 e 25.53 ± 1.26 g 2.90 ± 0.40 e 7.73 ± 0.56 d 0.77 ± 0.09 f

200 mM NaCl
+ 200 ppm Si 27.33 ± 1.22 e 18.02 ± 0.75 e 34.03 ± 1.65 f 4.29 ± 0.34 e 10.35 ± 0.32 d 1.00 ± 0.01 f

Values are means ± SE (n = 4), letters (a–g) represent significant difference at p ≤ 0.05 (Duncan’s multiple range
test). Values sharing the same letter within each column are non-significant statistically.

2.2. Total Soluble Proteins (TSP)

It has been observed that the presence of NaCl in rhizosphere considerably (p < 0.001)
boosted the synthesis of TSP in leaves (22%) and roots (up to 30%) compared to con-
trol plants (Table 2). The exogenously applied to Si through rooting media to barley
plants increases TSP contents (6–11%) when compared to control plants, while this in-
crease was 7–47% under salinity stress. However, B-10008 accumulated higher leaf (17%),
while B-14011 accumulated higher root (44%) TSP contents after rooting application of Si
(200 ppm) under salinity stress (Table 2).

Table 2. Total soluble protein (TSP), total free amino acid (TFAA), hydrogen peroxide (H2O2),
malondialdehyde (MDA) and proline (µM f.wt.) contents in leaf and root of barley genotypes
modulated by rooting application of silicon under salinity stress.

Leaf

Genotype Treatments TSP
(mg g−1 f.wt.)

TFAA
(mg g−1 f.wt.)

H2O2
(µmol g−1 f.wt.)

MDA
(nmol g−1 f.wt.)

Proline
(µM f.wt.)

B-10008

Control 29.03 ± 0.30 e 7.56 ± 0.41 c 0.22 ± 0.017 f 29.04 ± 0.64 c 3.92 ± 0.52 f

200 ppm Si 32.21 ± 0.75 c 7.69 ± 0.08 c 0.26 ± 0.006 e 28.52 ± 0.76 c 4.04 ± 0.71 f

200 mM NaCl 35.53 ± 0.98 b 8.96 ± 0.33 b 0.59 ± 0.028 c 33.01 ± 0.77 b 35.72 ± 3.08 c

200 mM NaCl +
200 ppm Si 41.62 ± 1.06 a 8.43 ± 0.40 b 0.38 ± 0.007 d 19.63 ± 1.18 d 25.55 ± 1.19 d

B-14011

Control 24.24 ± 0.32 g 6.07 ± 0.22 d 0.19 ± 0.005 f 33.80 ± 1.79 b 14.76 ± 1.10 e

200 ppm Si 26.90 ± 0.78 f 6.19 ± 0.07 d 0.24 ± 0.018 ef 27.04 ± 1.39 c 16.77 ± 3.41 e

200 mM NaCl 29.62 ± 1.38 de 10.50 ± 0.15 a 0.91 ± 0.028 a 43.61 ± 0.63 a 178.09 ± 3.10 a

200 mM NaCl +
200 ppm Si 31.34 ± 0.30 cd 9.04 ± 0.10 b 0.77 ± 0.029 b 35.43 ± 2.11 b 143.44 ± 2.11 b

Root

Genotype Treatments TSP TFAA H2O2 MDA Proline

B-10008

Control 11.04 ± 0.30 c 1.20 ± 0.06 d 0.18 ± 0.020 de 11.70 ± 1.01 bc 2.15 ± 0.13 d

200 ppm Si 11.72 ± 0.41 bc 1.25 ± 0.07 d 0.19 ± 0.007 de 10.80 ± 0.97 cd 3.01 ± 0.24 d

200 mM NaCl 14.91 ± 0.77 a 1.48 ± 0.13 bc 0.45 ± 0.028 a 13.75 ± 1.09 ab 9.45 ± 0.36 b

200 mM NaCl +
200 ppm Si 16.03 ± 0.63 a 1.38 ± 0.08 cd 0.35 ± 0.029 b 8.66 ± 0.54 de 6.65 ± 0.91 bc

B-14011

Control 6.73 ± 0.38 e 0.93 ± 0.04 e 0.26 ± 0.041 c 8.58 ± 0.58 de 3.15 ± 0.16 d

200 ppm Si 7.35 ± 0.57 e 0.88 ± 0.07 e 0.15 ± 0.013 e 7.99 ± 1.00 e 3.85 ± 0.26 cd

200 mM NaCl 8.82 ± 0.34 d 1.88 ± 0.05 a 0.41 ± 0.013 a 14.36 ± 1.65 a 18.12 ± 3.19 a

200 mM NaCl +
200 ppm Si 12.74 ± 0.67 b 1.59 ± 0.06 b 0.24 ± 0.022 cd 7.84 ± 0.49 e 15.43 ± 1.52 a

Values are means ± SE (n = 4), letters (a–e) represent significant difference at p ≤ 0.05 (Duncan’s multiple range
test). Values sharing same letter within each column are non-significant statistically.
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2.3. Total Free Amino Acids (TFAA)

The results revealed that salinity stress significantly enhanced TFAA B-14011 (73% and
103%) as compared to B-10008 (18% and 24%) in leaves and roots, respectively, as compared
to control treatment (Table 2). However, TFAA contents in leaves and roots were reduced
from 6% (B-10008) to 13% (B-14011) and 6%, (B-10008) to 15% (B-14011), respectively, after
Si application when compared to saline treatment alone (Table 2).

2.4. H2O2 and MDA Content

The data (Table 2) exhibited that when compared to control conditions the leaf and
root’s H2O2 contents were increased under a salty environment (200 mM NaCl). Under salt
stress, the maximum increase in leaf (372%) and roots (152%) H2O2 contents were observed
in B-14011 and B-10008, respectively. While the application of 200 ppm Si detoxified the
harmful effect of H2O2 in leaves (36%) and roots (42%) under salinity stress as compared
to control. The MDA level is the indicator of lipid peroxidation and was increased with
the increase in ROS (H2O2). The MDA was more significantly enhanced in roots (67%)
and leaves (29%) of sensitive genotype (B-14011) while Si application tends to lower MDA
contents in leaves and roots to 40% and 45%, respectively, under salinity stress when
compared to their respective control plants (Table 2). The degree of H2O2 detoxification
and MDA contents was more pronounced in leaves of B-10008, while the roots of B-14011
showed maximum decline with Si application under salinity stress when compared to the
counterpart barely genotype.

2.5. Activity of Enzymatic Antioxidants

Elimination of ROS produced during oxidative stress is a natural phenomenon in
plants. As the plants counter with excessive ROS (O2

−, OH·, H2O2) they start synthesizing
antioxidants to minimize its harmful effect. Under salinity stress (200 mM NaCl) the
activity of enzymatic antioxidant was augmented in the leaves and root of barley genotypes.
Comparatively the activities antioxidants, i.e., SOD (27%), POD (32%), APX (22%) and GR
(45%) in leaves and the activities of SOD (38%), APX (46%), CAT (33%) and GR (35%) in
roots of tolerant genotype (B-10008) was higher under salt stress as compared to control
counterparts. Whereas in salt sensitive genotype, CAT (88%) and POD (75%) in leaves
and POD (68%) activities in roots were higher under salinity stress when compared to
control plants.

Si application (200 ppm) through rooting media further enhanced the activities of
enzymatic antioxidants, especially under salinity stress. Maximum accumulation in SOD
(14%, 34%), APX (26%, 33%) and POD (28, 54%) was found in leaves and roots of sensitive
genotype (B-14011). Whereas the rooting application of Si under salinity stress in tolerant
genotype (B-10008) resulted in the synthesis of higher leaf and root CAT (16%, 22%) and
GR (24%, 15%) contents, respectively. The Si-mediated enhancement in the accumulation
of enzymatic antioxidants was comparatively higher in genotype B-14011 comparable to
B-10008 under salt stress after application of Si through rooting media (Figures 1 and 2).
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Figure 1. Superoxide dismutase (SOD) (A,B), catalase (CAT) (C,D) and peroxidase (POD) (E,F)
(U mg−1 protein) contents in leaf and root of barley genotypes modulated by application of silicon
through rooting media under salinity stress. The values represented by bars are means of four
replicates ± SE. Different small letters (a–f) on bars denote significant difference at p ≤ 0.05 (Duncan’s
multiple range test). Values sharing same letter within each subfigure are non-significant statistically.
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Figure 2. Ascorbate peroxidase (APX) (A,B) (Umg−1 protein) and glutathione reductase (GR) (C,D)
(µmol g−1 NADPH ext. min−1) contents in leaf and root of barley genotypes modulated by applica-
tion of silicon through rooting media under salinity stress. The values represented by bars are means
of four replicates ± SE. Different small letters (a–e) on bars denote significant difference at p ≤ 0.05
(Duncan’s multiple range test). Values sharing same letter within each subfigure are non-significant
statistically.

2.6. Non-Enzymatic Antioxidants

The activities of non-enzymatic antioxidants, i.e., leaf and root glutathione (total, GSH,
GSSG) (Figure 3), AsA, α-tocopherol and total phenolics (Figure 4) were significantly en-
hanced under salinity stress. Under salinity stress, maximum leaf and root total glutathione
(21%, 14%) contents were observed in genotype B-10008, while root total glutathione con-
tents of sensitive genotype was decreased (11%). Maximum leaf and root GSH (23%, 14%)
and root GSSG (17%) contents were observed in genotype B-10008, while GSH and GSSG
content in leaf and root of B-14011 were decreased to 10% and 12%, respectively, under
salinity stress (Figure 3). Maximum leaf α-tocopherol (109%) contents were observed in
B-10008, whereas, in the root the highest α-tocopherol (64%) contents were detected in
B-14011 under salinity stress. Similarly, the genotypes B-14011 accumulated highest total
phenolics [leaf (30%) and root (38%)] while B-10008 accumulated maximum AsA [leaf (78%)
and root (27%)] contents in response to salty stress as compared to control plants (Figure 4).

Just like enzymatic antioxidants, the activities of non-enzymatic antioxidants were
also enhanced after application of Si through rooting media in barley plants subjected to
salinity stress, except for root GSSG contents, which were lowered under salinity stress in
B-14011. The results revealed that as compared to saline treatment the genotypes B-10008
accumulated maximum leaf total glutathione (13%), GSH (15%) and GSSG (6%) after
application of Si through rooting media. Similarly, maximum root total glutathione (14%)
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and GSSG (52%) contents were observed in B-10008 while root GSH (27%) contents were
higher in B-14011 under salinity stress after Si application (Figure 3).
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Figure 3. Glutathione (µmol g−1 f.wt.) contents in leaf (A) and root (B) of barley genotypes modulated
by application of silicon through rooting media under salinity stress. The values represented by bars
are means of four replicates ± SE. Different small letters (a–g) on bars denote significant difference at
p ≤ 0.05 (Duncan’s multiple range test). Values sharing same letter within each subfigure are non-
significant statistically. GSH = reduced glutathione, GSSG = oxidized glutathione, f.wt. = fresh weight.

It has been observed that Si application under salinity stress more prominently en-
hanced α-tocopherol contents in leaf (29%) and root (13%) of genotype B-10008 while
highest total phenolics contents in leaf (24%) and root (26%) was observed in B-14011 at
same growing conditions. Similarly, the genotype B-14011 accumulated maximum leaf
AsA (25%) while B-10008 showed highest root AsA (24%) contents after application of Si
through rooting media under salinity stress (Figure 4).
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Figure 4. Ascorbic acid (AsA) (A,B) (mg g−1 f.wt.), α-tocopherol (C,D) (mg g−1 f.wt.) and total
phenolics (E,F) (µg eq. GA g−1 f.wt.) contents in leaf and root of barley genotypes modulated by
application of silicon through rooting media under salinity stress. The values represented by bars
are means of four replicates ± SE. Different small letters (a–e) on bars denote significant difference
at p ≤ 0.05 (Duncan’s multiple range test). Values sharing same letter within each subfigure are
non-significant statistically.

The remarkable increase in the accumulation of proline was observed in both barley
genotypes, especially in B-14011, as compared to B-10008 at 200 mM NaCl stress as com-
pared to control treatment (Figure 5) as the former genotype accumulated maximum proline
contents in leaves (872%) and roots (390%) under a salty environment. However, external
fertigation of Si further boosted proline contents in both barley genotypes. Highest proline
contents (leaf 40% and root 42%) were detected in genotype B-10008 after Si application
under salt stress as compared to salt stress alone (Table 2).
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Figure 5. Pearson correlation analysis of different measured attributes of barley genotypes (B10008
and B14011) with non-enzymatic (A) and enzymatic (B) antioxidants modulated by application of
silicon through rooting media under salinity stress. Asterisk (*) denotes significance of the interaction
at p ≤ 0.05. Color of circles corresponds, i.e., Red: highly positive; Purple: slightly positive; Green:
highly negative; Brown: slightly negative. Circle intensity or size shows the strength of correlation:
stronger (Bigger) or weaker (Smaller). SL: shoot length; RL: root length; SFW: shoot fresh weight;
RFW: root fresh weight; SDW: shoot dry weight; RDW: root dry weight; LTSP: leaf total soluble
protein; RTSP: root total soluble protein; LAA: leaf free amino acids; RAA: root free amino acids;
LH2O2: leaf hydrogen peroxide; RH2O2: root hydrogen peroxide; LMDA: leaf malondialdehyde;
RMDA: root malondialdehyde; LTG: leaf total glutathione; RTG: root total glutathione; LGSH: leaf
reduced glutathione; RGSH: root reduced glutathione; LGSSG: leaf oxidized glutathione; RGSSG:
root oxidized glutathione; LTPhen: leaf total phenolics; RTPhen: root total phenolics; LAsA: leaf
ascorbic acid; RAsA: root ascorbic acid; Ltoco: leaf α-tocopherol; Rtoco: root α-tocopherol; LProl:
leaf proline; Rprol: root proline; LSD: leaf superoxide dismutase; RSOD: root superoxide dismutase;
LAPX: leaf ascorbate peroxidase; RAPX: root ascorbate peroxidase; LCAT: leaf catalase; RCAT: root
catalase; LPOD: leaf peroxidase: RPOD: root peroxidase: LGR: leaf glutathione reductase; RGR: root
glutathione reductase.

2.7. Correlations

The correlation analysis of morphological attributes, TSP, TFAA, H2O2, and MDA with
non-enzymatic and enzymatic antioxidants is presented in (Figure 5A,B). The data showed
that there was a strong positive correlation among different morphological attributes.
However, leaf and root TFAA, leaf H2O2 and leaf MDA had a strong negative relationship
with morphological growth attributes (p ≤ 0.05) (Figure 5A,B).

Similarly, the relationship of leaf H2O2 and non-enzymatic antioxidants has a strong
positive correlation with leaf GSSG, root tocopherol and leaf and root proline contents,
while negative with leaf, and root AsA and leaf tocopherol while root H2O2, showed vice
versa results (p ≤ 0.05). Root total glutathione and GSH also has a positive correlation
with growth as well as root TSP contents (Figure 5A). However, among non-enzymatic
antioxidants a positive relationship was found, except for root GSSG, which does not show
any relationship with the majority of non-enzymatic antioxidants (Figure 5A).

Similarly, the correlation among leaf TSP, TFAA, H2O2 and MDA with enzymatic
antioxidants also showed great variations (Figure 5B). TSP (Leaf and root) exhibited a
strong positive correlation with leaf and root SOD, root APX and CAT, leaf PSD and GR
while negative with leaf CAT. Leaf H2O2 exhibited positive relationship with leaf MDA,
leaf APX, leaf CAT on the other hand it had negative relationship with leaf POD and GR.
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A positive correlation was found among enzymatic antioxidants with some exceptions on
the behalf of leaf APX (Figure 5B).

2.8. Principal Component Analysis (PCA)

The results of Pearson’s correlation analysis were further confirmed by PCA-Biplot
that showed that synthesis of antioxidants in barley has a direct relationship with plant
growth, which on the other hand, is compromised by the excessive production of ROS and
lipid peroxidation (Figure 6A,B). To infer the relationship of enzymatic and non-enzymatic
antioxidants with morphological attributes (SL, RL, SFW, SDW, RFW, RDW), H2O2 and
MDA contents, we performed PCA analysis. The two components of PCA, i.e., PC1
and PC2 were represented as Dim1 and Dim2, respectively. The cumulative variance in
Dim1 and Dim2 for non-enzymatic and enzymatic antioxidants accounts for 83% and 80%,
respectively (Figure 6A,B). The both PCAs exhibited that the majority of non-enzymatic and
all enzymatic antioxidants, ROS (H2O2) and lipid peroxidation (MDA) are found in Dim1.
So the first component may be named as antioxidant scavenger and salinity tolerance,
while in Dim2, all the growth related morphological attributes are presented (Figure 6A,B).
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Figure 6. Principal component analysis (PCA) showing the relationship of different morphological,
total soluble protein, amino acids, H2O2 and MDA contents with non-enzymatic (A) and enzymatic
(B) antioxidants of barley genotypes modulated by application of silicon through rooting media under
salinity stress. SL: shoot length; RL: root length; SFW: shoot fresh weight; RFW: root fresh weight;
SDW: shoot dry weight; RDW: root dry weight; LTSP: leaf total soluble protein; RTSP: root total soluble
protein; LAA: leaf free amino acids; RAA: root free amino acids; LH2O2: leaf hydrogen peroxide;
RH2O2: root hydrogen peroxide; LMDA: leaf malondialdehyde; RMDA: root malondialdehyde;
LTG: leaf total glutathione; RTG: root total glutathione; LGSH: leaf reduced glutathione; RGSH: root
reduced glutathione; LGSSG: leaf oxidized glutathione; RGSSG: root oxidized glutathione; LTPhen:
leaf total phenolics; RTPhen: root total phenolics; LAsA: leaf ascorbic acid; RAsA: root ascorbic acid;
Ltoco: leaf α-tocopherol; Rtoco: root α-tocopherol; LProl: leaf proline; Rprol: root proline; LSD: leaf
superoxide dismutase; RSOD: root superoxide dismutase; LAPX: leaf ascorbate peroxidase; RAPX:
root ascorbate peroxidase; LCAT: leaf catalase; RCAT: root catalase; LPOD: leaf peroxidase: RPOD:
root peroxidase: LGR: leaf glutathione reductase; RGR: root glutathione reductase.

The angle between LH2O2 and LProl; LMDA and LGSSG; RH2O2 and RMDA; LMDA
and LGSSG (Figure 6A) and SFW, SDW, RFW, RDW, SL and RL and in PCA (Figure 6A,B)
showed that there exist a strong positive. It has been observed that RH2O2 and RGSSG
exhibited no relationship between these two components. Similarly, the data presented in
Figure 6B revealed that there is a strong positive correlation between LH2O2 and LAPX;
LTSP, LSOD, LPOD, LGR, RTSP, RAPX, RCAT, RAPX and RSOD, RH2Os and RPOD and
LH2O2 and LCAT, while the angle between LH2O2 and morphological attributes showed
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that a strong negative correlation exists. The representation of RMDA showed that it had a
little contribution in both PCAs (Figure 6A,B).

3. Discussion

Salinity stress seriously hampers plant’s growth and development through a reduc-
tion in the photosynthetic process, upsetting ionic equilibrium and enhancing oxidative
damage [31]. The impact of salinity on a plant’s growth is a time dependent process,
summarized in a two-phase model: (i) rapid phase ascribed to water deficit conditions (os-
motic); and (ii) slow phase caused by the accumulation of ions to toxic levels (ion-specific)
causing negative effects on plant’s physio-biochemical activities [32].

Salinity-induced reduction in biomass accumulation and plant height was observed
in this experiment, however, this effect was more pronounced on salt sensitive barley
genotype (B-14011) as compared to a salt tolerant one (B-10008). The decrease in biomass
and lengths of plants was mainly the result of an excessive buildup of Na+ and Cl− [4]
due to a disturbance in nutrient uptake [32] and a reduction in te photosynthetic process,
which is directly related to biomass accumulation [33]. Salinity-induced reduction in
morphological attributes has been previously observed in maize [34], wheat [35], canola [36],
and barley [37].

The application of Si through rooting media showed a positive effect on growth of
barley plants. Si-mediated increase in biomass and plant height under salinity is attributed
to improved nutrient balance, reduced uptake of Na+, higher photosynthetic rates and
efficient detoxification of excessive ROS via enhanced antioxidant activity [18,34]. The
Si-mediated enhancement in growth under salinity stress was previously reported by
Yan et al. [38] in wheat, Ahmad et al. [12] in mung bean, Laifa et al. [39] in barley and
Raza et al. [34] in maize.

The over-accumulation of H2O2 in cellular system under salinity results in fatty
acid oxidation leading to membrane damage and electrolyte leakage, as was observed
as enhanced MDA levels under salt stress, especially in B-14011. This salinity-induced
production of ROS (oxidative stress) harms lipids, proteins, carbohydrates and nucleic acid
leady to cell death [40]. On the other hand, Si application through external means in salt
treated plants ameliorated extra ROS (H2O2) and caused reduction in lipid peroxidation
(MDA). The main source of ROS is mitochondria and chloroplasts where it is accumulated
during electron transport processes [41], which can start lipid peroxidation in the cell [42].
AbdElgawad et al. [43] reported that 150 mM NaCl enhanced the production of H2O2
and enhanced lipid peroxidation (higher MDA level) in maize. The Si application tends
to maintain the metabolism of plant to an optimum level by decreasing ROS production,
lowering lipid peroxidation, maintaining integrity of membranes and reducing leakage of
electrolyte from cytosol in many crops like wheat [29], rice [38], Basil [24] and sunflower [44]
and maize [30].

The immediate response of plants to the overproduction of ROS is enhancement in the
synthesis of TSPs, TFAAs. Similarly, the activation of enzymatic and non-enzymatic antiox-
idants is also enhanced in order to efficiently scavenge excessive ROS [12,43]. As compared
to B-14011 the genotype B-10008 synthesized higher TSP contents under salt stress, while
the accumulation of TFAA was higher in B-14011 than B-10008. However, imposition of Si
augmented TSP contents in leaves and roots of barley plants. This enhancement in TSP
accumulation indicate that plant’s endogenous defense system was boosted under salinity
stress [45,46].

The enzymatic antioxidant (CAT, POD, SOD, APX, and GR) activities were boosted
under salinity stress. The accumulation of CAT and POD was higher in B-14011, and
displaying that increase in H2O2 levels enhanced these antioxidants. The salinity induced
enhancement in the activities of enzymatic antioxidant, i.e., CAT, POD, SOD, APX and GR
is reported in maize [30], sunflower [44], wheat [29] and alfalfa [47]. The stimulation in the
synthesis of non-enzymatic antioxidants (AsA, α-tocopherol, total phenolics, glutathione
and proline) in different plant tissues of barley genotypes was significantly enhanced under
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salinity stress. Comparatively, the non-enzymatic antioxidant activities were higher in B-
10008 as compared to B-14011, when compared to their respective controls under salt stress.
It has been observed that many plants enhance the activities of non-enzymatic antioxidants
to safeguard the cellular structures from ROS-induced oxidative damage under salinity
stress [24,48,49].

The application of Si through external means boosted the salinity-induced scavenging
of ROS through antioxidant defense system in both barley genotypes. The possible mecha-
nism of Si-induced boosted defense system under salinity stress is due to reduction in Na+

uptake; increased K+ absorption, improved water status, enhanced water retention capacity
and finally limiting ROS production [50]. The similar results were previously reported in
millet [51], maize [52], alfalfa [53] and wheat [54]. This study also uncovered the fact that
Si application enhanced the activities of enzymatic (CAT, POD, SOD, APX and GR) and
non-enzymatic (AsA, α-tocopherol, total phenolics, glutathione and proline) antioxidants
under salt stress. The sensitive barley genotype (B-14011) showed a comparatively better
antioxidant response analogous to a tolerant genotype (B-10008) under salinity stress.

The Si-mediated enhancement in antioxidant activities reduced the oxidative damages
posed by ROS, thus lowering lipid peroxidation and conserving membrane permeabil-
ity [31,55]. Although results clearly demonstrate that there is a clear difference in antioxi-
dant response in Si-treated and non-Si treated barley plants, a gap still exists in clarifying
the interaction of exogenously applied Si and the antioxidant battery system of plants.
Under salinity stress, Si application through external means reduced the uptake of Na+ by
stimulating the root plasma membrane H+-ATPase activity, which can possibly lower ROS
thus enhancing salt tolerance aided by efficient antioxidant defense system [56,57].

Enhanced proline accumulation under stressful conditions is regarded as a defense
response of plants to a specific stress [58]. In this experiment the proline contents was
considerably enhanced in both barley genotypes, however the response of B-14011 was
exponentially high as compared to B-10008 genotypes, whereas presence of Si in media
further boosted proline synthesis under salinity stress. It has been generally accepted that
proline accumulation is a stress adoptive strategy in tolerant plant species [59]. Yet, proline
over-accumulation under salt stress cannot be regarded as a permanent bench-mark for salt
tolerance as there are many reports that concluded that sensitive genotypes/varieties had
accumulated much higher proline when compared to tolerant ones [60,61]. This proline
over accumulation in sensitive genotypes is an indication of salt injury [62]. Results of this
experiment showed that Si application lowered proline contents of both barley genotypes.
Previously, Tuna et al. [63] in wheat, Soylemezoglu et al. [64] in grape, Yin et al. [65] in
sorghum and Gunes et al. [66] in barley have reported similar results showing that Si
application can reduce the proline contents under salt stress.

4. Materials and Methods

The experiment was designed and conducted at Bio-Park of Institute of Pure and
Applied Biology, Bahauddin Zakariya University, Multan, Pakistan during two successive
seasons 2017–2018 and 2018–2019. Surface sterilized (Sodium hypochlorite solution) seeds
of two barley genotypes; B-14011 and B-10008 were grown in pots weighing 8 kg of river
sand arranged in a completely randomized design (CRD) with four replicates of each
treatment. The pots were arranged in two sets; 1st non-saline (irrigated with water +
Hoagland nutrient solution) and second saline (irrigated with 200 mM NaCl + Hoagland
nutrient solution). The 50% pots from non-saline and 50% from saline set were irrigated
with 200 ppm Si (K2SiO3.2H2O) solution through rooting media when seedlings were two
weeks old. During the third week of germination, 50% pots of each genotype were irrigated
with 200 mM NaCl solution (saline), while the remaining 50% were irrigated with tap water
(non-saline). Hoagland and Arnon [67] nutrient solution was supplied to plants to fulfill
their nutrient requirements.
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4.1. Morphological Attributes

The plants were carefully uprooted sixty days after germination, washed with distilled
water; placed in plastic bags immediately and the length and weight of roots and shoots
were recorded, while dry weights were recorded after drying the samples for 96 h at 70 ◦C.

4.2. Estimation of Biochemical Attributes

For the estimation of proteins, amino acids and antioxidants the leaf and root samples
were homogenized in 50 mM Na+-phosphate buffer at 4 ◦C. The material was then cen-
trifuged for 12 min at 15,000 rpm and supernatant was removed carefully to be used for
biochemical assay.

4.2.1. Total Soluble Proteins (TSP)

The 0.1 mL of supernatant was poured in test tubes containing 5 mL of Bradford
reagent. The reading was taken at 595 nm using uv-vis spectrophotometer (U-2900 Hitachi)
after 15 mints of incubation at room temperature [68].

4.2.2. Total Free Amino Acids (TFAA)

For TFAA estimation, 0.5 mL of supernatant was added to 0.5 mL ninhydrin (2%) and
0.5 mL pyridine (10%) solution in test tubes and was water bathed for 30 min at 100 ◦C.
After cooling, the volume was raised to 25 mL with distilled water and absorbance was
recorded at 570 nm with spectrophotometer [69].

4.3. Enzymatic Antioxidants
4.3.1. Superoxide Dismutase (SOD)

The SOD activities in leaves and roots were determined through quantifying the inhibi-
tion in photo reduction in nitrobluetetrazolium (NBT), the protocol devised by Beauchamp
and Fridovich [70]. Reaction solution was prepared by mixing: (i) 75 µL of NBT; (ii) 20 µL of
riboflavin; (iii) 130 mL of L-methionine; and (iii) 100 µL of Na2EDTA into sodium phosphate
buffer. Reaction solution (2.725 mL) was mixed with of dH2O (0.25 mL) and 50 µL enzyme
extract (supernatant) into a glass beaker and was kept in the dark. A similar set of beakers
was prepared and placed at light conditions of 4000 lux for 15 min. The absorbance in the
dark adopted and illuminated samples was recorded at 560 nm using spectrophotometer.

4.3.2. Peroxidase (POD) and Catalase (CAT)

The reaction solution for POD contained 100 µL 30 mM H2O2, 100 µL guaiacol and
100 µL of enzyme extract (supernatant) into 2.7 mL sodium phosphate buffer. However, for
the estimation of CAT activity, the same reaction solution that was used for POD (except
guaiacol) was used. The absorbance of POD and CAT samples was observed on time scan
(0–60 s) at 470 and 240 nm, respectively, using spectrophotometer [71].

4.3.3. Ascorbate Peroxidase (APX)

The activity of APX was determined using Nakano and Asada [72] methodology.
The reaction solution contained 100 µL ascorbate solution (10 mM), 100 µL H2O2 (30%)
and 100 µL enzyme extract (supernatant) into 2.7 mL of sodium phosphate buffer. After
a gentle shake, the absorbance was read at 290 nm with on time scan (0–60 s) using a
spectrophotometer.

4.3.4. Glutathione Reductase (GR)

To assay GR, the reaction solution (2 mL) consisted of 100 µL NADPH (0.15 mM),
100 µL GSSG (0.5 mM), 700 µL dH2O and 100 µL of supernatant into 1000 µL of potassium
phosphate buffer containing Na2EDTA (2 mM). The addition of NADPH started the
oxidation reaction. The NADPH oxidation in each sample was assessed at 340 nm using
spectrophotometer [73].
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4.4. Non-Enzymatic Antioxidants
4.4.1. Total Phenolics

Fresh plant samples were ground in 80% acetone and were centrifuged at 8000 rpm
for 10 min. The supernatant (100 µL) was reacted with 100 µL Folin Ciocalteu’s phenol
reagent and 5 mL of Na2CO3 (20%). The volume was then raised to 10 mL with dH2O.
After vigorous shaking, absorbance of samples was observed at 750 nm [74].

4.4.2. Ascorbic acid (AsA)

For AsA estimation, plant samples were completely homogenized in 6% TCA solution
and were centrifuged at 8000 rpm for 10 min. The reaction solution consisted of 4 mL
supernatant, 2 mL of 2% dinitrophenylhydrazine and one drop of thiourea (10%) solution,
mixed in test tubes. The reaction solutions were then water bathed for 20 min at 100 ◦C
followed by cooling at room temperature. The test tubes were then shifted to ice and 5 mL
of 80% H2SO4 was mixed slowly in these tubes. The absorbance of samples was recorded
at 530 nm [75].

4.4.3. α-Tocopherol (Vitamin E)

The α-tocopherol contents were assayed by grinding plant samples in a mixture of
petroleum ether:ethanol (2:1.6 v/v). The homogenized material was centrifuged at 8000 rpm
for 20 min. The supernatant (1 mL) was mixed with 200 µL of 2% 2,2-dipyridyl and placed
in dark adopted incubation for 5 min till the final red coloration of solution. The volume
of solution was raised to 4 mL with dH2O and absorbance of the samples was read at
520 nm [76].

4.4.4. Glutathione Contents

Plant samples were homogenized in 10% TCA solution, centrifuged for 12 min at
12,000 rpm and supernatant was removed for the estimation of total glutathione, reduced
glutathione (GSH) and oxidized glutathione (GSSG) contents. To assay total glutathione,
200 µL supernatant was added 600 µL sodium phosphate buffer (125 mM, pH 7.5), 1 mL
GR enzyme (10 units mL−1), 200 µL DNTB (6 mM) and 1 mL of NADPH (0.3 mM) solution.
For GSH assay, 200 µL supernatant was added to 1.4 mL sodium phosphate buffer (125 mM,
pH 7.5) and 200 µL DNTB (6 mM). The mixtures were water bathed with stirring at 30 ◦C
for 10 min followed by an immediate ice bath before the reading was taken. The absorbance
for total glutathione and GSH was taken at 412 nm [77]. The GSSG concentration in samples
was worked out by subtracting GSH from total glutathione.

4.4.5. Proline

For proline estimation, plant samples (0.5 g) were grinded in 10 mL 3% sulfosalicylic
acid solution and were filtrated with Whatman filter paper. A total of 2 mL of extract
sample was added to 2 mL ninhidrin and 2 mL of glacial acetic acid solution in test tubes,
which were water bathed at 100 ◦C for 60 min followed by immediate cooling in ice. After
cooling, 4.0 mL of toluene was poured into these test tubes, mixed vigorously and kept at
room temperature until two layers were formed. The absorbance of the upper colored layer
was taken at 520 nm [78].

4.5. Hydrogen Peroxide (H2O2) and Malondialdehyde (MDA)

To assay H2O2 contents, the plant material (0.25 g) was homogenized in 5 mL TCA
(0.1%) solution and centrifuged for 15 min at 12,000 rpm. The supernatant (0.5 mL) was
mixed with 0.5 mL sodium phosphate buffer and 1 mL of potassium iodide (KI) solution in
test tubes. Test tubes were vortexed and absorbance was read at 390 nm [79].

The MDA contents were estimated using Heath and Packer [80] methodology. Then,
1 mL of supernatant (same as used in protein estimation) was mixed to 1 mL TBA (0.5%)
solution prepared in 20% TCA solution in test tubes and were water bathed for 30 min at
95 ◦C. The tubes were then ice bathed for 5 min followed centrifugation at 6000 rpm. The



Plants 2022, 11, 2379 15 of 18

absorbance was recorded at 532 nm and 600 nm. The extension coefficient (155 mM−1 cm−1)
was used for MDA contents calculation.

4.6. Statistical Analysis

Three-way ANOVA was subjected to data using SPSS-20.0 (SPSS Inc. Chicago, IL,
USA). The genotypes (G), salinity (S) and silicon (Si) were used as fixed factors. The
Duncan’s Multiple Range Test (DMRT) at p < 0.05 probability was subjected to observe the
difference among means.

5. Conclusions

Salinity stress reduced the growth by enhancing the levels of ROS (H2O2) and MDA
in barley plants. However, the plants responded to salinity stress by osmotic adjustment,
activating the antioxidant defense system and initiating stress-induced signaling pathway.
Along with the plant’s internal regulatory mechanism, the application of Si adds the plant’s
protective machinery in the alleviation of stress by regulating several metabolic pathways
for detoxification of excessive ROS. This study concluded that application of Si can boost up
barley plant’s metabolism by protecting cell’s bio molecules through enhanced production
of enzymatic (SOD, APX, CAT, POD and GR) and non-enzymatic (phenolics, α-tocopherol,
AsA, glutathione, proline) antioxidants and by limiting lipid peroxidation (MDA) and ROS
(H2O2) production under salinity stress. As such, the application of Si through rooting
media should be used as an early and fast remedy to mitigate salinity stress in plants.
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17. Zamljen, T.; Hudina, M.; Veberič, R.; Slatnar, A. Biostimulative effect of amino acids and green algae extract on capsaicinoid and
other metabolite contents in fruits of Capsicum spp. Chem. Biol. Technol. Agric. 2021, 8, 63. [CrossRef]

18. Parveen, A.; Liu, W.; Hussain, S.; Asghar, J.; Perveen, S.; Xiong, Y. Silicon priming regulates morpho-physiological growth and
oxidative metabolism in Maize under drought stress. Plants 2019, 8, 431. [CrossRef]

19. Akhter, M.S.; Noreen, S.; Saleem, N.; Saeed, M.; Ahmad, S.; Khan, T.M.; Saeed, M.; Mahmood, S. Silicon Can Alleviate Toxic Effect
of NaCl Stress by Improving K+ and Si Uptake, Photosynthetic Efficiency with Reduced Na+ Toxicity in Barley (Hordeum vulgare
L.). Silicon 2021, 14, 4991–5000. [CrossRef]

20. Epstein, E. Silicon. Ann. Review Plant Bio. 1999, 50, 641–664. [CrossRef]
21. Bakhat, H.F.; Bibi, N.; Zia, Z.; Abbas, S.; Hammad, H.M.; Fahad, S.; Ashraf, M.R.; Shah, G.M.; Rabbani, F.; Saeed, S. Silicon

mitigates biotic stresses in crop plants: A review. Crop Protect. 2018, 104, 21–34. [CrossRef]
22. Vivancos, J.; Deshmukh, R.; Grégoire, C.; Rémus-Borel, W.; Belzile, F.; Bélanger, R.R. Identification and characterization of silicon

efflux transporters in horsetail (Equisetum arvense). J. Plant Physiol. 2016, 200, 82–89. [CrossRef]
23. Wade, R.N.; Donaldson, S.M.; Karley, A.J.; Johnson, S.N.; Hartley, S.E. Uptake of silicon in barley under contrasting drought

regimes. Plant Soil 2022, 1–13. [CrossRef]
24. Farouk, S.; Elhindi, K.M.; Alotaibi, M.A. Silicon supplementation mitigates salinity stress on Ocimum basilicum L. via improving

water balance, ion homeostasis, and antioxidant defense system. Ecotox. Environ. Safety 2020, 206, 111396. [CrossRef] [PubMed]
25. Ali, M.; Afzal, S.; Parveen, A.; Kamran, M.; Javed, M.R.; Abbasi, G.H.; Malik, Z.; Riaz, M.; Ahmad, S.; Chattha, M.S. Silicon

mediated improvement in the growth and ion homeostasis by decreasing Na+ uptake in maize (Zea mays L.) cultivars exposed to
salinity stress. Plant Physiol. Biochem. 2021, 158, 208–218. [CrossRef] [PubMed]

26. Balakhnina, T.I.; Matichenkov, V.V.; Wlodarczyk, T.; Borkowska, A.; Nosalewicz, M.; Fomina, I.R. Effects of silicon on growth
processes and adaptive potential of barley plants under optimal soil watering and flooding. Plant Growth Regul. 2012, 67, 35–43.
[CrossRef]

27. Kim, Y.H.; Khan, A.L.; Waqas, M.; Shim, J.K.; Kim, D.H.; Lee, K.Y.; Lee, I.J. Silicon application to rice root zone influenced the
phytohormonal and antioxidant responses under salinity stress. J. Plant Growth Regul. 2014, 33, 137–149. [CrossRef]

28. Hoffmann, J.; Berni, R.; Hausman, J.-F.; Guerriero, G. A Review on the Beneficial Role of Silicon against Salinity in Non-
Accumulator Crops: Tomato as a Model. Biomolecules 2020, 10, 1284. [CrossRef]

29. Mushtaq, A.; Khan, Z.; Khan, S.; Rizwan, S.; Jabeen, U.; Bashir, F.; Ismail, T.; Anjum, S.; Masood, A. Effect of Silicon on Antioxidant
Enzymes of Wheat (Triticum aestivum L.) Grown under Salt Stress. Silicon 2020, 12, 2783–2788. [CrossRef]

30. Khan, W.; Aziz, T.; Maqsood, M.; Farooq, M.; Abdullah, Y.; Ramzani, P.; Bilal, H. Silicon nutrition mitigates salinity stress in maize
by modulating ion accumulation, photosynthesis, and antioxidants. Photosynthetica 2018, 56, 1047–1057. [CrossRef]

31. Khan, A.; Khan, A.L.; Muneer, S.; Kim, Y.-H.; Al-Rawahi, A.; Al-Harrasi, A. Silicon and salinity: Cross-talk in crop mediated
stress tolerance mechanisms. Front. Plant Sci. 2019, 10, 1429. [CrossRef]

32. Zeeshan, 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 deferring in salinity tolerance. Agronomy 2020, 10, 127. [CrossRef]

33. Majeed, A.; Muhammad, Z. Salinity: A major agricultural problem—causes, impacts on crop productivity and management
strategies. In Plant Abiotic Stress Tolerance; Springer: Berlin/Heidelberg, Germany, 2019; pp. 83–99.

http://doi.org/10.1016/j.envexpbot.2019.02.017
http://doi.org/10.3390/antiox9080681
http://doi.org/10.1111/j.1365-3040.2009.02041.x
http://doi.org/10.3390/agronomy10050677
http://doi.org/10.1007/s00344-018-9810-2
http://doi.org/10.3390/plants11070853
http://www.ncbi.nlm.nih.gov/pubmed/35406833
http://doi.org/10.17582/journal.sja/2019/35.4.1316.1325
http://doi.org/10.1016/j.chemosphere.2020.127809
http://doi.org/10.1186/s40538-021-00260-5
http://doi.org/10.3390/plants8100431
http://doi.org/10.1007/s12633-021-01270-6
http://doi.org/10.1146/annurev.arplant.50.1.641
http://doi.org/10.1016/j.cropro.2017.10.008
http://doi.org/10.1016/j.jplph.2016.06.011
http://doi.org/10.1007/s11104-022-05400-w
http://doi.org/10.1016/j.ecoenv.2020.111396
http://www.ncbi.nlm.nih.gov/pubmed/33039852
http://doi.org/10.1016/j.plaphy.2020.10.040
http://www.ncbi.nlm.nih.gov/pubmed/33281032
http://doi.org/10.1007/s10725-012-9658-6
http://doi.org/10.1007/s00344-013-9356-2
http://doi.org/10.3390/biom10091284
http://doi.org/10.1007/s12633-020-00524-z
http://doi.org/10.1007/s11099-018-0812-x
http://doi.org/10.3389/fpls.2019.01429
http://doi.org/10.3390/agronomy10010127


Plants 2022, 11, 2379 17 of 18

34. Raza, M.M.; Ullah, S.; Tariq, A.; Abbas, T.; Yousaf, M.M.; Altay, V.; Ozturk, M. Alleviation of Salinity Stress in Maize Using Silicon
Nutrition. Not. Bot. Horti Agrobot. Cluj Napoca 2019, 47, 1340–1347. [CrossRef]

35. Hafez, E.M.; Omara, A.E.D.; Alhumaydhi, F.A.; El-Esawi, M.A. Minimizing hazard impacts of soil salinity and water stress on
wheat plants by soil application of vermicompost and biochar. Physiol. Plant. 2021, 172, 587–602. [CrossRef] [PubMed]

36. Belouchrani, A.S.; Bouderbala, A.; Drouiche, N.; Lounici, H. The interaction effect to fertilization on the mineral nutrition of
canola under different salinity levels. J. Plant Growth Regul. 2021, 40, 848–854. [CrossRef]

37. Noreen, S.; Sultan, M.; Akhter, M.S.; Shah, K.H.; Ummara, U.; Manzoor, H.; Ulfat, M.; Alyemeni, M.N.; Ahmad, P. Foliar
fertigation of ascorbic acid and zinc improves growth, antioxidant enzyme activity and harvest index in barley (Hordeum vulgare
L.) grown under salt stress. Plant Physiol. Biochem. 2021, 158, 244–254. [CrossRef] [PubMed]

38. Yan, G.; Fan, X.; Peng, M.; Yin, C.; Xiao, Z.; Liang, Y. Silicon improves rice salinity resistance by alleviating ionic toxicity and
osmotic constraint in an organ-specific pattern. Front. Plant Sci. 2020, 11, 260. [CrossRef]

39. Laifa, I.; Hajji, M.; Farhat, N.; Elkhouni, A.; Smaoui, A.; M’nif, A.; Hamzaoui, A.H.; Savouré, A.; Abdelly, C.; Zorrig, W. Beneficial
Effects of Silicon (Si) on Sea Barley (Hordeum marinum Huds.) under Salt Stress. Silicon 2020, 13, 4501–4517. [CrossRef]

40. Liang, W.; Ma, X.; Wan, P.; Liu, L. Plant salt-tolerance mechanism: A review. Biochem. Biophys. Res. Commun. 2018, 495, 286–291.
[CrossRef]

41. Narimani, T.; Toorchi, M.; Tarinejad, A.; Mohammadi, S.; Mohammadi, H. Physiological and Biochemical Evaluation of Barley
(Hordeum vulgare L.) under Salinity Stress. J. Agric. Sci. Technol. 2020, 22, 1009–1021.

42. Xu, R.; Yamada, M.; Fujiyama, H. Lipid peroxidation and antioxidative enzymes of two turfgrass species under salinity stress.
Pedosphere 2013, 23, 213–222. [CrossRef]

43. AbdElgawad, H.; Zinta, G.; Hegab, M.M.; Pandey, R.; Asard, H.; Abuelsoud, W. High salinity induces different oxidative stress
and antioxidant responses in maize seedlings organs. Front. Plant Sci. 2016, 7, 276. [CrossRef]

44. Conceição, S.S.; Oliveira Neto, C.F.d.; Marques, E.C.; Barbosa, A.V.C.; Galvão, J.R.; Oliveira, T.B.d.; Okumura, R.S.; Martins,
J.T.d.S.; Costa, T.C.; Gomes-Filho, E. Silicon modulates the activity of antioxidant enzymes and nitrogen compounds in sunflower
plants under salt stress. Archiv. Agron. Soil Sci. 2019, 65, 1237–1247. [CrossRef]

45. Jacoby, R.P.; Millar, A.H.; Taylor, N.L. Wheat mitochondrial proteomes provide new links between antioxidant defense and plant
salinity tolerance. J. Prot. Res. 2010, 9, 6595–6604. [CrossRef]

46. Radi, A.A.; Farghaly, F.A.; Hamada, A.M. Physiological and biochemical responses of salt-tolerant and salt-sensitive wheat and
bean cultivars to salinity. J. Biol. Earth Sci. 2013, 3, 72–88.

47. Meng, Y.; Yin, Q.; Yan, Z.; Wang, Y.; Niu, J.; Zhang, J.; Fan, K. Exogenous Silicon Enhanced Salt Resistance by Maintaining K+/Na+

Homeostasis and Antioxidant Performance in Alfalfa Leaves. Front. Plant Sci. 2020, 11, 1183. [CrossRef] [PubMed]
48. Abdel-Haliem, M.E.; Hegazy, H.S.; Hassan, N.S.; Naguib, D.M. Effect of silica ions and nano silica on rice plants under salinity

stress. Eco. Eng. 2017, 99, 282–289. [CrossRef]
49. Li, H.; Zhu, Y.; Hu, Y.; Han, W.; Gong, H. Beneficial effects of silicon in alleviating salinity stress of tomato seedlings grown under

sand culture. Acta Physiol. Plant. 2015, 37, 71. [CrossRef]
50. Mahmoud, A.W.M.; Abdeldaym, E.A.; Abdelaziz, S.M.; El-Sawy, M.B.; Mottaleb, S.A. Synergetic Effects of Zinc, Boron, Silicon,

and Zeolite Nanoparticles on Confer Tolerance in Potato Plants Subjected to Salinity. Agronomy 2020, 10, 19. [CrossRef]
51. Basilio-Apolinar, A.; Vara, L.E.G.-d.l.; Ramírez-Pimentel, J.G.; Aguirre-Mancilla, C.L.; Iturriaga, G.; Covarrubias-Prieto, J.;

Raya-Pérez, J.C. Silicon induces changes in the antioxidant system of millet cultivated in drought and salinity. Chilean J. Agric.
Res. 2021, 81, 655–663. [CrossRef]

52. Younas, H.S.; Abid, M.; Shaaban, M.; Ashraf, M. Influence of silicon and chitosan on growth and physiological attributes of maize
in a saline field. Physiol. Mol. Bio. Plants 2021, 27, 387–397. [CrossRef]

53. El Moukhtari, A.; Carol, P.; Mouradi, M.; Savoure, A.; Farissi, M. Silicon improves physiological, biochemical, and morphological
adaptations of alfalfa (Medicago sativa L.) during salinity stress. Symbiosis 2021, 85, 305–324. [CrossRef]

54. Zia, A.; Hegazy, H.S.; Hassan, N.S.; Naguib, D.M.; Abdel-Haliem, M.E. Biochemical responses of wheat to silicon application
under salinity. J. Plant Nutr. Soil Sci. 2021, 184, 255–262. [CrossRef]

55. Kafi, M.; Nabati, J.; Masoumi, A.; Mehrgerdi, M.Z. Effect of salinity and silicon application on oxidative damage of sorghum
[Sorghum bicolor (L.) Moench.]. Pak. J. Bot. 2011, 43, 2457–2462.

56. Liang, Y.; Zhang, W.; Chen, Q.; Liu, Y.; Ding, R. Effect of exogenous silicon (Si) on H+-ATPase activity, phospholipids and fluidity
of plasma membrane in leaves of salt-stressed barley (Hordeum vulgare L.). Environ. Exp. Bot. 2006, 57, 212–219. [CrossRef]

57. Morgan, S.H.; Maity, P.J.; Geilfus, C.-M.; Lindberg, S.; Mühling, K.H. Leaf ion homeostasis and plasma membrane H+-ATPase
activity in Vicia faba change after extra calcium and potassium supply under salinity. Plant Physiol. Biochem. 2014, 82, 244–253.
[CrossRef]

58. Meloni, D.A.; Oliva, M.A.; Martinez, C.A.; Cambraia, J. Photosynthesis and activity of superoxide dismutase, peroxidase and
glutathione reductase in cotton under salt stress. Environ. Exp. Bot. 2003, 49, 69–76. [CrossRef]

59. Annunziata, M.G.; Ciarmiello, L.F.; Woodrow, P.; Maximova, E.; Fuggi, A.; Carillo, P. Durum wheat roots adapt to salinity
remodeling the cellular content of nitrogen metabolites and sucrose. Front. Plant Sci. 2017, 7, 2035. [CrossRef]

60. Fan, Y.; Zhu, M.; Shabala, S.; Li, C.; Johnson, P.; Zhou, M. Antioxidant Activity in Salt-Stressed Barley Leaves: Evaluating Time-
and Age-Dependence and Suitability for the Use as a Biochemical Marker in Breeding Programs. J. Agron. Crop Sci. 2014, 200,
261–272. [CrossRef]

http://doi.org/10.15835/nbha47411584
http://doi.org/10.1111/ppl.13261
http://www.ncbi.nlm.nih.gov/pubmed/33159342
http://doi.org/10.1007/s00344-020-10155-8
http://doi.org/10.1016/j.plaphy.2020.11.007
http://www.ncbi.nlm.nih.gov/pubmed/33221118
http://doi.org/10.3389/fpls.2020.00260
http://doi.org/10.1007/s12633-020-00770-1
http://doi.org/10.1016/j.bbrc.2017.11.043
http://doi.org/10.1016/S1002-0160(13)60009-0
http://doi.org/10.3389/fpls.2016.00276
http://doi.org/10.1080/03650340.2018.1562272
http://doi.org/10.1021/pr1007834
http://doi.org/10.3389/fpls.2020.01183
http://www.ncbi.nlm.nih.gov/pubmed/32983188
http://doi.org/10.1016/j.ecoleng.2016.11.060
http://doi.org/10.1007/s11738-015-1818-7
http://doi.org/10.3390/agronomy10010019
http://doi.org/10.4067/S0718-58392021000400655
http://doi.org/10.1007/s12298-021-00940-4
http://doi.org/10.1007/s13199-021-00814-z
http://doi.org/10.1002/jpln.202000181
http://doi.org/10.1016/j.envexpbot.2005.05.012
http://doi.org/10.1016/j.plaphy.2014.06.010
http://doi.org/10.1016/S0098-8472(02)00058-8
http://doi.org/10.3389/fpls.2016.02035
http://doi.org/10.1111/jac.12068


Plants 2022, 11, 2379 18 of 18

61. Zhu, J.; Fan, Y.; Shabala, S.; Li, C.; Lv, C.; Guo, B.; Xu, R.; Zhou, M. Understanding mechanisms of salinity tolerance in barley by
proteomic and biochemical analysis of near-isogenic lines. Int. J. Mol. Sci. 2020, 21, 1516. [CrossRef]

62. Zhu, Y.; Jiang, X.; Zhang, J.; He, Y.; Zhu, X.; Zhou, X.; Gong, H.; Yin, J.; Liu, Y. Silicon confers cucumber resistance to salinity stress
through regulation of proline and cytokinins. Plant Physiol. Biochem. 2020, 156, 209–220. [CrossRef]

63. Tuna, A.L.; Kaya, C.; Higgs, D.; Murillo-Amador, B.; Aydemir, S.; Girgin, A.R. Silicon improves salinity tolerance in wheat plants.
Environ. Exp. Bot. 2008, 62, 10–16. [CrossRef]

64. Soylemezoglu, G.; Demir, K.; Inal, A.; Gunes, A. Effect of silicon on antioxidant and stomatal response of two grapevine (Vitis
vinifera L.) rootstocks grown in boron toxic, saline and boron toxic-saline soil. Sci. Hortic. 2009, 123, 240–246. [CrossRef]

65. Yin, L.; Wang, S.; Li, J.; Tanaka, K.; Oka, M. Application of silicon improves salt tolerance through ameliorating osmotic and ionic
stresses in the seedling of Sorghum bicolor. Acta Physiol. Plant. 2013, 35, 3099–3107. [CrossRef]

66. Gunes, A.; Inal, A.; Bagci, E.; Coban, S.; Sahin, O. Silicon increases boron tolerance and reduces oxidative damage of wheat grown
in soil with excess boron. Biol. Plant. 2007, 51, 571–574. [CrossRef]

67. Hoagland, D.R.; Arnon, D.I. The water-culture method for growing plants without soil. Circ. Calif. Agric. Exp. Stn. 1950, 347, 32.
68. Bradford, M.M. A rapid and sensitive method for the quantitation of microgram quantities of protein utilizing the principle of

protein-dye binding. Anal. Biochem. 1976, 72, 248–254. [CrossRef]
69. Hamilton, P.B.; Van Slyke, D.D.; Lemish, S. The gasometric determination of free amino acids in blood filtrates by the ninhydrin-

carbon dioxide method. J. Biol. Chem. 1943, 150, 231–250. [CrossRef]
70. Beauchamp, C.; Fridovich, I. Superoxide dismutase: Improved assays and an assay applicable to acrylamide gels. Anal. Biochem.

1971, 44, 276–287. [CrossRef]
71. Chance, B.; Maehly, A. Assay of catalases and peroxidases. Meth. Enzymol. 1955, 2, 764–817.
72. Nakano, Y.; Asada, K. Hydrogen peroxide is scavenged by ascorbate-specific peroxidase in spinach chloroplasts. Plant Cell Physiol.

1981, 22, 867–880.
73. Jiang, M.; Zhang, J. Water stress-induced abscisic acid accumulation triggers the increased generation of reactive oxygen species

and up-regulates the activities of antioxidant enzymes in maize leaves. J. Exp. Bot. 2002, 53, 2401–2410. [CrossRef]
74. Julkunen-Tiitto, R. Phenolic constituents in the leaves of northern willows: Methods for the analysis of certain phenolics. J. Agric.

Food Chem. 1985, 33, 213–217. [CrossRef]
75. Mukherjee, S.; Choudhuri, M. Implication of hydrogen peroxide–ascorbate system on membrane permeability of water stressed

vigna seedlings. New Phytol. 1985, 99, 355–360. [CrossRef]
76. Backer, J.; Weinstein, I. Mitochondrial DNA is a major cellular target for a dihydrodiol-epoxide derivative of benzo [a] pyrene.

Science 1980, 209, 297–299. [CrossRef]
77. Griffith, O.W. Determination of glutathione and glutathione disulfide using glutathione reductase and 2-vinylpyridine. Anal.

Biochem. 1980, 106, 207–212. [CrossRef]
78. Bates, L.S.; Waldren, R.P.; Teare, I. Rapid determination of free proline for water-stress studies. Plant Soil 1973, 39, 205–207.

[CrossRef]
79. Gniazdowska, A.; Krasuska, U.; Bogatek, R. Dormancy removal in apple embryos by nitric oxide or cyanide involves modifications

in ethylene biosynthetic pathway. Planta 2010, 232, 1397–1407. [CrossRef]
80. Heath, R.L.; Packer, L. Photoperoxidation in isolated chloroplasts: I. Kinetics and stoichiometry of fatty acid peroxidation. Arch.

Biochem. Biophy. 1968, 125, 189–198. [CrossRef]

http://doi.org/10.3390/ijms21041516
http://doi.org/10.1016/j.plaphy.2020.09.014
http://doi.org/10.1016/j.envexpbot.2007.06.006
http://doi.org/10.1016/j.scienta.2009.09.005
http://doi.org/10.1007/s11738-013-1343-5
http://doi.org/10.1007/s10535-007-0125-6
http://doi.org/10.1016/0003-2697(76)90527-3
http://doi.org/10.1016/S0021-9258(18)51268-0
http://doi.org/10.1016/0003-2697(71)90370-8
http://doi.org/10.1093/jxb/erf090
http://doi.org/10.1021/jf00062a013
http://doi.org/10.1111/j.1469-8137.1985.tb03663.x
http://doi.org/10.1126/science.6770466
http://doi.org/10.1016/0003-2697(80)90139-6
http://doi.org/10.1007/BF00018060
http://doi.org/10.1007/s00425-010-1262-2
http://doi.org/10.1016/0003-9861(68)90654-1

	Introduction 
	Results 
	Plants Vegetative Growth 
	Total Soluble Proteins (TSP) 
	Total Free Amino Acids (TFAA) 
	H2O2 and MDA Content 
	Activity of Enzymatic Antioxidants 
	Non-Enzymatic Antioxidants 
	Correlations 
	Principal Component Analysis (PCA) 

	Discussion 
	Materials and Methods 
	Morphological Attributes 
	Estimation of Biochemical Attributes 
	Total Soluble Proteins (TSP) 
	Total Free Amino Acids (TFAA) 

	Enzymatic Antioxidants 
	Superoxide Dismutase (SOD) 
	Peroxidase (POD) and Catalase (CAT) 
	Ascorbate Peroxidase (APX) 
	Glutathione Reductase (GR) 

	Non-Enzymatic Antioxidants 
	Total Phenolics 
	Ascorbic acid (AsA) 
	-Tocopherol (Vitamin E) 
	Glutathione Contents 
	Proline 

	Hydrogen Peroxide (H2O2) and Malondialdehyde (MDA) 
	Statistical Analysis 

	Conclusions 
	References

