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Abstract

The ability of plants to respond to environmental stimuli is essential to plant survival.
Abscisic acid (ABA) is a phytohormone with roles at various stages of plant develop‐
ment. ABA also plays a major role in mediating physiological responses to environmental
stresses such as salt, osmotic, and cold stress. Plant responses to environmental stress
have been widely studied in the model plant Arabidopsis thaliana and ABA signaling
mechanisms elucidated. In general, the adaptive responses of plants to various stress con‐
ditions can be either ABA-dependent or ABA-independent. Here we focus on the role of
ABA in stress signaling and abiotic stress tolerance. We describe the intrinsic mechanisms
that confer stress tolerance via ABA, as well as how ABA-regulated gene products play a
role in salt and drought tolerance at different stages of the life cycle. In addition, the con‐
tribution of ABA to regulation of stomatal aperture and therefore desiccation tolerance
will be discussed. Understanding ABA signaling mechanisms in abiotic stress provides
avenues for improving plant performance.

Keywords: ABA signaling, salt, drought, dessiccation, Arabidopsis

1. Introduction

Due to their sessile nature, plants cannot avoid environmental stresses, thus they have evolved
mechanisms to overcome the detrimental effects of stress. For example, plant endogenous
developmental programs are modified such that structural and metabolic changes assist to
overcome adverse environmental conditions such as salinity and drought. Failure to adapt to
adverse environmental conditions can significantly reduce yield by impacting plant develop‐
ment and productivity. Abiotic stress conditions initiate a number of molecular, biochemical,
and physiological changes at both the cellular and whole plant levels [1]. One major biochem‐
ical change in response to stress is elevation of abscisic acid (ABA) levels, which in turn triggers
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expression of a cascade of stress-responsive genes [2]. Cellular ABA levels are induced by
environmental stimuli such as light, water, and salinity stress [3].

The plant hormone ABA has been identified as a key regulator of multiple stresses. In general,
the adaptive responses of plants to various stress conditions can be either ABA-dependent or
ABA-independent. However, there is no clear boundary between these two pathways and
there is lot of crosstalk between the pathways and the components involved. This review will
focus on recent advancements in ABA-mediated stress signaling and the role of ABA in abiotic
stress tolerance in the model plant Arabidopsis thaliana.

2. The phytohormone Abscisic Acid (ABA)

ABA, a sesquiterpenoid (C15H20O4) with a 15-carbon ring (Figure 1), has a variety of biological
functions and is found ubiquitously across several kingdoms, including cyanobacteria,
sponges, algae, lichens, mosses, and mammals [4-7]. Discovered in the 1960s and initially
named dormin or abscissin, ABA is now established as a widely occurring and important plant
growth regulator. Although it was initially identified as an abscission-promoting hormone,
later scientists discovered that this was partly due to an indirect effect of inducing ethylene
biosynthesis [8]. ABA is an important regulator of plant growth, including embryo and seed
development, seedling establishment, vegetative and reproductive growth as well as promot‐
ing seed dormancy [9,10]. Seed maturation and promotion of dormancy are important in
preventing preharvest sprouting. In addition, ABA has the ability to antagonize the germina‐
tion promoting effects of gibberellin, regulate guard cells, and regulate stress-responsive gene
expression under water-deprived conditions. ABA also has a role in plant pathogen responses
in a pathosystem-dependent manner [4,5].

Figure 1. Structure of phytohormone abscisic acid S-(+)-ABA

The molecular structure of ABA has several important features that facilitate its biological
functions. The side chain with the two double bonds (Figure 1) and ABA’s stereocenter are
two such important features. Exposure to UV light changes the conformation from active to
inactive form [5].
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2.1. ABA signaling in plants

Although ABA has a broad range of functions in plant growth and development, its main
function is to regulate plant water balance and osmotic stress tolerance [11]. Thus, under‐
standing ABA signaling is essential to improving plant performance. Genetic screens in
Arabidopsis thaliana identified many downstream ABA signaling components. Recent findings
in the field of ABA signaling reveal a unique hormone perception mechanism (Figure 2) where
ABA binds to the ABA receptors Regulatory Components of ABA Receptor/Pyrabactin
Resistance Protein1/PYR-like Proteins (RCAR/PYR1/PYLs). RCAR/PYR/PYL proteins belong
to the START-domain superfamily and have soluble ligand-binding properties.
RCAR/PYR/PYL receptors are found in the cytoplasm as well as in the nucleus. ABA binding
to RCAR/PYR/PYLs leads to inactivation of type 2C protein phosphatases (PP2Cs) such as
ABSCISIC ACID INSENSITIVE 1 (ABI1) and its close homolog ABI2 [12]. All 14 members of
the RCAR family of proteins bind to ABA and interact with PP2Cs. Except for RCAR7/PYL13,
all the other RCAR members are positive regulators of ABA signaling. Among the 80 PP2Cs
identified in Arabidopsis, six out of nine clade A PP2Cs act as negative regulators of ABA
signaling [13]. These phosphatases and RCAR/PYR1/PYLs function as co-receptors and form
a high-affinity ABA-binding site. Inactivation of PP2Cs causes suppression of PP2C-mediated
dephosphorylation of Sucrose nonfermenting Kinase-1-Related protein kinase 2s (SnRK2s),
which are important positive regulators of ABA signaling. As a result, activated SnRK2s target
ABA-dependent gene expression and ion channels [5,11]. Table 1 summarizes the major
positive and negative regulatory elements in the ABA signaling pathway. Phosphorylated
SnRK2s subsequently phosphorylate ABA-responsive element Binding Factors (ABFs), which
are basic leucine zipper transcription factors that bind to ABA-Responsive Elements (ABRE)
(PyACGTGG/TC), the major cis-element in the promoter region of downstream genes that are
induced by ABA [19,20].

Figure 2. Main components in the core ABA signal transduction pathway
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Signaling component Regulation Expressed References

Group A PP2Cs Negative
regulators

ABA INSENSITIVE 1/2 (ABI1/2) Various tissues and
developmental stages

[13-16]

ABA HYPERSENSITIVE GERMINATION 1
(AHG1)

HYPERSENSITIVE TO ABA 1/2 (HAB1/2) [17]

SnRK2 subgroup III Positive regulators

SRK2D/SnRK2.2 Seeds and vegetative tissues [18]

SRK2I/SnRK2.3 Seeds and vegetative tissues [18]

SRK2E/OST1/SnRK2.6 Expressed in guard cells and
involved in stomatal closure

[15]

Table 1. Major positive and negative regulators of ABA signaling

Therefore, the ABA signaling complex/ABA signalosome is comprised of three major compo‐
nents: (a) RCAR/PYR/PYLs; (b) PP2Cs; and (c) SnRK2s assembled as a double negative
regulatory system [7]. In the absence of ABA, PP2Cs dephosphorylate SnRK2s inhibiting
kinase activity and thereby preventing downstream gene expression (Figure 2). Several studies
showed that these core components are essential for ABA signaling. For instance, Fujita et al.
[21] showed ABA signaling is completely blocked and ABF genes showed reduced expression
in the snrk2.2/2.3/2.6 triple null mutant but not in single or double mutants. In addition, reduced
phosphorylation of other bZip transcription factors such as ABSCISIC ACID INSENSITIVE 5
(ABI5), which is a dormancy promoting transcription factor, was also observed [18,22].

In guard cells (Figure 3), ABA binds to the PYR/PYL/RCAR receptor-PP2C complex and blocks
its phosphatase activity. Consequently, activated protein kinase SnRK2.6/OPEN STOMATA
1 (OST1) phosphorylates and regulates the key target ion channels, SLOW ANION CHANNEL
ASSOCIATED 1 (SLAC1) and K+ CHANNEL IN ARABIDOPSIS THALIANA 1 (KAT1).
SnRK2.6/OST1 acts as a positive regulator of stomatal closure where it activates anion channel
SLAC1 and inhibits cation channel KAT1 [23-25].

2.2. ABA-binding proteins and alternate ABA receptors

Identification of putative ABA receptors using forward genetic approaches was not successful
for a long time due to genetic redundancy of the genes encoding ABA receptor proteins.
However, biochemical approaches leading to purification and analysis of high-affinity ABA-
binding proteins have been successful in identification of potential ABA receptor classes [5,26].
Some of these potential ABA receptors are cytosolic while others are on the cell surface,
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indicating there are extracellular as well as intracellular sites of ABA perception. Studies
indicate that there can be multiple ABA receptors at different locations of the cell [27].

2.2.1. ChlH/ABAR (H subunit of the chloroplast magnesium chelatase/ ABA receptor)

The primary function of ChlH is chlorophyll synthesis. ChIH was initially identified as an
ABA-binding protein in broad bean (Vicia faba) and the Arabidopsis protein was named as
ABAR. Later it was found that binding of ABA to ChIH/ABAR depends on the stereochemistry
and it specifically binds to only (+) ABA to mediate ABA responses. Although ChIH/ABAR is
localized in the chloroplast envelope, it functions as a negative regulator of ABA signaling in
the nucleus. The cytosolic C-terminus of the ABAR interacts with WRKY transcription factors
(WRKY 18, 40, 60) which act as transcriptional repressors, repressing ABA-responsive gene
expression in the nucleus. Binding of ABA with ChlH/ABAR promotes interaction with
WRKYs, preventing them from repressing downstream genes such as ABI5 and DREB2 [28-31].
Thus, it has been proposed that ChlH mediates nuclear-chloroplast signaling. However,
another research group has not been able to reproduce these results using wrky loss of function
mutants. In addition, barley ChIH does not bind to ABA and ChIH loss of function mutants
do not show any impaired ABA responses. Despite its ABA-binding properties in Arabidopsis,
it is not confirmed whether ChIH functions as an ABA receptor (reviewed in [5,27]). However,
ChlH/ABAR mediates ABA-induced stomatal closure and ABA inhibition of blue-light-
mediated stomatal opening. In addition, ChIH/ABAR has a role in ABA-mediated fruit
ripening in peach and strawberry (reviewed in [31]).

2.2.2. GTG1/GTG2 (G protein coupled receptor type G protein 1 and 2)

G protein coupled ABA receptors are plasma membrane localized cell surface receptors that
are widely expressed in plants. Both GTG1 and GTG2 showed specific and saturable ABA-

Figure 3. ABA signaling in guard cells
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binding activity in direct ABA-binding assays. GTGs have GTPase activity and GDP bound
GTGs have enhanced ABA-binding ability, which in turn initiates ABA signaling. GTG1/2 bind
with GPA1 (G-PROTEIN α SUBUNIT 1), which abolishes its GTPase activity and represses
ABA binding. GTP bound GPA1 represses ABA signalling. However, the downstream
components of this pathway are not characterized yet [31,32].

2.3. Recent studies on ABA perception and signaling mechanisms

Recent findings that several ABA receptors exist in different parts of the cell provide evidence
that ABA is active in a variety of subcellular compartments. ABA synthesis enzymes are
present in different compartments, suggesting that ABA synthesis occurs in different parts of
the cell and that these ABA levels contribute to overall ABA homeostasis. For example, the
ABA biosynthesis enzyme AtABA1 is localized in the chloroplast, whereas AtABA2 is in the
cytosol [33,34]. It has also been proposed that ABA produced in cytoplasm, plastids, vacuole,
and other subcellular organelles may have different physiological roles initiated by signaling
networks via different ABA receptors in each specific compartment [35].

Takeuchi et al. [36] identified a potential ABA analog AS6 that can inhibit the activity of PYLs.
X-ray crystallography studies showed the structure of ABA facilitates the binding of ABA to
PYR/PYL/RCAR receptors and thereby inhibits interaction with PP2Cs. The AS6 ABA analog
was able to block PYL-PP2C interaction, indicating that binding of ABA to PYL receptors
initiates ABA responses by repressing PP2Cs.

Inhibition of PP2Cs results in autoactivation of SnRK2 kinases and thereby positive regulation
of ABA signaling. Recently, the crystal structures of SnRK2.3 and SnRK2.6 were elucidated,
providing evidence that kinase activation is a two-step mechanism as well as details of how
the ABA signal is transmitted to downstream components [37]. This study also showed that
autophosphorylation of SnRK2.6 is more efficient than that of SnRK2.3.

Lumba et al. [20] did a comprehensive transcriptomic data analysis in order to generate a
mesoscale ABA signaling network. They showed that there are 3 main kinase hubs, MAP3K∂4,
SnRK3.15, and SnRK3.22, that interact with PP2Cs and these kinases act as negative regulators
of ABA response, in contrast to the SnRK2s involved in ABA signaling. SnRK3.15 and SnRK3.22
also interact with a large number of transcription factors and may have a role in overall ABA
responses in the plant [20].

3. ABA in stress signaling

In plants and other organisms, such as algae, cyanobacteria, and fungi, ABA levels tend to
increase with exposure to stress, suggesting a potential role of ABA in stress signal transduc‐
tion [20]. Exogenous ABA application mimics stress conditions in plants and provides a useful
means to study the effect of ABA on stress signaling and tolerance [38]. ABA distributes
throughout the plant as an inactive glucose sugar conjugate and is converted to the active form
by β-glucosidase [4]. ABA acts as an endogenous messenger and salt and drought stress signal
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transmission to initiate downstream gene expression occurs mainly via ABA signaling.
However, cold stress signal transduction occurs in an ABA-independent manner via the C-
REPEAT/DEHYDRATION RESPONSIVE ELEMENT BINDING FACTORS (CBFs/DREBs)
signaling pathway [39].

A large number of ABA-responsive genes have a common cis-element called the ABRE element
in their promoter regions. An ABRE together with a Coupling Element (CE) results in ABA
induction of gene expression [19]. The ABA RESPONSIVE ELEMENT BINDING FACTOR
(AREB/ABF) family of transcription factors are the major transcription factors that regulate
ABA-induced gene expression. AREB/ABFs are bZIP transcription factors and their expression
is induced by ABA and other potential stress conditions [40]. Different ABFs are induced by
ABA at different rates. For instance, ABF2, ABF3, and ABF4 are induced faster than ABF1.
Moreover, ABF1 is induced only by cold stress, whereas ABF2 and ABF3 are induced by salt
stress. ABF4 levels are induced by salt, drought, and cold stress, suggesting that distinct ABFs
have roles in various ABA-dependent stress-responsive pathways [40].

There are nine Group A bZIP transcription factors implicated in ABA signaling and they are
subdivided into two groups based on where they are mainly expressed. The ABI5/AtDPBF
family of genes includes ABSCISIC ACID INSENSITIVE 5 (ABI5), ENHANCED EM LEVEL
(EEL), and AREB3 and are expressed in the seed during seed maturation [41]. Other
AREB/ABF transcription factors are mainly expressed in vegetative tissues [40].

SnRK2 III is the major subfamily of SnRKs involved in abiotic stress responses. SnRK2 protein
kinases phosphorylate AREB/ABFs and regulate their function in ABA-regulated gene
expression under stress conditions [10]. SnRK2.6/OST1 is an important regulator of stomatal
closure in drought stress. The role of SnRK2.2 and 2.3 is mainly to transmit the ABA signal to
inhibit seed germination and seedling growth in response to stress. A decuple snrk2 mutant
in Arabidopsis, which carries mutations for all 10 SnRK2 members, was hypersensitive to
osmotic stress and also defective in ABA accumulation and ABA-induced gene expression
under osmotic stress, indicating the critical role of SnRK2 kinases in osmotic stress signaling
and tolerance. Moreover, the snrk2.2/3/6 triple mutant had impaired accumulation of proline,
which is a compatible osmolite [42].

3.1. ABA and abiotic stress tolerance

In Arabidopsis thaliana, about 10% of the genome consists of ABA-regulated genes. Approxi‐
mately half of these genes are ABA-induced genes and the rest are ABA-repressed. ABA-
induced genes code for proteins that confer stress tolerance such as dehydrins, detoxifying
enzymes of reactive oxygen species, regulatory proteins (transcription factors, protein kinases,
phosphatases) and enzymes required for phospholipid signaling. Genes that are repressed by
ABA are mostly related to growth [5]. ABA biosynthesis mutants identified in Arabidopsis [43]
and other crop plants [44] wilt and die under prolonged salt and drought stress, suggesting
ABA plays an important role in osmotic stress tolerance.

Drought and high salinity generate osmotic stress in plant cells. Endogenous ABA levels are
elevated in response to osmotic stress, which in turn coordinates the plant’s response to
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reduced water availability. In addition, seed maturation and post-germinative growth creates
cellular dehydration stress, which again results in accumulation of ABA in cells [45]. The role
of ABA in drought and salt stress is twofold: water balance and cellular dehydration tolerance.
Water balance is achieved through guard cell regulation and the latter role by induction of
genes that encode dehydration tolerance proteins in nearly all cells. ABA accumulation is
induced by osmotic stress and this is as a result of activation of ABA biosynthesis as well as
inhibition of ABA degradation [46]. Thus, ABA-mediated adaptive stress responses of plants
to environmental stimuli occur via ABA-responsive gene expression and regulation of
stomatal pore size. ABA-responsive gene expression involves various transcription factors,
ABA receptors, secondary messengers, protein kinase/phosphatase cascades, and chromatin
remodeling factors [45].

Both drought stress and salinity stress upregulate osmotic stress responsive genes that are
ABA-inducible. Most of the high-salinity-induced genes are also induced by drought, sug‐
gesting there is overlap between salt and drought stress tolerance mechanisms [6]. A large
number of transcription factors are induced by multiple stress conditions. AREB1/ABF2,
AREB2/ABF4, ABF3, and MYB41 are some of the main transcription factors that are induced
by both salt and drought in vegetative tissues [45].

Drought and salt stress results in osmotic imbalance; thus, salt and drought stress tolerance
mechanisms aim at restoring cellular homeostasis. These mechanisms are adaptive responses
that create either stress tolerance or avoidance of stress conditions. Modifications in metabolic
pathways, synthesis of new proteins, changes in ion uptake, and free radical scavenging are
some of the stress responses at the cellular level, immediately followed by stress signal
transduction [47]. High ABA levels in cells result in synthesis of storage proteins, desiccation
tolerance, and dormancy via inhibition of seed germination [22]. In the plant as a whole, key
adaptive responses include induction of stomatal closure as well as control of seedling growth
and lateral root formation. While the balance between ABA and auxin levels slightly affects
primary root growth, ABA represses lateral root formation while auxin promotes it [4,48].

Inhibition of seed germination under abiotic stress is another function of ABA. Seed germi‐
nation occurs when there is a balance between germination-promoting gibberellin and
dormancy-promoting ABA. During late stages of maturation, seeds accumulate ABI5 which
in turn activates transcription of LATE EMBRYOGENESIS ABUNDANT (LEA) proteins. LEA
proteins confer osmotolerance to the embryo. ABA is necessary for activation of ABI5 via
SnRK2.2 and SnRK2.3 phosphorylation of ABI5 [49,50]. When seeds are in unfavorable
environmental conditions, elevated endogenous ABA levels results in ABI5 accumulation,
preventing seeds from germinating.

3.1.1. ABA and salt tolerance

Salt stress severely impacts plant growth by affecting metabolic processes and photosynthetic
efficiency. NaCl initially induces osmotic stress and eventually accumulation of both Na+ and
Cl- ions generates ionic stress [51]. However, some responses are salt-specific and distinct from
responses to osmotic stress (reviewed in [52]). High salinity in the soil is first sensed by the
plant roots. Salt and drought stress induce a rapid increase in cytosolic Ca2+ levels in the root
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cells. Ca2+ acts a second messenger, inducing salt- and drought-responsive genes [53,54].
Hyperosmotic stress is coupled with Ca2+ signaling and Reactive Oxygen Species (ROS)
signaling, thereby inducing a cascade of signaling events, which results in downstream gene
expression [52].

Biochemical and molecular mechanisms of salt tolerance in plants include exclusion of salt
ions, production of suitable osmolytes, changing the structure of the membranes to control ion
uptake, and induction of enzymes that produce antioxidants and phytohormones. To manage
salt or drought stress, cellular ABA levels increase dramatically. The plant cuticle has been
shown to mediate stress signaling as well as ABA biosynthesis and signaling. In addition to
its primary function, providing mechanical support to the cell wall and plasma membrane, the
cuticle has been implicated in osmotic stress regulation. CED1 (9-CIS EPOXYCAROTENOID
DIOXYGENASE DEFECTIVE 1) is an essential protein in cuticle biogenesis. ced1 mutants are
sensitive to osmotic stress, as they are unable to induce ABA biosynthesis in response to
osmotic stress [55].

ABA regulates root growth and architecture in plants under stress. Duan et al. [56] showed
that salt has a strong inhibitory effect on lateral root growth, while primary roots are less
sensitive to salt stress. They also showed that endogenous ABA signaling affects root system
architecture under stress conditions using ABA biosynthesis mutants (aba1, aba2) as well as
signal transduction mutants such as abi1. Salt stress results in elevated levels of ABA exclu‐
sively in lateral root cells and induces a quiescent period in postemergence lateral roots. Lateral
roots in a quiescent stage form a thick, well-developed Casparian strip, which acts as a barrier
to reduce diffusion of Na+ ions through the endodermis. In the presence of Na+ ions, endoder‐
mal cells activate ABA signaling and arrest growth so that lateral roots do not elongate into
high saline environments. Therefore, ABA is an important signaling molecule in suppressing
lateral root growth during salt stress [56].

ABA regulates expression of many salt-stress-responsive genes via transcription factors that
are elevated in response to salt. For instance, ABF2/AREB1, ABF3, ABF4/AREB2, ABRE
BINDING PROTEIN 9 (ABP9), and MYC/MYB, WRKY, and APETALA2/ETHYLENE RE‐
SPONSE FACTOR (AP2/ERF) are some of the salt-stress-responsive transcription factors that
enhance stress tolerance. A recent study showed that the PYL8/RCAR3 ABA receptor has a
role in ABA-mediated inhibition of primary root growth and also recovery of lateral root
growth on exposure to ABA. PYL8/RCAR3 combines the action of ABA and auxin through
direct interaction with MYB transcription factors during growth recovery of postemergence
lateral roots [48,57].

There are proteins in the cell that are produced in an ABA-dependent manner that have a role
in osmotic tolerance. For example, ABI5 activates transcription of LEA proteins. LEA proteins
are highly hydrophilic small proteins shown to have an osmoprotectant role against cellular
dehydration during late embryogenesis. LEA proteins also have a role in salt stress tolerance
[58]. Due to their hydrophilic nature, LEA proteins can sequester ions accumulating in the cell,
as well as act as chaperones and retain water molecules to prevent protein aggregation and
inactivation of cellular enzymes [59]. In Arabidopsis, 51 LEA proteins have been identified
that belong to nine different groups [60]. Jia et al. [61] showed overexpression of AtLEA14,
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which belongs to the LEA group 2 proteins, overactivates salt-stress-inducible genes such as
RD29B, which encode dehydration protective proteins, and subsequently confers salt tolerance
in Arabidopsis.

In addition, ABA has been implicated in histone H3 acetylation and methylation, thereby
regulating stress-inducible gene expression at the epigenetic level. Chen et al. [62] showed that
histone modifications by HISTONE DEACETYLASE 6 (HDA6) are involved in inhibition of
seed germination, salt stress responses, and ABA- and salt-mediated gene expression in
Arabidopsis.

3.1.2. ABA and drought tolerance

Drought is lack of water in the soil. Drought stress in plants arises due to water deficit
conditions and results in removal of water from the cell membranes, disrupting the lipid
bilayer structure. In addition, protein denaturation and accumulation of cellular electrolytes
results in disruption of cellular metabolism [63]. Therefore, drought causes osmotic stress, and
osmotic stress causes dehydration and inhibition of water uptake in plants. ABA accumulates
under osmotic stress conditions and plays an important role in the stress response and
tolerance of plants. In addition to autoactivation of SnRK2s by inhibition of PP2Cs in the ABA
signaling cascade, hyperosmotic stress activates SnRK2s [64]. SnRK2 kinases are a major
component of the osmotic stress signaling pathway. The Arabidopsis triple mutant snrk2.2,
snrk2.3, snrk2.6 shows severe drought intolerance and ABA-insensitivity [42]. Also ABF2,
ABF3, and ABF4 act as transcriptional activators in mediating ABRE-dependent ABA signal‐
ing, which confers drought tolerance in vegetative tissues [40].

ABA induces expression of many transcription factors as well as genes that encode enzymes
in the synthesis of osmoprotectants [65]. Osmolytes are compatible solutes such as amino acids
(proline), sugar alcohols (mannitol, pinitol), and other sugars that accumulate without
disrupting the function of proteins. Osmolytes make an osmotic adjustment facilitating a
favorable water potential gradient and promote stress tolerance [66].

Dehydrins and LEA-like proteins act as cellular chaperones that protect cellular membranes
and macromolecules in the cell [2]. During seed maturation seeds undergo dehydration stress.
LEA proteins accumulate in the embryo as a result of osmotic stress and their functions include
protection of enzymes, lipids, and mRNAs from dehydration. LEA proteins have been found
to protect mitochondrial membranes from damage. LEA proteins are produced in an ABA-
dependent and ABA-independent manner under osmotic stress [47,58].

Under moderate water stress conditions plant root growth has to be maintained in order to
keep the plants alive. ABA accumulates under moderate water stress and mediates auxin
transport in the root tip, which enhances the proton pumps in the plasma membrane. Proton
secretions in the root tip play an important role in primary root growth and root hair devel‐
opment under moderate drought stress [67].

Based on the critical water level, drought tolerance is considered to be mechanisms that confer
tolerance to moderate dehydration. Further dehydration requires desiccation tolerance
mechanisms in order to restore the ability of cells to rehydrate successfully [68].
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3.1.3. ABA and desiccation tolerance

Water loss results in a change in turgor pressure that affects the cell walls. Desiccation tolerance
is defined as evolution of cell walls that can withstand extensive water loss without damaging
its structure or polymer organization. Desiccation tolerance mechanisms aim to restructure
the cells walls and maintain normal growth under water stress conditions [69].

Regulation of the stomatal pore is crucial in adapting plants to abiotic stress by reducing
extensive water loss. Stomatal opening and closing occurs as a result of turgor pressure
differences in the surrounding guard cells [47]. In response to water stress, ABA concentration
is increased in the guard cell cytoplasm and apoplast, which results in a decrease in the turgor
pressure due to activation of the K+ outward rectifying channel and inhibition of the K+ inward
rectifying channel (KAT1 and 2). ABA also induces the anion channel SLAC1 resulting in
release of anionic organic acids from the vacuole to the cytoplasm [70]. Reduced turgor
pressure initiates closure of stomata as a mechanism of minimizing water loss from the plant.
ABA levels rise in leaves immediately following water stress. CHLH/ABAR has been proposed
as the chloroplast ABA receptor that links ABA signaling within the chloroplast with ABA
signaling in the nucleus. Overexpression of CHLH promotes stomatal closure and thereby
dessication tolerance [71].

SnRK2 OPEN STOMATA 1 (OST1) is a key SnRK2 protein kinase involved in regulation of the
stomatal aperture by movement of guard cells during ABA signaling [72]. OST1 is activated
by ABA, low humidity, and osmotic stress and is an important kinase found in guard cells
preventing rapid water loss. Loss of function mutants of SnRK2 do not exhibit ABA-mediated
stomatal closure activity and showed a wilty phenotype under dehydration stress conditions
[72,73]. Also SnRK2.6/OST1 physically interacts with ABI1 and ABI2. ABI1 is required for ABA-
dependent activation of OST1 and both ABI and ABI2 are required for osmotic-stress-induced
activation of OST1 [15]. Thus, SnRK2.6/OST1 acts as a positive regulator in ABA-induced
stomatal closure. Moreover, Yoshida et al. [73] showed that OST1 also positively regulates
stress-responsive genes such as RD29B and RD22.

Reactive Oxygen Species (ROS) have also been identified as secondary messengers in ABA
signaling in guard cells. In Arabidopsis, two partially redundant guard cell expressed NADPH
oxidase catalytic subunit genes, AtRbohD and AtRbohF, were found to be involved in ABA
signaling in guard cells, ABA-induced stomatal closure and ROS production, ABA activation
of Ca2+ permeable channels in the plasma membrane of guard cells, and increasing cytosolic
Ca2+ levels in response to ABA. Thus, these two genes act as positive regulators of ABA signal
transduction [74]. Sirichandra et al. [72] provided biochemical evidence that OST1 protein
kinase physically interacts with AtRbohF NADPH oxidase and phosphorylates it.

4. Conclusions

ABA has a wide range of functions from plant development to biotic and abiotic stress
signaling and tolerance. The primary functions of ABA in salt, drought, and desiccation
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tolerance act via inhibiting seed germination, altering root architecture, and inducing stress-
responsive genes as well as gene products that act as osmoprotectants. ABA signaling cascades
and stress tolerance mechanisms studied in Arabidopsis provide insight into application of
stress tolerance strategies to commercial crops. While ABA is not the only plant hormone
involved in stress responses, many of these responses occur in an ABA-dependent manner,
indicating the importance of ABA in plant stress response and tolerance.

Author details

V. C. Dilukshi Fernando and Dana F. Schroeder*

*Address all correspondence to: Dana.Schroeder@umanitoba.ca

University of Manitoba, Winnipeg, MB, Canada

References

[1] Wang W, Vinocur B, Altman A. Plant responses to drought, salinity and extreme
temperatures: towards genetic engineering for stress tolerance. Planta. 2003;218:1–14.

[2] Shinozaki K, Yamaguchi-Shinozaki K. Gene networks involved in drought stress re‐
sponse and tolerance. J Exp Bot. 2007;58:221–227.

[3] Cutler AJ, Krochko JE. Formation and breakdown of ABA. Trends Plant Sci.
1999;4:472–478.

[4] Wasilewska A, Vlad F, Sirichandra C, Redko Y, Jammes F, Valon C, Frei dit Frey N,
Leung J. An update on abscisic acid signaling in plants and more.... Mol Plant.
2008;1:198–217. DOI: 10.1093/mp/ssm022

[5] Cutler SR, Rodriguez PL, Finkelstein RR, Abrams SR. Abscisic acid: emergence of a
core signaling network. Annu Rev Plant Biol. 2010;61:651-679. DOI: 10.1146/annurev-
arplant-042809-112122

[6] Roychoudhury A, Paul S, Basu S. Cross-talk between abscisic acid-dependent and
abscisic acid-independent pathways during abiotic stress. Plant Cell Rep. 2013;32:985–
1006. DOI: 10.1007/s00299-013-1414-5

[7] Mehrotra R, Bhalothia P, Bansal P, Basantani MK, Bharti V, Mehrotra S. Abscisic acid
and abiotic stress tolerance – different tiers of regulation. J Plant Physiol.
2014;171:486–496. DOI: 10.1016/j.jplph.2013.12.007

[8] Cracker LE, Abeles FB. Abscission: role of abscisic acid. Plant Physiol. 1969;44:1144–
1149.

Abiotic and Biotic Stress in Plants - Recent Advances and Future Perspectives518



[9] Barrero JM, Piqueras P, Gonzalez-Guzman M, Serrano R, Rodriguez PL, Ponce MR,
Micol JL. A mutational analysis of the ABA1 gene of Arabidopsis thaliana highlights
the involvement of ABA in vegetative development. J Exp Bot. 2005;56:2071–2083.

[10] Fujii H, Zhu JK. Arabidopsis mutant deficient in 3 abscisic acid-activated protein kin‐
ases reveals critical roles in growth, reproduction, and stress. Proc Natl Acad Sci U S
A. 2009;106:8380–8385. DOI: 10.1073/pnas.0903144106

[11] Raghavendra AS, Gonugunta VK, Christmann A, Grill E. ABA perception and sig‐
nalling. Trends Plant Sci. 2010;15:395–401. DOI: 10.1016/j.tplants.2010.04.006

[12] Nishimura N, Sarkeshik A, Nito K, Park SY, Wang A, Carvalho PC, Lee S, Caddell
DF, Cutler SR, Chory J, Yates JR, Schroeder JI. PYR/PYL/RCAR family members are
major in‐vivo ABI1 protein phosphatase 2C‐interacting proteins in Arabidopsis. Plant
J. 2010;61:290–299. DOI: 10.1111/j.1365-313X.2009.04054.x

[13] Nishimura N, Yoshida T, Kitahata N, Asami T, Shinozaki K, Hirayama T. ABA-Hy‐
persensitive Germination1 encodes a protein phosphatase 2C, an essential compo‐
nent of abscisic acid signaling in Arabidopsis seed. Plant J. 2007;50:935–949.

[14] Gosti F, Beaudoin N, Serizet C, Webb AA, Vartanian N, Giraudat J. ABI1 protein
phosphatase 2C is a negative regulator of abscisic acid signaling. Plant Cell.
1999;11:1897–1910.

[15] Yoshida R, Umezawa T, Mizoguchi T, Takahashi S, Takahashi F, Shinozaki K. The
regulatory domain of SRK2E/OST1/SnRK2. 6 interacts with ABI1 and integrates ab‐
scisic acid (ABA) and osmotic stress signals controlling stomatal closure in Arabidop‐
sis. J Biol Chem. 2006;281:5310–5318.

[16] Umezawa T, Nakashima K, Miyakawa T, Kuromori T, Tanokura M, Shinozaki K, Ya‐
maguchi-Shinozaki K. Molecular basis of the core regulatory network in ABA re‐
sponses: sensing, signaling and transport. Plant Cell Physiol. 2010;51:1821–1830. DOI:
10.1093/pcp/pcq156

[17] Saez A, Apostolova N, Gonzalez-Guzman M, Gonzalez-Garcia MP, Nicolas C, Loren‐
zo O, Rodriguez PL. Gain of function and loss of function phenotypes of the protein
phosphatase 2C HAB1 reveal its role as a negative regulator of abscisic acid signal‐
ing. Plant J. 2004;37:354–360.

[18] Nakashima K, Fujita Y, Kanamori N, Katagiri T, Umezawa T, Kidokoro S, Maruyama
K, Yoshida T, Ishiyama K, Kobayashi M, Shinozaki K, Yamaguchi-Shinozaki K. Three
Arabidopsis SnRK2 protein kinases, SRK2D/SnRK2.2, SRK2E/SnRK2. 6/OST1 and
SRK2I/SnRK2.3, involved in ABA signaling are essential for the control of seed devel‐
opment and dormancy. Plant Cell Physiol. 2009;50:1345–1350. DOI: 10.1093/pcp/
pcp083

[19] Busk PK, Pages M. Regulation of abscisic acid-induced transcription. Plant J.
1997;11:1285–1295.

Role of ABA in Arabidopsis Salt, Drought, and Desiccation Tolerance
http://dx.doi.org/10.5772/61957

519



[20] Lumba S, Toh S, Handfield LF, Swan M, Liu R, Youn JY, Cutler SR, Subramaniam R,
Provart N, Moses A, Desveaux D, McCourt P. A mesoscale abscisic acid hormone in‐
teractome reveals a dynamic signaling landscape in Arabidopsis. Dev Cell.
2014;29:360–372. DOI: 10.1016/j.devcel.2014.04.004

[21] Fujita Y, Nakashima K, Yoshida T, Katagiri T, Kidokoro S, Kanamori N, Umezawa T,
Fujita M, Maruyama K, Ishiyama K, Kobayashi M, Nakasone S, Yamada K, Ito T, Shi‐
nozaki K, Yamaguchi-Shinozaki K. Three SnRK2 protein kinases are the main posi‐
tive regulators of abscisic acid signaling in response to water stress in Arabidopsis.
Plant Cell Physiol. 2009;50:2123–2132. DOI: 10.1093/pcp/pcp147

[22] Finkelstein RR, Gampala SSL, Rock CD. Abscisic acid signaling in seeds and seed‐
lings. Plant Cell. 2002;14 Suppl:S15–45.

[23] Vahisalu T, Kollist H, Wang YF, Nishimura N, Chan WY, Valerio G, Lamminmäki A,
Brosché M, Moldau H, Desikan R, Schroeder JI, Kangasjärvi J. SLAC1 is required for
plant guard cell S-type anion channel function in stomatal signalling. Nature.
2008;452:487–491. DOI: 10.1038/nature06608

[24] Geiger D, Scherzer S, Mumm P, Stange A, Marten I, Bauer H, Ache P, Matschi S, Li‐
ese A, Al-Rasheid KA, Romeis T, Hedrich R. Activity of guard cell anion channel
SLAC1 is controlled by drought-stress signaling kinase-phosphatase pair. Proc Natl
Acad Sci U S A. 2009;106:21425–21430. DOI: 10.1073/pnas.0912021106

[25] Sato A, Sato Y, Fukao Y, Fujiwara M, Umezawa T, Shinozaki K, Hibi T, Taniguchi M,
Miyake H, Goto DB, Uozumi N. Threonine at position 306 of the KAT1 potassium
channel is essential for channel activity and is a target site for ABA-activated SnRK2/
OST1/SnRK2.6 protein kinase. Biochem J. 2009;424:439–448. DOI: 10.1042/BJ20091221

[26] McCourt P, Creelman R. The ABA receptors–we report you decide. Curr Opin Plant
Biol. 2008;11:474–478. DOI: 10.1016/j.pbi.2008.06.014

[27] Guo J, Yang X, Weston DJ, Chen JG. Abscisic acid receptors: past, present and future.
J Integr Plant Biol. 201;53:469–479. DOI: 10.1111/j.1744-7909.2011.01044.x

[28] Shen YY, Wang XF, Wu FQ, Du SY, Cao Z, Shang Y, Wang XL, Peng CC, Yu XC, Zhu
SY, Fan RC, Xu YH, Zhang DP. The Mg-chelatase H subunit is an abscisic acid recep‐
tor. Nature. 2006;443:823–826.

[29] Shang Y, Yan L, Liu ZQ, Cao Z, Mei C, Xin Q, Wu FQ, Wang XF, Du SY, Jiang T,
Zhang XF, Zhao R, Sun HL, Liu R, Yu YT, Zhang DP. The Mg-chelatase H subunit of
Arabidopsis antagonizes a group of WRKY transcription repressors to relieve ABA-
responsive genes of inhibition. Plant Cell. 2010;22:1909–1935. DOI: 10.1105/tpc.
110.073874

[30] Yan L, Liu ZQ, Xu YH, Lu K, Wang XF, Zhang DP. Auto-and cross-repression of
three Arabidopsis WRKY transcription factors WRKY18, WRKY40, and WRKY60

Abiotic and Biotic Stress in Plants - Recent Advances and Future Perspectives520



negatively involved in ABA signaling. J Plant Growth Regul. 2013;32:399–416. DOI:
10.1007/s00344-012-9310-8

[31] Wang XF, Zhang DP. ABA Signal Perception and ABA Receptors. In: Zhang DP, edi‐
tor. Abscisic Acid: Metabolism, Transport and Signaling. Springer Netherlands; 2014. p.
89–116. DOI: 10.1007/978-94-017-9424-4_6

[32] Pandey S, Nelson DC, Assmann SM. Two novel GPCR-type G proteins are abscisic
acid receptors in Arabidopsis. Cell. 2009;136:136–148. DOI: 10.1016/j.cell.2008.12.026

[33] Rock CD, Zeevaart JA. The aba mutant of Arabidopsis thaliana is impaired in epoxy-
carotenoid biosynthesis. Proc Natl Acad Sci U S A. 1991;88:7496–7499.

[34] Cheng WH, Endo A, Zhou L, Penney J, Chen HC, Arroyo A, Leon P, Nambara E,
Asami T, Seo M, Koshiba T, Sheen J. A unique short-chain dehydrogenase/reductase
in Arabidopsis glucose signaling and abscisic acid biosynthesis and functions. Plant
Cell. 2002;14:2723–2743.

[35] Xu ZY, Kim DH, Hwang I. ABA homeostasis and signaling involving multiple sub‐
cellular compartments and multiple receptors. Plant Cell Rep. 2013;32:807–813. DOI:
10.1007/s00299-013-1396-3

[36] Takeuchi J, Okamoto M, Akiyama T, Muto T, Yajima S, Sue M, Seo M, Kanno Y, Ka‐
mo T, Endo A, Nambara E, Hirai N, Ohnishi T, Cutler SR, Todoroki Y. Designed ab‐
scisic acid analogs as antagonists of PYL-PP2C receptor interactions. Nat Chem Biol.
2014;10:477–482. DOI: 10.1038/nchembio.1524

[37] Ng LM, Soon FF, Zhou XE, West GM, Kovach A, Suino-Powell KM, Chalmers MJ, Li
J, Yong EL, Zhu JK, Griffin PR, Melcher K, Xu HE. Structural basis for basal activity
and autoactivation of abscisic acid (ABA) signaling SnRK2 kinases. Proc Natl Acad Sci
U S A. 2011;108:21259–21264. DOI: 10.1073/pnas.1118651109

[38] Bartels D, Souer E. Molecular responses of higher plants to dehydration. In: Hirt H,
Shinozaki K, editors. Plant Responses to Abiotic Stress. Springer Berlin Heidelberg;
2004. p. 9–38.

[39] Shinozaki K, Yamaguchi-Shinozaki K, Seki M. Regulatory network of gene expres‐
sion in the drought and cold stress responses. Curr Opin Plant Biol. 2003;6:410–417.

[40] Choi H, Hong J, Ha J, Kang J, Kim SY. ABFs, a family of ABA-responsive element
binding factors. J Biol Chem. 2000;275:1723–1730.

[41] Bensmihen S, Rippa S, Lambert G, Jublot D, Pautot V, Granier F, Giraudat J, Parcy F.
The homologous ABI5 and EEL transcription factors function antagonistically to fine-
tune gene expression during late embryogenesis. Plant Cell. 2002;14:1391–1403.

[42] Fujii H, Verslues PE, Zhu JK. Arabidopsis decuple mutant reveals the importance of
SnRK2 kinases in osmotic stress responses in vivo. Proc Natl Acad Sci U S A.
2011;108:1717–1722. DOI: 10.1073/pnas.1018367108

Role of ABA in Arabidopsis Salt, Drought, and Desiccation Tolerance
http://dx.doi.org/10.5772/61957

521



[43] Koornneef M, Leon-Kloosterziel KM, Schwartz SH, Zeevaart JAD. The genetic and
molecular dissection of abscisic acid biosynthesis and signal transduction in Arabi‐
dopsis. Plant Physiol Biochem. 1998;36:83–89.

[44] Liotenberg S, North H, Marion-Poll A. Molecular biology and regulation of abscisic
acid biosynthesis in plants. Plant Physiol Biochem. 1999;37:341–350.

[45] Fujita Y, Fujita M, Shinozaki K, Yamaguchi-Shinozaki K. ABA-mediated transcrip‐
tional regulation in response to osmotic stress in plants. J Plant Res. 2011;124:509–525.
DOI: 10.1007/s10265-011-0412-3

[46] Zhu JK. Salt and drought stress signal transduction in plants. Annu Rev Plant Biol.
2002;53:247-273.

[47] Bhattacharjee S, Saha AK. Plant water-stress response mechanisms. In: Gaur RK,
Sharma P, editors. Approaches to Plant Stress and their Management. Springer India.
2014. p. 149–172. DOI: 10.1007/978-81-322-1620-9_8

[48] Zhao Y, Xing L, Wang X, Hou YJ, Gao J, Wang P, Duan CG, Zhu X, Zhu JK. The ABA
receptor PYL8 promotes lateral root growth by enhancing MYB77-dependent tran‐
scription of auxin-responsive genes. Sci Signal. 2014;7:ra53. DOI: 10.1126/scisignal.
2005051

[49] Finkelstein RR, Lynch TJ. The Arabidopsis abscisic acid response gene ABI5 encodes
a basic leucine zipper transcription factor. Plant Cell. 2000;12:599–609.

[50] Lopez-Molina L, Mongrand S, Chua NH. A postgermination developmental arrest
checkpoint is mediated by abscisic acid and requires the ABI5 transcription factor in
Arabidopsis. Proc Natl Acad Sci U S A. 2001;98:4782–4787.

[51] Tester M, Davenport R. Na+ tolerance and Na+ transport in higher plants. Ann Bot.
2003;91:503–527.

[52] Deinlein U, Stephan AB, Horie T, Luo W, Xu G, Schroeder JI. Plant salt-tolerance
mechanisms. Trends Plant Sci. 2014;19:371–379. DOI: 10.1016/j.tplants.2014.02.001

[53] Knight H, Trewavas AJ, Knight MR. Calcium signalling in Arabidopsis thaliana re‐
sponding to drought and salinity. Plant J. 1997;12:1067–1078.

[54] Tracy FE, Gilliham M, Dodd AN, Webb AA, Tester M. NaCl-induced changes in cy‐
tosolic free Ca2+ in Arabidopsis thaliana are heterogeneous and modified by external
ionic composition. Plant Cell Environ. 2008;31:1063–1073. DOI: 10.1111/j.
1365-3040.2008.01817.x

[55] Wang ZY, Xiong L, Li W, Zhu JK, Zhu J. The plant cuticle is required for osmotic
stress regulation of abscisic acid biosynthesis and osmotic stress tolerance in Arabi‐
dopsis. Plant Cell. 2011;23:1971–1984. DOI: 10.1105/tpc.110.081943

Abiotic and Biotic Stress in Plants - Recent Advances and Future Perspectives522



[56] Duan L, Dietrich D, Ng CH, Chan PM, Bhalerao R, Bennett MJ, Dinneny JR. Endo‐
dermal ABA signaling promotes lateral root quiescence during salt stress in Arabi‐
dopsis seedlings. Plant Cell. 2013;25:324–341. DOI: 10.1105/tpc.112.107227

[57] Antoni R, Gonzalez-Guzman M, Rodriguez L, Peirats-Llobet M, Pizzio GA, Fernan‐
dez MA, De Winne N, De Jaeger G, Dietrich D, Bennett MJ, Rodriguez PL. PYRA‐
BACTIN RESISTANCE1-LIKE8 plays an important role for the regulation of abscisic
acid signaling in root. Plant Physiol. 2013;161:931–941. DOI: 10.1104/pp.112.208678

[58] Bhardwaj R, Sharma I, Kanwar M, Sharma R, Handa N, Kaur H, Kapoor D. LEA pro‐
teins in salt stress tolerance. In: Ahmad P et al., editors. Salt Stress in Plants. Springer
New York; 2013. p. 79–112. DOI: 10.1007/978-1-4614-6108-1

[59] Marco F, Bitrián M, Carrasco P, Rajam MV, Alcázar R, Tiburcio AF. Genetic engineer‐
ing strategies for abiotic stress tolerance in plants. In: Bahadur B et al., editors. Plant
Biology and Biotechnology: Volume II: Plant Genomics and Biotechnology. Springer India;
2015. p. 579–609. DOI 10.1007/978-81-322-2283-5_29

[60] Hundertmark M, Hincha DK. LEA (late embryogenesis abundant) proteins and their
encoding genes in Arabidopsis thaliana. BMC Genomics. 2008;9:118. DOI:
10.1186/1471-2164-9-118

[61] Jia F, Qi S, Li H, Liu P, Li P, Wu C, Zheng C, Huang J. Overexpression of Late Em‐
bryogenesis Abundant 14 enhances Arabidopsis salt stress tolerance. Biochem Biophys
Res Commun. 2014;454:505–511. DOI: 10.1016/j.bbrc.2014.10.136

[62] Chen LT, Luo M, Wang YY, Wu K. Involvement of Arabidopsis histone deacetylase
HDA6 in ABA and salt stress response. J Exp Bot. 2010;61:3345–3353. DOI:
10.1093/jxb/erq154

[63] Mahajan S, Tuteja N. Cold, salinity and drought stresses: an overview. Arch Biochem
Biophys. 2005;444:139–158.

[64] Monks DE, Aghoram K, Courtney PD, DeWald DB, Dewey RE. Hyperosmotic stress
induces the rapid phosphorylation of a soybean phosphatidyl inositol transfer pro‐
tein homolog through activation of the protein kinases SPK1 and SPK2. Plant Cell.
2001;13:1205–1219.

[65] Daszkowska-Golec A, Szarejko I. The molecular basis of ABA-mediated plant re‐
sponse to drought. In: Vahdati K, Leslie C, editors. Abiotic Stress – Plant Responses and
Applications in Agriculture. Intech; 2013. p. 103–133. DOI: 10.5772/53128

[66] Bray EA. Plant responses to water deficit. Trends Plant Sci.1997;2:48–54.

[67] Xu W, Jia L, Shi W, Liang J, Zhou F, Li Q, Zhang J. Abscisic acid accumulation modu‐
lates auxin transport in the root tip to enhance proton secretion for maintaining root
growth under moderate water stress. New Phytol. 2013;197:139–150. DOI: 10.1111/
nph.12004

Role of ABA in Arabidopsis Salt, Drought, and Desiccation Tolerance
http://dx.doi.org/10.5772/61957

523



[68] Hoekstra FA, Golovina EA, Buitink J. Mechanisms of plant desiccation tolerance.
Trends Plant Sci. 2001;6:431–438.

[69] Moore JP, Vicré-Gibouin M, Farrant JM, Driouich A. Adaptations of higher plant cell
walls to water loss: drought vs desiccation. Physiol Plant. 2008;134:237–245. DOI:
10.1111/j.1399-3054.2008.01134.x

[70] Sirichandra C, Wasilewska A, Vlad F, Valon C, Leung J. The guard cell as a single-
cell model towards understanding drought tolerance and abscisic acid action. J Exp
Bot. 2009;60:1439–1463. DOI: 10.1093/jxb/ern340

[71] Tsuzuki T, Takahashi K, Tomiyama M, Inoue S, Kinoshita T. Overexpression of the
Mg-chelatase H subunit in guard cells confers drought tolerance via promotion of
stomatal closure in Arabidopsis thaliana. Front Plant Sci. 2013;4:440. DOI: 10.3389/fpls.
2013.00440

[72] Sirichandra C, Gu D, Hu HC, Davanture M, Lee S, Djaoui M, Valot B, Zivy M, Leung
J, Merlot S, Kwak JM. Phosphorylation of the Arabidopsis AtrbohF NADPH oxidase
by OST1 protein kinase. FEBS Lett. 2009;583:2982–2986. DOI: 10.1016/j.febslet.
2009.08.033

[73] Yoshida R, Hobo T, Ichimura K, Mizoguchi T, Takahashi F, Aronso J, Ecker JR, Shi‐
nozaki K. ABA-activated SnRK2 protein kinase is required for dehydration stress sig‐
naling in Arabidopsis. Plant Cell Physiol. 2002;43:1473–1483.

[74] Kwak JM, Mori IC, Pei ZM, Leonhardt N, Torres MA, Dangl JL, Bloom RE, Bodde S,
Jones JD, Schroeder JI. NADPH oxidase AtrbohD and AtrbohF genes function in ROS-
dependent ABA signaling in Arabidopsis. EMBO J. 2003;22:2623–2633. DOI: 10.1093/
emboj/cdg277

Abiotic and Biotic Stress in Plants - Recent Advances and Future Perspectives524


