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Abstract

Background: ABA-mediated processes are involved in plant responses to water deficit, especially the control of
stomatal opening. However in grapevine it is not known if these processes participate in the phenotypic variation in
drought adaptation existing between genotypes. To elucidate this question, the response to short-term water-deficit
was analysed in roots and shoots of nine Vitis genotypes differing in their drought adaptation in the field. The transcript
abundance of 12 genes involved in ABA biosynthesis, catabolism, and signalling were monitored, together with
physiological and metabolic parameters related to ABA and its role in controlling plant transpiration.

Results: Although transpiration and ABA responses were well-conserved among the genotypes, multifactorial analyses
separated Vitis vinifera varieties and V. berlandieri x V. rupestris hybrids (all considered drought tolerant) from the other
genotypes studied. Generally, V. vinifera varieties, followed by V. berlandieri x V. rupestris hybrids, displayed more
pronounced responses to water-deficit in comparison to the other genotypes. However, changes in transcript
abundance in roots were more pronounced for Vitis hybrids than V. vinifera genotypes. Changes in the expression of
the cornerstone ABA biosynthetic gene VviNCED1, and the ABA transcriptional regulator VviABF1, were associated with
the response of V. vinifera genotypes, while changes in VviNCED2 abundance were associated with the response of
other Vitis genotypes. In contrast, the ABA RCAR receptors were not identified as key components of the genotypic
variability of water-deficit responses. Interestingly, the expression of VviSnRK2.6 (an AtOST1 ortholog) was constitutively
lower in roots and leaves of V. vinifera genotypes and higher in roots of V. berlandieri x V. rupestris hybrids.

Conclusions: This study highlights that Vitis genotypes exhibiting different levels of drought adaptation differ in key
steps involved in ABA metabolism and signalling; both under well-watered conditions and in response to water-deficit.
In addition, it supports that adaptation may be related to various mechanisms related or not to ABA responses.

Keywords: Abscisic acid, ABA signalling, Genotypic variability, Grapevine, Roots, Shoot, Transpiration, Water potential,
Water-deficit

Background
Vitis vinifera is the major grapevine species grown and
is commonly grafted onto rootstocks of other Vitis
species. The diversity within Vitis genus provides a good
resource to select from in order to protect against
phylloxera and be adapted to various environmental
conditions. Among these conditions, water availability is

particularly important because of its large influence on
fruit yield and quality [1]. Grape growing is common
across dry and semi-dry climates and is traditionally
non-irrigated [2]. Despite the fact that grapevines are
well adapted to dry climates [1], the impact of drought
on grape growing may increase in the context of climate
change and will lead to changes in viticultural practices
and/or the locations suitable for grape growing [3].
Drought negatively impacts grape yields by reducing bud
fertility, fruit set and growth [4]. There are large* Correspondence: ollat@bordeaux.inra.fr
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differences in drought tolerance among grapevine geno-
types in the field [1] (and references cited therein).
Abscisic acid (ABA) is a stress response and signalling

molecule, which plays a central role in the growth, devel-
opment and adaptation of plants to environmental stresses
[5–7]. One of the main functions of ABA is to regulate
plant water balance and osmotic stress tolerance. ABA me-
diates numerous responses to drought, including stomatal
closure and control of water loss from the plant [8–10].
Grapevines were among the first species in which a direct
role of ABA in stomatal closure was demonstrated [11].
Subsequently, ABA was shown to be associated with
water-deficit responses at the root, leaf, shoot and fruit
levels [12]. Genotypic differences in leaf ABA concentra-
tion have been known for many decades [13, 14]. Among
Vitis genotypes, differences in stomatal sensitivity to
drought have been associated with ABA concentration in
xylem sap or leaves [15], and there is variability in stomatal
sensitivity to ABA [16–18].
Under drought, ABA is synthesized in roots [19],

shoots [9] and leaves [20]. ABA synthesis in roots and
its transport to the leaves has been considered the main
signalling pathway transducing soil water status [21–23]
because of the correlation between stomatal conduct-
ance and ABA concentration in xylem sap [24–26]. In
addition, hydraulic signals could modulate stomatal clos-
ure either directly, and/or via ABA production in the
leaf [9, 27]. Furthermore, recent studies suggest that the
extent to which stomatal conductance is controlled by
either hydraulic signals, ABA or their interaction could
be associated with genetic differences in responses to
drought [27, 28]. In grafted plants including grapevine, it
was shown that rootstocks affect both ABA concentra-
tion [ABA] in xylem sap and stomatal sensitivity to
drought [22, 29, 30].
ABA biosynthesis begins in plastids with the cleavage

of a C40 carotenoid precursor that is further epoxidized
to 9-cis-violaxanthin. Then 9-cis-epoxycarotenoid diox-
ygenase (NCED) catalyses the oxidative cleavage of
9-cis-violaxanthin to form xanthonin [31]. These prod-
ucts enter the cytosol where a dehydrogenase/reductase
and an aldehyde oxidase convert xanthonin into ABA.
The vast majority of ABA is catabolized to its inactive
form by an ABA 8′-hydroxylase. The spontaneous
cyclization of hydroxylated ABA results in the production
of phaseic acid (PA) which is further reduced to dihydro-
phaseic acid (DPA) [5]. In grapevine it was shown that the
expression of NCED genes in both leaves and roots is well
correlated with [ABA] in xylem sap and stomatal opening
[29, 30]. In addition, changes in ABA catabolism near its
site of action could optimize gas exchange to the local leaf
environment as the expression of ABA catabolic genes in
leaves appear to change in response to vapour pressure
deficit (VPD) [30].

The ABA signalling pathway involves a cascade of recep-
tors, phosphatases, kinases and transcription factors (TFs),
which have been well characterized [5, 6, 32–35]. The key
components of this system are the protein receptor com-
plex PYR/PYL/RCAR (PYRABACTIN RESISTANCE1)/
(PYR1-LIKE)/(REGULATORY COMPONENTS OF ABA
RECEPTORS), PP2Cs (PROTEIN PHOSPHATASE 2C)
and SnRK2s (SUCROSE NON-FERMENTING-RELATED
KINASE 2). In the absence of ABA, PP2Cs inactivate
SnRK2s kinases by physical interaction and direct de-
phosphorylation. The binding of ABA to PYR/PYL/RCAR
leads to a conformational change in the receptor enabling
its interaction with PP2Cs and thereby activating the
SnRK2s. The SnRK2s released from PP2C inhibition are
then able to activate (via phosphorylation) downstream
transcription factors (TF) and ABA-responsive element
binding factors (ABFs or AREBs), leading to the induction
of ABA-responsive genes [5, 6, 34, 36]. Most of the com-
ponents of the ABA signal transduction pathway have
been identified in the V. vinifera genome [37–39]. The
grapevine genome encodes at least seven PYR/PYL/RCAR
ABA receptors, six PP2Cs, six SnRK2 kinases and several
ABA-related TFs.
Under abiotic stress conditions, including water-

deficit, most of the ABA biosynthetic and catabolic
genes are transcriptionally induced [34, 40–42]. In con-
trast, the transcriptional regulation of ABA signalling
pathway genes is more varied. For example, some genes
encoding PYR/PYL/RCAR receptors are repressed in
both leaves and roots by abiotic or biotic stresses, or
ABA treatments, but others are unaffected or transiently
induced [34, 41, 43, 44]. In barley, the expression of
some PYR/PYL/RCAR genes was unchanged after 4 days
of water-deficit, but reduced after 12 days of water-
deficit, indicating that the duration of the treatment
affects the response [41]. PP2C genes are generally
induced under stress conditions [34, 38, 39, 41, 43–45].
In Arabidopsis, the induction of SnRK2 gene expression
depends on the member of the gene family and stress
type [34], and the expression of the transcriptional regu-
lators of ABA signalling (e.g. ABFs) increases in re-
sponse to ABA and water-deficit [34, 36, 46].
The aim of this work was to determine whether the

commonly observed differences in drought adaptation of
nine grapevine genotypes (defined in Table 1) were
associated with differences in ABA metabolism and the
expression of genes involved in ABA biosynthesis, catab-
olism and transduction pathways. Plant and soil water
status, plant transpiration, the content of ABA and its
catabolites, and the transcript abundance of 12 genes in-
volved in ABA metabolism and signalling (previously de-
scribed in the literature in grapevine, [30, 38, 39, 47])
were characterized in response to withheld irrigation in
roots and leaves. These data were used to characterize
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the variability existing among Vitis genotypes, especially
the drought tolerant ones, in terms of the contribution
of ABA to water-deficit responses.

Results
Genotype-specific transpiration responses to water-deficit
Four days after withholding irrigation, average pre-dawn
shoot water potential was significantly reduced in all
genotypes with the exception of SO4 (Fig. 1a). Aver-
age pre-dawn water potentials ranged between -0.4
to -1.5 MPa representing moderate to severe levels of
water-deficit. The genotype effect was not statistically sig-
nificant (Fig. 1a). Water potential was maintained until
soil water content reached 0.04 g H2O g-1 of dry soil, and
then it decreased (Additional file 1).
Plant transpiration was significantly reduced by water-

deficit in all genotypes except RGM (Fig. 1b). A signifi-
cant genotype effect was observed at days 1 and 4. The
response of the genotypes can be separated into two
groups: RGM, 101-14Mgt, SO4 and 161-49C were char-
acterized by relatively low transpiration at day 1 and
higher transpiration than other genotypes at day 4,
whereas 41B, 140Ru and Grenache were characterized
by relatively high transpiration at day 1 and low transpir-
ation at day 4, with 110R and Syrah being intermediate.
Transpiration per plant was reduced in response to de-
creasing water potential (Fig. 1c). Statistical comparison
of the slopes between genotype specific regressions and
general regressions (including all the genotypes) revealed
that, in response to decreasing shoot water potential,
140Ru and 41B decreased significantly more their tran-
spiration and 101-14Mgt decreased it significantly less
than the bulk of genotypes.

Genotype-specific differences in ABA metabolism for
non-stressed and water-stressed plants
ABA concentration ([ABA]) and the concentration of its
degradation products, [PA] and [DPA], were determined
in the xylem sap collected from root and shoot parts. Glo-
bally, [ABA], [PA] and [DPA] were strongly correlated

between root and shoot xylem sap (Additional file 2) and
both [PA] and [DPA] were strongly correlated with [ABA]
(Additional file 3). Average [ABA], [PA] and [DPA] in
shoot and root xylem sap for the different genotypes for
non-stressed and water-stressed plants are presented in
Fig. 2. Concentrations were significantly affected by geno-
type. Water-stressed Grenache had the highest [ABA] in
shoot and root xylem sap, but the only significant differ-
ence was with 110R in roots. Grenache had significantly
the highest [PA] in the shoot xylem sap in comparison
with all the non-stressed genotypes and in comparison
with water-stressed Syrah, 110R, SO4 and 101-14Mgt.
[PA] was the highest in root xylem sap of water-stressed
Grenache and RGM, but not significantly in comparison
with the other genotypes. Syrah was characterized by sig-
nificantly higher [DPA], regardless of plant part and water
status. In shoot xylem sap of water-stressed plants, the dif-
ferences with Syrah were significant for 140Ru, 110R, SO4
and 101-14Mgt.

Changes of [ABA], [PA], and [DPA] with plant water status
The [ABA], [PA] and [DPA] increased significantly in
the xylem sap of the shoots and roots while water poten-
tial decreased for all genotypes. The slope of the re-
sponse curve to water potential is an estimation of the
accumulation capacity. In order to compare the accum-
ulation capacity of individual genotypes to the average
accumulation capacity, the general regressions and the
genotype-specific regressions, significantly different from
the general regressions, are presented in Fig. 3.
The statistical comparisons of slopes between general re-

gressions for shoot and root xylem sap indicate that the
general responses of [ABA], [PA] and [DPA] to plant water
potential were significantly different between the shoot
and root xylem sap (Fig. 3, p < 0.05, p < 0.001, p < 0.05 re-
spectively). The increase of concentration was higher in
shoot xylem sap in comparison to root xylem sap for ABA
and PA, and the opposite for DPA (Additional file 2). As
plant water potential became more negative, Grenache dis-
played the greatest increase in [ABA] and [PA]. 101-14Mgt

Table 1 Parentage and drought sensitivity of the genotypes studied [62, 63]

Genotypes (clone number) Usual name Parentage Drought sensitivity

Riparia Gloire de Montpellier (1030) RGM V. riparia Michaux Highly sensitive

Millardet et de Grasset 101-14 (1043) 101-14Mgt V. riparia x V. rupestris Sensitive

Téléki-Fuhr Selection Oppenheim n°4 (762) SO4 V. riparia x V. berlandieri Sensitive

Couderc 161-49 (197) 161-49C V. riparia x V. berlandieri Medium

Millardet et de Grasset 41B (194) 41B V. vinifera L. x V. berlandieri Medium

Richter 110 (756) 110R V. berlandieri x V. rupestris Martin Tolerant

Ruggeri 140 (101) 140Ru V. berlandieri x V. rupestris du Lot Tolerant

Syrah (524) Syrah V. vinifera Tolerant

Grenache (136) Grenache V. vinifera Drought Avoiding
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showed the smallest [ABA] increase in both shoot and
root xylem sap. 110R was characterized by a significantly
smaller increase of [ABA] only in root xylem sap. Syrah
showed the smallest increase in [PA] in both plant parts.
Additional significant differences in [PA] between
genotypes were found in shoot xylem sap for 41B and
101-14Mgt. In comparison to the bulk of the genotypes,
41B and 101-14Mgt were characterized by a greater and
smaller increase in [PA] respectively. For [DPA], Syrah dis-
played a more pronounced increase with decreasing water
potential, while the opposite was observed for 101-14Mgt.
From day 1 to day 4 without irrigation, the changes in

[ABA] in shoot sap were highly correlated to changes in
transpiration (Fig. 4a, R2 = 0.86, p < 0.01) and pre-dawn
shoot water potential (Fig. 4b, R2 = 0.80, p < 0.01) across
all the genotypes. Similar results were obtained for roots
(data not shown). Several genotypes were situated outside
of the confidence intervals of the regressions. Grenache
had the largest difference in both [ABA] and transpiration,
while 140Ru had much smaller differences in [ABA] with
similarly large reduction in transpiration. The genotype
101-14Mgt was also an outlier in the relationship between
change in [ABA] and shoot water potential, showing a
much smaller increase of [ABA] in relation to the decrease
in pre-dawn shoot water potential.

Effects of water-deficit on transcript abundance of ABA
related genes
The transcript abundance of 12 ABA-related genes was
studied in non-stressed (Fig. 5a) and water-stressed plants
(Fig. 5b). The heat map for non-stressed plants presents
the level of expression normalised for each gene by the
lowest expression either in leaves or roots. The heat map
for water-stressed plants presents the ratio of the average
expression at day 4 to the average expression at day 1 for
each genotype and tissue. Results are expressed in log2
(Fold-change relative to day 1 expression). Average ex-
pression data per genotype and water treatment, and

Fig. 1 Physiological responses of nine grapevine genotypes to
water-deficit. Shoot water potential (a) and transpiration (b) 1 day
(black bars) and 4 days (grey bars) after withholding irrigation. For A
and B, bars represent mean ± standard deviation (n = 3) and asterisks
show significant water-deficit effect (Kruskall Wallis, p-value < 0.05).
For B, values among genotypes with the same letter are not statistical
different (day 1 and day 4 analysed separately with an ANOVA on
ranks, p-value < 0.05). The relationship between the changes in
transpiration and shoot water potential (c), key to symbols: RGM, filled
circle; 101-14Mgt, open circle; SO4, inversed filled triangle; 161-49C,
open triangle; 41B, filled square; 110R, open square; 140Ru, filled
diamond; Syrah, open diamond; Grenache, filled triangle. The dashed
line shows the global linear regression for all nine genotypes, solid
lines show those genotypes with a significantly different relationship
from the global linear regression (Fischer-Snedecor test; p < 0.05)
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results of ANOVA analyses are given in Additional files 4,
5 and 6.
In non-stressed plants, the abundance of all transcripts

was modified significantly by the plant tissue and by the
genotype, with the exception of VviABF1 for the plant
tissue and VviNCED1 for the genotype (Fig. 5a and
Additional file 4). ANOVA analysis shows that a signifi-
cant higher abundance of transcripts was recorded in
leaves of VviNCED2, VviHyd1, VviPP2C4, VviSnRK2.1

and VviSnRK2.6 while the abundance was higher in
roots for VviNCED1, VviHyd2, VviRCAR5, VviRCAR6
and VviABF2. Among the genotypes, Grenache was
characterized by the lowest abundance of transcripts
for VviNCED2, VviPP2C4, VviPP2C9, VviSnRK2.1 and
VviABF1 in roots. This genotype, as well as 140Ru,
presented a high abundance of transcripts in leaves for
VviHyd1 and VviPP2C4. 140Ru presented the higher
abundance of VviSnRK2.1 in leaves, and together with

Fig. 2 Concentration in ABA, PA and DPA in shoot and root xylem sap (ng/ml). Mean and standard deviation of abscisic acid (ABA; a & b), phaseic
acid (PA; c & d) and dihydrophaseic (DPA; e & f) for non-stressed (water potential > -0.2 MPa; a, c & e) and water-stressed (water potential < -0.8 Mpa;
b, d & f) plants. Values among genotypes with the same letter are not statistically different (Tukey-HSD) (n = 1–10)
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110R the higher abundance of VviABF1 in roots and the
lower abundance of VviABF2 both in leaves and roots.
Finally 41B was characterized by a low abundance of tran-
scripts of VviHyd1 and VviABF1 in leaves, VviSnRK2.6 in
roots, and the highest abundance for VviABF2 in roots.

The extent to which transcript abundance was modi-
fied in water-stressed plants is presented in Fig. 5b.
According to ANOVA analysis, water stress significantly
affected the abundance of all transcripts, excepted
VviNCED2 in the leaves, and VviHyd1 and VviSnRK2.6

Fig. 3 Relationships between water potential and concentration of ABA, PA, DPA in root and shoot xylem sap. ABA (a, b), phaseic acid (c, d) and
dihydroxyphaseic acid (d, e) in root (a, c & e) and shoot (b, d & f) xylem sap during a four day water-deficit treatment in nine grapevine genotypes
(key to symbols as shown for Fig. 1c) (n = 12). The dashed line shows the global linear regression for all nine genotypes, solid lines show
those genotypes with a significantly different relationship from the global linear regression (Fischer-Snedecor test; p < 0.05). The slopes of the different
regressions estimate the accumulation plasticity of the various genotypes for the different compounds. Comparisons between the slopes of general
regressions obtained for shoot and root xylem sap were made using a Fischer-Snedecor-test (ABA: F = 1.76, p < 0.05; PA: F = 37.7, p < 0.001:
DPA: F = 3.57, p < 0.05)
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in the roots. Genotypes significantly affected the abun-
dance of all transcripts in leaves. In the roots, the
abundance of transcripts was significantly affected by ge-
notypes for VviNCED2, VviHyd1, VviRCAR6, VviPP2C9,
VviSnRK2.6 and VviABF2 in the roots (Additional files 5
and 6).
The abundance of the transcripts VviNCED1,VviHyd2,

VviPP2C4,VviPP2C9, VviSnRK2.1 VviABF1 and VviABF2
were significantly increased, both in the leaves and the
roots for all genotypes (log2 fold change < -2 or > 2 or
p < 0.05). Generally, the abundance of VviRCAR5 and
VviRCAR6 decreased in the leaves and the roots. For
VviSnRK2.6, log2 Fold change was below two in the
leaves, but ANOVA analysis detected a significant in-
crease, whereas in the roots, no significant change was de-
tected although the ratio of expression was above two for
41B. Grenache displayed the highest increase in transcript
abundance in leaves for VviHyd2, VviABF1, in roots for
VviNCED2, and in both leaves and roots for VviPP2C4,
VviPP2C9, VviSnRK2.1 and VviABF2. This genotype pre-
sented also a more pronounced decrease for VviRCAR5
and VviRCAR6 in leaves and roots. Syrah and 41B
presented the same pattern as Grenache for VviRCAR5,
VviRCAR6 and VviPP2C4 both in leaves and roots. In
addition Syrah presented the same pattern as Grenache
for VviNCED2 in roots, and VviPP2C9 both in leaves and
roots, and 41B for VviABF2 in leaves. Finally 110R and
140Ru displayed also a pronounced decrease of VviRCAR5
both in leaves and roots. Both genotypes had a common
response as Grenache for VviHyd2 and VviHyd1 in leaves.
The transcript abundances of many of the genes

studied were correlated with one another (Additional file 7).
VviNCED1 was highly correlated with VviPP2C4 in leaves
and VviABF1 in the leaves and roots. VviPP2C4 was highly
positively correlated with VviNCED1, VviABF1 and
VviPP2C9 in leaves, but negatively with VviRCAR5 and

VviRCAR6 both in the leaves and roots. The abundance of
VviRCAR5 and VviRCAR6, both in leaves and roots, were
positively correlated with each other, and negatively corre-
lated with VviPP2C4 and VviABF1 in leaves.

Multi-factorial analyses of genotype-specific responses to
water-deficit
A discriminant analysis (Fig. 6) was conducted on tran-
script abundance with genotype as qualitative sorting
variable. The first two discriminant functions of this ana-
lysis, F1 and F2, explained 39.1 and 27.6 % of total vari-
ability, respectively (Fig. 6a). F1 was positively correlated
with the abundance of VviSnRK2.6, VviNCED2 and
VviRCAR6, and negatively correlated with the abun-
dance of VviNCED1, VviHyd1, VviABF1 and VviABF2 in
leaves (Fig. 6a, Additional file 8). F2 was positively corre-
lated with the abundance of VviABF2 and VviRCAR6 in
leaves and VviABF2 in roots, and negatively correlated
with the abundance of VviSnRK2.6 in roots (Fig. 6a).
The score plot of observations on the plan defined by F1
and F2 shows that the genotypes are well discriminated
(Fig. 6b). Syrah and Grenache are both discriminated
along the negative side of F1, and not along F2. 110R
and 140Ru are discriminated along the negative side of
F2, and not along F1. The other genotypes were mainly
distributed along the F2 axis with SO4 on the negative
side, 41B, RGM and 161-49C on the positive side. RGM
and 161-49C were also distributed positively along F1.
Finally, a principle component analysis was done on

the average of all raw data per genotype and day of sam-
pling. The first two components, PC1 and PC2, ex-
plained 63 % of total variability (Fig. 7). The abundance
of transcripts of most genes, as well as all physiological
variables, were highly correlated to PC1, except for
VviSnRK2.6 and VviNCED2 in the leaves, which were
highly correlated to PC2 (Fig. 7a). [ABA], [PA] and

Fig. 4 Relationship between ABA concentration changes and plant water status. Plots of the changes from day 1 to day 4 after withholding
irrigation in abscisic acid (ABA) concentration in the shoot sap and transpiration (a) and shoot water potential (b) for nine grapevine genotypes
(key to symbols as shown for Fig. 1c). Each point represents difference between means at day 4 and at day 1 (n = 3). The black lines show the
global linear regression for all nine genotypes, dashed black lines show the 95 % interval of confidences for the regressions
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[DPA] cluster tightly with the expression of VviNCED1
in both tissues, and with VviABF1, VviABF2 and
VviPP2C4 in the leaves (Fig. 7a, Additional file 8). The
score plot of individual observations on the plan defined
by the first two main components shows that PC1 and
PC2 are mainly described by the water status and geno-
type effects respectively. Under water-stress, all genotypes

shifted towards the positive side of PC1 with 140Ru, 110R
and 41B located in an intermediate position along PC1,
between Syrah and Grenache and the other genotypes
studied. Some variability can also be observed between
genotypes along PC1 for their response at 3 days of
withheld irrigation. In addition water-stressed Syrah and
Grenache (Fig. 7b) remained on the negative part of PC2
while the other genotypes moved to the positive part of
this component.

Discussion
The nine genotypes from different Vitis backgrounds
studied here displayed common and specific responses
to short-term water-deficit in terms of plant water sta-
tus, ABA metabolite concentration in xylem sap and
transcriptional regulation of some genes associated with
ABA biosynthesis/catabolism and signal transduction
pathways.

Responses to water-deficit are common to the genotypes
studied
All genotypes exhibited typical physiological responses
to water-deficit [18, 29, 30, 48]. Soil water content pre-
dawn root and stem water potential, and transpiration
were significantly reduced. The decrease in daily tran-
spiration was linearly, and positively, correlated with the
change in pre-dawn stem water potential. ABA accumu-
lated under water-deficit and the range of [ABA] in stem
xylem sap was similar to previous observations for grape-
vine. [ABA], [PA] and [DPA] were highly correlated, among
themselves, and the accumulation of these 3 compounds
was quantitatively related to plant water status [19, 49].
Among the three putative homologues of NCED identi-

fied in grapevine [50, 51], VviNCED1 and VviNCED2 are
considered as the two main genes associated with ABA
synthesis in response to plant water status [15, 30, 47]. In
the present work, VviNCED1 transcript abundance was
highly increased in water-stressed plants while VviNCED2,
already high in non-stressed plants, was further increased
by water-deficit in the roots only. In water-stressed roots,
both VviNCEDs are associated with increases in [ABA], in
agreement with Speirs et al. [30]. The absence of any
significant change in VviNCED2 abundance in water-
stressed leaves supports the findings of Soar et al. [47],
where VviNCED2 expression level was shown to be more
related to leaf age.
Among the different ABA catabolism pathways, the

8′-hydroxylation is considered as the predominant one
[40]. In the present study, the abundance VviABA8′
OH-1 (VviHyd1) was not affected by water-deficit (in
agreement with Speirs et al. [30]) while the abundance of
VviABA8′OH-2 (VviHyd2) transcripts was significantly in-
creased to a larger extent in leaves where it was highly
correlated with [ABA], [PA] and [DPA]. Speirs et al. [30]

Fig. 5 Heatmaps of the abundance of transcripts for studied genes
and their variations with water deficit. The abundance of transcripts
for the genes associated with abscisic acid was recorded in the
leaves and roots of nine grapevine genotypes during a water-deficit
treatment. Transcript abundance at day 1 after withholding irrigation
(non-stressed plants) (a), green shade indicates the level of expression
relative to the lowest value (n = 3). Transcript abundance changes from
day 1 to day 4 after withholding irrigation (water-stressed plants) (b),
the blue and red shades indicate the extent of gene repression and
induction respectively (n = 3). Blocks of squares show the level of
gene expression in the leaves and roots of nine different grapevine
genotypes (c) for each gene studied
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suggested that ABA catabolism in leaves could adjust gas
exchanges to VPD; our data support that it also responds
to soil water status.
The abundance of VviNCED2 and VviHyd1 transcripts

were significantly higher in the leaves than in the roots
of non-stressed plants, and the abundance of VviHyd2
was more than two-fold greater in the leaves than in the
roots of water-stressed plants. This suggests an im-
portant contribution of leaves to ABA biosynthesis and
catabolism. Consequently the higher concentrations of
[ABA], [PA] and [DPA] in shoot xylem sap in compari-
son to root xylem sap probably result from root synthe-
tized ABA and local metabolism in leaves [20, 52].

Various PYR/PYL/RCAR members have specialized
functions that could be associated with differences be-
tween short- and long-term water-deficit responses [41].
In the current study, the abundance of VviRCAR5 and
VviRCAR6 transcripts, which are the predominantly
expressed isogenes identified in the grapevine genome,
was reduced by water-deficit. VviPP2C4 and VviPP2C9,
as the main interactors with VviRCARs [38], were
expressed in leaves and roots of non-stressed plants
for all genotypes and their abundance was increased
in water-stressed plants. The expression pattern of
these genes is consistent with studies across multiple
species [34, 38, 41, 43–45].

Fig. 6 Factorial discriminant analysis of the transcript abundance with the genotype as qualitative sorting variable. The abundance of transcripts
for12 genes associated with ABA was recorded 1, 3 and 4 days after withholding irrigation in nine grapevine genotypes. The distribution of variables
(a) and individual observations (b) on factors F1 and F2. For A, transcript abundance of each gene is presented in leaves (L) and root tips (R). For B, key
to symbols as shown in Fig. 1c

Fig. 7 Principal component analysis of physiological and transcript abundance data. Plots for variable contribution to each principal component
(a) and projection of individual observations (b) on PC1 and PC2. For A, mean of expression of each gene is presented in leaves (L) and root tips
(R) and mean of abscisic acid (ABA), phaseic acid (PA) and dihydroxyphaseic acid (DPA) is presented in shoot (S) and root (R) xylem sap. For B,
key to symbols as shown in Fig. 1c, numbers indicate the number of days of withheld irrigation
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SnRK2 proteins belong to a family of plant-specific
serine/threonine kinases that are involved in abiotic and
ABA responses [6]. From the SnRK2 genes identified in
the grapevine genome [39], the abundance of VviSnRK2.1
was increased by water deficit in leaves and roots, while
VviSnRK2.6 was not significantly modified in the roots
supporting a similar response as reported for Arabidopsis
SnRK genes [34].
VviABF1 and VviABF2 are orthologs of AtAREB1/

ABF2 [39]. This transcription factor is one of the master
elements that regulate ABRE-dependant signalling involved
in water-deficit tolerance in vegetative tissues [36, 53]. In
the present study, the abundance of both VviABFs was
increased by water-deficit, but not with organ specificity as
reported previously for a dehydration stress [39].
The strong correlations observed for the expression of

VviPP2C4 and VviABF1 with the expression of most other
genes studied here suggest that these two genes could play
a central role in the ABA signalling in response to water-
deficit in grapevine. Indeed it was shown for Arabidopsis,
that plants mutated for AREB/ABF TFs or PP2C genes
displayed modifications of sensitivity to ABA and of toler-
ance to water-deficit [36, 46, 54, 55].

Genotype-specific responses are associated with their
genetic background
The genotypes studied here significantly affected most
physiological parameters and gene expression profiles,
both in non-stressed and water-stressed plants. Our study
provides new knowledge about the mechanisms involved
in the intraspecific and interspecific phenotypic diversity
reported for water-deficit responses in grapevine [1, 4, 56].
Syrah and Grenache (the V. vinifera varieties) were clearly

separated from 140Ru and 110R (the V. berlandieri x V.
rupestris hybrids), and from the other genotypes, using a
factorial discriminant analysis of the transcript abundance
of 12 genes related to ABA in non-stressed and water-
stressed plants. The abundance of VviNCED2, VviSnRK2.6,
VviABF1 and 2 in leaves were the most discriminant vari-
ables separating V. vinifera from the other genotypes, while
VviABF2 in leaves,VviSnRK2.6 and VviABF2 in roots were
the most discriminant variables separating V. berlandieri x
V. rupestris hybrids from the other genotypes. The abun-
dance of VviNCED2 in leaves and VviSnRK2.6 in roots was
not affected by the water-deficit, indicating a constitutive
differential expression of these genes between genotypes.
OPEN STOMATA 1 (OST1/At4g33950), the Arabidopsis
ortholog of VviSnRK2.6, is involved in the regulation of
anion and potassium channels, and aquaporin activity in
guard cells [57, 58]. Its function in roots has not been inves-
tigated, but its role in guard cells may suggest that it partici-
pates in the control of ion and/or water transport.
The V. vinifera genotypes displayed more pronounced

transcriptional responses to the water-deficit treatment

than the other genotypes, followed by the V. berlandieri x
V. rupestris hybrids and 41B (a V. berlandieri x V. vinifera
hybrid). These changes are summarized in Fig. 8. The re-
sponse of V. vinifera genotypes to water-deficit was mainly
associated with changes in abundance of VviNCED1 in
leaves and roots, and VviHyds and VviABFs in leaves. For
V. berlandieri x V. rupestris hybrids and 41B, the inter-
mediate response was associated with the abundance of
VviNCED2 and VviSnRK2.6 in leaves and, VviNCED2,
VviHyd2, VviPP2C9, and VviABF1 in roots. Own rooted
V. vinifera are considered to better tolerate drought than
when grafted on American hybrids [59]. This high
drought tolerance could be associated with the ability to
regulate the expression of genes that control ABA
responses in leaves observed in the present study. In
V. berlandieri x V rupestris hybrids and 41B, which are
characterized as drought tolerant rootstocks [13, 56], the
response appears to have a relatively stronger root compo-
nent. The ABA receptors,VviRCAR5 and VviRCAR6, were
not identified as key component of the variability of water-
deficit responses between the genotypes. The responses of
ABA concentration and transpiration to plant water po-
tential were also more pronounced for some of these toler-
ant genotypes such as Grenache, 140Ru and 41B.
Although the genotypes could be grouped according to

their genetic background, some within-groups variability
was observed (Fig. 8). For example, among V. vinifera var-
ieties, Grenache was characterized by the highest [ABA]
in stem xylem sap, significantly higher expression of
VviNCED1 in leaves, and significantly steeper slopes for
the relationships between [ABA] and [PA] with plant
water status. The higher ratio of delta [ABA] to delta tran-
spiration in Grenache confirms its lower sensitivity to
ABA [17]. Grenache is traditionally referred to as a near-
isohydric variety, reducing stomatal conductance and leaf
transpiration more rapidly in order to avoid a drop in leaf
water potential [1, 15, 24, 60]. This link between a lower
sensitivity to ABA and higher sensitivity to VPD has been
suggested in other studies for Grenache [15]. Among the
V. berlandieri x V. rupestris hybrids, both considered as
drought tolerant, 140Ru did not differ from the bulk of ge-
notypes for ABA accumulation capacity, but its transpir-
ation was more reduced for a given [ABA] indicating a
higher sensitivity to ABA. On the contrary, 110R displayed
a lower accumulation capacity of ABA and its sensitivity
to ABA was not different from the bulk of genotypes.

Conclusions
Despite the observation that global ABA responses to
water-deficit are maintained between model species and
Vitis genotypes, this study shows that several aspects of
the ABA metabolism and signalling pathways allow the
segregation of the nine genotypes studied according to
their genetic background and their drought tolerance
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level. V.vinifera genotypes, and among them Grenache,
displayed very specific responses in comparison to the
non-vinifera genotypes. Our results support that ABA
contributes to the genetic control of water-deficit re-
sponses in grapevine. Indeed enhancing ABA production
and homeostasis lead to improved drought tolerance
under long-term stress conditions or at adult stages in
several species [41, 55]; and in grapevine, several genes
involved in ABA metabolism and signal transduction
pathway are located in the confidence interval of QTLs
controlling rootstock responses to water deficit [61].
An absolute relationship between high ABA produc-

tion capacity and known drought tolerance in the field
was not established, supporting that drought tolerance
could be acquired through different mechanisms [56].
Responses to water deficit were mainly associated

with changes in VviNCED1 and VviABF1 abundance
in V. vinifera genotypes which are drought tolerant, while
changes in VviNCED2 abundance was involved for other
Vitis genotypes. In addition the expression of VviSnRK2.6
(an AtOST1 ortholog) was constitutively higher in roots
of the drought tolerant V. berlandieri x V. rupestris
hybrids. The contribution of these genes to the control of
the genetic variability for drought adaptation should be
further checked by other approaches such as genetic map-
ping and functional analysis for VviSnRK2.6 in roots.

Methods
Plant material and water-deficit treatments
The responses of nine grapevine genotypes to water-
deficit were analysed; the genotypes selected were
commercial inter-specific hybrids and two V. vinifera

Fig. 8 Summarized view of the responses recorded in the experiment for the literature-based tolerant Vitis genotypes. ABA-related gene expression,
metabolite concentration and transpiration sensitivity to ABA after 4 days of withholding irrigation are illustrated for the genotypes defined in literature
as drought tolerant i.e. V. berlandieri x V. rupestris hybrids (left) and V. vinifera (right). Colours indicate genes expression values and ABA-related metabolite
concentration for 140Ru and Grenache scaled between the lowest and the highest values, 4 days after withholding irrigation for all genotypes and
tissues. Warning symbols indicate the intra-group variability when it is significant between 140Ru and 110R on one side and between Grenache and
Syrah on the other side, according to Fig. 2 & 3a and Additional files 5 & 6
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varieties with known differences in response to drought
(Table 1) [62, 63]. Hardwoods were obtained from the
Aude’s Chamber of Agriculture, France except for 101-
14Mgt and 140Ru hardwoods which were obtained re-
spectively from Amblevert and ENTAV nurseries, Gironde,
Hérault, France. Hardwood was stored in a cold chamber
(4 °C) during the winter, and after one-night of rehydration
in water at 25 °C, single-node cuttings were prepared and
planted in perforated plastic bags in 0.8 L pots filled with
exactly 600 g of dry sand and grown in a greenhouse.
Plants were watered with standard nutrient solution [64]
and shoots were trained to a single stem until they reached
15 fully expanded leaves. The plants were then transferred
to a growth chamber on a turntable with a day/night
temperature of 25 °C/19 °C and a VPD of 1.27kPa/0.11kPa.
The average photosynthetic flux density at the canopy level
was around 400 μmol m-2 sec-1 during a 16 h light cycle.
In order to avoid a too large variability in the rate of de-

crease in soil water content, leaf area was normalized to
approximately 400 cm2 by removing entire leaves from
the base of the stem three days before the beginning of
the experiment. It was assumed that the plants had recov-
ered from the stress of leaf removal when the experiment
started and that the main differences recorded during the
short term water deficit were mainly associated to water
status. Leaf area was estimated from the relationship
between leaf area (measured with a planimeter (Li 3100,
Li-COR Biosciences, Lincoln, NE, USA)) and leaf main
vein length for each genotype in a separate experiment
(data not shown). Leaf normalization resulted in a co-
efficient of variation of 3.4 % across genotypes (Additional
file 9). Nevertheless, some significant differences remained
for the genotypes RGM and 161-49C.
Plants were irrigated at field capacity and plastic bags

were tied around the cutting wood in order to prevent
water loss from substrate evaporation. A water-deficit
treatment was applied by withholding irrigation for 4 days.
Plants were sampled daily from day 1 (24 h after the last ir-
rigation, defined as non-stressed) to day 4 (water-stressed),
during the last hour of night period. Three plants per
genotype were used for water potential measurements and
xylem sap sampling, and three plants were sampled for
gene expression analysis (all of the 2 cm long root tips and
all leaves (n = 7–10)). Just before sampling, leaf area of each
plant was determined for the six plants as described above.
Fresh biomass was determined for each compartment
(leaves, stem, cutting and roots) for all samples. All pots
were weighed daily during the last hours of the night, prior
to sampling, to calculate daily transpiration.

Determination of water potential and xylem sap
collection
Each plant stem was first cut at 5 cm above its basal
end. The basal part, including the roots, cutting and

some stem, was considered as the root part. Then the
upper part of the stem was cut at 2 cm under the fifth
apical leaf and the apical section was considered as the
shoot part. The root (still enclosed in the plastic bag)
and shoot parts were inserted concomitantly into two
pressure chambers equipped with digital LCD manome-
ters (SAM Précis 2000, Gradignan, France) to measure
simultaneously root and stem water potential. When
equilibrium of pressure was obtained and water potential
recorded, an over-pressure of 0.5 MPa was used for xylem
sap collection (approximately 35 μL) after removing of the
first drop of xylem sap. Xylem sap samples were immedi-
ately frozen in liquid nitrogen and stored at -80 °C prior
to freeze-drying (Alpha LSC 1-4, Christ, Germany) and
subsequent analysis.

Analysis of ABA and its derivatives
[ABA], [PA] and [DPA] in xylem sap were measured using
liquid chromatography/mass spectrometry (Agilent 6410
Triple Quadrupole LC-MS/MS with Agilent 1200
series HPLC, Agilent Technologies Inc., Santa Clara,
USA) using a stable isotope dilution assay [30]. The
dry samples of xylem sap were dissolved in 30 μL
10 % acetonitrile (v/v) containing 0.05 % acetic acid
(v/v). This acetonitrile solution also contained the deuter-
ated internal standards D3-7′,7′,7′-DPA, D3-7′,7′,7′-PA
and D6-3′,5′,5′,7′,7′,7′-ABA, all at a concentration of
100 pg/μL. The column used was a Phenomenex C18(2)
75 mm× 4.5 mm× 5 μm and column temperature was set
at 40 °C. The solvents used were nanopure water and
acetonitrile, both added with 0.05 % acetic acid (v/v).
Samples were eluted with a linear 15 min gradient
starting at 10 % acetonitrile (v/v) and ending with
90 % acetonitrile (v/v). Compounds were identified by
retention times (DPA = 7.25–7.75, PA = 9.0–9.5 and
ABA = 10.5–11.0 min) and multiple reaction monitoring
of mass-to-charge ratio (m/z) for parent and product ions
of native (DPA = 281/284, PA = 279/282 and ABA = 263/
269) and deuterated internal standards (DPA = 171/174,
PA = 139/142 and ABA = 153/159) [30].

RNA extraction and qPCR
Root tips and entire leaves were snap frozen in liquid ni-
trogen and ground with a ball mill (MM 400, Retsch
GmbH, Hann, Germany). Total RNA was extracted from
150 mg of fresh matter according to Reid et al. [65].
Genomic DNA contamination was removed with the
Turbo DNA-free kit (Life technologies, according to the
manufacturer’s instructions) and reverse transcription was
performed using Superscript III (Invitrogen) using oligo
dT primers and 1.5 μg of RNA according to the manufac-
turer’s instructions. Transcript abundance of VviNCED1,
VviNCED2, VviHyd1, VviHyd2, VviRCAR5, VviRCAR6,
VviPP2C4, VviPP2C9, VviSnRK2.1, VviSnRK2.6, VviABF1
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and VviABF2 was analysed on a Biorad CFX96 machine
using iQ Sybr Green Supermix (according to the manufac-
turer’s instructions) (Additional file 10). The transcript
abundance of studied genes was normalized to geometric
mean of VviGAPDH, VviEF1γ and VviActin expression
[65]. Their suitability to be used as reference genes on
non V. vinifera genotypes was tested on leaves and roots.
The relative gene transcript abundance was calculated ac-
cording to the 2-ΔΔCT method [66]. VviRCARs, VviPP2Cs
and VviSnRK2s qPCR primers used were from Boneh et
al. [38, 39] and the others were designed using Beacon De-
signer (version 7, CA, USA) (Additional file 10). PCR effi-
ciency for each primer pair was calculated using
LinRegPCR [67].

Statistical analyses
Treatment effect on shoot water potential was analysed
using a Kruskall Wallis test (p < 0.05). Genotype effect on
biomass allocation and transpiration on day 1 and 4 was
determined using a one-way analysis of variance (ANOVA,
p < 0.05, with Tukey’s Honest Significant Difference (HSD)
test). Tissue and genotype effects on transcript abundance
in non-stressed and water-stressed plants were determined
using a two-way ANOVA (p < 0.05, with Tukey’s HSD
test). All regressions were fitted using Sigma Plot
(Version 11, Systat Software) and, when necessary.
Genotype-specific and global (including all genotypes)
regressions were established between xylem sap hor-
mone content and water potential in shoot and root.
Genotype-specific regressions and global regressions were
compared by the procedure defined by Snedecor and
Cochran [68] using a Fischer-Snedecor test (p < 0.05). The
heatmaps for transcript abundance were created using R
v.2.15.3 (R Development Core Team, 2008). Discriminant
and principal component analyses and the Pearson correl-
ation matrix were done using XLStat (Addinsoft SARL.,
Paris, France). Principal component analysis was per-
formed on Pearson correlations of raw data. Mean tran-
script abundance value and ABA metabolite content for
each day and for each genotype were used for principal
component analysis.
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High correlation values are shown in bold (correlation coefficient > 0.7).
Transcript abundance are presented in leaves (-L) and in roots (-R).
Abbreviations: SWCmeta: soil water content (SWC) for plants coming
from water potential measurement; SWCtrans: SWC for plants coming for
transcriptional studies; SWP: stem water potential; RWP: root water
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analysis of mean transcript abundance and metabolite data (PC1, PC2,
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nine grapevine genotypes. Values represent mean ± standard deviation
(n = 24, except for soil water content on day 1 and 4, n = 6). Values
among genotypes with the same letter are not statistical different (one
way ANOVA, p-value is presented in bottom line). (DOCX 20 kb)

Additional file 10: Primer pair sequences used in this study. Accessions
number from Gramene: http://www.gramene.org. (DOCX 14 kb)

Abbreviations
ABA: abscisic acid; ABA-GE: ABA-glycosyl ester; ABFs or AREBs: ABA-responsive
element binding factors; DPA: dihydrophaseic acid; Hyd: ABA 8′-hydroxylase;
NCED: nine-cis-epoxycarotenoid dioxygenase; OST1: open stomata 1;
PA: phaseic acid; PP2C: protein phospatase 2C; PYR/PYL/RCAR: pyrabactin
resistance 1/PYR1-Like/Regulatory components of ABA receptors;
SnRK2: sucrose non-fermenting-related kinase 2; TF: transcription factors;
VPD: vapour pressure deficit.

Competing interests
The authors declare that they have no competing interests.

Rossdeutsch et al. BMC Plant Biology  (2016) 16:91 Page 13 of 15

dx.doi.org/10.1186/s12870-016-0778-4
dx.doi.org/10.1186/s12870-016-0778-4
dx.doi.org/10.1186/s12870-016-0778-4
dx.doi.org/10.1186/s12870-016-0778-4
dx.doi.org/10.1186/s12870-016-0778-4
dx.doi.org/10.1186/s12870-016-0778-4
dx.doi.org/10.1186/s12870-016-0778-4
dx.doi.org/10.1186/s12870-016-0778-4
dx.doi.org/10.1186/s12870-016-0778-4
dx.doi.org/10.1186/s12870-016-0778-4


Authors’ contributions
LR and NO contributed to the project conception. LR performed the
experiments, recorded physiological measurements and collected samples
for further analyses. NO contributed to this step. LR and FB performed RNA
extractions, and LR performed RT-PCR analyses. EE ran the analyses for ABA
and its derivatives. LR performed all statistical analyses. LR, NO and GAG
contributed equally to the data interpretation. LR and NO drafted the initial
manuscript, which was critically improved by GAG, SJC, FB, EE and SD.
LR and NO prepared the final version. All authors read and approved the
final manuscript.

Acknowledgments
The authors thank Annette Boettcher for the ABA analyses, Bernard Douens
and Jean-Pierre Petit for plant maintenance. The authors are grateful to Prof.
GC Cramer and Dr E Lebon for their helpful and critical reading of the manuscript.
This work was supported by “Institut National de la Recherche Agronomique”
and “Aquitaine Region” in the frame of the Metaprogramme ACCAF.

Funding
This study was funded by “Institut National de la Recherche Agronomique”
(N° 22000635) and “Aquitaine Region” in the frame of the Metaprogramme
ACCAF.

Author details
1UMR EGFV, ISVV-INRA, 210 chemin de Leysotte, 33882 Villenave d’Ornon,
France. 2CSIRO Agriculture, Private Bag 2, Glen Osmond, SA 5064, Australia.
3UMR EGFV, ISVV-Bordeaux University, 210 chemin de Leysotte, 33882
Villenave d’Ornon, France. 4UMR EGFV, ISVV-Bordeaux Sciences-Agro, 210
chemin de Leysotte, 33882 Villenave d’Ornon, France.

Received: 17 November 2015 Accepted: 13 April 2016

References
1. Chaves MM, Zarrouk O, Francisco R, Costa JM, Santos T, Regalado AP,

Rodrigues ML, Lopes CM. Grapevine under deficit irrigation: hints from
physiological and molecular data. Ann Bot. 2010;105:661–76.

2. Lovisolo C, Perrone I, Carra A, Ferrandino A, Flexas J, Medrano H, Schubert A.
Drought-induced changes in development and function of grapevine
(Vitis spp.) organs and in their hydraulic and non-hydraulic interactions at
the whole-plant level: a physiological and molecular update. Funct Plant Biol.
2010;37:98–116.

3. Malheiro AC, Santos JA, Fraga H, Pinto JG. Climate change scenarios applied
to viticultural zoning in Europe. Clim Res. 2010;43:163–77.

4. Keller M. The science of grapevines: anatomy and physiology. 2nd ed.
Boston: Academic; 2015.

5. Finkelstein R. Abscisic acid synthesis and response. Arabidopsis Book. 2013;
11:e0166.

6. Dalal M, Chinnusamy V. ABA receptors: prospects for enhancing biotic and
abiotic stress tolerance of crops. In: Pandey GK, editor. Elucidation of abiotic
stress signaling in plants. New York: Springer; 2015. p. 271–98.

7. Cramer GR, Urano K, Delrot S, Pezzotti M, Shinozaki K. Effects of
abiotic stress on plants: a systems biology perspective. BMC Plant Biol.
2011;11:163–77.

8. Assmann SM. OPEN STOMATA1 opens the door to ABA signaling in
Arabidopsis guard cells. Trends Plant Sci. 2003;8:151–3.

9. Christmann A, Weiler EW, Steudle E, Grill E. A hydraulic signal in root-to-
shoot signalling of water shortage. Plant J. 2007;52:167–74.

10. Tardieu F, Parent B, Simonneau T. Control of leaf growth by abscisic acid:
hydraulic or non-hydraulic processes? Plant Cell Environ. 2010;33:636–47.

11. Loveys BR, Kriedemann P. Internal control of stomatal physiology and
photosynthesis. I. Stomatal regulation and associated changes in endogenous
levels of abscisic and phaseic acids. Funct Plant Biol. 1974;1:407–15.

12. Ferrandino A, Lovisolo C. Abiotic stress effects on grapevine (Vitis vinifera L.):
Focus on abscisic acid-mediated consequences on secondary metabolism
and berry quality. Environ Exp Bot. 2014;103:138–47.

13. Fregoni M, Scienza A, Miravalle R. Evaluation précoce de la résistance des
porte-greffes à la secheresse. In: Proceedings of the IId Symposium of
Genetics and Grape Breeding, vol. 2. Bordeaux: INRA; 1977. p. 287–96.

14. Scienza A, Fregoni M, Boselli M. Influence of rootstock on stomatal
resistance, water potential and content of abscissic acid in Barbera. Ric Vitic
Ed Enol. 1980;1–2:39–44.

15. Soar CJ, Speirs J, Maffei S, Penrose AB, Mccarthy MG, Loveys BR. Grape vine
varieties Shiraz and Grenache differ in their stomatal response to VPD:
apparent links with ABA physiology and gene expression in leaf tissue. Aust
J Grape Wine Res. 2006;12:2–12.

16. Scienza A. Adattamento genetico della vite allo stress idrico. Tec Vitic Ed
Enol. 1983;6:27–39.

17. Hopper DW, Ghan R, Cramer GR. A rapid dehydration leaf assay reveals
stomatal response differences in grapevine genotypes. Hortic Res. 2014;1:2.

18. Tramontini S, Döring J, Vitali M, Ferrandino A, Stoll M, Lovisolo C. Soil
water-holding capacity mediates hydraulic and hormonal signals of
near-isohydric and near-anisohydric Vitis cultivars in potted grapevines.
Funct Plant Biol. 2014;41:1119–28.

19. Simonneau T, Barrieu P, Tardieu F. Accumulation rate of ABA in detached
maize roots correlates with root water potential regardless of age and
branching order. Plant Cell Environ. 1998;21:1113–22.

20. Endo A, Sawada Y, Takahashi H, Okamoto M, Ikegami K, Koiwai H, Seo M,
Toyomasu T, Mitsuhashi W, Shinozaki K, Nakazono M, Kamiya Y, Koshiba T,
Nambara E. Drought induction of Arabidopsis 9-cis-epoxycarotenoid dioxygenase
occurs in vascular parenchyma cells. Plant Physiol. 2008;147:1984–93.

21. Schachtman DP, Goodger JQD. Chemical root to shoot signaling under
drought. Trends Plant Sci. 2008;13:281–7.

22. Allario T, Brumos J, Colmenero-Flores JM, Iglesias DJ, Pina JA, Navarro L,
Talon M, Ollitrault P, Morillon R. Tetraploid Rangpur lime rootstock increases
drought tolerance via enhanced constitutive root abscisic acid production.
Plant Cell Environ. 2013;36:856–68.

23. Pérez-Pérez JG, Dodd IC. Sap fluxes from different parts of the rootzone
modulate xylem ABA concentration during partial rootzone drying and
re-wetting. J Exp Bot. 2015;66:2315–24.

24. Tardieu F, Simonneau T. Variability among species of stomatal control under
fluctuating soil water status and evaporative demand: modelling isohydric
and anisohydric behaviours. J Exp Bot. 1998;49(Special Issue):419–32.

25. Tardieu F, Simonneau T, Parent B. Modelling the coordination of the controls
of stomatal aperture, transpiration, leaf growth, and abscisic acid: update and
extension of the Tardieu–Davies model. J Exp Bot. 2015;66:2227–37.

26. Thompson AJ, Andrews J, Mulholland BJ, McKee JMT, Hilton HW, Horridge JS,
Farquhar GD, Smeeton RC, Smillie IRA, Black CR, Taylor IB. Overproduction of
abscisic acid in tomato increases transpiration efficiency and root hydraulic
conductivity and influences leaf expansion. Plant Physiol. 2007;143:1905–17.

27. Mcadam SAM, Brodribb TJ. Hormonal dynamics contributes to divergence
in seasonal stomatal behaviour in a monsoonal plant community. Plant Cell
Environ. 2015;38:423–32.

28. Pantin F, Monnet F, Jannaud D, Costa JM, Renaud J, Muller B, Simonneau T,
Genty B. The dual effect of abscisic acid on stomata. New Phytol. 2013;197:65–72.

29. Soar CJ, Dry PR, Loveys BR. Scion photosynthesis and leaf gas exchange in
Vitis vinifera L. cv. Shiraz: Mediation of rootstock effects via xylem sap ABA.
Aust J Grape Wine Res. 2006;12:82–96.

30. Speirs J, Binney A, Collins M, Edwards E, Loveys BR. Expression of ABA
synthesis and metabolism genes under different irrigation strategies and
atmospheric VPDs is associated with stomatal conductance in grapevine
(Vitis vinifera L. cv Cabernet Sauvignon). J Exp Bot. 2013;64:1907–16.

31. Qin X, Zeevaart JAD. Overexpression of a 9-cis-epoxycarotenoid dioxygenase
gene in Nicotiana plumbaginifolia increases abscisic acid and phaseic acid
levels and enhances drought tolerance. Plant Physiol. 2002;128:544–51.

32. Ma Y, Szostkiewicz I, Korte A, Moes D, Yang Y, Christmann A, Grill E.
Regulators of PP2C phosphatase activity function as abscisic acid sensors.
Science. 2009;324:1064–8.

33. Park SY, Fung P, Nishimura N, Jensen DR, Fujii H, Zhao Y, Lumba S, Santiago
J, Rodrigues A, Chow TF, Alfred SE, Bonetta D, Finkelstein R, Provart NJ,
Desveaux D, Rodriguez PL, McCourt P, Zhu J-K, Schroeder JI, Volkman BF,
Cutler SR. Abscisic acid inhibits type 2C protein phosphatases via the PYR/
PYL family of START proteins. Science. 2009;324:1068–71.

34. Chan Z. Expression profiling of ABA pathway transcripts indicates crosstalk
between abiotic and biotic stress responses in Arabidopsis. Genomics.
2012;100:110–5.

35. Lumba S, Toh S, Handfield LF, Swan M, Liu R, Youn JY, Cutler SR,
Subramaniam R, Provart N, Moses A, others. A mesoscale abscisic acid
hormone interactome reveals a dynamic signaling landscape in Arabidopsis.
Dev Cell. 2014;29:360–72.

Rossdeutsch et al. BMC Plant Biology  (2016) 16:91 Page 14 of 15



36. Yoshida T, Fujita Y, Maruyama K, Mogami J, Todaka D, Shinozaki K,
Yamaguchi-Shinozaki K. Four Arabidopsis AREB/ABF transcription factors
function predominantly in gene expression downstream of SnRK2 kinases in
abscisic acid signalling in response to osmotic stress. Plant Cell Environ.
2015;38:35–49.

37. Gambetta GA, Matthews MA, Shaghasi TH, McElrone AJ, Castellarin SD.
Sugar and abscisic acid signaling orthologs are activated at the onset of
ripening in grape. Planta. 2010;232:219–34.

38. Boneh U, Biton I, Zheng C, Schwartz A, Ben-Ari G. Characterization of
potential ABA receptors in Vitis vinifera. Plant Cell Rep. 2012;31:311–21.

39. Boneh U, Biton I, Schwartz A, Ben-Ari G. Characterization of the ABA signal
transduction pathway in Vitis vinifera. Plant Sci. 2012;187:89–96.

40. Nambara E, Marion-Poll A. Abscisic acid biosynthesis and catabolism.
Annu Rev Plant Biol. 2005;56:165–85.

41. Seiler C, Harshavardhan VT, Reddy PS, Hensel G, Kumlehn J, Eschen-Lippold L,
Rajesh K, Korzun V, Wobus U, Lee J, Selvaraj G, Sreenivasulu N. Abscisic acid
flux alterations result in differential abscisic acid signaling responses and
impact assimilation efficiency in barley under terminal drought stress.
Plant Physiol. 2014;164:1677–96.

42. Osakabe Y, Osakabe K, Shinozaki K, Tran LSP. Response of plants to water
stress. Front Plant Sci. 2014;5:86.

43. Sun L, Wang YP, Chen P, Ren J, Ji K, Li Q, Li P, Dai SJ, Leng P. Transcriptional
regulation of SlPYL, SlPP2C, and SlSnRK2 gene families encoding ABA signal
core components during tomato fruit development and drought stress.
J Exp Bot. 2011;62:5659–69.

44. Dalal M, Inupakutika M. Transcriptional regulation of ABA core signaling
component genes in sorghum (Sorghum bicolor L. Moench). Mol Breed.
2014;34:1517–25.

45. Xue T, Wang D, Zhang S, Ehlting J, Ni F, Jakab S, Zheng C, Zhong Y.
Genome-wide and expression analysis of protein phosphatase 2C in rice
and Arabidopsis. BMC Genomics. 2008;9:550–71.

46. Fujita Y, Fujita M, Satoh R, Maruyama K, Parvez MM, Seki M, Hiratsu K,
Ohme-Takagi M, Shinozaki K, Yamaguchi-Shinozaki K. AREB1 is a transcription
activator of novel ABRE-dependent ABA signaling that enhances drought
stress tolerance in Arabidopsis. Plant Cell. 2005;17:3470–88.

47. Soar CJ, Speirs J, Maffei S, Loveys BR. Gradients in stomatal conductance,
xylem sap ABA and bulk leaf ABA along canes of Vitis vinifera cv. Shiraz:
molecular and physiological studies investigating their source. Funct Plant
Biol. 2004;31:659–69.

48. Beis A, Patakas A. Differences in stomatal responses and root to shoot
signalling between two grapevine varieties subjected to drought. Funct
Plant Biol. 2010;37:139–46.

49. Ren H, Gao Z, Chen L, Wei K, Liu J, Fan Y, Davies WJ, Jia W, Zhang J.
Dynamic analysis of ABA accumulation in relation to the rate of ABA
catabolism in maize tissues under water deficit. J Exp Bot. 2007;58:211–9.

50. Young PR, Lashbrooke JG, Alexandersson E, Jacobson D, Moser C, Velasco R,
Vivier MA. The genes and enzymes of the carotenoid metabolic pathway in
Vitis vinifera L. BMC Genomics. 2012;13:243–60.

51. Zheng C, Halaly T, Acheampong AK, Takebayashi Y, Jikumaru Y, Kamiya Y,
Or E. Abscisic acid (ABA) regulates grape bud dormancy, and dormancy
release stimuli may act through modification of ABA metabolism. J Exp Bot.
2015;66:1527–42.

52. Dodd IC. Root-to-shoot signalling: assessing the roles of “up” in the up and
down world of long-distance signalling in planta. Plant Soil. 2005;274:251–70.

53. Zhang XL, Jiang L, Xin Q, Liu Y, Tan JX, Chen ZZ. Structural basis and
functions of abscisic acid receptors PYLs. Front Plant Sci. 2015;6:88–104.

54. Leung J, Merlot S, Giraudat J. The Arabidopsis ABSCISIC ACID-INSENSITIVE2
(ABI2) and ABI1 genes encode homologous protein phosphatases 2C
involved in abscisic acid signal transduction. Plant Cell. 1997;9:759–71.

55. Singh A, Jha SK, Bagri J, Pandey GK. ABA inducible rice protein phosphatase
2C confers ABA insensitivity and abiotic stress tolerance in Arabidopsis.
PLoS ONE. 2015;10:e0125168.

56. Serra I, Strever A, Myburgh PA, Deloire A. Review: the interaction between
rootstocks and cultivars (Vitis vinifera L.) to enhance drought tolerance in
grapevine. Aust J Grape Wine Res. 2014;20:1–14.

57. Acharya BR, Jeon BW, Zhang W, Assmann SM. Open Stomata 1 (OST1) is
limiting in abscisic acid responses of Arabidopsis guard cells. New Phytol.
2013;200:1049–63.

58. Grondin A, Rodrigues O, Verdoucq L, Merlot S, Leonhardt N, Maurel C.
Aquaporins contribute to ABA-triggered stomatal closure through OST1-
mediated phosphorylation. Plant Cell. 2015;27:1945–54.

59. Keller M, Mills LJ, Harbertson JF. Rootstock effects on deficit-irrigated
winegrapes in a dry climate: vigor, yield formation, and fruit ripening.
Am J Enol Vitic. 2012;63:29–39.

60. Schultz HR. Differences in hydraulic architecture account for near-isohydric
and anisohydric behaviour of two field-grown Vitis vinifera L. cultivars during
drought. Plant Cell Environ. 2003;26:1393–405.

61. Marguerit E, Brendel O, Lebon E, Van Leeuwen C, Ollat N. Rootstock control
of scion transpiration and its acclimation to water deficit are controlled by
different genes. New Phytol. 2012;194:416–29.

62. Carbonneau A. The early selection of grapevine rootstocks for resistance to
drought conditions. Am J Enol Vitic. 1985;36:195–8.

63. Schultz HR. Water relations and photosynthetic responses of two grapevine
cultivars of different geographical origin during water stress. Acta Hortic.
1996;427:251–66.

64. Tandonnet JP, Cookson SJ, Vivin P, Ollat N. Scion genotype controls
biomass allocation and root development in grafted grapevine. Aust J
Grape Wine Res. 2010;16:290–300.

65. Reid KE, Olsson N, Schlosser J, Peng F, Lund ST. An optimized grapevine
RNA isolation procedure and statistical determination of reference genes for
real-time RT-PCR during berry development. BMC Plant Biol. 2006;6:27.

66. Livak KJ, Schmittgen TD. Analysis of relative gene expression data using
real-time quantitative PCR and the 2 −ΔΔCT Method. Methods. 2001;25:402–8.

67. Ruijter JM, Ramakers C, Hoogaars WMH, Karlen Y, Bakker O, van den Hoff
MJB, Moorman AFM. Amplification efficiency: linking baseline and bias in
the analysis of quantitative PCR data. Nucleic Acids Res. 2009;37:e45.

68. Snedecor GW, Cochran WG. Méthodes statistiques, 6th edition, version
française. ed. Paris: Association de coordination technique agricole; 1971.

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

Rossdeutsch et al. BMC Plant Biology  (2016) 16:91 Page 15 of 15


	Abstract
	Background
	Results
	Conclusions

	Background
	Results
	Genotype-specific transpiration responses to water-deficit
	Genotype-specific differences in ABA metabolism for �non-stressed and water-stressed plants
	Changes of [ABA], [PA], and [DPA] with plant water status
	Effects of water-deficit on transcript abundance of ABA related genes
	Multi-factorial analyses of genotype-specific responses to water-deficit

	Discussion
	Responses to water-deficit are common to the genotypes studied
	Genotype-specific responses are associated with their genetic background

	Conclusions
	Methods
	Plant material and water-deficit treatments
	Determination of water potential and xylem sap collection
	Analysis of ABA and its derivatives
	RNA extraction and qPCR
	Statistical analyses
	Ethics
	Consent to publish
	Availability of data and materials

	Additional files
	Abbreviations
	Competing interests
	Authors’ contributions
	Acknowledgments
	Funding
	Author details
	References

