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Abstract: Fleshy fruits are characterized by having a developmentally and genetically controlled,
highly intricate ripening process, leading to dramatic modifications in fruit size, texture, color, flavor,
and aroma. Climacteric fruits such as tomato, pear, banana, and melon show a ripening-associated
increase in respiration and ethylene production and these processes are well-documented. In ontrast,
the hormonal mechanism of fruit development and ripening in non-climacteric fruit, such as
strawberry, grape, raspberry, and citrus, is not well characterized. However, recent studies have
shown that non-climacteric fruit development and ripening, involves the coordinated action of
different hormones, such as abscisic acid (ABA), auxin, gibberellins, ethylene, and others. In this
review, we discuss and evaluate the recent research findings concerning the hormonal regulation of
non-climacteric fruit development and ripening and their cross-talk by taking grape, strawberry, and
raspberry as reference fruit species.
Keywords: fruit quality parameters; phytohormones; ethylene; auxin; abscisic acid (ABA);
brassinosteroids; jasmonic acid; grape; strawberry; raspberry

1. Introduction
Angiosperms produce different fruit categories that evolved to best suit seed protection and aid
in seed dispersal towards the final stages of fruit ripening. Botanically, fleshy fruits are very varied in
the way they develop. For example, in grape (Vitis spp.) and tomato (Solanum lycopersicum L.), fruit is
from the result of a developed ovary, whereas, in strawberry (Fragaria spp.), apple (Malus × domestica
Borkh.), and pineapple [Ananas comosus (L.) Merr.], it results from the accessory tissue external to the
carpels, the receptacle [1,2], or formed from a series of ovaries (drupelets) attached to a receptacle
as is the case of fruits belonging to the genus Rubus [3–10]. Evolutionary studies have revealed that
both dry and fleshy fruit share some common developmental mechanisms, and that fleshy fruit has
evolved from ancestral dry fruit-producing species [11]. Whether fleshy or dry fruit, the final fruit
involves a progression of specific steps, namely, fruit set, fruit development, and fruit ripening and
senescence [2,12]. In general, fruit ripening is marked by very important phase changes that result in
the conversion of less appetizing green fruit into a highly palatable, aromatic, colored, and nutritionally
rich fruit.
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Fruits are characterized by having a developmentally and genetically controlled development
and ripening process, leading to both physiological and biochemical changes [1,13–17]. These changes
generally occur through tightly regulated events such as, (i) colour change, by the decrease of
chlorophyll content, with anthocyanin and/or carotenoid accumulation, (ii) changes in modification of
cell wall structure and cell turgor that result in the change of fruit texture, (iii) increases of different
metabolites (acids, sugars, volatiles, among others) that impact flavor, aroma, and nutritional quality,
and (iv) increased susceptibility to pathogen attack at the later stages of ripening that result in fruit
spoilage [1,2,14,18].
Based on their ethylene evolution and respiration pattern, fleshy fruits are categorized as climacteric
and non-climacteric, according to the regulatory mechanisms underlying the ripening process [19,20].
Climacteric fruits or ethylene-dependent fruits have the capability to ripen after harvest with the
help of ethylene production [21]. Climacteric fruits such as banana (Musa spp.), tomato, avocado
(Persea americana Mill.), and apple are characterized by a dramatic increase in respiration and ethylene
evolution during the onset of ripening [1,2,13]. Non-climacteric fruits are not capable to ripen after
removal from the parent plant, whereas climacteric fruits are [21]. Those fruits like strawberry, grape,
raspberry (Rubus idaeus L.), and citrus (Citrus spp.) are defined by the absence of an ethylene-related
respiratory peak and do not show a climacteric rise in ethylene evolution [1,2,13,22]. Despite the
above, the classification of fruits as either climacteric or non-climacteric is not obvious, because some
fruits, like melons (Cucumis spp.), can display both climacteric and non-climacteric behaviors [23].
Furthermore, there are climacteric and suppressed-climacteric plum varieties, whose ability to respond
to ethylene could be affected [24]. More complicated regulation has been observed in kiwifruit, where
the first stage of ripening is not dependent on ethylene whereas the second stage is [25]. For other fruit
such as strawberry and raspberry, typically classified as non-climacteric, current molecular studies
suggest a certain role of ethylene in ripening. It was reported that transcript levels of ethylene receptors
increase at the onset of ripening in strawberry [26], and transcript levels of ethylene biosynthesis
increase with ripening progression in raspberry [10].
Independent of classification as climacteric or not, color and textural changes are the main
modifications observed during fruit ripening together with changes of organic acids, sugars, and
volatile compounds [12,14] that contribute to fruit flavor, particularly by adjusting the equilibrium
between organic acids and sugar [27,28]. Modifications in fruit size and color are considered important
parameters for the ripening-stage differentiation of many fruits, including the non-climacteric fruits
such as grape, strawberry, and raspberry [10,29–31]. The red or purple color seen in these fruits are
mainly due to the accumulation of anthocyanins. These compounds are water-soluble pigments,
synthesized as products of the phenylpropanoid pathway in the cytosol and localized in vacuoles
during ripening and stress responses, and have been widely studied in different fruit species including
raspberry and blackberry, due to their health benefits [32–39].
Postharvest fruit softening contributes to the deterioration of fruit quality and makes postharvest
management difficult with fleshy fruit. The fungus Botrytis cinerea Pers.:Fr. has often been reported as
the main pathogen causing rapid fruit decay, especially in grape, strawberry, and raspberry [38–40]. Cell
wall changes accompanied by an intense decrease in the content and the degree of methyl-esterification
of pectin during ripening have been reported in different raspberry cultivars [41], Chilean strawberry
[Fragaria chiloensis (L.) Mill.] and cultivated strawberry (Fragaria × ananassa Duch.) [30,42].
Changes in flavor and taste are directly reliant on the sugar–acid balance and contents of the fruit,
which is significantly important for consumers [27,28]. For instance, too much acid results in a tart
and unpalatable fruit; conversely, too little results in bland and insipid fruit. Acid levels, expressed as
titratable acidity (TA), changes in starch breakdown, and soluble sugar increase have been used as
indicators of taste [43] and a critical index of fruit ripening [28]. Also, flavour can be determined by the
presence of molecules such as anthocyanins and tannins, that grant slight and pleasing astringency [28].
Aroma, one of the most valued attributes of raspberry [44] and strawberry [45,46] fruits, is a parameter
that depends on a number of factors such as concentration, combination, and the perception threshold
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of different volatile compounds [45–47], and the main aroma components include lipid-derived
compounds, phenolic derivatives, amino acid-derived compounds, and mono- and sesquiterpenes [47].
Several studies have indicated that the regulation of development and ripening, and therefore the
final quality, of non-climacteric fruit involves the combined action of many phytohormones, such as
auxin, abscisic acid (ABA), gibberellins (GAs), ethylene, cytokinins (CKs), brassinosteroids (BRs) and
jasmonic acid (JA) [1,2,48–53]. However, when compared with climacteric fruit, the hormonal regulatory
mechanisms involved in non-climacteric fruit ripening are not well-characterized compared with
climacteric ones. In this review, we discuss recent research on hormonal regulation of non-climacteric
fruit development and ripening, and further evaluate their crosstalk.
2. Hormonal Regulation of Ripening in Non-Climacteric Fruit
Conventionally, non-climacteric fruits have been classified as a separate group that did not show
the typical climacteric ripening pattern. However, studies including comparative genomic data analysis
carried out in tomato and hot pepper (Capsicum spp.) as climacteric and non-climacteric fruit models,
respectively, show that the expression of genes encoding for transcription factors such as non-ripening
(NOR), tomato AGAMOUS-like 1 (TAGLI) and ripening inhibitor (RIN), and for ethylene signaling
pathway-related components are common steps in both fruit categories [54]. Also, identification of
MADS-box genes in these two categories of fruit suggests that at least some molecular regulatory
processes of fruit ripening are common between climacteric and non-climacteric fruits [55].
Plant hormones are widely known to be regulators of fruit development and ripening [1–3,56–58].
Recent evidence has indicated that the shared action of three hormones, namely, auxin, cytokinin, and
gibberellins, contributes to normal fruit growth even in the absence of fertilization, a process known as
parthenocarpy; application of these hormones alone starts fruit development in many species [2,59–63],
suggesting that communication between these hormones is necessary for fruit set and fruit growth. An
overview of phytohormones involved in non-climacteric fruit development and ripening (especially of
grape, strawberry, and raspberry) and their possible crosstalk is described below (Figure 1).
2.1. Abscisic Acid (ABA)
ABA is a versatile phytohormone that controls a broad range of plant behaviors such as the
adaption to stress conditions, seed dormancy, seedling growth and fruit development [1,64,65]. In
non-climacteric fruits, no significant increase in ethylene occurs, but ABA seems to play a major
role during ripening [2,12]. Many years ago, ABA was reported to be involved in strawberry fruit
ripening [66] and has been described as the major regulator of grape berry ripening onset [67], including
coloration, sugar accumulation, and softening [65,68–70]. In grape and strawberry, the ABA level
was reported to be low during early fruit development stages, and high at different fruit ripening
stages [48,71]. In strawberry, ABA treatment was reported to accelerate fruit softening, increase
colour and ethylene production, and induce phenylalanine ammonia-lyase (PAL) enzyme activity,
the first committed step in the phenylpropanoid pathway involved in the biosynthesis of polyphenol
compounds, such as flavonoids [1,58].
The application of ABA to strawberry fruit resulted in enhanced anthocyanin content during
ripening, which was associated with the upregulation of gene expression related with enzymes for the
later steps for anthocyanin biosynthesis, such as anthocyanidin synthase (ANS) and glucosyltransferase
(GT) [72]. The same study showed an increased l-ascorbic acid content under ABA-treatment [72]. The
improvement in strawberry fruit functional quality, phenolic and anthocyanin compounds, l-ascorbic
acid, and antioxidant activity, by mild salt and drought stress was associated with an upregulation
of several genes involved in ABA biosynthesis [73]. On the other hand, the promotion of strawberry
fruit ripening by sucrose was associated with stimulation of ABA biosynthesis [74]. In ‘Flame Seedless’
grapes, increased anthocyanin content, improvement in color, and acceleration of fruit softening were
observed under exogenous treatment with ABA [75]. All these antecedents indicate that ABA regulates
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the accumulation of important metabolites to define a ripe fruit and, in turn, these metabolites have a
regulatory effect on the ABA biosynthesis.
Genetic and biochemical studies have indicated that 9-cis-epoxycarotenoid dioxygenase (NCED) is
the main enzyme in the ABA biosynthetic pathway in both climacteric and non-climacteric fruit [76–78].
In peach and grape, the respective genes -PpNCED1 and VvNCED1- were higher expressed at the
onset of fruit ripening, preceding the ABA accumulation, and particularly necessary for the increase
in ethylene production during peach ripening [77]. In both fruits, treatment with fluridone (an ABA
synthesis inhibitor) produced a significant decrease of ABA levels maintaining the fruit firmness
during storage. The importance of the NCED enzyme in strawberry fruit development has also been
demonstrated [48,79]. A substantial decrease in ABA content and the absence of red colouration in
fruit receptacles was observed under nordihydroguaiaretic acid (NDGA) treatment, a recognized
inhibitor of NCED activity [79]. Similar results were observed in strawberry agro-infiltrated with
FaNCED1-RNAi constructs [48]. On the other hand, the increase of FaNCED1 mRNA levels and ABA
accumulation using a fruit-tissue sucrose-incubation test suggests that FaNCED1 expression can be
regulated by accumulated metabolites, like sucrose, during strawberry ripening [74].
The components of the ABA signal transduction pathway have been elucidated in Arabidopsis
thaliana (L.) Heynh. [80–82], and two essential ABA signaling pathways have been suggested: the
‘ABA-PYR/PYL/RCAR-PP2C-SnRK2’ [83], and the ‘ABA-ABAR-WRKY40-ABI5’ pathways [84]. In
the first one, ABA binding to the receptor PYR1 (for pyrabactin resistant) stimulates the interaction
with the PROTEIN PHOSPHATASE2C (PP2C), resulting in the inactivation of PP2C and concomitant
activation of SUCROSE NONFERMENTING-RELATED KINASE2 (SnRK2). The activation of the
latter enzyme turns on ABA signaling through the phosphorylation of downstream targets, such as
ABA-response element-binding transcription factors (AREB/ABF), activating the expression of ion
channels and NADPH oxidases [80–83,85–87]. The second pathway is initiated by the putative ABA
receptor ABAR [19,88,89]. In this pathway, the WRKY40 transcription factor acts as a suppressor
of ABA signaling, observing an ABAR–WRKY40 interaction when the ABA becomes high. This
ABAR–WRKY40 interaction results in upregulation of ABA-responsive gene expression, including that
related with ABA-responsive transcription factors such as ABA Insensitive, ABI5 and ABI4 [84,90–92].
The ABA receptors PYR1 and ABAR have recently been characterized in grape [93,94] and
strawberry [19,48,95,96]. In ‘Kyoho’ grape, the expression level of PYR1-like gene (VlPYL1) was
highest in fruit and also in leaf tissue, with an increase of this transcript during fruit development,
and a consequent reduction in ripe berries [93]. Over-expression of VlPYL1 improved ABA sensitivity
in Arabidopsis. Therefore, the upregulation of the expression of this gene not only induced a set
of ABA-responsive gene transcripts, including those encoding for transcription factor ABF2 and
β-glucosidases BG3 that are important for ABA biosynthesis, but also improved the quality of the
grape berry, promoting anthocyanin increase [93]. In strawberry, transcriptional analysis in achenes
and receptacle during ripening was the first antecedent for the role of ABA/PYR pathway, observing
differential expression of genes encoding for protein phosphatase 2C (PP2C), RAS-related small GTP
binding protein, and putative serine/threonine protein kinase (ARSK1) [97]. Later, it was demonstrated
that under ABA stimulation the ABAR promotes ripening in strawberry fruit [19,48,95], through
ABA binding [96]. The downregulation of FaABAR expression inhibits ripening, without rescued by
addition of exogenous ABA, suggesting a crucial role for the ABAR receptor in strawberry ripening [46].
Regarding the FaABAR interaction with other potential signaling proteins, a leucine-rich repeat
receptor-like kinase LRR-RLK gene, named as FaRIPK1 (for red-initial protein kinase 1), has been
localized in the nucleus and plasma membrane, and its binding to FaABAR regulates strawberry fruit
ripening [94]. During strawberry ripening, the regulatory action of the transcription factor FaMYB10
-an important regulator of anthocyanin synthesis- was regulated through the perception of ABA by
FaABAR [95].

Horticulturae 2019, 5, 45

5 of 28

The role of AREB/ABF—the most described transcription factor of the ABA pathway, has also been
studied in grape berry ripening [65,97]. The expression of VvABF2, previously described as GRIP55
for GRAPE RIPENING-INDUCED PROTEIN 55 [97], is induced by ABA and showed accumulation
from véraison until the final phase of the berry ripening in ‘Cabernet Sauvignon’ cultivar [65]. The
same study showed that the grape cells over-expressing VvABF2 have shown improved responses to
ABA treatment, when compared with control cells, affecting the cell wall modification and synthesis
of phenolic compounds. Tomato fruits over-expressing VvABF2 decreased its firmness, indicating
that VvABF2 is an important transcription factor that regulates the ABA-dependent pathway during
ripening of grape berry [65].
2.2. Indole-3-Acetic Acid (IAA)
The critical role of auxin in fruit development has been well established, and indole-3-acetic acid
(IAA) was described as the main regulator of fruit development in climacteric and non-climacteric
fruit [1,2,98–100]. Several years ago, the importance of auxins for fruit set and subsequent growth was
established in tomato [98–100].
In grape, the highest content of IAA has been reported in flowers and young berries, and it gradually
decreases to low levels at véraison and throughout the ripening period [101–104]. The negative role of
IAA in sugar accumulation and anthocyanin content has been associated with ripening delay of the
grape berry [103,104]. In strawberry, achenes have been ascribed as the principal auxin source and
promoter for the growth of the strawberry receptacle [31,105,106]. The removal of achenes from unripe
receptacles caused the inhibition of growth and expansion, inducing the expression of ripening-related
genes [30,31,107–110]. A transcriptional analysis of strawberry fruit exogenously treated with auxin
showed downregulation of flavonoid pathway (e.g., chalcone synthase)-, aroma biosynthesis (e.g.,
alcohol acyltransferase)-, and cell wall modification (e.g., pectate lyase, endo-1,4-beta-glucanase and
expansins 1 and 2)-related genes [110]. In raspberry and strawberry, the potential role of IAA in fruit
development was demonstrated by the overexpression of the auxin synthesis-related gene (DefH9-iaaM)
in transgenic plants, that showed increased fruit size and number [111]. However, our results showed
no significant differences in firmness, total soluble solids or titratable acidity during in vitro IAA assay
of raspberry at the onset of fruit ripening [53]. Thus, there is still much to decipher with regard to
IAA’s role and relation with other hormones in raspberry.
The synthesis and transport of auxins in non-climacteric fruits is an area that needs further
investigation. In Arabidopsis [112–116] it was reported that IAA is synthesized by a two-step pathway,
in which, the family of TRYPTOPHAN AMINOTRANSFERASE OF ARABIDOPSIS1/TRYPTOPHAN
AMINOTRANSFERASE RELATED (TAA1/TAR) proteins [115,116] transform tryptophan to
indole-3-pyruvate which is then converted to IAA by the YUCCA (YUC) family of flavin-containing
monooxygenases [113,114,117]. During grape berry development, the gene expression of family
members of this two-step pathway suggests that IAA is biosynthesized through the shared action of
TAR and YUCCA proteins, and three TAR genes and one YUCCA gene are highly expressed during
development and at the onset of ripening [118]. In the woodland strawberry (Fragaria vesca L.) genome,
four TAR genes have been mapped [119]. In F. × ananassa, RNA-seq analysis of the TAR analogous
genes showed that three of these genes (FaTAA1, FaTAR1, and FaTAR2) were expressed in fruits of this
species [31]. This last study showed decreased expression of auxin biosynthesis (FaTAA1 and FaTAR2)-,
perception-, signaling (FaAux/IAAs and FaARFs)-, and transport (FaPIN)-related genes at the onset of F.
× ananassa ripening, from the green to red stages [31]. In the achene, the TAA1/TAR genes showed the
same pattern, i.e., a sharp decrease at the onset of ripening (green to white stage) and then decreasing
to the red stage; the only gene showing high expression was FaTAR2 which continuously increased its
expression level from the green to the red stages [31]. With regard to IAA biosynthesis, only five of the
nine YUCCA genes mapped in F. vesca [119] were expressed in F. × ananassa [31]. In the achene, the
common pattern was a decrease from green to red stages. In spite of their low expression, some YUCCA
genes were identified in the red receptacle [31]. Recently, the expression of TAR and YUCCA genes was
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studied using their corresponding promoters fused to a β-glucuronidase (GUS) reporter introduced
into F. vesca [120]. It was reported that four FveYUCs and two FveTARs were expressed mainly in the
endosperm and embryo inside the achenes [120]. All these reports suggest the importance of auxin
biosynthesis during development and ripening of achenes and receptacle in strawberry fruit.
During plant development, the polar transport of auxin is carried out by the AUX/LAX and
PIN transport proteins [121]. Although the signaling mechanism that regulates this transport, and
the variation in polar auxin transport, including PIN gene expression during fruit growth have been
mainly reported in climacteric fruit [122–124], only a few reports are available for non-climacteric fruits.
In grape, the use of radiolabeled IAA showed a basipetal distribution in pericarp cells of putative
VvPIN proteins by immunolocalization and transcripts of four putative VvPIN genes, which decreased
according to grapevine fruitlet abscission progress [125]. These antecedents indicate that auxin
homeostasis is required for grape berry fruit set. A similar trend has been suggested for strawberry,
where a developmental-specific pattern of the transcript of auxin transporters was reported [31,119,126].
The sequenced genome of F. vesca showed 10 FvPIN [119] and four FvAUX/LAX genes [126], and
transcriptional analysis in F. × ananassa fruit showed the expression of four FaPIN genes (FaPIN1,
FaPIN4, FaPIN5, and FaPIN10) and four FaAUX/LAX (FaAUX/LAX1, FaAUX/LAX2, FaAUX/LAX3, and
FaAUX/LAX4) [31]. All these antecedents suggest a decrease of IAA transport at the onset and during
fruit ripening in achene and the receptacle of strawberry. It is notable that most of the transport genes,
except FaPIN10 and FaAUX/LAX4, showed higher levels of transcripts in the receptacle compared to
achene [31].
IAA conjugation to amino acids by IAA-amido synthetase (GH3) is an important part of auxin
homeostasis [127,128], and yet little is understood regarding IAA conjugation in many fruits. Free
IAA is the biologically active form of the hormone, with amino acid conjugation leading to IAA
inactivation, by storage or degradation [127,129–131]. Therefore, modified forms of IAA are important
during degradation, IAA storage or inhibition of auxin signaling pathways [131]. In climacteric and
non-climacteric fruit, such as peach and grape respectively, the regulation of the pool of IAA conjugates
involves auxin inactivation by conjugation and auxin activation by conjugation hydrolysis [50,132].
In peach, the expression of a putative IAA amidohydrolase like IAA-LEUCINE RESISTANT 1 (ILR1)
of Arabidopsis seemed to be counterbalanced by that of a GH3 protein, since both genes were
strongly induced by NAA and expressed almost exclusively during fruit ripening [132]. Böttcher et al.
(2011) [103] reported that the VvGH3.1 enzyme is involved in berry ripening, and exogenous auxin and
ABA application increased the expression of its encoding gene [57], indicating that IAA inactivation by
conjugation exists during grape ripening [50,57,120]. In addition to GH3, low expression of putative
genes encoding for indole-3-acetate beta-glucosyltransferase (IAGLU), involved in auxin conjugation,
and auxin-amidohydrolase involved in auxin activation by conjugation hydrolysis, has been observed
during grape ripening [50]. While the expression of the putative gene related to auxin activation
by conjugation hydrolysis IAA-amino acid hydrolase 1 (ILR1) was upregulated [50]. In the case
of strawberry, transcriptomic analysis during fruit ripening showed that the expression of six GH3
members was higher in achene, showing highest expression of FaGH3.1 in the receptacle, which
dramatically decreased from green to red stages [31]. Recently, Tang et al. (2018) [133] reported
that the only demonstrable IAA amino acid conjugates in the achene of F. vesca, and other Fragaria
species, were aspartate and glutamate, which could act as free IAA reservoirs for growing seedlings.
Recently, we have observed in raspberry that before the onset of fruit ripening, fruit size and weight
increased along with the expression levels of the IAA-amido synthetase RiGH3.1 transcript. In addition,
the RiGH3.1 expression was upregulated during in vitro IAA treatment [53]. In turn, the RiGH3.5
transcript was expressed primarily in flowers and its transcript levels were not significantly affected by
IAA treatment [53]. Particularly, the RiGH3.1 amino acid deduced sequence presented the binding
motifs for binding of IAA and aspartic acid [53]. The presence of both motifs suggests potential IAA
degradation during raspberry ripening.
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Other studies related to the role of IAA in the development of non-climacteric fruit has been
derived from the analysis of transcription factors that regulate the auxin response. A recent study in
cucumber (Cucumis sativus L.) has identified two F-box auxin receptors (TIR1-like genes) encoding genes
CsTIR1 and CsAFB2 [134]. These two genes were highly expressed in leaf, female flower and young
fruit tissues of cucumber. Furthermore, tomato lines that overexpressed CsTIR1- and CsAFB2-genes
exhibited parthenocarpic fruit compared with the wild-type plants [134]. In grape, the gene encoding
for cell elongation bHLH protein (VvCEB1) has been suggested as the transcription factor that controls
the cell expansion in grape [135]. VvCEB1 was reported to be induced by auxin and in turn, this
gene induced the expression of auxin-related genes in transgenic grape embryos [135]. In F. chiloensis
fruit, expression analysis for the encoding genes of the transcription factors auxin response factors
(ARFs) showed a decrease and increase for ARF1 and ARF4 as ripening progressed, respectively [136].
Thus, these reports suggest that not all ARF encoding genes match with the IAA level pattern during
strawberry fruit ripening.
The molecular mechanisms for GH3 activity regulation are unknown in fruits. Even so, in
Arabidopsis, the auxin response factor ARF17 has been described as a negative regulator, and ARF6
and ARF8 as positive regulators for GH3.3-, GH3.5- and GH3.6-expression during adventitious root
initiation [137]. Therefore, the regulation of GH3 expression by ARFs or other transcription factors
(e.g., AREB/ABFs, MADS-box, ERFs) and its effect on enzymatic activity during fruit ripening should
be evaluated.
Transcriptional regulators such as the MADS-box genes are involved in the development and
ripening of both climacteric and non-climacteric fruit [55,138–140], indicating a possible conserved role
of these regulators in fruit ripening [1]. The putative MADS-box protein RIPENING INHIBITOR (RIN)
is an auxin response transcription factor involved in the ethylene-regulated gene expression [140]. It has
been reported that in tomato fruit, the RIN MADS-box transcription factor could bind to the promoter
of the cell wall hydrolases encoding genes, as well to the promoter of ACS encoding genes [141].
Recently, it has been demonstrated that RIN is not necessary for the initial induction of tomato ripening,
suggesting that the expression of ripening-related genes in the RIN knock-out mutants could be
explained by the activity of a RIN homologous, where the RIN action could be substituted by other
MADS-box protein complexes that bind to RIN recognition sites [142,143].
2.3. Gibberellins
Gibberellins (GAs) are tetracyclic diterpenoid compounds involved in developmental processes
such as seed germination, cell division and elongation, flower induction and development, and fruit
growth [144–146]. Even though hundreds of different GAs have been described in plants, only a
limited number of these molecules were found to be biologically active [146,147]. Their homeostasis
was determined by the rate of bioactive GA biosynthesis, including gibberellin 3-oxidase (GA3ox),
and inactivation by hydroxylation reactions by the action of gibberellin 2-oxidase (GA2ox) [146–148].
The first report on exogenous GA application and its effects on strawberry receptacle development
were reported by Thompson in 1969 [149]. Afterwards, many other studies have complemented GA
association with fruit ripening, especially in strawberry fruit [146,150,151]. Bioactive GA1, GA3, and
GA4 were reported during strawberry fruit development. High levels of GA4 were reported in the
receptacle tissue, with a peak level at the white stage of strawberry fruit development. In addition,
the expression of genes encoding for GA pathway components, including the receptors, such as the
FaGID1 (GIBBERELLIN-INSENSITIVE DWARF1b), and FaGID1c, the DELLA FaRGA (REPRESSOR
OF GA) and FaGAI (GA-INSENSITIVE), and enzymes related to GA biosynthesis such as gibberellin
n-oxidase (FaGA3ox), and GA hydrolysis (FaGA2ox) were also reported at high levels in the receptacle
tissue during strawberry fruit development [146]. FaGID1c bound GA in vitro, interacted with FaRGA,
both in vitro and in vivo, and increased GA responses when ectopically expressed in Arabidopsis [146].
These antecedents suggest a critical role for GA in the development of the strawberry receptacle [146].
The overexpression of the Gibberellin Stimulated Transcript 2 (FaGAST2) gene in different strawberry
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transgenic lines produced a reduction in fruit size, showing that the parenchymal cells were smaller
than observed in the control fruits, indicating a relationship between the expression of FaGAST2,
strawberry fruit cell elongation and the subsequent increase in fruit size [152]. Silencing of FaGAST2,
through RNA interference methods, showed an increase in FaGAST1 expression, without changes
in fruit cell size, suggesting that both transcription factors were involved in fruit development and
ripening, determining the strawberry fruit cell size [152].
Exogenous GA application and its role in viticulture have been studied by many researchers [153–161].
The exogenous pre-bloom application of gibberellic acid (GA3 ) to grape cultivars, that is normally used
to establish early ripening [153], also induced seedlessness [154,158], and enhanced berry size in seedless
cultivars [155–157]. Transcriptome sequencing conducted to identify microRNAs during GA3 application
suggests that grapevine miRNAs (Vvi-miRNAs) might have a role in grape berry development and
response to environmental conditions [159]. Application of GA3 to inflorescences at the pre-bloom stage
stimulated flower opening and promoted fruit coloring along with seed abortion in ‘Kyoho’ grape [158].
Moreover, GA application produced changes in the levels of transcripts related to reproduction, cellular
processes, hormones, and secondary metabolism, including the scavenging and detoxification of reactive
oxygen species [158].
The role of GAs in fruit development and ripening of the Rubus genus has not been studied
extensively. It has been reported that the external application of some GAs induced parthenocarpic
fruit development in cloudberry (Rubus chamaemorus L.), a northern wild berry [162]; and external
application of prohexadione–calcium (ProCa), a gibberellin biosynthesis inhibitor, reduced the number
of flowers in raspberry [163].
2.4. Ethylene
The role of ethylene during non-climacteric fruit ripening has attained increasing attention among
researchers in recent years. It has been reported that ethylene plays a major role in the fruit ripening
of different grape varieties, with an ethylene peak occurring before véraison [56,72]. Treatment of
fruits with a specific inhibitor of ethylene receptors, i.e., 1-methylcyclopropene (1-MCP), reduced berry
diameter and ripening-related parameters, such as anthocyanin accumulation in ‘Cabernet Sauvignon’
berries [56]. Increased berry size associated with high levels of transcripts related to aquaporins,
polygalacturonases, xyloglucan endotransglucosylases (XTHs), cellulose synthases, and expansins were
reported as a result of ethylene application [164]. Also, 1-MCP application prior to véraison reduced
ABA content in ‘Muscat Hamburg’ grape [71], suggesting an association between ethylene and ABA
during ripening. Despite the low concentration of ethylene in F. × ananassa, its production was sensitive
at various fruit stages, being moderately high in green fruit, with lower levels in white fruit, and an
increment at red stages of fruit maturation [165]. The increased ethylene production at the red fruit
stage was accompanied by an improved respiration rate and resembled that of climacteric fruit [165].
Although raspberry fruit belongs to the non-climacteric fruit category [9,166,167], ethylene production
and increased respiration rate were detected at the white fruit stage and continued to increase until
full maturity [3,10,53]. Therefore, this climacteric pattern of ethylene production in raspberry fruit
(i.e., showing a constant increase during ripening) is very different from other non-climacteric fruit
such as strawberry [165] and grape [56,71]. In fact, strawberry [165] and grape [56,71] show a peak
in ethylene activity during early fruit development, which is a typical pattern in non-climacteric
fruits. The ethylene production of raspberry fruit was inversely related to firmness loss, and the
receptacle has been described as the main ethylene source [3,10,53,168]. In addition, raspberry fruit
(drupelets still attached to their receptacle) at the white stage showed a delay in firmness loss during
in vitro treatment with 1-MCP during storage at 10 ◦ C [10]. These results suggest that softening during
raspberry ripening could be regulated partially by ethylene.
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The expression of genes encoding for the ethylene biosynthesis-related enzymes
1-aminocyclopropane- 1-carboxylic acid synthase (ACS) and 1-aminocyclopropane-1-carboxylic acid
oxidase (ACO) has been reported in non-climacteric fruit. In strawberry, four FaACS genes [169] and
three FaACO genes have been isolated [26,169] with different expression patterns during ripening.
In different cultivars of grape, i.e., ‘Cabernet Sauvignon’, ‘Muscat Hamburg’ and ‘Thompson Seedless’,
the expression of VvACO genes has been found in association with the ethylene peak, just before
véraison [72,164,170]. In strawberry, the expression of two FaACO and ethylene response sensor
(FaErs1) genes has been reported during fruit development, and also, in fruits treated with ethylene
and the auxin analogue 1-naphthaleneacetic acid (NAA), a close relationship between the expression
of these genes and ethylene production was observed [26]. In raspberry, RiACS1 and RiACO1 genes
were expressed more at the red and overripe stages [169]. Interestingly, levels of both transcripts were
more than three-fold higher in the receptacle tissue than in the drupelet at the overripe fruit stage.
The expression of RiACS1 in raspberry was similar to that observed for FaACS1 and FaACS2 genes,
highly expressed in green and white strawberry receptacles [169]. The deduced amino acid sequence
RiACO1 was homologous with the FaACO1 protein sequence (73.4%), whose transcript was detected
in strawberry receptacles [169]. In addition, RiACO1 was homologous with SlACO4 (79.3%), whose
transcript was expressed during ripening of tomato fruit [171]. These antecedents suggest that a similar
mechanism could regulate ethylene biosynthesis in climacteric and non-climacteric fruits.
During the ripening of climacteric and non-climacteric fruits, several studies have reported expression
changes of the genes encoding for the ethylene signaling cascade-related components [172–174]. These
genes include those encoding for the ethylene receptor (ETR), ethylene response sensor (ERS), ethylene
insensitive (EIN), and constitutive triple response (CTR1), the second element in ethylene signal
transduction at the endoplasmic reticulum (ER) membrane level, acting as a communicator between ETRs
and EIN2s [172–174]. The ethylene receptor (ETR) family belongs to a family of transmembrane proteins
that are found in the ER and that bind ethylene, forming a stabilized dimer with two disulfide bonds at
the N-terminus. The ETRs are the first elements of ethylene signaling, acting as negative regulators of
the signaling cascade, blocking downstream signal transduction in the absence of ethylene [172–174].
Therefore, downregulation of SlETR4 produced early ripening of transgenic tomatoes [175,176].
During the development of the grape berry, VvETR2 showed a high expression level at the onset of
ripening, while VvETR1 expression remained constant, and VvERS1 and VvEIN4 had greater expression
levels at first days of post-anthesis [174]. In strawberry, the expression of three genes encoding for
the receptors FaEtr1, FaErs1 and FaEtr2 have been observed concomitant with increased synthesis of
ethylene. The observation that FaEtr2 was mostly expressed in ripe strawberry fruits, suggests that
even the little ethylene produced by ripening strawberries could activate ripening-related physiological
process [26]. In addition, dataset analysis of the expression pattern of the ethylene biosynthesis-related
gene S-adenosyl-l-methionine synthase FaSAMS1, and the signaling-related gene FaCTR1, showed
that the transcription induction of both genes was coincident with increase in ethylene production
the during ripe fruit-coloring [176]. It was assumed that FaSAMS1 and FaCTR1 might have a major
role in the evolution of attributes during fruit ripening [160]. Downregulation of both transcripts
via the tobacco rattle virus-induced gene-silencing (VIGS) system not only repressed red coloration
of fruit and firmness changes, but it also induced ethylene production, affecting ethylene-signaling
components [176]. Importantly, the application of ethephon (a synthetic ethylene releaser) stimulated
natural strawberry fruit softening and red coloration in these transgenic fruits by the partial rescue of
anthocyanin biosynthesis without significantly affecting fruit firmness. This may suggest that FaCTR1
positively controls strawberry fruit ripening [176], but it still remains to be clarified if ethylene has a
potential role in stages prior to ripening in this non-climacteric fruit.
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2.5. Jasmonates
Jasmonic acid (JA) and its bioactive isoleucine conjugate (JA-Ile) are among the most important
signals for both biotic and abiotic stress responses in plants and are active in root growth, seed
germination, stamen development or senescence [177]. Recently, Garrido-Bigotes et al. (2018) [51]
observed that a synchronized downregulation of the JAs endogenous levels, including JA-Ile, and
their biosynthetic genes takes place from flowering to ripening stages of strawberry fruit [51]. Also,
higher levels of JA and JA-Ile have been reported in early developing grape berries followed by a
sudden reduction during progression to ripe stages [178]. Thus, JA-Ile could be associated with early
fruit development in both strawberry and grape berry. It was reported that proanthocyanidin (PA)
accumulation in developing strawberry and grape berry showed a similar pattern to JA-Ile, occurring
early in fruit development and decreasing as the fruit ripens [179,180]. We observed an increase in
PA content by the application of a chemical inhibitor for the key JA-Ile biosynthetic enzyme JAR1,
suggesting that the JA pathway could be related to PAs biosynthesis in strawberry fruit [181].
In F. chiloensis fruit, exogenous application of the methyl ester of JA (methyl jasmonate, MeJA)
changed the expression profiles of ripening-related genes including those related to ethylene and
JA biosynthesis [182]. Moreover, MeJA application increased anthocyanin accumulation, since
MeJA upregulated the expression of genes related to the anthocyanin biosynthesis pathway, as
well as chalcone synthase (FcCHS), chalcone-flavonone isomerase (FcCHI), flavanone 3-hydroxylase
(FcF3H), dihydroflavonol 4-reductase (FcDFR), anthocyanin synthase (FcANS), and anthocyanidin
3-O-glucosyltransferase (FcUFGT). Associated with the higher amounts of anthocyanins, MeJA also
induced the expression of JA biosynthetic genes in F. chiloensis fruits, i.e., 13-lipoxygenase (FcLOX),
allene oxidase synthase (FcAOS) and 12-oxophytodienoate reductase 3 (FcOPR3) [182]. Alternatively,
the exogenous application of MeJA to F. × ananassa fruit generated a higher anthocyanin increase
along with the accumulation in JA, JA-Ile and MeJA levels [51]. In grape cell suspensions JA
increases anthocyanin production [183] and MeJA application increased PA content in two wine grape
varieties [184]. In raspberry, one of the aspects more studied is the molecular and biochemical factors
that determine color. It was reported that jasmonates enhanced PAL activity and promoted a significant
increase in polyphenol compounds such as ellagic acid, quercetin, and myricetin [185,186].
The biological processes mediated by JA-Ile need the activation of the JA signaling pathway,
in which the F-box CORONATINE INSENSITIVE1 protein (COI1) associated with JASMONATE
ZIM-DOMAIN (JAZ) form the JA-Ile co-receptor [187–189]. If JA-Ile levels are low, JAZ repressors
bind to MYC2 and other transcription factors suppressing the expression of early JA-responsive genes,
whereas if JA-Ile level rises, COI1 binds to JAZs that are subsequently degraded by the 26S proteasome
after ubiquitination by ubiquitin ligase complex SCFCOI1 [190]. In grape, 11 JAZ members have been
described which respond to biotic and abiotic stresses and hormone treatments [191]. We recently
demonstrated that 12 putative strawberry JAZ proteins and two MYC TFs encoding genes exhibited
high expression in flowers and at early fruit stages of strawberry that matched with the downregulated
pattern of JA-Ile observed during the development of this fruit [51].
2.6. Brassinosteroids
Brassinosteroids (BRs) are polyhydroxy steroid phytohormones that play critical roles
in cell division and elongation, vascular differentiation, flowering, pollen development and
photomorphogenesis [192]. BRs have also been reported to be involved in development and ripening
of tomato, cucumber, grape, and strawberry fruits [49,193–195]. In turn, it has been observed that
Arabidopsis mutants deficient in BR biosynthesis or perception, including dwarf plants, presented
numerous deficiencies in developmental pathways that could not be rescued by BR treatment [196].
In grape berries, the application of BRs (as epibrassinolide, BL) increased berry colouring and promoted
ripening. Conversely, the application of a BR biosynthesis inhibitor, i.e., brassinazole (BZ), showed a
contrary effect [194].
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BR 6-oxidase is the enzyme that catalyzes the conversion of 6-deoxocastasterone to the bioactive
BR castasterone [194]. It has been reported that the over-expression of V. vinifera BR 6-oxidase gene
(VvBR6OX1) restored the phenotype of the dwarf tomato plant (that lacks a functional endogenous
DWARF gene), reaching a normal height similar to a wild type plant [194]. In strawberry fruit,
BL treatment promoted fruit ripening and the accumulation of FaBRI1 receptor transcript [49,197].
Moreover, transient silencing of the FaBRI1 gene caused a delay in fruit ripening, so that the receptacle
remains white [49]. These antecedents show that BR signaling could play a central role in non-climacteric
fruit ripening. BRs have been proposed to be the first signal for ripening of the grape berry, possibly
through modulation of ethylene content [104]. With regard to genes that respond to BRs, the gene
encoding for the late embryogenesis abundant (LEA) domain protein (LDP1), has been expressed in
early developmental stages of F. chiloensis and F. vesca, particularly in receptacles [198]. The promoter
region of LDP1 gene possesses multiple BRs and ABA response motifs. It has been reported that the
transiently expressed FcLDP1 promoter-GFP fusions was regulated by BRs and ABA, suggesting that
these two hormones regulate FcLDP1 expression during F. chiloensis fruit development [198].
2.7. Cytokinins
The role of cytokinins (CKs) in non-climacteric fruit development and ripening is a topic that
needs further investigation. Bombarely et al. (2010) [199] described two genes belonging to the CK
signal transduction pathway from fruit cDNA libraries of several varieties of F. × ananassa, identifying
a histidine phosphotransferase protein (AHP) and a nuclear response regulator (ARR) gene. Some
years after, Kang et al. (2013) [119] compared the F. vesca transcriptomes of pre- and post-fertilization
stages during fruit development and observed 17 differentially expressed genes (DEGs) related to CK
biosynthesis, signaling, and degradation in four different fruit tissues. It has been reported that CKs
are important in the initial stages of strawberry fruit development, similar to that of the role described
for CKs in the early fruit development of climacteric fruit, such as tomato [200]. In grape, the synthetic
cytokinin forchlorfenuron [N-(2-chloro-4-pyridyl)-N0 -phenylurea], known as CPPU, was reported to
be involved in the increase of berry weight, but a decrease in sugar and anthocyanin content was
observed [201]. The only report describing the role of CKs in the Rubus genus suggests that GAs could
act synergistically with CKs during flower induction in raspberries [202].
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3. Hormone Crosstalk
A single hormone can regulate various processes, and at the same time, multiple hormones
could impact a single process as well [205,206]. Some pieces of evidence for auxin–ethylene crosstalk
was reported in Capsicum, and the expression of the CsGH3 gene was upregulated by ethylene
application [207]. Similarly, the upregulation of the expression of GH3 family-related genes by ABA
and ethylene application during fruit ripening in grape and by other phytohormones in tomato
suggests that auxin can crosstalk with ethylene, ABA, and other phytohormones [2,57,208,209]. ABA
promoted fruit ripening by affecting ethylene biosynthesis in fleshy fruits [210,211]. For example,
the exogenous application of ABA increased the expression of ethylene biosynthesis-related genes,
such as ACS2, ACS4, and ACO1, in tomato. Conversely, exogenous treatment with the ABA inhibitor
fluridone showed a downregulation of these genes, suggesting that ABA could regulate the ethylene
biosynthetic pathway and vice versa in climacteric fruit such as tomato [2,212]. Contrary to that of
climacteric fruit such as tomatoes, where maximum ABA levels were observed preceding ethylene
production [213,214], ethylene levels in grape remained low at the onset of ripening [56].
Data from several transcriptomic analyses, including our data on raspberry [204], suggest a
coordinated role of different phytohormones during fruit development and ripening in non-climacteric
fruit such as grape [104,215] and strawberry [31,216]. However, an in-depth analysis is still required to
fully elucidate the role of phytohormone crosstalk in non-climacteric fruit ripening. When compared
with climacteric fruit, much less information is available on phytohormone crosstalk in non-climacteric
fruit. In the following sections, we briefly summarize the available literature on plant hormone
crosstalk during fruit development of grape, strawberry and raspberry fruit (Figure 2).
3.1. Grape
Transcriptional analysis of grape berries after application of naphthalene acetic acid (NAA)
one week before véraison showed that ABA biosynthesis- and perception-associated genes were
downregulated, while ethylene biosynthesis-associated ones were induced [104]. In addition,
interaction between ethylene and auxin has been suggested as a mechanism of grape ripening
control [118]. The expression of several TAR genes that encodes for the enzyme that converts
tryptophan to indole-3-pyruvate, the first step of IAA biosynthesis, was induced by the application
of ethephon [118]. The induction of TAR genes was complemented by increased IAA and IAA-Asp
concentrations, suggesting that elevated concentrations of ethylene at the onset of ripening might lead
to increased production of IAA in grape berry ripening [118].
The developmental phase in many fruits was reported to be controlled by a hormonal balance
between GA and auxin [203]. Auxin induces the generation of parthenocarpy. Treatment with GA at
the pre-bloom stage of berries showed an upregulation of the GA signaling gene VvDELLA, together
with a decrease of the expression of the genes encoding for negative regulators of fruit set initiation,
i.e., AUX-IAA protein, VvIAA9 and auxin response factor (ARF) VvARF7. Also, the upregulation of
VvGH3.2 and VvGH3.3 expression, without significant effects on VvYUC2 and VvYUC6 expression,
was reported. This suggests that GA signaling is associated with IAA signaling via VvDELLA during
parthenocarpy in grape [160]. Exogenous application of the auxin analogue 4-chlorophenoxyacetic acid
(4-CPA) to ovaries of ‘Fenghou’ grape, was reported to promote fruit set, depending on subsequent
biosynthesis of gibberellin GA3 [217].
Calcium (Ca2+ ) has many roles in plants serving as a second messenger, and in cell wall
polysaccharide interactions, crucial in stress responses, cell wall growth, and remodeling, and plant
tissue development [218–220]. However, its molecular implication on phytohormone crosstalk
regulation is still not very clear. Studies of ABA and MeJA applied alone or in combination with
calcium to grape suggested a calcium-hormone interplay that regulated the expression and activity of
flavonoid biosynthetic enzymes [221].
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Exogenous application of GA3 and IAA to grape reduced polar auxin transport, but only GA3
treatment decreased VvPIN transcript abundance. The GA biosynthesis blocking allowed increased IAA
polar auxin transport, suggesting that polar auxin transport depends on GA content [215]. In tomato,
molecular studies revealed that an auxin response factor (SlARF7) was involved in the regulation of the
crosstalk between auxin and GA, and silencing of this gene caused parthenocarpic fruit formation due to
augmented auxin and GA responses, and further suggest that ARF7 acts as a changer of the GA response
in early fruit development as has been reported in Arabidopsis and tomato [61,223]. However, the potential
role of ARF as GA-response regulator during grape development still needs to be investigated.
3.2. Strawberry
In strawberry fruit, expression analysis showed that auxin and ABA are the main hormones
responsible for the transition from development to ripening stages [224]. Auxins are responsible for the
development of the receptacle and, at the same time, prevent ripening by repressing key ripening-related
genes. ABA regulates the expression of the majority of genes involved in ripening, while ethylene and
gibberellins do not seem to play a noticeable role during maturation [224]. After harvest of strawberry,
exogenous IAA delayed strawberry ripening, while exogenous ABA treatment had the contrary effect.
However, the combined treatment did not show any of these effects on the postharvest ripening of the
strawberry fruits [225]. A comparison of transcriptomes of fruit under the individual or combined
treatments revealed that there were differentially-expressed unigenes in response to the ABA and IAA
combination treatment [225]. Exogenous IAA application upregulated IAA signaling-related genes
such as AUX/IAAs and ARFs, and downregulated cell wall degradation-, sucrose and anthocyanin
biosynthesis-related genes. Conversely, ABA induced the expression of genes related to fruit softening
and signaling pathways as that encoding for the S-phase kinase-associated protein (SKP1) component
of the Skp1-Cullin1-F-box (SCF) complex that facilitates ubiquitin-mediated protein degradation [224].
The expression of a C-type MADS-box gene in strawberry [SHATTERPROOF-like (FaSHP)] was
downregulated by auxin and upregulated by ABA [55]. In addition, its promoter presented responsive
elements to auxin and ABA, explaining how FaSHP could be controlled by these two hormones [55].
Regarding the possible role of calcium in hormone crosstalk in strawberry fruit, the application
of calcium in combination with auxin (as NAA) reduced the transcript level of the cell wall
modifying-related genes FcPG1, FcPL and FcEG1 (encoding for polygalacturonase, pectate lyase and
endoglucanase, respectively) [226]. These results suggest that the auxin repressor role in strawberry
ripening could be reinforce by calcium, although more research is needed to clarify this interaction.
Recently, interactions and regulation between auxin, GA and ABA during fruit development and
ripening of F. vesca fruit have been reported [227]. This study reported that the increase in the GA
content at the early stages could antagonize the inhibitory effect of ABA, whereas the quick drop of
ABA during early stages of fruit development guarantees fruit growth induction by GA [227]. The
ABA catabolism gene FveCYP707A4a was reported as an important crosstalk point for auxin, GA and
ABA, regulating the transition from the early growth phase to ripening phase [227].
MeJA application at the onset of ripening, especially at the white stage, stimulated ethylene
biosynthesis by an increase in ACO activity [228]. In F. chiloensis fruit, the application of MeJA increased
the expression of both ACO and ACS genes suggesting that several ripening effects triggered by
exogenous MeJA could be mediated by ethylene [182]. MeJA treatment of climacteric fruit such as
apple enhanced the expression of MdMYC2, a gene encoding a transcription factor involved in the JA
signaling pathway. The MdMYC2 directly bound to the promoters of MdACS1 and MdACO1 genes,
enhanced their transcription, and then increased ethylene biosynthesis [229]. However, the potential role
of the MYC2 transcription factor on ethylene and MeJA crosstalk must still be elucidated in strawberry.
With regard to JA-ABA crosstalk in strawberry, the JA pathway could act antagonistically with ABA for
anthocyanin accumulation in strawberry fruit. We reported an increase in anthocyanin content, with an
associated decrease in ABA levels, after MeJA treatment, going along with FaNCED1 downregulation,
suggesting an antagonistic association from the JA to the ABA pathway in strawberry [51].
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3.3. Raspberry
With regard to hormonal crosstalk in raspberry, recent studies suggested that anthocyanin
metabolism is regulated by the interplay of multiple hormonal signs, including IAA and MeJA [186].
This study showed that IAA downregulated and MeJA clearly upregulated the expression of the
genes encoding for transcription factor MYB10 and anthocyanin synthase (ANS), two genes related
to anthocyanin biosynthesis, suggesting an opposite effect of both hormones in the regulation of
anthocyanin accumulation in fruits [186]. Although there is still a lot to study in terms of raspberry fruit
ripening regulation, our de-novo assembly analysis during different developmental stages showed
that the DEGs included transcripts related to synthesis and response to ABA, enzymes with GH3
activity, transmembrane transporter for influx and efflux of auxin, proteins related to response to
auxin, proteins related to BR biosynthesis and response, and proteins related to ethylene biosynthesis
and perception [204]. All this information suggests a role for different hormones during raspberry
development. In our experiments we have observed an increase of ethylene during the IAA treatment
of raspberry [45]; however, the possibility of a stress effect of the treatment should not be ruled out.
The loss of membrane integrity during the decline in fruit quality has been associated with
1-phospholipase D (PLD), a phospholipid-degrading enzyme involved in initiating membrane catabolic
events that is highly active in berries such as strawberry and raspberry [230,231]. The pre-harvest
application of aqueous spray containing hexanal (HC), an enhancer of fruit shelf-life, during fruit
development showed significant downregulation of transcript levels of three PLD encoding genes
and its associated enzymatic activity, as well as upregulation of the expression of the genes related to
calcium-binding protein such as annexin and calmodulin-binding transcription activators [231]. All
these changes were associated with the significant increase of the pulling force necessary to detach the
berry from the receptacle and abnormal calcium crystalline depositions on the epidermal drupelet [231].
These antecedents suggest a potential crosstalk between hexanal, phospholipase D activity and calcium
in delaying fruit softening and in prolonging the storage life of raspberry. However, the relation of
these effect with phytohormones still needs to be deciphered.
4. Conclusions
In conclusion, the molecular dissection of non-climacteric fruit models (i.e., grape, strawberry,
and other less-studied species such as raspberry) has shown that various phytohormones (ABA, auxin,
ethylene, and others) act together or regulate each other to affect several molecular and biochemical
processes that contribute to fruit quality at the onset of ripening. The growing information on the
identification and characterization of key genes associated with the signaling and perception of these
hormones in grape and strawberry could impact and widen our knowledge of other non-climacteric
fruit ripening process, including those much less studied such as Rubus fruits species, and may help
improve design strategies that could improve postharvest quality and food security.
Author Contributions: L.F., C.R.F., and M.V. wrote the paper. All authors read and approved the final manuscript.
Funding: Financial support by the National Commission for Scientific and Technological Research (CONICYT,
Chile), grants FONDECYT/Iniciación 11110438 to L.F.; FONDECYT/Regular 1181310 to C.R.F; FONDECYT/Regular
1140817 to M.V. and L.F.; CONICYT-Regional GORE Valparaíso R17A10001 to L.F.
Conflicts of Interest: The authors declare no conflict of interest. The founding sponsors had no role in the writing
of the manuscript, and in the decision to publish the results.

References
1.
2.

Cherian, S.; Figueroa, C.R.; Nair, H. ‘Movers and shakers’ in the regulation of fruit ripening: A cross-dissection
of climacteric versus non-climacteric fruit. J. Exp. Bot. 2014, 65, 4705–4722. [CrossRef]
Kumar, R.; Khurana, A.; Sharma, A.K. Role of plant hormones and their interplay in development and
ripening of fleshy fruits. J. Exp. Bot. 2014, 65, 4561–4575. [CrossRef]

Horticulturae 2019, 5, 45

3.
4.
5.
6.
7.
8.
9.
10.

11.
12.
13.
14.
15.
16.
17.

18.
19.
20.

21.
22.
23.

24.

25.

17 of 28

Blanpied, G.D. A study of ethylene in apple, red raspberry and cherry. Plant Physiol. 1972, 29, 627–630.
[CrossRef]
Burdon, J.N.; Sexton, R. The role of ethylene in the shedding of red raspberry fruit. Ann. Bot. 1990, 66,
111–120. [CrossRef]
Burdon, J.N.; Sexton, R. Fruit abscission and ethylene production of red raspberry cultivars. Sci. Hortic. 1990,
43, 95–102. [CrossRef]
Burdon, J.N.; Sexton, R. Practical implications of differences in the ethylene production of Rubus fruits. Acta
Hortic. 1994, 368, 884–892. [CrossRef]
Perkins-Veazie, P.M.; Nonnecke, G. Physiological changes during ripening of raspberry fruit. J. Hortic. Sci.
1992, 27, 331–333. [CrossRef]
Iannetta, P.P.M.; van den Berg, J.; Wheatley, R.E.; McNicol, R.J.; Davies, H.V. The role of ethylene and cell wall
modifying enzymes in raspberry (Rubus idaeus) fruit ripening. Physiol. Plant. 1999, 105, 338–347. [CrossRef]
Pritts, M.P. Raspberries and related fruits. In Encyclopedia of Food Sciences and Nutrition; Caballero, B., Ed.;
Academic Press: Kent, UK, 2003.
Fuentes, L.; Monsalve, L.; Morales-Quintana, L.; Valdenegro, M.; Martínez, J.P.; Defilippi, B.G.;
González-Agüero, M. Differential expression of ethylene biosynthesis genes in drupelets and receptacle of
raspberry (Rubus idaeus). J. Plant Physiol. 2015, 179, 100–105. [CrossRef]
Knapp, S. Tobacco to tomatoes: A phylogenetic perspective on fruit diversity in the Solanaceae. J. Exp. Bot.
2002, 53, 2001–2022. [CrossRef]
McAtee, P.; Karim, S.; Schaffer, R.; David, K. A dynamic interplay between phytohormones is required for
fruit development, maturation, and ripening. Front. Plant Sci. 2013, 4, 79. [CrossRef]
Giovannoni, J. Molecular biology of fruit maturation and ripening. Ann. Rev. Plant Physiol. Plant. Mol. Biol.
2001, 52, 725–749. [CrossRef]
Giovannoni, J. Genetic regulation of fruit development and ripening. Plant Cell 2004, 16, S170–S180.
[CrossRef]
Giovannoni, J.J. Fruit ripening mutants yield insights into ripening control. Curr. Opin. Plant Biol. 2007, 10,
283–289. [CrossRef]
Giovannoni, J.; Nguyen, C.; Ampofo, B.; Zhong, S.; Fei, Z. The epigenomCand transcriptional dynamics of
fruit ripening. Annu. Rev. Plant Biol. 2017, 68, 61–84. [CrossRef]
Graham, J.; Simpson, C. Chapter 14: Developmental Transitions to Fruiting in Red Raspberry. In The
Genomes of Rosaceous Berries and Their Wild Relatives; Hytönen, T., Graham, J., Harrison, R., Eds.; Springer:
Berlin/Heidelberg, Germany, 2018; pp. 199–212.
Symons, G.M.; Chua, Y.J.; Ross, J.J.; Quittenden, L.J.; Davies, N.W.; Reid, J.B. Hormonal changes during
non-climacteric ripening in strawberry. J. Exp. Bot. 2012, 63, 4741–4750. [CrossRef]
Li, C.; Jia, H.; Chai, Y.; Shen, Y. Abscisic acid perception and signaling transduction in strawberry: A model
for non-climacteric fruit ripening. Plant Signal. Behav. 2011, 12, 1950–1953. [CrossRef]
Bouzayen, M.; Latché, A.; Nath, P.; Pech, J.C. Mechanisms of fruit ripening. In Plant Developmental
Biology–Biotechnological Perspectives; Pua, E.C., Davey, M.R., Eds.; Springer: Berlin/Heidelberg, Germany,
2009; Volume 1.
Prasanna, V.; Prabha, T.N.; Tharanathan, R.N. Fruit ripening phenomena-An overview. Crit. Rev. Food. Sci.
Nutr. 2007, 47, 1–19. [CrossRef]
Bapat, V.A.; Trivedi, P.K.; Ghosh, A.; Sane, V.A.; Ganapathi, T.R.; Nath, P. Ripening of fleshy fruit: Molecular
insight and the role of ethylene. Biotechnol. Adv. 2015, 28, 94–107. [CrossRef]
Fernández-Trujillo, J.P.; Obando-Ulloa, J.M.; Martínez, J.A.; Moreno, E.; GarcíaMas, J.; Monforte, A.J.
Climacteric and non-climacteric behavior in melon fruit. 2. Linking climacteric pattern and main postharvest
disorders and decay in a set of near-isogenic lines. Postharvest Biol. Technol. 2008, 50, 125–134. [CrossRef]
Abdi, N.; McGlasson, W.B.; Holford, P.; Williams, M.; Mizrahi, Y. Responses of climacteric and
suppressed-climacteric plums to treatment with propylene and 1methylcyclopropene. Postharvest Biol.
Technol. 1998, 14, 29–39. [CrossRef]
McAtee, P.A.; Richardson, A.C.; Nieuwenhuizen, N.J.; Gunaseelan, K.; Hoong, L.; Chen, X.; Atkinson, R.G.;
Burdon, J.N.; David, K.M.; Schaffer, R.J. The hybrid non-ethylene and ethylene ripening response in kiwifruit
(Actinidia chinensis) is associated with differential regulation of MADSbox transcription factors. BMC Plant
Biol. 2015, 15, 304. [CrossRef]

Horticulturae 2019, 5, 45

26.

27.
28.

29.

30.

31.

32.

33.
34.
35.

36.

37.
38.

39.

40.
41.
42.

43.
44.
45.
46.

18 of 28

Trainotti, L.; Pavanello, A.; Casadoro, G. Different ethylene receptors show an increased expression during
the ripening of strawberries: Does such an increment imply a role for ethylene in the ripening of these
non-climacteric fruits? J. Exp. Bot. 2005, 56, 2037–2046. [CrossRef]
Chaimanee, P.; Suntornwat, O. Changes in carbohydrate content during fruit ripening-a new approach of
teaching of carbohydrate chemistry in biochemistry course. Biochem. Educ. 1994, 22, 101–102. [CrossRef]
Batista-Silva, W.; Nascimento, V.L.; Medeiros, D.B.; Nunes-Nesi, A.; Ribeiro, D.M.; Zsögön, A.; Araújo, W.L.
Modifications in Organic Acid Profiles During Fruit Development and Ripening: Correlation or Causation?
Front. Plant Sci. 2018, 9, 1689. [CrossRef]
Vicente, A.R.; Ortugno, C.; Powell, A.L.; Greve, L.C.; Labavitch, J.M. Temporal sequence of cell wall
disassembly events in developing fruits. 1. Analysis of raspberry (Rubus idaeus). J. Agric. Food Chem. 2007,
55, 4119–4124. [CrossRef]
Figueroa, C.R.; Pimentel, P.; Dotto, M.C.; Civello, P.M.; Martínez, G.A.; Herrera, R.; Moya-León, M.A.
Expression of five expansin genes during softening of Fragaria chiloensis fruit. Effect of auxin treatment.
Postharvest Biol. Technol. 2009, 53, 51–57. [CrossRef]
Estrada-Johnson, E.; Csukasi, F.; Pizarro, C.M.; Vallarino, J.G.; Kiryakova, Y.; Vioque, A.; Brumos, J.;
Medina-Escobar, N.; Botella, M.A.; Alonso, J.M.; et al. Transcriptomic Analysis in Strawberry Fruits Reveals
Active Auxin Biosynthesis and Signaling in the Ripe Receptacle. Front. Plant Sci. 2017, 8, 889. [CrossRef]
Mullen, W.; McGinn, J.; Lean, M.E.; MacLean, M.R.; Gardner, P.; Duthie, G.G.; Yokota, T.; Crozier, A.
Ellagitannins, flavonoids, and other phenolics in red raspberries and their contribution to antioxidant
capacity and vasorelaxation properties. J. Agric. Food Chem. 2002, 50, 5191–5196. [CrossRef]
Liang, Z.; Wu, B.; Fan, P.; Yang, C.; Duan, W.; Zheng, X.; Liu, C.; Li, S. Anthocyanin composition and content
in grape berry skin in Vitis germplasm. Food Chem. 2008, 111, 837–844. [CrossRef]
Khoo, H.E.; Azlan, A.; Tang, S.T.; Lim, S.M. Anthocyanidins and anthocyanins: Colored pigments as food,
pharmaceutical ingredients, and the potential health benefits. Food Nutr. Res. 2017, 61, 1361779. [CrossRef]
Hyun, T.K.; Lee, S.; Kumar, D.; Rim, Y.; Kumar, R.; Lee, S.Y.; Lee, C.H.; Kim, J.Y. RNA-seq analysis of Rubus
idaeus cv. Nova: Transcriptome sequencing and de novo assembly for subsequent functional genomics
approaches. Plant Cell Rep. 2014, 33, 1617–1628. [CrossRef]
Hyun, T.K.; Lee, S.; Rim, Y.; Kumar, R.; Han, X.; Lee, S.Y.; Lee, C.H.; Kim, J.Y. de-novo RNA Sequencing and
Metabolite Profiling to Identify Genes Involved in Anthocyanin Biosynthesis in Korean Black Raspberry
(Rubus coreanus Miquel). PLoS ONE 2014, 9, e88292. [CrossRef]
Garcia-Seco, D.; Zhang, Y.; Gutierrez-Mañero, F.; Martin, C.; Ramos-Solano, B. RNA-Seq analysis and
transcriptome assembly for blackberry (Rubus sp. Var. Lochness) fruit. BMC Genom. 2015, 16, 5. [CrossRef]
Choquer, M.; Fournier, E.; Kunz, C.; Levis, C.; Pradier, J.M.; Simon, A.; Viaud, M. Botrytis cinerea virulence
factors: New insights into a necrotrophic and polyphageous pathogen. FEMS Microbiol. Lett. 2007, 277, 1–10.
[CrossRef]
González, G.; Fuentes, L.; Moya-León, M.; Sandoval, C.; Herrera, R. Characterization of two PR genes from
Fragaria chiloensis in response to Botrytis cinerea infection: A comparison with F. x annanassa. Physiol. Mol.
Plant Pathol. 2013, 82, 73–80. [CrossRef]
Kozhar, O.; Peever, T.L. How Does Botrytis cinerea Infect Red Raspberry? Phytopathology 2018, 108, 1287–1298.
[CrossRef]
Stewart, D.; Iannetta, P.P.; Davies, H.V. Ripening-related changes in raspberry cell wall composition and
structure. Phytochemistry 2001, 56, 423–428. [CrossRef]
Figueroa, C.R.; Rosli, H.G.; Civello, P.M.; Martínez, G.A.; Herrera, R.; Moya-León, M.A. Changes in cell
wall polysaccharides and cell wall degrading enzymes during ripening of Fragaria chiloensis and Fragaria ×
ananassa fruits. Sci. Hortic. 2010, 124, 454–462. [CrossRef]
Kader, A.A. Flavor quality of fruits and vegetables. J. Sci. Food Agric. 2008, 88, 1863–1868. [CrossRef]
Aprea, E.; Biasioli, F.; Gasperi, F. Volatile compounds of raspberry fruit: From analytical methods to biological
role and sensory impact. Molecules 2015, 20, 2445–2474. [CrossRef]
Yan, J.W.; Ban, Z.J.; Lu, H.Y.; Li, D.; Poverenov, E.; Luo, Z.S.; Li, L. The aroma volatile repertoire in strawberry
fruit: A review. J. Sci. Food Agric. 2018, 98, 4395–4402. [CrossRef]
Ulrich, D.; Kecke, S.; Olbricht, K. What Do We Know about the Chemistry of Strawberry Aroma? J. Agric.
Food Chem. 2018, 66, 3291–3301. [CrossRef]

Horticulturae 2019, 5, 45

47.
48.
49.
50.
51.
52.

53.

54.

55.

56.

57.

58.
59.
60.

61.

62.

63.

64.
65.

19 of 28

El Hadi, M.A.; Zhang, F.J.; Wu, F.F.; Zhou, C.H.; Tao, J. Advances in fruit aroma volatile research. Molecules
2013, 18, 8200–8229. [CrossRef]
Jia, H.F.; Chai, Y.M.; Li, C.L.; Lu, D.; Luo, J.J.; Qin, L.; Shen, Y.Y. Abscisic acid plays an important role in the
regulation of strawberry fruit ripening. Plant Physiol. 2011, 157, 188–199. [CrossRef]
Chai, Y.; Zhang, Q.; Tian, L.; Li, C.L.; Xing, Y.; Qin, L.; Shen, Y.Y. Brassinosteroid is involved in strawberry
fruit ripening. Plant Growth Regul. 2013, 69, 63–69. [CrossRef]
Fortes, A.M.; Teixeira, R.T.; Agudelo-Romero, P. Complex Interplay of Hormonal Signals during Grape Berry
Ripening. Molecules 2015, 20, 9326–9343. [CrossRef]
Garrido-Bigotes, A.; Figueroa, P.M.; Figueroa, C.R. Jasmonate Metabolism and Its Relationship with Abscisic
Acid during Strawberry Fruit Development and Ripening. J. Plant Growth Regul. 2018, 37, 101–113. [CrossRef]
Garrido-Bigotes, A.; Figueroa, N.E.; Figueroa, P.M.; Figueroa, C.R. Jasmonate signalling pathway in
strawberry: Genome-wide identification, molecular characterization and expression of JAZs and MYCs
during fruit development and ripening. PLoS ONE 2018, 13, e0197118. [CrossRef]
Bernales, M.; Monsalve, L.; Ayala-Raso, A.; Valdenegro, M.; Martínez, J.P.; Travisany, D.; Defilippi, B.;
González-Agüero, M.; Cherian, S.; Fuentes, L. Expression of two indole-3-acetic acid (IAA)-amido synthetases
(GH3) genes during fruit development and ripening of raspberry (Rubus idaeus Heritage). Sci. Hortic. 2019,
246, 168–175. [CrossRef]
Kim, S.; Park, M.; Yeom, S.I.; Kim, Y.M.; Lee, J.M.; Lee, H.A.; Seo, E.; Choi, J.; Cheong, K.; Kim, K.T. Genome
sequence of the hot pepper provides insights into the evolution of pungency in Capsicum species. Nat. Genet.
2014, 46, 270–278. [CrossRef]
Daminato, M.; Guzzo, F.; Casadoro, G. A SHATTERPROOF-like gene controls ripening in non-climacteric
strawberries, and auxin and abscisic acid antagonistically affect its expression. J. Exp. Bot. 2013, 64, 3775–3786.
[CrossRef]
Chervin, C.; El-Kereamy, A.; Roustan, J.-P.; Latché, A.; Lamon, J.; Bouzayen, M. Ethylene seems required
for the berry development and ripening in grape, a non-climacteric fruit. Plant Sci. 2004, 167, 1301–1305.
[CrossRef]
Böttcher, C.; Keyzers, R.A.; Boss, P.K.; Davies, C. Sequestration of auxin by the indole-3-acetic acid-amido
synthetase GH3-1 in grape berry (Vitis vinifera L.) and the proposed role of auxin conjugation during ripening.
J. Exp. Bot. 2010, 61, 3615–3625. [CrossRef]
Jiang, Y.; Joyce, D.C. ABA effects on ethylene production, PAL activity, anthocyanin and phenolic contents of
strawberry fruit. Plant Growth Regul. 2003, 39, 171–174. [CrossRef]
Gillaspy, G.; Ben-David, H.; Gruissem, W. Fruits: A developmental perspective. Plant Cell 1993, 5, 1439–1451.
[CrossRef]
De Jong, M.; Wolters-Arts, M.; Feron, R.; Mariani, C.; Vriezen, W.H. The Solanum lycopersicum auxin response
factor 7 (SlARF7) regulates auxin signaling during tomato fruit set and development. Plant J. 2009, 57,
160–170. [CrossRef]
Dorcey, E.; Urbez, C.; Blazquez, M.A.; Carbonell, J.; Perez-Amador, M.A. Fertilization-dependent auxin
response in ovules triggers fruit development through the modulation of gibberellin metabolism in
Arabidopsis. Plant J. 2009, 58, 318–332. [CrossRef]
Mariotti, L.; Picciarelli, P.; Lombardi, L.; Ceccarelli, N. Fruit-set and early fruit growth in tomato are associated
with increases in indoleacetic acid, cytokinin, and bioactive gibberellin contents. J. Plant Growth Regul. 2011,
30, 405–415. [CrossRef]
Carrera, E.; Ruiz-Rivero, O.; Peres, L.E.; Atares, A.; Garcia-Martinez, J.L. Characterization of the procera
tomato mutant shows novel functions of the SlDELLA protein in the control of flower morphology, cell
division and expansion, and the auxin-signaling pathway during fruit-set and development. Plant Physiol.
2012, 160, 1581–1596. [CrossRef]
Hirayama, T.; Shinozaki, K. Perception and transduction of abscisic acid signals: Keys to the function of the
versatile plant hormone ABA. Trends Plant Sci. 2007, 12, 343–351. [CrossRef]
Nicolas, P.; Lecourieux, D.; Kappel, C.; Cluzet, S.; Cramer, G.; Delrot, S.; Lecourieux, F. The Basic Leucine
Zipper Transcription Factor ABSCISIC ACID RESPONSE ELEMENT-BINDING FACTOR2 Is an Important
Transcriptional Regulator of Abscisic Acid-Dependent Grape Berry Ripening Processes. Plant Physiol. 2014,
164, 365–383. [CrossRef]

Horticulturae 2019, 5, 45

66.
67.

68.
69.
70.
71.
72.

73.

74.
75.
76.
77.

78.

79.

80.

81.
82.
83.
84.

85.
86.

20 of 28

Kano, Y.; Asahira, T. Roles of cytokinin and abscisic acid in the maturing of strawberry fruits. J. Jpn. Soc.
Hortic. Sci. 1981, 50, 31–36. [CrossRef]
Pilati, S.; Bagagli, G.; Sonego, P.; Moretto, M.; Brazzale, D.; Castorina, G.; Simoni, L.; Tonelli, C.; Guella, G.;
Engelen, K.; et al. Abscisic acid is a major regulator of grape berry ripening onset: New insights into ABA
signaling network. Front. Plant Sci. 2017, 8, 1093. [CrossRef]
Gagné, S.; Cluzet, S.; Mérillon, J.M.; Gény, L. ABA initiates anthocyanin production in grape cell cultures.
J. Plant Growth Regul. 2011, 30, 1–10. [CrossRef]
Kühn, N.; Guan, L.; Dai, Z.W.; Wu, B.H.; Lauvergeat, V.; Gomès, E.; Li, S.H.; Godoy, F.; Arce-Johnson, P.;
Delrot, S. Berry ripening: Recently heard through the grapevine. J. Exp. Bot. 2014, 65, 4543–4559. [CrossRef]
Lecourieux, F.; Kappel, C.; Lecourieux, D.; Serrano, A.; Torres, E.; Arce-Johnson, P.; Delrot, S. An update on
sugar transport and signalling in grapevine. J. Exp. Bot. 2013, 65, 821–832. [CrossRef]
Sun, L.; Zhang, M.; Ren, J.; Qi, J.; Zhang, G.; Leng, P. Reciprocity between abscisic acid and ethylene at the
onset of berry ripening and after harvest. BMC Plant Biol. 2010, 10, 257–267. [CrossRef]
Li, D.; Li, L.; Luo, Z.; Mou, W.; Mao, L.; Ying, T. Comparative transcriptome analysis reveals the influence of
abscisic acid on the metabolism of pigments, ascorbic acid and folic acid during strawberry fruit ripening.
PLoS ONE 2015, 10, e0130037. [CrossRef]
Perin, E.C.; da Silva Messias, R.; Borowski, J.M.; Crizel, R.L.; Schott, I.B.; Carvalho, I.R.; Rombaldi, C.V.;
Galli, V. ABA-dependent salt and drought stress improve strawberry fruit quality. Food Chem. 2019, 271,
516–526. [CrossRef]
Jia, H.; Li, C.; Chai, Y.; Xing, Y.; Shen, Y. Sucrose promotes strawberry fruit ripening by stimulation of abscisic
acid biosynthesis. Pakistan J. Bot. 2013, 45, 169–175.
Peppi, M.C.; Fidelibus, M.W.; Dokoozlian, N. Abscisic acid application timing and concentration affect
firmness, pigmentation and color of ‘Flame Seedless’ grapes. HortScience 2006, 41, 1440–1445. [CrossRef]
Chernys, J.T.; Zeevaart, J.A. Characterization of the 9-cisepoxycarotenoid dioxygenase gene family and the
regulation of abscisic acid biosynthesis in avocado. Plant Physiol. 2000, 124, 343–353. [CrossRef] [PubMed]
Zhang, M.; Leng, P.; Zhang, G.; Li, X. Cloning and functional analysis of 9-cis-epoxycarotenoid dioxygenase
(NCED) genes encoding a key enzyme during abscisic acid biosynthesis from peach and grape fruits. J. Plant
Physiol. 2009, 166, 1241–1252. [CrossRef]
Degu, A.; Hochberg, U.; Sikron, N.; Venturini, L.; Buson, G.; Ghan, R.; Plaschkes, I.; Batushansky, A.;
Chalifa-Caspi, V.; Mattivi, F.; et al. Metabolite and transcript profiling of berry skin during fruit development
elucidates differential regulation between Cabernet Sauvignon and Shiraz cultivars at branching points in
the polyphenol pathway. BMC Plant Biol. 2014, 14, 188. [CrossRef]
Li, D.; Mou, W.; Xia, R.; Li, L.; Zawora, C.; Ying, T.; Mao, L.; Liu, Z.; Luo, Z. Integrated analysis
of high-throughput sequencing data shows abscisic acid-responsive genes and miRNAs in strawberry
receptacle fruit ripening. Hortic. Res. 2019, 6, 26. [CrossRef]
Umezawa, T.; Nakashima, K.; Miyakawa, T.; Kuromori, T.; Tanokura, M.; Shinozaki, K.;
Yamaguchi-Shinozaki, K. Molecular basis of the core regulatory network in ABA responses: Sensing,
signaling and transport. Plant Cell Physiol. 2010, 51, 1821–1839. [CrossRef]
Cutler, S.; Rodriguez, P.L.; Finkelstein, R.R.; Abrams, S.R. Abscisic Acid: Emergence of a Core Signaling
Network. Annu. Rev. Plant Biol. 2010, 61, 651–679. [CrossRef]
Weiner, J.J.; Peterson, F.C.; Volkman, B.F.; Cutler, S.R. Structural and functional insights into core ABA
signaling. Curr. Opin. Plant Biol. 2010, 13, 495–502. [CrossRef]
Fujii, H.; Chinnusamy, V.; Rodrigues, A.; Rubio, S.; Aatoni, R.; Park, S.Y.; Cutler, S.R.; Sheen, J.; Rodriguez, P.L.;
Zhu, J.K. In vitro reconstitution of an abscisic acid signalling pathway. Nature 2009, 462, 660–664. [CrossRef]
Shang, Y.; Yan, L.; Liu, Z.Q.; Cao, Z.; Mei, C.; Xin, Q.; Wu, F.Q.; Wang, X.F.; Du, S.Y.; Jiang, T.; et al.
The Mg-chelatase H subunit of Arabidopsis antagonizes a group of transcription repressors to relieve
ABA-responsive genes of inhibition. Plant Cell 2010, 22, 1909–1935. [CrossRef] [PubMed]
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, 1064–1068. [CrossRef] [PubMed]
Park, S.Y.; Fung, P.; Nishimura, N.; Jensen, D.R.; Fujii, H.; Zhao, Y.; Lumba, S.; Santiago, J.; Rodrigues, A.;
Chow, T.F.; et al. Abscisic acid inhibits type 2C protein phosphatases via the PYR/PYL family of START
proteins. Science 2009, 324, 1068–1071. [CrossRef] [PubMed]

Horticulturae 2019, 5, 45

87.

88.
89.

90.

91.

92.

93.

94.

95.

96.
97.

98.
99.
100.
101.
102.
103.

104.

105.
106.
107.

21 of 28

Santiago, J.; Rodrigues, A.; Saez, A.; Rubio, S.; Antoni, R.; Dupeux, F.; Park, S.Y.; Marquez, J.A.; Cutler, S.R.;
Rodriguez, P.L. Modulation of drought resistance by the abscisic acid receptor PYL5 through inhibition of
clade A PP2Cs. Plant J. 2009, 60, 575–588. [CrossRef]
Shen, Y.Y.; Wang, X.F.; Wu, F.Q.; Du, S.Y.; Cao, Z.; Shang, Y.; Wang, X.L.; Peng, C.C.; Yu, X.C.; Zhu, S.Y.; et al.
The Mg-chelatase H subunit is an abscisic acid receptor. Nature 2006, 443, 823–826. [CrossRef] [PubMed]
Wu, F.Q.; Xin, Q.; Cao, Z.; Liu, Z.Q.; Du, S.Y.; Mei, C.; Zhao, C.X.; Wang, X.F.; Shang, Y.; Jiang, T.; et al. The
magnesium-chelatase H subunit binds abscisic acid and functions in abscisic acid signaling: New evidence
in Arabidopsis. Plant Physiol. 2009, 150, 1940–1954. [CrossRef]
Adhikari, N.D.; Froehlich, J.E.; Strand, D.D.; Buck, S.M.; Kramer, D.M.; Larkin, R.M. GUN4-porphyrin
complexes bind the ChlH/GUN5 subunit of Mg-Chelatase and promote chlorophyll biosynthesis in Arabidopsis.
Plant Cell 2011, 23, 1449–1467. [CrossRef]
Liu, Z.Q.; Yan, L.; Wu, Z.; Mei, C.; Lu, K.; Yu, Y.T.; Liang, S.; Zhang, X.F.; Wang, X.F.; Zhang, D.P.
Cooperation of three WRKY-domain transcription factors WRKY18, WRKY40, and WRKY60 in repressing
two ABA-responsive genes ABI4 and ABI5 in Arabidopsis. J. Exp. Bot. 2012, 63, 6371–6392. [CrossRef]
Yan, L.; Liu, Z.Q.; Xu, Y.H.; Lu, K.; Wang, X.F.; Zhang, D.P. Auto- and Cross-repression of Three Arabidopsis
WRKY Transcription Factors WRKY18, WRKY40, and WRKY60 Negatively Involved in ABA Signaling.
J. Plant Growth Regul. 2013, 32, 399. [CrossRef]
Gao, Z.; Li, Q.; Li, J.; Chen, Y.; Luo, M.; Li, H.; Wang, J.; Wu, Y.; Duan, S.; Wang, L.; et al. Characterization of
the ABA Receptor VlPYL1 That Regulates Anthocyanin Accumulation in Grape Berry Skin. Front. Plant Sci.
2018, 9, 592. [CrossRef]
Hou, B.Z.; Xu, C.; Shen, Y.Y. A leu-rich repeat receptor-like protein kinase, FaRIPK1, interacts with the ABA
receptor, FaABAR, to regulate fruit ripening in strawberry. J. Exp. Bot. 2018, 69, 1569–1582. [CrossRef]
[PubMed]
Kadomura-Ishikawa, Y.; Miyawaki, K.; Takahashi, A.; Masuda, T.; Noji, S. Light and abscisic acid
independently regulated FaMYB10 in Fragaria × ananassa fruit. Planta 2015, 241, 953–965. [CrossRef]
[PubMed]
Zhang, S.H.; Hou, B.Z.; Chai, L.; Yang, A.Z.; Yu, X.Y.; Shen, Y.Y. Sigma factor FaSigE positively regulates
strawberry fruit ripening by ABA. Plant Growth Regul. 2017, 83, 417–427. [CrossRef]
Davies, C.; Robinson, S.P. Differential screening indicates a dramatic change in mRNA profiles during grape
berry ripening: Cloning and characterization of cDNAs encoding putative cell wall and stress response
proteins. Plant Physiol. 2000, 122, 803–812. [CrossRef]
Iwahory, S. Auxin of tomato fruit at different stages of its development with a special reference to high
temperature injuries. Plant Cell Physiol. 1967, 8, 15–22. [CrossRef]
Mapelli, S.; Frova, C.; Torti, G.; Soressi, G.P. Relationship between set, development and activities of
growth-regulators in tomato fruits. Plant Cell Physiol. 1978, 19, 1281–1288.
Buta, J.G.; Spaulding, D.W. Changes in indole-3-acetic acid and abscisic acid levels during tomato (Lycopersicon
esculentum Mill.) fruit development and ripening. J. Plant Growth Regul. 1994, 13, 163–166. [CrossRef]
Kennedy, B.Y.J. Understanding grape berry development. Pract. Winery Vineyard 2002, 4, 1–5. [CrossRef]
Zhang, X.; Luo, G.; Wang, R.; Wang, J.; Himelrick, D.G. Growth and developmental responses of seeded and
seedless grape berries to shoot girdling. J. Am. Soc. Hortic. Sci. 2003, 128, 316–323. [CrossRef]
Böttcher, C.; Boss, P.K.; Davies, C. Acyl substrate preferences of an IAA-amido synthetase account for
variations in grape (Vitis vinifera L.) berry ripening caused by different auxinic compounds indicating the
importance of auxin conjugation in plant development. J. Exp. Bot. 2011, 62, 4267–4280. [CrossRef]
Ziliotto, F.; Corso, M.; Rizzini, F.M.; Rasori, A.; Botton, A.; Bonghi, C. Grape berry ripening delay induced by
a pre-véraison NAA treatment is paralleled by a shift in the expression pattern of auxin- and ethylene-related
genes. BMC Plant Biol. 2012, 12, 185. [CrossRef] [PubMed]
Nitsch, J.P. Growth and morphogenesis of the strawberry as related to auxin. Am. J. Bot. 1950, 37, 211–215.
[CrossRef]
Given, N.K.; Venis, M.A.; Grierson, D. Hormonal regulation of ripening in the strawberry, a non-climacteric
fruit. Planta 1988, 174, 402–406. [CrossRef] [PubMed]
Manning, K. Isolation of a set of ripening-related genes from strawberry: Their identification and possible
relationship to fruit quality traits. Planta 1998, 205, 622–631. [CrossRef] [PubMed]

Horticulturae 2019, 5, 45

22 of 28

108. Medina-Escobar, N.; Cárdenas, J.; Moyano, E.; Caballero, J.L.; Muñoz-Blanco, J. Cloning, molecular
characterization and expression pattern of a strawberry ripening specific cDNA with sequence homology to
pectate lyase from higher plants. Plant Mol. Biol. 1997, 34, 867–877. [CrossRef] [PubMed]
109. Harpster, M.H.; Brummell, D.A.; Dunsmuir, P. Expression analysis of a ripening-specific, auxin-repressed
endo-1,4-beta -glucanase gene in strawberry. Plant Physiol. 1998, 118, 1307–1316. [CrossRef] [PubMed]
110. Aharoni, A.; Keizer, L.C.; Van Den Broeck, H.C.; Blanco-Portales, R.; Muñoz-Blanco, J.; Bois, G.; Smit, P.; De
Vos, R.C.; O’Connell, A.P. Novel insight into vascular, stress, and auxin-dependent and -independent gene
expression programs in strawberry, a non-climacteric fruit. Plant Physiol. 2002, 129, 1019–1031. [CrossRef]
111. Mezzetti, B.; Landi, L.; Pandolfini, T.; Spena, A. The defH9-iaaM auxin-synthesizing gene increases plant
fecundity and fruit production in strawberry and raspberry. BMC Biotechnol. 2004, 4, 4. [CrossRef]
112. Mashiguchi, K.; Tanaka, K.; Sakai, T.; Sugawara, S.; Kawaide, H.; Natsume, M.; Hanada, A.; Yaeno, T.;
Shirasu, K.; Yao, H.; et al. The main auxin biosynthesis pathway in Arabidopsis. Proc. Natl. Acad. Sci. USA
2011, 108, 18512–18517. [CrossRef]
113. Stepanova, A.N.; Yun, J.; Robles, L.M.; Novak, O.; He, W.; Guo, H.; Ljung, K.; Alonso, J.M. The Arabidopsis
YUCCA1 flavin monooxygenase functions in the indole-3-pyruvic acid branch of auxin biosynthesis. Plant Cell
2011, 23, 3961–3973. [CrossRef] [PubMed]
114. Won, C.; Shen, X.; Mashiguchi, K.; Zheng, Z.; Dai, X.; Cheng, Y.; Kasahara, H.; Kamiya, Y.; Chory, J.;
Zhao, Y. Conversion of tryptophan to indole-3-acetic acid by TRYPTOPHAN AMINOTRANSFERASES OF
ARABIDOPSIS and YUCCAs in Arabidopsis. Proc. Natl. Acad. Sci. USA 2011, 108, 18518–18523. [CrossRef]
[PubMed]
115. Stepanova, A.N.; Robertson-Hoyt, J.; Yun, J.; Benavente, L.M.; Xie, D.Y.; Dolezal, K.; Schlereth, A.; Jürgens, G.;
Alonso, J.M. TAA1-mediated auxin biosynthesis is essential for hormone crosstalk and plant development.
Cell 2008, 133, 177–191. [CrossRef] [PubMed]
116. Tao, Y.; Ferrer, J.L.; Ljung, K.; Pojer, F.; Hong, F.; Long, J.A.; Li, L.; Moreno, J.E.; Bowman, M.E.; Ivans, L.J.;
et al. Rapid synthesis of auxin via a new tryptophan-dependent pathway is required for shade avoidance in
plants. Cell 2008, 13, 164–176. [CrossRef] [PubMed]
117. Zhao, Y.; Christensen, S.K.; Fankhauser, C.; Cashman, J.R.; Cohen, J.D.; Weigel, D.; Chory, J. A role for flavin
monooxygenase-like enzymes in auxin biosynthesis. Science 2001, 291, 306–309. [CrossRef] [PubMed]
118. Böttcher, C.; Burbidge, C.A.; Boss, P.K.; Davies, C. Interactions between ethylene and auxin are crucial to the
control of grape (Vitis vinifera L.) berry ripening. BMC Plant Biol. 2013, 13, 222. [CrossRef] [PubMed]
119. Kang, C.; Darwish, O.; Geretz, A.; Shahan, R.; Alkharouf, N.; Liu, Z. Genome-scale transcriptomic insights
into early-stage fruit development in woodland strawberry Fragaria vesca. Plant Cell 2013, 25, 1960–1978.
[CrossRef]
120. Feng, J.; Dai, C.; Luo, H.; Han, Y.; Liu, Z.; Kang, C. Reporter gene expression reveals precise auxin synthesis
sites during fruit and root development in wild strawberry. J. Exp. Bot. 2019, 70, 563–574. [CrossRef]
121. Vanneste, S.; Friml, J. Auxin: A trigger for change in plant development. Cell 2009, 136, 1005–1016. [CrossRef]
122. Mounet, F.; Moing, A.; Kowalczyk, M.; Rohrmann, J.; Petit, J.; Garcia, V.; Maucourt, M.; Yano, K.; Deborde, C.;
Aoki, K.; et al. Downregulation of a single auxin efflux transport protein in tomato induces precocious fruit
development. J. Exp. Bot. 2012, 63, 4901–4917. [CrossRef]
123. Else, M.A.; Stankiewicz-Davies, A.P.; Crisp, C.M.; Atkinson, C.J. The role of polar auxin transport through
pedicels of Prunus avium L. in relation to fruit development and retention. J. Exp. Bot. 2004, 55, 2099–2109.
[CrossRef]
124. Nishio, S.; Moriguchi, R.; Ikeda, H.; Takahashi, H.; Takahashi, H.; Fujii, N.; Guilfoyle, T.J.; Kanahama, K.;
Kanayama, Y. Expression analysis of the auxin efflux carrier family in tomato fruit development. Planta 2010,
232, 755–764. [CrossRef]
125. Kühn, N.; Serrano, A.; Abello, C.; Arce, A.; Espinoza, C.; Gouthu, S.; Deluc, L.; Arce-Johnson, P. Regulation
of polar auxin transport in grapevine fruitlets (Vitis vinifera L.) and the proposed role of auxin homeostasis
during fruit abscission. BMC Plant Biol. 2016, 16, 234. [CrossRef]
126. Tennessen, J.A.; Govindarajulu, R.; Ashman, T.L.; Liston, A. Evolutionary origins and dynamics of octoploid
strawberry subgenomes revealed by dense targeted capture linkage maps. Genome Biol. Evol. 2014, 6,
3295–3313. [CrossRef]
127. Ludwig-Müller, J. Auxin conjugates: Their role for plant development and in the evolution of land plants.
J. Exp. Bot. 2011, 62, 1757–1773. [CrossRef]

Horticulturae 2019, 5, 45

23 of 28

128. Peat, T.; Böttcher, C.; Newman, J.; Lucent, D.; Cowleson, N.; Davies, C. Crystal structure of an Indole-2-Acetic
amido synthetase from grapevine involved in auxin homeostasis. Plant Cell 2012, 24, 4525–4538. [CrossRef]
129. Wang, H.; Tian, C.E.; Duan, J.; Wu, K. Research progresses on GH3s, one family of primary auxin-responsive
genes. Plant Growth Regul. 2008, 56, 225–232. [CrossRef]
130. Böttcher, C.; Dennis, E.G.; Booker, G.W.; Polyak, S.W.; Boss, P.K.; Davies, C. A novel tool for studying
auxin-metabolism: The inhibition of grapevine indole-3-acetic acid-amido synthetases by a reaction
intermediate analogue. PLoS ONE 2012, 7, e37632. [CrossRef]
131. Westfall, C.; Muehler, A.; Jez, J. Enzyme action in the regulation of plant and hormone responses. J. Biol.
Chem. 2013, 288, 19304–19311. [CrossRef]
132. Tadiello, A.; Ziosi, V.; Negri, A.S.; Noferini, M.; Fiori, G.; Busatto, N.; Espen, L.; Costa, G.; Trainotti, L. On the
role of ethylene, auxin and a GOLVEN-like peptide hormone in the regulation of peach ripening. BMC Plant
Biol. 2016, 16, 44. [CrossRef]
133. Tang, Q.; Yu, P.; Tillmann, M.; Cohen, J.D.; Slovin, J.P. Indole-3-acetylaspartate and indole-3-acetylglutamate,
the IAA-amide conjugates in the diploid strawberry achene, are hydrolyzed in growing seedlings. Planta
2018. [CrossRef]
134. Xu, J.; Li, J.; Cui, L.; Zhang, T.; Wu, Z.; Zhu, P.Y.; Meng, Y.J.; Zhang, K.J.; Yu, X.Q.; Lou, Q.F.; et al. New
insights into the roles of cucumber TIR1 homologs and miR393 in regulating fruit/seed set development and
leaf morphogenesis. BMC Plant Biol. 2017, 17, 130. [CrossRef]
135. Nicolas, P.; Lecourieux, D.; Gomès, E.; Delrot, S.; Lecourieux, F. The grape berry-specific basic helix-loop-helix
transcription factor VvCEB1 affects cell size. J. Exp. Bot. 2013, 64, 991–1003. [CrossRef]
136. Pimentel, P.; Salvatierra, A.; Moya-León, M.A.; Herrera, R. Isolation of genes differentially expressed during
development and ripening of Fragaria chiloensis fruit by suppression subtractive hybridization. J. Plant
Physiol. 2010, 167, 1179–1187. [CrossRef]
137. Gutierrez, L.; Mongelard, G.; Floková, K.; Pacurar, D.I.; Novák, O.; Staswick, P.; Kowalczyk, M.; Pacurar, M.;
Demailly, H.; Geiss, G.; et al. Auxin controls Arabidopsis adventitious root initiation by regulating jasmonic
acid homeostasis. Plant Cell 2012, 24, 2515–2527. [CrossRef]
138. Tadiello, A.; Pavanello, A.; Zanin, D.; Caporali, E.; Colombo, L.; Rotino, G.L.; Trainotti, L.; Casadoro, G. A
PLENA-like gene of peach is involved in carpel formation and subsequent transformation into a fleshy fruit.
J. Exp. Bot. 2009, 60, 651–661. [CrossRef]
139. Seymour, G.B.; Ryder, C.D.; Cevik, V.; Hammond, J.P.; Popovich, A.; King, G.J.; Vrebalov, J.; Giovannoni, J.J.;
Manning, K. A SEPALLATA gene is involved in the development and ripening of strawberry (Fragaria x
ananassa Duch.) fruit, a non-climacteric tissue. J. Exp. Bot. 2011, 62, 1179–1188. [CrossRef]
140. Mellway, R.D.; Lund, S.T. Interaction analysis of grapevine MIKC(c)-type MADS transcription factors and
heterologous expression of putative véraison regulators in tomato. J. Plant Physiol. 2013, 170, 1424–1433.
[CrossRef]
141. Fujisawa, M.; Ito, Y. The regulatory mechanism of fruit ripening revealed by analyses of direct targets of
the tomato MADS-box transcription factor RIPENING INHIBITOR. Plant Signal. Behav. 2013, 8, e24357.
[CrossRef]
142. Ito, Y.; Nishizawa-Yokoi, A.; Endo, M.; Mikami, M.; Shima, Y.; Nakamura, N.; Kotake-Nara, E.; Kawasaki, S.;
Toki, S. Re-evaluation of the rin mutation and the role of RIN in the induction of tomato ripening. Nat. Plants
2017, 3, 866–874. [CrossRef]
143. Giovannoni, J. Ripening activator turned repressor. Nat. Plants 2017, 3, 920–921. [CrossRef]
144. Pharis, R.P.; King, R.W. Gibberellins and reproductive development in seed plants. Annu. Rev. Plant Physiol.
1985, 36, 517–568. [CrossRef]
145. Serrani, J.C.; Sanjuán, R.; Ruiz-Rivero, O.; Fos, M.; García Martínez, J.L. Gibberellin regulation of fruit set
and growth in tomato. Plant Physiol. 2007, 145, 246–257. [CrossRef]
146. Csukasi, F.; Osorio, S.; Gutierrez, J.R.; Kitamura, J.; Giavalisco, P.; Nakajima, M.; Fernie, A.R.; Rathjen, J.P.;
Botella, M.A.; Valpuesta, V.; et al. Gibberellin biosynthesis and signalling during development of the
strawberry receptacle. New Phytol. 2011, 191, 376–390. [CrossRef]
147. Olszewski, N.; Sun, T.P.; Gubler, F. Gibberellin signaling: Biosynthesis, catabolism, and response pathways.
Plant Cell 2002, 14, S61–S80. [CrossRef]
148. Yamaguchi, S. Gibberellin metabolism and its regulation. Annu. Rev. Plant Physiol. 2008, 59, 225–251.
[CrossRef]

Horticulturae 2019, 5, 45

24 of 28

149. Thompson, P.A. The effect of applied growth substances on development of the strawberry fruit: II.
Interactions of auxins and gibberellins. J. Exp. Bot. 1969, 20, 629–647. [CrossRef]
150. Blake, P.S.; Taylor, D.R.; Crisp, C.M.; Mander, L.N.; Owen, D.J. Identification of endogenous gibberellins in
strawberry, including the novel gibberellins GA123, GA124 and GA125. Phytochemistry 2000, 55, 887–890.
[CrossRef]
151. Bustamante, C.A.; Civello, P.M.; Martínez, G.A. Cloning of the promoter region of β-xylosidase (FaXyl1)
gene and effect of plant growth regulators on the expression of FaXyl1 in strawberry fruit. Plant Sci. 2009,
177, 49–56. [CrossRef]
152. Moyano-Cañete, E.; Bellido, M.L.; García-Caparrós, N.; Medina-Puche, L.; Amil-Ruiz, F.; González-Reyes, J.A.;
Caballero, J.L.; Muñoz-Blanco, J.; Blanco-Portales, R. FaGAST2, a strawberry ripening-related gene, acts
together with FaGAST1 to determine cell size of the fruit receptacle. Plant Cell Physiol. 2013, 54, 218–236.
[CrossRef]
153. Iwahori, S.; Weaver, R.J.; Pool, R.M. Gibberellin-like activity in berries of seeded and seedless Tokay grapes.
Plant Physiol. 1968, 43, 333–337. [CrossRef]
154. Kimura, P.H.; Okamoto, G.; Hirano, K. Effects of gibberellic acid and streptomycin on pollen germination
and ovule and seed development in Muscat Bailey A. Am. J. Enol. Viticult. 1996, 47, 152–156.
155. Agüero, C.; Vigliocco, A.; Abdala, G.; Tizio, R. Effect of gibberellic acid and uniconazol on embryo abortion in
the stenospermocarpic grape cultivars Emperatriz and Perlon. Plant Growth Regul. 2000, 30, 9–16. [CrossRef]
156. Boss, P.K.; Thomas, M.R. Association of dwarfism and floral induction with a grape ‘green revolution’
mutation. Nature 2002, 416, 847–850. [CrossRef]
157. Wang, Z.; Zhao, F.; Zhao, X.; Ge, H.; Chai, L.; Chen, S.; Perl, A.; Ma, H. Proteomic analysis of berry-sizing
effect of GA3 on seedless Vitis vinifera L. Proteomics 2012, 12, 86–94. [CrossRef]
158. Cheng, C.; Xu, X.; Singer, S.D.; Li, J.; Zhang, H.; Gao, M.; Wang, L.; Song, J.; Wang, X. Effect of GA3 treatment
on seed development and seed-related gene expression in grape. PLoS ONE 2013, 8, e80044. [CrossRef]
159. Han, J.; Fang, J.; Wang, C.; Yin, Y.; Sun, X.; Leng, X.; Song, C. Grapevine microRNAs responsive to exogenous
gibberellin. BMC Genom. 2014, 15, 111. [CrossRef]
160. Jung, C.J.; Hur, Y.Y.; Yu, H.J.; Noh, J.H.; Park, K.S.; Lee, H.J. Gibberellin application at prebloom in grapevines
down-regulates the expressions of VvIAA9 and VvARF7, negative regulators of fruit set initiation, during
parthenocarpic fruit development. PLoS ONE 2014, 9, e95634. [CrossRef]
161. Cheng, C.; Jiao, C.; Singer, S.D.; Gao, M.; Xu, X.; Zhou, Y.; Li, Z.; Fei, Z.; Wang, Y.; Wang, X. Gibberellin-induced
changes in the transcriptome of grapevine (Vitis labrusca × V. vinifera) cv. Kyoho flowers. BMC Genomics
2015, 16, 128. [CrossRef]
162. Nilsen, G.; Martinussen, I.; Erntsen, A.; Bhuvaneswari, T.V.; Junttila, O. Involvement of gibberellins during
fruit development in cloudberry (Rubus chamaemorus). Acta Hortic. 2002, 585, 517–519. [CrossRef]
163. Palonen, P.; Mouhu, K. Vegetative Growth and Flowering of Primocane Raspberry ‘Ariadne’ as Affected by
Prohexadione–calcium Treatments. HortScience 2009, 44, 529–531. [CrossRef]
164. Chervin, C.; Tiraumphon, A.; Terrier, N.; Zouine, M.; Severac, D.; Roustan, J.P. Stimulation of the grape berry
expansion by ethylene and effects on related gene transcripts, over the ripening phase. Physiol. Plant. 2008,
134, 534–546. [CrossRef] [PubMed]
165. Iannetta, P.P.M.; Laarhovenb, L.J.; Medina-Escobar, N.; James, E.K.; McManus, M.T.; Davies, H.V.;
Harren, F.J.M. Ethylene and carbon dioxide production by developing strawberries show a correlative
pattern that is indicative of ripening climacteric fruit. Physiol. Plant. 2006, 127, 247–259. [CrossRef]
166. Perkins-Veazie, P.; Collins, J.K. Cultivar and maturity affect postharvest quality of fruit from erect blackberries.
HortScience 1996, 31, 258–261. [CrossRef]
167. Robbins, J.; Patterson, M. Post-harvest storage characteristics and respiration rates in five cultivars of red
raspberry. HortScience 1989, 24, 980–982.
168. Iannetta, P.P.M.; Wyman, M.; Neelam, A.; Jones, C.; Davies, H.V.; Sexton, R. A causal role for ethylene and
endo-b-1,4-glucanase in the abscission of red-raspberry (Rubus idaeus L.) drupelets. Physiol. Plant. 2000, 110,
535–543. [CrossRef]
169. Merchante, C.; Vallarino, J.G.; Osorio, S.; Aragüez, I.; Villarreal, N.; Ariza, M.T.; Martínez, G.A.;
Medina-Escobar, N.; Civello, M.P.; Fernie, A.R.; et al. Ethylene is involved in strawberry fruit ripening in an
organ-specific manner. J. Exp. Bot. 2013, 64, 4421–4439. [CrossRef] [PubMed]

Horticulturae 2019, 5, 45

25 of 28

170. Muñoz-Robredo, P.; Gudenschwager, O.; Chervin, C.; Campos-Vargas, R.; González-Agüero, M.; Defilippi, B.
Study on differential expression of 1-aminocyclopropane-1-carboxylic acid oxidase genes in table grape cv.
Thompson Seedless. Postharvest Biol. Technol. 2013, 76, 163–169. [CrossRef]
171. Cara, B.; Giovannoni, J. Molecular biology of ethylene during tomato fruit development and maturation.
Plant Sci. 2008, 175, 106–113. [CrossRef]
172. Lin, Z.; Zhong, S.; Grierson, D. Recent advances in ethylene research. J. Exp. Bot. 2009, 60, 3311–3336.
[CrossRef]
173. Ju, C.; Chang, C. Mechanistic insights in ethylene perception and signal transduction. Plant Physiol. 2015,
169, 85–95. [CrossRef]
174. Chen, Y.; Grimplet, J.; David, K.; Castellarin, S.D.; Terol, J.; Wong, D.C.J.; Luo, Z.; Schaffer, R.; Celton, J.M.;
Talon, M.; et al. Ethylene receptors and related proteins in climacteric and non-climacteric fruits. Plant Sci.
2018, 276, 63–72. [CrossRef]
175. Kevany, B.M.; Taylor, M.G.; Klee, H.J. Fruit-specific suppression of the ethylene receptor LeETR4 results in
early-ripening tomato fruit. Plant Biotechnol. J. 2008, 6, 295–300. [CrossRef] [PubMed]
176. Sun, J.H.; Luo, J.J.; Tian, L.; Li, C.L.; Xing, Y.; Shen, Y.Y. New Evidence for the Role of Ethylene in Strawberry
Fruit Ripening. J. Plant Growth Regul. 2013, 32, 461. [CrossRef]
177. Wasternack, C.; Strnad, M. Jasmonates: News on occurrence, biosynthesis, metabolism and action of an
ancient group of signaling compounds. Int. J. Mol. Sci. 2018, 19, 2539. [CrossRef]
178. Böttcher, C.; Burbidge, C.A.; di Rienzo, V.; Boss, P.K.; Davies, C. Jasmonic acid-isoleucine formation in
grapevine (Vitis vinifera L.) by two enzymes with distinct transcription profiles. J. Integr. Plant Biol. 2015, 57,
618–627. [CrossRef] [PubMed]
179. Bogs, J.; Downey, M.O.; Harvey, J.S.; Ashton, A.R.; Tanner, G.J.; Robinson, S.P. Proanthocyanidin synthesis
and expression of genes encoding leucoanthocyanidin reductase and anthocyanidin reductase in developing
grape berries and grapevine leaves. Plant Physiol. 2005, 139, 652–663. [CrossRef] [PubMed]
180. Almeida, J.R.; D’Amico, E.; Preuss, A.; Carbone, F.; de Vos, C.R.; Deiml, B.; Mourgues, F.; Perrotta, G.;
Fischer, T.C.; Bovy, A.G.; et al. Characterization of major enzymes and genes involved in flavonoid and
proanthocyanidin biosynthesis during fruit development in strawberry (Fragaria × ananassa). Arch. Biochem.
Biophys. 2007, 465, 61–71. [CrossRef]
181. Delgado, L.; Zúñiga, P.; Figueroa, N.; Pastene, E.; Escobar-Sepúlveda, H.; Figueroa, P.; Garrido-Bigotes, A.;
Figueroa, C. Application of a JA-Ile Biosynthesis Inhibitor to Methyl Jasmonate-Treated Strawberry Fruit
Induces Upregulation of Specific MBW Complex-Related Genes and Accumulation of Proanthocyanidins.
Molecules 2018, 23, 1433. [CrossRef]
182. Concha, C.M.; Figueroa, N.E.; Poblete, L.A.; Oñate, F.A.; Schwab, W.; Figueroa, C.R. Methyl jasmonate
treatment induces changes in fruit ripening by modifying the expression of several ripening genes in Fragaria
chiloensis fruit. Plant Physiol. Biochem. 2013, 70, 433–444. [CrossRef]
183. Belhadj, A.; Telef, N.; Saigne, C.; Cluzet, S.; Barrieu, F.; Hamdi, S.; Mérillon, J.-M. Effect of methyl jasmonate in
combination with carbohydrates on gene expression of PR proteins, stilbene and anthocyanin accumulation
in grapevine cell cultures. Plant Physiol. Biochem. 2008, 46, 493–499. [CrossRef]
184. Gil-Muñoz, R.; Fernández-Fernández, J.I.; Portu, J.; Garde-Cerdán, T. Methyl jasmonate: Effect on
proanthocyanidin content in Monastrell and Tempranillo grapes and wines. Eur. Food Res. Technol.
2018, 244, 611–621. [CrossRef]
185. Flores, G.; del Castillo, M.L.R. Influence of preharvest and postharvest methyl jasmonate treatments on
flavonoid content and metabolomic enzymes in red raspberry. Postharvest Biol. Technol. 2014, 97, 77–82.
[CrossRef]
186. Moro, L.; Hassimotto, N.M.A.; Purgatto, E. Postharvest Auxin and Methyl Jasmonate Effect on Anthocyanin
Biosynthesis in Red Raspberry (Rubus idaeus L.). J. Plant Growth Regul. 2017, 36, 773. [CrossRef]
187. Chini, A.; Fonseca, S.; Fernández, G.; Adie, B.; Chico, J.M.; Lorenzo, O.; García-Casado, G.; López-Vidriero, I.;
Lozano, F.M.; Ponce, M.R.; et al. The JAZ family of repressors is the missing link in jasmonate signalling.
Nature 2007, 448, 666. [CrossRef] [PubMed]
188. Thines, B.; Katsir, L.; Melotto, M.; Niu, Y.; Mandaokar, A.; Liu, G.; Nomura, K.; He, S.Y.; Howe, G.A.;
Browse, J. JAZ repressor proteins are targets of the SCF COI1 complex during jasmonate signalling. Nature
2007, 448, 661–665. [CrossRef]

Horticulturae 2019, 5, 45

26 of 28

189. Sheard, L.B.; Tan, X.; Mao, H.; Withers, J.; Ben-Nissan, G.; Hinds, T.R.; Kobayashi, Y.; Hsu, F.F.; Sharon, M.;
Browse, J.; et al. Jasmonate perception by inositol-phosphate-potentiated COI1–JAZ co-receptor. Nature
2010, 468, 400–405. [CrossRef]
190. Chini, A.; Gimenez-Ibanez, S.; Goossens, A.; Solano, R. Redundancy and specificity in jasmonate signalling.
Curr. Opin. Plant Biol. 2016, 33, 147–156. [CrossRef]
191. Zhang, Y.; Gao, M.; Singer, S.D.; Fei, Z.; Wang, H.; Wang, X. Genome-wide identification and analysis of the
TIFY gene family in grape. PLoS ONE 2012, 7, e44465. [CrossRef]
192. Clouse, S.D. Brassinosteroid signal transduction: From receptor kinase activation to transcriptional networks
regulating plant development. Plant Cell 2011, 23, 1219–1230. [CrossRef]
193. Vidya, V.B.; Rao, S.S. Acceleration of ripening of tomato pericarp discs by brassinosteroids. Phytochemistry
2002, 61, 843–847. [CrossRef]
194. Symons, G.M.; Davies, C.; Shavrukov, Y.; Dry, I.B.; Reid, J.B.; Thomas, M.R. Grapes on steroids:
Brassinosteroids are involved in grape berry ripening. Plant Physiol. 2006, 140, 150–158. [CrossRef]
195. Fu, F.Q.; Mao, W.H.; Shi, K.; Zhou, Y.H.; Asami, T.; Yu, J.Q. A role of brassinosteroids in early fruit
development in cucumber. J. Exp. Bot. 2008, 59, 2299–2308. [CrossRef] [PubMed]
196. Clouse, S.D.; Langford, M.; McMorris, T.C.A. Brassinosteroid-insensitive mutant in Arabidopsis thaliana
exhibits multiple defects in growth and development. Plant Physiol. 1996, 111, 671–678. [CrossRef] [PubMed]
197. Ayub, R.A.; Reis, L.; Bosetto, L.; Lopes, P.Z.; Galvão, C.W.; Etto, R.M. Brassinosteroid plays a role on pink
stage for receptor and transcription factors involved in strawberry fruit ripening. Plant Growth Regul. 2018,
84, 159–167. [CrossRef]
198. Espinoza, A.; Contreras, R.; Zúñiga, G.E.; Herrera, R.; Moya-León, M.A.; Norambuena, L.; Handford, M.
FcLDP1, a Gene Encoding a Late Embryogenesis Abundant (LEA) Domain Protein, Responds to
Brassinosteroids and Abscisic Acid during the Development of Fruits in Fragaria chiloensis. Front. Plant Sci.
2016, 7, 788. [CrossRef]
199. Bombarely, A.; Merchante, C.; Csukasi, F.; Cruz-Rus, E.; Caballero, J.L.; Medina-Escobar, N.;
Blanco-Portales, R.; Botella, M.A.; Muñoz-Blanco, J.; Sánchez-Sevilla, J.F.; et al. Generation and analysis
of ESTs from strawberry (Fragaria×ananassa) fruits and evaluation of their utility in genetic and molecular
studies. BMC Genom. 2010, 11, 503. [CrossRef]
200. Matsuo, S.; Kikuchi, K.; Fukuda, M.; Honda, I.; Imanishi, S. Roles and regulation of cytokinins in tomato
fruit development. J. Exp. Bot. 2012, 63, 5569–5579. [CrossRef]
201. Peppi, M.C.; Fidelibus, M.W. Effects of Forchlorfenuron and Abscisic Acid on the Quality of ‘Flame Seedless’
Grapes. HortScience 2008, 43, 173–176. [CrossRef]
202. Vasilakakis, M.D.; McCown, B.H.; Dana, M.N. Hormonal changes associated with growth and development
of red raspberries. Physiol. Plant. 1979, 45, 17–22. [CrossRef]
203. Parada, F.; Espinoza, C.; Arce-Johnson, P. Chapter 7: Phytohormonal Control over the Grapevine Berry
Development. In Phytohormones—Signaling Mechanisms and Crosstalk in Plant Development and Stress Responses;
InTech.: Acton, MA, USA, 2017; pp. 143–159.
204. Travisany, D.; Ayala-Raso, A.; Di Genova, A.; Monsalve, L.; Bernales, M.; Martínez, J.P.; González-Agüero, M.;
Defilippi, B.; Cherian, S.; Maass, A.; et al. RNA-Seq analysis and transcriptome assembly of raspberry fruit
(Rubus idaeus ¨Heritage¨) revealed several candidate genes involved in fruit development and ripening.
Sci. Hort. 2019, 254, 26–34. [CrossRef]
205. Horvath, D.P.; Anderson, J.V.; Chao, W.S.; Foley, M.E. Knowing when to grow: Signals regulating bud
dormancy. Trends Plant Sci. 2003, 8, 534–540. [CrossRef] [PubMed]
206. Gray, W.M. Hormonal regulation of plant growth and development. PLoS Biol. 2004, 2, E311. [CrossRef]
[PubMed]
207. Liu, K.; Kang, B.C.; Jiang, H.; Moore, S.L.; Li, H.; Watkins, C.B.; Setter, T.L.; Jahn, M.M. A GH3-like gene,
CcGH3, isolated from Capsicum chinense L. fruit is regulated by auxin and ethylene. Plant Mol. Biol. 2005, 58,
447–464. [CrossRef] [PubMed]
208. Kumar, R.; Agarwal, P.; Tyagi, A.K.; Sharma, A.K. Genome-wide investigation and expression analysis
suggest diverse roles of auxin responsive GH3 genes during development and response to different stimuli
in tomato (Solanum lycopersicum). Mol. Genet. Genom. 2012, 287, 221–235. [CrossRef] [PubMed]

Horticulturae 2019, 5, 45

27 of 28

209. Kumar, R.; Sharma, M.K.; Kapoor, S.; Tyagi, A.K.; Sharma, A.K. Transcriptome analysis of rin mutant fruit and
in silico analysis of promoters of differentially regulated genes provides insight into LeMADSRIN-regulated
ethylene-dependent as well as ethylene-independent aspects of ripening in tomato. Mol. Genet. Genom. 2012,
287, 189–203. [CrossRef] [PubMed]
210. Jiang, Y.; Joyce, D.C.; Macnish, A.J. Effect of abscisic acid on banana fruit ripening in relation to the role of
ethylene. J. Plant Growth Regul. 2000, 19, 106–111. [CrossRef]
211. Gambetta, G.A.; Matthews, M.A.; Shaghasi, T.H.; McElrone, A.J.; Castellarin, S.D. Sugar and abscisic acid
signaling orthologs are activated at the onset of ripening in grape. Planta 2010, 232, 219–234. [CrossRef]
212. Zhang, M.; Yuan, B.; Leng, P. The role of ABA in triggering ethylene biosynthesis and ripening of tomato
fruit. J. Exp. Bot. 2009, 60, 1579–1588. [CrossRef]
213. Sun, L.; Sun, Y.F.; Zhang, M.; Wang, L.; Ren, J.; Cui, M.; Wang, Y.; Ji, K.; Li, P.; Li, Q.; et al. Suppression of
9-cis-epoxycarotenoid dioxygenase, which encodes a key enzyme in abscisic acid biosynthesis, alters fruit
texture in transgenic tomatoes. Plant Physiol. 2012, 158, 283–298. [CrossRef]
214. Sun, L.; Yuan, B.; Zhang, M.; Wang, L.; Cui, M.M.; Wang, Q.; Leng, P. Fruit-specific RNAi-mediated
suppression of SlNCED1 increases both lycopene and β-carotene contents in tomato fruit. J. Exp. Bot. 2012,
63, 3097–3108. [CrossRef]
215. Wong, D.C.; Lopez Gutierrez, R.; Dimopoulos, N.; Gambetta, G.A.; Castellarin, S.D. Combined physiological,
transcriptome, and cis-regulatory element analyses indicate that key aspects of ripening, metabolism, and
transcriptional program in grapes (Vitis vinifera L.) are differentially modulated accordingly to fruit size.
BMC Genom. 2016, 17, 416. [CrossRef] [PubMed]
216. Medina-Puche, L.; Blanco-Portales, R.; Molina-Hidalgo, F.J.; Cumplido-Laso, G.; García-Caparrós, N.;
Moyano-Cañete, E.; Caballero-Repullo, J.L.; Muñoz-Blanco, J.; Rodríguez-Franco, A. Extensive transcriptomic
studies on the roles played by abscisic acid and auxins in the development and ripening of strawberry fruits.
Funct. Integr. Genom. 2016, 16, 671–692. [CrossRef] [PubMed]
217. Lu, L.; Liang, J.; Zhu, X.; Xiao, K.; Li, T.; Hu, J. Auxin- and cytokinin-induced berries set in grapevine partly
rely on enhanced gibberellin biosynthesis. Tree Genet. Genomes 2016, 12, 41. [CrossRef]
218. Dodd, A.N.; Kudla, J.; Sanders, D. The language of calcium signalling. Annu. Rev. Plant Biol. 2010, 61,
593–620. [CrossRef] [PubMed]
219. Kudla, J.; Batistic, O.; Hashimoto, K. Calcium signals: The lead currency of plant information processing.
Plant Cell 2010, 22, 541–563. [CrossRef]
220. Hocking, B.; Tyerman, S.D.; Burton, R.A.; Gilliham, M. Fruit Calcium: Transport and Physiology. Front. Plant
Sci. 2016, 7, 569. [CrossRef]
221. Martins, V.; Garcia, A.; Costa, C.; Sottomayor, M.; Gerós, H. Calcium- and hormone-driven regulation of
secondary metabolism and cell wall enzymes in grape berry cells. J. Plant Physiol. 2018, 231, 57–67. [CrossRef]
222. Hardtke, C.S. Transcriptional auxin-brassinosteroid crosstalk: who’s talking? Bioessays 2007, 29, 1115–1123.
[CrossRef]
223. De Jong, M.; Wolters-Arts, M.; Garcia-Martinez, J.L.; Mariani, C.; Vriezen, W.H. The Solanum lycopersicum
AUXIN RESPONSE FACTOR 7 (SlARF7) mediates cross-talk between auxin and gibberellin signalling during
tomato fruit set and development. J. Exp. Bot. 2011, 62, 617–626. [CrossRef]
224. Medina-Puche, L.; Cumplido-Laso, G.; Amil-Ruiz, F.; Hoffmann, T.; Ring, L.; Rodríguez-Franco, A.;
Caballero, J.L.; Schwab, W.; Muñoz-Blanco, J.; Blanco-Portales, R. MYB10 plays a major role in the regulation
of flavonoid/phenylpropanoid metabolism during ripening of Fragaria x ananassa fruits. J. Exp. Bot. 2014,
65, 401–417. [CrossRef]
225. Chen, J.; Mao, L.; Lu, W.; Ying, T.; Luo, Z. Transcriptome profiling of postharvest strawberry fruit in response
to exogenous auxin and abscisic acid. Planta 2016, 243, 183–197. [CrossRef]
226. Figueroa, C.R.; Opazo, M.C.; Vera, P.; Arriagada, O.; Díaz, M.; Moya-León, M.A. Effect of postharvest
treatment of calcium and auxin on cell wall composition and expression of cell wall-modifying genes in the
Chilean strawberry (Fragaria chiloensis) fruit. Food Chem. 2012, 132, 2014–2022. [CrossRef]
227. Liao, X.; Li, M.; Liu, B.; Yan, M.; Yu, X.; Zi, H.; Liu, R.; Yamamuro, C. Interlinked regulatory loops of ABA
catabolism and biosynthesis coordinate fruit growth and ripening in woodland strawberry. Proc. Natl. Acad.
Sci. USA 2018, 115, E11542–E11550. [CrossRef] [PubMed]
228. Mukkun, L.; Singh, Z. Methyl jasmonate plays a role in fruit ripening of ‘Pajaro’ strawberry through
stimulation of ethylene biosynthesis. Sci. Hortic. 2009, 123, 5–10. [CrossRef]

Horticulturae 2019, 5, 45

28 of 28

229. Li, T.; Xu, Y.; Zhang, L.; Ji, Y.; Tan, D.; Yuan, H.; Wang, A. The jasmonate-activated transcription factor
MdMYC2 regulates ETHYLENE RESPONSE FACTOR and ethylene biosynthetic genes to promote ethylene
biosynthesis during apple fruit ripening. Plant Cell 2017, 29, 1316–1334. [CrossRef]
230. Yuan, H.Y.; Chen, L.G.; Paliyath, G.; Sullivan, A.; Murr, D.P. Characterization of microsomal and mitochondrial
phospholipase D activities and cloning of a phospholipase D alpha cDNA from strawberry fruits. Plant
Physiol. Biochem. 2005, 43, 535–547. [CrossRef] [PubMed]
231. El Kayal, W.E.; Paliyath, G.; Sullivan, J.A.; Subramanian, J. Phospholipase D inhibition by hexanal is
associated with calcium signal transduction events in raspberry. Hortic. Res. 2017, 4, 17042. [CrossRef]
[PubMed]
© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

