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The metabolomic content determines many of the important features of a

fruit, such as its taste, flavor, color, nutritional value, and abiotic or biotic

resistance. Peach (Prunus persica (L.) Batsch) is one of the best genetically

characterized species used as a model for Rosaceae, the drupes of which

are a source of minerals, vitamins, fiber, and antioxidant compounds for

healthy diets around the world. During the last few years, a great advance

in the analysis of the metabolic diversity and reconfiguration in different

peach varieties in response to developmental and environmental factors has

occurred. These studies have shown that the great phenotypic diversity

among different peach varieties is correlated with differential metabolomic

content. Besides, the fruit metabolome of each peach variety is not static;

on the contrary, it is drastically configured in response to both develop-

mental and environmental signals, and moreover, it was found that these

metabolic reconfigurations are also variety dependent. In the present

review, the main sources of metabolic diversity and conditions that induce

modifications in the peach fruit metabolome are summarized. It is postu-

lated that comparison of the metabolic reconfigurations that take place

among the fruits from different varieties may help us better understand

peach fruit metabolism and their key drivers, which in turn may aid in the

future design of high-quality peach fruits.

Plants, as sessile organisms, produce large amounts

and diverse types of metabolites to respond to the

widely different array of environments in which they

must adapt to live. Metabolites are the products of

transcriptomic and proteomic changes in response to

developmental and environmental signals, and protect

plants against abiotic stresses, such as drought, high

light, photoinhibition and UV irradiance, high and

low temperatures, and toxic metals. Metabolites also

constitute effective defenses against biotic stresses and

are part of acquired defense system as well. Thus, the

metabolic content of a cell has been described as

bridging the genotype–phenotype gap [1], because it

reflects transcriptomic and proteomic changes linked

to genetic and epigenetic regulation. Furthermore, the

metabolic levels of a cell play a strategic role in signal-

ing, interfacing with various molecular processes, and

modulating transcriptomic and proteomic changes [2,3]

(Fig. 1). Since their initial applications [4], nontargeted

and comprehensive metabolomic profiling studies of

different plant organs, tissues, and/or cells have proven

to be key in assessing genotypic and phenotypic diver-

sity, in defining biochemical changes associated with

development processes or in response to environmental

signals, in comparative compositional studies, and in

food quality assessments [5].

Abbreviation

CI, chilling injury.
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Among the different organs of the plants, fleshy

fruits display a highly diverse metabolic content, in

accordance with its role of attracting fruit-eating

organisms for seed dispersal. Besides, during fruit

development, several different metabolites accumulate

to discourage consumption, while waiting for the seed

to be mature. In this sense, the fruit is one of the most

metabolite-rich organs of the plants and as such con-

tains a large range of chemical complements: metabo-

lites involved in taste and flavor; those with

nutraceutical properties; and those with defense prop-

erties against biotic and abiotic stress. Moreover, the

overall fruit quality traits are closely related to their

metabolic composition [6]. A broad range of fruit phe-

notypic variations can be found in angiosperms [7].

Among the different types of fleshy fruits, drupes are

present across different plant families, including eco-

nomically important crops such as peach, plum,

cherry, almond, coffee, raspberry, and others. Many

species belonging to Rosaceae have this kind of fruit,

which is characterized by a lignified endocarp that pro-

tects the seed [8,9]. Peach (Prunus persica) is one of

the best genetically characterized deciduous trees used

as a model for Rosaceae [8], and the drupes of this

species have a fleshy mesocarp which are a source of

minerals, vitamins, fiber, and antioxidant compounds

for healthy diets around the world [10]. In recent

years, untargeted metabolomic approaches have been

used to analyze the metabolic content of peach fruits

from different varieties and subjected to different pre-

and postharvest conditions; such studies revealed great

metabolic diversity in this fruit. As overall peach qual-

ity depends on its metabolomic content, the main

sources of metabolic diversity and conditions that

induce modifications in the peach fruit metabolome

are summarized in this review.

Sources of metabolic diversity in
peach

Peach cultivars: a general source of fruit

metabolic diversity

Cultivated peach shows a wide degree of variation in

their fruit traits, with great differences in fruit size, tex-

ture, flavor, sweetness/acidity ratios, and/or skin and

flesh color. The different cultivated peach varieties

were developed in different countries to satisfy diverse

demands, such as higher yield, expansion to different

production zones, disease resistance, and superior

postharvest quality [11]. Genome analysis of several

different cultivated peach and closely related relatives

suggests that genes related to an increase in fruit size,

skin color, and those related to increased sugar con-

tent were selected during peach domestication and

improvement [12–16].
Fruit of modern cultivated peach varieties belong to

P. persica and show different phenotypic properties

[11,17]. According to their fruit texture and firmness,

peach cultivars are classified as melting flesh, showing

soft and juicy fruit when fully ripe; nonmelting flesh,

and stony hard fruits, which remain firm after harvest

[18]. Depending on the time of harvest in the year,

peach varieties are classified as early, mid, or late har-

vesting date. Flesh adhesion can also be used to divide

peach cultivars into freestone, semi–freestone, or cling-
stone. Several different epidermal or flesh pigmenta-

tions, such as yellow, white, and red, can be also

found among the fruits of the different peach cultivars.

Nectarines display no pubescence on the fruit surface,

a characteristic that is controlled by a single or few

linked genes [19]. Depending on the fruit acidity, peach

fruits are further classified into high-acid and low-acid

cultivars. Thus, the wide diversity of peach cultivars

that were developed, and are still being developed, in

different peach breeding programs around the world,

offers consumers a great array of taste, texture, and

flavor possibilities, with different nutritional and

health benefit properties. I should mention the peach

reference collection recently developed across different

European countries, which all share the same experi-

mental design to conserve and explore peach germ-

plasm resources [17].

METABOLOME

TRANSCRIPTOME

PROTEOME

Fig. 1. The figure shows that the metabolome is not only the end

product of transcriptomic and proteomic changes, but also plays a

strategic role in signaling, interfacing with various molecular

processes, and modulating transcriptomic and proteomic changes.
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In the last few years, nontargeted metabolomic

studies of the fruit of different peach cultivars have

shown that the great phenotypic diversity is corre-

lated with highly differential metabolomic content.

The fruit from the different cultivars shows great

diversity in the levels of sugars, organic acids, amino

acids, lipids, and volatile compounds [20–22]. More-

over, targeted evaluation of the levels of sugars,

organic, and amino acids in the fruit from different

peach cultivars has revealed wide variation of these

key carbon compounds involved in fruit taste and

quality [23–28]. The type and content of volatile com-

pounds, which contribute to fruit aroma and flavor,

are also variety dependent [29]. The level of several

bioactive compounds, minerals, vitamins, flavonoids,

phenolic composition, antioxidant capacities, and

metal chelating activity is also dependent on the

peach variety studied [28,30–34]. Analysis of the pop-

ulation structure of several different peach accessions

indicated that genes associated with high polyphenol

composition decreased during peach domestication

and improvement, indicating breeding potential for

obtaining peach fruit with enhanced bioactive

polyphenols [16].

Metabolomic changes during fruit development

and ripening

Besides the high level of variation in the fruit meta-

bolome when comparing different peach varieties, the

fruit metabolome of each peach variety is not static;

on the contrary, it is drastically configured in

response to both developmental and environmental

signals during both pre- and postharvest manage-

ments (Fig. 2).

The development and ripening of fruits are

dynamic processes that comprise complex molecular

and biochemical changes, which are linked to great

metabolome modifications. Peach development is

divided into well distinct stages (S1 to S4) [35]. The

first stage after fruit set (S1), characterized by a rapid

increase in cell division and elongation, is followed by

the second stage (S2), which is characterized by endo-

carp lignification to form the stone, with practically

no increase in fruit size. During the third stage (S3),

a rapid increase in fruit size takes place concomitant

with rapid cell division, while in the final stage (S4),

the peach fruit reaches the final full size. Nontargeted

metabolomic studies during development of a particu-

lar peach variety have shown that each stage of devel-

opment is characterized by specific metabolic

programs [36]. Moreover, differential biochemical

processes take place in distinct tissues during early

peach development, such as lignin biosynthesis in the

endocarp and flavonoid biosynthesis in the mesocarp

and exocarp [37,38]. The study of sugar metabolism

during fruit development in a peach progeny of geno-

types with contrasting fructose to glucose ratios indi-

cated differences in the time course accumulation of

the sugars analyzed, as well as a poor correlation

between enzymes involved in sugar metabolism and

metabolite concentrations [39]. The study of the

dynamic changes in organic acid accumulation in the

fruit of different peach cultivars throughout develop-

ment revealed different patterns of organic acid accu-

mulation in high- and low-acid cultivars [26].

Peach is a climacteric fruit that undergoes ripening

after reaching the maturation stage at S4. The drastic

physiological and biochemical changes that take place

at this stage transform the fruit into an edible and

attractive organ. The comparison of the ripening pro-

cess across different peach varieties by nontargeted

metabolomic approaches revealed both conserved and

distinct metabolic processes among varieties associated

with this complex process [20]. The levels of bioactive

compounds, such as polyphenols, flavonoids, and con-

densed tannins, at different ripening stages also varied

among different peach varieties [31,34]. Thus, in addi-

tion to the complex metabolic modifications that take

place in each peach fruit variety during development

Fig. 2. The main sources of metabolomic diversity and conditions

that induce metabolic reconfigurations in peach fruit, as discussed

in the present review.
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and ripening, particular metabolic programs associated

with these processes can be found among fruits from

diverse peach varieties.

Metabolomic reconfigurations during postharvest

management and storage

Peaches deteriorate quickly after harvest, so they are

stored at low temperature to extend their commercial

and shelf life. Cold storage delays ripening and soften-

ing and reduces enzymatic and microbial activity; and

ripening is restored when the fruit is returned to ambi-

ent temperature. Apart than being essential for com-

mercialization, cold storage induces in the fruit a

complex response program, resulting in a global recon-

figuration of the metabolome, which impacts on the

subsequent ripening process. Untargeted metabolomic

approaches in several different peach varieties were

used to analyze the metabolome reconfiguration of the

fruit by postharvest cold storage [22,40–42]. Compar-

ison of cold-induced metabolome reconfiguration

among different peach varieties showed that the meta-

bolic modifications are dependent on the variety, the

extent of cold treatment, and the temperature of stor-

age [22,40,42]. Moreover, cold storage induces several

different changes in the peach lipidome, which were

also dependent on both the extent of cold storage and

the peach variety [21].

When the different molecular modifications induced

by cold are unsuccessful at protecting the fruit against

cold, low temperature produces fruit damage and the

development of the disorder called chilling injury (CI).

CI includes mealiness, browning, loss of flavor or loss

of the ability to ripen, and increased decay incidence

in peach. Tolerance to CI is a multigenic trait in

peach: It depends on a complex molecular rearrange-

ment to build up a proper molecular defense against

cold. Several different postharvest treatments have

been successfully applied to peach fruit to ameliorate

CI symptoms, such as the application of several differ-

ent physical (as temperature) treatments and/or chemi-

cal compounds, such as salicylic acid, methyl

jasmonate, aminobutyric acid, or gibberellic acid,

among others. In this sense, preconditioned treatments

(48 h at 20 °C or 8 °C for 5 days) before cold storage

were used to decrease CI symptoms. These treatments

modified the metabolome in the genotypes in which

they were studied [43,44]. In other studies, heat treat-

ment prior to cold treatment [41] induced a metabo-

lome modification that was able to prime the fruit to

cope with cold storage. It remains to be established if

the modifications induced by these pre cold treatments

are differential or not when comparing different peach

genotypes. The comparison of peach fruit of the same

variety with contrasting woolliness phenotype [45] or

among siblings with contrasting juice content [46]

showed significant differences in the levels of metabo-

lites. Overall, it seems that differences in postharvest

management can modify a diverse array of biochemi-

cal components to cope with cold stress to alleviate CI

symptoms, processes that are also highly dependent on

the genotype.

Differences in preharvest management impact on

the metabolic content of fruit

Preharvest factors have a great impact on the final

quality of peach fruit [47]. Among these preharvest

factors, modifications of competition for resources

among fruits on the same tree, the position of fruits

on the tree, differential light exposure in the tree due

to canopy management, among others, can affect sink

strength and, therefore, are expected to affect the

metabolome content of each fruit [48]. Nontargeted

metabolite profiling was recently used for comparison

of peach fruits at different developmental stages from

unthinned or thinned peach trees [49,50]. Thinning is

a widespread management that balances the source–
sink relationship reducing the competition among

fruits. High carbon supply during early fruit develop-

ment, as occurs in thinned peach trees in comparison

with unthinned, can significantly affect fruit quality

at a mature stage. Furthermore, the levels of some

specific metabolites at early developmental stages cor-

relate with the final quality of the fruits in the two

varieties studied [49]. These studies clearly indicate

that preharvest management has a great impact on

the final metabolome and quality of peach fruits and

that levels of some metabolites at early developmental

stages correlate with the final fruit quality. It remains

to be established if metabolites that have the poten-

tial to predict the final peach fruit quality are com-

mon or distinct when comparing different peach

varieties.

Metabolic diversity inside the fruit:
the importance of profiling different
tissues and cells

The different plant organs, tissues, and cellular and

subcellular compartments are characterized by a speci-

fic metabolite composition and metabolism. Although

it is often difficult to isolate specific cell types or sub-

cellular compartments, this level of complexity should

also be taken into consideration when studying the

metabolism of peach fruit. The peach fruit is a
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complex organ, in which the exocarp envelops the edi-

ble and fleshy mesocarp, which in turn surrounds the

endocarp that hardens during development and

encloses the seed.

Some studies have separated the endocarp, meso-

carp, and exocarp parts during development of the

fruit, showing the coordination and competition of dif-

ferent metabolic processes among these tissues

[37,38,51]. On the other hand, although the majority

of the metabolomic studies performed in mature peach

fruit have focused on the mesocarp, which is the edible

part of the fruit, some studies have separately analyzed

the metabolic content of the mesocarp and exocarp of

fruits from several different peach varieties [28,30,32].

These studies have shown that these different fruit tis-

sues display differential metabolic and bioactive com-

pounds, the contents of which are also dependent on

the variety. In particular, the exocarp of fruits shows

high antioxidant capacities and content of bioactive

compounds, suggesting that this part of the peach fruit

can be used for obtaining health-promoting com-

pounds.

Conclusions

The metabolomic content determines many of the

important features of a fruit, such as its taste, flavor,

color, nutritional value, abiotic stress, and disease

resistance, among others. The fruit metabolome is

dynamic, as it is constantly changing to respond to

several different developmental and environmental sig-

nals and is also able to modulate transcriptomic and

proteomic changes. During the last few years, a great

advance in the analysis of metabolic diversity and

reconfiguration in different peach varieties in response

to developmental and environmental factors has

occurred. Comparison of the metabolic changes among

fruits from different varieties is a valuable way of

enhancing our understanding of peach fruit metabo-

lism, which could help in the identification of the key

drivers of primary metabolism regulation, and thus, of

fruit growth and quality. A future challenge is the inte-

gration of metabolomic information with transcrip-

tomic and proteomic data in peach fruit, to match the

level of key metabolites to gene clusters. This integra-

tion, along with the identification of common and dif-

ferential metabolic processes among distinct peach

varieties, will help in the design of superior and more

nutritious fruit to feed a growing world population.

Conflict of interest

The author declares no conflict of interest.

References

1 Fiehn O (2002) Metabolomics – the link between

genotypes and phenotypes. Plant Mol Biol 48, 155–171.
2 Templeton GW and Moorhead GBG (2004) A

renaissance of metabolite sensing and signaling: from

modular domains to riboswitches. Plant Cell 16, 2252–
2257.

3 Wegner A, Meiser J, Weindl D and Hiller K (2015)

How metabolites modulate metabolic flux. Curr Opin

Biotechnol 34, 16–22.
4 Hall R, Beale M, Fiehn O, Hardy N, Sumner L and

Bino R (2002) Plant metabolomics: the missing link in

functional genomics strategies. Plant Cell 14, 1437–
1440.

5 Jacobs DM, van den Berg MA and Hall RD (2021)

Towards superior plant-based foods using

metabolomics. Curr Opin Biotechnol 70, 23–28.
6 Zhang C and Hao YJ (2020) Advances in genomic,

transcriptomic, and metabolomic analyses of fruit

quality in fruit crops. Hortic Plant J 6, 361–371.
7 Cerri M and Reale L (2020) Anatomical traits of the

principal fruits: an overview. Sci Hortic 270, 109390.

8 Shulaev V, Korban SS, Sosinski B, Abbott AG,

Aldwinckle HS, Folta KM, Iezzoni A, Main D, Ar�us P,

Dandekar AM et al. (2008) Multiple models for

Rosaceae genomics. Plant Physiol 147, 985–1003.
9 Dardick C and Callahan AM (2014) Evolution of the

fruit endocarp: molecular mechanisms underlying

adaptations in seed protection and dispersal strategies.

Front Plant Sci 5, 1–10.
10 Lara MV, Bonghi C, Famiani F, Vizzotto G, Walker

RP and Drincovich MF (2020) Stone fruit as

biofactories of phytochemicals with potential roles in

human nutrition and health. Front Plant Sci 11, 1–21.
11 Sansavini S, Gamberini A and Bassi D (2006) Peach

breeding, genetics and new cultivar trends. Acta Hortic

11, 23–48. https://doi.org/10.17660/ActaHortic.2006.

713.1

12 Yu Y, Fu J, Xu Y, Zhang J, Ren F, Zhao H, Tian S,

Guo W, Tu X, Zhao J et al. (2018) Genome re-

sequencing reveals the evolutionary history of peach

fruit edibility. Nat Commun 9, 1–13.
13 Verde I, Abbott AG, Scalabrin S, Jung S, Shu S,

Marroni F, Zhebentyayeva T, Dettori MT, Grimwood

J, Cattonaro F et al. (2013) The high-quality draft

genome of peach (Prunus persica) identifies unique

patterns of genetic diversity, domestication and genome

evolution. Nat Genet 45, 487–494.
14 Akagi T, Hanada T, Yaegaki H, Gradziel TM and Tao

R (2016) Genome-wide view of genetic diversity reveals

paths of selection and cultivar differentiation in peach

domestication. DNA Res 23, 271–282.
15 Cao K, Zheng Z, Wang L, Liu X, Zhu G, Fang W,

Cheng S, Zeng P, Chen C, Wang X et al. (2014)

3215FEBS Open Bio 11 (2021) 3211–3217 ª 2021 The Authors. FEBS Open Bio published by John Wiley & Sons Ltd on behalf of

Federation of European Biochemical Societies

M. F. Drincovich Metabolic diversity in peach fruit

https://doi.org/10.17660/ActaHortic.2006.713.1
https://doi.org/10.17660/ActaHortic.2006.713.1


Comparative population genomics reveals the

domestication history of the peach, Prunus persica, and

human influences on perennial fruit crops. Genome Biol

15, 1–15.
16 Cao K, Li Y, Deng CH, Gardiner SE, Zhu G, Fang W,

Chen C, Wang X and Wang L (2019) Comparative

population genomics identified genomic regions and

candidate genes associated with fruit domestication

traits in peach. Plant Biotechnol J 17, 1954–1970.
17 Cirilli M, Micali S, Aranzana MJ, Ar�us P, Babini A,

Barreneche T, Bink M, Cantin CM, Ciacciulli A, Cos-

Terrer JE et al. (2020) The multisite PeachRefPop

collection: a true cultural heritage and international

scientific tool for fruit trees. Plant Physiol 184, 632–646.
18 Begheldo M, Manganaris GA, Bonghi C and Tonutti P

(2008) Different postharvest conditions modulate

ripening and ethylene biosynthetic and signal

transduction pathways in Stony Hard peaches.

Postharvest Biol Technol 48, 84–91.
19 Dagar A, Pons Puig C, Marti Ibanez C, Ziliotto F,

Bonghi C, Crisosto CH, Friedman H, Lurie S and

Granell A (2013) Comparative transcript profiling of a

peach and its nectarine mutant at harvest reveals

differences in gene expression related to storability.

Tree Genet Genomes 9, 223–235.
20 Monti LL, Bustamante CA, Osorio S, Gabilondo J,

Borsani J, Lauxmann MA, Mauli�on E, Valentini G,

Budde CO, Fernie AR et al. (2016) Metabolic profiling

of a range of peach fruit varieties reveals high

metabolic diversity and commonalities and differences

during ripening. Food Chem 190, 879–888.
21 Bustamante CA, Brotman Y, Monti LL, Gabilondo J,

Budde CO, Lara MV, Fernie AR and Drincovich MF

(2018) Differential lipidome remodeling during

postharvest of peach varieties with different

susceptibility to chilling injury. Physiol Plant 163, 2–17.
22 Brizzolara S, Hertog M, Tosetti R, Nicolai B and

Tonutti P (2018) Metabolic responses to low

temperature of three peach fruit cultivars differently

sensitive to cold storage. Front Plant Sci 9, 1–16.
23 Cirilli M, Bassi D and Ciacciulli A (2016) Sugars in

peach fruit: a breeding perspective. Hortic Res 3, 15067.

24 Baccichet I, Chiozzotto R, Bassi D, Gardana C, Cirilli

M and Spinardi A (2021) Characterization of fruit

quality traits for organic acids content and profile in a

large peach germplasm collection. Sci Hortic 278,

109865.

25 Cirilli M, Flati T, Gioiosa S, Tagliaferri I, Ciacciulli A,

Gao Z, Gattolin S, Geuna F, Maggi F, Bottoni P et al.

(2018) PeachVar-DB: a curated collection of genetic

variations for the interactive analysis of peach genome

data. Plant Cell Physiol 59, e2.

26 Zheng B, Zhao L, Jiang X, Cherono S, Liu JJ, Ogutu

C, Ntini C, Zhang X and Han Y (2021) Assessment of

organic acid accumulation and its related genes in

peach. Food Chem 334, 127567.

27 Nowicka P, Wojdyło A and Laskowski P (2019)

Principal component analysis (PCA) of physicochemical

compounds’ content in different cultivars of peach

fruits, including qualification and quantification of

sugars and organic acids by HPLC. Eur Food Res

Technol 245, 929–938.
28 Mihaylova D, Popova A, Desseva I, Petkova N,

Stoyanova M, Vrancheva R, Slavov A, Slavchev A and

Lante A (2021) Comparative study of early- and mid-

ripening peach (Prunus persica L.) varieties: biological

activity, macro-, and micro- nutrient profile. Foods 10,

164.

29 S�anchez G, Besada C, Badenes ML, Monforte AJ and

Granell A (2012) A non-targeted approach unravels the

volatile network in peach fruit. PLoS One 7, e38992.

30 Liu H, Cao J and Jiang W (2015) Evaluation and

comparison of vitamin C, phenolic compounds,

antioxidant properties and metal chelating activity of

pulp and peel from selected peach cultivars. LWT Food

Sci Technol 63, 1042–1048.
31 Belhadj F, Somrani I, Aissaoui N, Messaoud C,

Boussaid M and Marzouki MN (2016) Bioactive

compounds contents, antioxidant and antimicrobial

activities during ripening of Prunus persica L. varieties

from the North West of Tunisia. Food Chem 204, 29–
36.

32 Serra S, Anthony B, Masia A, Giovannini D and

Musacchi S (2020) Determination of biochemical

composition in peach by different flesh color and

textural typologies. Foods 9, 1–22.
33 Cant�ın CM, Moreno MA and Gogorcena Y (2009)

Evaluation of the antioxidant capacity, phenolic

compounds, and vitamin C content of different peach

and nectarine [Prunus persica (L.) Batsch] breeding

progenies. J Agric Food Chem 57, 4586–4592.
34 Guo C, Bi J, Li X, Lyu J, Wu X and Xu Y (2020)

Polyphenol metabolic diversity of Chinese peach and

nectarine at thinned and ripe stages by UPLC-ESI-Q-

TOF-MS combined with multivariate statistical

analysis. J Food Compos Anal 90, 103502.

35 Chalmers DJ and Ende BVD (1975) A reappraisal of

the growth and development of peach fruit. Funct Plant

Biol 2, 623–634.
36 Lombardo VA, Osorio S, Borsani J, Lauxmann MA,

Bustamante CA, Budde CO, Andreo CS, Lara MV,

Fernie AR and Drincovich MF (2011) Metabolic

profiling during peach fruit development and ripening

reveals the metabolic networks that underpin each

developmental stage. Plant Physiol 157, 1696–1710.
37 Dardick CD, Callahan AM, Chiozzotto R, Schaffer RJ,

Piagnani MC and Scorza R (2010) Stone formation in

peach fruit exhibits spatial coordination of the lignin

3216 FEBS Open Bio 11 (2021) 3211–3217 ª 2021 The Authors. FEBS Open Bio published by John Wiley & Sons Ltd on behalf of

Federation of European Biochemical Societies

Metabolic diversity in peach fruit M. F. Drincovich



and flavonoid pathways and similarity to Arabidopsis

dehiscence. BMC Biol 8, 13.

38 Rodriguez CE, Bustamante CA, Budde CO, M€uller

GL, Drincovich MF and Lara MV (2019) Peach fruit

development: a comparative proteomic study between

endocarp and mesocarp at very early stages underpins

the main differential biochemical processes between

these tissues. Front Plant Sci 10, 715.

39 Desnoues E, Gibon Y, Baldazzi V, Signoret V, G�enard

M and Quilot-Turion B (2014) Profiling sugar

metabolism during fruit development in a peach

progeny with different fructose-to-glucose ratios. BMC

Plant Biol 14, 12–14.
40 Wang K, Shao X, Gong Y, Zhu Y, Wang H, Zhang X,

Yu D, Yu F, Qiu Z and Lu H (2013) The metabolism

of soluble carbohydrates related to chilling injury in

peach fruit exposed to cold stress. Postharvest Biol

Technol 86, 53–61.
41 Lauxmann MA, Borsani J, Osorio S, Lombardo VA,

Budde CO, Bustamante CA, Monti LL, Andreo CS,

Fernie AR, Drincovich MF et al. (2014) Deciphering

the metabolic pathways influencing heat and cold

responses during post-harvest physiology of peach fruit.

Plant Cell Environ 37, 601–616.
42 Bustamante CA, Monti LL, Gabilondo J, Scossa F,

Valentini G, Budde CO, Lara MV, Fernie AR and

Drincovich MF (2016) Differential metabolic

rearrangements after cold storage are correlated with

chilling injury resistance of peach fruits. Front Plant Sci

7, 1478.

43 Tanou G, Minas IS, Scossa F, Belghazi M,

Xanthopoulou A, Ganopoulos I, Madesis P, Fernie A

and Molassiotis A (2017) Exploring priming responses

involved in peach fruit acclimation to cold stress. Sci

Rep 7, 1–14.
44 Wang K, Yin XR, Zhang B, Grierson D, Xu CJ and

Chen KS (2017) Transcriptomic and metabolic analyses

provide new insights into chilling injury in peach fruit.

Plant Cell Environ 40, 1531–1551.
45 Monti LL, Bustamante CA, Budde CO, Gabilondo J,

M€uller GL, Lara MV and Drincovich MF (2019)

Metabolomic and proteomic profiling of Spring Lady

peach fruit with contrasting woolliness phenotype

reveals carbon oxidative processes and proteome

reconfiguration in chilling-injured fruit. Postharvest Biol

Technol 151, 142–151.
46 Lillo-Carmona V, Espinoza A, Rothkegel K, Rubilar

M, Nilo-Poyanco R, Pedreschi R, Campos-Vargas R

and Meneses C (2020) Identification of metabolite and

lipid profiles in a segregating peach population

associated with mealiness in Prunus persica (L.) Batsch.

Metabolites 10, 154.

47 Minas IS, Tanou G and Molassiotis A (2018)

Environmental and orchard bases of peach fruit

quality. Sci Hortic 235, 307–322.
48 Falchi R, Bonghi C, Drincovich MF, Famiani F, Lara

MV, Walker RP and Vizzotto G (2020) Sugar

metabolism in stone fruit: source-sink relationships and

environmental and agronomical effects. Front Plant Sci

11, 573982.

49 Anthony BM, Chaparro JM, Prenni JE and Minas IS

(2020) Early metabolic priming under differing carbon

sufficiency conditions influences peach fruit quality

development. Plant Physiol Biochem 157, 416–431.
50 Covarrubias MP, Lillo-Carmona V, Melet L, Benedetto

G, Andrade D, Maucourt M, Deborde C, Fuentealba

C, Moing A, Valenzuela ML et al. (2021) Metabolite

fruit profile is altered in response to source-sink

imbalance and can be used as an early predictor of fruit

quality in nectarine. Front Plant Sci 11, 1–14.
51 Hu H, Liu Y, Shi G-L, Liu Y-P, Wu R-J, Yang A-Z,

Wang Y-M, Hua B-G and Wang Y-N (2011) Proteomic

analysis of peach endocarp and mesocarp during early

fruit development. Physiol Plant 142, 390–406.

3217FEBS Open Bio 11 (2021) 3211–3217 ª 2021 The Authors. FEBS Open Bio published by John Wiley & Sons Ltd on behalf of

Federation of European Biochemical Societies

M. F. Drincovich Metabolic diversity in peach fruit


	Outline placeholder
	feb413233-aff-0001

	 Sources of metabolic diver�sity in peach
	 Peach cul�ti�vars: a gen�eral source of fruit metabolic diver�sity
	feb413233-fig-0001
	 Metabolomic changes dur�ing fruit devel�op�ment and ripen�ing
	feb413233-fig-0002
	 Metabolomic recon�fig�u�ra�tions dur�ing posthar�vest man�age�ment and stor�age
	 Dif�fer�ences in pre�har�vest man�age�ment impact on the metabolic con�tent of fruit

	 Metabolic diver�sity inside the fruit: the impor�tance of pro�fil�ing dif�fer�ent tis�sues and cells
	 Con�clu�sions
	 Con�flict of inter�est
	feb413233-bib-0001
	feb413233-bib-0002
	feb413233-bib-0003
	feb413233-bib-0004
	feb413233-bib-0005
	feb413233-bib-0006
	feb413233-bib-0007
	feb413233-bib-0008
	feb413233-bib-0009
	feb413233-bib-0010
	feb413233-bib-0011
	feb413233-bib-0012
	feb413233-bib-0013
	feb413233-bib-0014
	feb413233-bib-0015
	feb413233-bib-0016
	feb413233-bib-0017
	feb413233-bib-0018
	feb413233-bib-0019
	feb413233-bib-0020
	feb413233-bib-0021
	feb413233-bib-0022
	feb413233-bib-0023
	feb413233-bib-0024
	feb413233-bib-0025
	feb413233-bib-0026
	feb413233-bib-0027
	feb413233-bib-0028
	feb413233-bib-0029
	feb413233-bib-0030
	feb413233-bib-0031
	feb413233-bib-0032
	feb413233-bib-0033
	feb413233-bib-0034
	feb413233-bib-0035
	feb413233-bib-0036
	feb413233-bib-0037
	feb413233-bib-0038
	feb413233-bib-0039
	feb413233-bib-0040
	feb413233-bib-0041
	feb413233-bib-0042
	feb413233-bib-0043
	feb413233-bib-0044
	feb413233-bib-0045
	feb413233-bib-0046
	feb413233-bib-0047
	feb413233-bib-0048
	feb413233-bib-0049
	feb413233-bib-0050
	feb413233-bib-0051


