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Abstract
Non-thermal plasmas (NTP) are partially ionized gases that represent a promising technology for seed treatment to enhance 
seed health while promoting germination and vigor in a fast, cost-effective, and eco-friendly way. The seed treatment with 
NTP generates phenotypic variations in plants that could be related to changes in DNA methylation. This work analyses the 
effects of two different NTP: nitrogen for 3 min (PMN3) and oxygen for 2 min (PMO2) applied to soybean (Glycine max) 
seeds. Growth parameters of plants grown from treated and untreated seeds were evaluated at two growth stages: 6 and 
20 days after sowing (DAS). MSAP (Methylation Sensitive Amplified Polymorphism) markers were assayed to evaluate 
epigenetic changes induced by NTP treatments. Plants obtained from PMN3 and PMO2-treated seeds were phenotypically 
similar to each other: exhibited a superior growth at both stages. At 6 DAS root and shoot length and fresh weight surpassed 
the Control, while at 20 DAS root length and fresh and dry weight were higher than Control. PMN3 and PMO2 induced DNA 
methylation changes with respect to the Control plants, with higher differentiation at 20 DAS than at 6 DAS. The epigenetic 
variability and the phenotypic variability correlated only at 20 DAS (R2 = 0.5). The observed phenotypic differences among 
Control and NTP-treated plants could not be explained by overall changes in the methylation levels, but both demethylation 
and methylation changes at specific loci appear to be operating in response to NTP treatments.
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Introduction

Non-thermal plasmas (NTP) are partially ionized (quasi-
neutral) gases, composed of molecules, atoms, ultraviolet 
(UV) photons, highly energetic electrons, charged particles, 
and reactive species. In particular, highly reactive species 
of nitrogen, oxygen, and hydrogen (RNS, ROS, and RHS, 
respectively; Moreau et al. 2008; Vandamme et al. 2012; 
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Hertwig et al. 2018) are formed when ambient air or a sim-
ilar gas mixture is used as the plasma gas. According to 
Panngom et al. (2014), the functional diversity of the dif-
ferent reactive species that compose the NTP, allows them 
to be used for solving various biological problems such as 
inactivation of microorganisms and cancer cells, promo-
tion of wound healing and tissue regeneration, decontami-
nation of seeds and improvement of seed germination and 
plant growth, control of fungal pathogens infecting crops 
and enhancement of plant resistance to fungal infections. In 
recent years, NTP have been shown to modify plant pheno-
type and to stimulate germination and early growth of seed-
lings of different species, when applied to seeds before sow-
ing (Jiayun et al. 2014; Li et al. 2017; Hosseini et al. 2018; 
Yodpitak et al. 2019). In this sense, great efforts are being 
made worldwide to explain how NTP exert their effects on 
seeds and on the plants that grow from them (Ling et al. 
2014; Ji et al. 2016; Li et al. 2017; Hosseini et al. 2018). 
However, the knowledge about this topic is still incipient and 
multiple mechanisms seem to be involved in such effects. It 
has been suggested that active plasma particles (particularly 
ROS and RNS) and UV radiation can penetrate through the 
seed coat and cause redox reactions within cells, influenc-
ing germination and early growth of plants (Considine et al. 
2014; Jiayun et al. 2014). Zhang et al. (2017) explored gene 
regulation as a possible mechanism of action of NTP when 
used for soybean treatment. These authors concluded that the 
stimulating effect of NTP on plant growth responds to the 
combination of three mechanisms that are initiated from the 
exposure of seeds to the plasma atmosphere: (i) increased 
soluble protein concentrations, (ii) increased activity of anti-
oxidant enzymes and (iii) demethylation of genes related to 
early metabolism.

Phenotypic differences between individuals may respond 
to different sources of variability. Among them, the modi-
fication in the DNA sequence represents the most stable 
type of variation since it is irreversible and inheritable 
(Medrano et al. 2014). Another source of variability is the 
epigenetic variation and includes changes in genetic mate-
rial (such as DNA methylation and histones modifications) 
that do not affect the sequence of genes and that may be 
caused by signals that are external to the individual where 
the modifications occur (Richards et al. 2010; Medrano et al. 
2014). These epigenetic changes determine which genes 
are expressed, thus shaping the phenotype of an organism, 
while the sequence of its DNA remains intact (Jablonka 
et al. 2009). The epigenetic variations are reversible and 
are part of the molecular processes that underlie the phe-
notypic variability that can be observed as a response to 
variations in the surrounding environment (Richards et al. 
2010). Also, it has been shown that some epigenetic patterns 
persist in gametes and can be transmitted to the following 
generations (Kakutani 2002; Calarco et al. 2012; Walker 

et al. 2018) increasing the tolerance of the progeny to certain 
stress situations (Kou et al. 2011; Ou et al. 2012). Various 
authors (Aina et al. 2004; Dowen et al. 2012; Baulcombe 
et al. 2014; Meyer 2015; Deleris et al. 2016; Verhoeven 
et al. 2016) have documented epigenetic changes induced 
by stress conditions either biotic (herbivores or pathogens) 
or abiotic (drought, osmotic stress, extreme temperatures). 
In this sense, epigenetic variation seems to play an important 
role in the processes of rapid acclimatization of organisms 
to the environment and may give rise to new phenotypes 
(Cara et al. 2013; Ibañez et al. 2021; Varela et al. 2020). The 
variability in DNA methylation patterns and cytosine meth-
ylation levels can be studied by employing the Methylation 
Sensitive Amplification Polymorphism (MSAP) technique, 
through methylation sensitive restriction enzymes (such as 
HpaII and MspI isoschizomers that recognize 5′-CCGG-3′ 
sites), and subsequent adapter ligation and PCR amplifica-
tion (Xiong et al. 1999; Gimenez et al. 2016).

Although it has been widely demonstrated that seed treat-
ment with NTP generates phenotypic variations in the plants 
that grow from them, there are currently few studies explor-
ing overall changes in the DNA methylation or its possible 
implications in the origin of these phenotypic variations. 
In this sense, the present work aimed to detect phenotypic 
variations in soybean plants (6 and 20 days after sowing) 
grown from seeds treated with NTP and to analyze with 
MSAP markers the possible role of epigenetic variability in 
the origin of the observed phenotypic differences.

Material and Methods

Plant Material and Non‑Thermal Plasma Treatment

Soybean seeds (DM 53i53 IPRO) of high quality (com-
pletely free of pathogens, germination power > 85%) were 
provided by Don Mario Semillas S.A. These seeds were 
exposed to NTP, using a 2.5 mm thick Pertinax sheet with 
2 Mylar films of 100 µm thickness each. Nitrogen or oxy-
gen gas (purity above 99.5%) was injected into the uncon-
fined discharge region as carrier gas with a (measured) gas 
flow rate of 6 standard liters per minute (slm). Exposure 
times of 3 and 2 min were used for nitrogen and oxygen 
respectively, leading to PMN3 and PMO2 treatments. 
These plasma treatments were selected according to the 
results obtained in our previous works (Pérez-Pizá et al. 
2019; 2020) where we found significant enhancement of 
soybean growth and nodulation through the combination 
of gas  N2, Pertinax and Mylar barrier and 3 min of expo-
sure (treatment PMN3) and gas  O2, Pertinax and Mylar 
barrier and 2 min of exposure (treatment PMO2). The 
dielectric barrier discharge (DBD) plasma source used for 
seed treatment was described in detail in Pérez-Pizá et al. 
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(2018). The voltage of the discharge under the process-
ing conditions was measured using a 1:1000 high–imped-
ance voltage probe (Tektronix P6015A) while the integral 
of the discharge current was measured from the voltage 
across a capacitor (0.5 F) connected in series to the ground 
electrode of the discharge. The waveforms were recorded 
using a 4–channel oscilloscope (Tektronix TDS 2004C). 
The corresponding Lissajous figures (Pipa et al. 2012) of 
the discharge are shown in Supplemental Fig. S1. Within 
the experimental errors the discharge power consump-
tions are quite similar for both carrier gases (about 16 W), 
thus showing that the electron attachment processes with 
oxygen molecules are not relevant under the conditions 
considered.

Ozone concentration in the discharge region was also 
measured by UV absorption spectroscopy. The light of 
the UV source (Avantes AvaLight–CAL–Mini) was col-
limated by a UV optical system and directed through 
the discharged effluent. A photomultiplier (Hamamatsu 
R6350) attached to a monochromator (OBB, grating 2400 
lines  mm−1, blazed at 300 nm) converted the incoming 
light signal into an electrical signal. The intensity of 
UV light at 254 nm was used to calculate ozone density 
based on Beer’s law. The photoabsorption cross-section 
used was 1.147 ×  10−21  m2 (Daumont et al. 1992). Sup-
plemental Fig. S2 shows the temporal evolution profiles 
of ozone density under the processing conditions for the 
two carrier gases. Measurements represent mean values of 
ozone density over the diameter (130 mm) of the power 
electrode. The time resolution and detection limit of the 
measurements were about 0.5 s and 3 ppm, respectively. In 
both cases the ozone density increased during the first 25 s 
until reaching stationary values. However, as expected, 
the concentration plateau (around 70 ppmv) exhibited by 
the oxygen is considerably higher than that of nitrogen 
(around 20 ppmv) (Kossyi et al. 1992). It is important to 
note that despite other reactive species concentrations that 
could not be measured (because both the absorption cross-
sections and the concentrations are relatively much lower 
than that of  O3), a small overestimation in the measured 
 O3 concentration may still be expected due to the overlap 
of absorbance from other low–concentration air species 
(as  NO2 and  N2O4) over the 254 nm wavelength (Moiseev 
et al. 2014).

Seeds were placed in the region of the active plasma 
on the dielectric barrier. During the exposure (at half the 
exposure time), seeds were mixed mechanically to ensure 
uniform contact between them and plasma. The tem-
perature of the seeds was measured with an IR handheld 
thermometer. It never exceeded 38 °C during the experi-
ments. In the end, seeds were removed from the discharge 
region and stored in sterilized containers in a cold chamber 

(5 °C). A group of seeds was kept without exposure to 
plasma, constituting the Control.

Plant Growth Conditions

Seeds exposed to non-thermal plasma (PMN3 and PMO2) 
and Control were sown in trays containing fine wet sand 
(60% of field capacity) and, in parallel, in plastic pots (1 L) 
containing perlite. Trays and pots were randomly distrib-
uted in a growth chamber with a 12 h photoperiod (light/
dark), 25 °C temperature and photosynthetic photon flux 
density of 350 µE  m−2  s−1. Pots were watered every 3 days 
with Hoagland solution prepared according to Leggett et al. 
(1971), using half of the nitrogen dose recommended by 
the authors. Trays were removed from the chamber 6 days 
after sowing (DAS), while pots remained inside until day 
20 after sowing. Phenotypic and epigenetic variabilities 
were assessed at two stages of growth: 6 DAS and 20 DAS. 
In each stage, three replicates (of ten plants each) were 
generated (n = 3), thus evaluating a total of 30 plants per 
treatment.

Phenotypic Variability: Evaluation of Biometric 
Parameters

Root and shoot length (cm) were measured using a tape 
measure. Shoots (stem + leaves) and roots were weighed 
and then dried at 80 °C for 120 h to obtain its dry weight 
(g). Fresh and dry weights (FW and DW, respectively) were 
recorded using an analytical balance (0.001 g).

Epigenetic Variability: MSAP Analysis

After evaluating the biometric parameters, the meristematic 
apexes were collected from the plants at 6 DAS and from the 
plants at 20 DAS. Each sample was grounded using a mor-
tar and liquid nitrogen. Total genomic DNA was extracted 
using the CTAB (Hexadecyltrimethylammonium Bromide) 
extraction protocol according to modifications from Var-
ela et al. (2020). Briefly, CTAB buffer solution presented 
2% CTAB (v/v), 2 M Tris HCl pH 8, 0.5 M EDTA pH 
8, 2.5 M NaCl, 1% polyvinylpyrrolidone and 0.4% (v/v) 
2-βmercaptoethanol. Two DNA precipitations were made 
with chloroform/isoamyl alcohol (24:1) and one more with 
isopropanol (98.5%). The precipitated DNA was rehydrated 
in Milli-Q water and quantified by spectrophotometric 
absorbance at 260 nm. The integrity of the DNA obtained 
was assessed by loading 100 ng on a 0.8% agarose gel.

The MSAP technique was applied following the protocol 
described by Cara et al. (2013). Two selective fluorescent-
labeled *EcoRI primers (FAM) were combined with three 
HpaII/MspI primers (Supplemental Table S1). The amplifi-
cation products were separated by capillary electrophoresis 
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on an automatic fragment analyzer (Genetic Analyzer 3130, 
Applied Biosystems, CA, USA) and analyzed with Gene-
Maker v2.7.0 (SoftGenetics, PA, USA) taking into account 
sizes between 100 and 600 bp. To determine the presence/
absence of fragments, a threshold of 50 relative fluores-
cent units (rfu) was considered. Each locus obtained with 
EcoRI/HpaII and EcoRI/MspI combination presents multi-
state information (Schulz et al. 2013). Fragments obtained 
in the HpaII but absent in the MspI lane and vice versa were 
considered as methylated states and fragments presented in 
both lanes were considered as non-methylated states (Ibañez 
et al. 2021). Finally, the absence of fragments in both lanes 
gives rise to an ambiguous interpretation, since its pres-
ence could be due to complete methylation or to a mutation 
in the nucleotide sequence of the restriction site (Schulz 
et al. 2013). According to the fragment presence/absence 
at each locus (Supplemental Fig. S3), a binary matrix was 
constructed. The sequences of adapters and primers used, 
as well as the number of polymorphic fragments obtained 
for each primer combination used in the amplification, are 
shown in Supplemental Table S1.

Data Analysis

All analyses were performed with R version 4.0.2 (R Core 
Team 2020). Biometric parameters (length, dry and fresh 
weight of roots and shoots) were analyzed with ANOVA, 
and principal component analysis (PCA) was performed to 
determine associations between treatments and biometric 
parameters. The PCA was performed with centered and 
variance-scaled data using ‘FactoMineR’ and ‘factoextra’ 
packages in R (Le et al. 2008; Kassambara et al. 2017). For 
MSAP data, a principal coordinate analysis (PCoA) was 
performed to determine the relationships between the NTP 
treatments and the Control. All analyses were performed 
with polymorphic markers, while uninformative markers as 
monomorphic loci and singletons (i.e., fragments present 
only in one sample—Supplemental Fig. S3) were excluded 
(Varela et al. 2020). From the binary matrix, the epigenetic 
distances were calculated using the Sorensen–Dice coeffi-
cient (Marfil et al. 2019; Ibañez et al. 2021). The PCoA was 
realized with distance matrix, and the effect of the treat-
ments was evaluated by analyzing the variance of the dis-
tance matrices with the adonis function of the R ‘vegan’ 
package (Oksanen et al. 2019). This function allows dif-
ferentiating the groups mean through the partition of the 
sources of variability, and with permutation tests, it allows 
obtaining the significance of the partitions. Also, to com-
pare the magnitude of changes in DNA methylation pat-
terns between plasma treatments, a consensus methylation 
state for each epiloci was inferred based on the methylation 
patterns (MSAP epialleles) observed in the Control plants 
(Supplemental Fig. S3; Verhoeven et al. 2010; Marfil et al. 

2019). The consensus state for each epiloci was established 
independently for plants at 6 and 20 DAS considering mono-
morphic epialleles within the Control plants and those that 
had only one deviating observation among the three rep-
licate samples of each phenological stage. The consensus 
state could be established for 525 epialleles at 6 DAS and for 
543 epialleles at 20 DAS. The frequency of plasma-induced 
methylation changes was analyzed with a GLM model, set-
ting the marker and the individual sample effect as random 
factors (Marfil et al. 2019). The linear correlation between 
the distance matrices of epigenetic variability and pheno-
typic variability was evaluated by the Mantel test.

Results

Plants Grown from Control and Non‑Thermal 
Plasma‑Treated Seeds Presented Phenotypic 
Differences

Root and shoot biometric parameters were measured in 
soybean plants grown from Control and two non-thermal 
plasma treated (PMN3, PMO2) seeds at 6 and 20 DAS 
(Figs. 1, 2 and 3). The PCA analysis showed a general 
pattern in the variability of the treated plants that differ 
from the Control plants for both stages (Fig. 2). At 6 DAS 
(Fig. 2a), both NTP treatments were related to root FW and 
length and shoot length, while Control plants were related 
to shoot FW and DW. At 20 DAS, all traits measured were 
related to NTP treatment (Fig. 2b), indicating that plants 

Fig. 1  General aspect of soybean plants under Control (C), PMN3 
and PMO2 treatments at 6 days after sowing (DAS, upper panel) and 
20 DAS (lower panel)
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grown from NTP-treated seeds showed the greatest values 
of shoot and root length, FW and DW.

The ANOVA analysis showed no differences among 
treatments for shoot FW and DW in none of the two phe-
nological stages (Fig. 3a and b). No significant differences 
in the six measured traits were detected between NTP 
treatments in none of the two phenological stages. Sig-
nificant differences in shoot length between NTP treated 
and Control plants (Fig. 3c) were observed at 6 DAS: on 
average, NTP-treated plants were 14% longer than Control 
plants (6.86 cm vs 6.04 cm).

Regarding the three root parameters, significant dif-
ferences were observed between plants grown from NTP 
treated and Control seeds at both phenological stages, 
except for root DW at 6 DAS. Plants grown from NTP-
treated seeds, overcame Control plants in root FW and 
length (Fig. 3d and f). Moreover, we observed at 6 and 20 
DAS stages, increases of 33% and 17%, respectively, on 
root FW (0.64 g vs 0.48 g at 6 DAS and 5.98 g vs 5.09 g at 
20 DAS, respectively) and of 23% and 17% on root length 
(11.65 cm vs 9.43 cm at 6 DAS and 22.07 cm vs 18.89 cm 
at 20 DAS, respectively). Regarding root DW (Fig. 3e), 
only at 20 DAS plants grown from plasma-treated seeds 
outperformed Control plants (0.41 and 0.42 g vs 0.37 g).

The Stage of Growth and the Non‑Thermal Plasma 
Treatments Influenced the Epigenetic Variability 
Observed

The three primer combinations used amplified a total of 
267 fragments. 75 singletons and 9 monomorphic frag-
ments were excluded from the analysis. The remaining 
183 fragments were transformed into 206 polymorphic 
epialleles (Supplemental Fig. S3 and Fig. S4). When 
the whole matrix was analyzed, the first two axes in the 
principal coordinate analysis explained 28.9% of the total 
epigenetic variability (Fig. 4a). At both stages of growth, 
PMN3 and PMO2 treated plants overlapped each other 
and were differentiated from the Control plants. This dif-
ferentiation between NTP treatments and the Control was 
higher at 20 DAS than at 6 DAS, principally along the 
first axis (Fig. 4a). These differences were confirmed by 
permutational analysis of variance (permanova) through 
the distance matrix: treatment and the stage of growth 
explained 14.9% (P = 0.0049) and 11.8% (P = 0.0009) of 
the epigenetic variability, respectively. To visualize the 
effect of the treatments, each stage of growth was ana-
lyzed separately. The first two axes explained 37.9% and 
44.8% of the total epigenetic variability at the 6 and 20 

Fig. 2  Phenotypic variability measured in soybean plants treated with 
non-thermal plasma. Principal component analysis of shoot and root 
length, fresh and dry weights (FW and DW, respectively) measured at 

(a) 6 and (b) 20 days after sowing in plants under Control (C), PMN3 
and PMO2 treatments
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Fig. 3  Univariate analysis of variance for phenotypic traits measured 
in soybean plants treated with non-thermal plasma. Box plots based 
on (a) shoot fresh weight (shoot FW), (b) shoot dry weight (shoot 
DW), (c) shoot length, (d) root fresh weight (root FW), (e) root dry 
weight (root DW) and (f) root length, measured at 6 and 20  days 

after sowing, in plants grown from: Control seeds (C—light grey), 
seeds exposed to plasma for 3 min employing nitrogen as carrier gas 
(PMN3—grey) and seeds exposed to plasma for 2  min employing 
oxygen as carrier gas (PMO2—black)

Fig. 4  Epigenetic variability measured in soybean plants treated 
with non-thermal plasma. Principal coordinate representation based 
on methylation sensitive amplified polymorphism (MSAP) mark-
ers evaluated in plants under Control (C—light grey), PMN3 (grey) 

and PMO2 (black) treatments, at (a) 6 (squares) and 20 (circles) days 
after sowing (DAS), (b) at 6 DAS and (c) at 20 DAS. Ellipses show a 
0.90 confidence interval
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DAS, respectively (Fig. 4b and c). Again, at both stages 
of growth, the confidence intervals of NTP-treated plants 
were overlapped and differentiated from Control plants. 
At 6 DAS, the PMN3 treatment induced higher dispersion 
among biological replicates than the observed for Control 
and PMO2-treated plants (Fig. 4b). At 20 DAS, PMN3 
and PMO2-treated plants showed similar epigenetic dif-
ferentiation with respect to the Control plants, principally 
along the first axis (Fig. 4c). Moreover, these differences 
were confirmed with permanova analysis: 33.6% and 40% 
(P = 0.0129 and P = 0.0059, respectively) of the variabil-
ity was explained by NTP treatment at 6 and 20 DAS, 
respectively.

The proportion of epiloci that presented differences 
with respect to the consensus methylation patterns was 
higher in plants treated with NTP than in Control plants 
at both stages of growth (Table 1). The comparison with 
the consensus epigenotype confirmed the higher percent-
ages of changes at 20 DAS than at 6 DAS. Also, pairwise 
contrasts between the Control plants (consensus methyla-
tion pattern) and individual NTP treatments showed that 
PMN3 and POM2-induced similar levels of consensus 
deviations at both stages of growth (Table 1).

Both, the stage of growth and the NTP treatments had 
influences on DNA methylation level (Table 2). In Con-
trol plants, methylated loci decreased at 20 DAS with 
respect to 6 DAS. At 6 DAS, PMO2 treatment had 22% 
more non-methylated loci than Control plants. On the 
other hand, at 20 DAS plants treated with PMN3 showed 
17% less non-methylated loci than Control ones.

Epigenetic and Phenotypic Correlation 
was Observed Only at 20 DAS

Mantel tests showed correlation between phenotypic and 
epigenetic variability at 20 DAS (R2 = 0.5; P = 0.001; 
Fig.  5), while no association was detected at 6 DAS 
(R2 = 0.1; P = 0.4330).

Discussion

Non-thermal plasmas are partially ionized gases, composed 
of UV photons, highly reactive species of nitrogen, oxy-
gen, and hydrogen (RNS, ROS, and RHS) among other 
compounds (Moreau et al. 2008; Vandamme et al. 2012; 
Hertwig et al. 2018). They are a novel and promising tech-
nology that might be employed for seed treatment before 
sowing as they allow enhancing seed health while promot-
ing germination and vigor in a fast, cost-effective, and eco-
friendly way (Jiayun et al. 2014; Panngom et al. 2014; Li 
et al. 2017; Hosseini et al. 2018; Yodpitak et al. 2019). It can 
be suggested that plasma treatments could induce oxidative 
stress to the exposed seeds; however, in our previous works 
we demonstrated that plasma treatments do not damage 
the seed, conversely, the highly reactive species seem to be 
involved in important biochemical mechanisms, functioning 
as molecular signals (Pérez-Pizá et al. 2018; 2019). In this 
sense, positive changes, concerning the antioxidant profile 
and phytohormone balance, were observed not only in seeds 

Table 1  Non-thermal plasma-
induced DNA methylation 
changes

Treatment effects on the probability that an epiallele changes from the consensus epigenotype based on 
presence/absence of 525 and 543 epialleles in three replicates of the Control plants (C) at 6 and 20 DAS, 
respectively. Different letters indicate statistically significant differences (P ≤ 0.05)
O observed, A adjusted
P-values in bold and different letters indicate statistically significant differences (P ≤ 0.05)

Changes at 6 DAS Changes at 20 DAS

Treatment Total cases O (%) A (%) Contrast ‘CvsT’ Total cases O (%) A (%) Contrast ‘CvsT’

C 525 13.7 14.1 b 543 14.9 15.0 b
PMN3 525 23.9 23.9 a  < 0.0001 543 35.3 34.9 a  < 0.0001
PMO2 525 25.7 26.1 a  < 0.0001 543 33.6 33.9 a  < 0.0001

Table 2  Methylation levels measured in soybean plants treated with 
non-thermal plasma

Proportion of non-methylated and methylated loci from methyla-
tion sensitive amplified polymorphism (MSAP) profiles evaluated 
in plants under Control (C), PMN3 and PMO2 treatments, at 6 and 
20 days after sowing (DAS)
P-values in bold and different letters indicate statistically significant 
differences (P ≤ 0.05)

Treatment DAS Non-methylated loci Methylated loci

C 6 0.41 + 0.02 b 0.59 + 0.02 a
PMN3 0.42 + 0.01 b 0.58 + 0.01 a
PMO2 0.50 + 0.01 a 0.50 + 0.01 b
P-value 0.0059 0.0058
C 20 0.47 + 0.01 a 0.53 + 0.01 b
PMN3 0.39 + 0.01 b 0.61 + 0.01 a
PMO2 0.50 + 0.01 a 0.50 + 0.01 b
P-value 0.0006 0.0006
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but also in the resulting plants, in response to plasma treat-
ment. Regarding soybean, it was demonstrated that NTP can 
improve seed quality and produce changes in the phenotype 
of the resulting plants which persist after seed treatment 
(Ling et al. 2014; Zhang et al. 2017; Pérez-Pizá et al. 2018, 
2019, 2020). In our previous researches (Pérez-Pizá et al. 
2019; 2020) we evaluated the effects of different NTP treat-
ments on seed quality, plant growth and nodulation traits. No 
differences were detected between PMN3 and PMO2 in this 
regard, despite the differences in the carrier gases.

The precise mechanisms underlying plasma effects on 
seeds and the plants grown from them remain unknown since 
multiple processes seem to be involved. Hayashi et al. (2015) 
proposed that the increased plant growth in response to seed 
treatment with plasma could be related to the enhanced 
production of glutathione (GSH) and polyphenols, medi-
ated by ROS. Also, Ling et al. (2014) proposed that plasma 
promotes germination through enhancing enzyme digestion 
and, thereby, increasing the concentrations of soluble pro-
tein. According to Perrot-Rechenmann (2010), auxins pro-
mote the acidification of the extracellular matrix, triggering 
the action of proteins that elongate cell walls (expansins). 
In a previous study (Pérez-Pizá et al. 2020), we observed 
an enhanced plant growth (root growth in particular) in 
response to plasma treatment, related to higher expression 
of expansin genes. A possible molecular mechanism that 
could be associated with changes in gene expression is DNA 
methylation (Law et al. 2010). In the present research, our 
results showed that plants grown from NTP-treated seeds 
presented changes in DNA methylation at two different 
growth stages (6 and 20 DAS). About this, Zhang et al. 
(2017) demonstrated that argon plasma increased soluble 
protein and ATP concentration in soybean seeds and found 
a correlation between demethylation and expression of genes 

related to plant growth and metabolism. Liang et al. (2019) 
showed that, under stress conditions, the genes related to 
glucose catabolism, amino acid, and fatty acid anabolism 
were demethylated, and the DNA demethylases enhance 
their expression. They suggested that plants can cope with 
stress through demethylation. However, demethylation at 6 
DAS could not be related to stress, since none of the plasma 
treatments provoked oxidative stress either in seeds or in 
seedlings (Pérez-Pizá et al. 2018; 2019). Literature affirms 
that during certain events of the plant cycle (e.g. germina-
tion) transient quantities of ROS are produced and employed 
as signal molecules in the involved metabolic processes 
(Considine et al. 2014; Morales and Munné-Bosch 2016). 
In light of this knowledge, we suggest that the observed 
changes in the methylation level of plants at 6 DAS could 
be related to transient production of ROS, inherent to the 
germination process.

The Control plants exhibited a demethylation trend 
through the phenological progress from 6 to 20 DAS. It was 
proposed that in soybean hypomethylation could play a more 
relevant role than hypermethylation in the gene expression 
regulation process (Song et al. 2013). It is unlikely that the 
observed phenotypic differences among Control and treated 
plants could be explained by overall changes in the methyla-
tion levels (i.e. hypo- or hypermethylation). Plants obtained 
from PMN3- and PMO2-treated seeds were phenotypically 
similar to each other at both stages of growth and differed 
from the Control, but PMN3 plants presented a higher pro-
portion of methylated loci than PMO2 ones at both stages 
of growth. Our results indicate that both demethylation 
and methylation changes at specific loci are operating in 
response to NTP treatments.

There is evidence that shows the relation between 
redox intermediates and epigenetic mechanisms (Huang 

Fig. 5  Correlation between phenotypic and epigenetic variability in 
soybean plants treated with non-thermal plasma. Correlation based 
on distance matrices of epigenetic and phenotypic variability evalu-

ated in plants under Control (C), PMN3 and PMO2 treatments, at (a) 
6 days after sowing (DAS) and (b) 20 DAS
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et al. 2019; Saravana Kumar et al. 2020). Increases of 
redox intermediates could influence several pathways in 
plant DNA methylation: they could affect the synthesis 
of methyl group donors, the expression of DNA methyl-
transferases, and DNA demethylases, among others (for 
a detailed revision see Saravana Kumar et al. 2020). At 6 
DAS, plants belonging to PMO2 treatment presented more 
non-methylated loci than Control plants while, at 20 DAS, 
PMN3 treatment showed a methylation level higher than 
Control plants. These results could indicate the differential 
interplay between DNA methylation and redox intermedi-
ates originated from each treatment.

In the present work, a key result is that as growth pro-
gresses, the differences between plasma treated and the 
Control plants are exacerbated, both at the phenotypic 
and epigenetic levels. The correlation results indicate that 
the DNA methylation patterns variability could partici-
pate in the origin of the phenotypic superiority of plants 
obtained from treated seeds. The non-thermal plasma 
treatments induced reprogramming of DNA methylation 
patterns, which seems not stochastic: the biological repli-
cates arranged together and formed consistent groups. It 
is possible that the higher differentiation with respect to 
the Control plants at 20 DAS is related to a more active 
metabolism of plants at this stage of growth compared 
with 6 DAS. However, the molecular mechanisms under-
lying plasma effects and how plasma treatments trigger 
methylation changes remain unsolved.

Although MSAP has a lower genomic resolution than 
the approaches that combine bisulfite treatment with mas-
sive sequencing, the results of MSAP markers have been 
comparable to those obtained by RRBS (Reduced Repre-
sentation Bisulfite Sequencing), which analyzes a greater 
number of epiloci in the entire genome and has a nucleo-
tide genomic resolution (Varela et al. 2020).

In summary, our results showed that plants grown from 
NTP-treated seeds (PMN3 and PMO2), at 6 and 20 DAS 
stages of growth presented differential phenotype and 
DNA methylation patterns, but these parameters were 
only correlated at 20 DAS stage. Although at the phe-
notypic level we did not observe differences between the 
NTP treatments, at the global methylation level we found 
differences for each stage of growth.

Supplementary Information The online version contains supplemen-
tary material available at https:// doi. org/ 10. 1007/ s00344- 021- 10470-8.

Acknowledgements K.B., C.Z., L.P., B.F. and C.M. are members of 
CONICET. A.V., E.C., and M.F. thank CONICET for their doctoral 
fellowships. M.C.P.P., V.I., P.V. and J.C.C.G. thank CONICET for their 
postdoctoral fellowships. We are immensely grateful to María Victo-
ria Bertoldi, Nicolás Cara and Ricardo Masuelli (IBAM, CONICET-
UNCuyo) who provided scientific support and expertise that greatly 
assisted this research.

Author Contributions MCPP and VI carried out the experiments, 
conducted the statistical analyses, and wrote the manuscript. AV con-
tributed to the epigenetic techniques, the analysis of the results, and 
the writing of the manuscript. LP, EC, MF, JCCG, and BF conceived 
the plasma experimental prototype and performed all the treatments. 
CZ and PV contributed to the analysis of the results. LP, KB, and CM 
conceived the research and were in charge of its overall direction and 
planning. All authors provided critical feedback and helped shape the 
research, analysis and manuscript. All authors read and approved the 
manuscript.

Funding This work was supported by grants from: Universidad Tec-
nológica Nacional (PID 5447), Agencia Nacional de Promoción Cientí-
fica y Tecnológica (PICT 2015 Nº1553 and PICT 2016 N°110), Uni-
versidad de Buenos Aires (UBACYT 20020160100031).

Data Availability The datasets generated during the current study are 
available from the corresponding author on reasonable request.

Declarations 

Conflict of interest The authors declare no conflict of interests.

References

Aina R, Sgorbati S, Santagostino A et al (2004) Specific hypometh-
ylation of DNA is induced by heavy metals in white clover and 
industrial hemp. Physiol Plant 121:472–480. https:// doi. org/ 10. 
1111/j. 1399- 3054. 2004. 00343.x

Baulcombe DC, Dean C (2014) Epigenetic regulation in plant 
responses to the environment. Cold Spring Harbor Perspect in 
Biol 6(9):a019471. https:// doi. org/ 10. 1101/ cshpe rspect. a0194 71

Calarco JP, Borges F, Donoghue MTA et al (2012) Reprogramming 
of DNA methylation in pollen guides epigenetic inheritance via 
small RNA. Cell 151:194–205. https:// doi. org/ 10. 1016/j. cell. 
2012. 09. 001

Cara N, Marfil CF, Masuelli RW (2013) Epigenetic patterns newly 
established after interspecific hybridization in natural populations 
of Solanum. Ecol Evol 3:3764–3779. https:// doi. org/ 10. 1002/ ece3. 
758

Considine MJ, Foyer CH (2014) Redox regulation of plant develop-
ment. Antioxid Redox Signal 21:1305–1326. https:// doi. org/ 10. 
1089/ ars. 2013. 5665

Daumont D, Brion J, Charbonnier J, Malicet J (1992) Ozone UV 
spectroscopy I: absorption cross-sections at room temperature. 
J Atmos Chem 15(2):145–155. https:// doi. org/ 10. 1007/ BF000 
53756

Deleris A, Halter T, Navarro L (2016) DNA methylation and demeth-
ylation in plant immunity. Annu Rev Phytopathol 54:579–603. 
https:// doi. org/ 10. 1146/ annur ev- phyto- 080615- 100308

Dowen RH, Pelizzola M, Schmitz RJ et al (2012) Widespread dynamic 
DNA methylation in response to biotic stress. Proc Natl Acad Sci 
USA. https:// doi. org/ 10. 1073/ pnas. 12093 29109

Gimenez MD, Yañez-Santos AM, Paz RC et al (2016) Assessment of 
genetic and epigenetic changes in virus-free garlic (Allium sati-
vum L.) plants obtained by meristem culture followed by in vitro 
propagation. Plant Cell Rep 35:129–141. https:// doi. org/ 10. 1007/ 
s00299- 015- 1874-x

Hayashi N, Ono R, Shiratani M, Yonesu A (2015) Antioxidative activ-
ity and growth regulation of Brassicaceae induced by oxygen radi-
cal irradiation. Jpn J Appl Phys 54(6S2):06GD01. https:// doi. org/ 
10. 7567/ JJAP. 54. 06GD01

Content courtesy of Springer Nature, terms of use apply. Rights reserved.



 Journal of Plant Growth Regulation

1 3

Hertwig C, Meneses N, Mathys A (2018) Cold atmospheric pressure 
plasma and low energy electron beam as alternative nonthermal 
decontamination technologies for dry food surfaces: a review. 
Trends Food Sci Technol 77:131–142. https:// doi. org/ 10. 1016/j. 
tifs. 2018. 05. 011

Hosseini SI, Mohsenimehr S, Hadian J et al (2018) Physico-chemi-
cal induced modification of seed germination and early devel-
opment in artichoke (Cynara scolymus L.) using low energy 
plasma technology. Phys Plasmas 25(1):3525. https:// doi. org/ 
10. 1063/1. 50160 37

Huang H, Ullah F, Zhou D-X et al (2019) Mechanisms of ROS regu-
lation of plant development and stress responses. Front Plant 
Sci. https:// doi. org/ 10. 3389/ fpls. 2019. 00800

Ibañez VN, Masuelli RW, Marfil CF (2021) Environmentally 
induced phenotypic plasticity and DNA methylation changes 
in a wild potato growing in two contrasting Andean experi-
mental gardens. Heredity 126:50–62. https:// doi. org/ 10. 1038/ 
s41437- 020- 00355-z

Jablonka E, Raz G (2009) Transgenerational epigenetic inheritance: 
prevalence, mechanisms, and implications for the study of hered-
ity and evolution. Q Rev Biol 84:131–176. https:// doi. org/ 10. 
1086/ 598822

Ji S-H, Choi K-H, Pengkit A et al (2016) Effects of high voltage nano-
second pulsed plasma and micro DBD plasma on seed germina-
tion, growth development and physiological activities in spinach. 
Arch Biochem Biophys 605:117–128. https:// doi. org/ 10. 1016/j. 
abb. 2016. 02. 028

Jiayun T, Rui HE, Xiaoli Z et al (2014) Effects of atmospheric pressure 
air plasma pretreatment on the seed germination and early growth 
of Andrographis paniculata. Plasma Sci Technol 16(3):260. 
https:// doi. org/ 10. 1088/ 1009- 0630/ 16/3/ 16

Kakutani T (2002) Epi-alleles in plants: inheritance of epigenetic infor-
mation over generations. Plant Cell Physiol 43:1106–1111. https:// 
doi. org/ 10. 1093/ pcp/ pcf131

Kassambara A, Mundt F (2017) Factoextra: extract and visualize the 
results of multivariate data analyses. R Package Version 1:5

Kossyi IA, Kostinsky AY, Matveyev AA, Silakov VP (1992) Kinetic 
scheme of the non-equilibrium discharge in nitrogen-oxygen mix-
tures. Plasma Sources Sci Technol 1(3):207. https:// doi. org/ 10. 
1088/ 0963- 0252/1/ 3/ 011

Kou HP, Li Y, Song XX et al (2011) Heritable alteration in DNA 
methylation induced by nitrogen-deficiency stress accompanies 
enhanced tolerance by progenies to the stress in rice (Oryza sativa 
L.). J Plant Physiol 168:1685–1693. https:// doi. org/ 10. 1016/j. 
jplph. 2011. 03. 017

Law JA, Jacobsen SE (2010) Establishing, maintaining and modifying 
DNA methylation patterns in plants and animals. Nat Rev Genet 
11:204–220. https:// doi. org/ 10. 1038/ nrg27 19

Le S, Julie J, Husson F (2008) FactoMineR: an R package for multi-
variate analysis. R Package Version 1:5

Leggett JE, Frere MH (1971) Growth and nutrient uptake by soybean 
plants in nutrient solutions of graded concentrations. Plant Physiol 
48(4):457–460. https:// doi. org/ 10. 1104/ pp. 48.4. 457

Li Y, Wang T, Meng Y et al (2017) Air atmospheric dielectric barrier 
discharge plasma induced germination and growth enhancement 
of wheat seed. Plasma Chem Plasma Process 37(6):1621–1634. 
https:// doi. org/ 10. 1007/ s11090- 017- 9835-5

Liang X, Hou X, Li J et al (2019) High-resolution DNA methylome 
reveals that demethylation enhances adaptability to continuous 
cropping comprehensive stress in soybean. BMC Plant Biol 19:79. 
https:// doi. org/ 10. 1186/ s12870- 019- 1670-9

Ling L, Jiafeng J, Jiangang L et al (2014) Effects of cold plasma treat-
ment on seed germination and seedling growth of soybean. Sci 
Rep 4:5859. https:// doi. org/ 10. 1038/ srep0 5859

Marfil C, Ibañez V, Alonso R et al (2019) Changes in grapevine 
DNA methylation and polyphenols content induced by solar 

ultraviolet-B radiation, water deficit and abscisic acid spray treat-
ments. Plant Physiol Biochem. https:// doi. org/ 10. 1016/j. plaphy. 
2018. 12. 021

Medrano M, Herrera CM, Bazaga P (2014) Epigenetic variation pre-
dicts regional and local intraspecific functional diversity in a 
perennial herb. Mol Ecol 23:4926–4938. https:// doi. org/ 10. 1111/ 
mec. 12911

Meyer P (2015) Epigenetic variation and environmental change. J Exp 
Bot 66:3541–3548. https:// doi. org/ 10. 1093/ jxb/ eru502

Moiseev T, Misra NN, Patil S et al (2014) Post-discharge gas com-
position of a large-gap DBD in humid air by UV-Vis absorption 
spectroscopy. Plasma Sources Sci Technol 23(6):65033. https:// 
doi. org/ 10. 1088/ 0963- 0252/ 23/6/ 065033

Morales M, Munné-Bosch S (2016) Oxidative stress: a master regulator 
of plant trade-offs? Trends Plant Sci 21:996–999. https:// doi. org/ 
10. 1016/j. tplan ts. 2016. 09. 002

Moreau M, Orange N, Feuilloley MGJ (2008) Non-thermal plasma 
technologies: new tools for bio-decontamination. Biotechnol Adv 
26:610–617. https:// doi. org/ 10. 1016/j. biote chadv. 2008. 08. 001

Oksanen J, Blanchet FG, Friendly M et al (2019) Vegan: community 
Ecology Package. R Package Version 2:5–6

Ou X, Zhang Y, Xu C et al (2012) Transgenerational inheritance of 
modified DNA methylation patterns and enhanced tolerance 
induced by heavy metal stress in rice (Oryza sativa L.). PLoS 
One 7:e41143. https:// doi. org/ 10. 1371/ journ al. pone. 00411 43

Panngom K, Lee SH, Park DH et al (2014) Non-thermal plasma treat-
ment diminishes fungal viability and up-regulates resistance genes 
in a plant host. PLoS ONE 9:e99300. https:// doi. org/ 10. 1371/ 
journ al. pone. 00993 00

Pérez-Pizá MC, Prevosto L, Zilli C et al (2018) Effects of non–ther-
mal plasmas on seed-borne diaporthe/phomopsis complex and 
germination parameters of soybean seeds. Innov Food Sci Emerg 
Technol 49:82–91. https:// doi. org/ 10. 1016/j. ifset. 2018. 07. 009

Pérez-Pizá MC, Cejas E, Zilli C et al (2020) Enhancement of soybean 
nodulation by seed treatment with non-thermal plasmas. Sci Rep 
10(1):1–12. https:// doi. org/ 10. 1038/ s41598- 020- 61913-3

Pérez-Pizá MC, Prevosto L, Grijalba PE et al (2019) Improvement of 
growth and yield of soybean plants through the application of 
non-thermal plasmas to seeds with different health status. Heliyon 
5:e01495. https:// doi. org/ 10. 1016/j. heliy on. 2019. e01495

Perrot-Rechenmann C (2010) Cellular responses to auxin: division 
versus expansion. Cold Spring Harb Perspect Biol 2:a001446. 
https:// doi. org/ 10. 1101/ cshpe rspect. a0014 46

Pipa AV, Koskulics J, Brandenburg R, Hoder T (2012) The simplest 
equivalent circuit of a pulsed dielectric barrier discharge and the 
determination of the gas gap charge transfer. Rev Sci Instrum 
83:115112. https:// doi. org/ 10. 1063/1. 47676 37

R Core Team (2020). R: a language and environment for statistical 
computing. R Foundation for Statistical Computing, Vienna, Aus-
tria. https:// www.R- proje ct. org/. Accessed 1 Feb 2021

Richards CL, Bossdorf O, Verhoeven KJF (2010) Understanding natu-
ral epigenetic variation. New Phytol 187:562–564. https:// doi. org/ 
10. 1111/j. 1469- 8137. 2010. 03369.x

Saravana Kumar RM, Wang Y, Zhang X, Cheng H et al (2020) Redox 
components: key regulators of epigenetic modifications in plants. 
Int J Mol Sci 21(4):1419. https:// doi. org/ 10. 3390/ ijms2 10414 19

Schulz B, Eckstein RL, Durka W (2013) Scoring and analysis of 
methylation-sensitive amplification polymorphisms for epigenetic 
population studies. Mol Ecol Resour 13:642–653. https:// doi. org/ 
10. 1111/ 1755- 0998. 12100

Song Q-X, Lu X, Li Q-T et al (2013) Genome-wide analysis of DNA 
methylation in soybean. Mol Plant 6:1961–1974. https:// doi. org/ 
10. 1093/ mp/ sst123

Vandamme M, Robert E, Lerondel S et al (2012) ROS implication in a 
new antitumor strategy based on non-thermal plasma. Int J Cancer 
130:2185–2194. https:// doi. org/ 10. 1002/ ijc. 26252

Content courtesy of Springer Nature, terms of use apply. Rights reserved.



Journal of Plant Growth Regulation 

1 3

Varela A, Ibañez VN, Alonso R et al (2020) Vineyard environments 
influence malbec grapevine phenotypic traits and DNA methyla-
tion patterns in a clone-dependent way. Plant Cell Rep 40:111–
125. https:// doi. org/ 10. 1007/ s00299- 020- 02617-w

Verhoeven KJF, Jansen JJ, van Dijk PJ, Biere A (2010) Stress-induced 
DNA methylation changes and their heritability in asexual dan-
delions. N Phytol 185:1108–1118. https:// doi. org/ 10. 1111/j. 1469- 
8137. 2009. 03121.x

Verhoeven KJF, VonHoldt BM, Sork VL (2016) Epigenetics in ecol-
ogy and evolution: what we know and what we need to know. Mol 
Ecol 25:1631–1638. https:// doi. org/ 10. 1111/ mec. 13617

Walker J, Gao H, Zhang J et al (2018) Sexual-lineage-specific DNA 
methylation regulates meiosis in Arabidopsis. Nat Genet 50:130–
137. https:// doi. org/ 10. 1038/ s41588- 017- 0008-5

Xiong LZ, Xu CG, Maroof MAS, Zhang Q (1999) Patterns of cytosine 
methylation in an elite rice hybrid and its parental lines, detected 
by a methylation-sensitive amplification polymorphism technique. 

Mol Gen Genet 261:439–446. https:// doi. org/ 10. 1007/ s0043 80050 
986

Yodpitak S, Mahatheeranont S, Boonyawan D et al (2019) Cold plasma 
treatment to improve germination and enhance the bioactive 
phytochemical content of germinated brown rice. Food Chem 
289:328–339. https:// doi. org/ 10. 1016/j. foodc hem. 2019. 03. 061

Zhang JJ, Jo JO, Mongre RK et al (2017) Growth-inducing effects of 
argon plasma on soybean sprouts via the regulation of demethyla-
tion levels of energy metabolism-related genes. Sci Rep 7:41917. 
https:// doi. org/ 10. 1038/ srep4 1917

Publisher's Note Springer Nature remains neutral with regard to 
jurisdictional claims in published maps and institutional affiliations.

Content courtesy of Springer Nature, terms of use apply. Rights reserved.



1.

2.

3.

4.

5.

6.

Terms and Conditions
 
Springer Nature journal content, brought to you courtesy of Springer Nature Customer Service Center GmbH (“Springer Nature”). 
Springer Nature supports a reasonable amount of sharing of  research papers by authors, subscribers and authorised users (“Users”), for small-
scale personal, non-commercial use provided that all copyright, trade and service marks and other proprietary notices are maintained. By
accessing, sharing, receiving or otherwise using the Springer Nature journal content you agree to these terms of use (“Terms”). For these
purposes, Springer Nature considers academic use (by researchers and students) to be non-commercial. 
These Terms are supplementary and will apply in addition to any applicable website terms and conditions, a relevant site licence or a personal
subscription. These Terms will prevail over any conflict or ambiguity with regards to the relevant terms, a site licence or a personal subscription
(to the extent of the conflict or ambiguity only). For Creative Commons-licensed articles, the terms of the Creative Commons license used will
apply. 
We collect and use personal data to provide access to the Springer Nature journal content. We may also use these personal data internally within
ResearchGate and Springer Nature and as agreed share it, in an anonymised way, for purposes of tracking, analysis and reporting. We will not
otherwise disclose your personal data outside the ResearchGate or the Springer Nature group of companies unless we have your permission as
detailed in the Privacy Policy. 
While Users may use the Springer Nature journal content for small scale, personal non-commercial use, it is important to note that Users may
not: 
 

use such content for the purpose of providing other users with access on a regular or large scale basis or as a means to circumvent access

control;

use such content where to do so would be considered a criminal or statutory offence in any jurisdiction, or gives rise to civil liability, or is

otherwise unlawful;

falsely or misleadingly imply or suggest endorsement, approval , sponsorship, or association unless explicitly agreed to by Springer Nature in

writing;

use bots or other automated methods to access the content or redirect messages

override any security feature or exclusionary protocol; or

share the content in order to create substitute for Springer Nature products or services or a systematic database of Springer Nature journal

content.
 
In line with the restriction against commercial use, Springer Nature does not permit the creation of a product or service that creates revenue,
royalties, rent or income from our content or its inclusion as part of a paid for service or for other commercial gain. Springer Nature journal
content cannot be used for inter-library loans and librarians may not upload Springer Nature journal content on a large scale into their, or any
other, institutional repository. 
These terms of use are reviewed regularly and may be amended at any time. Springer Nature is not obligated to publish any information or
content on this website and may remove it or features or functionality at our sole discretion, at any time with or without notice. Springer Nature
may revoke this licence to you at any time and remove access to any copies of the Springer Nature journal content which have been saved. 
To the fullest extent permitted by law, Springer Nature makes no warranties, representations or guarantees to Users, either express or implied
with respect to the Springer nature journal content and all parties disclaim and waive any implied warranties or warranties imposed by law,
including merchantability or fitness for any particular purpose. 
Please note that these rights do not automatically extend to content, data or other material published by Springer Nature that may be licensed
from third parties. 
If you would like to use or distribute our Springer Nature journal content to a wider audience or on a regular basis or in any other manner not
expressly permitted by these Terms, please contact Springer Nature at 
 

onlineservice@springernature.com
 

mailto:onlineservice@springernature.com

