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Abstract: Among the cucurbit-infecting viruses, watermelon mosaic virus (WMV) and zucchini
yellow mosaic virus (ZYMV) (Potyvirus: Potyviridae) are responsible for severe symptoms on cucum-
ber, melon, watermelon, and zucchini cultivations worldwide. In this study, reverse transcription
real-time PCR (real-time RT-PCR) and droplet-digital PCR (RT-ddPCR) assays targeting the coat
protein (CP) genes of WMV and ZYMV were developed and validated according to the international
standards of plant pest diagnosis (EPPO PM 7/98 (5)). First, the diagnostic performance of WMV-CP
and ZYMV-CP real-time RT-PCRs was evaluated, and the assays displayed an analytical sensitivity
of 10−5 and 10−3, respectively. The tests also showed an optimal repeatability, reproducibility and
analytical specificity, and were reliable for the virus detection in naturally infected samples and
across a wide range of cucurbit hosts. Based on these results, the real-time RT-PCR reactions were
adapted to set up RT-ddPCR assays. These were the first RT-ddPCR assays aiming at the detection
and quantification of WMV and ZYMV and showed a high sensitivity, being able to detect until 9 and
8 copies/µL of WMV or ZYMV, respectively. The RT-ddPCRs allowed the direct estimation of the
virus concentrations and opened to a broad range of applications in disease management, such as the
evaluation of partial resistance in breeding processes, identification of antagonistic/synergistic events,
and studies on the implementation of natural compounds in the integrated management strategies.

Keywords: virus detection; virus quantification; analytical sensitivity; analytical specificity

1. Introduction

Among the limited number of plant families supplying the basis for human diets,
the family Cucurbitaceae provides numerous important crops. Starting from their centres
of domestication, cucurbit species spread worldwide, facing several constrains such as
market demands, necessity for climatic adaptations, and genetic erosion, including the
biotic stress challenges. Indeed, each of these crops could be affected by multiple fungal,
oomycete, bacterial, and viral diseases as well as insect pests that transmit diseases and
cause feeding damage [1]. In particular, cucurbits are highly susceptible to potyviruses
(genus Potyvirus, family Potyviridae) and infections of zucchini yellow mosaic virus (ZYMV),
papaya ringspot virus (PRSV), watermelon mosaic virus (WMV), Moroccan watermelon
mosaic virus (MWMV) are frequently reported in cucumber, melon, watermelon, and
zucchini cultivations [2]. These viruses are mainly transmitted in a non-persistent manner
by several aphid species [3], and their management mainly rely on the insect vector control
and on the development of tolerant cultivars [2].

Among the potyvirus species, WMV and ZYMV are known to be distributed world-
wide because of their adaptability to a wide range of host plants and climatic conditions [4].
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The two potyviruses induce similar symptoms, such as mosaic, yellowing, and blister
deformations on leaves, and are both responsible for a general stunting of the host plant.
Besides this generic symptomatology, some differences can be distinguished between the
two viruses: WMV is responsible for vein banding and more or less severe leaf filiformism,
whereas ZYMV induces vein clearing on leaves along with external mosaic or necrotic
cracks [2,5]. The symptom expression and severity of ZYMV and WMV can depend on sev-
eral factors, including the virus isolate. Indeed, both ZYMV and WMV genetically evolved
in several isolates having different degrees of virulence. WMV isolates were classified into
three molecular groups: Group 1, also known as classical (CL), and Group 2 including
isolates present in the Mediterranean basin until 2000, when Group 3 emerged (EM) and
further evolved into several genetic sub-groups [6,7]. The EM isolates are associated with
more severe symptoms and progressively displaced the CL isolates in the Mediterranean
basin [8–10]. Different genetic groups and subgroups were identified also for ZYMV, based
on their geographical distribution: Group A that is present in the Mediterranean basin and
is divided into six clusters, and Group B and C that are present in Vietnam and China, and
in Poland, respectively [5].

Symptoms of ZYMV and WMV infections are often overlapping because the two
potyviruses frequently occur in mixed infection, as reported in several cucurbit crops
from the Mediterranean basin to Americas and Asia [11–13]. Interactions between co-
occurring viruses are known to induce either synergistic or antagonistic effects, namely
one or both viruses can benefit or suffer from the presence of each other in terms of viral
titre, pathogenicity, and transmission by vectors [14,15]. In the case of ZYMV and WMV,
experimental co-infections in zucchini showed a synergistic effect favouring ZYMV, which
showed a stronger pathogenic effect than WMV. The presence of ZYMV also negatively
affected the replication of WMV, while no similar reciprocal effect was observed. This
synergistic interaction led to the prevalence of ZYMV typical symptoms in zucchini, with
an increase in yellowing in mixed infections rather than in single WMV infection [16].

Both serological and molecular diagnostic methods are available for the detection of
WMV and ZYMV in routine diagnosis, such as enzyme-linked immunosorbent analysis
(ELISA) [17], conventional reverse-transcription polymerase chain reaction (RT-PCR) [6,18–20],
reverse transcription loop-mediated isothermal amplification (RT-LAMP) [21,22], and small
RNA sequencing [11]. Most of these methods were not validated for their sensitivity and
specificity according to the international requirements for plant pest diagnosis. Moreover,
the virus disease management nowadays requires methods not only for the reliable detec-
tion of viruses but also for the titre quantification and isolate characterization. Notably, the
emergence of novel virus variants as well as the interaction between coinfecting viruses can
influence both the virus-virus and virus-plant evolutionary processes, potentially affecting
the tolerance of the commercial cultivars [23]. In such cases, a precise quantification of
viral copies is needed for evaluating partial resistance in breeding programs and searching
for new resistance sources. Moreover, the virus copy quantification in host plants is rising
as a prerequisite for implementing disease control strategies with natural compounds in
the frame of a sustainable agriculture. Indeed, to better correlate the treatment effect on
virus replication and/or key genes in plant response to virus infection, the use quantitative
assays are mandatory [24,25].

Real-time PCR and digital PCR (dPCR) represents the best techniques for quantifying
the copy of the viruses. Real-time reverse transcription PCR (real-time RT-PCR) protocols
already proved to be suitable for both fast and sensitive detection and quantification of
potyviruses [23,26]. More recently, the dPCR was shown to further improve the diagnostic
and quantification potentials in the field of plant viruses [27–29]. Technically, the reaction
mixture of dPCR is compartmentalized into thousands of individual reaction vessels
using microwell formats, microfluidic chambers, and droplets; each partition contains
either zero or few copies of the target and works as individual reaction [30,31]. This
compartmentalization improves the technique performances in different ways: the result
is acquired by counting the positive vs. negative partition helping to reach an absolute
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quantification of the target without a calibration curve; the reaction is less affected by the
presence of inhibitors or background noise; furthermore, the simultaneous run of thousand
reactions in each well increase the sensitivity of the method [31].

In this work, a one-step real-time RT-PCR assay was developed for detecting WMV and
ZYMV in samples of the main cucurbitaceous crops. The reaction and cycling conditions
were optimized, and the protocols were validated according to the EPPO PM 7/98 (5) [32]
guidelines, by assessing the analytical sensitivity and specificity, selectivity, repeatability,
and reproducibility. Moreover, a RT-dPCR assay using droplet compartmentalization (RT-
ddPCR) was further developed based on the real-time RT-PCR reactions. Both real-time
RT-PCR and RT-ddPCR assays were then tested for the detection of WMV and ZYMV in
naturally infected cucurbit samples.

2. Results
2.1. Set up of the Real-Time RT-PCR Assays

The virus-specific primers and TaqMan® probes used in this study target the coat protein
(CP) genes of WMV and ZYMV. For the detection of WMV, a set of primers and probe
already available was tested [33]. This WMV-CP set (Table 1) was based on the conserved CP
sequences of WMV-EM isolates which, nowadays, constitute the most widespread genetic
group worldwide and, thus, represent the main target of the diagnostic activities. The primers
and probe targeting ZYMV were sought on the regions conserved among all the complete CP
sequences available in GenBank (NCBI). The ZYMV-CP set (Table 1) was shown to anneal with
all the CP sequence included in the in silico analysis of inclusivity, suggesting to potentially
amplify all the known genetic variants of ZYMV. The exclusivity of both WMV-CP and ZYMV-
CP sets was also analysed in silico (Blast tool, NCBI) against all the Genbank database. The
two sets of primers and probe were, therefore, selected for further analyses.

Table 1. Primer and probe sequences for the amplification of WMV- and ZYMV-CP and their positions
on the WMV and ZYMV reference genomes retrieved from GenBank.

Name Sequence (5′-3′) Position
(Sequence ID) Reference

WMV-CP Probe FAM-CCAACAAAAGCTGGCACAGTCAGCAA-BH1 9061-9086 (MN_296125.1)
[33]WMV-CP F TGGGCAGGGTAGCAAGGA 9042-9059 (MN_296125.1)

WMV-CP R CCTTTTGATCCAACGTTCACATC 9088-9110 (MN_296125.1)
ZYMV-CP Probe FAM-AGCCAACTGTGGCAGATGCTGGAGCT-BH1 8552-8573 (NC_003224.1)

This studyZYMV-CP F CCTACAAGCCCTCCATCAAG 8484-8503 (NC_003224.1)
ZYMV-CP R ACTGTTTTCTCACCTGAGCC 8632-8651 (NC_003224.1)

Preliminary reactions were performed to optimize the real-time RT-PCR conditions.
Different annealing temperatures ranging from 55 to 62 ◦C as well as different primer
(100, 300, 600 and 900 nM) and probe (100 and 250 nM) concentrations were tested on
the same total RNA (TRNA) extracted from both healthy and WMV/ZYMV-infected
samples (Table 2). In all these preliminary reactions, the primer/probe sets were shown
to specifically detect the target virus, and no amplification signals were obtained for the
negative controls. The WMV-CP primers and probe were shown to produce an exponential
amplification curve at the earliest Cq value (12.44) with the annealing temperature set at
60 ◦C (Figure S1a). This temperature was also within the range that allowed the exponential
amplification of ZYMV with the ZYMV-CP set (Cq = 20.65 at 59.5 ◦C and Cq = 21.69 at
62 ◦C; Figure S1b). Therefore, 60 ◦C was chosen as annealing temperature to be used for
both the assays. At this condition, the optimal primer and probe concentrations were set
to 900 nM and 250 nM, respectively, which resulted in the most efficient amplification of
both potyviruses. Indeed, WMV was amplified at a mean Cq value of 14.02, whereas at
the other concentrations the mean Cq values ranged between 14.24 to 17.59 with a sensible
decrease in relative fluorescence units (RFU); ZYMV was amplified at a mean Cq value of
20.73, whereas at the other concentrations, the mean Cq values ranged between 26.27 and
33.88 (Figure S2).
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Table 2. List of the samples used in the set-up and validation of the real-time RT-PCR and RT-ddPCR assays for the detection of WMV (W) and ZYMV (Z) or both
(WZ). The panel includes cucurbit samples with known phytosanitary status: healthy and infected with target and non-target viruses in single or mixed infection.

Real-Time RT-PCR RT-ddPCR

Phytosanitary
Status Sample ID Host Test Set-Up Analytical

Sensitivity

Analytical
Specificity—
Inclusivity

Analytical
Specificity—
Exclusivity

Selectivity Repeatability/
Reproducibility Test Set-Up Analytical

Sensitivity

WMV 36/12 C. pepo W W Z W W
WMV 75/20 C. pepo W W W Z W W W W
WMV 136/20 C. pepo W W W Z W W W
WMV 163/17 C. pepo W Z

WMV + CABYV 86/18 C. melo W Z
WMV + ZYMV 191/17 C. melo WZ
WMV + ZYMV 202/17 C. melo WZ

ZYMV 23/12 C. pepo Z W
ZYMV 32Syn/12 C. pepo Z W
ZYMV 1ZB C. pepo Z Z Z W Z Z Z Z
ZYMV ZK C. pepo Z Z Z W Z Z Z
ZYMV ZB10.2 C. pepo Z Z W Z Z
ZYMV 31Syn/12 C. pepo Z W
Healthy - C. pepo WZ WZ WZ WZ WZ WZ WZ
Healthy - C. lanatus WZ WZ
Healthy - C. sativus WZ WZ
Healthy - C. melo WZ WZ
Healthy - C. moschata WZ WZ
MNSV MNSV C. lanatus WZ
CMV 104/16 C. pepo WZ

MWMV + PRSV 144/19 C. pepo WZ
SLCV PC-1271 unknown WZ

WmCSV PV-0830 unknown WZ
CABYV 153/17 C. melo WZ

ToLCNDV 198/18 C. pepo WZ
PRSV 45Syn/12 C. pepo WZ

CYSDV 178/17 C. pepo WZ
BYPV 60/16 C. melo WZ
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2.2. Validation of the Real-Time RT-PCR Assays

The real-time RT-PCR assays targeting WMV and ZYMV were validated using a panel
of cucurbit samples with known phytosanitary status (healthy, single- and double-infected
samples) (Table 2).

TRNAs from healthy samples of Cucurbita pepo were spiked with tenfold dilutions
of TRNAs from WMV- and ZYMV-infected C. pepo samples (three samples per virus) to
evaluate the limit of detection (LOD) of the real-time RT-PCR assays for each virus. The
analytical sensitivity of WMV and ZYMV was assessed at 10−5 (corresponding to mean
Cq = 33 for all the three samples) and 10−3 dilution (corresponding to mean Cq = 35 for
all the three samples), respectively (Figure 1a,b). The serial dilutions were also used to
design standard curves and assess geometric efficiency that was calculated from their
slopes. Both protocols had optimal values of R2 and efficiency (about 105% for WMV and
95% for ZYMV) (Figure 1c,d).
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Figure 1. Analytical sensitivity of WMV- and ZYMV-CP real-time RT-PCRs. (a) Amplification curves
obtained from one out of three tested samples (in technical duplicate) using serial dilutions of WMV
TRNA up to 10−7 and (c) the related standard curves. (b) Amplification curves obtained from one
out of three tested samples (in technical duplicate) using serial dilutions of ZYMV TRNA up to 10−5

and (d) the related standard curves. Linear regression formula and coefficient of determination (R2)
are reported.

The analytical specificity of real-time RT-PCRs was evaluated considering both in-
clusivity and exclusivity parameters. Inclusivity of WMV-CP and ZYMV-CP assays was
assessed testing five C. pepo WMV-infected samples and six ZYMV-infected samples, respec-
tively; two mixed WMV + ZYMV-infected samples were also included in both tests (Table 2).
All the target samples resulted positive in each assay. The exclusivity was tested against
healthy samples of different cucurbit plant hosts (C. pepo, Citrullus lanatus, Cucumis sativus,
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Cucurbita melo, and Cucurbita moschata) as well as against ten samples infected with some
of the most common non-target virus species infecting cucurbits: the potyviruses MWMV
and PRSV; Gammacarmovirus melonis (former Melon necrotic spot virus, MNSV)—genus Gam-
macarmovirus, family Tombusviridae; Cucumber mosaic virus (CMV)—genus Cucumovirus,
family Bromoviridae; Cucurbit aphid-borne yellows virus (CABYV)—genus Polerovirus; family
Solemoviridae; Squash leaf curl virus (SLCV), Watermelon chlorotic stunt virus (WmCSV), and
Tomato leaf curl New Delhi virus (ToLCNDV)—genus Begomovirus; family Geminiviridae;
Cucurbit yellow stunting disorder virus (CYSDV), and Beet pseudoyellows virus (BPYV)—genus
Crinivirus, family Closteroviridae (Table 2). No cross-reactions were obtained in both WMV-
CP and ZYMV-CP real-time RT-PCRs. According to the inclusivity and exclusivity results,
the analytical specificity of both assays was 100%.

The possible effect of the plant matrix on the efficiency of the real-time RT-PCRs was
evaluated in the selectivity tests by diluting (1:2) the TRNA from WMV- and ZYMV-infected
samples in the TRNA extracted from C. pepo, C. lanatus, C. sativus, C. melo, and C. moschata.
The mean Cq values obtained with diluted samples in both WMV (15.33 ± 0.43 SD) and
ZYMV amplification (23.32 ± 1.45 SD) was close to the undiluted and water-diluted
samples (Figure 2a), suggesting that the amplification efficiency was not affected by
different matrices.
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Figure 2. Selectivity, repeatability, and reproducibility of WMV- and ZYMV-CP real-time RT-PCRs.
(a) Selectivity assay: Cq values obtained in WMV-CP (red dots) and ZYMV-CP (blue dots) real-time
RT-PCRs using virus TRNAs diluted in TRNA extracted from five plant species, C. pepo, C. lanatus,
C. sativus, C. melo, and C. moschata; t.q.: undiluted WMV and ZYMV-infected samples (black dot).
(b) Repeatability and reproducibility assays: Cq values obtained with 10−4-fold and 10−2-fold diluted
WMV (red dots) and ZYMV (blue dots) samples analysed in the same run (repeatability) and after
one week and with a different operator (reproducibility).

The repeatability and reproducibility of the two real-time RT-PCRs were evaluated by
analysing in the same run three replicates of WMV- and ZYMV-infected samples with a low
concentration of virus. The mean Cq value was 27.42 ± 0.43 SD and 30.08 ± 0.28 SD for
WMV- and ZYMV-CP assays, respectively. The same assays were repeated after one week
by a different operator, and the mean Cq values were 27.82 ± 0.52 SD and 29.09 ± 0.27 SD
for WMV and ZYMV, respectively (Figure 2b). Thus, the repeatability and reproducibility
of both WMV- and ZYMV-CP real-time RT-PCRs proved to be 100%.
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2.3. RT-ddPCR Assays

The conditions of both WMV-CP and ZYMV-CP RT-ddPCRs were step-by-step opti-
mized using both healthy and WMV/ZYMV-infected samples diluted at 10−4 and 10−3 in
molecular-grade water (Table 2), and considering the optimal separation of the positive
and negative droplets. First, the M-MLV reverse transcriptase concentration was tested,
maintaining all the other reaction conditions according to the Bio-Rad’s guide. For both
WMV-CP and ZYMV-CP assays, the best M-MLV concentration was found to be 20 U for
reaction, which produced the largest difference in fluorescence between negative and posi-
tive droplets (Figure S3). Then, different annealing temperatures ranging from 55 to 62 ◦C
were tested, and the temperature of 56 ◦C was chosen as the best compromise in droplet
separation and number of copies/µL of target virus detected in both the assays (Figure 3).
Additionally, the optimal detection efficiency was obtained by combining 900 nM of each
primers and 250 nM of the probe in both WMV-CP and ZYMV-CP RT-ddPCRs (Table 3). In
all these preliminary reactions, the primer/probe sets were shown to specifically detect the
target virus.
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Figure 3. Optimization of annealing temperature in WMV-CP (red) and ZYMV-CP (blue) RT-ddPCRs
using isolate 75 for WMV and ZK for ZYMV (Table 1). (a) Graphical representation of the separa-
tion between positive and negative droplets at the different annealing temperatures (A = 62.0 ◦C;
B = 61.5 ◦C; C = 60.6 ◦C; D = 59.3 ◦C; E = 57.7 ◦C; F = 56.4 ◦C; G = 55.5 ◦C; H = 55.0 ◦C). (b) Number
of copies/µL of the target virus detected at each annealing temperature.
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Table 3. Number of copies/µL of the target virus obtained with different combinations of primer and
probe concentrations in WMV-CP and ZYMV-CP RT-ddPCRs. The highest values corresponding to
the most efficient combinations were bolded. NT—not tested.

Primers
WMV ZYMV

450 nM 900 nM 450 nM 900 nM

Pr
ob

e 125 nM 317 copies/µL NT 178 copies/µL NT
250 nM 241 copies/µL 343 copies/µL 219 copies/µL 315 copies/µL

The two RT-ddPCRs were also evaluated for their analytical sensitivity, testing seven
tenfold dilutions for each virus (from 10−1 to 10−7) of three spiked samples obtained mixing
TRNAs from C. pepo healthy plants with TRNAs from three WMV- and ZYMV-infected C.
pepo plants. Dilutions from 10−3 to 10−7 were used to assess the LOD. The last dilution that
gave positive results with all the dilutions was 10−6 for WMV and 10−5 for ZYMV. The two
RT-ddPCRs assays were able to detect 9 and 8 copies/µL of WMV or ZYMV, respectively
(Table 4).

Table 4. Number of copies/µL of the target virus obtained in WMV-CP and ZYMV-CP RT-ddPCRs at
the different dilutions tested for the three samples used.

Dilutions

10−7 10−6 10−5 10−4 10−3

Sa
m

pl
es

WMV 1 49 120 450 3880 28,900
WMV 2 9 29 54 1790 21,240
WMV 3 - 12.4 40 395 2880

ZYMV 1 - - 8 35 559
ZYMV 2 - - 22 131 610
ZYMV 3 - - 47 229 2160

2.4. Test of Naturally Infected Samples

Forty-seven cucurbit samples collected from different Italian regions between 2017
and 2022 were tested for the presence of WMV and ZYMV by real-time RT-PCR (Table 5).
Healthy and WMV- and/or ZYMV-infected samples were chosen based on the results of
end point RT-PCR assays previously performed.

All the 30 samples expected to be WMV-infected were detected in WMV-CP real-time
RT-PCR together with seven samples that tested negative in the previous RT-PCR. These
seven samples showed Cq values higher than the known positive samples (>26.50). Among
the positive samples, the four ones with a Cq > 29 and the remaining ten negative samples
were then assayed using the WMV-CP ddRT-PCR. The four samples were confirmed to be
positive in ddRT-PCR, and a further sample (n◦ 182/2017) was amplified, and showed a
very low concentration (11 copies/µL).

The ZYMV-CP real-time RT-PCR amplified only the 16 ZYMV-infected cucurbit sam-
ples that were included in the initial batch, whereas none of the putative negative samples
produced fluorescent signal. These negative samples, along with a positive sample with a
low virus concentration (424/2021; Cq > 30), were further tested in ddRT-PCR. The presence
of ZYMV was confirmed in the positive sample, and was detected in two further samples,
n◦ 203/2017 and 51/2020, in 38 and 9 copies/µL, respectively.
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Table 5. Detection of WMV and ZYMV in 47 samples of C. melo, C. pepo, C. lanatus, and C. maxima collected in the field at different locations between 2017 and 2022,
and analysed by end-point RT-PCR, real-time RT-PCR, and RT-ddPCR. Non-concordant results between RT-PCR and real-time RT-PCR, and between real-time
RT-PCR and RT-ddPCR are in bold. NT: not tested.

SAMPLES WMV ZYMV

ID/Year Host Region/Location RT-PCR Real-Time
RT-PCR (Cq)

RT-ddPCR
(Copies/µL) RT-PCR Real-Time

RT-PCR (Cq)
RT-ddPCR

(Copies/µL)

102/2017 C. melo Sardinia/Arborea + 13.37 NT - - -
105/2017 C. melo Sardinia/Serramanna + 12.13 NT - - -
106/2017 C. melo Sardinia/Uta - - - - - -
113/2017 C. melo Sardinia/Arborea - 32.82 64 - - -
130/2017 C. melo Sardinia/Arborea - 27.71 NT - - -
136/2017 C. melo Sardinia/Arborea + 14.70 NT - - -
137/2017 C. melo Sardinia/Arborea + 17.03 NT - - -
139/2017 C. melo Sardinia/Arborea - 30.85 375 - - -
163/2017 C. melo Sardinia/Arborea + 15.98 NT - - -
178/2017 C. melo Sardinia/Uta - - - - - -
182/2017 C. melo Sardinia/Uta - - 11 - - -
189/2017 C. melo Sardinia/Serramanna + 22.07 NT + 23.98 NT
190/2017 C. melo Sardinia/Serramanna + 22.77 NT + 25.49 NT
191/2017 C. melo Sardinia/Serramanna - 29.48 87 - - -
192/2017 C. melo Sardinia/Serramanna + 20.11 NT + 27.05 NT
201/2017 C. melo Sardinia/Serramanna + 18.57 NT + 25.30 NT
203/2017 C. melo Sardinia/Serramanna - 30.76 240 - - 38

143/2019 C. pepo Latium/Fondi - - - - - -
147/2019 C. pepo Latium/Fondi - - - - - -
148/2019 C. pepo Latium/Fondi - - - - - -

51/2020 C. pepo Calabria/L. Terme + 20.32 NT - - 9
52/2020 C. pepo Calabria/L. Terme + 14.46 NT - - -
53/2020 C. pepo Calabria/Cosenza - 27.50 NT - - -
60/2020 C. pepo E. Romagna/Cesena - 26.89 NT - - -
61/2020 C. pepo E. Romagna/Cesena + 23.37 NT + 24.02 NT
62/2020 C. pepo E. Romagna/Cesena + 20.58 NT - - -
63/2020 C. pepo E. Romagna/Cesena + 24.87 NT + 23.72 NT
64/2020 C. pepo E. Romagna/Cesena - - - + 22.71 NT

364/2021 C. pepo Veneto/Verona + 18.04 NT - - -
365/2021 C. pepo Veneto/Verona + 18.73 NT - - -
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Table 5. Cont.

SAMPLES WMV ZYMV

ID/Year Host Region/Location RT-PCR Real-Time RT-PCR
(Cq)

RT-ddPCR
(Copies/µL) RT-PCR Real-Time RT-PCR

(Cq)
RT-ddPCR

(Copies/µL)

366/2021 C. pepo Veneto/Verona + 18.07 NT - - -
367/2021 C. pepo Veneto/Verona + 23.35 NT - - -
368/2021 C. pepo Veneto/Verona + 26.12 NT - - -
369/2021 C. lanatus Marche/Pesaro-Urbino + 16.13 NT - - -
370/2021 C. pepo Veneto/Verona + 15.15 NT - - -
407/2021 C. pepo Veneto/Rovigo + 20.33 NT - - -
423/2021 C. pepo Piedmont/Torino + 18.74 NT + 27.95 NT
424/2021 C. pepo Piedmont/Torino + 19.35 NT + 30.53 400

7/2022 C. maxima Latium - - - - - -
8/2022 C. maxima Latium - - - - - 9
37/2022 C. pepo Latium/Latina + 18.70 NT + 23.50 NT
38/2022 C. pepo Latium/Latina - - - + 24.61 NT
39/2022 C. pepo Latium/Latina + 13.76 NT + 22.87 NT
40/2022 C. pepo Latium/Latina + 19.04 NT + 25.71 NT
41/2022 C. pepo Latium/Latina + 13.78 NT + 23.71 NT
42/2022 C. pepo Latium/Latina + 18.07 NT + 24.06 NT
43/2022 C. pepo Latium/Latina + 13.33 NT + 22.36 NT
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3. Discussion

The management of plant viral diseases relies on the development of diagnostic
techniques that must be rapid, reliable, and adaptable to different matrices. Moreover,
methods allowing the quantification of the copy number of the viruses are increasingly
requested in virus infection studies. A precise quantification is needed not only in diagnosis
for measuring the virus titre and transmission rate but also for evaluating partial resistance
in breeding processes, identifying antagonistic/synergistic events, and implementing new
control strategies. The real-time and digital PCR techniques are known to meet such
requirements, and are increasingly used in routine diagnosis of plant viruses as well as in
virus–virus and plant–virus evolutionary studies. In this study, both real-time RT-PCR and
RT-ddPCR assays were developed and validated for two economically important cucurbit
potyviruses, namely WMV and ZYMV.

First, primers and probe targeting the CP region of both WMV and ZYMV were
selected for the development of the virus-specific real-time RT-PCRs. The CP region
resulted to be suitable for the specific detection of the two viruses, being conserved within
each species but providing sufficient variability to distinguish between potyvirus species.
In fact, in silico inclusivity analysis showed that WMV-CP and ZYMV-CP real-time RT-
PCRs can amplify all the different genetic subgroups of the predominant WMV-EM and all
the known genetic variants of ZYMV, respectively.

Once the reaction conditions were optimized, the WMV-CP and ZYMV-CP real-time
RT-PCRs were evaluated and validated according to the current requirements for the
implementation of plant pest diagnostic activities in the EU. The sensitivity of the methods
was assessed by testing serial dilutions of infected samples. Both WMV-CP and ZYMV-CP
reactions showed R2 and efficiency close to the optimum values, and their LODs were 10−5

and 10−3, respectively. To date, few real-time RT-PCR assays are available for the detection
or quantification of the two viruses and their diagnosis often still relies on ELISA and
RT-PCR methods [7,16,23,34]. A small amount of data on sensitivity are therefore available,
and the LODs obtained in this study were in line with those reported for the existing
methods or even lower [19,20]. This suggests that the developed assays can contribute to
improve the current diagnostic potential for the detection of low WMV and ZYMV titers in
cucurbit samples.

The WMV-CP and ZYMV-CP real-time RT-PCRs also showed an optimal analytical
specificity based on both inclusivity and exclusivity tests. Each assay was able to detect the
tested WMV-EM and ZYMV isolates, and was shown to be specific for the related target
virus only, since no signals were obtained in the reciprocal reaction and in presence of
mixed infections. Moreover, no cross-reactions were observed by testing nine no-target
viruses that commonly share the same host plants with WMV and ZYMV, including the
potyviruses MWMN and PRSV which are genetically close to the targets. The results of
exclusivity tests confirmed the preliminary in silico analysis that did not revealed identity
of both primer/probe sets with any known sequences.

The repeatability and reproducibility evaluation of WMV-CP and ZYMV-CP real-time
RT-PCRs showed a standard deviation between tested samples lower than 1 Cq, confirming
that both assays can be used for the detection of WMV and ZYMV with a high degree
of confidence. As these results were obtained independently on different days and by
different operators, the validation data can be considered robust.

Although the development and optimization of the WMV-CP and ZYMV-CP real-time
RT-PCRs were firstly based on infected samples of C. pepo, both assays could detect the
viruses also when their RNA was spiked in TRNA extracted from other cucurbit host plants,
such as C. lanatus, C. sativus, C. melo, and C. moschata. Indeed, the selectivity tests showed
that no cross-reactions occurred in none of this matrix, and the obtained Cq values were
closed to those of the non-spiked samples for both viruses. This suggests that the two
assays allow the reliable and efficient detection of WMV and ZYMV across the broad range
of their cucurbit hosts.
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The optimized WMV-CP and ZYMV-CP real-time RT-PCRs were then transferred to
the RT-ddPCR format. The analytical sensitivity of RT-ddPCR was up to 10- and 102-fold
higher than RT-qPCR for WMV and ZYMV, respectively. Thus, WMV-CP and ZYMV-CP
RT-ddPCR were confirmed to be more sensitive than the corresponding real-time RT-PCRs.
In addition to the increased sensitivity, the RT-ddPCR also offers the advantage to directly
estimate the concentration of viruses, by measuring the absolute number of viral RNA
copies in the TRNA sample without a standard curve as calibrator. This results in a time-
saving, avoiding the need to perform several additional steps such as in vitro transcription
assays, required in case of RNA viruses. In this case, the LOD of each assay was estimated
to correspond to 9 and 8 copies/µL of WMV and ZYMV, respectively. These estimates
highlight the great potential of the ddPCR to detect even very low viral loads and make
the technique highly adaptable to a broad range of studies, both applicative and evolutive.
Indeed, the chance to measure the number of viral copies is essential in breeding programs
for monitoring the evolution of virus genetic variants and their ability to break resistances
of the selected tolerant varieties as well as for searching new potential resistance resources.
The virus quantification is even more important for co-infecting viruses, such as WMV and
ZYMV, since it gives the opportunity to follow their co-evolution in terms of synergistic or
antagonistic events and to predict the possible prevalence of one of them during disease
evolution. Finally, the chance to quantify quickly and in an absolute manner the virus titre
in the plant tissues makes the RT-ddPCR particularly suitable for the evaluation of the
efficacy of natural compounds against viral pathogens, allowing to correlate virus titre and
plant treatment. This results in great help for the implementation of natural compounds in
integrated management strategies.

The good performance of WMV-CP/ZYMV-CP real-time RT-PCRs and RT-ddPCRs
observed during the validation and optimization processes were confirmed by testing natu-
rally infected samples. The panel of tested samples included all the possible combinations
of infection status assessed by end-point RT-PCR: healthy WMV- and ZYMV-singly infected
and mixed infected samples in different cucurbit host species. The developed tests allowed
the detection of the target viruses not only in all the expected positive samples but also
in samples that tested negative in end point RT-PCR, according to their higher analytical
sensitivity. The RT-ddPCR was the most sensitive method, being able to detect the target
viruses even at very low concentrations, i.e., 11 copies/µL for WMV and 9 copies/µL for
ZYMV. The highest performance of the RT-ddPCRs was also due to the fact that the tech-
nique is less prone to PCR inhibitors compared to the real-time RT-PCR and can, therefore,
improve the detection sensitivity in TRNA extracted from field samples.

In conclusion, real-time RT-PCR and RT-ddPCR tests targeting WMV and ZYMV were
developed in this study. Both assays were reliable and accurate across a wide range of
cucurbit hosts. The real-time RT-PCRs were validated according to the current guidelines
for plant pest diagnosis (EPPO PM 7/98 (5) [32], providing the first detection tests for
WMV and ZYMV that satisfy such international requirements of validation. A reliable and
validated test represents an important diagnostic tool in pest management programmes,
both for monitoring and control activities. The RT-ddPCR methods described in this study
represent the first digital PCR tests that were developed for these potyviruses, and the
obtained LODs proved that the assays can detect the targets even in case of low virus titres.
This high sensitivity opens to a broad range of applications in disease management beyond
the sole virus detection.

4. Materials and Methods
4.1. Plant Material and RNA Extraction

The tests for the WMV and ZYMV detection were developed and validated using
cucurbit samples (C. pepo, C. melo, C. lanatus, C. sativus, and C. moschata) listed in Table 2
and available at the collection of the Council for Agricultural Research and Economics,
Research Centre for Plant Protection and Certification (CREA-DC), except for the samples
PC-1271 and PV-0830, which were purchased from DMSZ (Leibniz Institute, Braunschweig,
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Germany). The sample list included healthy samples as well as samples infected with target
and non-target viruses both in single and mixed infection. The samples were conserved as
dried or fresh leaf tissues.

Leaf tissues were ground in phosphate buffer 1 M, pH 7,2 (1:5 w:v) and 100 µL of
solution were used for the extraction of the total RNA using Total RNA Tissues and Cells
kit (Danagen-Bioted S.L., Badalona, Spain) following the manufacturer’s instructions.

4.2. Primer and Probe Design

For the detection of WMV, the primers and probes tested in this study were already
available in the literature (Table 1, [33]). For the detection of ZYMV, all the available
complete sequences of the CP gene were retrieved from GenBank (NCBI) and aligned using
Mega v.11 software [35]. The conserved regions among isolates were used to construct
primers and probes using PrimerExpress 3 tool (Thermo Fisher Scientific, Waltham, MA,
USA) and applying the selection criteria suggested by the ddPCR Application Guide
(Bio-Rad, Hercules, CA, USA, bulletin 6407). Primer and probe sequences were manually
adjusted when needed. Several potential primers and TaqMan® probes were then tested
for their inclusivity and exclusivity in silico using the Blast tool from National Center for
Biotechnology Information (NCBI, https://blast.ncbi.nlm.nih.gov/Blast.cgi, accessed on 5
May 2023). The selected primers and probes are listed in Table 1.

4.3. Real-Time RT-PCR Set Up

The selected TaqMan® probe and primer sets were synthesized by Eurofins genomics
(Kolhn, Germany). Preliminary assays were performed to set up the real-time RT-PCR con-
ditions, by including one negative, two WMV-, and two ZYMV-infected samples (Table 2).
These samples were tested at eight annealing temperatures ranging from 55 to 62 ◦C using
primers and probes concentrated at 600 nM and 100 nM, respectively, as suggested by
MasterMix instructions (TaqMan® RNA-to-Ct™ 1-Step Kit, Thermo Fisher Scientific). Later,
different primer (100, 300, 600, and 900 nM) and probe (100 and 250 nM) concentrations
were also evaluated. Once the amplification conditions were optimized, reactions were
carried out for both the WMV and ZYMV assays in 10 µL reaction volume containing 5 µL
of 2× Mastermix, 0.25 µL of 40× RT enzyme (both from TaqMan® RNA-to-Ct™ 1-Step
Kit, Thermo Fisher Scientific), 900 nM of each primer, 250 nM of labelled TaqMan® probe,
and 1 µL of template TRNA. The optimized one step real-time RT-PCR cycling conditions
included a RT step at 48 ◦C for 30 min, an initial denaturation step at 95 ◦C for 10 min,
and 40 cycles of denaturation and annealing/elongation steps at 95 ◦C for 15 s and 60 ◦C
for 1 min, respectively. Analyses were performed using the thermocycler Bio-Rad CFX
Maestro v2.2.

The same real-time RT-PCR protocol, including the reverse transcription step, was
also applied in exclusivity assays to detect non-target viruses having a DNA genome, since
this step did not affect the possibility to amplify the DNA.

4.4. Validation of the Real-Time RT-PCR Assays

The real-time RT-PCRs for WMV and ZYMV detection were validated according to
the EPPO PM 7/98 (5) [32], by assessing the analytical sensitivity and specificity, selectivity,
repeatability, and reproducibility.

4.4.1. Analytical Sensitivity

Three samples infected with each virus were ten-fold serially diluted in healthy plant
tissue extracts from 10−1 up to 10−7 for WMV and 10−5 for ZYMV (Table 2). The maximum
dilution of the three sample extracts that gave a positive result was established as LOD
for each virus. In addition, efficiency of each assay was calculated by interpolating the
results obtained from the analysis of the LOD Cq values, using the following equation that
determines the efficiency (E) from the slope of the linear regression model [36]:

E(%) = (101−slope − 1)× 100

https://blast.ncbi.nlm.nih.gov/Blast.cgi
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The linear correlation coefficient (R2) was also reported.

4.4.2. Analytical Specificity

Inclusivity and exclusivity of the real-time RT-PCRs were assessed firstly in silico by
questioning the NCBI database, and then, by analysing five WMV-infected samples, six
ZYMV-infected samples, and two mixed WMV-ZYMV samples (Table 2). Eleven cucurbit
samples infected with non-target viruses were also tested to further ascertain the exclusivity
of both real-time RT-PCR assays (Table 2).

4.4.3. Selectivity

TRNA from zucchini plants infected with WMV and ZYMV were diluted 1:2 in TRNA
extracted from five healthy samples belonging to different cucurbit species, namely C. pepo,
C. lanatus, C. sativus, C. melo, and C. moschata (Table 2), to determine if the matrix could
affect the performance of the real-time RT-PCRs. The Cq values obtained from each WMV
and ZYMV dilution were then compared with those obtained for the non-diluted target
TRNA extracts and with the target extracts diluted 1:2 in molecular grade water.

4.4.4. Repeatability and Reproducibility

The repeatability of the two real-time RT-PCRs was evaluated by analysing in the same
run three replicates of WMV and ZYMV TRNA from one sample for each virus (Table 2).
The TRNA was 10−4- and 10−2-fold diluted for the WMV and ZYMV samples, respectively.
The same analyses were repeated at different days and by different operators to assess
the reproducibility.

4.5. RT-ddPCR Set Up

The one-step RT-ddPCR assays were performed in the QX200TM Droplet Digital PCR
system (Bio-Rad, Hercules, CA, USA), according to the manufacturer’s instructions and
using the same primers and probes designed for the real-time RT-PCR assays. Preliminary
runs with one negative, two WMV-, and two ZYMV-infected samples were performed
to set up the RT-ddPCR conditions (Table 2). The tested conditions included 20, 50, and
200 U per reaction of M-MLV (Thermo Fisher Scientific), different annealing temperature
ranging from 55 to 62 ◦C, and different primers (450 and 900 nM) and probe (125 and
250 nM) concentrations. Once the amplification conditions were optimized, both RT-
ddPCRs targeting WMV and ZYMV were carried out in a 20 µL reaction volume containing
10 µL of 2× digital PCR supermix for probes (no dUTP) (Bio-Rad), 0.9 µM of each primer,
0.25 µM of TaqMan® probe, DTT 10 mM, 20 U M-MLV, and 2 µL of TRNA. Then, the
reaction mixture was placed in a well in the 8-well droplet generator cartridge with 70 µL
of droplet generator oil. Droplets were produced using a droplet generator (Bio-Rad) and
about 40 µL of the resulting emulsion transferred to a PCR plate, which was heat-sealed
using a PX1TM PCR Plate Sealer (Bio-Rad) and placed in a C1000 Thermal Cycler (Bio-Rad).
The optimized one step RT-ddPCR cycling conditions (temperature ramp rate, 2 ◦C/s)
included a RT step at 42 ◦C for 1 h, an initial denaturation step at 95 ◦C for 10 min, followed
by 45 cycles of denaturation and annealing/elongation at 94 ◦C for 30 s and at 56 ◦C for
1 min, respectively, followed by last steps at 98 ◦C for 10 min and 72 ◦C for 5 min.

The optimized protocols were tested for their analytical sensitivity. Three samples
infected with each virus were ten-fold serially diluted in healthy plant tissue extracts from
10−1 up to 10−7 for WMV and up to 10−5 for ZYMV (Table 2). The maximum dilution of
the three sample extracts giving a positive result was established as the LOD of WMV-CP
and ZYMV-CP RT-ddPCR assays.
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4.6. Test of Naturally Infected Samples

Both the real-time RT-PCR and RT-ddPCR methods were tested on naturally infected
cucurbit samples following the optimized protocols described above. A total of 47 samples
of C. melo, C. pepo, C. lanatus, and C. maxima collected at different Italian locations between
2017 and 2022 were selected among those that resulted to be healthy or infected by WMV or
ZYMV in previous end point RT-PCR assays according to Bertin et al., 2020, and Mohamed
et al., 2014 [10,18] (Table 5). First, all the samples were analysed by both WMV-CP and
ZYMV-CP real-time RT-PCRs. Then, the samples still resulting negative and the positive
samples with high Cq values (>29) were analysed by RT-ddPCR.

4.7. Data Analysis

Data from RT-qPCRs and RT-ddPCRs were analyzed using software R version 4.1.1 [37].
RT-ddPCR graphs were obtained using the ddPCR R package version 1.15, a tool that allows
the analysis and visualization of Droplet Digital PCR data in R [38].

Supplementary Materials: The following supporting information can be downloaded at: https://www.
mdpi.com/article/10.3390/plants12122364/s1. Figure S1. Optimization of the real-time RT-PCR
annealing temperature (using 600 nM of pri-mers and 100 nM of probes); Figure S2. Optimization
of the real-time RT-PCR primer and probe concentrations; Figure S3. Optimization of M-MLV
concentration (20, 50 and 200 U per reaction) in WMV-CP (red) and ZYMV-CP (blue) RT-ddPCRs.

Author Contributions: Conceptualization, M.L., A.M. and S.B.; methodology, M.L., A.M. and C.L.C.;
validation, M.L. and A.M.; formal analysis, M.L.; investigation, M.L., A.M., C.L.C. and S.B.; writing—
original draft preparation, M.L., A.M., C.L.C. and S.B.; writing—review and editing, A.T., E.C., L.F.
and L.T.; visualization, M.L.; supervision, L.T. All authors have read and agreed to the published
version of the manuscript.

Funding: This research received no external funding.

Data Availability Statement: Not applicable.

Acknowledgments: The authors are thankful to Immacolata Dragone for her invaluable technical support.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Grumet, R.; McCreight, J.D.; McGregor, C.; Weng, Y.; Mazourek, M.; Reitsma, K.; Labate, J.; Davis, A.; Fei, Z. Genetic Resources

and Vulnerabilities of Major Cucurbit Crops. Genes 2021, 12, 1222. [CrossRef]
2. Lecoq, H.; Desbiez, C. Viruses of Cucurbit Crops in the Mediterranean Region. An Ever-Changing Picture. In Advances in Virus

Research; Academic Press: Cambridge, MA, USA, 2012; Volume 84.
3. Gadhave, K.R.; Gautam, S.; Rasmussen, D.A.; Srinivasan, R. Aphid Transmission of Potyvirus: The Largest Plant-Infecting RNA

Virus Genus. Viruses 2020, 12, 773. [CrossRef]
4. Ali, A. Epidemiology and Evolution of Poytviruses Infecting Cucurbits. In Applied Plant Virology: Advances, Detection, and Antiviral

Strategies; Awasthi, L.P., Ed.; Academic Press: Cambridge, MA, USA, 2020.
5. De Moya-Ruiz, C.; Gómez, P.; Juárez, M. Occurrence, Distribution, and Management of Aphid-Transmitted Viruses in Cucurbits

in Spain. Pathogens 2023, 12, 422. [CrossRef] [PubMed]
6. Pozzi, E.; Perotto, M.C.; Bertin, S.; Manglli, A.; Luciani, C.; Conci, V.C.; Tomassoli, L. Molecular Variability of Watermelon Mosaic

Virus Isolates from Argentina. Eur. J. Plant. Pathol. 2020, 156, 1091–1099. [CrossRef]
7. Desbiez, C.; Wipf-Scheibel, C.; Millot, P.; Berthier, K.; Girardot, G.; Gognalons, P.; Hirsch, J.; Moury, B.; Nozeran, K.; Piry, S.; et al.

Distribution and Evolution of the Major Viruses Infecting Cucurbitaceous and Solanaceous Crops in the French Mediterranean
Area. Virus Res. 2020, 286, 198042. [CrossRef]

8. Lecoq, H.; Fabre, F.; Joannon, B.; Wipf-Scheibel, C.; Chandeysson, C.; Schoeny, A.; Desbiez, C. Search for Factors Involved in the
Rapid Shift in Watermelon mosaic virus (WMV) Populations in South-Eastern France. Virus Res. 2011, 159, 115–123. [CrossRef]
[PubMed]

9. Juarez, M.; Legua, P.; Mengual, C.M.; Kassem, M.A.; Sempere, R.N.; Gómez, P.; Truniger, V.; Aranda, M.A. Relative Incidence,
Spatial Distribution and Genetic Diversity of Cucurbit Viruses in Eastern Spain. Ann. Appl. Biol. 2013, 162, 362–370. [CrossRef]

10. Bertin, S.; Manglli, A.; McLeish, M.; Tomassoli, L. Genetic Variability of Watermelon Mosaic Virus Isolates Infecting Cucurbit
Crops in Italy. Arch. Virol. 2020, 165, 937–946. [CrossRef]

https://www.mdpi.com/article/10.3390/plants12122364/s1
https://www.mdpi.com/article/10.3390/plants12122364/s1
https://doi.org/10.3390/genes12081222
https://doi.org/10.3390/v12070773
https://doi.org/10.3390/pathogens12030422
https://www.ncbi.nlm.nih.gov/pubmed/36986344
https://doi.org/10.1007/s10658-020-01965-3
https://doi.org/10.1016/j.virusres.2020.198042
https://doi.org/10.1016/j.virusres.2011.05.004
https://www.ncbi.nlm.nih.gov/pubmed/21605606
https://doi.org/10.1111/aab.12029
https://doi.org/10.1007/s00705-020-04584-9


Plants 2023, 12, 2364 16 of 17

11. Wang, Y.; Zhu, P.; Zhou, Q.; Zhou, X.; Guo, Z.; Cheng, L.; Zhu, L.; He, X.; Zhu, Y.; Hu, Y. Detection of Disease in Cucurbita maxima
Duch. Ex Lam. Caused by a Mixed Infection of Zucchini yellow mosaic virus, Watermelon mosaic virus, and Cucumber mosaic virus in
Southeast China Using a Novel Small RNA Sequencing Method. PeerJ 2019, 2019, e7930. [CrossRef] [PubMed]

12. Pérez-De-Castro, A.; Martınez de Alba, A.E.; Sáez, C.; Flores, A.; Sifres, A.; Gómez-Guillamón, M.L.; López, C.; Picó, B. Incidence
and Genetic Diversity of Cucurbit Viruses in Spain. Acta Hortic. 2020, 1294, 203–210. [CrossRef]

13. Khanal, V.; Wells, H.; Ali, A. High Prevalence of Three Potyviruses Infecting Cucurbits in Oklahoma and Phylogenetic Analysis
of Cucurbit Aphid-Borne Yellows Virus Isolated from Pumpkins. Pathogens 2021, 10, 53. [CrossRef] [PubMed]

14. Syller, J. Facilitative and Antagonistic Interactions between Plant Viruses in Mixed Infections. Mol. Plant. Pathol. 2012, 13, 204–216.
[CrossRef]

15. Mascia, T.; Gallitelli, D. Synergies and Antagonisms in Virus Interactions. Plant. Sci. 2016, 252, 176–192. [CrossRef] [PubMed]
16. Salvaudon, L.; De Moraes, C.M.; Mescher, M.C. Outcomes of Co-Infection by Two Potyviruses: Implications for the Evolution of

Manipulative Strategies. Proc. R. Soc. B Biol. Sci. 2013, 280, 20122959. [CrossRef]
17. Dietzgen, R.G.; Herrington, M.E. A Sensitive Semi-Quantitative Biotin-Streptavidin ELISA for the Detection of Potyviruses

Infecting Cucurbits. Aust. J. Agric. Res. 1991, 42, 417–427. [CrossRef]
18. Mohammed, H.S.; Zicca, S.; Manglli, A.; Mohamed, M.E.; El Siddig, M.A.; Tomassoli, L.; El Hussein, A.A. Identification and

Phylogenetic Analysis of Common Pumpkin Viruses in Sudan. J. Plant Pathol. 2014, 96, 77–84. [CrossRef]
19. Rajbanshi, N.; Ali, A. Simultaneous Detection of Three Common Potyviruses Infecting Cucurbits by Multiplex Reverse Transcrip-

tion Polymerase Chain Reaction Assay. J. Virol. Methods 2019, 273, 113725. [CrossRef]
20. Zhao, Z.; Xiang, J.; Tian, Q.; Zhao, W.; Zhou, T.; Zhao, L.; Zhang, Y. Development of One-Step Multiplex RT-PCR Assay for Rapid

Simultaneous Detection of Five RNA Viruses and Acidovorax citrulli in Major Cucurbitaceous Crops in China. Arch. Microbiol.
2022, 204, 696. [CrossRef]

21. Kuan, C.-P.; Deng, T.-C.; Huang, H.-C.; Chi, H.-H.; Lu, Y.-L. Use of Reverse Transcription Loop-Mediated Isothermal Amplification
for the Detection of Zucchini yellow mosaic virus. J. Phytopathol. 2014, 162, 238–244. [CrossRef]

22. Zhao, L.; Liu, Y.; Wu, Y.; Hao, X. Rapid Detection of Watermelon Viruses by Reverse Transcription Loop-Mediated Isothermal
Amplification. J. Phytopathol. 2016, 164, 330–336. [CrossRef]

23. Rubio, L.; Giménez, K.; Romero, J.; Font-San-Ambrosio, M.I.; Alfaro-Fernández, A.; Galipienso, L. Detection and Absolute
Quantitation of Watermelon Mosaic Virus by Real-Time RT-PCR with a TaqMan Probe. J. Virol. Methods 2022, 300, 114416.
[CrossRef]

24. Taglienti, A.; Donati, L.; Ferretti, L.; Tomassoli, L.; Sapienza, F.; Sabatino, M.; Di Massimo, G.; Fiorentino, S.; Vecchiarelli, V.; Nota,
P.; et al. In Vivo Antiphytoviral Activity of Essential Oils and Hydrosols from Origanum vulgare, Thymus vulgaris, and Rosmarinus
officinalis to Control Zucchini Yellow Mosaic Virus and Tomato Leaf Curl New Delhi Virus in Cucurbita pepo L. Front. Microbiol.
2022, 13, 840893. [CrossRef]

25. Taglienti, A.; Donati, L.; Dragone, I.; Ferretti, L.; Gentili, A.; Araniti, F.; Sapienza, F.; Astolfi, R.; Fiorentino, S.; Vecchiarelli, V.; et al.
In Vivo Antiphytoviral and Aphid Repellency Activity of Essential Oils and Hydrosols from Mentha suaveolens and Foeniculum
vulgare to Control Zucchini Yellow Mosaic Virus and Its Vector Aphis gossypii. Plants 2023, 12, 1078. [CrossRef] [PubMed]

26. Chinnadurai, C.; Kollam, M.; Ramsubhag, A.; Jayaraman, J. Genome Characterization of Zucchini Yellow Mosaic Virus Infecting
Cucurbits Reveals the Presence of a New Genotype in Trinidad and Tobago in the Caribbean Region. Arch. Virol. 2021,
166, 1661–1669. [CrossRef] [PubMed]

27. Mehle, N.; Dobnik, D.; Ravnikar, M.; Pompe Novak, M. Validated Reverse Transcription Droplet Digital PCR Serves as a Higher
Order Method for Absolute Quantification of Potato virus Y Strains. Anal. Bioanal. Chem. 2018, 410, 3815–3825. [CrossRef]

28. Liu, Y.; Wang, Y.; Wang, Q.; Zhang, Y.; Shen, W.; Li, R.; Cao, M.; Chen, L.; Li, X.; Zhou, C.; et al. Development of a Sensitive and
Reliable Reverse Transcription Droplet Digital PCR Assay for the Detection of Citrus Yellow Vein Clearing Virus. Arch. Virol.
2019, 164, 691–697. [CrossRef] [PubMed]

29. Pandey, B.; Mallik, I.; Gudmestad, N.C. Development and Application of a Real-Time Reverse-Transcription PCR and Droplet
Digital PCR Assays for the Direct Detection of Potato mop top virus in Soil. Phytopathology 2020, 110, 58–67. [CrossRef]

30. Villamil, C.; Calderon, M.N.; Arias, M.M.; Leguizamon, J.E. Validation of Droplet Digital Polymerase Chain Reaction for Salmonella
Spp. Quantification. Front. Microbiol. 2020, 11, 1512. [CrossRef]

31. Kojabad, A.A.; Farzanehpour, M.; Galeh, H.E.G.; Dorostkar, R.; Jafarpour, A.; Bolandian, M.; Nodooshan, M.M. Droplet Digital
PCR of Viral DNA/RNA, Current Progress, Challenges, and Future Perspectives. J. Med. Virol. 2021, 93, 4182–4197. [CrossRef]

32. EPPO Standard-Diagnostics. PM 7/98 (5) Specific Requirements for Laboratories Preparing Accreditation for a Plant Pest
Diagnostic Activity. EPPO Bull. 2021, 51, 468–498. [CrossRef]

33. Manglli, A.; Bertin, S.; Tomassoli, L. Preliminary Analysis of ZYMV and WMV Interaction in Mixed Infection by ∆∆Ct Rt-QPCR.
In Proceedings of the International Advances in Plant Virology 2019, Rome, Italy, 29–31 October 2019; Volume 95.

34. Coutts, B.A.; Kehoe, M.A.; Webster, C.G.; Wylie, S.J.; Jones, R.A.C. Zucchini Yellow Mosaic Virus: Biological Properties, Detection
Procedures and Comparison of Coat Protein Gene Sequences. Arch. Virol. 2011, 156, 2119–2131. [CrossRef] [PubMed]

35. Tamura, K.; Stecher, G.; Kumar, S. MEGA11: Molecular Evolutionary Genetics Analysis Version 11. Mol. Biol. Evol. 2021,
38, 3022–3027. [CrossRef] [PubMed]

36. Rutledge, R.G. Mathematics of Quantitative Kinetic PCR and the Application of Standard Curves. Nucleic Acids Res. 2003, 31, e93.
[CrossRef] [PubMed]

https://doi.org/10.7717/peerj.7930
https://www.ncbi.nlm.nih.gov/pubmed/31660276
https://doi.org/10.17660/ActaHortic.2020.1294.25
https://doi.org/10.3390/pathogens10010053
https://www.ncbi.nlm.nih.gov/pubmed/33430063
https://doi.org/10.1111/j.1364-3703.2011.00734.x
https://doi.org/10.1016/j.plantsci.2016.07.015
https://www.ncbi.nlm.nih.gov/pubmed/27717453
https://doi.org/10.1098/rspb.2012.2959
https://doi.org/10.1071/AR9910417
https://doi.org/10.4454/JPP.V96I1.005
https://doi.org/10.1016/j.jviromet.2019.113725
https://doi.org/10.1007/s00203-022-03304-y
https://doi.org/10.1111/jph.12175
https://doi.org/10.1111/jph.12461
https://doi.org/10.1016/j.jviromet.2021.114416
https://doi.org/10.3389/fmicb.2022.840893
https://doi.org/10.3390/plants12051078
https://www.ncbi.nlm.nih.gov/pubmed/36903936
https://doi.org/10.1007/s00705-021-05048-4
https://www.ncbi.nlm.nih.gov/pubmed/33811529
https://doi.org/10.1007/s00216-018-1053-3
https://doi.org/10.1007/s00705-018-04123-7
https://www.ncbi.nlm.nih.gov/pubmed/30535807
https://doi.org/10.1094/PHYTO-05-19-0185-FI
https://doi.org/10.3389/fmicb.2020.01512
https://doi.org/10.1002/jmv.26846
https://doi.org/10.1111/epp.12780
https://doi.org/10.1007/s00705-011-1102-0
https://www.ncbi.nlm.nih.gov/pubmed/21935626
https://doi.org/10.1093/molbev/msab120
https://www.ncbi.nlm.nih.gov/pubmed/33892491
https://doi.org/10.1093/nar/gng093
https://www.ncbi.nlm.nih.gov/pubmed/12907745


Plants 2023, 12, 2364 17 of 17

37. R Development Core Team. R: A Language and Environment for Statistical Computing. Version 4.0.5; R Foundation for Statistical
Computing: Vienna, Austria, 2021; p. 55. ISBN 3-900051-07-0. Available online: https://www.R-project.org/ (accessed on 5
May 2023).

38. Bidshahri, R.; Attali, D.; Fakhfakh, K.; McNeil, K.; Karsan, A.; Won, J.R.; Wolber, R.; Bryan, J.; Hughesman, C.; Haynes, C.
Quantitative Detection and Resolution of BRAF V600 Status in Colorectal Cancer Using Droplet Digital PCR and a Novel
Wild-Type Negative Assay. J. Mol. Diagn. 2016, 18, 190–204. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://www.R-project.org/
https://doi.org/10.1016/j.jmoldx.2015.09.003

	Introduction 
	Results 
	Set up of the Real-Time RT-PCR Assays 
	Validation of the Real-Time RT-PCR Assays 
	RT-ddPCR Assays 
	Test of Naturally Infected Samples 

	Discussion 
	Materials and Methods 
	Plant Material and RNA Extraction 
	Primer and Probe Design 
	Real-Time RT-PCR Set Up 
	Validation of the Real-Time RT-PCR Assays 
	Analytical Sensitivity 
	Analytical Specificity 
	Selectivity 
	Repeatability and Reproducibility 

	RT-ddPCR Set Up 
	Test of Naturally Infected Samples 
	Data Analysis 

	References

