viruses
Article

The Heterologous Expression of the p22 RNA
Silencing Suppressor of the Crinivirus Tomato
Chlorosis Virus from Tobacco Rattle Virus and Potato
Virus X Enhances Disease Severity but Does Not
Complement Suppressor-Defective Mutant Viruses
Yazmín Landeo-Ríos, Jesús Navas-Castillo, Enrique Moriones and M. Carmen Cañizares *
Instituto de Hortofruticultura Subtropical y Mediterránea “La Mayora”—Universidad de Málaga—Consejo
Superior de Investigaciones Científicas (IHSM-UMA-CSIC), Estación Experimental “La Mayora”,
Algarrobo-Costa, 29750 Málaga, Spain; landeoyazmin@gmail.com (Y.L.-R.); jnavas@eelm.csic.es (J.N.-C.);
moriones@eelm.csic.es (E.M.)
* Correspondence: carmen.canizares@eelm.csic.es; Tel.: +34-952-548990; Fax: +34-952-552677
Received: 19 October 2017; Accepted: 22 November 2017; Published: 24 November 2017

Abstract: To counteract host antiviral RNA silencing, plant viruses express suppressor proteins
that function as pathogenicity enhancers. The genome of the Tomato chlorosis virus (ToCV) (genus
Crinivirus, family Closteroviridae) encodes an RNA silencing suppressor, the protein p22, that has
been described as having one of the longest lasting local suppressor activities when assayed in
Nicotiana benthamiana. Since suppression of RNA silencing and the ability to enhance disease severity
are closely associated, we analyzed the effect of expressing p22 in heterologous viral contexts.
Thus, we studied the effect of the expression of ToCV p22 from viral vectors Tobacco rattle virus
(TRV) and Potato virus X (PVX), and from attenuated suppressor mutants in N. benthamiana plants.
Our results show that although an exacerbation of disease symptoms leading to plant death was
observed in the heterologous expression of ToCV p22 from both viruses, only in the case of TRV did
increased viral accumulation occur. The heterologous expression of ToCV p22 could not complement
suppressor-defective mutant viruses.
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1. Introduction
RNA silencing acts as an effective antiviral defense in plants [1]. To counteract it, plant viruses
have developed strategies based on the expression of silencing suppressor proteins. Most of the viral
RNA silencing suppressors identified so far also enhance virus accumulation and pathogenicity [2,3].
These suppressors of RNA silencing may contribute to disease synergism in which one virus enhances
the virulence or complements the defects of the other one by helping it to replicate or to move
systemically. In viral synergism, co-infection of two or more viruses can exacerbate symptom severity
and increase the titer of the viruses observed in single infections [3,4]. The best studied example of
plant viral synergism is that between Potato virus Y (PVY, genus Potyvirus, family Potyviridae) and
Potato virus X (PVX, genus Potexvirus, family Alphaflexiviridae) in tobacco [4–8]. The pathogenicity
enhancement observed when the potyviral helper component-proteinase (HC-Pro) suppressor was
expressed from heterologous viruses revealed that this was the sequence involved in the synergistic
interaction [3]. Similarly, the co-expression of other viral RNA silencing suppressors enhances PVX
virulence [9,10].
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Tomato chlorosis virus (ToCV, genus Crinivirus) belongs to the family Closteroviridae, in which
the largest RNA genomes among plant viruses have been reported [11]. ToCV is transmitted in
nature by the whitefly (Hemiptera: Aleyrodidae) Bemisia tabaci and has a bipartite single-stranded,
positive-sense RNA genome [12–15]. As for other members of the family Closteroviridae, ToCV adopts
the strategy of encoding multiple RNA silencing suppressors [16]. Thus, while ToCV RNA-2 has
delegated its suppressor function to the structural proteins coat protein (CP) and minor coat protein
(CPm), RNA-1 encodes an apparently dedicated suppressor protein, p22, although no studies have
been performed to know if it is implicated in other steps of the viral infection process. Interestingly,
p22 has been shown to be one of the longest lasting local suppressors reported to date when assayed in
Nicotiana benthamiana, suppressing local RNA silencing induced either by sense RNA or dsRNAs [16]
and binding preferentially long dsRNAs [17]. Moreover, previous work showed that the heterologous
expression of p22 from PVX led to plant death [16].
Tobacco rattle virus (TRV, genus Tobravirus, family Virgaviridae) and PVX have been frequently
used as viral vectors for both, gene expression and gene silencing studies [18–20]. TRV has a bipartite,
positive-sense single-stranded RNA in which RNA1 encodes the replicase proteins, the 29K cell-to-cell
movement protein [21], recently described as an RNA silencing suppressor [22], and the 16K silencing
suppressor protein [23–26]. TRV RNA2 encodes a coat protein (CP) [27], and it has been engineered to
facilitate insertion of heterologous gene sequences [28–31]. In RNA1, while the replicase is translated
from the genomic RNA, the 29K and 16K proteins are translated from the respective subgenomic
RNAs (sgRNA) [27]. TRV RNA1 is capable of replicating and moving systemically in plants in the
absence of RNA2 [32]. On the other hand, PVX has a monopartite, positive-sense single-stranded
RNA genome encoding five open reading frames (ORFs); a first ORF encodes the viral replicase,
a central region encodes three overlapping ORFs, known as the triple-gene block (TGB), and a final
ORF encodes the CP [33]. It has also been engineered to insert heterologous gene sequences. The three
central region-encoded proteins and the final viral CP are translated from sgRNAs. One of the three
TGB proteins is the multifunctional P25 that suppresses RNA silencing and is required for cell to
cell movement through plasmodesmata [34,35]. It has been shown that although PVX movement is
dependent on the suppression function of P25, suppression of silencing is not sufficient to allow virus
movement [35].
In this study, we assayed the role of p22 viral silencing suppressor as enhancer of disease severity
in heterologous viral infections using as host plant N. benthamiana. Both wild-type and attenuated
TRV and PVX suppressor mutants were examined for heterologous expression of p22. Our results
show that, although p22 induced a dramatic enhancement of the disease symptoms caused by TRV
and PVX, resulting in plant death, the mechanism involved in this process seemed to be different for
each virus. Thus, while the increase in TRV pathogenicity is linked to an increased viral RNA level
in plants, no change was observed for PVX. Also, the heterologous expression of ToCV p22 did not
functionally complement the absence of the 16K or P25 suppressors of defective TRV or PVX mutant
viruses, respectively, at both the local and systemic level.
2. Materials and Methods
2.1. Plasmid Constructs
Plasmids pTRV1 and pTRV2 containing the cDNA of TRV RNA1 and RNA2, respectively,
under the Cauliflower mosaic virus (CaMV) 35S promoter have been described [29]. To construct
a TRV expressing ToCV p22 (TRV2p22), the cDNA fragment corresponding to ToCV p22 was PCR
amplified using the Expand High Fidelity PCR system (Roche Diagnostics, Mannheim, Germany)
and primers MA 1287 and MA 1288 (Supplementary Materials, Table S1) with specific restriction sites
and cloned into pTRV2. For mutants TRV1∆16K and TRV∆16Kp22, one premature stop codon was
introduced at position 11 of the amino acid sequence of the 16K ORF by PCR using the QuikChange
II XL Site-Directed Mutagenesis Kit (Stratagene, Agilent Technologies, Santa Clara, CA, USA) and
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specific primers MA 1281 and MA 1282 (Supplementary Materials, Table S1). Each construct was
verified by DNA sequencing with an ABI 3730 XL DNA analyzer (Applied Biosystems, Foster City, CA,
USA) (Macrogen Inc., Seoul, Korea). The constructs were transformed into Agrobacterium tumefaciens
strain GV3101 by electroporation.
Plasmid pgR107 containing the cDNA of PVX (pPVX) under the CaMV 35S promoter has been
described [36]. The generation of a PVX expressing ToCV p22 (construct PVXp22) has also been
described [16]. To generate PVX∆P25 and PVX∆P25p22 constructs, two premature stop codons were
introduced at positions 23 and 25 of the amino acid sequence of the P25 ORF of the vectors PVX and
PVXp22 by PCR as described above, using the specific primers MA 1621 and MA 1622 (Supplementary
Materials, Table S1). Each construct was verified by DNA sequencing with an ABI 3730 XL DNA
analyzer (Applied Biosystems, Foster City, CA, USA) (Macrogen Inc., Seoul, Korea). pgR107 was
kindly provided by Dr. David C. Baulcombe (Sainsbury Laboratory, Norwich, UK). The constructs
were transformed into A. tumefaciens strain GV3101 by electroporation.
2.2. Plant Material and Agroinfiltration
N. benthamiana plants (3–5 leaf growth stage) were agroinfiltrated with A. tumefaciens strain
GV3101 carrying pTRV1 + pTRV2p22 or pTRV2, pTRV1∆16K + pTRV2p22 or pTRV2, and pPVXp22,
pPVX, pPVX∆P25p22, or pPVX∆P25. For co-infiltration of pTRV1 and pTRV2 and its derivatives,
equal volumes of individual A. tumefaciens cultures (optical density at 600 nm of 1) were mixed prior
to infiltration. Plants were maintained in a controlled temperature chamber at 25 ◦ C with a 16 h/8 h
light/dark cycle.
2.3. RNA Analysis
For northern blot analysis, total RNA was extracted from leaf tissues as described previously [37].
Total RNA (5 µg) was separated on 1% formaldehyde agarose gels, transferred to positively-charged
nylon membranes (Roche Diagnostics, Mannheim, Germany), and probed with digoxigenin-labeled
specific RNA probes for the RNA1 and RNA2 30 -untranslated region of TRV (6548–6789 nt of RNA1
and 1860–2101 nt of RNA2), and for the 30 -end region of PVX (5875–6403 nt of PVX cDNA sequence in
pgR107 vector). For tissue blot hybridization, fresh cross-sections of four non-inoculated leaf petioles
or stems were squash blotted on positively-charged nylon membranes (Roche Diagnostics, Mannheim,
Germany), and blots were hybridized with the digoxigenin-labeled RNA probes mentioned above.
The hybridization conditions used were those recommended by the manufacturer (DIG Application
Manual for Filter Hybridization, Roche Diagnostics, Mannheim, Germany). Membranes were exposed
to X-ray film (X-Omat AR, Kodak, Rochester, NY, USA) and developed following a conventional
photographic process.
3. Results
3.1. Effect of the Heterologous Expression of the ToCV p22 Suppressor on TRV Virulence
To investigate the role of the ToCV p22 suppressor in the context of a heterologous TRV infection,
we examined the effect of its expression from the heterologous wild-type TRV virus (TRVp22 construct),
and from a 16K suppressor deficient TRV mutant (TRV∆16Kp22 construct), comparing the results with
those obtained with the wild type TRV and a 16K suppressor deficient TRV mutant (TRV and TRV∆16K
constructs, respectively). N. benthamiana plants were co-infiltrated with A. tumefaciens strains harboring
a mixture of TRV1 and TRV2p22 or TRV2, and TRV1∆16K plus TRV2p22 or TRV2 (Figure 1A).
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Figure 1. Schematic representation of Tobacco rattle virus (TRV) and Potato virus X (PVX) constructs
Figure 1. Schematic representation of Tobacco rattle virus (TRV) and Potato virus X (PVX) constructs
used in this work. (A) TRV is the viral vector containing the infectious TRV cDNA. In TRVp22 the
used in this work. (A) TRV is the viral vector containing the infectious TRV cDNA. In TRVp22 the
Tomato chlorosis virus (ToCV) p22 gene was inserted into a multiple cloning site (Mcs) on the viral
Tomato chlorosis virus (ToCV) p22 gene was inserted into a multiple cloning site (Mcs) on the viral
RNA2 created after removing the two genes involved in nematode transmission of TRV. TRV∆16K
RNA2 created after removing the two genes involved in nematode transmission of TRV. TRV∆16K
consists of an infectious TRV cDNA that harbors a premature stop codon in the RNA1-encoded 16K
consists of an infectious TRV cDNA that harbors a premature stop codon in the RNA1-encoded 16K
open reading frame (ORF) (arrowhead). In TRV∆16Kp22, the ToCV p22 gene was inserted into the
open reading frame (ORF) (arrowhead). In TRV∆16Kp22, the ToCV p22 gene was inserted into the
Mcs and a premature stop codon was created in the RNA1 encoded 16K ORF (arrowhead); (B) PVX
Mcs and a premature stop codon was created in the RNA1 encoded 16K ORF (arrowhead); (B) PVX is
is the viral vector containing the infectious PVX cDNA. PVXp22 consists of an infectious PVX cDNA
the viral vector containing the infectious PVX cDNA. PVXp22 consists of an infectious PVX cDNA
clone that expresses ToCV p22 from a duplicated PVX CP promoter. PVX∆P25 consists of an infectious
clone that expresses ToCV p22 from a duplicated PVX CP promoter. PVX∆P25 consists of an infectious
PVX cDNA clone harboring two stop codons in the P25 ORF (arrowhead). PVX∆P25p22 consists of
PVX cDNA clone harboring two stop codons in the P25 ORF (arrowhead). PVX∆P25p22 consists of
an infectious PVX cDNA clone that expresses ToCV p22 and harbors two stop codons in the P25 ORF
an infectious PVX cDNA clone that expresses ToCV p22 and harbors two stop codons in the P25 ORF
(arrowhead). A vertical black line shows the multiple cloning site.
(arrowhead). A vertical black line shows the multiple cloning site.
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Figure 2. Analysis of Nicotiana benthamiana plants inoculated with Tobacco rattle virus (TRV)
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size clearly observed for genomic TRV RNA2 of the TRV∆16Kp22 constructs indicated that the
ToCV p22 ORF cloned was retained in the viral progeny. Similar results were obtained in two
independent experiments.
Taken together, these results indicate that the expression of the suppressor p22 from the
heterologous vector TRV when the 16K suppressor is present enhances both symptomatology and
viral RNA Viruses
accumulation,
but it cannot functionally complement a 16K defective virus6 ofat14either the
2017, 9, 358
local and systemic level.
Taken together, these results indicate that the expression of the suppressor p22 from the
heterologous vector TRV when the 16K suppressor is present enhances both symptomatology and
3.2. Enhanced Virulence with Heterologous Expression of the p22 Suppressor from a TRV Vector Is Not
viral RNA accumulation, but it cannot functionally complement a 16K defective virus at either the
to Faster Systemic
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local and systemic level.
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These results show that the enhanced disease symptoms and virus accumulation in TRV2p22
infected plants do not seem to be linked to a faster spread of the chimeric virus across the plant.
In addition to this, the presence of the suppressor p22 could not complement the absence of 16K in
a defective TRV mutant virus.
3.3. Effect of the Heterologous Expression of the p22 Suppressor on PVX Virulence
Although it was previously demonstrated that the expression of the suppressor protein p22
from a heterologous PVX vector enhanced the disease symptoms of infected plants [16], a detailed
time-course analysis of viral accumulation was not conducted. In addition to this, as described above
for TRV, a detailed analysis of the role of p22 in the context of a heterologous PVX infection was
obtained by expressing p22 from the wild type PVX (PVXp22) and from a P25 suppressor deficient
PVX mutant (PVX∆P25p22) (Figure 1B). Compared with PVX infection that resulted in mild mosaic
symptoms in N. benthamiana plants at 7–8 dpi, plants inoculated with PVXp22 exhibited evident leaf
curling in young non-inoculated leaves that rapidly progressed into generalized necrosis that led to
plant death by 10–12 dpi (Figure 4A). In contrast, no symptoms were observed in plants infected with
PVX∆P25p22 or PVX∆P25, in which neither p22 or a suppressor were present, respectively (Figure 4A).
The necrotic symptoms observed progressed so quickly that a time course for the comparative analysis
of virus accumulation could only be performed at 4, 5, and 7 dpi in agroinfiltrated leaves (although in
the latter case, the necrosis of the patch did not allow for the extraction of RNA for agroinfiltrations
with PVXp22), and at 7 dpi in non-inoculated leaves. By 7 dpi, although the non-inoculated leaves of
PVXp22 infected plants already exhibited necrotic symptoms, it was still possible to extract total RNA
to perform the analysis. As summarized in Figure 4B, analysis of agroinfiltrated patches at 4 and 5 dpi
and young non-inoculated leaves at 7 dpi showed no obvious differences in the viral accumulation of
PVXp22 and PVX, so it was not possible to link the enhanced symptoms observed with an increase in
PVXp22 accumulation. In agroinfiltrated patches with PVX∆P25p22 or PVX∆P25, while at 4 dpi the
viral accumulation of genomic RNA were delayed compared with PVXp22 and PVX agroinfiltrations
(only subgenomic RNAs are clearly visible, showing a higher intensity in the case of the PVX∆P25p22
construct), at 5 and 7 dpi, similar but lower accumulation of both genomic and subgenomic RNAs
were observed compared to those detected for PVXp22 and/or PVX. The slower electrophoretic
mobility of genomic and subgenomic RNAs observed for the recombinant constructs PVXp22 and
PVX∆P25p22, indicated that the p22 sequence was retained in the viral progeny. The absence of
detection of PVX∆P25p22 or PVX∆P25 at 7 dpi in the young non-inoculated leaves of test plants
indicates the strong constraints of the two P25 deleted mutant chimeras with regard to reaching distant
parts of the plant. Similar results were obtained in two independent experiments.
Altogether, these results indicate that the expression of the suppressor p22 from the heterologous
vector PVX when the P25 suppressor is present resulted in an accentuation of disease symptoms in
inoculated plants that was not linked to an increase in viral RNA accumulation. The presence of p22
could not functionally complement a P25 defective virus at both the local and systemic level.
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Figure 4. Analysis of Nicotiana benthamiana plants inoculated with Potato virus X (PVX) expressing
Figure 4. Analysis of Nicotiana benthamiana plants inoculated with Potato virus X (PVX) expressing
Tomato chlorosis virus p22 (PVXp22), PVX, PVX∆P25p22, and PVX∆P25. (A) Symptoms on N.
Tomato chlorosis virus p22 (PVXp22), PVX, PVX∆P25p22, and PVX∆P25. (A) Symptoms on
benthamiana plants following inoculation with PVXp22, PVX, PVX∆P25p22, and PVX∆P25 at 12 days
N. benthamiana plants following inoculation with PVXp22, PVX, PVX∆P25p22, and PVX∆P25 at 12 days
post-inoculation. For PVX, PVX∆P25p22, and PVX∆P25 inoculations, a detail of a leaf systemically
post-inoculation. For PVX, PVX∆P25p22, and PVX∆P25 inoculations, a detail of a leaf systemically
infected is shown; (B) Northern blot analysis of RNA extracted from agroinfiltrated patches at four,
infected is shown; (B) Northern blot analysis of RNA extracted from agroinfiltrated patches at four,
five, and seven days post-infiltration (dpi) and from non-inoculated young leaves at 7 dpi of plants
five, and seven days post-infiltration (dpi) and from non-inoculated young leaves at 7 dpi of plants
agroinfiltrated with constructs PVXp22, PVX, PVX∆P25p22, and PVX∆P25. Hybridization was carried
agroinfiltrated with constructs PVXp22, PVX, PVX∆P25p22, and PVX∆P25. Hybridization was carried
out with a probe specific to the 3′-end region of PVX. Positions of PVX genomics RNA (gRNA) and
out with a probe specific to the 30 -end region of PVX. Positions of PVX genomics RNA (gRNA) and
subgenomic RNAs (sgRNA) are indicated. Note that gRNA and sgRNA show slower electrophoretic
subgenomic RNAs (sgRNA) are indicated. Note that gRNA and sgRNA show slower electrophoretic
mobility in PVXp22 and PVX∆P25p22 because of the insertion of the p22 gene sequence—is a healthy
mobility in PVXp22 and PVX∆P25p22 because of the insertion of the p22 gene sequence—is a healthy
negative control. Ethidium bromide staining of rRNA was used as a loading control.
negative control. Ethidium bromide staining of rRNA was used as a loading control.
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Taken together, these observations suggest that the heterologous expression of the suppressor
Taken together, these observations suggest that the heterologous expression of the suppressor
p22 from a PVX vector does not result in faster spread of the virus throughout the plant and that p22
p22 from a PVX vector does not result in faster spread of the virus throughout the plant and that p22
cannot functionally complement the suppressor defective virus PVX∆P25.
cannot functionally complement the suppressor defective virus PVX∆P25.
Discussion
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suppressor activity in local assays in N. benthamiana [16], induced an enhancement in disease
symptoms and/or viral accumulation when expressed from heterologous viruses. Although phloem
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activity in local assays in N. benthamiana [16], induced an enhancement in disease symptoms and/or
viral accumulation when expressed from heterologous viruses. Although phloem limited viruses
of the genus Crinivirus, and even ToCV, have been associated before to an enhancement of the
symptomatology and viral accumulation when they are present in mixed infections [38–42] the
approaches used to elucidate this effect have been different, not studying the specific region of the viral
genome responsible. In our study, the role of ToCV p22 suppressor in heterologous viral infections was
studied by expressing it from TRV and PVX viruses, and from their 16K and P25 suppressor deficient
mutants, respectively.
The expression of ToCV p22 from TRV vector resulted into an enhancement of the pathogenicity
and accumulation of the viral RNAs in plants. This enhancement, however, was not linked to a faster
virus systemic spread. The fact of finding that the p22 expression increased the viral accumulation of
TRV could be explained, at least in part, by the combined action of different suppressors on multiple
steps of the RNA silencing pathway [3,43]. This interaction can contribute to a more effective way of
counteracting an antiviral RNA silencing response in plants, which might then result in the observed
higher viral accumulation. TRV 16K has been described as a relatively weak suppressor that effectively
suppresses RNA silencing in the presence of low levels of dsRNA inducer [25]. Since its activity
is overcome when a dsRNA inducer accumulates, the presence of ToCV p22 that can bind to long
dsRNAs [17] could enhance the function of TRV 16K. The fact that the increased viral accumulation
observed were not linked to faster systemic spread of TRVp22 could be due to the extra foreign
sequence that may have affected TRV spread. Although the TRV vector has been described as very
amenable to the insertion of heterologous sequences, as these sequences are not deleted during virus
multiplication [19], we could speculate that the nature of the sequence expressed, the protein p22
could induce a plant response or alter the virus conformation in such a way that it could affect the
systemic spread of this chimeric viral construct. A similar behavior has been observed for a TRV
vector tagged with GFP to silence genes, where the phenotype of gene silencing in TRV-GFP infected
N. benthamiana plants was delayed as compared with plants infected with the original TRV vector [44].
Although the presence of ToCV p22 resulted in the exacerbation of disease symptoms when the 16K
TRV suppressor was present, it could not functionally complement a 16K defective suppressor deficient
TRV mutant virus which induced a mild phenotype, not affecting the viral accumulation in either
agroinfiltrated or non-inoculated leaves, or viral spread. In contrast to this, the heterologous expression
of Cucumber mosaic virus (CMV, genus Cucumovirus, family Bromoviridae;) 2b, Pea early browning
virus (PEBV, genus Tobravirus, family Virgaviridae) 12K, Soil-borne wheat mosaic virus (SBWMV,
genus Furovirus, family Virgaviridae) 19K, and Barley stripe mosaic virus (BSMV, genus Hordeivirus,
family Virgaviridae) γb suppressors from a 16K deficient mutant TRV virus were able to compensate
the absence of the TRV 16K protein [28]. Although, as stated before, the mechanism of action of ToCV
p22 could contribute to the TRV 16K suppressor activity, other factors are probably important for
functional interchangeability. The fact that PEBV 12K, SBWMV 19K, BSMV γb and TRV 16K are all
classified as cysteine-rich proteins (CRPs) could indicate that it is important to have both structural
and functional similarity to be interchangeable. This conservation/complementation of action could
be linked, for example, to a required subcellular distribution, necessary to accomplish a function.
On the other hand, although the TRV1 encoded 29K protein has been described as a suppressor of
RNA silencing in addition to 16K [22], our results in plants infected with the mutant recombinant virus
TRV∆16Kp22 seemed to indicate that no interaction occurred between this protein and p22 when both
suppressors were present simultaneously on a TRV background.
In the case of the heterologous expression of ToCV p22 from PVX, although we observed an
enhancement of symptoms leading to plant death at 10–12 dpi, no differences in the viral RNA
accumulation were observed in either agroinfiltrated or non-inoculated leaves of N. benthamiana.
Similar results have been reported in N. benthamiana infected with PVX or PVX expressing the silencing
suppressor HC-Pro either derived from PVY or TEV [3,8]. It was argued that the lack of an enhancement
in PVX titers during this synergistic interaction in N. benthamiana could be due to the existence of

Viruses 2017, 9, 358

11 of 14

a threshold above which viral accumulation cannot increase in this host, despite the inhibition of
antiviral defenses by HC-Pro [8]. Therefore, since the enhanced pathogenicity associated with the
heterologous expression of the suppressor p22 from PVX does not seem to be the consequence of a more
efficient viral accumulation, other mechanisms must be involved. It is unlikely that the fast spread of
the necrosis symptomatology observed in plants inoculated with PVXp22 could be due to a cytotoxic
effect of p22, because in previous studies, high levels of p22 expression in agroinfiltrated patches was
not linked to a necrotic phenotype [16]. Previous studies [45] indicate that the combination of PVX with
different viral suppressors capable of inducing a systemic necrosis response in N. benthamiana do not
have any effect in the PVX genomic RNA levels, but enhance and/or stabilize PVX subgenomic RNAs.
In our case, we did not see a remarkable increase in the accumulation of subgenomic RNAs. However,
at 4 dpi, the longest of the subgenomic RNAs show a higher intensity in the case of the recombinant
viruses that express p22, even though these subgenomic RNAs are longer than in wild type PVX
(Figure 4B). Thus, these authors propose that the systemic necrosis observed during PVX-associated
synergism is a delayed systemic HR-like response triggered by P25 once it reaches a threshold level
as a result of the action of the heterologous suppressor of silencing [44]. It has been suggested that
Nicotiana spp. could carry a matching R gene that can specifically recognize P25 and mount an HR,
where the suppressor activity of the P25 protein is necessary. Similar to what we observed for TRV,
expression of p22 was unable to compensate for the impaired infection of a P25-suppressor defective
mutant PVX. Although it can be argued that the frameshift mutation introduced in P25 would affect the
RNA silencing suppression and movement functions, both necessary for PVX movement [35], this does
not diminish the importance of the results obtained when p22 is expressed in this chimera. Thus,
at the local level, the results obtained when p22 is expressed in a P25-suppressor defective mutant PVX
show that, although ToCV p22 suppresses RNA silencing in local assays very efficiently [16], it is not
capable of restoring the wild type viral accumulation of PVX when it is expressed by a P25-suppressor
defective mutant PVX. It should also be highlighted that studies performed to determine if p22 could
complement a P25-suppressor defective mutant PVX during systemic infection also have importance.
Thus, although detailed studies have been performed to show that p22 functions as a suppressor of
RNA silencing with a description of its mechanism of action [16,17,46], no other studies have been
performed to assess if it is also involved in other points of the infection cycle, like virus movement.
In fact, the existence of complex relationships has been reported between the suppression of RNA
silencing and viral movement, as with existing suppressors whose movement phenotypes have
been considered secondary manifestations of RNA silencing suppression activity [47–50]. In our
case, the lack of movement complementation when ToCV p22 is expressed using a P25-suppressor
defective mutant PVX impeded in viral movement indicates no existence of a potential plant cell-to-cell
movement function for p22, at least when it is expressed by this heterologous viral vector. On the
other hand, the expression of p22 by wild-type virus seemed to further limit the spreading ability of
the virus (see Figure 5), probably due to the debilitating effect of the extra sequence.
In summary, the results presented here show that the combined action of non-related RNA
silencing suppressors leads to an enhancement in disease severity, providing additional evidence for
the existence of a link between viral suppression of RNA silencing and virulence.
Supplementary Materials: The supplementary material is available online at www.mdpi.com/1999-4915/9/12/
358/s1.
Acknowledgments: Yazmín Landeo-Ríos was the recipient of an Agencia Española de Cooperación Internacional
(AECID) fellowship. M. Carmen Cañizares was the recipient of an I3P contract from the Consejo Superior de
Investigaciones Científicas-CSIC (Spain) co-financed by the Fondo Social Europeo (ESF). This work was supported
by grants AGL2013-48913-C2-1-R and AGL2016-75819-C2-2-R from the Ministerio de Economía y Competitividad,
Spain, co-financed by the Fondo Europeo de Desarrollo Regional-ESF. Jesús Navas-Castillo and Enrique Moriones
are members of the Research Group AGR-214, partially funded by the Consejería de Economía, Innovación y
Ciencia, Junta de Andalucía, Spain. We thank M. Victoria Martín and Remedios Tovar for their technical assistance,
and Proof Reading Service (PRS) for English language editing.

Viruses 2017, 9, 358

12 of 14

Author Contributions: Conceived and designed the experiments: M. Carmen Cañizares and Enrique Moriones.
Performed the experiments: Yazmín Landeo-Ríos.
Interpreted the results: Yazmín Landeo-Ríos,
Jesús Navas-Castillo, Enrique Moriones and M. Carmen Cañizares. Wrote the paper: Yazmín Landeo-Ríos,
Jesús Navas-Castillo, Enrique Moriones and M. Carmen Cañizares.
Conflicts of Interest: The authors declare no conflict of interest.

References
1.
2.
3.

4.
5.
6.
7.
8.

9.
10.

11.
12.
13.
14.

15.
16.
17.

18.
19.
20.

Baulcombe, D.C. RNA silencing in plants. Nature 2004, 431, 356–363. [CrossRef] [PubMed]
Ding, S.W.; Shi, B.J.; Li, W.X.; Symons, R.H. An interspecies hybrid RNA virus is significantly more virulent
than either parental virus. Proc. Natl. Acad. Sci. USA 1996, 93, 7470–7474. [CrossRef] [PubMed]
Pruss, G.; Ge, X.; Shi, X.M.; Carrington, J.C.; Vance, V.B. Plant viral synergism: The potyviral genome encodes
a broad-range pathogenicity enhancer that transactivates replication of heterologous viruses. Plant Cell 1997,
9, 859–868. [CrossRef] [PubMed]
Vance, V.B.; Berger, P.H.; Carrington, J.C.; Hunt, A.G.; Shi, X.M. 50 proximal potyviral sequences mediate
Potato virus X/potyviral synergistic disease in transgenic tobacco. Virology 1995, 206, 583–590. [CrossRef]
Goodman, R.M.; Ross, A.F. Enhancement by Potato virus Y of Potato virus X synthesis in doubly infected
tobacco depends on the timing of invasion by the viruses. Virology 1974, 58, 16–24. [CrossRef]
Damirdagh, I.S.; Ross, A.F. A marked synergistic interaction of Potato virus X and Y in inoculated leaves of
tobacco. Virology 1967, 31, 296–307. [CrossRef]
Vance, V.B. Replication of Potato virus X RNA is altered in coinfections with Potato virus Y. Virology 1991, 182,
486–494. [PubMed]
González-Jara, P.; Tenllado, F.; Martínez-García, B.; Atencio, F.A.; Barajas, D.; Vargas, M.; Díaz-Ruiz, J.;
Díaz-Ruiz, J.R. Host-dependent differences during synergistic infection by potyviruses with Potato virus X.
Mol. Plant Pathol. 2004, 5, 29–35. [CrossRef] [PubMed]
Moissiard, G.; Voinnet, O. Viral suppression of RNA silencing in plants. Mol. Plant Pathol. 2004, 5, 71–82.
[CrossRef] [PubMed]
Scholthof, H.B.; Scholthof, K.B.G.; Jackson, A.O. Identification of Tomato bushy stunt virus host-specific
symptom determinants by expression of individual genes from a Potato virus X vector. Plant Cell 1995, 7,
1157–1172. [CrossRef] [PubMed]
Dolja, V.V.; Kreuze, J.F.; Valkonen, J.P.T. Comparative and functional genomics of closteroviruses. Virus Res.
2006, 117, 38–51. [CrossRef] [PubMed]
Lozano, G.; Moriones, E.; Navas-Castillo, J. Complete nucleotide sequence of the RNA2 of the crinivirus
Tomato chlorosis virus. Arch. Virol. 2006, 151, 581–587. [CrossRef] [PubMed]
Lozano, G.; Moriones, E.; Navas-Castillo, J. Complete sequence of the RNA1 of a European isolate of
Tomato chlorosis virus. Arch. Virol. 2007, 152, 839–841. [CrossRef] [PubMed]
Wintermantel, W.M.; Wisler, G.C.; Anchieta, A.G.; Liu, H.Y.; Karasev, A.V.; Tzanetakis, I.E. The complete
nucleotide sequence and genome organization of Tomato chlorosis virus. Arch. Virol. 2005, 150, 2287–2298.
[CrossRef] [PubMed]
Wisler, G.C.; Li, R.H.; Liu, H.Y.; Lowry, D.S.; Duffus, J.E. Tomato chlorosis virus: A new whitefly-transmitted,
phloem-limited, bipartite closterovirus of tomato. Phytopathology 1998, 88, 402–409. [CrossRef] [PubMed]
Cañizares, M.C.; Navas-Castillo, J.; Moriones, E. Multiple suppressors of RNA silencing encoded by both
genomic RNAs of the crinivirus, Tomato chlorosis virus. Virology 2008, 379, 168–174. [CrossRef] [PubMed]
Landeo-Ríos, Y.; Navas-Castillo, J.; Moriones, E.; Cañizares, M.C. The p22 RNA silencing suppressor of the
crinivirus Tomato chlorosis virus preferentially binds long dsRNAs preventing them from cleavage. Virology
2016, 488, 129–136. [CrossRef] [PubMed]
Robertson, D. VIGS vectors for gene silencing: Many targets, many tools. Annu. Rev. Plant Biol. 2004, 55,
495–519. [CrossRef] [PubMed]
MacFarlane, S.A.; Popovich, A.H. Efficient expression of foreign proteins in roots from tobravirus vectors.
Virology 2000, 267, 29–35. [CrossRef] [PubMed]
Mallory, A.C.; Parks, G.; Endres, M.W.; Baulcombe, D.; Bowman, L.H.; Pruss, G.J.; Vance, V.B.
The amplicon-plus system for high-level expression of transgenes in plants. Nat. Biotechnol. 2002, 20,
622–625. [CrossRef] [PubMed]

Viruses 2017, 9, 358

21.
22.

23.

24.

25.

26.

27.
28.

29.
30.
31.
32.
33.
34.

35.
36.

37.

38.
39.
40.

41.

13 of 14

Hamilton, W.D.O.; Baulcombe, D.C. Infectious RNA produced by in vitro transcription of a full-length
Tobacco rattle virus RNA1 cDNA. J. Gen. Virol. 1989, 70, 963–968. [CrossRef]
Deng, X.; Kelloniemi, J.; Haikonen, T.; Vuorinen, A.L.; Elomaa, P.; Teeri, T.H.; Valkonen, J.P. Modification
of Tobacco rattle virus RNA1 to serve as a VIGS vector reveals that the 29K movement protein is an RNA
silencing suppressor of the virus. Mol. Plant-Microbe Interact. 2013, 26, 503–514. [CrossRef] [PubMed]
Ghazala, W.; Waltermann, A.; Pilot, R.; Winter, S.; Varrelmann, M. Functional characterization and subcellular
localization of the 16K cysteine-rich suppressor of gene silencing protein of Tobacco rattle virus. J. Gen. Virol.
2008, 89, 1748–1758. [CrossRef] [PubMed]
Martín-Hernández, A.M.; Baulcombe, D.C. Tobacco rattle virus 16-kilodalton protein encodes a suppressor
of RNA silencing that allows transient viral entry in meristems. J. Virol. 2008, 82, 4064–4071. [CrossRef]
[PubMed]
Martínez-Priego, L.; Donaire, L.; Barajas, D.; Llave, C. Silencing suppressor activity of the Tobacco rattle
virus-encoded 16-kDa protein and interference with endogenous small RNA-guided regulatory pathways.
Virology 2008, 376, 346–356. [CrossRef] [PubMed]
Reavy, B.; Dawson, S.; Canto, T.; MacFarlane, S.A. Heterologous expression of plant virus genes that
suppress post-transcriptional gene silencing results in suppression of RNA interference in Drosophila cells.
BMC Biotechnol. 2004, 4, 18. [CrossRef] [PubMed]
MacFarlane, S.A. Molecular biology of the tobraviruses. J. Gen. Virol. 1999, 80, 2799–2807. [CrossRef]
[PubMed]
Liu, H.; Reavy, B.; Swanson, M.; MacFarlane, S.A. Functional replacement of the Tobacco rattle virus
cysteine-rich protein by pathogenicity proteins from unrelated plant viruses. Virology 2002, 298, 232–239.
[CrossRef] [PubMed]
Liu, Y.L.; Schiff, M.; Marathe, R.; Dinesh-Kumar, S.P. Tobacco Rar1, EDS1 and NPR1/NIM1 like genes are
required for N-mediated resistance to Tobacco mosaic virus. Plant J. 2002, 30, 415–429. [CrossRef] [PubMed]
Ratcliff, F.; Martín-Hernández, A.M.; Baulcombe, D.C. Tobacco rattle virus as a vector for analysis of gene
function by silencing. Plant J. 2001, 25, 237–245. [CrossRef] [PubMed]
Ruiz, M.T.; Voinnet, O.; Baulcombe, D.C. Initiation and maintenance of virus-induced gene silencing.
Plant Cell 1998, 10, 937–946. [CrossRef] [PubMed]
Swanson, M.; Barker, H.; MacFarlane, S.A. Rapid vascular movement of tobraviruses does not require coat
protein: Evidence from mutated and wild-type viruses. Ann. Appl. Biol. 2002, 141, 259–266. [CrossRef]
Verchot-Lubicz, J.; Ye, C.M.; Bamunusinghe, D. Molecular biology of potexviruses: Recent advances.
J. Gen. Virol. 2007, 88, 1643–1655. [CrossRef] [PubMed]
Angell, S.M.; Davies, C.; Baulcombe, D.C. Cell-to-cell movement of Potato virus X is associated with a change
in the size exclusion limit of plasmodesmata in trichome cells of Nicotiana clevelandii. Virology 1996, 215,
197–201. [CrossRef] [PubMed]
Bayne, E.H.; Rakitina, D.V.; Morozov, S.Y.; Baulcombe, D.C. Cell-to-cell movement of Potato potexvirus X is
dependent on suppression of RNA silencing. Plant J. 2005, 44, 471–482. [CrossRef] [PubMed]
Jones, L.; Hamilton, A.J.; Voinnet, O.; Thomas, C.L.; Maule, A.J.; Baulcombe, D.C. RNA-DNA interactions
and DNA methylation in post-transcriptional gene silencing. Plant Cell 1999, 11, 2291–2301. [CrossRef]
[PubMed]
Noris, E.; Accotto, G.P.; Tavazza, R.; Brunetti, A.; Crespi, S.; Tavazza, M. Resistance to tomato yellow leaf
curl geminivirus in Nicotiana benthamiana plants transformed with a truncated viral C1 gene. Virology 1996,
225, 130–138. [CrossRef] [PubMed]
Karyeija, R.F.; Kreuze, J.F.; Gibson, R.W.; Valkonen, J.P. Synergistic interactions of a potyvirus and
a phloem-limited crinivirus in sweet potato plants. Virology 2000, 269, 26–36. [CrossRef] [PubMed]
Mukasa, S.B.; Rubaihayo, P.R.; Valkonen, J.P.T. Interactions between a crinivirus, an ipomoirus and
a potyvirus in coinfected sweetpotato plants. Plant Pathol. 2006, 55, 458–467. [CrossRef]
García-Cano, E.; Resende, R.O.; Fernández-Muñoz, R.; Moriones, E. Synergistic interaction between
Tomato chlorosis virus and Tomato spotted wilt virus results in breakdown of resistance in tomato. Phytopathology
2006, 96, 1263–1269. [CrossRef] [PubMed]
Wintermantel, W.M.; Cortez, A.A.; Anchieta, A.G.; Gulati-Sakhuja, A.; Hladky, L.L. Co-infection by two
criniviruses alters accumulation of each virus in a host-specific manner and influences efficiency of virus
transmission. Phytopathology 2008, 98, 1340–1345. [CrossRef] [PubMed]

Viruses 2017, 9, 358

42.

43.
44.

45.

46.

47.

48.

49.
50.

14 of 14

Wang, J.; Turina, M.; Medina, V.; Falk, B.W. Synergistic interaction between the Potyvirus, Turnip mosaic virus
and the Crinivirus, Lettuce infectious yellows virus in plants and protoplasts. Virus Res. 2009, 144, 163–170.
[CrossRef] [PubMed]
MacDiarmid, R. RNA silencing in productive virus infections. Annu. Rev. Phytopathol. 2005, 43, 523–544.
[CrossRef] [PubMed]
Tian, J.; Pei, H.; Zhang, S.; Chen, J.; Chen, W.; Yang, R.; Meng, Y.; You, J.; Gao, J.; Ma, N. TRV-GFP: A modified
Tobacco rattle virus vector for efficient and visualizable analysis of gene function. J. Exp. Bot. 2014, 65, 311–322.
[CrossRef] [PubMed]
Aguilar, E.; Almendral, D.; Allende, L.; Pacheco, R.; Chung, B.N.; Canto, T.; Tenllado, F. The P25
protein of Potato virus X (PVX) is the main pathogenicity determinant responsible for systemic necrosis in
PVX-associated synergisms. J. Virol. 2015, 89, 2090–2103. [CrossRef] [PubMed]
Landeo-Ríos, Y.; Navas-Castillo, J.; Moriones, E.; Cañizares, M.C. The p22 RNA silencing suppressor of the
crinivirus Tomato chlorosis virus is dispensable for local viral replication but important for counteracting
an antiviral RDR6-mediated response during systemic infection. Viruses 2016, 8, 182. [CrossRef] [PubMed]
Scholthof, H.B.; Scholthof, K.B.G.; Kibbert, M.; Jackson, A.O. Tomato bushy stunt virus spread is regulated by
two nested genes that function in cell-to-cell movement and host-dependent systemic invasion. Virology
1995, 213, 425–438. [CrossRef] [PubMed]
Cronin, S.; Verchot, J.; Haldeman-Cahill, R.; Schaad, M.C.; Carrington, J.C. Long-distance movement factor:
A transport function of the potyvirus helper component proteinase. Plant Cell 1995, 7, 549–559. [CrossRef]
[PubMed]
Ding, S.W.; Li, W.X.; Symons, R.H. A novel naturally occurring hybrid-gene encoded by a plant RNA virus
facilitates long distance virus movement. EMBO J. 1995, 14, 5762–5772. [PubMed]
Klein, P.G.; Klein, R.R.; Rodríguez-Cerezo, E.; Hunt, A.G.; Shaw, A.G. Mutational analysis of the Tobacco vein
mottling virus genome. Virology 1994, 204, 759–769. [CrossRef] [PubMed]
© 2017 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

