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Comprehensive transcriptome 
analyses reveal tomato plant 
responses to tobacco rattle virus-
based gene silencing vectors
Yi Zheng  1, Biao Ding2, Zhangjun Fei  1,3 & Ying Wang  2,4

In plants, virus-induced gene silencing (VIGS) is a popular tool for functional genomic studies or 
rapidly assessing individual gene functions. However, molecular details regarding plant responses 
to viral vectors remain elusive, which may complicate experimental designs and data interpretation. 
To this end, we documented whole transcriptome changes of tomato elicited by the application of 
the most widely used tobacco rattle virus (TRV)-based vectors, using comprehensive genome-wide 
analyses. Our data illustrated multiple biological processes with functional implications, including 
(1) the enhanced activity of miR167 in guiding the cleavage of an auxin response factor; (2) reduced 
accumulation of phased secondary small interfering RNAs from two genomic loci; (3) altered expression 
of ~500 protein-coding transcripts; and (4) twenty long noncoding RNAs specifically responsive to TRV 
vectors. Importantly, we unraveled large-scale changes in mRNA alternative splicing patterns. These 
observations will facilitate future application of VIGS vectors for functional studies benefiting the plant 
research community and help deepen the understanding of plant-virus interactions.

Molecular tools that modulate gene expression are critical for biological research and applications. Albeit vari-
ous tools are available for such purposes in plant biology, virus-induced gene silencing (VIGS) has been widely 
used thanks to its effectiveness and ease of handling1–5. The principle of VIGS rests on the phenomenon that 
plant RNA silencing machinery cleaves viral RNA to a population of virus-derived small RNAs (vsRNAs)6. The 
vsRNAs are integrated into host gene silencing effectors (Argonaute proteins) for function. When a plant gene 
fragment is inserted into viral sequences, vsRNAs generated from the inserted sequences will guide the cleavage 
of host transcripts based on sequence homology, leading to decreased accumulation of target genes7. Tobacco 
rattle virus (TRV)-based VIGS vectors were among the first that have been developed, and have been widely 
applied to functional gene studies in various plants8–12. The TRV vectors (pTRV1 and pTRV2), by removal of 
non-structural coding genes in the RNA2 genome, maintain the infectivity and facilitate the insertion of plant 
gene fragments13. When using TRV vectors, a typical design includes using agrobacteria harboring pTRV1 plus 
either empty pTRV2 vector or a pTRV2-GFPsil as controls to compare phenotypes obtained from treatments 
with TRV-target constructs. While this experimental setup is generally acceptable to many purposes, it remains 
largely elusive regarding the plant responses to the presence of TRV or TRV-based vectors at the whole transcrip-
tome level. A recent report using microarrays showed that TRV infection activated the hypersensitive response 
pathway in potato tubers, which demonstrated the alteration of host protein-coding genes by TRV but did not 
examine the dynamics of other important regulatory noncoding RNAs such as small RNAs and long noncoding 
RNAs (lncRNAs)14.

Virus infection generally affects the accumulation of certain plant miRNAs, depending on the host and virus 
combinations. For example, miR168 is ubiquitously up-regulated in most of plant-virus combinations with a few 
exceptions while miR158 can be only elicited by turnip mosaic virus but not tobacco mosaic virus or cucumber 
mosaic virus (collectively reviewed in Yin et al.15). However, whether the guided cleavage of plant miRNAs is 
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affected by viruses or not has not been well studied at the transcriptome level. In addition, little is known regard-
ing the genome-wide expression patterns of lncRNAs in various host-virus combinations except those in plants 
infected with a nuclear-replicating viroid16 or a DNA virus17. Furthermore, most, if not all, of VIGS vectors are 
composed of engineered viral sequences which may trigger distinct plant responses as compared with those trig-
gered by wild type (WT) viruses. Therefore, we reason that a comprehensive understanding of plant responses to 
TRV vectors is in need to facilitate future experimental designs.

To this end, we used next-generation sequencing technologies to outline comprehensive transcriptome pro-
files (small RNAs, mRNAs, and degradome RNAs) in tomato plants applied with TRV vectors. Thus, this study is 
valuable for future experimental designs benefiting the plant research community and provides new insights into 
plant-virus interactions.

Results and Discussion
Comprehensive transcriptome sequencing captures tomato responses to the application of 
TRV vectors. We inoculated tomato seedlings with a mixture of agrobacteria harboring equal amount of 
pTRV1 and pTRV2-GFPsil vectors and verified the presence of TRV in the top leaves at three weeks post inocu-
lation (Fig. 1). We used a mixture of top three leaves from each individual plant as a biological replicate and three 
biological replicates each for mock and TRV vectors-inoculated samples. As an advancement, we used RNA from 
the same samples to generate three sets of libraries for sequencing: sRNA, degradome RNA (dRNA), and RNA-
Seq, which allowed us to analyze the data in a coordinated manner for unraveling the expression and function 
of various RNA populations. After processing the sequencing data, for each sample we obtained ~1–3 million 
high-quality sRNA reads, 2.5–13 million dRNA-Seq reads, and 4.4–15.7 million RNA-Seq reads (Supplementary 
Table S1). These data together captured the dynamics of various classes of regulatory RNAs and protein-coding 
mRNAs.

TRV vectors impact the expression and function of tomato sRNAs. sRNAs, including microR-
NAs (miRNAs) and small interfering RNAs (siRNAs), are essential regulators involved in various biological pro-
cesses. Extensive studies revealed that viral infection affects the expression of certain plant miRNAs15. We tested 
whether TRV vectors also affect the expression and function of plant sRNAs. We found that only miR159 among 
all known tomato miRNAs showed a significantly decreased expression upon TRV inoculation based on the 
normalized read numbers from three biological replicates (Fig. 2a; Supplementary Table S2). This pattern is in 
contrast to the induction of tomato miR171e and miR4376 in response to the infection of PSTVd16, attesting to 
the specific host responses. Interestingly, miR159 appears to be a common target by various plant viruses but 
exhibits diverse expression patterns in different host-virus combinations15. Furthermore, miR159 can directly 
interact with a silencing suppresser encoded by African cassava mosaic virus when infecting Arabidopsis18, which 
suggests that some viruses can compromise the function of miR159 without changing its accumulation level. 
Besides miRNAs, we are also interested in phasiRNAs, which are a unique class of plant siRNAs derived from 
truncated transcripts as products of miRNA-guided cleavages and arranged in a head-to-tail phased pattern19, 

20. The phasiRNA pathway is implicated in regulating plant innate immunity via regulating various NBS-LRR 
family genes21–23. We identified 86 phasiRNA generating loci (PHAS) and uncovered miRNA/sRNA triggers for 
28 of them (Supplementary Table S3). None of the trigger miRNAs/siRNAs showed significant changes in their 
accumulation levels in response to TRV vector inoculation. However, we found that the abundance of phasiR-
NAs generated from two PHAS loci showed 2-fold changes with P values below 0.05 (Supplementary Table S3). 
One PHAS locus mapped to a calcium-dependent protein kinase (Solyc01g096350) and the other mapped to a 
receptor-like kinase (Solyc12g100010), both of which are likely involved in plant defense signaling. Noteworthy 
is that, in contrast to the expression changes in seventeen PHAS loci upon PSTVd infection, TRV vectors have 
a milder impact on the expression of tomato phasiRNAs. Interestingly, the abundance of phasiRNAs generated 
from the PHAS locus mapped to a receptor-like kinase (Solyc12g100010) was also reduced in PSTVd-infected 
tomato plants16, therefore this PHAS locus might be a common target for infectious RNAs involved in host-virus/
viroid interactions.

To evaluate the function of host sRNAs in response to TRV vectors, we performed parallel analysis of 
RNA ends (PARE) of our dRNA data to uncover sRNA-guided cleavages of mRNAs. Statistical analysis by the 

Figure 1. Northern blots showing the presence of TRV in tomato leaf samples after 3 weeks post inoculation. 
Three biological replicates for mock and TRV vectors-inoculated samples using individual plants were 
presented.

http://S1
http://S2
http://S3
http://S3


www.nature.com/scientificreports/

3ScienTific REPORTS | 7: 9771  | DOI:10.1038/s41598-017-10143-1

CleaveLand Suite24 identifies sRNA-guided transcript cleavages and provides a calculated p-value as well as a 
category score ranking from 0 (most promising) to 5 (least promising). In general, categories 0 and 1 can be 
considered as a strong support of sRNA-guided cleavage. Using our deep sequencing data of sRNAs (21- and 
22-nt populations) and dRNAs, we uncovered 798 positive events of sRNA-guided transcript cleavages satisfying 
both the P value < 0.05 in at least one sample and a category score of 1 or 0 in at least one sample (Supplementary 
Table S4).

In general miRNA activities remained largely unaffected when examining the category scores as well as the 
accumulation of the cognate target transcripts (Supplementary Table S5). For example, miR396 regulation over 
Solyc12g096070 (encoding GROWTH-REGULATING FACTOR 5/GRF5) had a category score of 0 in all mock 
and TRV vectors-inoculated samples and had similar accumulation levels of the target GRF5 transcripts in all 
samples. These serve as positive controls supporting the quality of the data. Despite the reduction of miR159, the 
miR159-guided cleavage was slightly hampered for transcripts encoding an unknown protein (Solyc12g014120) 
but unaffected for transcripts encoding a GAMYB-like protein (Solyc06g073640), which may be attributed to 
the high abundance of miR159 even with repression triggered by TRV vectors. Interestingly, we found that the 
activities were significantly enhanced for miR167-guided cleavage of transcripts encoding tomato auxin response 
factor 8/ARF8 (Solyc02g037530) when inoculated with TRV vectors. While all TRV vectors-inoculated samples 
had category 0 for this regulation, two samples had category 2 and one sample had category 0 in mock. This 
enhanced activity was significant (P < 0.01) and resulted in a 40% reduction in the ARF8 accumulation (Fig. 2b; 
Supplementary Table S5). In the meantime, the activity of miR167 in regulating other genes was not affected. 
Interestingly, miR167 is a common target for a broad spectrum of plant pathogens including a viroid16, viruses25, 26,  
bacteria27, and fungi28. Thus, our data, together with the previous observations, further consolidate the ubiquitous 
role of miR167-based regulation over ARF8 in plant-pathogen interactions.

TRV vectors globally affect the expression and alternative splicing patterns of protein-coding 
transcripts. Viral infection often triggers the global expression changes of genes involved in stress response, 
cell wall structure, chloroplast function, protein metabolism, and hormonal pathways16, 29–32. In this study, we 
employed RNA-Seq analysis to achieve a high resolution for dynamic changes in gene expression profiles in 
response to TRV vectors in the tomato cultivar Heinz 1706. We identified 175 and 313 genes that were signifi-
cantly up- or down-regulated in response to TRV vectors, respectively (Supplementary Table S6). The number 
of affected genes in our study is comparable to 439 probes/genes affected in WT TRV-infected potato tubers 
using microarray analysis14. Pathway analysis found that anthocyanin metabolism, and formate metabolism 
were repressed while energy metabolism (such as glycolysis and photosynthesis) was induced (Supplementary 
Table S7). Interestingly, we did not observe the global activation of the hypersensitive response pathway in TRV 

Figure 2. Expression and cleavage activity dynamics of tomato miRNAs upon TRV inoculation.(A) MiRNA 
expression changes in TRV vectors-inoculated samples compared with mock samples. **Indicates P < 0.01.(B) 
Change in miR167-guided cleavage activities detected with PARE data. MiR167 and target pairings are shown 
in the top panel. Arrows indicate the guided cleavage positions. Abundances of degradome tags are shown in 
the bottom panel.

http://S4
http://S5
http://S5
http://S6
http://S7


www.nature.com/scientificreports/

4ScienTific REPORTS | 7: 9771  | DOI:10.1038/s41598-017-10143-1

vectors-inoculated as was reported for WT TRV infection of potato tubers14. This difference is likely attributable 
to the deletion of viral sequences in TRV vectors as well as distinct host-virus combinations.

Noteworthy is that we found the differential expression of some protein-coding genes in association with 
changes in alternative splicing (AS) events. Two types of AS changes were observed: 1) splicing patterns were 
the same between mock and infected samples but only one of the splicing variants showing significant changes 
in expression; and 2) splicing patterns changed directly between mock and infected samples. We found that 36 
loci have only one splicing variant selectively up- and down-regulated (Type I changes) (Fig. 3a; Supplementary 
Table S8). The Type II changes included exon skipping, alternative 5′ donor sites, alternative 3' acceptor sites, and 
intron retentions. We identified 347 loci that showed distinct alternative splicing patterns between mock and 
inoculated samples (Fig. 3a; Supplementary Table S9), among which intron retention was the most dominant 
AS events being affected, while exon skipping and alternative acceptor each accounted for one-fourth of the AS 

Figure 3. Gene expression dynamics and large-scale changes in alternative splicing (AS) upon TRV 
inoculation.(A) Density plot of protein-coding genes, differentially expressed protein-coding genes, and 
protein-coding genes with changed AS (Type I and Type II) across the tomato genome.(B) Summary of different 
categories of changed AS events.(C) Top 10 GO terms significantly enriched in protein-coding genes with 
changed AS.
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events being affected (Fig. 3b). Gene ontology analysis showed that the genes with AS changes (Types I and II) 
were predominantly involved in metabolic processes and control of gene expression at multiple levels (Fig. 3c; 
Supplementary Table S10), indicating that inoculation of TRV vectors affects cellular processes through altering 
both the primary sequences and expression of regulatory and metabolic gene products. AS is a pivotal layer of 
gene regulation to attenuate compositions of various cellular machinery for functions, therefore virus affecting 
AS patterns represents a new mechanism underlying the molecular dynamics in plant-virus interactions. Recent 
studies showed that PSTVd16 as well as wildtype panicum mosaic virus together with its satellite virus33 can 
induce global changes of AS in host transcriptome affecting the expression of hundreds of genes. Here we found 
that TRV vectors, after the deletion of several non-structural genes, retained the capacity to change large-scale AS 
patterns in tomato transcriptome, showing that changes in AS patterns likely represent a common mechanism in 
altering host transcriptome. This information is also valuable for future experimental designs, when using TRV 
VIGS vectors, to consider the AS changes when assessing the expression of target genes (e.g. facilitate the primer 
designs for qRT-PCR assays, etc).

LncRNAs show specific expression patterns in response to TRV vectors. Accumulative evidence 
begins to unravel the pivotal role of lncRNAs in important biological processes, and TRV vectors-based VIGS 
can serve as a powerful tool to rapidly analyze the function of lncRNAs in plants. However, the impact of viral 
infection on the expression of plant lncRNAs remains unclear for most of the plant-virus combinations and 
the knowledge just started to emerge. Recent studies using RNA-Seq approach documented the genome-wide 
expression patterns of tomato lncRNAs in response to a DNA virus17 or a viroid16. In terms of plant response to 
RNA viruses, turnip crinkle virus infection affects the coupled expression pattern of a lncRNA and the nearby 
APETALA2 gene in Arabidopsis, but it is unclear for the global lncRNA expression changes at the transcriptome 
level in the report34. Using the RNA-Seq data generated in this study, we identified 6,894 genomic loci that gener-
ated detectable lncRNAs (Supplementary Table S11), the majority of which were identical to the ones reported in 
a recent study16. We then focused on those that were specifically responsive to TRV vectors using a stringent cri-
terion (see methods for details), and found twenty such transcripts (Supplementary Table S12). A comparison of 
PSTVd-responsive and TRV-responsive lncRNAs in tomato showed that six lncRNAs are commonly suppressed 
upon infection, implying shared genomic regions subject to transcriptional repression in response to infectious 
RNAs. Our recent work showed that the expression patterns of seven lncRNAs were tightly coupled with their 
adjacent protein-coding genes in PSTVd-infected leaves16. Such phenomenon implies trans-regulation of these 
lncRNAs to their adjacent genes. However, we did not observe any of such examples in TRV vectors-inoculated 
samples.

In conclusion, we found that TRV vectors elicit the changes in the function of miR167, the abundance of pha-
siRNAs from two PHAS loci, expression patterns of over hundred protein-coding RNAs and twenty lncRNAs, 
as well as changes in alternative splicing patterns of 383 host transcripts. The information will benefit the plant 
research community in future experimental designs when using TRV VIGS vectors. The data also shed lights on 
the new layers of gene regulation in plant-virus interactions by providing genome-wide information in altered AS 
events and specific lncRNAs responsive to TRV derivatives.

Methods
Plant materials. Tomato plants (cv. Heinz 1706) were grown in a greenhouse at 25 °C and with a 16/8 hr 
light/dark cycle. Seedlings with first two true leaves just emerging were inoculated with water or agrobacterium 
containing pTRV1 (TAIR accession number CD3–1039) and pTRV2-GFPsil (TAIR accession number CD3–
1044). After three weeks post-inoculation, top three leaves from each plant were collected and the TRV infection 
was verified by Northern blotting. There were three biological replicates for mock samples and three for TRV 
vectors-applied samples as well.

Total RNA isolation and enrichment for sRNAs. Total RNA from collected leaf samples was isolated 
and fractioned to >200 nt and <200 nt populations using the RNAzolRT reagent (Sigma-Aldrich, St. Louis, 
MO). sRNA species were further purified using the mirVana miRNA isolation kit (Thermo Fishier Scientific, 
Grand Island, NY) following the manufacturer’s instructions. mRNA populations were further purified using the 
Magnetic mRNA isolation kit (NEB, Ipswich, MA).

Northern blots. Total RNA was run on 1% (w/v) denaturing agarose gels, transferred to Hybond-XL nylon 
membranes using a vacuum blotting system (Amersham Biosciences, Little Chalfont, UK), and then immobi-
lized by UV cross-linking. After blocking and overnight hybridization to [a-32P] UTP-labeled riboprobes at 60 °C 
in ULTRAhyb reagent (Thermo Fishier Scientific, Grand Island, NY), the membranes were washed four times 
and exposed to a storage phosphor screen (Kodak, Rochester, NY). For detecting TRV, probes were obtained by 
transcribing in vitro NotI-linearized pCR4-TRV16732–6791 template using a T3 MAXIscript kit (Thermo Fishier 
Scientific, Grand Island, NY).

Library construction and sequencing. sRNA libraries were constructed following the established pro-
tocol35. Briefly, 18–30 nt sRNA populations were purified using 17% urea-PAGE gel and then subject to liga-
tion with 3′- and 5′-adapters. sRNA populations with adapters were reverse transcribed, PCR amplified, and 
then purified from 8% native-PAGE gels. dRNA libraries were generated following the established protocol 
with minor modifications24. Briefly, a 5′-RNA adapter (5′-cagaguucuacaguccgacgauccagcag-3′) containing an 
Ecop15I site was ligated to the 5′-end of sRNA-guided cleaved mRNA species (dRNAs). An oligo d(T) primer 
(5′-ctgatctagaggtaccggatcccagcagt-3′) containing another Ecop15I site was used for reverse transcribing the 
dRNAs followed by PCR amplification. The amplified products were digested with Ecop15I (New England 
Biolabs, Ipswich, MA), followed by urea-PAGE gel purification of 97-mers, 3′-DNA adapter ligation, and PCR 
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amplification. Strand-specific RNA-Seq libraries were constructed using the protocol described previously36. All 
the library constructs were analyzed and quantified by bioanalyzer and sequenced on an Illumina HiSeq. 2500 
system.

RNA-Seq read processing, transcript assembly, and differential expression. Paired-end RNA-Seq 
reads were processed to remove adapters, low-quality bases using Trimmomatic37, and reads shorter than 40 bp 
were discarded. The remaining high-quality reads were subject to rRNA sequence removal by aligning to an 
rRNA database38 using Bowtie39 allowing up to three mismatches. The resulting read pairs were aligned to the 
tomato genome using Tophat240 allowing up to two mismatches. Only aligned read pairs with no mismatch were 
used to assemble into transcripts using Cufflinks41. The expression of transcripts was calculated and normalized 
to FPKM (fragments per kilobase of exon per million mapped fragments) base on all mapped read pairs using 
Cuffnorm, a component in the Cufflinks package. Differential expression analysis was conducted using Cuffdiff, 
a component in the Cufflinks package. Protein-coding genes with adjusted P < 0.05 and fold changes of at least 2 
were considered differentially expressed.

Functional annotation and coding potential assessing of assembled transcripts. The assembled 
transcripts were BLAST against the Arabidopsis thaliana protein42 and the UniProt (TrEMBL and SwissProt) 
databases43 with an E-value cutoff of 1e-4. The Coding Potential Calculator (CPC)44 was used to assess coding 
potential of the transcripts.

Identification of lncRNAs and alternative splicing events. Assembled transcripts derived from the 
tomato gene models or shorter than 200 bp were excluded from this analysis. The remaining transcripts were dig-
itally translated into proteins in 3 forward frames, and the longest amino acid sequences were used to determine 
the ORF length. We define lncRNAs by satisfying both CPC scores <0 and ORF lengths <100. Differentially 
expressed lncRNAs were identified using the same approach for protein-coding genes as described above except 
that we required lncRNAs to be induced or repressed in all three replicated samples due to their stochastic 
expression.

Alternative splicing (AS) events were identified from the expressed isoforms using ASTALAVISTA45. Different 
types of AS events were extracted and counted as previously described46. Briefly, we searched for four categories 
of AS events, included exon skipping, alternative 5′ donor sites, alternative 3′ acceptor sites, and intron retentions. 
We analyzed the abundance changes of alternatively spliced transcripts from the same locus as well as AS pattern 
changes from the same locus at a genome-wide scale.

sRNA sequence processing. sRNA reads were processed to remove adaptors, low-quality bases, and short 
reads (less than 15 nt). The resulting sRNA reads were further filtered by removing those mapped to the sequences 
of tRNAs, snoRNAs, snRNAs (collected from GenBank) or rRNAs38 using Bowtie39. Raw counts for each unique 
sRNAs were derived and normalized into TPM (transcripts per million). sRNAs that were expressed at >5 TPM 
in at least one sample were processed using DESeq.47 to identify differentially expressed sRNAs between mock 
and TRV vectors-inoculated tomatoes. sRNAs satisfying both adjusted p values <0.05 and fold changes > = 2 
were considered as differentially expressed.

Identification of miRNAs. We followed a previously described method48 to identify miRNAs from cleaned 
sRNA reads. sRNAs with >10 TPM in at least one sample were mapped to the tomato genome (ver. SL2.40) 
using Bowtie39 allowing no mismatch. We discarded sRNAs mapped to more than 20 loci in the genome. The 
mapped loci and 200 bp flanking sequences on each side were extracted and then folded in silico using RNAfold49. 
Resulting folded structures were checked with miRcheck50 to uncover candidate miRNAs, which were further 
compared with miRBase51 to identify conserved miRNAs.

Identification of candidate PHAS loci. The method we used was previously described in details19. In 
brief, the cleaned sRNA sequences were mapped to the tomato reference sequences (genome or transcriptome) 
using Bowtie39 allowing no mismatch and no more than six hits. The reference sequences were then scanned with 
a sliding window of 189 bp (nine 21-nt phase registers). A positive PHAS window was identified if it contains 
no less than 10 unique sRNAs, with more than half of the unique sRNAs being 21-nt in length and with no less 
than three 21-nt unique sRNAs falling into the phase registers. We combined those windows when they shared 
the same phase registers and fell into the same gene loci. P values and phasing scores for positive windows were 
calculated following the methods described previously52, 53.

dRNA read processing and identification of cleavage sites. dRNA data were processed to filter out 
adapters, low-quality bases, short reads (<15 nt), as well as those mapped to the rRNA database. We aligned the 
cleaned dRNA reads to the assembled transcripts in order to generate degradome density file. We also identified 
the cleavage sites of miRNAs and siRNAs using CleaveLand Suite v4.324.

Accession numbers for deep sequencing data. The raw sequences of sRNAs, dRNA and RNA-Seq have 
been deposited in the NCBI SRA with the accession numbers SRP093503 (control samples) and SRP103592 (TRV 
vectors-inoculated samples).

References
 1. Ramegowda, V., Mysore, K. S. & Senthil-Kumar, M. Virus-induced gene silencing is a versatile tool for unraveling the functional 

relevance of multiple abiotic-stress-responsive genes in crop plants. Front Plant Sci 5, 323, doi:10.3389/fpls.2014.00323 (2014).
 2. Lange, M., Yellina, A. L., Orashakova, S. & Becker, A. Virus-induced gene silencing (VIGS) in plants: an overview of target species 

and the virus-derived vector systems. Methods Mol Biol 975, 1–14, doi:10.1007/978-1-62703-278-0_1 (2013).

http://dx.doi.org/10.3389/fpls.2014.00323
http://dx.doi.org/10.1007/978-1-62703-278-0_1


www.nature.com/scientificreports/

7ScienTific REPORTS | 7: 9771  | DOI:10.1038/s41598-017-10143-1

 3. Lu, R., Martin-Hernandez, A. M., Peart, J. R., Malcuit, I. & Baulcombe, D. C. Virus-induced gene silencing in plants. Methods 30, 
296–303 (2003).

 4. Burch-Smith, T. M., Anderson, J. C., Martin, G. B. & Dinesh-Kumar, S. P. Applications and advantages of virus-induced gene 
silencing for gene function studies in plants. Plant J 39, 734–746, doi:10.1111/j.1365-313X.2004.02158.x (2004).

 5. Zhao, F. et al. Development of tobacco ringspot virus-based vectors for foreign gene expression and virus-induced gene silencing in 
a variety of plants. Virology 492, 166–178, doi:10.1016/j.virol.2016.02.025 (2016).

 6. Ruiz, M. T., Voinnet, O. & Baulcombe, D. C. Initiation and maintenance of virus-induced gene silencing. Plant Cell 10, 937–946 
(1998).

 7. Zhang, C., Wu, Z., Li, Y. & Wu, J. Biogenesis, Function, and Applications of Virus-Derived Small RNAs in Plants. Front Microbiol 6, 
1237, doi:10.3389/fmicb.2015.01237 (2015).

 8. Ratcliff, F., Martin-Hernandez, A. M. & Baulcombe, D. C. Technical Advance. Tobacco rattle virus as a vector for analysis of gene 
function by silencing. Plant J 25, 237–245 (2001).

 9. Liu, Y., Schiff, M. & Dinesh-Kumar, S. P. Virus-induced gene silencing in tomato. Plant J 31, 777–786 (2002).
 10. Burch-Smith, T. M., Schiff, M., Liu, Y. & Dinesh-Kumar, S. P. Efficient virus-induced gene silencing in Arabidopsis. Plant Physiol 

142, 21–27, doi:10.1104/pp.106.084624 (2006).
 11. Brigneti, G. et al. Virus-induced gene silencing in Solanum species. Plant J 39, 264–272, doi:10.1111/j.1365-313X.2004.02122.x 

(2004).
 12. Tran, P. T., Choi, H., Choi, D. & Kim, K. H. Virus-induced gene silencing reveals signal transduction components required for the 

Pvr9-mediated hypersensitive response in Nicotiana benthamiana. Virology 495, 167–172, doi:10.1016/j.virol.2016.05.011 (2016).
 13. Liu, Y., 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 30, 415–429 (2002).
 14. Sahi, G., Hedley, P. E., Morris, J., Loake, G. J. & MacFarlane, S. A. Molecular and Biochemical Examination of Spraing Disease in 

Potato Tuber in Response to Tobacco rattle virus Infection. Mol Plant Microbe Interact 29, 822–828, doi:10.1094/MPMI-08-16-
0169-R (2016).

 15. Yin, Z., Chrzanowska, M., Michalak, K. and Zimnoch-Guzowska, E. In Plant Virus–Host Interaction (eds Thomas Hohn & Pradeep 
Sharma) 17–56 (Academic Press, 2014).

 16. Zheng, Y., Wang, Y., Ding, B. and Fei, Z. Comprehensive Transcriptome Analyses Reveal that Potato Spindle Tuber Viroid Triggers 
Genome-Wide Changes in Alternative Splicing, Inducible trans-Acting Activity of Phased Secondary Small Interfering RNAs, and 
Immune Responses. J Virol 91, doi:10.1128/JVI.00247-17 (2017).

 17. Wang, J. et al. Genome-wide analysis of tomato long non-coding RNAs and identification as endogenous target mimic for 
microRNA in response to TYLCV infection. Sci Rep 5, 16946, doi:10.1038/srep16946 (2015).

 18. Chellappan, P., Vanitharani, R. & Fauquet, C. M. MicroRNA-binding viral protein interferes with Arabidopsis development. Proc 
Natl Acad Sci USA 102, 10381–10386, doi:10.1073/pnas.0504439102 (2005).

 19. Zheng, Y., Wang, Y., Wu, J., Ding, B. & Fei, Z. A dynamic evolutionary and functional landscape of plant phased small interfering 
RNAs. BMC Biol 13, 32, doi:10.1186/s12915-015-0142-4 (2015).

 20. Fei, Q., Xia, R. & Meyers, B. C. Phased, secondary, small interfering RNAs in posttranscriptional regulatory networks. Plant Cell 25, 
2400–2415, doi:10.1105/tpc.113.114652 (2013).

 21. Zhai, J. et al. MicroRNAs as master regulators of the plant NB-LRR defense gene family via the production of phased, trans-acting 
siRNAs. Genes Dev 25, 2540–2553, doi:10.1101/gad.177527.111 (2011).

 22. Li, F. et al. MicroRNA regulation of plant innate immune receptors. Proc Natl Acad Sci USA 109, 1790–1795, doi:10.1073/
pnas.1118282109 (2012).

 23. Shivaprasad, P. V. et al. A microRNA superfamily regulates nucleotide binding site-leucine-rich repeats and other mRNAs. Plant Cell 
24, 859–874, doi:10.1105/tpc.111.095380 (2012).

 24. Addo-Quaye, C., Miller, W. & Axtell, M. J. CleaveLand: a pipeline for using degradome data to find cleaved small RNA targets. 
Bioinformatics 25, 130–131, doi:10.1093/bioinformatics/btn604 (2009).

 25. Gao, R., Wan, Z. Y. & Wong, S. M. Plant growth retardation and conserved miRNAs are correlated to Hibiscus chlorotic ringspot 
virus infection. PLoS One 8, e85476, doi:10.1371/journal.pone.0085476 (2013).

 26. Du, P. et al. Viral infection induces expression of novel phased microRNAs from conserved cellular microRNA precursors. PLoS 
Pathog 7, e1002176, doi:10.1371/journal.ppat.1002176 (2011).

 27. Li, Y. et al. Identification of microRNAs involved in pathogen-associated molecular pattern-triggered plant innate immunity. Plant 
Physiol 152, 2222–2231, doi:10.1104/pp.109.151803 (2010).

 28. Li, Y. et al. Multiple rice microRNAs are involved in immunity against the blast fungus Magnaporthe oryzae. Plant Physiol 164, 
1077–1092, doi:10.1104/pp.113.230052 (2014).

 29. Pallas, V. & Garcia, J. A. How do plant viruses induce disease? Interactions and interference with host components. J Gen Virol 92, 
2691–2705, doi:10.1099/vir.0.034603-0 (2011).

 30. Stare, T., Stare, K., Weckwerth, W., Wienkoop, S. and Gruden, K. Comparison between Proteome and Transcriptome Response in 
Potato (Solanum tuberosum L.) Leaves Following Potato Virus Y (PVY) Infection. Proteomes 5, doi:10.3390/proteomes5030014 
(2017).

 31. Martin, K., Singh, J., Hill, J. H., Whitham, S. A. & Cannon, S. B. Dynamic transcriptome profiling of Bean Common Mosaic Virus 
(BCMV) infection in Common Bean (Phaseolus vulgaris L.). BMC Genomics 17, 613, doi:10.1186/s12864-016-2976-8 (2016).

 32. Choi, H. et al. Comparative analysis of chrysanthemum transcriptome in response to three RNA viruses: Cucumber mosaic virus, 
Tomato spotted wilt virus and Potato virus X. Plant Mol Biol 88, 233–248, doi:10.1007/s11103-015-0317-y (2015).

 33. Mandadi, K. K. & Scholthof, K. B. Genome-wide analysis of alternative splicing landscapes modulated during plant-virus 
interactions in Brachypodium distachyon. Plant Cell 27, 71–85, doi:10.1105/tpc.114.133991 (2015).

 34. Gao, R., Liu, P., Irwanto, N., Loh, R. & Wong, S. M. Upregulation of LINC-AP2 is negatively correlated with AP2 gene expression 
with Turnip crinkle virus infection in Arabidopsis thaliana. Plant Cell Rep 35, 2257–2267, doi:10.1007/s00299-016-2032-9 (2016).

 35. Chen, Y. R. et al. A cost-effective method for Illumina small RNA-Seq library preparation using T4 RNA ligase 1 adenylated 
adapters. Plant Methods 8, 41, doi:10.1186/1746-4811-8-41 (2012).

 36. Zhong, S. et al. High-throughput illumina strand-specific RNA sequencing library preparation. Cold Spring Harb Protoc 2011, 
940–949, doi:10.1101/pdb.prot5652 (2011).

 37. Bolger, A. M., Lohse, M. & Usadel, B. Trimmomatic: a flexible trimmer for Illumina sequence data. Bioinformatics 30, 2114–2120, 
doi:10.1093/bioinformatics/btu170 (2014).

 38. Quast, C. et al. The SILVA ribosomal RNA gene database project: improved data processing and web-based tools. Nucleic Acids Res 
41, D590–596, doi:10.1093/nar/gks1219 (2013).

 39. Langmead, B., Trapnell, C., Pop, M. & Salzberg, S. L. Ultrafast and memory-efficient alignment of short DNA sequences to the 
human genome. Genome Biol 10, R25, doi:10.1186/gb-2009-10-3-r25 (2009).

 40. Kim, D. et al. TopHat2: accurate alignment of transcriptomes in the presence of insertions, deletions and gene fusions. Genome Biol 
14, R36, doi:10.1186/gb-2013-14-4-r36 (2013).

 41. Trapnell, C. et al. Transcript assembly and quantification by RNA-Seq reveals unannotated transcripts and isoform switching during 
cell differentiation. Nat Biotechnol 28, 511–515, doi:10.1038/nbt.1621 (2010).

http://dx.doi.org/10.1111/j.1365-313X.2004.02158.x
http://dx.doi.org/10.1016/j.virol.2016.02.025
http://dx.doi.org/10.3389/fmicb.2015.01237
http://dx.doi.org/10.1104/pp.106.084624
http://dx.doi.org/10.1111/j.1365-313X.2004.02122.x
http://dx.doi.org/10.1016/j.virol.2016.05.011
http://dx.doi.org/10.1094/MPMI-08-16-0169-R
http://dx.doi.org/10.1094/MPMI-08-16-0169-R
http://dx.doi.org/10.1128/JVI.00247-17
http://dx.doi.org/10.1038/srep16946
http://dx.doi.org/10.1073/pnas.0504439102
http://dx.doi.org/10.1186/s12915-015-0142-4
http://dx.doi.org/10.1105/tpc.113.114652
http://dx.doi.org/10.1101/gad.177527.111
http://dx.doi.org/10.1073/pnas.1118282109
http://dx.doi.org/10.1073/pnas.1118282109
http://dx.doi.org/10.1105/tpc.111.095380
http://dx.doi.org/10.1093/bioinformatics/btn604
http://dx.doi.org/10.1371/journal.pone.0085476
http://dx.doi.org/10.1371/journal.ppat.1002176
http://dx.doi.org/10.1104/pp.109.151803
http://dx.doi.org/10.1104/pp.113.230052
http://dx.doi.org/10.1099/vir.0.034603-0
http://dx.doi.org/10.1186/s12864-016-2976-8
http://dx.doi.org/10.1007/s11103-015-0317-y
http://dx.doi.org/10.1105/tpc.114.133991
http://dx.doi.org/10.1007/s00299-016-2032-9
http://dx.doi.org/10.1186/1746-4811-8-41
http://dx.doi.org/10.1101/pdb.prot5652
http://dx.doi.org/10.1093/bioinformatics/btu170
http://dx.doi.org/10.1093/nar/gks1219
http://dx.doi.org/10.1186/gb-2009-10-3-r25
http://dx.doi.org/10.1186/gb-2013-14-4-r36
http://dx.doi.org/10.1038/nbt.1621


www.nature.com/scientificreports/

8ScienTific REPORTS | 7: 9771  | DOI:10.1038/s41598-017-10143-1

 42. Lamesch, P. et al. The Arabidopsis Information Resource (TAIR): improved gene annotation and new tools. Nucleic Acids Res 40, 
D1202–1210, doi:10.1093/nar/gkr1090 (2012).

 43. Altschul, S. F., Gish, W., Miller, W., Myers, E. W. & Lipman, D. J. Basic local alignment search tool. J Mol Biol 215, 403–410, 
doi:10.1016/S0022-2836(05)80360-2 (1990).

 44. Kong, L. et al. CPC: assess the protein-coding potential of transcripts using sequence features and support vector machine. Nucleic 
Acids Res 35, W345–349, doi:10.1093/nar/gkm391 (2007).

 45. Foissac, S. & Sammeth, M. ASTALAVISTA: dynamic and flexible analysis of alternative splicing events in custom gene datasets. 
Nucleic Acids Res 35, W297–299, doi:10.1093/nar/gkm311 (2007).

 46. Sammeth, M., Foissac, S. & Guigo, R. A general definition and nomenclature for alternative splicing events. PLoS Comput Biol 4, 
e1000147, doi:10.1371/journal.pcbi.1000147 (2008).

 47. Anders, S. & Huber, W. Differential expression analysis for sequence count data. Genome Biol 11, R106, doi:10.1186/gb-2010-11-
10-r106 (2010).

 48. Fei, Z. et al. Tomato Functional Genomics Database: a comprehensive resource and analysis package for tomato functional 
genomics. Nucleic Acids Res 39, D1156–1163, doi:10.1093/nar/gkq991 (2011).

 49. Lorenz, R. et al. ViennaRNA Package 2.0. Algorithms Mol Biol 6, 26, doi:10.1186/1748-7188-6-26 (2011).
 50. Jones-Rhoades, M. W. & Bartel, D. P. Computational identification of plant microRNAs and their targets, including a stress-induced 

miRNA. Mol Cell 14, 787–799, doi:10.1016/j.molcel.2004.05.027 (2004).
 51. Kozomara, A. & Griffiths-Jones, S. miRBase: annotating high confidence microRNAs using deep sequencing data. Nucleic Acids Res 

42, D68–73, doi:10.1093/nar/gkt1181 (2014).
 52. Xia, R. et al. MicroRNA superfamilies descended from miR390 and their roles in secondary small interfering RNA Biogenesis in 

Eudicots. Plant Cell 25, 1555–1572, doi:10.1105/tpc.113.110957 (2013).
 53. De Paoli, E. et al. Distinct extremely abundant siRNAs associated with cosuppression in petunia. RNA 15, 1965–1970, doi:10.1261/

rna.1706109 (2009).

Acknowledgements
This work was supported by grants from the US National Science Foundation (IOS-1354636 to BD; IOS-1025642 
to ZF; IOS-1564366 to YW), and the Agriculture and Food Research Initiative Competitive Grant of the USDA 
National Institute of Food and Agriculture to BD and ZF (2014–67013–21550). This work is dedicated to the late 
Prof. Biao Ding, a caring mentor and exceptional colleague.

Author Contributions
Y.Z., B.D., Z.F., and Y.W. designed research; Y.Z. and Y.W. performed research; Y.Z., Z.F., and Y.W. analyzed data; 
Y.Z., Z.F., and Y.W. wrote the article.

Additional Information
Supplementary information accompanies this paper at doi:10.1038/s41598-017-10143-1
Competing Interests: The authors declare that they have no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2017

http://dx.doi.org/10.1093/nar/gkr1090
http://dx.doi.org/10.1016/S0022-2836(05)80360-2
http://dx.doi.org/10.1093/nar/gkm391
http://dx.doi.org/10.1093/nar/gkm311
http://dx.doi.org/10.1371/journal.pcbi.1000147
http://dx.doi.org/10.1186/gb-2010-11-10-r106
http://dx.doi.org/10.1186/gb-2010-11-10-r106
http://dx.doi.org/10.1093/nar/gkq991
http://dx.doi.org/10.1186/1748-7188-6-26
http://dx.doi.org/10.1016/j.molcel.2004.05.027
http://dx.doi.org/10.1093/nar/gkt1181
http://dx.doi.org/10.1105/tpc.113.110957
http://dx.doi.org/10.1261/rna.1706109
http://dx.doi.org/10.1261/rna.1706109
http://dx.doi.org/10.1038/s41598-017-10143-1
http://creativecommons.org/licenses/by/4.0/

	Comprehensive transcriptome analyses reveal tomato plant responses to tobacco rattle virus-based gene silencing vectors
	Results and Discussion
	Comprehensive transcriptome sequencing captures tomato responses to the application of TRV vectors. 
	TRV vectors impact the expression and function of tomato sRNAs. 
	TRV vectors globally affect the expression and alternative splicing patterns of protein-coding transcripts. 
	LncRNAs show specific expression patterns in response to TRV vectors. 

	Methods
	Plant materials. 
	Total RNA isolation and enrichment for sRNAs. 
	Northern blots. 
	Library construction and sequencing. 
	RNA-Seq read processing, transcript assembly, and differential expression. 
	Functional annotation and coding potential assessing of assembled transcripts. 
	Identification of lncRNAs and alternative splicing events. 
	sRNA sequence processing. 
	Identification of miRNAs. 
	Identification of candidate PHAS loci. 
	dRNA read processing and identification of cleavage sites. 
	Accession numbers for deep sequencing data. 

	Acknowledgements
	Figure 1 Northern blots showing the presence of TRV in tomato leaf samples after 3 weeks post inoculation.
	Figure 2 Expression and cleavage activity dynamics of tomato miRNAs upon TRV inoculation.
	Figure 3 Gene expression dynamics and large-scale changes in alternative splicing (AS) upon TRV inoculation.




