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Abstract
Background: Porcine vesicular disease is caused by the Seneca Valley virus (SVV), it is a novel Picornaviridae, which is
prevalent in several countries. However, the pathogenicity of SVV on 5–6 week old pigs and the transmission routes of
SVV remain unknown.
Methods: This research mainly focuses on the pathogenicity of the CH-GX-01-2019 strain and the possible vector
of SVV. In this study, 5–6 week old pigs infected with SVV (CH-GX-01-2019) and its clinical symptoms (including rectal
temperatures and other clinical symptoms) were monitored, qRT-PCR were used to detect the viremia and virus distribution. Neutralization antibody assay was set up during this research. Mosquitoes and Culicoides were collected from
pigsties after pigs challenge with SVV, and SVV detection within mosquitoes and Culicoides was done via RT-PCR.
Results: The challenged pigs presented with low fevers and mild lethargy on 5–8 days post infection. The viremia
lasted more than 14 days. SVV was detected in almost all tissues on the 14th day following the challenge, and it was
significantly higher in the hoofs (vesicles) and lymph nodes in comparison with other tissues. Neutralizing antibodies
were also detected and could persist for more than 28 days, in addition neutralizing antibody titers ranged from 1:128
to 1:512. Mosquitoes and Culicoides were collected from the pigsty environments following SVV infection. Although
SVV was not detected in the mosquitoes, it was present in the Culicoides, however SVV could not be isolated from the
positive Culicoides.
Conclusions: Our work has enriched the knowledge relating to SVV pathogenicity and possible transmission routes,
which may lay the foundation for further research into the prevention and control of this virus.
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Background
Seneca Valley virus (SVV) is a single-stranded positivesense RNA virus, which belongs to genus Senecavirus
within the family Picornaviridae [1, 2]. The SVV genome
is approximately 7.3 kb long and contains an open reading frame (ORF) encoding one polyprotein (2181 Amino
Acids), encoding 12 mature proteins (L-VP4-VP2-VP3VP1-2A-2B-2C-3A-3B-3C-3D) [3, 4]. SVV-001 was the
first SVV strain to be identified and isolated, having been
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reported as a cell contaminant in USA in 2002, used as a
drug to treat cancer [3, 5]. In 2007, porcine infection with
SVV was confirmed in Canada, followed by infection
cases reported from America, Brazil, China, Columbia,
Thailand and Vietnam [6–12]. The main clinical symptoms of SVV infection are blisters on the snout and/or
hooves, which made it difficult to distinguish from foodand-mouth disease virus (FMDV), vesicular stomatitis
virus (VSV), swine vesicular disease virus (SVDV), and
vesicular exanthema of swine virus (VESV) [2, 12].
In China, porcine infection with SVV was first reported
in Guangdong Province in 2015 [9]. Following this discovery small-scale prevalence of SVV cases in Hubei
[13], Fujian, Henan [14], Heilongjiang [15], Guangxi [16],
Hebei [17], Anhui [18], Shandong [19], Sichuan [20] and
Gansu Province [17] were reported. In addition, SVVpositive events were reported in Shanghai, Liaoning, Xinjiang, Guizhou, Yunnan, Hainan Province, but no SVV
strains were isolated from the infected pigs [16, 17]. Presently, multiple types of SVV strains circulate within the
pig breeding environment in China, and the virulence of
each strain differs. Up until now, the transmission routes
of SVV and its infected population have not been elucidated. In this paper, the pathogenicity of CH-GX-01-2019
in pigs was studied, environmental samples (mosquitoes
and Culicoides) from the pigsties containing pathogenic
pigs were analyzed, and the possible transmission routes
of SVV have been speculated.

Materials and methods
Viruses and cells

The SVV strain CH-GX-01-2019 (GenBank accession
number: MT457474), was isolated and preserved within
the laboratory. Baby hamster kidney (BHK-21) cell
line was maintained in the Dulbecco’s modified Eagle’s
medium (DMEM; Hyclone, USA) and supplemented with
5% fetal bovine serum (FBS; Hyclone, USA), 1% penicillin
(10,000 units/ml)-streptomycin (10,000 units/ml) solution (Hyclone, USA) and cultured at 37 °C under 5% C
 O2
conditions, from which SVV was propagated and titrated.
Animal inoculation

10 pigs (5–6 week pigs) were randomly allocated into 2
experimental groups (5 pigs in each group)—a PBS-inoculated group and a SVV-inoculated group. SVV was negative in terms of serology and etiology, and was detected
using a neutralizing antibody and also by reverse transcription polymerase chain reaction (RT-PCR) [16, 21].
Pigs were challenged with either 10 ml PBS or 10 ml SVV
(107.5TCID50/ml), via administration of 5 ml into each
nostril.
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Clinical symptom analysis

Throughout the study, several clinical symptoms were
monitored. The rectal temperatures of each pig were
measured for 22 consecutive days. Clinical symptoms
including mental state, food intake, vesicular lesions,
lameness and other symptoms were also observed and
recorded.
Viremia and viral load detection of SVV

Blood samples were collected for virological examination on day 3, 7, 10, 14, 21, and 28 post-infection. Total
RNA extractions were performed on each sample (52
samples in total) according to the manufacturer’s instructions using RNA TRIzol reagent (Sangon, China). Using
random primers (primer 9) and M-MLV reverse transcriptase (Takara, China), cDNA was obtained according
to the manufacturer’s instructions. SYBR Green I quantitative real-time PCR (qRT-PCR) was used to detect the
SVV viral load. The detection primers were designed
using Primer Premier 5 (Additional file 1: Table S1).
Two pigs in the PBS-inoculated group and two pigs
with obvious clinical symptoms in the SVV-inoculated
group were euthanized at 14 days post infection (dpi),
pigs from each group underwent humane killing and
anatomy. The heart, liver, spleen, lung, kidney, submaxillary lymph nodes (submaxillary LN), inguinal lymph
nodes (inguinal LN), intestine, tongue, tonsil and hoof
(with blister) were collected from each animal in order to
determine virus distribution. Total cDNA extraction and
qRT-PCR were performed as described above.
Virus neutralization assay

Serum samples were collected at 0, 7, 10,14, 21, and 28
dpi, and neutralizing antibody titers in the serum from
pigs challenged with CH-GX-01-2019 were detected
using a virus neutralizing antibody test (VNT), as
described previously [21, 22]. The serum samples were
inactivated at 56 ℃ for 30 min, then serial twofold dilutions (1:4 to 1:4096) were diluted with DMEM into
96-well plates. The diluted serum samples (50 µl) were
then incubated with 200 T
 CID50 CH-GX-01-2019 (50 µl)
and then incubated at 37 °C for 1 h. The BHK-21 cells
(100 µl) were added to each well (at a concentration of
approximately 10,000 cells per well), and the plates were
further incubated at 37 °C for 72 h. Neutralizing antibody
titers were determined via observation of the cytopathic
effect (CPE) in the BHK-21 cells.
Sample collection and detection of mosquitoes
and Culicoides

A mosquito trap was set about 10 m away from the pigsty to catch Culicoides and mosquitoes. The mosquitoes
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and Culicoides were collected for 14 days (1–14 dpi).
About 1000 mosquitoes and 54,000 Culicoides were collected. The mosquitoes were randomly divided into 10
groups with 100 individuals per group and the Culicoides
were randomly divided into 50 groups, each containing
1000 individuals. The 50 samples were combined into
10 samples for detection purposes, and then the positive
samples were selected for RT-PCR analysis as described
in the supplementary conditions and results). Total
cDNA was extracted as previously described with primers designed using Primer Premier 5 (Additional file 1:
Table S2). Sequencing and alignment of the full genomes
were performed according to previous methods [16].
Using the BHK-21 cell line, SVV was isolated as previously described and the isolated SVV was identified using
RT-PCR and an indirect immunofluorescence assay (IFA)
[10, 16].
Statistics

Data were analyzed using GraphPad Prism (version
6.0) software (GraphPad Software Inc., La Jolla, CA).
All data are presented as the mean ± SD. Differences in
levels of average daily gain, viral load detection in tissues and neutralizing antibody titers between different
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groups were determined by one-way repeated measures ANOVA and least significance difference (LSD).
Differences were considered statistically significant
when P < 0.05 (* indicates P < 0.05).

Results
Clinical symptoms of infection

The rectal temperatures of the SVV-inoculation groups
showed transient increases but did not exceed 40 ℃ in
the 5–8 dpi period (Fig. 1A). Pigs infected with SVV
showed symptoms of mild depression 5–10 dpi, whoever, feed intake and weights showed no significant
differences in comparison to the control PBS group
(Fig. 1B). From day 5 post-infection, the SVV group
showed erythema near the pig hooves which was
vesicular (Fig. 2B). Thereafter vesicular lesions were
observed on the snout (day 6, Fig. 2A), and fluid-filled
vesicles burst in the hooves and blood-like lesions
were observed (7–14 dpi, Fig. 2C). In order to further
describe the SVV infected clinical symptoms more
accurately, the incidence of SVV infection in the pigs
was also analyzed (Table 1).

Fig. 1 Evaluation of clinical symptoms. The rectal temperature of SVV-infection group was higher than PBS control group (A). Average weekly
weight gain of the SVV-infection group showed no significant differences compared to the PBS control group (B)

Fig. 2 Vesicular lesion observed on pigs infected with SVV. Lesions was observed on snout (A) and feet (B), blood-like lesions on the hoof (C)
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Table 1 Statistics of clinical symptoms of the pigs infected with
the SVV
Groups

Lesion
on the
snout

Lesion on
the hoof

Blood-like
lesions on the
hoof

PBS control group

0/5

0/5

0/5

SVV-infection group

1/5

2/5

4/5

Viremia analysis and viral load detection in tissues

In order to analyze the duration of viremia caused by
SVV in pigs, blood samples were collected at post-infection days 3, 7, 10, 14, 21, and 28. qRT-PCR was established for viral load detection (Additional file 2: Fig. S1).
The results showed that SVV could be detected in the
blood on the 3rd day after the challenge, and the viral
load peaked at 7 dpi, at about 104.5 copies/μl. Thereafter,
the viral load in blood decreased rapidly to about 1 01.5
copies/μl at 14 dpi, until elimination at 21 dpi. Therefore,
in this study, viremia persisted for more than 14 days following infection with SVV in pigs (Fig. 3A).
Pigs from each group underwent humane killing and
anatomy at 14 dpi. The tissues the including heart, liver,
spleen, lung, kidney, submaxillary LN, inguinal LN,
intestine, tongue, tonsil and hooves with blisters were
collected and the cDNA was obtained from them for
qRT-PCR analysis. The results showed that SVV was
detected in all of these tissues, with the viral loads highest
in the hooves with blisters (at approximately 105 copies/
μl). The virus copies within the submaxillary LN, inguinal
LN and tonsil were higher than 1
 04 copies/μl (Fig. 3B).

Neutralization antibody levels

A neutralization antibody assay was set up during this
research to test serum samples collected on 0, 7, 10,14,
21, and 28 dpi. All of the SVV-infected pigs seroconverted and generated neutralizing antibodies on the 7th
dpi, and the neutralizing antibodies titers ranged from
1:64 to 1:128. The neutralizing antibody titers reached
their highest levels around 10 days post-infection with
SVV, and the neutralizing antibody titers reached from
1:128 to 1:512 at that point. The neutralizing antibodies
persisted for at least 28 days in the pigs infected with
the CH-GX-01-2019 SVV strain, and were largely unabated at around 28 days (Fig. 4 and Table 2).

Fig. 4 Neutralizing antibody titers of pigs to infection with
CH-GX-01-2019 SVV strain. The neutralizing antibody titer curve trend
in the graph is plotted for sera from pigs that were not euthanized.
Neutralizing antibody titers reached peak at 10 dpi, and neutralizing
antibodies persisted for at least 28 days

Fig. 3 Viremia detection and virus distribution detection. Detection of duration of viremia, and viremia persisted for more than 14 days following
infection with SVV in pigs (A). Viral load detection in tissues and SVV can be detected in all tissues, viral load in hoof lesions and submaxillary LN
were significantly higher than those in heart and spleen (B)
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Table 2 Neutralizing antibody titers of pigs to infection with CH-GX-01-2019 SVV strain
Groups

PBS control group

SVV-infection group

Pig no

Days-post-infection (dpi)
0

7

10

14

21

28

1

< 1:4

< 1:4

< 1:4

< 1:4

< 1:4

< 1:4

2

< 1:4

< 1:4

< 1:4

< 1:4

< 1:4

< 1:4

3

< 1:4

< 1:4

< 1:4

< 1:4

< 1:4

< 1:4

4

< 1:4

< 1:4

< 1:4

< 1:4

5

< 1:4

< 1:4

< 1:4

< 1:4

6

< 1:4

1:128

1:512

1:128

1:128

1:256

7

< 1:4

1:64

1:128

1:128

1:256

1:256

8

< 1:4

1:128

1:256

1:128

1:128

1:128

9

< 1:4

1:64

1:128

1:128

10

< 1:4

1:128

1:128

1:128

Detection of SVV in mosquitoes and Culicoides

About 1000 mosquitoes were collected and SVV
detection was carried out using RT-PCR. The results
showed that SVV was not detected in any of the samples (Additional file 3: Table S3).
About 54,000 Culicoides were collected and again
SVV infection was detected using RT-PCR. The results
showed that four out of ten samples were SVV positive
(Additional file 3: Table S3, Fig. S2). When samples
11–30 underwent RT-PCR, 13 out of the 20 samples
were SVV positive (Additional file 3: Table S3, Fig. S2).
The complete gene sequences of the positive samples
were sequenced and spliced successfully, the sequence
detected was completely consistent with that shown by
the CH-GX-01-2019 strain. Positive sample grinding
fluid was to undertake virus isolation from the BHK-21
cells. Blind passages were carried out on the BHK-21
cells for 5 passages, and RT-PCR and indirect immunofluorescence were used for identification purposes
for each generation of cells. Cell cultures in passages
3–5 were all SVV negative according to the RT-PCR
results. None had visible green fluorescence under
indirect immunofluorescence microscopy analysis in
any passage. SVV was therefore not isolated from positive Culicoides.
As previously reported, SVV nucleic acids have been
detected in mice and houseflies [23]; and although
SVV nucleic acids were not detected in cattle, neutralizing antibodies were present [12], therefore we
inferred that cattle may be infected with SVV. So far,
the pig is the only host of SVV, therefore we infer that
possible transmission routes of SVV, including houseflies, mice, Culicoides and cattle may serve as vehicles
for SVV transmission and promote the spread of SVV
(Fig. 5).

Discussion
Since the first report of SVV infection in pigs in 2007 [6],
porcine infection with this virus has been reported in
many countries. The clinical symptoms of porcine SVV
are similar to those observed in PIVD, which includes
vesicular lesions in the snout, coronary band, and hooves.
The loss of piglets within the first 4 days of life if infected
with SVV can reach levels of 30–70%; and clinical signs
such as muscular weakness, lethargy, excessive salivation,
cutaneous hyperemia, neurologic manifestations, and
diarrhea can manifest in neonatal pigs [8].
Studies have shown that viremia lasts about 10 days
(with viral loads up to about 1
 06.5 copies/ml) and infected
individuals present with clinical symptoms for 2–10 days
(lethargy, vesicular lesions on the snout and/or feet)
when 15-week-old pigs have been inoculated with SVV
SD15-26 via the oronasal route in order to study SVV
pathogenicity in pigs [24]. 15-week-old pigs have also
been inoculated with 10 ml SVV via oral and intranasal
routes to study the pathogenicity and adaptive immune
responses. The challenged pigs had obvious clinical
symptoms (lethargy and lameness, vesicular lesions
on the snout and/or feet) from days 4–14, and viremia
(approximately 108 copies/ml) lasted for up to 10 days
[25]. To compare the pathogenicity of two SVV strains,
90–100 kg pigs challenged with HB-CH-2016 or CH/
AH-02/2017 strain via intranasal routes (3 ml and 1.5 ml
respectively to each nostril). The results showed that the
pathogenicity of the two strains was different, with the
pathogenicity of HB-CH-2016 lower than that of CH/
AH-02/2017 [18]. To explore whether the pathogenicity of SVV in pigs is related to the age of pigs and infection route, 30–35, 55–65 or 90–100 day old pigs were
selected and challenged with SVV-CH-SD via intraoral
or intranasal routes and intranasally or intramuscularly,

Zhang et al. Virol J

(2021) 18:209

Page 6 of 8

Fig. 5 Possible transmission routes of SVV. SVV-positive could be detected in Culicoides, but not in mosquitoes in the present study (Red mark
in the figure). The solid line indicates the determined transmission route, and the dotted line indicates the speculated propagation route. Mice,
Culicoides, houseflies and cattles may serve as intermediate transmission hosts of SVV

respectively. 90–100 day old pigs inoculated with SVVCH-SD via intraoral and intranasal, intranasal or intramuscular routes presented with clinical symptoms, while
neutralizing antibodies were detected in the other challenge groups [19]. Based on previous studies, the pathogenicity of SVV in pigs may be related to the virulence
and the age of pigs, the duration of viremia after challenge is published as about 10–14 days, and some SVV
viral strains may cause lesions in some tissues such as
the lymph nodes and tonsils. In this review, we studied
the pathogenicity of the CH-GX-01-2019 SVV strain in
pigs (about 10–15 kg bodyweight) and found that some
pigs developed clinical symptoms including blisters when
the challenge dose was set at 10 ml. Prior to this, 4 ml or
6 ml SVV (CH-GX-01-2019) was used to cause pig infections but clinical symptoms had not been observed. In
this study, we also found that the duration of viremia may
be longer than 14 days when pigs are challenged with a
high-dose of SVV. It was also discovered that SVV can
be distributed in many tissues and that the viral loads
in blisters, lymph nodes and tonsils are higher than that
in other tissues tested during autopsy on 14 dpi pigs. In
addition, a low conceptus age for pigs was selected in this
study, which may lay a foundation for low-age animal
SVV infection models.
Neutralizing antibodies are believed to play critical
roles in promoting resistance to infection. Therefore, it is
necessary to explore the production time and duration of

neutralizing antibodies following SVV infection in pigs.
This may also be helpful for research into SVV pathogenic mechanisms and vaccine development. Previous
studies have confirmed that neutralizing antibodies can
be detected as early as the 4th day after infection with
SVV, and the neutralizing antibody titers reached their
highest at about 7–10 dpi [22, 24, 25]. It has also been
shown that the neutralizing antibodies in pigs infected
with SVV can last for more than 38 days [24]. The titer
of neutralizing antibodies produced by different strains
of swine infection has differed, but the cross protective
effects of neutralizing antibodies among strains suggest that our SVV strains might share the same antigenic
epitope [22]. In this manuscript, the neutralizing antibody titers reached their highest levels 10 days after the
pigs had been infected with the CH-GX-01-2019 SVV
strain, reaching 1:512. The neutralizing antibodies persisted for more than 28 days, and titers did not substantially decay by the 28th day, this may prevent pigs from
being reinfected with SVV for a short period of time.
Although pigs are a unique natural host of SVV, studies have confirmed that SVV can be detected in houseflies and mice located on SVV infected pig farms [23].
This may prove that rodents and some insects can promote the spread of SVV. It has also been demonstrated
that subclinical symptoms occur following SVV infection
in mice, and SVV can also be detected within infected
mouse feces within about two weeks; SVV can also be
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detected in the feces of uninfected mice following exposure to infected mice [12]. These studies provide favorable evidence for the transmission of SVV in rodents. At
present, the reports on cattle SVV infection are limited to
the detection of neutralizing antibodies in bovine serum,
and no SVV virus particles have been detected in RTPCR experiments, additionally cattle within the study did
not show clinical symptoms [12]. We infer that cattle may
be the intermediate host of SVV and therefore promote
the spread of SVV. In addition, studies have confirmed
that SVV has been detected in food, indeed SVV in feed
or feed components may risk pig infection for around
37 days [26, 27]. Although several studies have suggested
that feed may be potential sources of infection in pigs,
the likelihood and severity of this happening in practice
may be very low [12]. In this study, we collected mosquitoes and Culicoides from pigsties after challenge with
SVV. SVV detection within mosquitoes and Culicoides
was done via RT-PCR, and the results showed that SVV
was not detected in the mosquitoes, but was detected in
Culicoides at a positive rate of 26% (13/50). This result
enriches the possible SVV transmission routes and highlights the need for further research into the prevention
and control of SVV.

Conclusions
In conclusion, 5–6 week old pigs infected with SVV (CHGX-01-2019) developed clinical symptoms such as a low
fever and blisters when pigs were challenged with highdoses. Viremia was detected for more than 14 days, and
the virus was present in heart, liver, spleen, lung, kidney,
submaxillary LN, inguinal LN, intestine, and tongue tissues. The SVV viral load was higher in the tonsils and
hooves with blister vesicles, lymph nodes and the tonsils than any of the other tissues. Neutralizing antibodies were detected in pigs at 7–28 dpi, and neutralizing
antibody titer levels ranged from 1:128 to 1:512. SVV was
detected in Culicoides but not in mosquitoes. These studies may help explain the pathogenic mechanism of SVV,
enrich the knowledge pertaining to the transmission
routes of SVV, and lay the foundation for the future prevention techniques to control the spread of SVV.
Abbreviations
SVV: Seneca Valley virus; dpi: Days post infection; FMDV: Food-and-mouth
disease virus; VSV: Vesicular stomatitis virus; SVDV: Swine vesicular disease
virus; VESV: Vesicular exanthema of swine virus; BHK-21: Baby hamster kidney
cell line; DMEM: Modified Eagle’s medium; FBS: Fetal bovine serum; RT-PCR:
Reverse transcription polymerase chain reaction; qRT-PCR: Quantitative realtime PCR; LN: Lymph nodes; VNT: Virus neutralizing antibody test; TCID50/ml:
50% Tissue culture infective doses per milliliter; CPE: Cytopathic effect; IFA:
Indirect immunofluorescence assay; PIVD: Porcine idiopathic vesicular disease.

Page 7 of 8

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s12985-021-01679-w.
Additional file 1: Table S1. Primers detection of SVV by qRT-PCR.
Table S2. Primers detection of SVV.
Additional file 2: Fig. S1. SYBR Green I Quantitative Real-time PCR detection method was established. Standard curve (A) and melt curve (B) was
established, and the detection threshold is 1 01 copies/μl.
Additional file 3: Fig. S2. Detection of SVV in Culicoides samples. 4/10
of the groups were positive, for group 3, 4, 5, 6 (A); the results of separate
sample detection showed that sample 13, 14, 15, 16, 17, 18, 19, 20, 21,
22, 23, 25, 30 was positive (B). Table S3. Results of SVV were detected in
mosquitoes and Culicoides.
Acknowledgements
We would like to thank the native English speaking scientists of EditSprings for
the expert linguistic services provided.
Authors’ contributions
HL, NJ and XG designed the experiments. JZ, YX and CY performed the
animal challenge experiments. JZ, CL and NS performed the SVV detection in
mosquitoes and Culicoides. JZ, YM, HZ, FN, CX, ZH, JH, ZL, QL and PW collected
and analyzed the data. JZ wrote the manuscript. JZ, HL, and NJ reviewed the
manuscript. All authors read and approved the final manuscript.
Funding
This work was supported by National Program on Key Research Project of
China (Grant No. 2017YFD0500101).
Availability of data and materials
All data generated or analyzed during this study are included in this published
article.

Declarations
Ethics approval and consent to participate
Animal experiments in this study were handled in compliance with the Animal Ethics Procedures and Guidelines of the People’s Republic of China. All of
the animal protocols in this study were approved by the Animal Welfare and
Ethics Committee of the Changchun Veterinary Research Institute, Chinese
Academy of Agricultural Sciences.
Consent to publication
All authors have reviewed the final version of the manuscript and approve it
for publication.
Competing interests
The authors declare no conflict of interests.
Author details
1
Changchun Veterinary Research Institute, Chinese Academy of Agricultural
Sciences, 666 Liuying West Road, Changchun 130122, People’s Republic
of China. 2 College of Animal Science and Technology, Jilin Agricultural University, Changchun 130118, People’s Republic of China. 3 College of Agricultural,
Yanbian University, 977 Gongyuan Road, Yanji 133002, People’s Republic
of China. 4 College of Veterinary Medicine, Jilin University, Changchun 130012,
People’s Republic of China. 5 Jiangsu Co‑Innovation Center for the Prevention
and Control of Important Animal Infectious Disease and Zoonoses, Yangzhou
University, Yangzhou 225009, People’s Republic of China.
Received: 11 April 2021 Accepted: 8 October 2021

Zhang et al. Virol J

(2021) 18:209

References
1. Adams MJ, Lefkowitz EJ, King AM, Bamford DH, Breitbart M, Davison AJ,
Ghabrial SA, Gorbalenya AE, Knowles NJ, Krell P, et al. Ratification vote on
taxonomic proposals to the International Committee on Taxonomy of
Viruses (2015). Arch Virol. 2015;160:1837–50.
2. Zhang X, Zhu Z, Yang F, Cao W, Tian H, Zhang K, Zheng H, Liu X. Review
of Seneca Valley virus: a call for increased surveillance and research. Front
Microbiol. 2018;9:940.
3. Hales LM, Knowles NJ, Reddy PS, Xu L, Hay C, Hallenbeck PL. Complete
genome sequence analysis of Seneca Valley virus-001, a novel oncolytic
picornavirus. J Gen Virol. 2008;89:1265–75.
4. Leme RA, Alfieri AF, Alfieri AA. Update on Senecavirus infection in pigs.
Viruses. 2017;9:170.
5. Reddy PS, Burroughs KD, Hales LM, Ganesh S, Jones BH, Idamakanti N,
Hay C, Li SS, Skele KL, Vasko AJ, et al. Seneca Valley virus, a systemically
deliverable oncolytic picornavirus, and the treatment of neuroendocrine
cancers. J Natl Cancer Inst. 2007;99:1623–33.
6. Pasma T, Davidson S, Shaw SL. Idiopathic vesicular disease in swine in
Manitoba. Can Vet J. 2008;49:84–5.
7. Wang L, Prarat M, Hayes J, Zhang Y. Detection and genomic characterization of Senecavirus A, Ohio, USA, 2015. Emerg Infect Dis. 2016;22:1321–3.
8. Leme RA, Oliveira TE, Alcantara BK, Headley SA, Alfieri AF, Yang M, Alfieri
AA. Clinical manifestations of Senecavirus A infection in neonatal pigs,
Brazil, 2015. Emerg Infect Dis. 2016;22:1238–41.
9. Wu Q, Zhao X, Chen Y, He X, Zhang G, Ma J. Complete genome sequence
of Seneca Valley virus CH-01-2015 identified in China. Genome Announc.
2016;4:e01509-15.
10. Saeng-Chuto K, Stott CJ, Wegner M, Kaewprommal P, Piriyapongsa J,
Nilubol D. The full-length genome characterization, genetic diversity and
evolutionary analyses of Senecavirus A isolated in Thailand in 2016. Infect
Genet Evol. 2018;64:32–45.
11. Arzt J, Bertram MR, Vu LT, Pauszek SJ, Hartwig EJ, Smoliga GR, Palinski
R, Stenfeldt C, Fish IH, Hoang BH, et al. First detection and genome
sequence of Senecavirus A in Vietnam. Microbiol Resour Announc.
2019;8:e01247-18.
12. Houston E, Temeeyasen G, Pineyro PE. Comprehensive review on immunopathogenesis, diagnostic and epidemiology of Senecavirus A. Virus
Res. 2020;286:198038.
13. Qian S, Fan W, Qian P, Chen H, Li X. Isolation and full-genome sequencing
of Seneca Valley virus in piglets from China, 2016. Virol J. 2016;13:173.
14. Zhu Z, Yang F, Chen P, Liu H, Cao W, Zhang K, Liu X, Zheng H. Emergence
of novel Seneca Valley virus strains in China, 2017. Transbound Emerg Dis.
2017;64:1024–9.
15. Wang H, Li C, Zhao B, Yuan T, Yang D, Zhou G, Yu L. Complete genome
sequence and phylogenetic analysis of Senecavirus A isolated in Northeast China in 2016. Arch Virol. 2017;162:3173–6.

Page 8 of 8

16. Zhang J, Zhang H, Sun W, Jiao C, Xiao P, Han J, Nan F, Xie C, Ha Z, Li Z, et al.
Genetic evolution and epidemiological analysis of Seneca Valley virus
(SVV) in China. Virus Res. 2020;291:198177.
17. Liu F, Wang Q, Huang Y, Wang N, Shan H. A 5-year review of Senecavirus A
in China since its emergence in 2015. Front Vet Sci. 2020;7:567792.
18. Zhang H, Chen P, Hao G, Liu W, Chen H, Qian P, Li X. Comparison of the
pathogenicity of two different branches of Senecavirus a strain in China.
Pathogens. 2020;9:39.
19. Bai J, Fan H, Zhou E, Li L, Li S, Yan J, Jiang P. Pathogenesis of a Senecavirus A isolate from swine in shandong Province, China. Vet Microbiol.
2020;242:108606.
20. Peng K, Yin X, Chen Y, Xu Z, Zhao J, Huang J, Jiang C, Zhu L. Isolation and
phylogenomic analysis of two Senecavirus A isolates in Sichuan Province,
2018. Virus Genes. 2020;56:785–91.
21. Yang F, Zhu Z, Cao W, Liu H, Zhang K, Tian H, Liu X, Zheng H. Immunogenicity and protective efficacy of an inactivated cell culture-derived
Seneca Valley virus vaccine in pigs. Vaccine. 2018;36:841–6.
22. Chen L, Zhang J, Wang M, Pan S, Mou C, Chen Z. Pathogenicity of
two Chinese Seneca Valley virus (SVV) strains in pigs. Microb Pathog.
2019;136:103695.
23. Joshi LR, Mohr KA, Clement T, Hain KS, Myers B, Yaros J, Nelson EA, Christopher-Hennings J, Gava D, Schaefer R, et al. Detection of the emerging
Picornavirus Senecavirus A in pigs, mice, and houseflies. J Clin Microbiol.
2016;54:1536–45.
24. Joshi LR, Fernandes MHV, Clement T, Lawson S, Pillatzki A, Resende TP,
Vannucci FA, Kutish GF, Nelson EA, Diel DG. Pathogenesis of Senecavirus
A infection in finishing pigs. J Gen Virol. 2016;97:3267–79.
25. Maggioli MF, Lawson S, de Lima M, Joshi LR, Faccin TC, Bauermann FV,
Diel DG. Adaptive immune responses following Senecavirus A infection
in pigs. J Virol. 2018;92:e01717-17.
26. Leme RA, Miyabe FM, Dall Agnol AM, Alfieri AF, Alfieri AA. Seneca Valley
virus RNA detection in pig feed and feed ingredients in Brazil. Transbound
Emerg Dis. 2019;66:1449–53.
27. Dee SA, Bauermann FV, Niederwerder MC, Singrey A, Clement T, de Lima
M, Long C, Patterson G, Sheahan MA, Stoian AMM, et al. Survival of viral
pathogens in animal feed ingredients under transboundary shipping
models. PLoS ONE. 2018;13:e0194509.

Publisher’s Note

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

Ready to submit your research ? Choose BMC and benefit from:

• fast, convenient online submission
• thorough peer review by experienced researchers in your field
• rapid publication on acceptance
• support for research data, including large and complex data types
• gold Open Access which fosters wider collaboration and increased citations
• maximum visibility for your research: over 100M website views per year
At BMC, research is always in progress.
Learn more biomedcentral.com/submissions

