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NADC34-like porcine reproductive and respiratory syndrome viruses (PRRSVs) are emerging globally. Although lineage 1 PRRSVs are
emerging in Korea, NADC34-like PRRSV strains have not been detected to date. Tis study reports the isolation of the frst NADC34-
like PRRSV strains from samples ofMLV-vaccinated animals on a Korean farmwith a severe PRRS outbreak causing highmortality and
abortion rates in July 2022. Tree PRRSV strains with a whole genome length of 15,088bp were isolated from the outbreaks, and their
phylogenetic, recombination properties, and in vitro growth kinetics were evaluated comprehensively. Tese Korean strains clustered
with those of American and Chinese sublineage 1.5 (NADC34-like strains), according to phylogenetic analyses based on the ORF5 gene
and the whole genome. All three complete genome sequences originated from recombination between the RespPRRS MLV and
NADC34-like strains, according to recombination analysis. Full-length Nsp2 sequence alignment indicated that all three isolates had
a continuous deletion in 100 aa, which was similar to that of the IA/2014/NADC34. Based on phylogenetic analysis and the Nsp2
deletion pattern, the isolates are identifed as NADC34-like PRRSV. Growth kinetic analysis based on primary porcine alveolar
macrophages (PAMs) and MARC-145 cells has revealed that Korean NADC34-like PRRSV strains had better replication ability in
primary PAMs than other Korean lineage 1 viruses or the reference strain VR2332, implying higher pathogenicity in pigs. Considering
the fact that NADC34-like PRRSV strains were detected inMLV-vaccinated animals on a farm in the area of the highest pig population
density in Korea, additional vaccine failure cases and the spread of the virus could be detected in the near future. Collectively, these
results aid in comprehending the current epidemic state of PRRSVs in Korea and highlight the need for continuous surveillance.

1. Introduction

Porcine reproductive and respiratory syndrome (PRRS) has
been one of the most important epidemic diseases afecting the
global swine industry since its frst recognition in the
United States in 1987 [1, 2]. PRRS virus (PRRSV), the causative
agent, of the genus Betaarterivirus and family Arteriviridae of
the orderNidovirales, is an enveloped, single-stranded positive-
sense RNA virus with a genome approximately 15 kb in length
that encodes a 5′ untranslated region (UTR), at least 11 open
reading frames (ORFs), a 3′-UTR and a 3′-poly(A) tail [3–5].
PRRSVs are classifed into PRRSV1 (European type, prototype
strain Lelystad virus) and PRRSV2 (North American type,
prototype strain VR-2332 virus), which are designated

Betaarterivirus suid 1 and Betaarterivirus suid 2, respectively
(ICTV2021). Te mutation rate of RNA viruses is known to be
high due to the lack of 3′ to 5′ exonuclease proofreading ability
in RNA-dependent RNA polymerase, and the calculated nu-
cleotide substitution rate of PRRSV is the highest reported for
an RNA virus [5–7]. ORF5 gene encodes the major envelop
glycoprotein GP5, which is known to be crucial for infectivity,
viral assembly, and neutralizing antibodies [8, 9]. Due to its
high genetic diversity, ORF5 is commonly used for phyloge-
netic analysis and lineage classifcation [10]. In PRRSV2, there
are nine lineages (lineage 1 to 9) classifed according to ORF5
sequence diferences [11, 12].

In South Korea, the feld infection of PRRSV2 was frst
reported in the mid-1980s [13]. Despite the fact that South
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Korea adopted two PRRSV2 MLV vaccines in 1996
(Ingelvac® PRRSMLV) and 2014 (Fostera® PRRS), PRRSV2has been widely distributed throughout the country for
decades and has formed distinct nation-specifc clades re-
ferred to as lineage KOR A (LKA), B (LKB), and C (LKC),
which are genetically distinct from prevalent common global
PRRSV strains and commercial vaccine strains [5, 14, 15].
Te majority of Korean PRRSV2 feld isolates have been
characterized as strains of either Korean lineages or vaccine-
variant lineage 5 (L5) [14]. In 2019, however, PRRSV lineage
1 (L1), which is actively circulating in Korea, became the
second-largest population (29.6%) of PRRSV strains de-
tected in Korea after its frst detection in 2014 [16].

Lineage 1 PRRSV had initially been reported in Canada
in the 1990s before spreading across the United States
[12, 17], where it has become the most diverse—including
sublineages 1.1-1.9—and the most widespread lineage [18].
After the initial outbreak of sublineage 1.9 PRRSV (repre-
sentative strain: MN184) in North America in the early
2000s [19], sublineage 1.8 (NADC30-like) strains spread
from Canada to the United States and China in 2013 [20].
Sublineage 1.5 (NADC34-like) strains started to emerge in
the United States in 2014, and have been characterized by
severe clinical signs such as high mortality among piglets
and abortion “storms” in sow herds within multiple reports
[21, 22]. Subsequently, NADC34-like viruses were detected
in Peru in 2015 [23] and in China in 2017 [24]. Since 2020,
the NADC34-like PRRSVs have rapidly become prevalent in
China [17, 25–29]. Te PRRSV strains circulating in Korea
are mostly NADC30-like strains. Sublineage 1.6 PRRSVs

have been detected since 2018 [16]. Although potential
recombinant PRRSV strains of NADC30 and NADC34 were
identifed in a previous study [5], NADC34-like PRRSV
strains have never been detected in Korea.

However, during routine PRRSV surveillance conducted
by our laboratory and the Jeonbuk National University
Veterinary Diagnostic Center (JBNU-VDC), potential
NADC34-like PRRSV infection cases have been detected
from conventional pig farms in Korea. Terefore, the ob-
jective of this study was to genetically characterize by whole
genome sequencing and identify the in vitro growth per-
formance of potentially newly emerging NADC34-like
PRRSV in Korea.

2. Materials and Methods

In July 2022, a suspicious PRRS outbreak with highmortality
and a high abortion rate was reported on a pig farm with
Ingelvac® PRRS MLV-vaccinated animals. Te farm is lo-
cated in Hongseong County, Chungcheongnam-do Prov-
ince, an area with the highest pig population (442,010 pigs)
and the number of farms (198 farms) in Korea (average:
40,084 pigs and 18 farms per administrative division)
(KOSIS: Korean Statistical Information Service, https://
kosis.kr/eng/) (Figure 1(a)). A total of 30 clinical serum
samples from pigs in diferent age groups (suckling, 30-day-
old, 60-day-old, 90-day-old, 120-day-old, and sow) with
suspected PRRSV infection were collected and transferred to
Jeonbuk National University Veterinary Diagnostic Center
(JBNU-VDC). In response to the client’s request and the
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Figure 1: Korean NADC34-like porcine reproductive and respiratory syndrome virus (PRRSV) outbreak information. (a) Geographical
distribution of the pig population in Korea with the location of the farm.Te farm with the NADC34-like PRRSV outbreak is indicated with
a blue star (★). (b) PRRSV quantitative real-time RT‒PCR patterns of pooled serum samples (n� 5) for each age group (suckling, 30, 60, 90,
120-day-old, and sow) from the farm. Age groups in which PRRSV isolation was conducted are indicated with asterisk symbols (∗).
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routine protocol for PRRSV diagnostics at JBNU-VDC, fve
single serum samples from each age group were pooled into
one sample representing the age group. Pooled samples were
tested with qRT‒PCR with a one-step qRT‒PCR kit after the
extraction of viral RNA as described previously [30]. Ad-
ditionally, the ORF5 gene was amplifed from fve single pig
serum samples within the pooled sample with the lowest Ct
value, as previously described.

Te complete genome and diferent genomic parts were
compared with reference strains, including NADC34-like
PRRSV isolates, using Clustal Omega software [31]. To assess
the deletion patterns of nonstructural protein 2 (Nsp2),
amino acid (aa) alignments were conducted between the
isolates and representative strains using PAL2NAL software
[32] as previously described [33]. Maximum-likelihood
(ML) phylogenetic trees were constructed based on the
complete genome, Nsp2, and ORF5 nucleotide sequences,
together with those of the PRRSV2 reference strain and
Korean PRRSV2 feld isolates. Te trees were generated with
RAxML-NG software [34] using the GTRGAMMA nucle-
otide substitution model and 1000 replicates of bootstrap
test. Te alignment of the complete genome was screened
with RDP4 software to check for potential recombination
[35]. Potential recombination events were tested by seven
diferent algorithms (RDP, GeneConv, BootScan, MaxChi,
Chimeara, SiScan, and 3Seq) with Bonferroni correction
[17]. Detection using all seven methods implemented in
RDP4 was taken as signifcant evidence for recombination.

For in vitro growth kinetics evaluation, the JBNU-22-
N01 strain, the PRRSV2 reference strain VR2332 (GenBank
accession number: AY150564), the Korean NADC30-like
strain JB15-N-PJ73-GN (GenBank accession number:
MZ287318), and the Korean lineage 1 recombinant strain
(NADC34 as major parent and NADC30 as minor parent)
[5] JBNU-19-N01 (GenBank accession number: MZ287314)
were selected for comparison. All viruses were prepared by
propagation and titration in primary PAMs. MARC-
145 cells and primary PAMs were infected with each virus
at a multiplicity of infection (MOI) of 0.001. Immunofu-
orescence assays (IFAs) were conducted for infected primary
PAMs (24 hours postinfection (hpi)) and MARC-145 cells
(48 hpi) as previously described [36]. Supernatants were
collected at 0, 24, 48, 72, and 96 hpi, and the virus in these
supernatants was titrated by the cytopathic efect (CPE)
expressed as the 50% tissue culture infective dose (TCID50)
according to the Reed–Muench method by infecting the
same cell type in which viruses were propagated.

3. Results and Discussion

Te levels of PRRSV viral RNA in pooled serum samples
were highest in the suckling piglet age group (Ct value
17.89), followed by weaners (30-day-old, Ct value 22.43),
growing pigs (60-day-old, Ct value 23.58), sows (Ct value
28.05), and fattener groups (90-day-old, Ct value 28.69, and
120-day-old, Ct value 32.46), a pattern suggesting that
maternal antibodies transferred from sows to piglets do not
ofer protective immunity, resulting in vertical transmission
in the herd (Figure 1(b)). In the subsequent ORF5

phylogenetic analysis after sequencing the ORF5 gene di-
rectly from clinical serum samples, the PRRSV strain cir-
culating in the farm was genetically distinct (>12%
nucleotide distance) from all other lineages previously
identifed in Korea as well as the Ingelvac® PRRS MLV that
was used at the farm before the outbreak (data not shown).

Tree PRRSV strains, JBNU-22-N01 (GenBank ac-
cession number: OP970983), JBNU-22-N02 (OP970984),
and JBNU-22-N03 (OP970895), were successfully isolated
from each age group (suckling, 30-day-old, 60-day-old and
90-day-old piglets) by propagation in primary PAMs.
Complete genomes of each virus were successfully gath-
ered through the NGS pipeline. Te genomes of JBNU-22-
N01, JBNU-22-N02, and JBNU-22-N03 shared >99.9%
identity with each other. Genome alignments revealed that
the Korean NADC34-like PRRSVs shared 82.4% identity
with RespPRRS MLV (Ingelvac® PRRS MLV, L5), 85.1%
identity with NADC30, 84.3% identity with ISU30, and
90.1% identity with NADC34 (Table 1). Te nucleotide
homology of ORFs 2–7 between the newly isolated
PRRSVs and NADC34 was 96.0%, which was greater than
the homology shared with other typical strains. ORFs 2–7
of the newly isolated PRRSVs shared 96.0% nucleotide
homology with NADC34, which was higher than the
homology shared with other representative strains.
However, ORF1a and ORF1b shared 86.5% and 90.7%
nucleotide homology with NADC34, which is a relatively
lower homology than ORFs 2–7. Among the 16 non-
structural proteins encoded by ORF1a and ORF1b, some of
the Nsps shared the highest nucleotide and aa homology
with representative strains other than NADC34, such as
Nsp3 (92.4% nucleotide and 96.5% aa homology with
NADC30); Nsp4-6 (91.3–97.8% nucleotide and 93.4–100%
aa homology with RespPRRS MLV); and Nsp8, Nsp11, and
Nsp12 (90.3–94.6% nucleotide and 93.1–98.7% aa ho-
mology with ISU30) (Table 1).

Phylogenetic trees were constructed using the ML
method to understand the evolutionary relationship be-
tween the newly isolated PRRSV strains and the represen-
tative strains. Both ORF5-based and complete genome-
based phylogenetic trees showed that JBNU-22-N01,
JBNU-22-N02, and JBNU-22-N03 clustered with the
NADC34-like (sublineage 1.5) cluster (Figures 2(a) and
2(b)). Genomic insertion and deletion can be easily iden-
tifed among PRRSVs, especially in Nsp2, the largest PRRSV
protein, which tolerates aa deletions and insertions of for-
eign genes [37]. Additionally, Nsp2 has also been reported to
be a molecular marker based on certain deletion patterns in
various strains, for instance, a 100-aa continuous deletion in
Nsp2 of NADC34-like PRRSV [22], a 131-aa discontinuous
deletion in Nsp2 of MN184- or NADC30-like PRRSV [38],
and a 30-aa discontinuous deletion in Nsp2 of the highly
pathogenic PRRSV strain in China [39]. Complete Nsp2 aa
sequence alignment reveals that the JBNU-22-N01, JBNU-
22-N02, and JBNU-22-N03 strains harbor a 100-aa con-
tinuous deletion at residues 328–427 of IA/2014/NADC34
Nsp2, which is consistent with the pattern for NADC34-like
PRRSV (Figure 2(c)). Considering the results of phyloge-
netic analysis and Nsp2 deletion patterns, the three PRRSV
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isolates were confrmed to be NADC34-like strains, the frst
to be identifed in Korea.

Recombination is a common event in PRRSV isolates and
is an advantageous strategy for securing the viral genetic di-
versity [17, 40]. Tis leads to the development of new PRRSV
genotypes and also may correlate with an increase in virulence
[41]. To identify recombination in Korean NADC34-like
strains, RDP4 software was used to assess potential re-
combination events. Recombination events were observed in
all three strains, with recombination breakpoints located in
Nsp4 (nt 5,524) and Nsp7α (nt 6,342) (Figure 3(a)). Phylo-
genetic trees about each sequence region separated by the
breakpoints were generated in order to further verify the
potential recombination event [42]. Te regions outside the
breakpoints (nt 1–5,523 and nt 6,325−15,088) are closely re-
lated to the NADC34 strain (Figure 3(b)), and the region
between the breakpoints (nt 5,524−6,324) is closely related to
the RespPRRS MLV strain (Figure 3(c)). Taken together, the
results as noted indicated that the three NADC34-like strains
have arisen via recombination between NADC34 and
RespPRRSMLV. In fact, considering that the major circulating
PRRSV lineage in Korea is MLV-related lineage 5 and that
Ingelvac® PRRSMLVhas been themost widely used vaccine in
the feld since its frst commercial launch in Korea in 1996 [16],
recombination events between circulating PRRSV lineages and
RespPRRS MLV have been reported as the most frequent
recombination pattern in Korea [5]. At the farm where the
NADC34-like strains were isolated, the Ingelvac® PRRS MLV
vaccine was administered prior to the outbreak, suggesting that

the recombination identifed in this study is another case of
MLV-feld strain recombination. Recently, recombination
between local strains and NADC34-like strains as the main
parent has been reported in China [17] and the United States
[4]. It is necessary to investigate changes in pathogenicity in
recombinants that are combined with the MLV vaccine strain
and NADC34-like strains in further study.

PRRSV infection shows a strongly restricted tropism for
host species and target cells [36]. PAMs are the PRRSV
primary target cells in vivo, and the immortalized African
green monkey kidney epithelial cells MARC-145 support
viral infection in vitro [43]. Although the MARC-145 cell
line has been used as a key platform for PRRSV isolation and
vaccine development through large-scale production of
PRRSV [36, 44], PRRSV has evolved into diferent lineages,
and many PRRSV strains fail to infect MARC-145 cells
[36, 45–47]. According to a recent report, cells expressing
porcine CD163, which is the main receptor for PRRSV
infection, were susceptible to diferent PRRSV2 infections,
including infection with NADC30-like and NADC-34-like
PRRSV strains, which do not replicate in MARC-145 cells
[36]. Consistently, the PRRSV2 reference strain VR2332 and
Korean lineage 1 viruses (NADC30-like, recombinant lin-
eage 1, and NADC34-like PRRSV strains) successfully
replicated in primary PAM culture (Figures 4(a) and 4(c)),
while lineage 1 viruses did not replicate in MARC-145 cells
(Figures 4(b) and 4(d)), as evidenced by immunofuores-
cence assays. Tis result further supports the use of porcine
CD163-expressing cells instead of MARC-145 cells for

Table 1: Detailed comparison of the full-length genomes of the Korean NADC34-like strain JBNU-22-N01 and other PRRSV reference
strains.

RespPRRS MLV (%) NADC30 (%) ISU30 (%) NADC34 (%)
Nucleotides
Complete genome 82.4 85.1 84.3 90.1
ORF1a 79.2 81.2 80.3 86.5
ORF1b 84.4 88.2 91.2 90.7
ORF2-7 85.3 88.1 86.8 96.0
Nucleotides/amino acids
nsp1α 85.7/94.9 89.0/93.1 92.3/9 .9 92.7/9 .3
nsp1β 75.5/75.2 78.6/76.7 85.5/87.9 89.2/89.6
nsp2 71.3/65.5 76.7/72.6 74.2/70.5 86.6/85.6
nsp3 82.8/94.2 92. /96.5 77.2/88.1 85.5/92.8
nsp4 91.3/93. 81.8/92.4 80.0/91.2 78.7/90.8
nsp5 95.1/9 .6 87.4/91.8 83.8/92.0 82.7/89.5
nsp6 97.8/100 90.8/100 88.2/100 88.2/93.5
nsp7α 78.2/91.9 77.5/91.1 85.9/95.2 86.6/95.2
nsp7β 86.2/82.1 87.2/75.4 88.0/87.4 88.7/92. 
nsp8 86.8/85.7 86.6/88.2 9 .6/93.1 93.7/93.1
nsp9 85.6/96.0 88.2/96.7 91.6/97.8 91.7/97.9
nsp10 83.8/94.9 92.0/98.4 90.2/97.7 88.9/97.9
nsp11 83.5/94.0 84.0/94.0 90.3/9 .5 90.7/9 .0
nsp12 82.0/90.4 81.9/89 93.5/98.7 91.2/96.7
ORF2 87.4/93.5 83.5/82.1 83.6/83.0 96.2/96.0
ORF3 81.8/81.9 83.6/82.9 82.3/83.3 9 .8/95.6
ORF4 84.7/86.2 93.7/95.4 93.0/92.4 95.9/97.2
ORF5 85.6/84.3 87.7/91.7 85.4/90.6 96.6/97.5
M 86.8/91.6 93/92.2 91.6/91.6 97.9/98.3
N 87.3/91.5 93.6/97.5 91.4/94.1 95.2/96.7
Bold values indicate PRRSV reference strains with the highest identity of nucleotide and/or amino acid sequence compared to JBNU-22-N01 strain in this study.
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diagnostic investigation as well as autogenous vaccine
production [36].

As for PRRSV growth kinetics results in primary PAMs,
the virus titers of all Korean lineage 1 PRRSVs were sig-
nifcantly higher than those of VR2332 from 48 to 72 hpi
(Figure 4(c)). Interestingly, the titer of the Korean NADC34-
like strain JBNU-22-N01 was signifcantly higher than that
of all other viruses at 24 hpi (Figure 4(c)), and the PRRSV-

specifc CPE in JBNU-22-N01-inoculated PAMs was more
severe, with more PAMs falling of the bottom of the cell
culture plate (data not shown). A previous report suggested
that PRRSV’s replication abilities and adaptation to its target
cells directly contribute to PRRSV pathogenicity and viru-
lence in attenuated PRRSV in vivo and in vitro reversion to
virulence studies [48]. As various strains of NADC34-like
strains were reported, pathogenicity was also reported to be

(a)

(c)

(b)

Figure 2: Phylogenetic analysis of NADC34-like porcine reproductive and respiratory syndrome virus (PRRSV) strains and identifcation of
amino acid deletion patterns in Nsp2. (a) Maximum-likelihood (ML) phylogenetic tree constructed based on the ORF5 gene of the novel
NADC34-like PRRSV isolates and reference PRRSV strains from each lineage. (b) ML phylogenetic tree constructed based on full-length
genomes of the novel NADC34-like PRRSV isolates and reference PRRSV strains from each lineage. (c) Schematic diagram of multiple
alignments of Nsp2 amino acid sequences. Te tree on the left was generated based on NSP2 nucleotide sequences, and multiple sequence
alignments (MSAs) were generated by using the NCBIMSA tool version 1.22.1 with coloration based on the BLOSUM62matrix. Lineages of
PRRSV2 are color-coded in the trees and include lineages 1 (blue), 5 (red), KOR A (teal), KOR B (lime), and KOR C (orange). Historical
reference strains, including VR2332, JA142, JXA1, MN184, NADC30, and NADC34, are labeled with pink squares (■). Vaccine strains are
labeled with yellow triangles (▲). Newly obtained Korean NADC34-like sequences are labeled with red stars (★).
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diverse, as the American NADC34 strain reveals high
pathogenicity [17, 22], while the Chinese PRSV-ZDXYL-
China-2018-1 and HLDJZD32–1901 strains have moderate
and low pathogenicity, respectively [17, 49, 50]. However,
considering the high mortality and abortion rates observed
on the farm from which Korean NADC34-like strains were
isolated together with the replication ability of PRRSV
shown in the in vitro experimental results, it could be
implied that the Korean NADC34-like strains show the
capability of inducing high pathogenicity in pigs. In vivo
experiments to assess the pathogenicity of the Korean
NADC34-like strains will be investigated.

Te emergence and spread of lineage 1 PRRSVs, in-
cluding NADC34-like viruses, continue to be reported
globally. In Peru, phylogenetic analysis of feld samples
obtained between 2015–2017 showed that 15 of 20 isolates

(75%) were associated with NADC34-like (PRRSV 1-7-4)
strains [23]. In China, sublineage 1.5 and sublineage 1.8
strains comprised 28.6% and 35.4%, respectively, of positive
samples in 2021, that is, lineage 1 strains were much more
predominant than the proportion of other lineages [17]. In
Korea, lineage 1 PRRSV comprised the second-largest
population (29.6%) of PRRSVs in 2019 [16]. At present,
no vaccine for lineage 1 strains is available on the global
market [17], and there was only partial protection against
lineage 1 PRRSVs in research for fve MLVs that were
commercially available [51]. In this study, NADC34-like
PRRSV-infected animals showed signs of vertical trans-
mission and long-term infection with patterns of the lowest
PRRSV Ct value in suckling piglets, an age-wise gradual
increase in Ct value, and a relatively low Ct value in sows
(Figure 1(b)). Considering that MLV vaccination occurred
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Figure 3: Characterization of the supported recombination events between JBNU-22-N01 and representative PRRSV lineages. (a) Similarity
plot and Bootscan analysis of JBNU-22-N01. Te y-axis indicates the pairwise identity between the major parent and minor parent (lime),
between the major parent and the recombinant strain (blue), or between the minor parent and the recombinant strain (red). Te range of
recombination is shaded in red. (b) Phylogenetic trees based on major parental regions (nt 1–5,523 and nt 6,325−15,088) and (c) the minor
parental region (nt 5,524−6,324).
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Figure 4: In vitro PRRSV growth kinetics. Indirect immunofuorescence assays (IFA) stained with mouse anti-PRRS N primary antibody
and goat anti-mouse IgG H+L FITC secondary antibody followed by DAPI staining for (a) primary PAM culture at 24 hours postinfection
(hpi) and (b) MARC-145 cell culture at 48 hpi. Magnifcation: ×100. Multistep growth curve results of each PRRSV strain in (c) primary
PAMs and (d) MARC-145 cells.
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on the farm prior to the outbreak, it is suggested that the
vaccine failed to confer sufcient cross-protection against
NADC34-like PRRSV infection, implicating a potential
vaccine failure case. Since the outbreak was detected on
a farm located in the area with the highest pig population
density in Korea (Figure 1(a)), there is an imminent threat of
potential NADC34-like PRRSV outbreaks across the Korean
swine industry, as most pig farms have no vaccination
option other than the current MLV vaccine. Terefore,
enhanced biosecurity should be carried out, and increased
surveillance is necessary.

Data Availability

Te data that support the fndings of this study are available
from the corresponding author upon reasonable request.

Conflicts of Interest

Te authors declare that there are no conficts of interest.

Authors’ Contributions

Seung-Chai Kim and Hwan-Ju Kim contributed equally to
this work.

Acknowledgments

Tis study was supported by a Grant (Z-1543069-2017-20-1)
from the Animal and Plant Quarantine Agency (QIA) and
Bio & Medical Technology Development Program
(2021M3E5E6019133) of the National Research Foundation
of Korea.

References

[1] D. J. Holtkamp, J. B. Kliebenstein, and E. Neumann, “As-
sessment of the economic impact of porcine reproductive and
respiratory syndrome virus on United States pork producers,”
Journal of Swine Health and Production, vol. 21, no. 2, p. 72,
2005.

[2] K. Kefaber, “Reproduction failure of unknown etiology,”
American Association of Swine Veterinarians, vol. 1, pp. 1–9,
1993.

[3] M. P. Murtaugh, T. Stadejek, J. E. Abrahante, T. T. Lam, and
F. C.-C. Leung, “Te ever-expanding diversity of porcine
reproductive and respiratory syndrome virus,” Virus Re-
search, vol. 154, no. 1-2, pp. 18–30, 2010.

[4] G. Trevisan, G. Li, C. A. Moura et al., “Complete coding
genome sequence of a novel porcine reproductive and re-
spiratory syndrome virus 2 restriction fragment length
polymorphism 1-4-4 lineage 1C variant identifed in Iowa,
USA,” Microbiology Resource Announcements, vol. 10, no. 21,
Article ID 448211, 2021.

[5] S. C. Kim, S. H. Moon, C. G. Jeong et al., “Whole-genome
sequencing and genetic characteristics of representative
porcine reproductive and respiratory syndrome virus
(PRRSV) isolates in Korea,” Virology Journal, vol. 19, no. 1,
p. 66, 2022.

[6] K. Hanada, Y. Suzuki, T. Nakane, O. Hirose, and T. Gojobori,
“Te origin and evolution of porcine reproductive and

respiratory syndrome viruses,” Molecular Biology and Evo-
lution, vol. 22, no. 4, pp. 1024–1031, 2005.

[7] B. Pirzadeh, C. A. Gagnon, and S. Dea, “Genomic and an-
tigenic variations of porcine reproductive and respiratory
syndrome virus major envelope GP5 glycoprotein,” Canadian
Journal of Veterinary Research, vol. 62, no. 3, pp. 170–177,
1998.

[8] E. Wissink, M. Kroese, H. Van Wijk, F. Rijsewijk,
J. Meulenberg, and P. Rottier, “Envelope protein re-
quirements for the assembly of infectious virions of porcine
reproductive and respiratory syndrome virus,” Journal of
Virology, vol. 79, no. 19, pp. 12495–12506, 2005.

[9] B. Delisle, C. A. Gagnon, M.-È. Lambert, and S. D’Allaire,
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