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Porcine reproductive and respiratory syndrome virus (PRRSV) remains a major threat to

the swine industry in China and has caused enormous losses every year. To monitor

the epidemiological and genetic characteristics of PRRSV in South China, 6,795 clinical

samples from diseased pigs were collected between 2017 and 2021, and 1,279

(18.82%) of them were positive for PRRSV by RT-PCR detecting the ORF5 gene.

Phylogenetic analysis based on 479 ORF5 sequences revealed that a large proportion of

them were highly-pathogenic PRRSVs (409, 85.39%) and PRRSV NADC30-like strains

(66, 13.78%). Furthermore, 93.15% of these highly-pathogenic strains were found to

be MLV-derived. We next recovered 11 PRRSV isolates from the positive samples and

generated the whole genome sequences of them. Bioinformatic analysis showed that

seven isolates were MLV-derived. Besides, six isolates were found to be recombinant

strains. These eleven isolates contained different types of amino acid mutations in their

GP5 and Nsp2 proteins compared to those of the PRRSVs with genome sequences

publicly available in GenBank. Taken together, our findings contribute to understanding

the prevalent status of PRRSV in South China and provide useful information for PRRS

control especially the use of PRRSV MLV vaccines.

Keywords: porcine reproductive and respiratory syndrome virus, epidemiological characteristics, genetic

characteristics, MLV-derived isolates, recombination

INTRODUCTION

Porcine reproductive and respiratory syndrome virus (PRRSV), the etiological agent of
porcine reproductive and respiratory syndrome (PRRS), is a small, enveloped, single-stranded
positive-sense RNA virus belonging to the order Nidoviridales, family Arteriviridae (1, 2). PRRSV
possesses a genome ∼15 kb in length and contains at least ten open reading frames (ORFs),
including ORF1a, ORF1b, ORF2a, ORF2b, ORF3, ORF4, ORF5, ORF5a, ORF6, and ORF7. Among
these ORFs, the ORF1a and ORF1b encode two poly-proteins which are further cleaved into 16
nonstructural proteins (Nsp), including Nsp1α, Nsp1β, Nsp2, Nsp2TF, Nsp2N, Nsp3-6, Nsp7α,
Nsp7β, and Nsp8-12. The remaining eight ORFs encode the viral structural proteins GP2a, E (2b),
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FIGURE 1 | Detection rate of PRRSVs in different regions between 2017 and 2021.

TABLE 4 | Monthly detection rate of PRRSV in South China between 2017 and

2021.

Month Sample size Positive samples size Detection rate

Jan 551 122 22.14%

Feb 760 171 22.50%

Mar 813 168 20.66%

Apr 502 89 17.73%

May 736 137 18.61%

Jun 385 90 23.38%

Jul 479 100 20.88%

Aug 498 98 19.68%

Sept 598 103 17.22%

Oct 412 67 16.26%

Nov 553 77 13.92%

Dec 508 57 11.22%

(62/249), and 40.65% (189/465), respectively (Figure 1).
Monthly, the highest detection rates were observed in June
(23.38%, 90/385), February (22.50%, 171/760), and January
(22.14%, 122/551) (Table 4).

To understand the PRRSV type circulating in South China,
we amplified and sequenced the ORF5 genes from 479 PRRSV
positive samples and performed a phylogenetic analysis. The
results revealed that all these 479 PRRSVs were PRRSV2
(Figure 2). Within the PRRSV2 group, ∼85.39% (409/479) of

the strains were highly-pathogenic PRRSVs which belonged to

lineage 8, while 13.78% (66/479) of the strains were NADC30-
like strains which belonged to lineage 1, and 0.84% (4/479) of

the strains were QYYZ-like strains which belonged to lineage 3

(Figure 2). Among the 409 highly-pathogenic PRRSVs, 93.15%
(381/409) of the strains were found to have a close relationship

with the PRRSVmodified vaccine-derived (MLV-derived) strains
which are represented by TJbd14-1 (Accession no. KP742986)

FIGURE 2 | Phylogenetic tree based on ORF5 sequence. Different

phylogenetic cluster are shown in different colors. Sequences were aligned

using the MegAlign program of DNASTAR, followed by phylogenetic analysis in

MEGA 7 by using Neighbor-Joining method with bootstrap 100 times (29).
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(30) and XJ17-4 (Accession no. MK759853) (31), with a mean
nucleotide sequence identity of 92.5%. The annual detection

rates of MLV-derived strains between 2017 and 2021 were
52.94% (9/17), 65.12% (56/86), 81.82% (9/11), 84.97% (260/306),

and 79.66% (47/59), respectively, showing an increasing trend

(Figure 3). However, the annual detection rates of NADC30-
like strains between 2017 and 2021 were 5.88% (1/15), 22.09%

(19/86), 18.18% (2/11), 12.42% (38/306), and 10.17% (6/59),

respectively, showing a decreasing trend (Figure 3).

Genomic Characteristics of the Eleven
PRRSV Isolates
Eleven PRRSV strains were successfully isolated using PAM cells,
one isolate (designated GD7666) was recovered from sample
collected from Guangdong, the other ten isolates (designated
GX505, GX1858, GX3251, GX4934, GX4853, GX5416, GX7111,
GX7668, GX11045, and GX11373) was recovered from samples
from Guangxi. Sequence comparison showed that the whole
genome sequences of these eleven PRRSV isolates shared 81.1 to

FIGURE 3 | Annual detection rate of highly-pathogenic PRRSVs, MLV-derived PRRSVs, NADC30-like PRRSVs and QYYZ-like PRRSVs in South China between 2017

and 2021.

TABLE 5 | Genomic nucleotide identity between the twelve isolates and PRRSV reference strains.

Group Virus

(Genbank Accession No.)

Pairwise % genomic identity (nt)

GX11045 GX11373 GX1858 GX3251 GX4852 GX4934 GX505 GX5416 GX7111 GD7666 GX7668

PRRSV1 LV (M96262) 57.6 57.5 58.5 58.4 58.7 58.4 58.7 58.1 58.2 58.3 58.4

PRRSV 2 Lineage 1 NADC30 (JN654459) 78.9 80 88.7 81.5 88.7 81.6 89 85.1 81.4 81.5 81.6

SDQZ-1609 (MH651746) 78.9 79.8 88.3 81.3 88.3 81.4 88.6 84.7 81.2 81.2 81.4

LNCH-1604 (MH651741) 78.8 79.7 88.5 81.3 88.5 81.4 88.8 84.6 81.1 81.2 81.4

JL580 (KR706343) 81.2 83.3 88 84.9 88 85.1 88.3 88.2 84.8 84.9 85.1

NADC34 (MF326985) 78.7 79.4 84.1 80.9 84.1 81 84.4 83 80.8 80.9 81

NAV-Anheal-1 (MH370474) 78.3 79 83.5 80.5 83.6 80.6 83.9 82.6 80.4 80.4 80.6

Lineage 3 QYYZ (JQ308798) 85.3 85.7 78.9 84.2 78.9 84.3 79.3 81.8 84 84.1 84.3

GM2 (JN662424) 84.8 85.3 78.9 83.8 78.8 83.9 79.2 81.5 83.6 83.7 83.9

Lineage 5 VR-2332 (PRU87392) 85.9 87.5 81.1 86.4 81.2 86.6 81.4 84.7 86.3 86.3 86.6

RespPRRS_MLV (AP066183) 86.1 87.7 81.4 86.7 81.5 86.8 81.7 84.9 86.5 86.5 86.8

Lineage 8 CH-1a (AY032626) 89.2 92.4 82.6 91.7 82.6 91.9 82.9 89 91.6 91.7 91.9

CH-1R (EU807840) 89.1 92.4 82.6 91.7 82.6 91.8 82.9 88.9 91.5 91.6 91.8

HuN (EF517962) 91.7 96.2 83.6 95.9 83.7 96.1 83.9 92.5 95.7 95.7 96.1

TJ (EU860248) 92.1 96.6 84 96.2 84 96.4 84.3 92.9 96 96.1 96.4

JXA1 (EF112445) 91.3 95.6 83.5 95.3 83.5 95.5 83.8 92 95.1 95.1 95.5

XJ17-5 (MK75853) 89.5 94.4 84.9 98.8 84.9 99 85.2 94.1 98.6 98.6 99

TJbd14-1 (KP742986) 89.6 94.6 84.9 99 84.9 99.2 85.2 94.3 98.8 98.8 99.2
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FIGURE 4 | Alignment of the Nsp2 amino acid sequences of the eleven PRRSV isolates. The 131-amino-acid discontinuous deletion of NADC30-like PRRSVs is

shown in red box. The 30-amino-acid discontinuous deletion of highly-pathogenic PRRSVs is shown in green box. The additional 120 amino-acid deletion of

MLV-derived PRRSVs is shown in purple box.

87.5% nucleotide identity to that of the PRRSV2 representative
strain VR2332, but only shared 57.5 to 58.7% nucleotide identity
to that of the PRRSV1 representative strain Lelystad virus,
suggesting that all the eleven isolates were PRRSV2 strains
(Table 5). The genome sequences of six isolates (GX3251,
GX4934, GX5416, GX7111, GX7668, and GD7666) had the
highest nucleotide identities (99%, 99.2%, 94.3%, 98.8%, 98.8%,
and 99.2%, respectively) with that of TJbd14-1 which was evolved
from vaccine strain TJM-F92 (Accession no. MN508255). In
addition, the genome sequences of two isolates (GX11045 and
GX11373) showed the highest nucleotide identities (92.1 and
96.6%, respectively) with highly-pathogenic strain TJ. Notably,
the genome sequences of the other three isolates (GX505,
GX1858, and GX4852) had the highest nucleotide identities
(89%, 88.7%, and 88.7%, respectively) with NADC30 (Table 5).

Nsp2 Sequence Analysis of the Eleven
PRRSV Isolates
Nsp2 region is one of the most variable regions in the genome
of PRRSV. The nucleotide sequence identities of the Nsp2 genes
among the eleven isolates ranged from 60.4 to 99.9%, and the
amino acid similarities of the Nsp2 proteins ranged from 52.7

to 99.8%. Compared to the Nsp2 of VR2332, the Nsp2 proteins
of four isolates (GX505, GX1858, GX4852, and GX5416) had a
deletion pattern that was identical to those of the NADC30-like
strains, all of them had a deletion of 131 amino acids at aa323-
433, aa483, and aa504-522 (111 + 1+19) (Figure 4). However,
the Nsp2 proteins of seven isolates (GX3251, GX4934, GX7111,
GX7668, GX11045, GX11373, and GD7666) had an amino acid
deletion pattern similar to that of the Chinese high-pathogenic
strains, all of them possessed a deletion of 30 amino acids at
aa481, and aa533-561 (1 + 29) compared to that of VR2332
(Figure 4). Particularly, five isolates (GX3251, GX4934, GX7111,
GX7668, and GD7666) had a deletion of additional 120 amino
acids at aa628-747 compared to the Nsp2 protein of VR2332,
this amino acid deletion pattern was similar to that of the MLV-
derived strains TJbd14-1 and XJ17-5 (Figure 4).

ORF5 Sequence Analysis of the Eleven
PRRSV Isolates
Sequence comparison of ORF5 genes showed that the nucleotide
sequence identities of the ORF5 genes among the eleven isolates
ranged from 81.1 to 99.8%, and the amino acid similarities
of the GP5 proteins ranged from 77.6 to 100%. As shown in
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FIGURE 5 | Alignment of the GP5 amino acid sequences of the eleven PRRSV isolates. The signal peptide, PNE and three transmembrane (TM) domains are shown

in gray. Identical mutations of highly-pathogenic strains, QYYZ-like strains, and NADC30-like strains are shown in red, green and yellow, respectively. Variable region of

NGSs is shown in dashed black box.

Figure 5, the most variable regions of GP5 protein were located
in the extravirion region and signal peptide. The potential N-
glycosylation sites (NGSs) at N44 and N51 were conserved in all
isolates, but the potential NGSs located upstream of N44 were
relatively variable. Compared to the GP5 protein of VR2332,
three isolates (GX3251, GX4934, and GX7668) had mutations
at sites 34 (D→ N) and 35 (S→ N), two isolates (GX7111 and
GD7666) had mutations at sites 33 (N→ S) and 34 (D→ N),
GX5416 had mutation at site 35 (S→ N), two isolates (GX11045
and GX11373) had mutations at sites 30 (N→ S), 32 (S→
N), 33 (N→ G) and 34 (D→ N). However, the other three
isolates (GX505, GX1858 and GX4852) showed no amino acid
substitution of NGSs in this region.

Extensive mutations were observed in other areas of GP5
proteins. Compared to the GP5 protein of VR2332, all the
isolates had a mutation at site 151 (R→ K). Four isolates
(GX11045, GX11373, GX505, and GX4852) had a mutation at
site 13 (R→ Q), and isolate GX1858 had a mutation at site 13
(R→ L), while the other six isolates (GX3251, GX4934, GX5416,
GX7111, GX7668, and GD7666) had a conserved R13 (Figure 5).
Compared to VR2332, six isolates (GX3251, GX4934, GX5416,
GX7111, GX7668, and GD7666) had amino acid changes in the
signal peptide at sites 9 (G→ C), 24 (C→ Y), and 25 (F→
L), the primary neutralizing epitope (PNE) of the extravirion
region at site 39 (L→ I), and the transmembrane (TM) region
at site 94 (V→ A) (Figure 5). Notably, this amino acid mutation
pattern also occurred in the GP5 proteins of the Chinese
highly-pathogenic strains. However, two isolates (GX11045 and

GX11373) had amino acid changes in the signal peptide at sites
25 (F→ S) and 26 (A→ I), the extravirion region at sites 30
(N→ S), 33 (N→ G), 38 (H→ Y), and 39 (L→ S), the TM
region at sites 66 (S→ C), 92 (A→ S), 117 (L→ F), 124
(V→ I), and 128 (A→ V), and the intravirion region at site
152 (L→ I) compared to the GP5 protein of VR2332. This
amino acid mutation pattern also occurred in the GP5 proteins
of GM2 and QYYZ (Figure 5). Finally, the other three isolates
(GX505, GX1858, and GX4852) had amino acid changes in the
signal peptide at site 15 (L→ P), the TM region at sites 47
(L→ I) and 124 (V→ A), and the intravirion region at site 168
(E→ D) compared to the GP5 protein of VR2332, and this amino
acid mutation pattern also occurred in the GP5 proteins of the
NADC30-like strains (Figure 5).

Phylogenetic Analysis of the Eleven PRRSV
Isolates
To understand the phylogenetic characteristics of all the eleven
PRRSV isolates, we generated three phylogenetic trees based
on complete genome sequences, Nsp2 nucleotide sequences,
and ORF5 nucleotide sequences, respectively (Figures 6A–C).
According to the phylogenetic tree generated based on the whole
genome sequences (Figure 6A), eight isolates (GX3251, GX4934,
GX5416, GX7111, GX7668, GX11045, GX11373, and GD7666)
clustered in lineage 8 with highly-pathogenic PRRSVs TJ, JXA1,
andHuN, three isolates (GX1858, GX505, and GX4852) clustered
into lineage 1 which was represented by NADC30 and NADC34.
Interestingly, GX5416 clustered into lineage 1 together with
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FIGURE 6 | Phylogenetic trees based on the complete genome, nsp2, and ORF5 of PRRSV. (A) Complete genome nucleotide; (B) Nsp2 nucleotide; (C) ORF5

nucleotide. The isolates recovered in this study are indicated by black triangles.

NADC30 in the phylogenetic tree generated based on the Nsp2
gene (Figure 6B), while GX11045 and GX11373 clustered into
lineage 3 together with QYYZ and GM2 based on the ORF5
gene (Figure 6C), indicating that these strains might undergo
recombination events.

Recombination Analysis of the Eleven
PRRSV Isolates
Recombination events were detected using RDP software
according to the full-length genome sequences and the
results were confirmed by SIMPLOT. The results revealed
that the genomes of six PRRSV isolates (GX505, GX1858,
GX4852, GX5416, GX11373, and GX11045) were identified
with recombination events (Table 6). Among these six isolates,
three isolates (GX505, GX1858, and GX4852) shared the
same recombination pattern (Table 6). Take isolate GX505 for
example, it possessed five recombination breakpoints located
in Nsp2 (nt2002), Nsp4 (nt5832), and Nsp9 (nt8142, nt8300,
and nt8948). These breakpoints separated the genome of GX505
into six regions. Of them, three regions were closely related
to TJ (highly-pathogenic PRRSV), and the remaining three
regions were similar to NADC30, suggesting that GX505 was
recombined from NADC30-like strain and highly-pathogenic
PRRSV (Figure 7A). In addition, the genome of GX5416 had
two recombination breakpoints located in Nsp2 (nt2014 and
nt3602) which divided the genome into three segments. The
intermediate segment was similar to NADC30 and the remaining
two segments were closely related to TJbd14-1 (MLV-derived
strain), indicating that GX5416was a recombinant strain between
MLV-derived strain and NADC30-like strain (Figure 7B). The
genome of GX11373 had four breakpoints located in Nsp2
(nt2180 and nt4070) and ORF5 (nt13778 and nt14414) which
divided the genome into five segments. Segment nt13779-14414

clustered with QYYZ, and segments nt1-2180, nt4071-13778, and
nt14415-15570 clustered with TJbd14-1 (MLV-derived strain),
while another unknown minor parent strain provided the
nt2181-4070 within Nsp2. The phylogenetic analysis showed that
region nt2181-4070 of GX11373 was closely related to highly-
pathogenic PRRSVs. Therefore, we speculated that GX11373
was a recombinant strain from MLV-derived strain, QYYZ-like
strain, and highly-pathogenic strain (Figure 7C). The genome of
GX11045 had one recombination breakpoint located in Nsp11
(nt11336). Phylogenetic trees showed that it was recombination
product between highly-pathogenic PRRSV and QYYZ-like
strain (Figure 7D).

DISCUSSION

Since its first emergence in China in 1996, PRRS has been
widely spreading and continuing to evolve rapidly in China,
causing significant economic losses in the world’s largest pig-
raising and pork-consuming country (18, 32, 33). As reported
in previous studies, the positive rate of PRRSV in South China
varied between years. In Guangxi, the detection rates were
35.12% between 2013 and 2014 (34), 57.14% in 2016 (26), 12.62%
between 2017 and 2018 (12), and 29.54% between 2020 and
2021 (35). In this study, the detection rate ranged from 4.92
to 24.63% in Guangxi between 2017 and 2021. In Guangdong,
the detection rates were 16.60% between 2007 and 2011 (36),
32.54% between 2010 and 2013 (37), and 40% between 2017 and
2018 (12). In our study, the detection rate ranged from 24.90
to 52.94% in Guangdong between 2017 and 2021. However, we
found that the overall detection rates in South China showed
a yearly increasing trend from 2017 to 2021, as detection rate
in 2019 was less representative due to limited sample size, and
maintained at a high level every month in 2020 and 2021. This
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might be associated with the prevalence of African swine fever
(ASF) in this region. ASF first emerged in South China by end
of 2018, causing a devastating impact on the swine industry
in that region in 2019 (38, 39). Those swine-raising companies
started to resume production in 2020 and 2021. Lots of gilts
were transported, inducted, and reared together from farms with
different statuses of PRRS, which led to a yearly rising detection
rate of PRRSV. Outbreaks of ASF also resulted in a sharp decrease
in sample size in 2019. On the one hand, the emphasis of disease
control in pig farms has been shifted from disease diagnosis to
biosecurity against a background of ASF. On the other hand,
pig farms saw autopsy and sampling of diseased pigs as risks of
spreading pathogens.

It has been reported that PRRSV strains circulating in China
were mainly PRRSV2 (12, 40). Consistently, all of the 479
ORF5 sequences detected from 2017 to 2021 were PRRSV2.
Particularly, our results demonstrated that the highly-pathogenic
strains remained the predominant PRRSVs in South China,
which are in agreement with those of the previous publications
(26, 36, 37, 41, 42). It should be noted that NADC30-like strains
were the other main type circulating in South China from 2017 to
2021 and exhibited a yearly decreasing detection rate which was
reported for the first time to the best of my knowledge.

We also found that 93.15% of the highly-pathogenic PRRSVs
were PRRSV MLV-derived strains with a yearly increasing
detection rate from 2017 to 2021. A retrospective survey
found that highly-pathogenic PRRSV MLV vaccines have been
widely used in South China. These findings suggested that the
prevalence of highly-pathogenic PRRSV in South China might
be largely related to the use of PRRSV MLV vaccines. Several
commercial MLV vaccines have been inducted to and widely
used in Chinese swine herds (43–45), the virulence reversion of
vaccine strains has been reported continuously ever since (29,
46, 47), and lots of MLV-derived strains have been isolated from
Chinese swine herds (31, 48–50). Of the eleven PRRSV isolates
in our study, seven isolates (GX3251, GX4934, GX5416, GX7111,
GX7668, GX11373, and GD7666) were found to beMLV-derived.
It should be noted that it is still controversial whether PRRSV
MLV vaccines should be used. According to many reports, the
efficiency of PRRSV MLV vaccines was not significant and they
provided only limited protection in the field (51–55), as PRRS still
outbroke in many MLV-vaccinated farms (44, 55–57). Therefore,
we strongly recommend that priority should be given to bio-
security and management measures rather than vaccines when
controlling PRRS.

Mutations play important roles in PRRSV evolution. Amino
acid deletion patterns in Nsp2 proteins compared to that of
VR2332 were recognized as genetic markers of certain genotypes
of PRRSVs (12). In our study, seven isolates (GX3251, GX4934,
GX7111, GX7668, GX11045, GX11373, and GD7666) had an
amino acid deletion pattern of discontinuous deletion of 30aa (1
+ 29) that was identical in highly-pathogenic PRRSVs (26, 58,
59), and four isolates (GX 505, GX1858, GX4852, and GX5416)
had a deletion pattern of discontinuous deletion of 131aa (111
+ 1+19) which was identical to NADC30-like strains (23, 24).
Besides, five isolates (GX3251, GX4934, GX7111, GX7668, and
GD7666) had an additional deletion of continuous 120aa which
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FIGURE 7 | Recombination analysis of strains GX505 (A), GX5416 (B), GX11373 (C), and GX11045 (D). Genome scale similarity comparison of the isolates (query)

with TJ (orange), TJbd14-1 (gray), NADC30 (blue), and QYYZ (green). Recombination breakpoints are shown as black dashed lines. The background color of the

(Continued)
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FIGURE 7 | major parental regions is white, whereas that of the minor parental regions is gray or red. Below the similarity plot is a full genome structure of PRRSV,

with reference to CH-1a, shows the position of the ten open reading frames and the fourteen Non-structural proteins. Phylogenetic trees based on different regions of

the isolates are shown below the similarity plots. The major parental group is shown in green, the minor parental group is shown in red. The isolates recovered in this

study are indicated by black triangles.

was recognized as a molecular marker of TJM-F92 vaccine strain
(48, 60). It has been reported that deletions in Nsp2 might
eliminate dispensable genomic regions to make the genome
more compact which might benefit the survival of the strains in
the field (48, 61).

Multiple amino acid mutations have also been found in the
GP5 proteins of highly-pathogenic strains, GM2-like strains,
and NADC30-like strains compared to those of classic PRRSV
strains represented by VR2332 (12, 14, 60). Mutations commonly
occurred in the signal peptide coding region (aa1-26), primary
neutralizing epitope (PNE) in the extravirion region (aa37-
45), and transmembrane (TM) regions (aa66-83, aa95-104, and
aa112-128) of GP5 protein (12, 36, 62). H38, I42, Y43, and
N44 residues are recognized as main antigen recognition sites of
GP5 protein, while L39, Q40, and L41 residues are recognized
as antibody binding sites (7, 60, 63–65). The PNE sequence
of VR2332 is 37-SHLQLIYNL-45. In our study, six isolates
(GX3251, GX4834, GX5416, GX7111, GX7668, and GD7666)
had a mutation at site 39 (L→ I) which was also found
in highly-pathogenic PRRSVs TJ, JXA1, HuN. However, two
isolates (GX11045 and GX11373) had mutations at sites 38
(H→ Y) and 39 (L→ S) which were consistent with QYYZ
and GM2, and three isolates (GX505, GX4852, and GX1858)
had a mutation at site 45 (L→ M) which was also found in
NADC30-like strains. These amino acid substitutions in the PNE
region might lead to the failure of receptor recognition and thus
result in the failure of vaccines. GP5 of PRRSV2 contains 3 to
5 potential N-glycosylation (NGS) sites, of which N44 and N51
are strongly conserved, while NGSs located upstream of N44 are
relatively variable and important for the virus to escape antibody
neutralization (26, 41, 66–68). All the eleven isolates in our study
had conserved N44 and N51. In addition, three isolates (GX3251,
GX4934, and GX7668) had another five NGSs, isolate GX5416
had another four NGSs, three isolates (GX505, GX7111, and
GD7666) had another three NGSs, and four isolates (GX1858,
GX4852, GX11045, and GX11373) had another twoNGSs located
upstream of N44. These findings suggested that PRRSVs have
undergone rapid evolution in the field in South China. It
has been reported that the high number of potential NGSs
might contribute to minimize the immunogenicity of the nearby
neutralizing epitope, which might enhance the virus to escape
the recognition of immune system and avoid neutralization
effects induced by PRRSV MLV vaccines (69). Our findings are
also consistent with previous research results showing that the
number of potential NGSs has increased in Chinese isolates over
time (70). R13 and R151 residues of GP5 were reported to be
associated with PRRSV virulence, and amino acid substitutions
at these sites might lead to attenuation (14, 60). In our study,
all the isolates had a mutation at site 151 (R→ K). In addition,
four isolates (GX11045, GX11373, GX505, and GX4852) had a

mutation at site 13 (R→ Q), and R13 of isolate GX1858 mutated
into 13L, while the other six isolates exhibited a conserved R13.
Further research should be conducted to detect whether these
mutations lead to virulence change.

Recombination events commonly occurred among different
PRRSV isolates and were considered as one of the most principal
mechanisms in PRRSV diversification and evolution (17, 30).
In agreement with these findings, six of the eleven isolates
recovered in this study showed evidence of recombination
events in the genomes. Compared to the other PRRSV lineages,
NADC30-like strains show more recombination possibilities (19,
71). Recombination events between NADC30-like strains and
PRRSVs from other lineages have been reported (20, 23, 62, 72–
76). Among the six recombinant isolates in our study, three
isolates (GX505, GX1858, GX4852) were recombination products
between NADC30-like strains and highly-pathogenic PRRSVs,
while isolate GX5416 was recombined from NADC30-like strain
and MLV-derived strain. The other two isolates (GX11045 and
GX11373) were all related to QYYZ-like strains which circulated
in South China since its emergence in 2010 (21). These findings
suggested that recombination is still happening at high frequency
among different PRRSVs circulating in South China and has led
to the increase of genetic diversity and complexity of PPRSV in
this region. It is worth noting that two isolates (GX5416 and
GX11373) in our study were found to be recombinants between
MLV-derived strains and PRRSVs from other lineages. Since
recombinations between PRRSV MLV-derived strains and field
strains have been largely reported in China (21, 72, 75–80), more
attention should be drawn to the restrained application of PRRSV
MLV vaccines.

Interestingly, some isolates were recovered from different
geographical regions but shared high homology and similar
genetic characteristics. For example, GX505, GX1858, and
GX4852 were isolated from three different sow farms with
hundred kilometers away from each other, but they exhibited
high nucleotide identities of more than 98% and the same
recombination pattern. We found that these three sow farms
shared the same feed plant. We speculated that the virus
induction may be attributed to feed transportation among
the three farms. These findings suggested that long-range
transmission of PRRSV may also happen which urges the farm
to pay more attention to bio-security when controlling diseases.

In conclusion, we investigated the epidemiological status of
PRRSV in South China between 2017 and 2021. We found that
highly-pathogenic PRRSV remained the predominant PRRSV
type in the field. Our findings also suggested that highly-
pathogenic PRRSV strains in the field might be mainly MLV-
derived, and the use of PRRSV MLV vaccines in the field should
receive more attention. In addition, a number of mutations has
been found within Nsp2 and GP5 proteins. We also found that
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recombination among different PRRSV strains was common in
the field, which may exert great pressure on PRRS control.
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