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ABSTRACT
Infection with a novel H10N8 influenza virus in humans was first described in China in December 2013, which raised
concerns related to public health. This novel virus was subsequently confirmed to have originated from a live poultry
market. However, whether this virus can infect other mammals remains unclear. In the present study, antibody specific
for H10N8 influenza virus was detected in swine herds in southern China during serological monitoring for swine
influenza virus. The pathogenicity and transmissibility of this H10N8 influenza virus to swine was examined. The
results showed that swine are susceptible to infection with human-origin H10N8 influenza virus, which causes viral
shedding, severe tissue lesions, and seroconversion, while infection with avian-origin H10N8 influenza virus causes
only seroconversion and no viral shedding. Importantly, human-origin H10N8 influenza virus can inefficiently be
transmitted between swine and cause seroconversion through direct contact. This study provides a new perspective
regarding the ecology of H10N8 influenza virus and highlights the importance of epidemiological monitoring of the
H10N8 influenza virus in different animal species, which will be helpful for preventing and controlling future infections
by this virus.
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Introduction

Influenza A viruses (IAVs) are enveloped, segmented,
and negative-sense RNA viruses of the family Ortho-
myxoviridae [1,2]. IAVs have a broad host range and
can infect birds, humans, and other mammals, includ-
ing swine, canine, feline, and horses, among others [3].
IAVs can be classified into different subtypes based on
the antigenicity of the two major surface glycoproteins,
haemagglutinin (HA) and neuraminidase (NA) [2,4].
Currently, 16 HA (H1–H16) and nine NA (N1–N9)
subtypes have been identified in wild aquatic birds
[5], and another two HA and NA subtypes (H17,
H18 and N10, N11) have been identified in bats [6].
However, only three subtypes (H1N1, H2N2, and
H3N2) are known to have established sustained
human infections and circulate widely in humans. Of
these three subtypes, H1N1 and H3N2 are currently
responsible for causing seasonal influenza virus epi-
demics [7]. In addition to these three subtypes, many
other IAV subtypes have been reported to cross the
species barrier to infect humans, including H5N1,
H5N6, H7N9, and H7N4 [8–11]. In December 2013,

China reported the first human infection with a
H10N8 avian influenza virus in Jiangxi Province,
with two of the three infections resulting in death
[12], raising concerns regarding the effects of H10N8
influenza viruses on public health. In China, H10N8
influenza viruses were previously isolated from the
environment of Dongting Lake in Hunan Province in
2007 [13] and from a duck in a live poultry market
(LPM) in Guangdong Province in 2012 [14], but it
was unknown at that time if these strains could infect
humans or other mammals. Several studies sub-
sequently confirmed that the human H10N8 influenza
virus originated from chickens in LPMs [15,16].
Additionally, a specific antibody for H10N8 influenza
virus was detected in sera samples collected from ani-
mal workers and feral dogs at LPMs in Guangdong
Province before the first H10N8 infection cases were
recognized [17,18]. Interspecies transmission of avian
influenza viruses to humans and other mammals has
been consistently reported in the last two decades.
Swine are susceptible to infection with both human
and avian influenza viruses. Influenza virus may
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undergo reassortment to generate novel reassorted
viruses in swine [19]; thus, swine are considered as
“mixing vessels” in influenza ecology. Considering
this important role, we conducted serological monitor-
ing to detect H10N8 infection in swine herds. Eight
serum samples were positive for H10N8 influenza
virus based on hemagglutination inhibition (HI) and
microneutralization (MN) assays during serological
surveys in 2016–2017 in southern China. However,
the pathogenicity and transmissibility of H10N8
influenza virus in swine remains unknown. Based on
serological evidence, pathogenicity and transmission
analyses of H10N8 influenza virus in swine were con-
ducted in this study, which will be helpful for prevent-
ing future H10N8 infections and provide new
perspectives regarding the transmission of H10N8
influenza virus.

Materials and methods

Viruses and serum samples

Human-origin H10N8 influenza virus strain A/Jiangxi-
Donghu/346-1/2013 (JX346) and duck-origin strain A/
duck/Guangdong/E1/2012 (GD-E1) were kindly pro-
vided by Professor Ming Liao and Professor Wenbao
Qi, College of Veterinary Medicine, South China Agri-
cultural University. Swine influenza virus A/swine/
Guangdong/SS1/2012 (H1N1 Eurasian avian-like line-
age) and A/swine/Guangdong/L22/2010 (H3N2) were
isolated and preserved in our lab. Viruses were propa-
gated in 9- to 11-day-old specific pathogen-free
embryonated chicken eggs and stored at −80°C until
use. A total of 2050 serum samples were collected
from swine farms that were non-immunized for
swine influenza virus from July 2016 to June 2017 in
southern China.

Serological survey of H10N8 infection in swine

Both the HI and MN assays were performed according
to standard protocols provided by the World Health
Organization. For the serological survey, all serum
samples were treated with sialic acid receptor-destroy-
ing enzyme to remove nonspecific inhibition factors,
and then tested by HI assay against strain JX346
using fresh chicken red blood cells. Samples with HI
titers ≥ 1:40 were further evaluated by MN assay
against JX346. In addition, HI and MN assays against
GD-E1 were also performed for the serum samples
that positive to JX346. The positive samples were also
subjected to HI and MN assays against H1N1 and
H3N2 swine influenza viruses. In this serological
study, serum samples with HI titers < 1:40 were con-
sidered to be negative, while samples with HI titers ≥
1:40 were considered as being infected by H10N8
virus; only samples with both HI and MN titers ≥

1:40 were considered as having previously been
infected with H10N8 virus.

Animals and animal experiment

The animal experiments were approved by the Com-
mittee of Experiment Animal Welfare Ethical of
South China Agriculture University. Nineteen one-
month-old pigs were purchased from farms that were
negative for porcine reproductive and respiratory syn-
drome virus and pseudorabies virus. They were
confirmed to be free from influenza virus infection
and were found to be seronegative for H1N1 and
H3N2 swine influenza viruses by HI assay. The 19
pigs were randomly allocated into three groups (eight
in group A, eight in group B, and three in group C).
Five pigs in group A (A1–A5) and group B (B1–B5)
were inoculated with JX346 and GD-E1 at a titer of
106 TCID50/mL intratracheally (1 mL) and intranasally
(1 mL), respectively. Three contact healthy pigs were
commingled with infected pigs at two days post-infec-
tion (dpi) to investigate viral transmission in group A
(A6–A8) and group B (B6–B8). Three control pigs in
group C were inoculated intratracheally (1 mL) and
intranasally (1 mL) with phosphate-buffered saline as
a control group. Body temperatures and clinical signs
were recorded daily, and nasal swabs were collected
daily on 1–14 dpi for inoculated pigs and on 1–14
days post-contact (dpc) for contact pigs. Sera were col-
lected at 7 dpi/dpc and 14 dpi/dpc for the HI and MN
assays with homologous virus for each group to deter-
mine the antibody titer. One inoculated pig from each
group (A5, B4, and C3) was necropsied at 3 dpi. Lung
and tracheal tissues were collected for virus titer and
pathology analysis. The viral titers from nasal swabs
and lung samples were determined using Madin-
Darby canine kidney (MDCK) cells in 96-well plates
by the 50% tissue culture infective dose (TCID50) assay.

Results

Detection of H10N8-specific antibodies in swine
herds

In the serological survey, a total of 2050 serum samples
collected from swine farms in southern China were
tested by HI assay against H10N8 strain JX346. A
total of eight (8/2050) serum samples collected from
four farms tested positive (HI titers of ≥1:40) for
JX346, with HI titers ranging from 1:40 to 1:160
(Table 1). To confirm the results of the HI assay, an
MN assay was performed for the eight HI-positive
samples. The MN assay results showed that seven of
the eight serum samples had MN titers ≥ 1:40 against
JX346, with the highest MN titer reaching 1:640 (Table
1). HI and MN assays against GD-E1 were also con-
ducted for these eight positive serum samples, and
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the result showed that these samples were also positive
for GD-E1 based on HI and MN assay, and had similar
HI and MN titers against JX346 (Table 1). Addition-
ally, to exclude the possibility of cross-reactions with
other swine influenza viruses, HI and MN assays for
the H1N1 and H3N2 swine influenza viruses were con-
ducted for the eight positive serum samples. The results
showed that all samples were negative for H1N1 and
H3N2 swine influenza virus (HI and MN titer < 1:10,
Table 1).

Infectivity of H10N8 influenza virus in swine

To investigate whether H10N8 influenza virus can
infect swine, two groups of pigs were intratracheally
and intranasally inoculated with JX346 or GD-E1 at a
titer of 106 TCID50/mL, respectively. All five pigs in
group A infected with JX346 developed a fever at 2
days post-infection (dpi), which persisted for 2–3
days, and 2 of the 5 pigs developed clinical signs of
infection (running nose). No pigs in group B infected
with GD-E1 or control pigs in group C exhibited
fever or any other clinical signs. Virus shedding was
detected from the nasal swabs of pigs inoculated with
JX346, which started as early as 1–3 dpi and lasted
for 2–6 days, mostly peaking at 3–4 dpi (Figure 1
(A)). The highest titer of virus shedding from nasal

swabs was 104.5 TCID50/mL in group A. However, no
virus shedding from nasal swabs was detected in pigs
inoculated with GD-E1 (Figure 1(C)). The viral titers
of the lung and tracheal tissues collected from A5
and B4 at 3 dpi were determined; lung and tracheal tis-
sues from A5 in the JX346 group showed titers of 104.75

and 102.8 TCID50/mL, respectively. However, no viral
titers were detected in the lung and tracheal tissues
from B4 in the GD-E1 group.

Sera were collected at 7 and 14 dpi to evaluate for
antibody specific to H10N8 by HI and MN assay. All
four pigs (one necropsied at 3 dpi) inoculated with
JX346 in group A were seroconverted at 7 dpi, with
the highest HI and MN titer reaching 1:320 and
1:1280, respectively, at 14 dpi (Table 2). Although
pigs inoculated with GD-E1 in group B did not shed
virus and showed no virus proliferation in the lung
and trachea, two of the four pigs (one necropsied at
3 dpi) inoculated with GD-E1 in group B showed ser-
oconversion at 7 dpi and one pig also seroconverted
at 14 dpi (Table 2). The HI titer was obviously lower
than that of group A at 14 dpi, MN titer also was
detected at a range from 1:80 to 1:320 in group B
(Table 2). Seroconversion was not observed in the con-
trol group. These results showed that swine can be
infected with JX346, causing clinical signs, virus shed-
ding, and seroconversion, with virus replication occur-
ring in the lung and trachea tissues. In contrast, GD-E1
could not effectively infect swine and only induced ser-
oconversion with low antibody levels. Thus, epidemio-
logical monitoring of H10N8 influenza virus in swine
herds should be further conducted to determine
whether interspecies transmission of H10N8 influenza
viruses has occurred in swine herds.

Transmissibility of H10N8 influenza virus in
swine

To investigate whether H10N8 influenza virus can be
transmitted between swine through physical contact,
three pigs were commingled with infected pigs at
2 dpi in the JX346 and GD-E1 groups. No virus shed-
ding was detected from the pigs in either group (Figure
1(B,D)), and no seroconversion was observed from

Table 1. Results of serological assay for serum samples positive for H10N8 influenza virus.

Farm Collection date Sample name

H10N8 H1N1 H3N2

JX346 (HI/MN titer) GD-E1 (HI/MN titer) HI titer MN titer HI titer MN titer

Farm A 12/2016 CZ1 1:40/1:80 1:40/1:40 <1:10 <1:10 <1:10 <1:10
CZ2 1:80/1:320 1:40/1:320 <1:10 <1:10 <1:10 <1:10
CZ3 1:80/1:160 1:80/1:320 <1:10 <1:10 <1:10 <1:10

Farm B 12/2016 MS1 1:40/1:20 1:40/1:40 <1:10 <1:10 <1:10 <1:10
MS2 1:40/1:40 1:40/1:80 <1:10 <1:10 <1:10 <1:10

Farm C 2/2017 YC1 1:40/1:80 1:40/1:160 <1:10 <1:10 <1:10 <1:10
YC2 1:160/1:640 1:160/1:640 <1:10 <1:10 <1:10 <1:10

Farm D 3/2017 HD 1:80/1:320 1:40/1:160 <1:10 <1:10 <1:10 <1:10

Note: Strains used in serological assay, A/Jiangxi-Donghu/346-1/2013 (H10N8), A/duck/Guangdong/E1/2012 (GD-E1), A/swine/Guangdong/SS1/2012 (H1N1),
and A/swine/Guangdong/L22/2010 (H3N2).

HI, hemagglutination inhibition assay; MN, microneutralization assay.

Table 2. Seroconversion and the HI and MN titer in pigs
infected with H10N8 influenza virus.

Strain Group Pig

7 dpi/dpc 14 dpi/dpc

HI MN HI MN

JX346 Inoculated A1 1:80 1:160 1:320 1:1280
A2 1:40 1:40 1:80 1:640
A3 1:40 1:80 1:160 1:1280
A4 1:40 1:20 1:160 1:320

Physical contact A6 <1:10 <1:10 <1:10 <1:10
A7 <1:10 <1:10 1:40 1:80
A8 <1:10 <1:10 <1:10 <1:10

GD-E1 Inoculated B1 1:40 1:80 1:80 1:320
B2 1:40 1:160 1:40 1:320
B3 1:20 <1:10 1:40 1:80
B5 <1:10 <1:10 <1:10 <1:10

Physical contact B6 <1:10 <1:10 <1:10 <1:10
B7 <1:10 <1:10 <1:10 <1:10
B8 <1:10 <1:10 <1:10 <1:10

PBS Control C1 <1:10 <1:10 <1:10 <1:10
C2 <1:10 <1:10 <1:10 <1:10

Note: dpi, days post-infection; dpc, days post-contact.
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contacted pigs in the GD-E1 group at 7 and 14 days
post-contact (dpc) (Table 2). Interestingly, one con-
tacted pig in the JX346 group was seroconverted at
14 dpc with an HI and MN titer of 1:40 and 1:80,
respectively (Table 2), suggesting that this pig had con-
tracted an H10N8 infection and further indicating that

JX346 has the potential to be transmitted between pigs,
though the efficiency is limited. These results show that
avian-origin H10N8 virus cannot be transmitted
between swine, while human-origin H10N8 virus
could be transmitted between swine inefficiently by
direct contact.

Figure 1. Virus shedding from nasal swabs in different groups. (A) JX346 inoculated group, (B) JX346 contact group, (C) GD-E1
inoculated group, and (D) GD-E1 contact group. Nasal swabs were collected from inoculated and contact pigs in different groups
at 1–14 dpi/dpc, and viral titers were determined as the TCID50 in MDCK cells; no virus was detected after 8 dpi. The dotted lines
indicate the lower limit of detection.

Figure 2. Pathological changes and viral replication in the lungs of inoculated pigs at 3 dpi. Hematoxylin and eosin staining (A–C)
and immunohistochemical staining (D–E) of swine lungs. Pigs were inoculated with PBS (A and D), GD-E1 H10N8 virus (B and E), or
JX346 H10N8 virus (C and F).

Emerging Microbes & Infections 91



Pathological changes of pigs infected with
H10N8 influenza virus

One inoculated pig from each group was necropsied at
3 dpi, and hematoxylin and eosin (HE) and immuno-
histochemical (IHC) staining of lung tissues was con-
ducted. Microscopic observations of pulmonary
sections revealed that swine infected with JX346 had
obvious alveolitis and lesions in the lung tissue, includ-
ing infiltration of inflammatory cells, widened alveolar
walls, and degenerate and intact neutrophils within the
alveolar lumen (Figure 2(C)). Swine infected with GD-
E1 showed slight pathological changes in the lung tis-
sue compared to the JX346 group; no severe tissue
lesions were observed except for infiltration of inflam-
matory cells (Figure 2(B)). The IHC staining results
revealed a large amount viral nucleoprotein (NP) in
the JX346 group (Figure 2(F)), while no obviously
viral protein was observed in the GD-E1 group (Figure
2(E)).

Discussion

Rapid mutation and continuous reassortment are
important features of influenza virus, which accelerate
adaptation and interspecies transmission in new hosts.
Numerous zoonotic influenza viruses that cause
human infection have been documented in recent
years, such as high-pathogenic avian influenza H5N1
infections in Hong Kong in 1997 [20], H1N1/2009 as
a worldwide pandemic in 2009 [21], H7N9 avian
influenza infection in China since 2013 [22], and
novel reassorted H5N6 avian influenza virus infection
in humans in 2014 [10]. In December 2013, human
infection with H10N8 avian influenza virus was first
reported in China, which resulted in three deaths
[12], and H10N8 influenza virus infection of human
origin from LPMs was subsequently confirmed by sev-
eral research groups [15,16]. During serological moni-
toring of influenza virus in swine herds in 2016–2017
in southern China, we detected a specific antibody
for H10N8 influenza virus for the first time and
confirmed the result by MN assay. Serological analysis
indicated that H10N8 influenza virus infection occurs
in swine herds in nature. Su et al. also reported
H10N8 influenza virus infections in feral dogs in
LPMs before the first H10N8 infection cases were
recognized [18]. These findings suggest that other
mammals (such as swine and dog) are potential hosts
of H10N8 influenza viruses. However, it is important
to identify the origin of the H10N8 virus that caused
seropositivity in these pigs. Based on previous studies
on H10N8 strains, the most likely source of the virus
is an avian species. Firstly, human infection with
H10N8 has been confirmed to have originated in poul-
try from LPMs [15,16], with patients having visited
LPMs and being exposed to the poultry a few days

before the onset of illness. On the other hand, animal
workers occupationally exposed to poultry may be at
high risk of H10N8 infection, and antibodies against
H10N8 virus among animal workers have been docu-
mented before the first human H10N8 case recognized
[17]. Furthermore, there have been reports that H10N8
was circulating among poultry in southern China at the
time of the prior studies [14,23], which provide a poss-
ible source of the swine infections. However, based on
present study, avian-origin H10N8 virus can only
ineffectively infect swine. It is unknown whether
these viruses have undergone adaptative mutations
during the infection process as has been seen in
human infections.

We further investigated the pathogenesis of H10N8
influenza virus in swine, which showed that the
human-origin strain caused more severe lesions than
did the avian-origin strain. Many studies have shown
that lysine at position 627 in PB2 is critical for virus
pathogenicity and mammalian adaptation of avian
influenza virus [24–26]. JX346 contained the 87E,
292 V, 340 K, 588 V, and 627 K mutations in the PB2
gene; these mutations have been reported to play a
critical role in mammalian adaptation of human-origin
H10N8 influenza virus [27]. These mutations may be
responsible for the differences in pathogenesis between
human and avian-origin strains in swine.

Swine have both sialic acid (SA) receptors (SA α-
2,3-galactose and SA α-2,6-galactose) present in the
respiratory tract; thus, swine are susceptible to infec-
tion with both human and avian influenza virus [19].
In contrast, the human respiratory tract mainly con-
tains the SA α-2,6-galactose receptor [28]. Several
studies have reported that human-origin H10N8
influenza viruses shows a strong preference for the
avian receptor [29–31], indicating that the current
human-origin H10N8 isolates are poorly adapted for
human-to-human transmission. However, the
human-origin H10N8 strain was inefficiently trans-
mitted between swine through direct contact in this
study. Notably, whether H10N8 acquires adaptive
mutations and if the receptor binding properties are
altered during virus evolution remains unclear; thus,
continuous epidemiological monitoring of H10N8
influenza virus in different animal species (such as
avian and swine) should be further conducted.

However, there are several limitations in evaluating
the transmissibility of JX346 between swine in this
study. Firstly, no virus could be detected in the trans-
mission group. The only evidence for transmission is
based on serological assay, and the HI and MN titer is
lower compared with the infected group. Secondly,
the number of animals used in the transmission
experiment is not sufficient and only one pig had
titers above the cut-off for HI and MN, which limits
our understanding of the transmissibility of JX346
in swine.
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In summary, we detected a specific antibody for
H10N8 influenza virus in swine herds in southern
China for the first time, and further confirmed that
human-origin H10N8 strain could infect swine, caus-
ing clinical signs, virus shedding, and seroconversion.
More importantly, human isolates could be trans-
mitted between swine inefficiently through direct con-
tact. This study provides a new perspective regarding
the ecology of H10N8 influenza virus and highlights
the importance of epidemiological monitoring of
influenza viruses in different animal species, which
will be helpful for implementing prevention and con-
trol measures.

Acknowledgements

The authors wish to thanks professor Liao Ming and Qi wen-
bao in College of Veterinary Medicine, South China Agricul-
tural University to provide H10N8 influenza virus.

Disclosure statement

No potential conflict of interest was reported by the authors.

Funding

This work was supported by the National Key R&D Program
under [grant number 2016YFD0-500707]; the Modern
Agro-industry Technology Research System under [grant
number CARS-35].

ORCID

Xinliang Fu http://orcid.org/0000-0002-7741-7387

References

[1] Horimoto T, Kawaoka Y. Influenza: lessons from past
pandemics, warnings from current incidents. Nat Rev
Microbiol. 2005;3(8):591–600.

[2] Nelson MI, Vincent AL. Reverse zoonosis of influenza
to swine: new perspectives on the human-animal inter-
face. Trends Microbiol. 2015;23(3):142–153.

[3] Su S, Gu M, Liu D, et al. Epidemiology, evolution, and
pathogenesis of H7N9 influenza viruses in five epi-
demic waves since 2013 in China. Trends Microbiol.
2017;25(9):713–728.

[4] Paules C, Subbarao K. Influenza. Lancet. 2017;390
(10095):697–708.

[5] Yoon SW, Webby RJ, Webster RG. Evolution and ecol-
ogy of influenza A viruses. Curr Top Microbiol
Immunol. 2014;385:359–375.

[6] Wu Y, Wu Y, Tefsen B, et al. Bat-derived influenza-like
viruses H17N10 and H18N11. Trends Microbiol.
2014;22(4):183–191.

[7] PetrovaVN, Russell CA. Erratum: the evolution of seaso-
nal influenza viruses. Nat Rev Microbiol. 2018;16(1):60.

[8] Tong XC, Weng SS, Xue F, et al. First human infection
by a novel avian influenza A(H7N4) virus. J Infec.
2018;77(3):249–257.

[9] Gao R, Cao B, Hu Y, et al. Human infection with a
novel avian-origin influenza A (H7N9) virus. N Engl
J Med. 2013;368(20):1888–1897.

[10] Zhang Y, Chen M, Huang Y, et al. Human infections
with novel reassortant H5N6 avian influenza viruses
in China. Emerg Microbes Infect. 2017;6(6):e50.

[11] Lai S, Qin Y, Cowling BJ, et al. Global epidemiology of
avian influenza A H5N1 virus infection in humans,
1997–2015: a systematic review of individual case
data. Lancet Infect Dis. 2016;16(7):e108–e118.

[12] Chen H, Yuan H, Gao R, et al. Clinical and epidemio-
logical characteristics of a fatal case of avian influenza
A H10N8 virus infection: a descriptive study. The
Lancet. 2014;383(9918):714–721.

[13] Zhang H, Xu B, Chen Q, et al. Characterization of an
H10N8 influenza virus isolated from Dongting lake
wetland. Virol J. 2011;8:42.

[14] Jiao P, Cao L, Yuan R, et al. Complete genome
sequence of an H10N8 avian influenza virus isolated
from a live bird market in Southern China. J Virol.
2012;86(14):7716.

[15] Qi W, Zhou X, Shi W, et al. Genesis of the novel
human-infecting influenza A(H10N8) virus and
potential genetic diversity of the virus in poultry,
China. Euro Surveillance. 2014;19(25):20841.

[16] Zhang T, Bi Y, Tian H, et al. Human infection with
influenza virus A(H10N8) from live poultry markets,
China, 2014. Emerging Infect Dis. 2014;20(12):2076–
2079.

[17] Qi W, Su S, Xiao C, et al. Antibodies against H10N8
avian influenza virus among animal workers in
Guangdong Province before November 30, 2013,
when the first human H10N8 case was recognized.
BMC Med. 2014;12:205.

[18] Su S, Qi W, Zhou P, et al. First evidence of H10N8
Avian influenza virus infections among feral dogs in
live poultry markets in Guangdong province, China.
Clin Infect Dis. 2014;59(5):748–750.

[19] Ito T, Couceiro JN, Kelm S, et al. Molecular basis for
the generation in pigs of influenza A viruses with pan-
demic potential. J Virol. 1998;72(9):7367–7373.

[20] Hatta M, Gao P, Halfmann P, et al. Molecular basis for
high virulence of Hong Kong H5N1 influenza A
viruses. Science. 2001;293(5536):1840–1842.

[21] Neumann G, Noda T, Kawaoka Y. Emergence and
pandemic potential of swine-origin H1N1 influenza
virus. Nature. 2009;459(7249):931–939.

[22] Lam TT, Wang J, Shen Y, et al. The genesis and
source of the H7N9 influenza viruses causing human
infections in China. Nature. 2013;502(7470):241–244.

[23] Ma C, Lam TT, Chai Y, et al. Emergence and evolution
of H10 subtype influenza viruses in poultry in China. J
Virol. 2015;89(7):3534–3541.

[24] Zhu W, Li L, Yan Z, et al. Dual E627 K and D701N
mutations in the PB2 protein of A(H7N9) influenza
virus increased its virulence in mammalian models.
Sci Rep. 2015;5:14170.

[25] Subbarao EK, London W, Murphy BR. A single amino
acid in the PB2 gene of influenza A virus is a determi-
nant of host range. J Virol. 1993;67(4):1761–1764.

[26] Gabriel G, Dauber B, Wolff T, et al. The viral polymer-
ase mediates adaptation of an avian influenza virus to a
mammalian host. Proc Natl Acad Sci USA. 2005;102
(51):18590–18595.

[27] Xiao C, Ma W, Sun N, et al. PB2-588 V promotes the
mammalian adaptation of H10N8, H7N9 and H9N2
avian influenza viruses. Sci Rep. 2016;6:19474.

[28] Shinya K, Ebina M, Yamada S, et al. Avian flu:
influenza virus receptors in the human airway.
Nature. 2006;440(7083):435–436.

Emerging Microbes & Infections 93

http://orcid.org/0000-0002-7741-7387


[29] Ramos I, Mansour M, Wohlbold TJ, et al.
Hemagglutinin receptor binding of a human isolate
of influenza A(H10N8) virus. Emerging Infect. Dis..
2015;21(7):1197–1201.

[30] Zhang H, de Vries RP, Tzarum N, et al. A human-
infecting H10N8 influenza virus retains a strong

preference for avian-type receptors. Cell Host
Microbe. 2015;17(3):377–384.

[31] Wang M, Zhang W, Qi J, et al. Structural basis for pre-
ferential avian receptor binding by the human-infect-
ing H10N8 avian influenza virus. Nat Commun.
2015;6:5600.

94 X. Fu et al.


	Abstract
	Introduction
	Materials and methods
	Viruses and serum samples
	Serological survey of H10N8 infection in swine
	Animals and animal experiment

	Results
	Detection of H10N8-specific antibodies in swine herds
	Infectivity of H10N8 influenza virus in swine
	Transmissibility of H10N8 influenza virus in swine
	Pathological changes of pigs infected with H10N8 influenza virus

	Discussion
	Acknowledgements
	Disclosure statement
	ORCID
	References


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles false
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile ()
  /CalRGBProfile (Adobe RGB \0501998\051)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 524288
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments false
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo false
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings false
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Remove
  /UCRandBGInfo /Remove
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages false
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.90
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /ColorImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages false
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.90
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /GrayImageDict <<
    /QFactor 0.40
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Average
  /MonoImageResolution 300
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects true
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /Description <<
    /ENU ()
  >>
>> setdistillerparams
<<
  /HWResolution [600 600]
  /PageSize [595.245 841.846]
>> setpagedevice


