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Abstract: Some immune escape mutants of H9N2 virus and the corresponding mutations in
hemagglutinin (HA) have been documented, but little is known about the impact of a single
mutation on the antigenicity and pathogenesis of H9N2. In this study, seven critical sites in HA
associated with the antigenicity were identified and the effects of a HA mutation (N166D) derived
from a H9N2 escape mutant (m3F2) were investigated. Although N166D did not significantly affect
viral replication in Madin–Darby canine kidney (MDCK) cells and viral shedding in the larynx and
cloaca of chicken, N166D attenuated the pathogenesis of the virus in mice. Compared to the rescued
RgPR8-H9_166D, RgPR8-H9_166N caused greater body weight loss and higher viral titers in the
lungs of the infected mice. Moreover, hemagglutination inhibition (HI) assay for the sera from the
chickens infected with wild type H9N2 and mutant m3F2 showed that N166D mutation could result
in weak antibody response in chickens. Considering the field strains of H9N2 with N166D mutation
are frequently isolated in the countries with H9N2 vaccination, the findings that the single mutation
in HA, N166D, affected both the antigenicity and pathogenesis of H9N2 highlight the significance of
surveillance on such mutation that may contribute to the failure of H9N2 vaccination in the field.
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1. Introduction

H9N2 avian influenza virus (AIV) is endemic in Asia, the Middle East, and North Africa,
which causes a significant economic loss to the poultry industry due to mild to high morbidity and
mortality [1–3]. Moreover, H9N2 can offer internal genes to non-H9N2 AIVs, including H5N1, H5N6,
H7N9, and H10N8, which are known to cause high mortality in human [4–7]. Owing to the threat
posed by H9N2 to poultry and human health, H9N2 vaccination strategy has been employed in several
countries. However, H9N2 still can be frequently isolated from the vaccinated chicken flocks, which is
possibly due to antigenic drift [8–11]. Antigenic drift is frequently caused by accumulative mutations
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in the hemagglutinin (HA) gene [12]. Therefore, to identify the antigenic sites in HA and evaluate
their impacts on the virus is critical for H9N2 surveillance and vaccine design. Some antigenic sites
in H9 have been identified [13–18], the discovery of new antigenic amino acids may facilitate the
understanding of their roles in the antigenicity and pathogenesis of H9N2 influenza virus. In this
study, we identified several novel B cell epitopes in HA of H9N2 and found that a single mutation
N166D in HA could alter the antigenicity and pathogenesis of H9N2.

The identification of novel antigenic sites broadens our knowledge for fully mapping the B cell
epitopes in HA of H9N2, and that the single N166D mutation derived from an escape mutant could
efficiently result in low antibody response in chickens highlights that such a mutation may contribute
to the failure of H9N2 vaccination in the field and the efficient surveillance on such mutation in field
strain is critical for better H9N2 vaccine development.

2. Materials and Methods

2.1. Virus and Cells

The H9N2 isolate A/chicken/Jiangsu/XZ299/2016/H9N2 (XZ299) used in this study was propagated
in 10-day-old embryonated chicken eggs. Madin–Darby canine kidney (MDCK) cells were maintained
in Dulbecco’s modified Eagle’s medium (DMEM), containing 5% fetal calf serum (FCS). Human
embryonic kidney 293T cells were maintained in Dulbecco’s modified Eagle’s medium (DMEM)
containing 10% fetal calf serum (FCS). These cells were incubated at 37 ◦C under 5% CO2.

2.2. Monoclonal Antibodies (MAbs)

H9-specific monoclonal antibodies (MAbs) were generated through the fusion of myeloma Sp2/0
cells with splenocytes from Balb/c mouse immunized with XZ299 virus as previously described [19].
In brief, the mice were immunized with XZ299 by three times of intraperitoneal inoculations at 2-week
intervals including a final boost on day 3 before fusion. Hybridomas were screened by indirect
immunofluorescence assay (IFA) using Madin–Darby Canine Kidney (MDCK) cells infected with
XZ299 as antigen, followed by identification with a hemagglutination inhibition (HI) assay. The ascitic
fluids of the positive hybridomas were generated in mice as previously described [19].

2.3. HI (Hemagglutination Inhibition) Assay

HI assay was performed using 8 hemagglutination units of H9N2 and 0.5% chicken erythrocytes
by standard methods as previously described [20].

2.4. Selection of Escape Mutant

Selection of escape mutant was described previously [21]. In brief, the ascitic fluid of each MAb
was reacted with XZ299 for 30 min at 37 ◦C and the mixture was then inoculated into 10-day-old
embryonated chicken eggs. The allantois fluid from the inoculated eggs was collected and tested by
HA and HI assay with MAbs. Those viruses that were not inhibited by corresponding MAbs were
selected and the HA genes of these viruses were sequenced as previously described [22].

2.5. Recombinant Viruses Rescused by Reverse Genetics

Viral RNAs of XZ299 and H9N2 mutant were extracted and cDNA was synthesized as previously
described [22]. The HA (GenBank accession No: MN227199) and NA(Neuraminidase) (GenBank
accession No: MN227201) genes from XZ299 and the HA gene from H9N2 mutant were amplified and
cloned into the linear influenza vector pDP2002 by the ExnaseTM II, provided by ClonExpressTM II kit
(Vazyme Biotech Co., Ltd., Nanjing, China), as previously described [23]. Two recombinant viruses
designated as rgPR8-H9 166N and rgPR8-H9 166D were rescued by transfection in the cocultured
293T and MDCK cells as previously described [23]. Briefly, 1 µg of the HA plasmid derived from
XZ299 and H9N2 mutant respectively, and 1µg of NA, NP, PB1, PB2, PA, MP, and NS plasmid derived
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from PR8 (A/Puerto Rico/8/34 (H1N1)) each were first mixed in 250 µL of Opti-MEM medium and
then mixed with 16 µL of TransIT®-LT1 Transfection Reagent (Mirus Bio LLC, Madison, WI, USA).
The mixture was incubated at room temperature for 45 min, and then 1 mL of Opti-MEM medium
was added. The mixture was then inoculated onto the co-cultured 293T and MDCK cells. After 12 h
post-transfection, the medium was changed with 2 mL of fresh Opti-MEM medium with 1 µg/mL
TPCK-Trypsin. At day 4 post-transfection, the rescued viruses in the supernatant of the transfected
cells were collected and titrated in MDCK cells.

2.6. Viral Growth Kinetics

MDCK cells were infected with rgPR8-H9 166N, rgPR8-H9 166D, XZ299, and m3F2 at 0.001 MOI
(Multiple of infection), all at 37 ◦C. The tissue culture supernatants from the infected cells were collected
at 12, 24, 36, 48, 60, and 72 h post-infection (hpi), and the viruses were titrated by TCID50 in MDCK
cells as previously described [22].

2.7. Mice Study

Twelve six-week-old Balb/c mice per group were infected with rgPR8-H9 166N, rgPR8-H9 166D,
XZ299, and m3F2 at 105 TCID50 by intranasal inoculation respectively. At 3 and 6 days post-infection
(dpi), three mice from each group were euthanized, and lungs were collected and the virus load in the
lungs were titrated by TCID50 in MDCK cells. Six infected mice per group were monitored daily for
body weight loss and any clinical signs. The mice with the body weight loss more than 25% will be
anesthetized and euthanized.

2.8. Chicken Study

Two-week-old chickens were infected with XZ299 and m3F2 at 105 TCID50 by intranasal inoculation.
At 2, 4, 6, 8, and 10 dpi, the swab samples of the larynx and cloaca from six chickens each group were
collected and titrated for virus shedding in MDCK cells. At 7 and 14 dpi, six chickens in each group
were bled to determine HI titers against XZ299 and H9N2 mutant, respectively.

2.9. Statistical Analysis

Experimental groups were statistically compared using Prism 5.0 software package (GraphPad
Software, La Jolla, CA, USA) to perform an analysis of variance (ANOVA). p < 0.05 was considered as
a statistically significant difference.

2.10. Ethics Statement

All animal experiments were performed in accordance with institutional animal care guidelines,
and the protocol, #06R015, was approved by the Animal Care Committee at Yangzhou University
in China. The ethical permission code (No. SYXY-18, licensed on March 05, 2019) was provided by
Animal Ethics Committee of Yangzhou University.

3. Results

3.1. Four Immune Escape Mutants were Generated by Three MAbs against H9N2

Following selection of MAbs, three MAbs (2G10, 3F2, and 5C7) were generated, and ascetic
fluids of the MAbs from mice were subsequently produced and harvested. All three MAbs inhibited
XZ299 at high HI titers (Table 1), suggesting that the MAbs recognize the globular head regions
of H9. To identify the epitopes recognized by these MAbs, selection for escape mutants of XZ299
was performed with the MAbs in 10-day-old embryonated chicken eggs as previously described [21].
Four H9N2 mutants (m2G10-1, m2G10-2, m3F2, and m5C7) were found (two escape mutants from
selection with 2G10 MAb). As shown in Table 1, the mutants were poorly inhibited in HI assay with
the selected MAbs, or even no inhibition at all was detected.
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Table 1. Amino acid mutations in the hemagglutinin (HA) of escape mutants derived from A/chicken/

Jiangsu/XZ299/2016/H9N2 (XZ299).

MAb

HI Titers (log2) a

MutationsXZ299 Mutants m3F2 rgPR8-H9
166N

rgPR8-H9
166D

2G10 10
3 (m2G10-1)

4 9 1
Q133L/D207N/N218D/L234M b

- (m2G10-2) Q133L/A168D/D207N/N218D

3F2 7 1 (m3F2) 1 10 - N166D

5C7 10 5 (m5C7) 10 / c / Q133L/N167K/D207N/N218D
a Shown are the titers with each MAb; -, no detected inhibition in hemagglutination inhibition (HI) assay.
b Amino acid mutations are numbered according to the H9 number. c Not test.

3.2. Seven Critical Sites Associated with Antigenecity were Identified in HA of H9N2

To identify novel antigenic sites in HA of H9N2, the HAs of the H9N2 mutants m2G10-1, m2G10-2,
m3F2, and m5C7 were sequenced. As shown in Table 1, three mutants had multiple mutations
each, i.e., Q133L/D207N/N218D/L234M in m2G10-1 mutant, Q133L/A168L/D207N/N218D in m2G10-2
mutant, and Q133L/N167K/D207N/N218D in m5C7 mutant. In contrast, the m3F2 mutant identified
with 3F2 MAb only had a single mutation, namely, N166D. As shown in Figure 1, all seven sites were
located in the surface of the head of HA. Moreover, except for positions 218 and 133, five other sites
were very close to the receptor binding site (RBS). Notably, position 234 was exactly sited in the RBS.
Such locations strongly indicated that the seven mutations identified here may affect the antigenicity
or pathogenesis of H9N2. Interestingly, MAb 2G10 also showed low HI titers against m3F2 mutant
(Table 1), suggesting the N166D mutation may significantly alter the antigenicity of H9N2.
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Figure 1. Locations of seven critical amino acid positions in HA of H9. The location of the identified
seven mutations Q133L, N166D, N167K, A168D, D207N, N218D, and L234M derived from H9N2
escape mutants was analyzed by Pymol software (Delano Scientific) and shown with the side view
(A) and top view (B) of the locations of these positions on an H9 monomer (PDB ID 1JSD). The two
novel positions identified in this study are highlighted in red, while the remaining five are in green.
Ten conserved and variable residues (Y109, S148, W161, T163, N193, P194, V198, L202, L234, and G236)
(H9 numbering) involving in receptor binding [24] are colored with yellow.



Viruses 2019, 11, 709 5 of 10

3.3. Single N166D Mutation Did not Affect the Viral Replication in MDCK Cells

To investigate the impact of the N166D mutation on the antigenicity and pathogenesis of H9N2,
two viruses, rgPR8-H9 166N and rgPR8-H9 166D, were rescued and the viral growth kinetics were
performed. As shown in Figure 2A, the peak of viral titer for rgPR8-H9 166N was slightly higher than
that for rgPR8-H9 166D. At other time points, the two viruses were similar to each other in virus titers.
In addition, the viral growth kinetics for wild type virus XZ299 and mutant m3F2 showed that the
ability of viral replication of XZ299 was very similar to that of m3F2 in MDCK cells (Figure 2B). These
results demonstrate that the N166D mutation in H9 does not affect the viral replication of H9N2 in
MDCK cells.
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Figure 2. Viral growth kinetics in MDCK cell. MDCK cells were infected with rgPR8-H9 166N (A),
rgPR8-H9 166D (A), XZ299 (B), and m3F2 (B) at an MOI of 0.001, and the tissue culture supernatants
were collected at 12, 24, 36, 48, 60, and 72 hpi for the virus titers by TCID50 assays.

3.4. Single N166D Mutation Attenuated the Pathogenesis H9N2 in Mice

To evaluate effect of N166D on the viral pathogenesis of H9N2, mice were infected with rgPR8-H9
166D, rgPR8-H9 166N, XZ299, and m3F2 respectively. As shown in Figure 3A, no clinical signs of
disease or no body weight loss were observed in the mice infected with rgPR8-H9 166D, XZ299 or
m3F2. However, the mice infected with rgPR8-H9 166N had a body weight loss and became weak from
5 dpi, and the maximum loss in the mice infected with rgPR8-H9 166N was about a 20% reduction in
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average body weight at 7 dpi. The attenuation in the viral pathogenesis due to the N166D mutation
was also reflected by less viral shedding in the lungs of the mice infected with rgPR8-H9 166D vs.
rgPR8-H9 166N (Figure 3B). Of note, the viral loading in the lungs from mice infected with XZ299 was
also significantly higher than that in mice infected with m3F2 at day three post-infection as shown in
Figure 3D. These observations suggest that the N166D mutation in HA of H9N2 attenuates the viral
pathogenesis in mice.
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Figure 3. Infection study in mouse. Six-week-old Balb/c mice were inoculated with 105 TCID50 of
rgPR8-H9 166N, rgPR8-H9 166D, XZ299 and m3F2 respectively. (A,C) Percentage change of bodyweight
in the infected mice daily; (B,D) virus load in lungs of the infected mice at 3 and 5 dpi. a The number of
the total sample/the number of the virus positive sample. * p < 0.05.

3.5. Single N166D Mutation Resulted in Low HI Reaction for Chicken Sera

To further investigate whether N166D affects antibody response and pathogenesis in chickens,
chickens were infected with XZ299 and m3F2. As shown in Figure 4A,B, the laryngeal virus shedding
in XZ299 group was slightly higher than that in m3F2 group whereas more chickens in m3F2 group
shed viruses in the cloaca compared to XZ299 group. Notably, the sera of the infected chickens in
XZ299 group had higher HI titers against XZ299 than those in m3F2 group but had HI titers against
m3F2 similar to those in m3F2 group (Figure 4D,E). In addition, the HI titers of sera from XZ299 group
against XZ299 were higher than those from m3F2 group against m3F2. These data demonstrate that
although N166D mutation does not significantly affect the viral replication and shedding in the infected
chickens but does result in the low HI antibody response.
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XZ299 and m3F2. At 2, 4, 6, 8, and 10 dpi, the swab samples of the larynx (A) and cloaca (B) were
collected from six chickens in each group and titrated for the virus shedding by TCID50 in MDCK cells.
At 7 and 14 dpi, six chickens from each group (C,D) were bled to analyze HI titers against XZ299 and
m3F2. a The number of the total sample/the number of the virus positive sample. * p < 0.05.

4. Discussion

Mutations in the HA gene of influenza virus can affect both viral antigenicity and pathogenesis,
and some HA mutants can efficiently escape from natural or vaccine-induced immunity, which leads
to vaccination failure in the field [3,8,11]. This is the case with H9N2 virus in poultry industry of
China. In this study, three MAbs against HA of a H9N2 strain A/chicken/Jiangsu/XZ299/2016 (XZ299)
were generated and used for screening immune escape mutants. A total of four escape mutants with
mutations across seven different amino acid residues were identified. The Q133L and N218D mutations
are novel, whereas N166D, N167K, A168L, D207N, and L234M were previously identified [13,14].
All the Q133L/D207N/N218D mutations are present in the m2G10-1, m2G10-2 and m5C7 mutants,
suggesting that MAb 2G10 and 5C7 could recognize similar antigenic epitopes. However, MAb
2G10, but not 5C7, had a weak HI reaction with the m3F2 mutant, which indicated that the epitopes
recognized by MAb 2G10 and 5C7 were not the same, and the single N166D mutation in m3F2 might
greatly affect antigenicity of H9N2 virus.

Although N166D mutation has been identified by others in the mutants with multiple
mutations [13,14], the effects of the single mutation N166D on the antigenicity and pathogenesis
of H9N2 remain unclear. In this study, the wild type virus XZ299, the mutant m3F2 and two rescued
viruses (rgPR8-H9 166N and rgPR8-H9 166D) were used for evaluating the effects of N166D mutation
in vivo. Since we could not efficiently rescue the recombinant virus with HA and NA of the XZ299,
and six internal genes of PR8, the recombinant viruses rgPR8-H9 166N and rgPR8-H9 166D carried the
HA of XZ299 or m3F2, and seven internal genes of PR8. Although the NA or the gene constellation of
the virus can affect the viral ability to replicate or pathogenesis, there is only one amino acid difference
between rgPR8-H9 166N and rgPR8-H9 166D. Therefore, the different phenotypes between rgPR8-H9
166N and rgPR8-H9 166D should be resulting from the N166D mutation. Although the mice infected
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with XZ299, m3F2 or rgPR8-H9 166D did not show any clinical signs, the mice infected with rgPR8-H9
166N did exhibit a significantly body weight loss. That XZ299 and m3F2 viruses did not cause disease
in the infected mice is possibly due to their inadaptation to mice. The higher virus load in the lungs of
the mice infected with rgPR8-H9 166N vs. rgPR8-H9 166D was consistent with the higher pathogenesis
of rgPR8-H9 166N vs. rgPR8-H9 166D in mice. In the experiments with chicken, both viruses XZ299
and m3F2 caused a similar virus shedding in the larynx and cloaca. However, the sera of the chickens
separately infected with one of the two viruses were different in the HI titers against the viruses.
Compared to the sera of the chickens infected with XZ299, the sera of the chickens infected with m3F2
had a weaker HI reaction with both XZ299 and m3F2. Moreover, the sera of the chickens infected with
XZ299 exhibited lower HI titers against m3F2 than XZ299. The HI data indicated that N166D mutation
in HA did not only enable H9N2 virus escape from monoclonal antibody, but also led to weak antibody
response in vivo or weak HI reaction with polyclonal antibody. As large-scale sequence analysis
revealed, the field strains of H9N2 virus with N166D were mainly isolated in or near the countries with
H9N2 vaccination, such as mainland of China, Vietnam and Egypt. This assay suggested that H9N2
with N166D in the field might result from its ability to escape from vaccination. Interestingly, there
was also about 7% fraction of N166S strains which do appear distributed more globally (including
Europe and North America). We also checked the HA sequence of H9N2 from wild birds and found
that 28.57% HA of wild bird H9N2 (10/35) from China carried 166D, whereas no HA of wild bird H9N2
(0/78) from other country or region carried 166D. Of note, 9 of 10 H9N2 with HA carrying 166D are
from wild waterfowl in Dongting Lake in China which isolated in 2012. In these H9N2 isolates from
wild birds, 11.5% (13/113) and 65.49% (74/113) of HA had 166N and 166S, respectively. This all suggests
that the immune escape or host adaptation driven or selected the variation of the site of 166 in the
HA. It remains to be established how N166S mutation affects both antigenicity and pathogenicity of
H9N2 strains.

In summary, this study is the first demonstration that a single mutation N166D in the escape
mutant m3F2 has effects on the antigenicity and pathogenesis of H9N2. Although the N166D mutation
attenuates the RP8 backbone-based virus other than the H9N2 backbone-based virus in mice, the N166D
mutation does cause a weak antibody response in the chicken. The frequent isolation of the field H9N2
mutants with N166D in the countries with H9N2 vaccination highlights the significance of surveillance
on such mutation and development of an efficient H9N2 vaccine.

Author Contributions: Conceptualization, J.Y.; methodology, F.J., X.D., Z.W., J.Z. and H.S.; validation, D.R., W.G.,
T.G. and J.Z.; formal analysis, F.J., J.Y., W.G. and T.G; investigation, F.J., X.D., M.L. and Z.W.; resources, J.Z and
A.Q.; data curation, F.J., X.D., Z.W., M.L., J.Z. and H.S.; writing—original draft preparation, F.J., J.Y. and Z.W.;
writing—review and editing, J.Y., T.G., D.R.; supervision, J.Y. and A.Q.; funding acquisition, J.Y. and A.Q.

Funding: This research was funded by the National Key Research & Development (R&D) Plan (2016YFD0501600),
NCFC-RCUK-BBSRC (Grant No. 31761133002 and BB/R012865/1), Special Foundation for State Basic Research
Program of China (2013FY113300-4), Key Laboratory of Prevention and Control of Biological Hazard Factors
(Animal Origin) for Agrifood Safety and Quality (26116120), the Priority Academic Program Development of
Jiangsu Higher Education Institutions.

Conflicts of Interest: All the authors and the Sinopharm Yangzhou VAC Biological Engineering Co. Ltd declare
that they have no competing interests regarding to the publication of the data in this manuscript.

References

1. Kim, J.A.; Cho, S.H.; Kim, H.S.; Seo, S.H. H9N2 influenza viruses isolated from poultry in Korean live bird
markets continuously evolve and cause the severe clinical signs in layers. Vet. Microbiol. 2006, 118, 169–176.
[CrossRef] [PubMed]

2. Jakhesara, S.J.; Bhatt, V.D.; Patel, N.V.; Prajapati, K.S.; Joshi, C.G. Isolation and characterization of H9N2
influenza virus isolates from poultry respiratory disease outbreak. Springerplus 2014, 3, 196. [CrossRef]
[PubMed]

http://dx.doi.org/10.1016/j.vetmic.2006.07.007
http://www.ncbi.nlm.nih.gov/pubmed/16930870
http://dx.doi.org/10.1186/2193-1801-3-196
http://www.ncbi.nlm.nih.gov/pubmed/24790833


Viruses 2019, 11, 709 9 of 10

3. Pu, J.; Wang, S.; Yin, Y.; Zhang, G.; Carter, R.A.; Wang, J.; Xu, G.; Sun, H.; Wang, M.; Wen, C.; et al. Evolution
of the H9N2 influenza genotype that facilitated the genesis of the novel H7N9 virus. Proc. Natl. Acad.
Sci. USA 2015, 112, 548–553. [CrossRef] [PubMed]

4. Gu, M.; Chen, H.; Li, Q.; Huang, J.; Zhao, M.; Gu, X.; Jiang, K.; Wang, X.; Peng, D.; Liu, X. Enzootic genotype
S of H9N2 avian influenza viruses donates internal genes to emerging zoonotic influenza viruses in China.
Vet. Microbiol. 2014, 174, 309–315. [CrossRef] [PubMed]

5. Deng, G.; Shi, J.; Wang, J.; Kong, H.; Cui, P.; Zhang, F.; Tan, D.; Suzuki, Y.; Liu, L.; Jiang, Y.; et al. Genetics,
Receptor Binding, and Virulence in Mice of H10N8 Influenza Viruses Isolated from Ducks and Chickens in
Live Poultry Markets in China. J. Virol. 2015, 89, 65066–65510. [CrossRef] [PubMed]

6. Guan, Y.; Shortridge, K.F.; Krauss, S.; Chin, P.S.; Dyrting, K.C.; Ellis, T.M.; Webster, R.G.; Peiris, M. H9N2
influenza viruses possessing H5N1-like internal genomes continue to circulate in poultry in southeastern
China. J. Virol. 2000, 74, 9372–9380. [CrossRef] [PubMed]

7. Wu, A.; Su, C.; Wang, D.; Peng, Y.; Liu, M.; Hua, S.; Li, T.; Gao, G.F.; Tang, H.; Chen, J.; et al. Sequential
reassortments underlie diverse influenza H7N9 genotypes in China. Cell Host Microbe. 2013, 14, 446–452.
[CrossRef] [PubMed]

8. Park, K.J.; Kwon, H.I.; Song, M.S.; Pascua, P.N.; Baek, Y.H.; Lee, J.H.; Jang, H.L.; Lim, J.Y.; Mo, I.P.; Moon, H.J.;
et al. Rapid evolution of low-pathogenic H9N2 avian influenza viruses following poultry vaccination
programmes. J. Gen. Virol. 2011, 92, 36–50. [CrossRef] [PubMed]

9. Sun, Y.; Pu, J.; Fan, L.; Sun, H.; Wang, J.; Zhang, Y.; Liu, L.; Liu, J. Evaluation of the protective efficacy of a
commercial vaccine against different antigenic groups of H9N2 influenza viruses in chickens. Vet. Microbiol.
2012, 156, 1931–1999. [CrossRef] [PubMed]

10. Banet-Noach, C.; Perk, S.; Simanov, L.; Grebenyuk, N.; Rozenblut, E.; Pokamunski, S.; Pirak, M.; Tendler, Y.;
Panshin, A. H9N2 influenza viruses from Israeli poultry: A five-year outbreak. Avian. Dis. 2007, 51,
2902–2996. [CrossRef] [PubMed]

11. Zhang, P.; Tang, Y.; Liu, X.; Peng, D.; Liu, W.; Liu, H.; Lu, S.; Liu, X. Characterization of H9N2 influenza
viruses isolated from vaccinated flocks in an integrated broiler chicken operation in eastern China during a
5 year period (1998–2002). J. Gen. Virol. 2008, 89, 31023–31112. [CrossRef] [PubMed]

12. Bush, R.M.; Bender, C.A.; Subbarao, K.; Cox, N.J.; Fitch, W.M. Predicting the Evolution of Human Influenza A.
Science 1999, 286, 19211–19925. [CrossRef] [PubMed]

13. Zhu, Y.; Yang, D.; Ren, Q.; Yang, Y.; Liu, X.; Xu, X.; Liu, W.; Chen, S.; Peng, D.; Liu, X. Identification and
characterization of a novel antigenic epitope in the hemagglutinin of the escape mutants of H9N2 avian
influenza viruses. Vet. Microbiol. 2015, 178, 1441–1449. [CrossRef] [PubMed]

14. Wan, Z.; Ye, J.; Xu, L.; Shao, H.; Jin, W.; Qian, K.; Wan, H.; Qin, A. Antigenic mapping of the hemagglutinin
of an H9N2 avian influenza virus reveals novel critical amino acid positions in antigenic sites. J. Virol. 2014,
88, 3898–3901. [CrossRef] [PubMed]

15. Kaverin, N.V.; Rudneva, I.A.; Ilyushina, N.A.; Lipatov, A.S.; Krauss, S.; Webster, R.G. Structural differences
among hemagglutinins of influenza A virus subtypes are reflected in their antigenic architecture: Analysis of
H9 escape mutants. J. Virol. 2004, 78, 2402–2449. [CrossRef] [PubMed]

16. Ping, J.; Li, C.; Deng, G.; Jiang, Y.; Tian, G.; Zhang, S.; Bu, Z.; Chen, H. Single-amino-acid mutation in the HA
alters the recognition of H9N2 influenza virus by a monoclonal antibody. Biochem. Biophys. Res. Commun.
2008, 371, 168–171. [CrossRef] [PubMed]

17. Peacock, T.; Reddy, K.; James, J.; Adamiak, B.; Barclay, W.; Shelton, H.; Iqbal, M. Antigenic mapping of an
H9N2 avian influenza virus reveals two discrete antigenic sites and a novel mechanism of immune escape.
Sci. Rep. 2016, 6, 18745. [CrossRef] [PubMed]

18. Okamatsu, M.; Sakoda, Y.; Kishida, N.; Isoda, N.; Kida, H. Antigenic structure of the hemagglutinin of H9N2
influenza viruses. Arch. Virol. 2008, 153, 2189–2195. [CrossRef] [PubMed]

19. Kohler, G.; Milstein, C. Derivation of specific antibody-producing tissue culture and tumor lines by cell
fusion. Eur. J. Immunol. 1976, 6, 5115–5119. [CrossRef] [PubMed]

20. Lee, M.S.; Chang, P.C.; Shien, J.H.; Cheng, M.C.; Shieh, H.K. Identification and subtyping of avian influenza
viruses by reverse transcription-PCR. J. Virol. Methods 2001, 97, 13–22. [CrossRef]

21. Gerhard, W.; Webster, R.G. Antigenic drift in influenza A viruses. I. Selection and characterization of
antigenic variants of A/PR/8/34 (HON1) influenza virus with monoclonal antibodies. J. Exp. Med. 1978, 148,
3833–3892. [CrossRef] [PubMed]

http://dx.doi.org/10.1073/pnas.1422456112
http://www.ncbi.nlm.nih.gov/pubmed/25548189
http://dx.doi.org/10.1016/j.vetmic.2014.09.029
http://www.ncbi.nlm.nih.gov/pubmed/25457363
http://dx.doi.org/10.1128/JVI.00017-15
http://www.ncbi.nlm.nih.gov/pubmed/25855738
http://dx.doi.org/10.1128/JVI.74.20.9372-9380.2000
http://www.ncbi.nlm.nih.gov/pubmed/11000205
http://dx.doi.org/10.1016/j.chom.2013.09.001
http://www.ncbi.nlm.nih.gov/pubmed/24055604
http://dx.doi.org/10.1099/vir.0.024992-0
http://www.ncbi.nlm.nih.gov/pubmed/20861321
http://dx.doi.org/10.1016/j.vetmic.2011.10.003
http://www.ncbi.nlm.nih.gov/pubmed/22019289
http://dx.doi.org/10.1637/7590-040206R1.1
http://www.ncbi.nlm.nih.gov/pubmed/17494569
http://dx.doi.org/10.1099/vir.0.2008/005652-0
http://www.ncbi.nlm.nih.gov/pubmed/19008399
http://dx.doi.org/10.1126/science.286.5446.1921
http://www.ncbi.nlm.nih.gov/pubmed/10583948
http://dx.doi.org/10.1016/j.vetmic.2015.04.012
http://www.ncbi.nlm.nih.gov/pubmed/25934533
http://dx.doi.org/10.1128/JVI.03440-13
http://www.ncbi.nlm.nih.gov/pubmed/24429369
http://dx.doi.org/10.1128/JVI.78.1.240-249.2004
http://www.ncbi.nlm.nih.gov/pubmed/14671105
http://dx.doi.org/10.1016/j.bbrc.2008.04.045
http://www.ncbi.nlm.nih.gov/pubmed/18424263
http://dx.doi.org/10.1038/srep18745
http://www.ncbi.nlm.nih.gov/pubmed/26738561
http://dx.doi.org/10.1007/s00705-008-0243-2
http://www.ncbi.nlm.nih.gov/pubmed/18989614
http://dx.doi.org/10.1002/eji.1830060713
http://www.ncbi.nlm.nih.gov/pubmed/825377
http://dx.doi.org/10.1016/S0166-0934(01)00301-9
http://dx.doi.org/10.1084/jem.148.2.383
http://www.ncbi.nlm.nih.gov/pubmed/359746


Viruses 2019, 11, 709 10 of 10

22. Jianqiang, Y.; Sorrell, E.M.; Yibin, C.; Hongxia, S.; Kemin, X.; Lindomar, P.; Danielle, H.; Haichen, S.;
Matthew, A.; Medina, R.A. Variations in the hemagglutinin of the 2009 H1N1 pandemic virus: Potential for
strains with altered virulence phenotype? Plos Pathogens. 2010, 6, e1001145.

23. Shao, H.; Fan, Z.; Wan, Z.; Tian, X.; Chen, H.; Perez, D.R.; Qin, A.; Ye, J. An efficient and rapid influenza gene
cloning strategy for reverse genetics system. J. Virol. Methods 2015, 222, 91–94. [CrossRef] [PubMed]

24. Ha, Y.; Stevens, D.J.; Skehel, J.J.; Wiley, D.C. X-ray structures of H5 avian and H9 swine influenza virus
hemagglutinins bound to avian and human receptor analogs. Proc. Natl. Acad. Sci. USA 2001, 98,
11181–11186. [CrossRef] [PubMed]

© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1016/j.jviromet.2015.06.001
http://www.ncbi.nlm.nih.gov/pubmed/26057220
http://dx.doi.org/10.1073/pnas.201401198
http://www.ncbi.nlm.nih.gov/pubmed/11562490
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Virus and Cells 
	Monoclonal Antibodies (MAbs) 
	HI (Hemagglutination Inhibition) Assay 
	Selection of Escape Mutant 
	Recombinant Viruses Rescused by Reverse Genetics 
	Viral Growth Kinetics 
	Mice Study 
	Chicken Study 
	Statistical Analysis 
	Ethics Statement 

	Results 
	Four Immune Escape Mutants were Generated by Three MAbs against H9N2 
	Seven Critical Sites Associated with Antigenecity were Identified in HA of H9N2 
	Single N166D Mutation Did not Affect the Viral Replication in MDCK Cells 
	Single N166D Mutation Attenuated the Pathogenesis H9N2 in Mice 
	Single N166D Mutation Resulted in Low HI Reaction for Chicken Sera 

	Discussion 
	References

