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Qinghai Lake in China, situated at the intersection 
of the Central Asian and East Asian–Australasian 

Flyways, is the largest lake in the Qinghai–Tibet Pla-
teau (1). This breeding and stopover area for migra-
tory birds supports >200,000 waterfowl each year (2). 
Historically, 4 outbreaks of highly pathogenic avian 
influenza viruses (HPAIVs) at Qinghai Lake occurred 
in 2005 (3), 2009 (4), 2015 (5), and 2016 (6) during the 
breeding season (May–August). Since 2015, we have 
performed long-term avian influenza surveillance at 
Qinghai Lake during the breeding season. Our pre-
vious studies have reported HPAIV outbreaks of 
H5N1 clade 2.3.2.1c in 2015 and H5N8 clade 2.3.4.4b 
in 2016 at Qinghai Lake (5–7). Since late 2020, H5N1 
clade 2.3.4.4b viruses, which are descendant of H5N8 
clade 2.3.4.4b viruses, have emerged and become the 
dominant HPAIVs and caused outbreaks worldwide 
(8). We describe data collected from our ongoing sur-
veillance of avian influenza in the Qinghai Lake area 
and record the introduction of clade H5N1 2.3.4.4b to 
Qinghai Lake birds in 2022.

The Study
During 2019–2021, we collected fresh fecal samples 
annually from the wetlands around Qinghai Lake 
during the avian breeding season (Figure 1). No 
HPAIV was detected in 2019–2021, and only 8 strains 
of low pathogenic avian influenza viruses (LPAIVs) 
were isolated (Appendix Table 1, https://wwwnc.
cdc.gov/EID/article/30/10/24-0460-App1.pdf). In 
June 2022, a highly pathogenic H5N1 virus emerged, 
and 8 strains were isolated from 726 fresh fecal sam-
ples (1.1%) (Figure 2). In addition, 5 decomposed bird 
carcasses were found at the sampling sites in June 
2022, and H5N1 virus was isolated from a swab sam-
ple of a bar-headed goose (Anser indicus) carcass. In 
July 2022, an outbreak occurred, and >200 birds died. 
Our surveillance data showed the positivity rate of 
H5N1 virus in fecal samples was 0.68% (5/730) in 
July 2022 (Figure 2). H5N1 viruses were also isolated 
from tissue samples of the carcasses of 12 birds (Ap-
pendix Table 2). 

In 2023, we collected 3,481 fecal samples during 
May–September and obtained tissue samples from 
9 wild bird carcasses (Appendix Table 2). No highly 
pathogenic H5 viruses were isolated from fecal or tis-
sue samples in 2023, although several strains of low 
pathogenicity avian influenza viruses (LPAIVs) were 
isolated (Appendix Table 1). By using next-generation 
sequencing, we performed whole-genome sequenc-
ing of 25 H5N1 and other subtypes of avian influenza 
viruses isolated during 2022 and 2023 (Appendix).

To understand the genetic relationship between 
the Qinghai Lake H5N1 viruses and other viruses, 
we performed phylogenetic analysis of the 25 H5N1 
strains and relevant sequences from public databases. 
The phylogenetic analysis of hemagglutinin (HA) 
showed that Qinghai Lake H5N1 belonged to clade 
2.3.4.4b (Appendix Figure 1). Moreover, examination 
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In July 2022, an outbreak of highly pathogenic avi-
an influenza A(H5N1) virus clade 2.3.4.4b occurred 
among migratory birds at Qinghai Lake in China. The 
virus circulated in June, and reassortants emerged af-
ter its introduction into the area. Surveillance in 2023 
showed that the virus did not establish a stable pres-
ence in wild waterfowl.
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of the phylogenetic evolution trees of neuraminidase, 
polymerase basic 1 and 2, polymerase acidic (PA), nu-
cleoprotein, matrix, and nonstructural protein genes 
indicated that Qinghai Lake H5N1 viruses clustered 
together with H5N1 strains isolated from wild birds 
and poultry in China (9), Japan (10), South Korea (11), 
Bangladesh (12), and Malaysia from the end of 2021 
through the first half of 2023 (Appendix Figure 2). 
Those findings suggest a close genetic relationship 
between Qinghai Lake H5N1 viruses and strains from 
countries or regions along the East Asian–Austral-
asian and Central Asian migration flyways. 

In the phylogenetic tree of the PA gene (Ap-
pendix Figure 2), the Qinghai Lake strains fell into 
2 branches and only 1 strain (A/Bar-headed goose/
Qinghai/06-225-2/2022 [H5N1]) clustered together 
with the LPAIV H10 strain isolated from Qinghai 
Lake in the same month, forming a separate mono-
cluster with LPAIVs from China, Japan, South Korea, 
and Bangladesh. Analysis on the basis of the different 
sources of the PA gene revealed 2 genotypes among 
the 25 H5N1 strains (Figure 3); most H5N1 strains be-
longed to genotype G1 (n = 24) and only A/Bar-head-
ed goose/Qinghai/06-225-2/2022 (H5N1) strains  

Figure 1. Fecal sample 
collection for the surveillance 
of avian influenza viruses 
at Qinghai Lake, China. 
Sampling sites in Qinghai 
Lake during the breeding 
season are shown. Inset 
map shows location of 
Qinghai Lake (blue) and the 
surrounding area in China. 

Figure 2. Monthly sample sizes 
and positivity rates from fecal 
sample collection for surveillance 
of AIVs at Qinghai Lake, China. 
AIV, avian influenza virus. 
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belonging to genotype G2 (n = 1). In the phylogenetic 
trees of 6 internal protein genes, H10N7 strain A/
Bar-headed goose/Qinghai/06-JXG-1/2022, isolated 
from Qinghai Lake in June 2022, clustered together 
with the Qinghai Lake H5N1 strains (Appendix Fig-
ure 2), indicating reassortment between H5N1 and 
H10N7 viruses. The phylogenetic results showed that, 
after H5N1 virus was introduced into Qinghai Lake, 

reassortment occurred with LPAIVs in local wild 
birds. Of note, H5N1 acquired the PA gene from the 
low pathogenicity strain, leading to the emergence of 
a new genotype strain. The H10N7 strain obtained 
all 6 internal genes from H5N1 through reassortment 
(Figure 3).

Amino acid sequence analysis showed that all 
the 25 H5N1 viruses isolated in June and July 2022 

Figure 3. Hypothetical 
reassortment pathway of avian 
influenza virus H5N1 and 
H10N7 isolates collected at 
Qinghai Lake, China, in 2022. 
Virus particles are shown as 
ovals containing horizontal bars 
representing 8 gene segments 
(top to bottom: polymerase basic 
1 and 2, polymerase acidic, 
hemagglutinin, nucleoprotein, 
neuraminidase, matrix, and 
nonstructural). The colors 
represent the genetic origin 
of reassortments found. G1, 
genotype 1; G2, genotype 2; 
LPAIVs, low pathogenic avian 
influenza viruses.

Figure 4. Mouse models of 
replication and pathogenicity 
of highly pathogenic H5 avian 
influenza viruses isolated from 
wild birds at Qinghai Lake, 
China. Each group of mice 
was inoculated intranasally 
at a dose of 106 EID50 of 
H5N1 (3 strains), H5N8, and 
H5N6 viruses. Mice in the 
control group were inoculated 
with PBS. A) Kaplan–Meier 
survival curve. B) Organ viral 
titers determined at 3 days 
postinoculation by measuring 
EID50 in organ tissue from 
infected mice. Three mice from 
each group were euthanized for 
organ tissue collection. EID50, 
50% egg infectious dose; PBS, 
phosphate-buffered saline.
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were HPAIVs (Appendix Table 3). Those viruses 
contain multiple basic amino acids (REKRRKR/G) 
at the HA protein cleavage site. The HA proteins 
of those viruses had T160A mutations that were as-
sociated with enhanced binding ability to the α-2,6 
receptor (13). In addition, amino acid mutations as-
sociated with increased virulence and replication in 
mammals have been identified in multiple proteins 
(Appendix Table 3).

We evaluated the pathogenicity of Qinghai Lake  
isolates in BALB/c mice. The isolates included 
were 2022 H5N1 (clade 2.3.4.4b), 2015 H5N1 (clade 
2.3.2.1c), 2015 H5N6 (clade 2.3.4.4), and 2016 H5N8 
(clade 2.3.4.4) strains isolated by our group during 
surveillance and previous outbreaks. Inoculation 
with the Qinghai Lake genotype G1 H5N1 strain from 
2022 resulted in a ≈43% mortality rate (3/7) in mice, 
whereas all mice in the genotype G2 infection group 
survived (Figure 4, panel A), indicating differences 
in the pathogenicity of G1 and G2 genotype strains. 
After inoculation with the 2016 H5N8 and 2015 H5N1 
strains, 1/7 mice died, whereas the 2015 H5N6 strain 
caused death in all inoculated mice (Figure 4, panel 
A). We performed a virus titer analysis of multiple 
organs and found the Qinghai Lake viruses could 
replicate in the lungs, nasal turbinates, and spleens 
of mice. The viruses could also replicate in mouse 
brains, except for the 2015 H5N1 (clade 2.3.2.1c) strain 
(Figure 4, panel B).

Conclusions
Our surveillance data showed H5N1 clade 2.3.4.4b 
virus emerged in summer 2022 in the Qinghai Lake 
area. Because there is no poultry in the vicinity of 
Qinghai Lake, the virus was likely spread because of 
migratory birds, similar to the case for H5N8 in 2016 
(6). In 2023, the H5N1 clade 2.3.4.4b virus was not 
detected, suggesting that this virus does not exhibit 
sustained circulation among wild birds at Qinghai 
Lake. Because the H5N1 clade 2.3.4.4b virus contin-
ues to circulate in other regions (14), it is possible for 
reintroduction to Qinghai Lake to cause an outbreak. 
Therefore, continuous surveillance of avian influenza 
virus in wild birds at Qinghai Lake is necessary.

The H5N1 clade 2.3.4.4b viruses isolated in this 
study had amino acid mutations associated with in-
creased virulence and replication in mammals. Our 
animal experiment also demonstrated that genotype 
G1 of the H5N1 strain resulted in death in mice, sug-
gesting that the virus has the potential to spill over 
to nonhuman mammals. Many livestock (mainly 
sheep, goats, and yaks) graze around Qinghai Lake, 
and wild birds and livestock often graze on the same 

grassland. A risk for transmission of H5N1 clade 
2.3.4.4b virus from infected birds to livestock at Qin-
ghai Lake exists, similar to bird-to-cow transmission 
of H5N1 clade 2.3.4.4b previously reported in the 
United States (15). Avian influenza virus surveillance 
should include livestock around Qinghai Lake.

Acknowledgments
We thank those who have submitted avian influenza virus 
sequences to the GISAID (http://platform.gisaid.org) and 
GenBank databases. We also thank Hao Tang, Jun Liu,  
Jia Wu, and Li Li.

This work was supported by the National Key R&D 
Program of China (2023YFC260550), National Natural Sci-
ence Foundation of China (31970174), and Major Project of 
Guangzhou National Laboratory (GZNL2023A01001).

About the Author
Ms. Zhang is a postundergraduate student of the Wuhan 
Institute of Virology, Chinese Academic Sciences. Her re-
search interests include molecular virology, evolution, and 
emerging influenza viruses at the animal–human interface.

References
  1. Prosser DJ, Cui P, Takekawa JY, Tang M, Hou Y,  

Collins BM, et al. Wild bird migration across the  
Qinghai-Tibetan plateau: a transmission route for highly 
pathogenic H5N1. PLoS ONE. 2011;6:e17622. 

  2. Reserve QLNN. Qinghai Lake home to 200,000 migratory  
birds. 2018 [cited 2023 Aug 20] http://www.ecns.cn/
hd/2018-08-20/detail-ifyxccrz0968790.shtml 

  3. Liu J, Xiao H, Lei F, Zhu Q, Qin K, Zhang XW, et al. Highly 
pathogenic H5N1 influenza virus infection in migratory 
birds. Science. 2005;309:1206. https://doi.org/10.1126/ 
science.1115273

  4. Hu X, Liu D, Wang M, Yang L, Wang M, Zhu Q, et al.  
Clade 2.3.2 avian influenza virus (H5N1), Qinghai Lake 
region, China, 2009–2010. Emerg Infect Dis. 2011;17:560–2. 
https://doi.org/10.3201/eid1703.100948

  5. Bi Y, Chen J, Zhang Z, Li M, Cai T, Sharshov K, et al. Highly 
pathogenic avian influenza H5N1 clade 2.3.2.1c virus in 
migratory birds, 2014–2015. Virol Sin. 2016;31:300–5.  
https://doi.org/10.1007/s12250-016-3750-4

  6. Li M, Liu H, Bi Y, Sun J, Wong G, Liu D, et al. Highly 
pathogenic avian influenza A(H5N8) virus in wild migratory 
birds, Qinghai Lake, China. Emerg Infect Dis. 2017;23:637–41. 
https://doi.org/10.3201/eid2304.161866

  7. Chen J, Liang B, Hu J, Liu H, Sun J, Li M, et al.  
Circulation, evolution and transmission of H5N8 virus,  
2016-2018. J Infect. 2019;79:363–72. https://doi.org/10.1016/ 
j.jinf.2019.07.005

  8. Xie R, Edwards KM, Wille M, Wei X, Wong SS, Zanin M,  
et al. The episodic resurgence of highly pathogenic avian 
influenza H5 virus. Nature. 2023;622:810–7.  
https://doi.org/10.1038/s41586-023-06631-2

  9. Cui P, Shi J, Wang C, Zhang Y, Xing X, Kong H, et al.  
Global dissemination of H5N1 influenza viruses bearing 
the clade 2.3.4.4b HA gene and biologic analysis of the ones 

http://www.cdc.gov/eid
http://platform.gisaid.org
http://www.ecns.cn/hd/2018-08-20/detail-ifyxccrz0968790.shtml
http://www.ecns.cn/hd/2018-08-20/detail-ifyxccrz0968790.shtml
https://doi.org/10.1126/
https://doi.org/10.3201/eid1703.100948
https://doi.org/10.1007/s12250-016-3750-4
https://doi.org/10.3201/eid2304.161866
https://doi.org/10.1016/
https://doi.org/10.1038/s41586-023-06631-2


 Emerging Infectious Diseases • www.cdc.gov/eid • Vol. 30, No. 10, October 2024 2139

Avian Influenza A Virus in Birds, China

detected in China. Emerg Microbes Infect. 2022;11:1693–704. 
https://doi.org/10.1080/22221751.2022.2088407

10. Soda K, Mekata H, Usui T, Ito H, Matsui Y, Yamada K,  
et al. Genetic and antigenic analyses of H5N8 and H5N1 
subtypes high pathogenicity avian influenza viruses  
isolated from wild birds and poultry farms in Japan in the 
winter of 2021-2022. J Vet Med Sci. 2023;85:1180–9.  
https://doi.org/10.1292/jvms.23-0121

11. Cha RM, Lee YN, Park MJ, Baek YG, Shin JI, Jung CH,  
et al. Genetic characterization and pathogenesis of H5N1 
high pathogenicity avian influenza virus isolated in  
South Korea during 2021–2022. Viruses. 2023;15:1403. 
https://doi.org/10.3390/v15061403

12. Barman S, Turner JCM, Kamrul Hasan M, Akhtar S,  
Jeevan T, Franks J, et al. Emergence of a new genotype of 
clade 2.3.4.4b H5N1 highly pathogenic avian influenza  
A viruses in Bangladesh. Emerg Microbes Infect. 
2023;12:e2252510. https://doi.org/10.1080/22221751. 
2023.2252510

13. Linster M, van Boheemen S, de Graaf M, Schrauwen EJA, 
Lexmond P, Mänz B, et al. Identification, characterization, 
and natural selection of mutations driving airborne  
transmission of A/H5N1 virus. Cell. 2014;157:329–39. 
https://doi.org/10.1016/j.cell.2014.02.040

14. Adlhoch C, Fusaro A, Gonzales JL, Kuiken T, Mirinavičiūtė G, 
Niqueux É, et al.; European Food Safety Authority; European 
Center for Disease Prevention and Control; European Union 
Reference Laboratory for Avian Influenza. Avian influenza 
overview September–December 2023. EFSA J. 2023;21:e8539.

15. Oguzie JU, Marushchak LV, Shittu I, Lednicky JA, Miller AL, 
Hao H, et al. Avian influenza A(H5N1) virus among dairy 
cattle, Texas, USA. Emerg Infect Dis. 2024;30:1425–9.  
https://doi.org/10.3201/eid3007.240717

Address for correspondence: Jianjun Chen, Wuhan Institute of 
Virology, 44 Xiaohongshan, Wuhan 430071, China: email:  
chenjj@wh.iov.cn

®

Vectors

To revisit the February 2024 issue, go to:
https://wwwnc.cdc.gov/eid/articles/issue/30/2/table-of-contents

•  Multicenter Retrospective Study of 
Invasive Fusariosis in Intensive Care 
Units, France

•  Salmonella Vitkin Outbreak  
Associated with Bearded Dragons, 
Canada and United States, 20–2022

•  Parechovirus A Circulation and Testing 
Capacities in Europe, 2015–2021

•  Prevalence of SARS-CoV-2 Infection 
among Children and Adults in 15 US 
Communities, 2021

•  Rapid Detection of Ceftazidime/ 
Avibactam Susceptibility/Resistance  
in Enterobacterales by Rapid CAZ/AVI 
NP Test

•  Public Health Impact of Paxlovid as 
Treatment for COVID-19,  United States

•  Impact of Meningococcal ACWY  
Vaccination Program during 2017–18 
Epidemic,  Western Australia,  
Australia

•  Evolution and Spread of Clade 
2.3.4.4b Highly Pathogenic Avian  
Influenza A (H5N1) Virus in Wild 
Birds, South Korea, 2022–2023

•  Piscichuviruses-Associated Severe 
Meningoencephalomyelitis in Aquatic 
Turtles, United States, 2009–2021

•  Multiple Introductions of Yersinia  
pestis during Urban Pneumonic 
Plague Epidemic, Madagascar, 2017

•  Zika Virus Reinfection by Genome 
Diversity and Antibody Response 
Analysis, Brazil

•  Residual Immunity from Smallpox 
Vaccination and Possible Protection 
from Mpox, China

•  Inferring Incidence of Unreported 
SARS-CoV-2 Infections Using  
Seroprevalence of Open Reading 
Frame 8 Antigen, Hong Kong

•  Rebound of Gonorrhea after Lifting 
of COVID-19 Preventive Measures, 
England

•  Adapting COVID-19 Contact Tracing 
Protocols to Accommodate  
Resource Constraints, Philadelphia,  
Pennsylvania, USA, 2021

•  Power Law for Estimating Underdetection 
of Foodborne Disease Outbreaks,  
United States

•  Tick-Borne Encephalitis, Lombardy, 
Italy

•  Critically Ill Patients with Visceral  
Nocardia Infection, France and  
Belgium, 2004–2023

•  Identification of Large Adenovirus 
Infection Outbreak at University by 
Multipathogen Testing, South  
Carolina, USA, 2022

February 2024

http://www.cdc.gov/eid
https://doi.org/10.1080/22221751.2022.2088407
https://doi.org/10.1292/jvms.23-0121
https://doi.org/10.3390/v15061403
https://doi.org/10.1080/22221751
https://doi.org/10.1016/j.cell.2014.02.040
https://doi.org/10.3201/eid3007.240717
mailto:chenjj@wh.iov.cn

