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Dear Editor,

A virus called “Langya” has recently been discovered
and spread in the Henan and Shandong provinces, located
in the East of China. The virus has spread among the
peasants who have been in close contact with animals [1].
Belonging to the Henipavirus family, it was identified for
the first time in 2018 as a 53-year-old peasant referred to
a hospital in Shandong province in the northeast of China
to seek treatment for a febrile infection [2, 3]. The genome
of the Langya virus closely resembles that of the Mujiang
virus, isolated for the first time in 2012 in mice found
within an abandoned mine in Yunnan Province, located to
the south of China. People may be infected by numerous
respiratory viruses [4]. A number of other types of viruses
have been identified in rats, lice, and bats from China to
South Korea and Australia. However, only Nipah, LayV,
and Hendra are currently responsible for viral infections
in humans [5]. Among the abovementioned animals, bats
serve as the natural reservoirs for the Nipah and Hendra
viruses. The mentioned virus is transferable from bats to
booster hosts, such as pigs and horses, and then to
humans. Also, it may be transmitted to humans directly [6,
7]. Given the high pathogenicity of Henipa viruses and the
absence of particular medical practices for controlling
infections in humans, they are regarded as pathogens
characterized by the significant potential to cause
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epidemic infections [8]. One of the phylogenetically
distinct henipaviruses, known as Langya henipavirus
(LayV), was detected by inspecting febrile individuals that
had a recent background of being in close contact with
animals in the East of China. As a virologist working at the
Duke-National University of Singapore School of Medicine,
Linfa Wang suggested that the name of the mentioned
virus is adopted from Langya, a town located in Shandong
[5, 9]. A swab sample taken from a patient’s throat that
was subjected to metagenomic analysis followed by virus
isolation showed that the genome of the Langya virus was
composed of a number of 18402 nucleotides featuring a
genomic organization that resembled that of other
henipaviruses [5, 10]. According to the follow-ups carried
out during the 2018-2021 period, 34 more individuals
were infected with Langya in Shandong as well as the
neighboring Henan province. Before that, the initial
discoveries of the spread of the virus COVID-19 were
reported at the end of 2019 in Wuhan, China. Given its
rapid spread, a strain of coronavirus caused the World
Health Organization (WHO) to announce a global state of
emergency, so a great number of nations imposed
quarantines and mandatory restrictions [11, 12].

The symptoms caused by the Langya virus in humans
include fatigue, fever, loss of appetite, muscle pains, and
cough [5, 13]. Roosters have been reported as a virus
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reservoir and pass Langya henipavirus among themselves,
and as Gourley suggests, “and kind of randomly infecting
people here and there” [5]. Given that the farmers
constitute the majority of the individuals infected by the
Langya virus, scholars have suggested that animals
transfer the Langya virus to humans [5, 14]. In addition,
the researchers have suggested that the potential virus
origin is related to animals, and according to the evidence
collected by research teams, the animal members of the
mouse family are regarded as the natural carriers of the
virus; however, such a claim still requires further
investigations to be confirmed [14].

In conclusion, the COVID-19 pandemic demonstrated
the devastating impact that a rapidly spreading, unknown
virus can have on the world. A global surveillance system
would enable the early detection and tracking of emerging
virus strains, such as the Langya virus, allowing for a
more proactive and coordinated response. This would help
prevent the rapid transmission and potential escalation
into a full-blown pandemic, as experienced with COVID-19.
By identifying virus strains early, public health authorities
can implement targeted measures to contain the spread
and mitigate the risk of a widespread outbreak. Engaging
and educating the global population about the risks of
emerging viruses and the need for collective action can
foster a sense of shared responsibility. By being informed
and proactive, individuals can contribute to the early
detection and reporting of potential virus outbreaks,
further strengthening the effectiveness of the global
surveillance system. Drawing from the lessons learned
during the COVID-19 pandemic, it is evident that the
world's readiness to address the potential re-emergence of
the Langya virus as a pandemic is a critical concern. The
global response to COVID-19 highlighted the importance
of preparedness, early detection, and swift action in
containing and mitigating the spread of infectious
diseases. As such, proactive measures must be taken to
enhance global readiness and response capabilities to
effectively deal with the resurgence of the Langya virus.

The experiences of the COVID-19 pandemic
underscore the need for improved coordination and
collaboration among nations, international organizations,
and public health agencies to address the threat of a
potential Langya virus pandemic. Enhancing communi-
cation channels, sharing data and resources, and estab-
lishing early warning systems are essential components of
a comprehensive strategy to prevent the re-emergence of
the Langya virus from escalating into a global health
crisis. By building on the lessons learned from COVID-19,
the world can strengthen its collective capacity to respond
swiftly and effectively to future pandemics. Furthermore,
investing in research and development of vaccines,
antiviral treatments, and diagnostic tools specific to the
Langya virus is crucial in bolstering global readiness. So,
to combat the spread of LayV, a comprehensive and
coordinated approach is crucial at both the national and
international levels. At the national level, strengthening
disease surveillance and early detection systems is
paramount to enable timely response. Vulnerable
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populations, such as farmers and manufacturing workers,
should be prioritized for monitoring and preventive
measures. While there are no established treatments for
LayV, antiviral drugs may be explored as potential
remedies based on their effectiveness against similar
viruses like Hendra and Nipah. Developing a specific
vaccine for LayV should also be a top priority. Nationally,
health authorities must work closely with various
stakeholders, including the agricultural sector, to
implement holistic prevention strategies and mitigate the
impact of this emerging zoonotic threat.

At the international level, global health organizations
must coordinate efforts to share information, resources,
and best practices for managing LayV. Collaborative
research is needed to better understand the transmission
routes of viruses, their pathological changes, and potential
reservoirs. Rapid diagnostic tools and artificial
intelligence-based surveillance systems should be deve-
loped to enhance early detection capabilities. Ultimately, a
proactive and multilateral approach, drawing lessons from
the COVID-19 pandemic, is crucial to effectively contain
the spread of LayV and prevent future zoonotic disease
outbreaks. By prioritizing scientific innovation and
preparedness efforts, the world can better equip itself to
combat the potential threat posed by the Langya virus.

CONCLUSION

Additionally, promoting public awareness, education,
and adherence to preventive measures can empower
individuals to play an active role in disease prevention and
control. Through a combination of strategic planning,
international cooperation, and community engagement,
the world can enhance its readiness to confront the re-
emergence of the Langya virus and safeguard global
health security.
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