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INTRODUCTION

Nipah viral encephalitis, caused by the Nipah Virus (NiV),
stands as a formidable threat to public health, with its potential
for severe neurological complications and high mortality
rates. Originating in bats and transmitted to humans through
intermediary hosts, Nipah virus outbreaks have garnered
global attention due to their rapid spread, often resulting in
widespread panic and economic repercussions. This article
delves into the intricate details of Nipah viral encephalitis,
exploring its virology, transmission dynamics, clinical
manifestations, preventive measures, and the ongoing efforts
to understand and mitigate the impact of this zoonotic disease.
The Nipah virus belongs to the Paramyxoviridae family and
is classified within the Henipavirus genus. The virus was first
identifiedin 1999 during an outbreak in Malaysia and Singapore,
where it caused severe respiratory and neurological diseases
in humans. The natural hosts of Nipah virus are fruit bats of
the Pteropodidae family, particularly the species belonging to
the genus Pteropus. Nipah virus, like other paramyxoviruses,
is enveloped and possesses a single-stranded negative-sense
RNA genome. The viral genome encodes 6 major structural
proteins: Nucleocapsid (N), Phosphoprotein (P), Matrix (M),
Fusion (F), Glycoprotein (G), and the Large Polymerase (L). The
Fusion (F) and Glycoprotein (G) play pivotal roles in viral entry
into host cells.

DESCRIPTION

Fruit bats, commonly known as flying foxes, serve as natural
reservoir hosts for the Nipah virus. These bats are asymptomatic
carriers of the virus, allowing its persistence in the environment.
Humans primarily acquire the infection through direct contact
with bat secretions, consumption of contaminated fruits, or
exposure to intermediary hosts, such as pigs. The spill over
from bats to humans is often facilitated by the close proximity
between bat habitats and human settlements. Nipah virus

has been identified in several countries, predominantly within
Southeast Asia and South Asia. Outbreaks have occurred in
Bangladesh, India, Malaysia, and Singapore. The recurrent
nature of Nipah outbreaks underscores the importance of
continuous surveillance and preparedness in regions where
the virus is endemic. Bangladesh has witnessed multiple
outbreaks of Nipah viral encephalitis since its first identification
in the country in 2001. The outbreaks have been characterized
by person-to-person transmission, often linked to close contact
with infected individuals or their secretions. India has also
reported sporadic cases and outbreaks, with the southern
state of Kerala being a notable hotspot. Direct or indirect
exposure to bat secretions, saliva, or urine is a common mode
of transmission to humans. This may occur through contact
with contaminated fruits, consumption of raw date palm sap,
or exposure to bat habitats [1-4].

CONCLUSION

Nipah viral encephalitis stands as a formidable challenge
to global public health, necessitating concerted efforts in
research, surveillance, prevention, and treatment. The intricate
interplay between the virus, its natural hosts, and intermediary
hosts underscores the complexity of zoonotic diseases. As
research continues to unravel the mysteries of Nipah virus
transmission and pathogenesis, collaborative initiatives at the
national and international levels are crucial for mitigating the
impact of outbreaks, protecting communities, and advancing
the development of preventive measures and therapeutics.
The ongoing journey to combat Nipah viral encephalitis
exemplifies the importance of interdisciplinary approaches,
global cooperation, and a commitment to ensuring the health
and well-being of populations at risk.
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