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ABSTRACT

The family Orthomyxoviridae, which includes the Influenza A, B,
and C viruses, is distinguished by a segmented, negative-strand
RNA genome. While the Influenza C virus genome only includes 7,
the Influenza A and B virus strains each have 8 distinct RNA

segments. Classic Influenza symptoms in people have been

linked to infections by strains of all 3 Influenza kinds (genera).
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INTRODUCTION

he thogoto viruses belong to the orthomyxoviridae's fourth
T genus. Its two members, the dhori and thogoto viruses, are trans-
-mitted by ticks and have 6 and 7 RNA segments, respectively, but are
not known to be harmful to humans. The viruses make up the fifth
genus of orthomyxoviruses (infectious Salmon anemia virus). Initially,
the distinction between Influenza A, B, and C virus types was made
based on the finding that antibodies raised against a particular
strain's core proteins in the Complement Fixation (CF) experiment
interacted with other antisera of the same type alone. This
classification scheme has been supported by sequencing studies,
which demonstrate that genes encoding for the Matrix Protein (M1)
or the Nucleoprotein (NP) of strains belonging to one type are more
closely related to one another than to the corresponding genes of
strains from different influenza virus types; however, nucleotide
sequence comparisons show that all Influenza virus types share a
common ancestor.

The diameter of Influenza viruses, which are spherical and include
lipids, is about 120 nm. The virus can also be seen in filamentous
forms under an electron microscope; these forms appear contagious,
and they are hypothesized to represent the main particles during
productive infection in the lungs. The viral structural and Non-
Structural (NS) proteins' roles and activities are enumerated. X-ray
diffraction has been used to determine the structures of the HA and
NA glycoprotein spikes that coat the virus surface. The membrane of
the viral particle also contains a few molecules of the M2 protein. A
layer of the M1 protein surrounds the Ribonucleoprotein (RNP) core
beneath the lipid membrane. The viral polymerase complex (PBI,
PB2, and PA) proteins and one to many copies of these proteins are

are connected with the eight RNA segments that make up this core,
which is protected by viral NP molecules.

Flu types on the spectrum variables exist in histology. Only changes
linked to fatal outcomes and typically late-stage disease have been
thoroughly described since pathology studies have placed a heavy
emphasis on autopsy material. Flu infection causes a wide range of
alterations, which vary depending on the clinical picture and how
long the illness lasts before a person passes away. Not only are
coincidental or secondary bacterial types of pneumonia exceedingly
common in people with severe Influenza, but they significantly
complicate the histopathologic appearance. However, the range of
observed pathologic changes seems to remain rather constant from
pandemic to a pandemic or in years between pandemics. Reviewing
the pathology of previous pandemics is pertinent due to concerns
about the onset of an influenza pandemic brought on by a virus of
the Highly Pathogenic Avian Influenza (HPAI) subtype H5N1. Sadly,
just three autopsy reviews of people who died after contracting H5N1
have been documented. If more pathology studies were conducted, it
is unknown if the typical spectrum of Influenza pathology would be
seen. The pathophysiology of H5N1 Influenza virus infection may
include a special hypercytokinemia, according to a theory.
Furthermore, data imply that the H5N1 virus might multiply outside
the respiratory system. Additional thorough autopsy studies of H5N1
Influenza viral infection must be conducted and reported to provide
key answers to crucial concerns about the pathology, etiology, and
natural  history of the disease. This is essential for
pandemic preparedness planning. An acute respiratory illness called
Influenza is characterized by the abrupt development of a high fever,
coryza, cough, headache, prostration, malaise and inflammation of
the trachea and upper respiratory tract.
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The majority of the time, pneumonic involvement is not clinically
obvious. Fever and acute symptoms frequently last between 7 and 10
days. There may be weeks of weakness and exhaustion. Winter time
outbreaks or epidemics of influenza are typical (in temperate
climates). All ages are affected, although school-age children are most
likely to be affected; newborns, the elderly, and people with
underlying illnesses are also more likely to be severely ill. Small
children may experience serious complications from croup
(laryngotracheitis). The most frequent causes of Influenza-like illness are
Influenza A and Influenza B viruses. However, Mycoplasma pneumonia,
Influenza C viruses, Parainfluenza viruses, Respiratory syncytial viruses,
and other microorganisms are also responsible for ILI. About one-third
of ILI patient isolates tested at the height of an Influenza epidemic will
be Influenza positive. The Influenza A and B viruses attach to sialic acid-
containing cell surface receptors. It is unknown if the primary target
for the initial binding is a particular membrane protein that contains
carbohydrates or whether the natural receptors are glycolipids carrying
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sialic acids. While viruses in avian and horses are prefer (2, 3)
connections, and human Influenza viruses preferentially attach to sialic
acid with a (2,6) linkage to galactose-containing oligosaccharides. The
Influenza C virus attaches to receptors that contain 9-O-Acetyl-N-
acetylneuraminic acid. The cleaved HA transforms into a fusogenic
form after being internalized into endosomes and going through an
acid pH-triggered conformational change. The viral and endosomal
membranes can fuse as a result of this occurrence. The acidic pH in
the endosomes also activates the viral membrane's M2 polypeptide-
based M2 ion channel. This procedure causes an inflow of protons
into the inside of the virion, which is likely what allows the M1
protein to separate from the RNP core and ultimately permits the
release of RNP into the cytoplasm (uncoating). Through the nuclear
pore complex, the RNA of the arriving virus particle (vRNA), which
has been coated with a viral protein, uncoils and enters the nucleus as
an RNP.
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