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This study was designed to undertake molecular characterization of an Infectious
bronchitis virus (IBV) recovered from a suspected case of avian infectious bronchitis
from commercial poultry. Initially the isolated IB-virus was characterized by RFLP
using enzymes Alu I, Hae III, BstYI and Xcml. On the basis of its distinct RFLP
pattern from other known IBV vaccine strains, the isolate was named as KU145467
NARC/786_Pakistan_2013 (also named as Pak-786) was subjected to Spike gene
sequencing covering the amino-terminus region of 01 to 974 base pairs. The S
protein sequence was submitted to the GenBank with accession number KU145467.
Phylogenetic grouping and maximum nucleotide sequence identity values were
used to identify the isolate that looked to be derived from recombination. It showed
maximum nucleotide homology 99.5% with ck/CH/LHB/121010 (KP036503),
India/IBV572 (KF809797) and Japan/JP/Wakayama-2/2004 (AB363951.2) and
99.3% with 4/91 vaccine (KF377577), Iran/491/08 (HQ842715) and 99.1% with
India/NMK/72/VRI/10 (HM748585) and was least related to rest of IBV lineages

compared 1n this study. It 1s concluded that Pak-786 1solate belongs to GI-13 Iineage
that include both the vaccine and virulent field strains, previousl{ assigned to the
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vaccines. It is highly contagious disease (Colvero ef al.,
2017) and present everywhere especially where poultry are
present and it can spread very quickly in non-vaccinated
birds. Being a coronavirus, enveloped, pleomorphic, with
the mean diameter of around 120nm and therefore a single-
stranded RNA virus with heavily glycosylated spike (S)
glycoprotein, normally creating novel antigenic types
which leads to multiple serotypes of the virus that are not
able to cross protect. The seroconversion against several
American (Muneer ef al., 1987) and European (Ahmed et
al., 2007) IBV serotypes have been confirmed in Pakistan,
but further studies have still to be performed to isolate and
characterize these viruses.

Being an RNA virus, IBV has a huge capacity to
change both by mutation and by genetic recombination if
they occur in the hypervariable region (Cavanagh and Gelb,

because it comprises of serotype specific virus neutralizing
epitopes (Cavanagh er al., 1986). This variability in
nucleotide sequence, lower the cross protection among
serotypes. It has been reported that sequence variations
as little as 5% in the S1 region is responsible to modify
the protection ability of the vaccine (Casais ef al., 2003).
Among the IBV serotypes S1 region has variability of 20
to 25% but in some serotypes, it is as low as 2% (Kingham
et al.,2000). As a result of this IBV may exist in the form
of numerous different antigenic or genotypic types so the
protection against such IBVs is made further tough to
achieve, usually referred to as variants. Furthermore, as
many new IBV variants survive on a long term basis, a
few of them emerge which become to have worldwide
distribution or only in the limited geographic areas.
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