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ABSTRACT

Objective: The methodology employed in this research was designed to identify and characterize 
the infectious bursal disease virus (IBDV) at the molecular level, originating from recent outbreaks 
in Bangladesh.
Materials and Methods: The IBDV outbreak farm was investigated, and bursa of fabricius (BF) 
specimens were acquired from infected chickens. Initially, viruses in the processed samples were 
detected in chicken embryo fibroblast (CEF) cells, and the RT-PCR method was used to confirm 
IBDV. The positive samples were injected through chorioallantoic membrane route into the 
embryo of a 10-day-old specific pathogen-free (SPF) egg for virus isolation and pathogenicity 
testing. Finally, we sequenced the VP2 gene to identify phylogenetic relationships and detect 
mutations.
Results: From the 77 collected samples, 42.85% (33/77) were found positive for cytopathic effects 
in CEF cells, and IBDV was detected in 31.16% (24/77) of the samples by RT-PCR. IBDV was isolated 
in SPF chicken embryos. In the pathogenicity test, infectious bursal disease was evident in sero-
negative chickens with visible signs of disease. Sequence analysis shows that the broiler-isolated 
viruses clustered with genotype A3B2 and backyard chickens with genotype A1B1. The presence 
of amino acid motifs for virulence markers was revealed in the partially sequenced VP2 gene 
with a mutation at S254G in four IBDV isolates from broilers. However, amino acids for virulence 
markers were absent in two isolates from backyard chickens, which shows sequence homology 
with IBDV classic strains. 
Conclusion: In this study, we identified and characterized circulating reassorted IBDV from vacci-
nated broilers, which may be one of the major causes of vaccination failure in broilers.
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Introduction

The infectious bursal disease (IBD) virus causes an acute 
and contagious infection mainly in immature chickens that 
certainly attacks the bursa of fabricius (BF) and destroys 
B lymphocytes during their immature stage in the BF [1]. 
BF of infected chickens may appear edematous to hem-
orrhagic, swollen, and enlarged with characteristic yel-
lowish transudate on the surface [2]. Early B cell damage 
results in compromised immunity in chickens, and they 
become more vulnerable to easy targets by other patho-
genic and opportunistic organisms [1,3]. The severity 

of immunosuppression is subject to the virulence of the 
infecting virus strain and the age of the chicken. IBDV-
infected macrophages may show reduced phagocytic abil-
ity [4,5], and lymphocyte cells in BF have been detected to 
be positive for IBD [1].

Two serotypes of this virus have been recognized: sero-
type-I and serotype-II, where serotype-I is associated with 
pathological conditions in juvenile chickens [6]. Serotype-I 
viruses are classified into attenuated (atIBDV), very viru-
lent (vvIBDV), classical virulent strain (cvIBDV), and anti-
genic variant (avIBDV) viruses [7].
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IBDV comprises two distinct segmented (Segment-A 
and Segment-B) two-stranded RNA (dsRNA), and genetic 
variation frequently occurs in the genome [3,8]. Hence, 
there is pathotypic variation, and antigenic and genetic 
diversity may occur due to the exchange of genetic mate-
rial during pathogenesis or natural passage [9]. Due to the 
emergence of a novel IBD virulent virus, vaccine failure is 
occasionally reported on local farms, which is becoming a 
risk for the potential growth of the poultry industry. Again, 
variant types of IBDV serotype-1 emerge from antigenic 
variation, and vaccines manufactured from cvIBDV cannot 
protect against variant types [10,11]. Pathogenicity assess-
ment of IBDV showed that segments A and B influence 
pathogenicity in chickens [12,13]. Genetic determinants 
for the pathogenicity of the virus are yet to be identified. 
However, mutations in the VP1 and hypervariable region 
(HVR) of the outer capsid of the VP2 gene influence the 
pathogenicity [14]. Analyzing the protein sequence of the 
VP2 gene, genetic markers for the virulence of the IBD 
virus were identified as amino acids at 253Q and 284A, 
where amino acids at 253H and 284T represent the vac-
cine strain [14]. Essential amino acids in VP2 were previ-
ously recognized in vvIBDV at positions 222A, 242I, 256I, 
294I, and 299S [14]. This investigation was conducted for 
the isolation and characterization of IBDV from backyard 
chickens and vaccinated broilers. Phylogenetic and amino 
acid analyses were done to evaluate the relationship of the 
isolated IBDV with classic strains, vaccine stains, and vari-
ant strains.

Material and Methods

Ethical approval

The research involves the collection of samples of the BF 
from diseased chickens (field birds) and conducting a 
pathogenicity study following established protocols, with 
all laboratory procedures being carried out at the Virology 
Laboratory, Department of Microbiology and Hygiene, 
Bangladesh Agricultural University (BAU), Mymensingh 
2202, Bangladesh. The utilization of live chickens and cell 
cultures in the laboratory experiment had been sanctioned 
by the Institutional Ethical Committee [approval number 
AWEEC/BAU/2018 (33)]. Moreover, before collecting the 
specimens, consent was sought from the owner of the flock.

Sample collection

IBD-suspect BF specimens were pooled from infected 
chickens after primary investigation in three outbreak 
areas of Mymensingh, Gazipur, and Tangail in Bangladesh. 
Overall, 77 BF samples were randomly collected in virus 
transport medium (VTM) from vaccinated broiler (63) 
and backyard (14) chickens in sterile falcon tubes and 

transported via ice box in the Virology Laboratory of the 
Microbiology and Hygiene Department at Bangladesh 
Agricultural University.

Sample processing and inoculum preparation 

The collected samples were minced into small pieces and 
triturated to make a 20% suspension with phosphate-buff-
ered saline (PBS) buffer. Samples were subjected to cen-
trifugation at a speed of 6,000 rpm for 10 min at 4°C. The 
supernatant was separated, filtered through 0.22 µ syringe 
filters to remove bacterial and fungal contamination, and 
preserved at −80°C.

Molecular detection of IBDV 

According to instructions in the manufacturer’s manual, 
RNA was extracted from suspension utilizing a viral RNA 
separation kit, QIAamp (QIAGEN, USA), and RT-PCR was 
accomplished through the QIAGEN RT-PCR kit. Primers 
vv-fp775 (5´-AAT TCT CAT CAC AGT ACC AAG-3´) and 
vv-rp1028 (5´-GCT GGT TGG AAT CAC AAT-3´) were con-
sidered to bind the RNA sequence of the VP2 gene, encom-
passing alanine at 222 to isoleucine at 294 of the IBD virus 
[15]. Reverse transcription for complementary deoxyribo-
nucleic acid (Cdna) synthesis was done at 42°C for 45 min, 
enzyme inactivation at 95°C for 5 min, and amplification of 
the cDNA cycle involved; 30 sec of fragment denaturation at 
94°C, 1 min for primer binding at 45°C, prolongation of the 
fragment at 60°C for 1 min, and final elongation at 60°C for 
10 min. The second primer (forward: 5´-GCC CAG AGT CTA 
CAC CAT-3´, reverse: 5´-CCC GGA TTA TGT CTT TGA-3´) was 
directed to multiply a 743 bp RNA portion of the VP2 gene 
from 710-bp to 1444-bp [16]. cDNA synthesis was done at 
42°C for 1 h and the cDNA amplification cycle was as fol-
lows: 2 min of enzyme inactivation at 94°C, for PCR cycles, 
1.5 min of DNA unwinding at 94°C, at 53°C for 1 min to 
anneal primer, allow prolongation for 1 min at 72°C, and an 
additional 5 min as final prolongation. PCR fragments were 
imaged under a UV-photometer after separating according 
to their molecular size with 2% agarose in Tris-Acetate-
EDTA buffer (pH 8.0). IBDV live vaccine (GumboMed Plus 
Vet) virus, Incepta Vaccine Ltd., Bangladesh, was referred 
to as a PCR-positive control for each identification.

Sequencing and evolutionary relationships

To identify the genotype, RT-PCR products of 254-bp 
and 743-bp of the VP2 gene were sequenced. Among 24 
positive virus isolates, the VP2 gene of six isolates was 
partially sequenced by a third-party commercial ser-
vice, “Invent Technologist Ltd., Bangladesh.” Nucleotide 
sequences were obtained from raw data using codon code 
aligner (Version 9.0.1) software, which was aligned with 
different strains of IBDV and considered for phylogenetic 
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investigation by the maximum likelihood method (MEGA X 
software). Sequences were confirmed using BLAST (NCBI 
GenBank) online tools. The maximum likelihood approach, 
in combination with the Tamura-Nei model, was utilized to 
generate a phylogenetic tree to analyze the evolutionary 
association among various virus isolates. The Maximum 
Composite Likelihood scheme was considered to measure 
evolutionary distance, and units were described as per 
site-base substitution. Amino acids were inferred from the 
nucleotide sequences by using NCBI online software and 
compared with existing gene data in the NCBI GenBank 
using CLC sequence viewer 8.0 (QIAGEN).

Virus isolation and harvesting

The IBDV was isolated in a 10-day-old SPF egg by injecting 
0.2 µl of inoculum through the chorioallantoic membrane 
(CAM) approach and then placed in an incubator at 37°C. 
Embryo viability was routinely checked for 2–5 days after 
inoculation, and embryos with no viability after 24 h–5 
days were cooled at 4°C for harvesting and processed to 
identify the virus.

Pathogenicity of IBDV in seronegative chickens and 
re-isolation 

Selected two IBDV isolates, BAU-MH-IBDV-BR-3 (test 
group BR-3) and BAU-MH-IBDV-BR-5 (test group BR-5) 
were used for the pathogenicity test in seronegative chick-
ens [17]. For the test, three test groups were formed with 
chickens of 3 weeks of age: 8 chickens for each of the two 
isolates and a control group. A suspension of IBD virus 
(104.0 egg infection dose 50/ml) from each isolate was 
administered ocularly to the test groups, and PBS to the 
control chicken. Test groups were kept separated to avoid 
horizontal transmission of the virus. The test groups were 
monitored for a period ranging from 3 to 10 days, and 

chickens that showed any disease manifestations of IBD 
were euthanized for observation; the BF and hemorrhagic 
muscles of infected chickens were processed for the detec-
tion of IBDV.

For further examination, histopathological analysis 
was carried out with the hemorrhagic portion of mus-
cles and breast, kidney, and BF from the test chicken. 
Samples were fixed in 10% formalin buffer, followed by 
infiltration and implantation in paraffin. Sectioned (5 mm 
thick) paraffin-embedded blocks were stained utilizing 
hematoxylin and eosin Y, conforming to guideline proce-
dures. Pathological alternations were investigated through 
microscopic study. 

Results

During this study, 3,250 chickens were visually inspected 
on the outbreak farms. High mortality and morbidity in 
broilers were observed compared to backyard chickens 
due to the IBD.

Detection of IBDV in chicken embryo fibroblast cell lines 
designated CEF-1

Virus infection was detected in 33 (42.85%) samples with 
the visible identification of cytopathic effects (CPE) on the 
chicken embryo fibroblast cell (CEF-1) line. The infection 
was characterized as diminutive, circular, and reflective 
cells that separated from the flask wall and floated in the 
medium.

Reverse transcriptase polymerase chain reaction result

Among the 77 field-virus pathological identifications, 
31.16% (24/77) of the specimens were found positive for 
IBD in RT-PCR identifications. Among them, 21 samples for 
broiler chickens and 3 for backyard chickens were found 
positive for IBDV in the samples (Fig. 1).

Figure 1. RT-PCR result of IBDV positive virus field samples. The positive control used in 
RT-PCR is the Incepta attenuated vaccine strain. 
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Results of sequencing to identify reassortant IBDV strains 
and evolutionary relationships 

The VP2 genes of six selected IBDV isolates were partially 
sequenced for molecular characterization and genogroup 
detection. Analyzing the raw nucleotide sequence data of 
254-bp and 743-bp, a comparison of nucleotide and amino 
acid sequences was made with the VP2 gene of vvIBDV, 
cvIBDV, and the vaccine strain of IBDV. The sequences 
have been deposited in the GenBank database under the 
accession number provided in Table 1. Evolutionary anal-
ysis shows that four isolates from broilers are closely 
related to vvIBDV, and isolates from backyard chickens 
have genetic similarities with cvIBDV (Fig. 3). The phylo-
genetic tree constructed (Fig. 3) shows that the VP2 gene 
of broiler IBDV isolates shares the same clade as vvIBDV 
isolates, which belongs to genotype A3B2, while the VP2 
gene of backyard IBDV isolates appears in the same clade 
as cvIBDV and belongs to genotype A1B1.

The amino acid sequence of isolates from Broiler was 
deduced from a 743-bp nucleotide sequence that shows 

significant sequence homology to vvIBDV compared to 
cvIBDV and the vaccine strain (Fig. 2), with substantial 
mutations at S254G and E300A. The virus isolated from 
backyard chickens shows sequence homology with the 
classic strain and the vaccine strain. Essential amino acids 
for the virulent marker (253Q and 284A) in the IBDV are 
present in the sequenced strains isolated from the broiler. 
HVR with amino acid motifs at A222, I242, I256, I294, and 
S299 presumed to be attributed to the virulence charac-
ter of the virus were identified in all four broiler isolates. 
Whereas isolates from backyard chickens show amino acid 
residues as classic strains and vaccine strains at P222, 
V256, L294, and N299.

Amino acid differences between virulent and clas-
sic or vaccine strains are illustrated in Figure 2, which 
are compared with crystal-structured derived VP2 pro-
tein (Protein id-2DF7) along with isolated viruses. The 
four sequenced viruses from broiler and a Chinese viru-
lent strain (Accession No. LM651365) show amino acid 
sequence homology with the classic strain at I242, D279, 

Table 1. Isolated IBDV GenBank accession numbers and host. 

Isolate name Accession numbers Host Strain

BAU-MH-IBDV-BR-1 MT090078 Broiler vvIBDV

BAU-MH-IBDV-BR-2 MT090079 Broiler vvIBDV

BAU-MH-IBDV-BR-3 OR361705 Broiler vvIBDV

BAU-MH-IBDV-BR-4 OR361706 Broiler vvIBVD

BAU-MH-IBDV-BR-5 OR361707 Back yard chicken cvIBVD

BAU-MH-IBDV-BR-6 OR361708 Back yard chicken cvIBVD

Figure 2. BAU-MH-IBDV-BR-3 and BAU-MH-IBDV-BR-4 strains show more amino acid sequence homology with the vvIBDV strain 
(GenBank: LM651365.1) with the classic strain and vaccine strain of IBDV.

https://www.ncbi.nlm.nih.gov/nuccore/LM651365
https://www.ncbi.nlm.nih.gov/nuccore/MT090078
https://www.ncbi.nlm.nih.gov/nuccore/MT090079
https://www.ncbi.nlm.nih.gov/nuccore/OR361705.1
https://www.ncbi.nlm.nih.gov/nuccore/OR361706
https://www.ncbi.nlm.nih.gov/nuccore/OR361707
https://www.ncbi.nlm.nih.gov/nuccore/OR361708.1
https://www.ncbi.nlm.nih.gov/nuccore/LM651365
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and A284 and with the virulent markers at Q253, A284. 
The vaccine strain shows amino acid changes compared 
with vvIBDV and the isolated strain at P222A, V242I, 
H253Q, V256I, H262Y (Vaccine strain Cevac only), L266F 
(vaccine strain Cevac only), T270A (except Vaccine strain 
Cevac only), N279D, and L290M (vaccine strain Cevac 
only). cvIBDV (Accession No. D00869.2) expresses amino 
acid sequence homology with vvIBDV and four sequenced 
strains at P222 and V256 amino acids. The amino acid 
motif at G254S, E300A represents mutation, which is 
absent in most vvIBDV, classic strains, and vaccine strains.

IBDV isolation in SPF eggs 

Inoculation of samples from Broiler showed a high 
embryo mortality rate of 100% after 36–48 h of inocu-
lation, and all the embryos died within 45–50 h of inoc-
ulation. In the fourth passage, embryonic mortality was 
reduced to 95%. On the other hand, inoculation of sam-
ples collected from backyard chickens showed embryo 
mortality of 95% after 65–80 h of inoculation. And on 
the fourth passage, embryonic mortality dropped to 
65%. Embryos were found to have massive hemorrhage 
in the embryo body, including in breast muscle and thigh 

muscle, thickening of CAM, and swelling in the kidneys 
(Fig. 4). The embryonic body and CAM were collected, 
and the virus was detected by RT-PCR.

Pathogenicity test results 

Pathogenicity in seronegative chickens, Chickens in the 
BR-3 test groups started showing symptoms of IBD after 
3 days of virus inoculation, whereas chickens in the BR-5 
group showed mild to no symptoms of the viral infection. 
Major symptoms of the virus infection in the BR-3 test group 
showed raffled father, tumbling movement, white watery 
diarrhea, anorexia, depression, and dehydration. No deaths 
of chicken occurred for both the BR-3 and BR-5 test groups. 
Birds were subjected to postmortem observation for clinical 
signs of IBD. In the BR-3 test group, infection in chickens is 
characterized by hemorrhage in the thigh and breast mus-
cles (Fig. 5). Distinctive enlarged yellowish BF and swelling 
of the kidney were present in the chickens of the BR-3 and 
BR-5 groups compared to the control group (Fig. 5). IBDV 
was detected in the tissue by RT-PCR (Fig. 6).

In histopathological examination, lesions were observed 
in the muscle and breast tissue of the BR-3-infected 
chicken. Histopathological lesions were also evident in 

Figure 3. The evolutionary history was inferred using the maximum likelihood method and 
the Tamura-Nei model.

https://www.ncbi.nlm.nih.gov/nuccore/D00869.2
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Figure 4. Hemorrhage all over the embryo body including in breast and thigh muscles after inoculation of processed raw field samples.

Figure 5. Hemorrhage in breast and thigh muscle, swelling of the kidney, and yellowish enlarged BF were evident in the pathogenicity 
test of the virus in seronegative chicken.
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the kidney and BF tissue of BR-3 and BR-5 test chickens 
(Fig. 7). Moreover, virulent isolates successfully developed 
infection with visible signs of the disease, which were evi-
dent in post-mortem lesions. On the other hand, infection 
with the classic strain (BR-5) showed mild symptoms, but 
the infection was apparent in the BF.

Discussion

In this study, the isolation source of IBDV involved back-
yard chickens and vaccinated broilers in Bangladesh. Out 

of the 77 field samples tested, 33 of them (equivalent 
to 42.85%) showed a CPE on CF cells. Meanwhile, the 
virus was detected in 24 samples (equivalent to 31.16%) 
through molecular RT-PCR. Therefore, RT-PCR is an effec-
tive method to detect IBDV in tissue samples [18].

The virus isolated from broiler chicken showed a higher 
virulence compared to the virus isolated from backyard 
chicken when SPF eggs were injected with a processed 
sample. High embryo mortality was observed before, and 
embryo mortality remains higher after the fourth passage 
for broiler isolates [19]. Whereas for backyard chicken-iso-
lated IBDV embryos, mortality dropped in the fourth pas-
sage to less than 60% for backyard isolates [20]. Identical 
lesions were evident, including massive hemorrhage in 
the cerebrum, breast, and thigh muscles, enlargement and 
congestion in the kidney, and thickening of CAM [19,20].

Pathogenicity in seronegative chickens: the BR-3 group 
expressed signs and symptoms of IBD within 3–5 days of 
infection [20,21]. Postmortem lesions of these infected 
chickens include hemorrhage in the breast and thigh mus-
cles with swollen kidneys and an enlarged BF, which was 
previously reported [20–22]. On the other hand, chickens 
in the BR-5 group showed mild to no symptoms of IBD, and 
postmortem lesions included enlargement of the BF and 
swelling of the kidney with less to no hemorrhagic lesions 
in the breast and thigh muscles. However, in phylogenetic 
analysis, BR-1, BR-2, BR-3, and BR-4 viruses clustered with 
vvIBDV, which belongs to genotype A3B2. BR-5 and BR-6 
clustered with the classic strain of the IBDV virus, which 
belongs to genotype-A1B1. In the histopathology exam-
ination, severe lesions were evident in the kidney and BF 
for infection with the BR-3 virus. Depletion of lymphocyte 

Figure 6. IBD virus detected in infected chicken after 
pathogenicity test following RT-PCR.

Figure 7. Histopathological changes with vvIBDV infection in chicken organs. A. Kidney, B. Bursa of Fabricius.
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cells was observed for both BR-3 and BR-5 virus infections 
[23].

Compared to vvIBDV isolated from broilers (BR-1, 
BR-2, BR-3, and BR-4), viruses isolated from backyard 
chickens show sequence homology with cvIBDV and vac-
cine strains. Though some of the key amino acid residues 
at I242, D279, and A284 and the virulent marker at Q253, 
A284 are in BR-5, the BR-6 strain shares the same amino 
acids as vvIBDV, which may act on the virulence of the 
virus [21].

Deduced amino acid sequences from four partially 
sequenced strains (isolated from broiler) were com-
pared with vvIBDV, cvIBDV, and the vaccine strain (Fig. 
2). Analyzing the HVR sequence of the isolated virus 
(BR-1, BR-2, BR-3, and BR-4), amino acids in positions 
A222, I242, I256, I294, and S299 represent putative 
markers for pathogenic IBDV [14,24], four of which 
are absent in the virus isolated from backyard chicken. 
Amino acid residues 253Q, 279D, and 284A are present 
in both cvIBDV and vvIBDV, which are mutated in vaccine 
strains at 253H, 279N, and 284T amino acids because 
of cell adaptation or attenuation processes [25,26]. 
Although routine vaccinations are practiced on farms, 
frequent antigenic changes in the virus may result in 
vaccination failure or the breakdown of maternal anti-
bodies [1,27]. Amino acid G254 in vvIBDV is mutated in 
BR-1, BR-2, BR-3, and BR-4 strains with the S254 resi-
due, which is absent in most IBDV viruses. However, the 
presence of amino acids at S254 was also seen in other 
virulent IBD virus strains (Accession No. AZI15612.1, 
MH137949.1), which were identified in juvenile chick-
ens vaccinated with the classic vaccine type of the virus 
[8,28]. However, such mutations may have an impact on 
the breakthrough of immunity by maternal antibodies 
or different classical vaccine strains.

The loss of pathogenicity of the virus has been 
observed as a result of substitution of amino acid motifs 
at Q253 with H253, D279 with N279, and A284 with 
T284 within the VP2 domain of vvIBDV, and interest-
ingly, the introduction of a single point mutation at 
H253 with Q253 or N253 and R249 with Q249 signifi-
cantly enhanced the virulent nature of an attenuated 
IBDV strain [29]. Substitution of amino acids at E300A 
was reported to cause antigenic drift, and in the G254 
with S254 (BR-1, BR-2, BR-3, and BR-4), which may 
have a potential impact on the virulence of IBDV, glycine 
replacement with serine at location 254 was reported 
to cause vaccination failure [27,29]. Furthermore, S254 
and 253 Q amino acid positions were also found in a vari-
ant strain that was first reported in the USA, and Q253 
was involved in the in vivo infection [25,30]. However, 
BR-1, BR-2, BR-3, and BR-4 share genetic elements 
common to both virulent strains depicted in Figure 2. 

The virulence of the virus is influenced by mutations in 
the HVP2 region, whether they occur individually or in 
combination, although segments A and B both have an 
impact on the virulence of the IBD virus [12,13]. From 
the previous data, genetic changes in the IBDV genome 
in HVR of VP2 were reported to allow the virus to escape 
host defense and expression variations in antigenic 
characteristics, cell tropism, virulence, and pathogenic 
phenotype [8,21,25,27].

The present study revealed that mutations in the 
G254–S254 amino acid motif in the vvIBDV virus circu-
lating in broiler chickens in Bangladesh might cause vac-
cination failure in broiler chickens. Moreover, from the 
study, it is exposed that vaccination of broiler chickens 
with a classical vaccine strain cannot protect against the 
newly emerged vvIBDV virus. To prevent an outbreak, 
the development of a vaccine strain should be carried 
out from a classical virulent strain or a vvIBDV strain.

Conclusion

Continuous surveillance of emerging IBDV isolates is 
crucial to studying their antigenic characteristics and 
assessing their potential to overcome host immunity 
conferred by introducing current vaccines. During the 
acute stage of IBD, clinical manifestations can hamper 
the effectiveness of vaccinations in broiler chickens. A 
similar study in layer and Sonali chickens should be car-
ried out to identify the novel IBDV to prevent vaccina-
tion failure. Thus, frequent mutations of the virus can 
emerge as novel viruses that should be routinely inves-
tigated and characterized to design new vaccines. Such 
efficient steps can prevent the outbreak of the virus, 
and monoclonal antibodies can be introduced against 
the wild virus for rapid treatment, which can efficiently 
reduce the spread of the virus.

List of Abbreviations

bp, Base pair; BR, BAU-MH-IBDV-BR; BAU-MH-IBDV-BR-6; 
BF, Bursa of fabricius; CAM, chorioallantoic mem-
brane;; cvIBDV; Classic virulent infectious bursal disease 
virus; cDNA, Complementary deoxyribonucleic acid; 
CPE, Cytopathic effect; HVR, hypervariable region; IBD, 
Infectious bursal disease; PBS, Phosphate-buffered saline; 
SPF, Specific pathogen Free; vvIBDV, Very virulent infec-
tious bursal disease virus. °C, Degree Celsius

Acknowledgment

UGC-HEQEP CP-07 and SFCP-07 Sub-Projects, Funded by 
World Bank, Department of Microbiology and Hygiene, 
Bangladesh Agricultural University, Mymensingh-2202, 
Bangladesh. 

https://www.ncbi.nlm.nih.gov/protein/AZI15612.1
https://www.ncbi.nlm.nih.gov/nuccore/MH137949.1


http://bdvets.org/javar/  542Ahmed et al. / J. Adv. Vet. Anim. Res., 11(3): 534–543, September 2024

Conflict of interest

The researchers do not possess any competing priorities 
to disclose. 

Author’s contributions

RA, MSKO, SJ, and SP collected field samples; RA, MSKO, 
SJ, MMA, and MHR conducted the lab experiments; RA 
conducted bioinformatics analysis; and RA wrote the 
original manuscript. MHR, KHMNHN, MR, MTR, and MBR 
reviewed and edited the manuscript. MBR conceptual-
ized and designed the experiments and supervised the 
research work. All authors revised and approved the final 
manuscript.

References
[1] Courtillon C, Allée C, Amelot M, Keita A, Bougeard S, Härtle S, et 

al. Blood B cell depletion reflects immunosuppression induced by 
live-attenuated infectious bursal disease vaccines. Front Vet Sci 
2022; 9:871549; https://doi.org/10.3389/fvets.2022.871549

[2] Eterradossi N, Saif YM. Infectious bursal disease. In: Swayne DE, 
Martine Boulianne, Logue CM, McDougald LR, Venugopal Nair, 
Suarez DL (eds.). Diseases of poultry, Hoboken, NJ, John Wiley & Sons 
Inc. 219–46, 2019. https://doi.org/10.1002/9781119371199.ch7

[3] Ye C, Wang Y, Zhang E, Han X, Yu Z, Liu H. VP1 and VP3 are required 
and sufficient for translation initiation of uncapped infectious 
bursal disease virus genomic double-stranded RNA. J Virol 2018; 
92:e01345–17; https://doi.org/10.1128/JVI.01345-17

[4] Schat KA, Skinner MA. Avian immunosuppressive diseases and 
immune evasion. In: Kaspers B, Göbel TW, Schat KA, Vervelde L (eds.). 
Avian immunology, cambridge, MA, Acamemic Press, pp 387–417, 
2022. https://doi.org/10.1016/B978-0-12-818708-1.00018-X

[5] Khatri M, Sharma JM. Response of embryonic chicken lymphoid 
cells to infectious bursal disease virus. Vet Immunol Immunopathol 
2009; 127(3-4):316–24; https://doi.org/10.1016/j.
vetimm.2008.10.327

[6] Qin Y, Zheng SJ. Infectious bursal disease virus-host interactions: 
multifunctional viral proteins that perform multiple and differ-
ing jobs. Int J Mol Sci 2017; 18(1):161; https://doi.org/10.3390/
ijms18010161

[7] Wang YL, Fan LJ, Jiang N, Li GA, Kai LI, Gao YL, et al. An 
improved scheme for infectious bursal disease virus geno-
type classification based on both genome-segments A and B. J 
Integr Agric 2021; 20(5):1372–81; https://doi.org/10.1016/
S2095-3119(20)63424-4

[8] Yilmaz A, Turan N, Bayraktar E, Gurel A, Cizmecigil UY, Aydin O, et 
al. Phylogeny and evolution of infectious bursal disease virus cir-
culating in Turkish broiler flocks. Poult Sci 2019; 98(5):1976–84; 
https://doi.org/10.3382/ps/pey551

[9] Cubas-Gaona LL, Flageul A, Courtillon C, Briand FX, Contrant M, 
Bougeard S, et al. Genome evolution of two genetically homoge-
neous infectious bursal disease virus strains during passages in 
vitro and ex vivo in the presence of a mutagenic nucleoside ana-
log. Front Microbiol 2021; 12:678563; https://doi.org/10.3389/
fmicb.2021.678563

[10] Fan L, Wang Y, Jiang N, Chen M, Gao L, Li K, et al. Novel variant infec-
tious bursal disease virus suppresses Newcastle disease vaccina-
tion in broiler and layer chickens. Poult Sci 2020; 99(12):6542–48; 
https://doi.org/10.1016/j.psj.2020.09.037

[11] Liang Z, Leng M, Lian J, Chen Y, Wu Q, Chen F, et al. Novel variant 
infectious bursal disease virus diminishes FAdV-4 vaccination 

and enhances pathogenicity of FAdV-4. Vet Microbiol 2024; 
292:110053; https://doi.org/10.1016/j.vetmic.2024.110053

[12] Wagari A. A review on infectious bursal disease in poultry. Health 
Econ Outcome Res 2021; 7(2):167.

[13] Le Nouën C, Toquin D, Müller H, Raue R, Kean KM, Langlois P, et 
al. Different domains of the RNA polymerase of infectious bursal 
disease virus contribute to virulence. PloS One 2012; 7(1):e28064; 
https://doi.org/10.1371/journal.pone.0028064

[14] Stoute ST, Jackwood DJ, Crossley BM, Michel LO, Blakey JR. 
Molecular epidemiology of endemic and very virulent infectious 
bursal disease virus genogroups in backyard chickens in California, 
2009–2017. J Vet Diagn Invest 2019; 31(3):371–7; https://doi.
org/10.1177/1040638719842193

[15] Kusk M, Kabell S, Jørgensen PH, Handberg KJ. Differentiation of 
five strains of infectious bursal disease virus: development of a 
strain-specific multiplex PCR. Vet Microbiol 2005; 109(3-4):159–67; 
https://doi.org/10.1016/j.vetmic.2005.05.010

[16] Michel LO, Jackwood DJ. Classification of infectious bursal disease 
virus into genogroups. Arch Virol 2017; 162:3661–70; https://doi.
org/10.1007/s00705-017-3500-4

[17] Lian J, Wang Z, Xu Z, Pang Y, Leng M, Tang S, et al. Pathogenicity and 
molecular characterization of infectious bursal disease virus in 
China. Poult Sci 2022; 101(1):101502; https://doi.org/10.1016/j.
psj.2021.101502

[18] Salaheldin AH, Abd El-Hamid HS, Ellakany HF, Mohamed MA, 
Elbestawy AR. Isolation, molecular, and histopathological patterns 
of a novel variant of infectious bursal disease virus in chicken 
flocks in Egypt. Vet Sci 2024; 11(2):98; https://doi.org/10.3390/
vetsci11020098

[19] Ahmad AN, Hussain I, Siddique M, Mahmood MS. Adaptation of 
indigenous infectious bursal disease virus (IBDV) in embryonated 
chicken eggs. Pak Vet J 2005; 25(2):71.

[20] Mutinda WU, Njagi LW, Nyaga PN, Bebora LC, Mbuthia PG, Kemboi 
D, et al. Isolation of infectious bursal disease virus using indig-
enous chicken embryos in Kenya. Int Sch Res Notices 2015; 
2015:464376; https://doi.org/10.1155/2015/464376

[21] Wang W, Shi J, Zhang Y, Qiao Y, Zuo W, Wang Z, et al. Genetic and 
pathogenic characterizations of a naturally occurring reassortant 
and homologous recombinant strain of the classical infectious 
bursal disease virus re-emerging in chickens in southern China. 
Front Microbiol 2023; 14:1293072; https://doi.org/10.3389/
fmicb.2023.1293072

[22] Wang Q, Hu H, Chen G, Liu H, Wang S, Xia D, et al. Identification 
and assessment of pathogenicity of a naturally reassorted infec-
tious bursal disease virus from Henan, China. Poult Sci 2019; 
98(12):6433–44; https://doi.org/10.3382/ps/pez498

[23] Rehman ZU, Meng C, Umar S, Munir M, Ding C. Interaction of infec-
tious bursal disease virus with the immune system of poultry. 
Worlds Poult Sci J 2016; 72(4):805–20; https://doi.org/10.1017/
S0043933916000775

[24] Awandkar SP, Tembhurne PA, Kesharkar JA, Kurkure NV, Chaudhari 
SP, Bonde SW, et al. Identification and characterization of a novel 
infectious bursal disease virus from outbreaks in Maharashtra 
Province of India. Vet World 2018; 11(10):1516; https://doi.
org/10.14202/vetworld.2018.1516-1525

[25] Brandt M, Yao K, Liu M, Heckert RA, Vakharia VN. Molecular deter-
minants of virulence, cell tropism, and pathogenic phenotype of 
infectious bursal disease virus. J Virol 2001; 75(24):11974–82; 
https://doi.org/10.1128/JVI.75.24.11974-11982.2001

[26] Van Loon AA, De Haas N, Zeyda I, Mundt E. Alteration of amino acids 
in VP2 of very virulent infectious bursal disease virus results in tis-
sue culture adaptation and attenuation in chickens. J Gen Virol 2002; 
83(1):121–9; https://doi.org/10.1099/0022-1317-83-1-121

[27] Thai TN, Jang I, Kim HA, Kim HS, Kwon YK, Kim HR. Characterization 
of antigenic variant infectious bursal disease virus strains 

https://doi.org/10.3389/fvets.2022.871549
https://doi.org/10.1002/9781119371199.ch7
https://doi.org/10.1128/JVI.01345-17
https://doi.org/10.1016/B978-0-12-818708-1.00018-X
https://doi.org/10.1016/j.vetimm.2008.10.327
https://doi.org/10.1016/j.vetimm.2008.10.327
https://doi.org/10.3390/ijms18010161
https://doi.org/10.3390/ijms18010161
https://doi.org/10.1016/S2095-3119(20)63424-4
https://doi.org/10.1016/S2095-3119(20)63424-4
https://doi.org/10.3382/ps/pey551
https://doi.org/10.3389/fmicb.2021.678563
https://doi.org/10.3389/fmicb.2021.678563
https://doi.org/10.1016/j.psj.2020.09.037
https://doi.org/10.1016/j.vetmic.2024.110053
https://doi.org/10.1371/journal.pone.0028064
https://doi.org/10.1177/1040638719842193
https://doi.org/10.1177/1040638719842193
https://doi.org/10.1016/j.vetmic.2005.05.010
https://doi.org/10.1007/s00705-017-3500-4
https://doi.org/10.1007/s00705-017-3500-4
https://doi.org/10.1016/j.psj.2021.101502
https://doi.org/10.1016/j.psj.2021.101502
https://doi.org/10.3390/vetsci11020098
https://doi.org/10.3390/vetsci11020098
https://doi.org/10.1155/2015/464376
https://doi.org/10.3389/fmicb.2023.1293072
https://doi.org/10.3389/fmicb.2023.1293072
https://doi.org/10.3382/ps/pez498
https://doi.org/10.1017/S0043933916000775
https://doi.org/10.1017/S0043933916000775
https://doi.org/10.14202/vetworld.2018.1516-1525
https://doi.org/10.14202/vetworld.2018.1516-1525
https://doi.org/10.1128/JVI.75.24.11974-11982.2001
https://doi.org/10.1099/0022-1317-83-1-121


http://bdvets.org/javar/  543Ahmed et al. / J. Adv. Vet. Anim. Res., 11(3): 534–543, September 2024

identified in South Korea. Avian Pathol 2021; 50(2):174–81; 
https://doi.org/10.1080/03079457.2020.1869698

[28] Negash T, Gelaye E, Petersen H, Grummer B, Rautenschlein S. 
Molecular evidence of very virulent infectious bursal disease 
viruses in chickens in Ethiopia. Avian Dis 2012; 56(3):605–10; 
https://doi.org/10.1637/10086-022012-ResNote.1

[29] Negash T, Liman M, Rautenschlein S. Mucosal application of cat-
ionic poly (D, L-lactide-co-glycolide) microparticles as carriers 

of DNA vaccine and adjuvants to protect chickens against infec-
tious bursal disease. Vaccine 2013; 31(36):3656–62; https://doi.
org/10.1016/j.vaccine.2013.06.011

[30] Orakpoghenor O, Oladele SB, Abdu PA. Infectious bursal disease: 
transmission, pathogenesis, pathology and control-an overview. 
Worlds Poult Sci J 2020; 76(2):292–303; https://doi.org/10.1080
/00439339.2020.1716652

https://doi.org/10.1080/03079457.2020.1869698
https://doi.org/10.1637/10086-022012-ResNote.1
https://doi.org/10.1016/j.vaccine.2013.06.011
https://doi.org/10.1016/j.vaccine.2013.06.011
https://doi.org/10.1080/00439339.2020.1716652
https://doi.org/10.1080/00439339.2020.1716652

