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Abstract

Background and Aims: A multiplex transcription-polymerase chain reaction (m-PCR) was
developed for direct detection and discrimination between canarypox virus (CPV) and other
avian poxvirus (APV).

Materials and Methods: Three compatible primer sets were designed for m-PCR
amplification of different loci; fpv126, fpv140, and fpv167 located at highly conserved APV
genes.

Results: Results showed that m-PCR products of the expected sizes were obtained for all of
the primer sets when they were tested either alone or in combination with an artificial mixture
of positive controls. Based on the better amplification of fpv167 than other loci, the locus
primer set was used to examine tissue samples from canaries clinically diagnosed as AVP-
infected.

Conclusion: All canary samples were positive for CPV by the m-PCR and virus isolation.
The results of the present study indicate the m-PCR assay holds potential to be versatile,
rapid, and sensitive for detection of CPV and differentiation of the virus from the other
APVs.
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Introduction

canarypox which produces clinical signs

vian poxviruses (APVs), the large
ADNA viruses, which are found

worldwide in many species of birds
(1), are members of the genus Avipoxvirus
subfamily Chordopoxvirinae falling into three
major groups, representing fowlpox virus
(FPV), canarypox virus (CPV), and psittacine
poxviruses (2). Variable restriction enzyme
profiles  suggest  significant  genomic
differences among avipox viruses (3-5).
Canarypox virus (CPV) is an etiologic agent of
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including both cutaneous and diptheretic
disease forms caused by the prototypical FPV
and includes proliferative and necrotic changes
in epithelial tissues of the dermis, notably
around the eyes and commissures of the beak,
feet, and respiratory tract (6-8). The first
analysis of the complete genome of CPV was
presented by Tulman et al. (9). CPV is most
closely related to FPV, having overall synthetic
genomic arrangement and similar gene
complements. The linear 365-kbp CPV
genome contains 328 potential genes in a
central region and in 6.5-kbp inverted terminal
repeats which is involved in virus-host
interaction, viral virulence, and viral host
range. These are expressed in three phases
early, intermediate and late. Comparison of
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FPV and CPV genome sequences reveals a
high level of divergence with significant
differences between orthologous open reading
frame (ORF) and the terminal, variable
genomic regions. CPV lacks homologues of
fifteen genes present in terminal genomic
regions of FPV (9, 10). Phylogenetic analysis
of Chordopoxviruses genomes has shown that
the central region is highly conserved in gene
content and arrangement, except for some gene
inversions in FPV, while the termini region is
the most divergent for FPV (11). The divergent
may apply for differential diagnosis of AVPs
by use of specific primers in PCR reaction.
Some loci in the highly conserved genes have
been investigated for discrimination between
major clades in AVPs. The fpv126 locus of
VLTF-1 gene encodes a late transcription
factor, fpv167 locus of 4b gene encodes core
protein, and fpv140 locus of H3L gene another
envelope protein encodes an immunodominant
antigen are interested (12). In this study we
designed the multiplex polymerase chain
reaction (m-PCR) in combination of fragment-
length polymorphism for differential diagnosis
of CPV in clinical samples.

Methods

Virus isolation and DNA extraction

The infected skin lesions including eyelids and
toes from canaries, combs and wattles of fowls
were screened for the presence of pox viruses.
The tissues were removed and mixed with
buffered saline containing antibiotics and
clarified by centrifugation at 4000 RPM for 10
min. The supernatant was passed through a
0.45 nm membrane filter. 0.2 ml of each
treated tissue suspension of lesions was
inoculated on to the chorioallantoic membranes
(CAMs) of 10-11-day-old chicken embryo
eggs. These were incubated at 37°C for 5-7
days, and then examined for pock lesions on
the CAMs. Furthermore, prepared tissue
lesions from affected birds were used directly
for DNA extraction.

Histopathology

Collected samples from twelve canaries and
seven fowls with suspected pox lesions were
examined for histopathology. The samples
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were fixed in 10% buffered neutral formalin,
embedded in paraffin, sectioned at 5 micron,
stained with haematoxylin, eosin and examined
by bright-field microscopy.

Multiplex PCR amplification

Viral DNA was extracted using DNA
Extraction Kit (Roche, Germany) according to
the manufacturer’s instruction. Based on
multiple alignments of P4b, VLTF-1, and H3H
genes of pox viruses deposited in GenBank,
specific primers were designed for detection
and discrimination of CPV from AVPs. The m-
PCR was optimized using three primer sets
(Table 1). The latter primer set was published
by Lischow et al (14). The PCR reaction in a
50ul volume contained 5 U of Taq DNA, 6l
of 20mM Mg2+, and 3ul of 2.5mM of each
dNTP, appropriate concentrations of template
cDNA, and 1ul of 10pM primer mixture. Each
PCR product was amplified by the following
conditions: denaturation step for 5 min at 94C,
30 cycles of denaturation at 94C for 30 s,
annealing at 57C for 45s, and extension at 72C
for 60s, followed by a final extension step at
72°C for 10min. The amplified products were
analyzed by 1.0% agarose gel electrophoresis.
The multiplex RT-PCR assays were also tested
for specificity using positive and negative
controls.

Results

Clinical signs of avian pox found in affected
canaries and fowls. Typical appearance of the
lesions of APVs including several pocks in
CAM was observed following inoculation of
the tissue suspensions (Figure 1).

As shown in figure 2 histopathological sections
of the CAM of infected sample with APVs
appeared cytoplasmic inclusion body (bolinger
body) with balloning and membrane
hyperplasia.

M-PCR assay

The results for detection of CPV and FPV from
field cases with amplification via PCR with
AP4b primer were in complete agreement with
those for virus isolation in  chicken
embryonated eggs. Further identification and
differentiation of CPV were carried out by the
use of m-PCR analysis using AP4b and each of
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Table 1. The primer sets sequences used for development of multiplex transcription-polymerase chain reaction.

Forward primer

CP167 5. CTATACGCCCCCGTAACAGA-3’
CP140 5 TCGGCAGTTTCTTTCTACCG-3’
CP126 5 AAAGGTTACCTCTCTTTAGGTG-3'

AP4b 5"-CAGCAGGTGCTAAACAACAA-3’

Reverse primer Size

5'-AAGCGCTTGGTATCTAGAAGG-3' 160 bp
5'-GTGACCCGATTCGAAATACC-3" 223 bp
5'-CCGTTACCATAATCAACGCTTA-3" 222 bp
5'-CGGTAGCTTAACGCCGAATA-3" 578 bp

A ! \‘;
Fig. 1. Dispers
right, FPV.

- -

Fig. 2. Histopathological staining of infected samples; left, CPV and right, FPV (400 X).

Fig. 3. Gel electrophoresis of m-PCR
reaction. M: DNA marker; lane 1: APV
positive control; lane 2: CPV positive
control; lanes 3 and 5: APV detection in
clinical samples; lanes 4 and 6: CPV
detection in clinical samples.

CPV specific loci primer sets. The expected
product sizes were obtained for positive
control CPV isolate when they were tested
either alone or in combination an artificial
mixture with no interference. However, the
amplification was relatively poor for fpv126
and fpv140 compared with the fpv167. Then
we tested the field isolates with the designed
m-PCR, which framed a region within the
APV 4b core protein gene and also fpv167
locus of the gene. All of the canary tissue
samples were positive for CAV by the m-PCR
(Figure 3).

Discussion

Conventional diagnosis of APVs is applied by
virus isolation, serological and molecular
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methods (15, 16). To date, most of the
identification methods, concerning the APVs
are based on PCR and restriction enzyme
analysis of 4b gene of pox viruses, a highly
conserved in all of Chordopoxvirinae.
Differentiation of some APVs has been carried
out by using EcoRV and Nlall restriction
enzyme profiles on the amplified 4b gene
fragment (4). In other study Luschow et al (14)
have revealed that restriction digestion of a
region between the gene with either Msel or
EcoRV enzymes resulted in differentiation of
APVs that showed a nucleotide similarity of
72-100%. Despite applicability of the method,
it was not able to differentiate CPV and FPV
that share less identity. The genomes of APVs
are extremely conserved (2, 12, 17) and require
a technology that can offer flexibility in
primers design to enable high level of
specificity for differentiation. Thus having
fragment-length polymorphism that could be
detected directly by PCR is required. By
alignment of the complete genome sequences
of CPV and FPV we found that CPV showed a
distinctive feature at three loci which had a less
nucleotide identity to each other. According to
the similarity and length of the nucleotide
sequences, we designed primer sets for
differentiation of CPV from other APVs
without further restriction enzyme digestion.
Initially, we choose primer sets for each
fpv126, fpv140, and fpv167 loci and a specific
primer for all of the APVs with known
reference viruses then optimized the primers
mixture based on the criteria of amplification
efficiency, specificity, and the ability to
distinguish products by size. Our results
indicate that the designed primers for fpv167
locus and 578 bp fragment of 4b gene allows
easy distinction between CPV and FPV based
on the size of the PCR products. According to
the polygenetic studies three major clades
consist of the FPV-like group of viruses (clade
A), the CPV-like group of viruses (clade B),
and the Psittacine viruses (clade C) have been
formed (2, 12). The fpv 167 locus differentiates
AVPs to clade A as opposed to clade B or
clade C with strong support by neighbor-
joining bootstrap, parsimony and maximum
likelihood. The analysis for fpv126 and fpv140
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is the same and represent clades A and B and
fail with clade C viruses. In this context, the
fpv167 locus PCR product can be used as a
differential marker of CPVs. Full-length of the
locus has been amplified and subjected to
restriction digestion (9) but this approach is
slow to perform and may change by a
nucleotide substitution in the restriction
profile.  Therefore, we selected partial
conserved sequence of fpvl67 locus and
developed a m-PCR assay that could determine
the presence of APV genome and specifically
identify CPV in clinical samples. This method
saves time and reagent costs compared with
enzymatic digestions of PCR product which
needs several reactions for the same number of
tests.

Acknowledgment

This study was supported by grant number 2-
18-18-89044 from the Razi vaccine & serum
Research Institute.

References

1. Chandra R, Rao VDP, Gomez-Villamandos JC,
Garg SK. Diseases of Poultry and Their Control.
1st edn. 2001;170-178.

2. Jarmin SA, Manvell R, Gough RE, Laidlaw,
Michael A. Skinner Retention of 1.2 kbp of ‘novel’
genomic sequence in two European field isolates
and some vaccine strains of Fowlpox virus extends
open reading frame fpv241. Journal of General
Virology. 2006;87:3545-3549.

3. Mishra SS, Mallick BB. Restriction fragment
analysis of fowl poxvirus using Bgl, bamHI, and
Hhal and Saml restriction endonucleases. Indian
Journal of Experimental Biology. 1996;34(10):959-
963.

4. Tadese T, Reed WM. Use of restriction
fragment length polymorphism, immunoblotting,
and polymerase chain reaction in the differentiation
of avian poxviruses. Journal of Veterinary
Diagnostic Investigation. 2003;15:141-150.

5. Ebrahimi MM, Shahsavandi S, Masoudi S,
Pourbakhsh SA, Momayez R, Ebrahimi SR.
Isolation and molecular identification of avipox
viruses. 14" Iranian  Veterinary =~ Congress.
2005;Tehran, Iran.

6. Deoki N, Tripathy DN, Reed WM. Pox. In:
Y.M. Saif., Barners, H.J., Glisson, J.R., Fadly,


http://en.wikipedia.org/wiki/Chordopoxvirinae
http://dx.doi.org/10.21859/isv.6.3.19
https://journal.isv.org.ir/article-1-98-en.html

[ Downloaded from journal.isv.org.ir on 2025-11-17 ]

[ DOI: 10.21859/isv.6.3.19]

AM., McDouglad, L.R. and Swan, D.S. Eds.
Disease of Poultry 11th edn. 2008; 291-307.

7. Mocket A. Poxviridae. In: F. Jordan etal eds.
Poultry Diseases 5" edn. 2002;291-297.

8. Ebrahimi MM, Shahsavandi S, Momayez R,
Hablalvarid MH. Identification of canary pox virus
using histopathological and molecular assays. 3™
International ~ Veterinary  Poultry  Congress.
2012;Tehran, Iran.

9. Tulman ER, Afonso CL, Lu Z, Zsak L, Kutish
GF, Rock DL. The genome of canarypox virus.
Journal of Virology. 2004;78(1):353-66.

10. Afsono CL, Tulman ER, Lu Z, Zsak L, Kutish
GF, Rock DL. The genome of fowlpox virus.
Journal of Virology 2000;74(8):3815-3831

11. Gubser C, Hue S, Kellam P, Smith GL.
Poxvirus genomes: a phylogenetic analysis. Journal
of General Virology. 2004;85(1):105-117.

12. Carulei O, Douglass N, Williamson AL.
Phylogenetic analysis of three genes of Penguinpox
virus corresponding to Vaccinia virus G8R (VLTF-
1), A3L (P4b) and H3L reveals that it is most
closely related to Turkeypox virus, Ostrichpox

Ebrahimi MM et al

virus and Pigeonpox virus. Virology Journal. 2009;
6:52 doi:10.1186/1743-422X-6-52.

13. Ebrahimi MM, Shahsavandi S, Masoudi S,
Hashemi A, Hablalvarid MH. Differential
diagnosis of canary pox virus by using molecular
method. 17th Iranian Veterinary Congress. 29 Apr-
1 May 2012, Tehran, Iran.

14. Hoffmann LT, Hafez HM. Differentiation of
Avian Poxvirus Strains on the Basis of Nucleotide
Sequences of 4b Gene Fragment D. Avian
Diseases. 2004;48:453-462.

15. Tripathy DN. Fowl Pox. In: Office
International des Epizooties, world Organization
for Animal Health 5th edn. 2008; 531-537.

16. Deoki N, Tripathy DN, Reed WM. Pox. In: A
Laboratory Manual for the Isolation of Avian
Pathogens. 4th edn. 2008;116-1109.

17. Schnitzlein, W.M, Ghildyal, N. and Tripathy,
D.N. Genomic and antigenic characterization of
avipoxviruses . Virus Research. 1988;10:65-76.

Iranian Journal of Virology, Volume 6, Number 3, 2012 23


http://www.ncbi.nlm.nih.gov/pubmed?term=Tulman%20ER%5BAuthor%5D&cauthor=true&cauthor_uid=14671117
http://www.ncbi.nlm.nih.gov/pubmed?term=Afonso%20CL%5BAuthor%5D&cauthor=true&cauthor_uid=14671117
http://www.ncbi.nlm.nih.gov/pubmed?term=Lu%20Z%5BAuthor%5D&cauthor=true&cauthor_uid=14671117
http://www.ncbi.nlm.nih.gov/pubmed?term=Zsak%20L%5BAuthor%5D&cauthor=true&cauthor_uid=14671117
http://www.ncbi.nlm.nih.gov/pubmed?term=Kutish%20GF%5BAuthor%5D&cauthor=true&cauthor_uid=14671117
http://www.ncbi.nlm.nih.gov/pubmed?term=Kutish%20GF%5BAuthor%5D&cauthor=true&cauthor_uid=14671117
http://www.ncbi.nlm.nih.gov/pubmed?term=Rock%20DL%5BAuthor%5D&cauthor=true&cauthor_uid=14671117
http://www.ncbi.nlm.nih.gov/pubmed/14671117
http://en.wikipedia.org/wiki/Geoffrey_L._Smith
http://dx.doi.org/10.21859/isv.6.3.19
https://journal.isv.org.ir/article-1-98-en.html
http://www.tcpdf.org

