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A novel HRM assay for the 
simultaneous detection and 
differentiation of eight poxviruses 
of medical and veterinary 
importance
Esayas Gelaye1,2,3, Lukas Mach2, Jolanta Kolodziejek4, Reingard Grabherr5, Angelika Loitsch6, 
Jenna E. Achenbach1, Norbert Nowotny4,7, Adama Diallo1 & Charles Euloge Lamien1

Poxviruses belonging to the Orthopoxvirus, Capripoxvirus and Parapoxvirus genera share common 
host species and create a challenge for diagnosis. Here, we developed a novel multiplex PCR method 
for the simultaneous detection and differentiation of eight poxviruses, belonging to three genera: 
cowpox virus (CPXV) and camelpox virus (CMLV) [genus Orthopoxvirus]; goatpox virus (GTPV), 
sheeppox virus (SPPV) and lumpy skin disease virus (LSDV) [genus Capripoxvirus]; orf virus (ORFV), 
pseudocowpox virus (PCPV) and bovine papular stomatitis virus (BPSV) [genus Parapoxvirus]. The assay 
is based on high-resolution melting curve analysis (HRMCA) of PCR amplicons produced using genus 
specific primer pairs and dsDNA binding dye. Differences in fragment size and GC content were used 
as discriminating power. The assay generated three well separated melting regions for each genus and 
provided additional intra-genus genotyping allowing the differentiation of the eight poxviruses based 
on amplicon melting temperature. Out of 271 poxviral DNA samples tested: seven CPXV, 25 CMLV, 42 
GTPV, 20 SPPV, 120 LSDV, 33 ORFV, 20 PCPV and two BPSV were detected; two samples presented co-
infection with CMLV and PCPV. The assay provides a rapid, sensitive, specific and cost-effective method 
for the detection of pox diseases in a broad range of animal species and humans.

Poxviruses are responsible for medically and economically important diseases of human beings and animals 
worldwide. They are large, complex DNA viruses of the Poxviridae family, which is further subdivided into 
subfamilies Chordopoxvirinae, with poxviruses infecting vertebrates, and Entomopoxvirinae, infecting inverte-
brates1,2. The Chordopoxvirinae subfamily has been subdivided into eight genera: Orthopoxvirus, Parapoxvirus, 
Capripoxvirus, Suipoxvirus, Molluscipoxvirus, Avipoxvirus, Leporipoxvirus and Yatapoxvirus.

Most poxviruses are classified based on the name of the host species from which the sample was originally col-
lected even though, some poxviruses have a broader host range2. Chordopoxviruses infections are characterised 
by the induction of localized or generalized “pox” lesions on the skin of the affected animals2.

The genome of poxviruses consists of a single molecule of linear double-stranded DNA varying in size from 
130–375 kbp. It encodes a large number of proteins, allowing the virus to replicate with a considerable degree of 
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autonomy from its host2,3. Poxviral genomes vary significantly in their GC content, although, the evolutionary 
factors for this divergence are unknown. For instance, capripoxviruses and orthopoxviruses have low GC content 
(approximately 25% and 33%, respectively) while parapoxviruses exhibit a high total GC content of 64%4,5.

The current study focuses on eight viruses belonging to three genera of the Chordopoxvirinae subfamily: cow-
pox virus (CPXV) and camelpox virus (CMLV) [genus Orthopoxvirus]; goatpox virus (GTPV), sheeppox virus 
(SPPV) and lumpy skin disease virus (LSDV) [genus Capripoxvirus]; orf virus (ORFV), pseudocowpox virus 
(PCPV) and bovine papular stomatitis virus (BPSV) [genus Parapoxvirus]. Capripoxviruses, parapoxviruses and 
orthopoxviruses are all able to infect ruminants, with the orthopoxviruses and parapoxviruses having in addition 
the potential to infect both camels and humans.

Within the genus Orthopoxvirus, CMLV causes severe infections of economic importance only in cam-
els, with rare incursions in humans6. Camel pox is present in Africa, the Middle East, and southwestern Asia7. 
Cowpox virus has a much wider host range, in addition to cattle. Indeed, CPXV appears to be classified inap-
propriately since rodents are the reservoir of this virus, and cats occasionally transmit it to humans8. Cowpox is 
enzootic in Europe and Russia9,10.

Capripoxvirus infections of ruminants cause significant morbidity and mortality in Africa, the Middle 
East and Asia. Recently, their incursions into Eastern Europe have been reported7,11,12. While SPPV and GTPV 
infect mainly small domestic and wild ruminants, LSDV infection seems to be restricted to cattle and large wild 
ruminants.

Parapoxviruses infect a wide range of hosts worldwide and are of both economical and medical importance, 
infecting mainly persons working in close contact with animals. Within the parapoxvirus genus, ORFV infects 
small ruminants, camels and humans13–15, while BPSV and PCPV infect large ruminants16, with the latter being 
able to also infect camels17 and humans18,19.

As some of these poxviruses have similar geographical locations and can infect the same animal species (i.e., 
ORFV, SPPV and GTPV cause generalized or localized cutaneous lesions in both sheep and goats), this can cause 
problems for clinical diagnosis of these diseases. Additionally, poxvirus infections can be clinically confused with 
other cutaneous diseases, and other poxviruses are emerging or re-emerging in various parts of the world5. This 
creates the need for updated discriminatory diagnostics for quick and accurate identification of the pathogen(s).

While capripoxviruses and orthopoxviruses can be differentiated from parapoxviruses by electron micro-
scope based on the differences in their shape, such a differentiation cannot be done between capripoxviruses and 
orthopoxviruses, and not at all species level. Serologically, it is almost impossible to discriminate between spe-
cies within the same genus. However, the development of molecular diagnostics offers the opportunity to target 
genomic signatures of the pathogens and discriminate between relatively closely related pathogens even within 
the same species20. Additionally, molecular diagnostics methods offer the possibility for multiplex assay design 
targeting several pathogens in a single reaction.

Several approaches were used to differentiate poxviruses based on classical or real-time PCR5,21,22. For 
real-time PCR design, probe-based approaches could be avoided by using high-resolution melting curve analysis 
(HRMCA)23. This approach, which enables genotyping and mutation scanning for clinical applications, is a fast, 
cost-effective, sensitive, specific and high-throughput single-nucleotide polymorphism (SNP) detection and gen-
otyping method23–30.

The purpose of the present study was to develop and evaluate a novel multiplex assay based on the HRM 
principle as a rapid, low-cost and technically simple method for the simultaneous detection and differentiation of 
eight poxviruses of veterinary and medical importance worldwide.

Results
Assay design.  The current assay was designed to simultaneously detect and differentiate members of three 
different genera of poxviruses (Orthopoxvirus, Capripoxvirus and Parapoxvirus) and to provide additional gen-
otyping of the viruses within each of the three genera. Thus, a different target was selected for each of the three 
genera in the way to amplify small fragments of the virus genome in a region where nucleotide genetic differences 
exist within the genus. The target region was identified by aligning the nucleotide sequences of the full genome 
of orthopoxviruses, capripoxviruses and parapoxviruses available in GenBank (Fig. 1). Primers flanking the spe-
cies-specific signature region were selected in the conserved area of the target for each genus. An important aspect 
of this strategy was to select primers to amplify fragments of different lengths for each genus. The smallest frag-
ments were targeted for orthopoxviruses and capripoxviruses, with lowest GC content, in a way that the multiplex 
detection using double stranded DNA intercalating dyes could generate amplicons with significant differences in 
melting temperature for each genus. Thus, the orthopoxvirus fragment with 56 nucleotides had a total GC content 
of 37%, followed by the capripoxvirus fragment (100 bp, 38% GC content) and the parapoxvirus fragment (112 bp, 
51% GC content). Additionally, the nucleotide differences between the members of each of the genera allowed the 
generation of PCR amplicons with a different melting temperature for each species within the genus.

Using this strategy, we were able to produce amplicons with three different melting regions corresponding to 
the three virus genera, and different Tm values among the targeted genotypes within each genus. Thus, we pro-
duced eight unambiguous melting profiles for the eight targeted poxviruses.

PCR optimization.  The initial evaluation and optimization was performed in a singleplex reaction for each 
genus using a plasmid harbouring the target fragments for each considered virus. In the initial evaluation, the best 
primer pair was selected for each of the three genera and optimized. This involved the testing of various primer 
pairs to avoid an overlapping or similar Tm of the tested viruses. In a second stage, the three primer pairs, one for 
each genus, were pooled to produce a multiplex assay.

When using these six primers in a single reaction, we have detected primer-dimers that appeared with Tm 
values similar to that of PCR amplicons. Troubleshooting of this issue revealed that the concentration of primers, 
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and the annealing temperature and time are the critical parameters to consider. Thus, we have tested different 
conditions before achieving the optimized detection and differentiation protocol presented in the materials and 
methods section. The temperature and time for heating and cooling of the PCR products were also optimized in 
order to achieve more accurate results.

Melting temperature and HRMCA.  Employing the fluorescent melting curve analysis using 
CFX96TouchTMReal-Time PCR Detection System (Bio-Rad), we categorized the eight poxviruses into three 
regions based on their Tm of PCR products: orthopoxviruses, capripoxviruses and parapoxviruses which showed 
low (72.00–73.40 °C), medium (75.60–77.40 °C) and high (79.80–81.60 °C) Tm values, respectively (Table 1).

Furthermore, within the genera, each species revealed a unique Tm that helped to differentiate the tested virus 
at the genus and species level in a single PCR reaction.

At the species level, using a serial dilution of the constructed plasmid (102 to 106 copies/reaction), the following 
melting temperatures were recorded: CPXV (72.35 ±​ 0.09 °C), CMLV (73.00 ±​ 0.00 °C), GTPV (75.88 ±​ 0.10 °C), 
SPPV (76.35 ±​ 0.09 °C), LSDV (77.35 ±​ 0.09 °C), ORFV (80.35 ±​ 0.09 °C), PCPV (81.32 ±​ 0.10 °C) and BPSV 

Figure 1.  Nucleotide alignment of the targeted gene sequences of poxviruses. Nucleotide mismatches in 
each genus are highlighted with orange colored box. (a) Orthopoxviruses show T:G mismatch between CPXV 
and CMLV. (b) AAT:AGT:GGC nucleotide variations exist for GTPV, SPPV and LSDV of capripoxviruses.  
(c) Parapoxviruses show TTAT:CTAG:CACG nucleotide mismatches for ORFV, PCPV and BPSV, respectively. 
The forward and reverse primer sequences are underlined flanking the nucleotide variations. Identical 
nucleotides are shown as dots in reference to the first sequence.

Virus 
genotype

Real-Time PCR machines with Tm values

CFX96 (Bio-Rad) LC480II (Roche) QS6 (Life tech.) RG-Q (Qiagen)

CPXV 72.20–72.40 72.70–72.75 72.75–72.88 73.44–73.47

CMLV 73.00–73.20 73.38–73.80 73.38–73.51 74.10–74.13

GTPV 75.60–75.80 76.49–76.53 76.38–76.48 77.14–77.20

SPPV 76.20–76.40 76.98–77.05 76.93–76.98 77.70–77.72

LSDV 77.20–77.40 78.00–78.03 77.84–77.96 78.70–78.73

ORFV 80.20–80.40 80.62–80.65 80.36–80.58 81.36–81.39

PCPV 81.20–81.40 82.08–82.10 81.82–81.95 82.70–82.71

BPSV 81.60–81.80 82.42–82.45 82.05–82.23 82.96–83.02

Table 1.   Cross-platform analysis of the HRM assay. Different real-time PCR instruments used for assay 
evaluation with their respective amplicon melting temperature values indicated for the targeted eight poxvirus 
species.
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(81.60 ±​ 0.00 °C), confirming that the differentiation of these eight poxviruses is possible in one PCR reaction 
without the need of using fluorescently labelled probes (Fig. 2). Although, the classical melting curve analysis 
was sufficient to achieve the simultaneous detection and differentiation of the eight poxviruses, we used the HRM 
software to analyze the melting of the PCR amplicons. The plots of the difference relative fluorescence unit versus 
temperature of the PCR products were analyzed individually for each genus by selecting the corresponding active 
melt region located between the pre-and post-melt regions of the melting curve.

The HRM analysis results were in agreement with the classical melting curve analysis, although, a clearer 
view of the separation between the species was observed by clustering and assigning different colours for each 
genotype (Fig. 3).

Figure 2.  Melting curve analysis of the targeted eight poxviruses using different PCR platforms. Each 
genotype displayed a unique melting peak. (a). amplification plot; (b). melt curve plot; (c). melting peaks using 
the QuantStudio 6, Life Technologies); (d). melting peaks using the CFX96, Bio-Rad; (e). melting peaks using 
LC480II, Roche; (f). melting peaks using the Rotor Gene Q, Qiagen); (g). Linearity test (109 to 102 virus copies); 
and (h). Co-infection with CMLV and camel PCPV (blue colour two melting peaks, 72.80 °C and 81.20 °C for 
CMLV and camel PCPV respectively).
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Limit of detection of the assay.  The lower limit of detection (LOD) of the current method was deter-
mined using the probit analysis. Five replicates of different dilutions, 100 copies to 10 copies, of plasmids carrying 
the appropriate fragment for each viral species, were amplified on three separate occasions, and the proportion 
of positive results was determined for each concentration. For each of these eight poxviruses, an accurate species 
identification was possible at relatively low concentrations; the limits of detection, expressed as number of copies 
per reaction, at a 95% confidence were 13.05 [9.95–16.22], 15.07 [11.88–18.67], 15.00[12.29–17.72], 10.33[7.01–
13.66], 10.33[7.01–13.66], 13.99 [11.06–16.99], 15.07 [11.88–18.67], and 31.42 [25.58–38.31] for CPXV, CMLV, 
GTPV, SPPV, LSDV, ORFV, PCPV and BPSV respectively.

Cross-platform compatibility test.  To evaluate the cross-platform compatibility of the method, we per-
formed the assay under the optimized PCR conditions described in the materials and methods section using 
the relevant plasmids and also virus DNA extracted from clinical material and cell culture supernatants in four 
different real-time PCR instruments. We succeeded to accurately detect and assign each of the eight poxviruses 

Figure 3.  Normalized HRM plots of the PCR products of eight poxviruses. Three primer pairs were used for 
the amplification. Each virus genotype clustered separately within the genus. The normalized melt curve and 
difference curve plots are presented separately with different line colour for each genotype within the genus: for 
the eight poxviruses (a,b), orthopoxviruses (c,d), capripoxviruses (e,f), and parapoxviruses (g,h), respectively. 
Green and red columns in the normalized melt curve plot represent pre- and post-melt normalization regions.
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to the correct species. However, there was a constant but small shift in the Tm values of the amplicons from 
one instrument to another as indicated in Table 1. Furthermore, after performing the amplification steps using 
the classical PCR machine (Bio-Rad C1000) and transferring the plates containing the amplified product to the 
CFX96™​ real-time PCR system (Bio-Rad) only for melting curve analysis, we have successfully assigned each 
virus to the correct species.

Specificity, discriminating power of the assay.  To study the discriminating power of the assay, DNA 
extracted from clinical specimens (n =​ 219), collected from pox disease suspected animals (215) and humans 
(4) as well as infected cell culture supernatants (n =​ 52) were tested (Supplementary Table S1). Out of 271 DNA 
samples tested (known =​ 128 and blind =​ 143) using the current assay (Supplementary Table S1) the following 
poxviruses were detected: CPXV (n =​ 7), CMLV (n =​ 25), GTPV (n =​ 42), SPPV (n =​ 20), LSDV (n =​ 120), ORFV 
(n =​ 33), PCPV (n =​ 20) and BPSV (n =​ 2); additionally, two samples contained both CMLV and PCPV. The 
One way ANOVA test showed that the average Tm were significantly different (P =​ 0.0000) between each of the 
eight poxvirus genotypes. The overall Tm ranges with each of the genotypes while using field samples and cell 
cultures isolates are illustrated in (Fig. 4). Additionally, to demonstrate the ability of the assay to detect poxviruses 
directly in swab samples, nasal swab (n =​ 41), ocular swab (n =​ 1) and lymph node aspirate (n =​ 14) samples, 
where included in the 120 samples collected from clinically diseased cattle during lumpy skin disease suspected 
outbreaks in Ethiopia. The results confirmed that the sampled cattle were infected with LSDV.

To further evaluate the specificity of the method, non-poxviral DNA samples from CCPP, and cDNA from 
PPRV and FMDV (Supplementary Table S2) were tested. No DNA amplification was recorded. Another unique 
feature of this assay was its ability to detect co-infection in clinical samples. This was proven by simultaneously 
detecting CMLV and camel PCPV (causative agent of camel contagious ecthyma, CCE) in two skin lesion samples 
collected from camels in Ethiopia (Fig. 2). This co-infection was confirmed by sequencing the major envelope 
protein (B2L) and hemagglutinin (HA) genes for camel PCPV and CMLV, respectively.

Practical application of the assay for pox disease investigations in Ethiopia.  To demonstrate the 
usefulness of the assay, we used the assay to systematically screen old and new outbreak samples collected from 
diseased ruminants and camels presenting pox-like lesions.

In 2008, a pox disease outbreak occurred in sheep at the Adami-tulu agriculture research center (ATARC), 
four months after vaccination of the animals with a capripox vaccine. At the time, skin scraping samples were 
submitted by the researchers to the NVI, Ethiopia, with the suspicions of capripoxvirus infections. The initial 
testing of these samples using capripoxvirus specific primers revealed all samples to be negative for capripoxvirus. 
Investigations did not go further as NVI did not have other means to look for the causative agent. These samples 
were retrospectively screened in 2013 using the newly developed assay described in this manuscript. Interestingly, 
all samples collected from the ATARC outbreak were found positive for ORFV. This result was then confirmed 
using ORFV specific primers31 and sequencing32.

Figure 4.  Box and whisker plot showing the melting temperatures (Tm) of the targeted eight poxviruses. 
Note that only two sample were available for BPSV.
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In 2011, 2012 and 2014 there were outbreaks of pox disease in camels in the Afar, Somali and Borena regions 
of Ethiopia, respectively, and camelpox was suspected. Nodular skin lesion samples collected from camels show-
ing pox-like lesions were submitted to NVI for virus confirmation. All samples collected from the outbreaks 
including those which were tested negative using a CMLV-specific PCR33 were retrospectively screened using the 
current assay. The results showed PCPV DNA was present in ten of the tested samples (Afar six samples, Somali 
three samples and Borena one sample).

From the twenty-seven CMLV-infection suspected samples originating from the Borena and Somali regions 
of Ethiopia, 2011–2014, tested with the method described here, two samples revealed co-infections with CMLV 
and PCPV as shown in Fig. 2. Thus, the practical application of the current detection and differentiation method 
was evaluated with these three practical examples collected from different animal species representing the three 
genera of poxviruses.

Discussion
This paper describes the development of a real-time PCR method for the simultaneous detection and accurate dif-
ferentiation of eight different poxviruses. The method is targeted towards important poxviruses of ruminants and 
camels including those of public health importance, namely, CPXV, CMLV, GTPV, SPPV, LSDV, ORFV, PCPV, 
and BPSV.

First, a unique target offering the possibility for intra-genus differentiation was selected to design three assays, 
to simultaneously detect and differentiate CPXV from CMLV, GTPV from LSDV and SPPV, and ORFV from 
BPSV and PCPV.

In general, parapoxviruses have the highest GC content among the poxviruses, followed by orthopoxviruses 
and capripoxviruses4,5. However, in our design, we targeted fragments of similar GC content for orthopoxviruses 
and capripoxviruses, with orthopoxviruses having the shortest amplicon lengths, so that they displayed the lowest 
melting temperatures. The above mentioned singleplex assays were assessed, merged, and optimized to constitute 
the final multiplex assay.

This resulted in a powerful assay which unequivocally detected and assigned each of the analysed poxvirus 
suspected DNA samples into the appropriate genus, and furthermore to the corresponding species. The results 
were in complete agreement with the previously developed species-specific detection methods for CaPVs34,35, 
ORFV31 and CMLV33, or were validated by sequencing the relevant PCR products for CPXV, PCPV and BPSV.

The assay was highly specific, with no inter-species cross-reactivity among the different poxviruses and no 
reactivity to other ruminant viral and bacterial pathogens tested in this study. Additionally, the assay displayed 
good sensitivity making it suitable as a screening tool during pox disease outbreak investigations.

As this assay does not require the use of a probe or labelled primers, is easy to set-up and interpret with 
a straight-forward analysis of the melting data; it can easily be implemented in laboratories with moderate 
resources. Another advantage is that the method is very fast, since the complete PCR protocol needs only 85 min-
utes or less depending on the PCR platform used.

By allowing the simultaneous detection and discrimination between eight poxviruses in a single PCR reaction, 
this assay stands as an ideal front-line method for pox-like disease screening, saving time and reducing cost, while 
providing an accurate identification of the responsible pathogen without the need for partial sequencing of the 
pathogen’s genome.

Interestingly, the current method provided similar discriminating performances, across platforms, based only 
on the Tm values of the melting curves, without the need to use the HRM data analysis software. Indeed, the only 
variation observed was a constant shift in Tm values across the platforms for each of the eight viral species, possi-
bly due to the variability in the fluorescence data collection mode and data analysis software. Nevertheless, the use 
of HRM software to analyze the melting of the PCR amplicons provides better intra-genus discrimination. Due to 
its cross platform compatibility the current method presents the potential for easy implementation in a number 
of veterinary and public health diagnostic laboratories.

The main weakness of the current method is that only two BPSV samples were available for analytical val-
idation. However, from the publicly available sequences of BPSV (NC005337, AY386265), it is expected that 
more BPSV would be detectable by the assay. We also noticed that the sensitivity of the assay for capripoxviruses 
was slightly lower than the real-time PCR-based genotyping assay for capripoxviruses using dual hybridization 
probes34.

Poxvirus infections of ruminants, camels and humans are widely distributed worldwide with very complex 
epidemiological pictures in some countries where several poxviruses of different genera and species are present.

Within the Orthopoxvirus, Parapoxvirus and Capripoxvirus genera, a single species can infect several dif-
ferent hosts with the characteristic occurrence of nodules on the skin of the affected host. This creates a huge 
challenge for the diagnosis and management of pox diseases at both public health and veterinary levels, especially 
when several of these poxviruses are present in the same geographical location.

For instance, this study revealed the misdiagnosis of ORFV infection in sheep in Ethiopia, where the disease 
was confounded with SPPV and GTPV infections. A similar scenario can easily happen in other African, Asian 
or Middle Eastern countries where SPPV, GTPV and ORFV, capable of affecting both sheep and goats, are all 
present11,12,36–39. The same is applicable for European countries, such as Greece and Bulgaria, where SPPV has 
re-emerged and ORFV is already endemic.

We also demonstrated that two outbreaks of PCPV infections in camels were misdiagnosed in Ethiopia, due 
to the confusion with CMLV infections, probably because of a better awareness of camelpox disease in the region, 
and the lack of an appropriate rapid differential diagnostic method.

Although, no case of misdiagnosis of skin infection in cattle was found in this study, it is expected that the pre-
sented assay can also help to elucidate poxviruses infections in cattle worldwide. For example, the differentiation 
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of LSDV from PCPV, CPXV and BPSV is becoming an urgent matter in the Middle East and Europe due to the 
recent entry of LSDV on these two continents12.

Finally, this tool will allow the rapid identification of zoonotic infections of humans by poxviruses, such as 
CPXV, ORF, CMLV and PCPV. The more rapid the diagnosis, the quicker an appropriate treatment can be applied.

Frequently, misdiagnoses of poxvirus infections are due to the absence of appropriate diagnostic techniques 
and in case specific tests are available, they mostly exist only in a single-plex format, requiring multiple testing 
until the causative pathogen is identified. In laboratories with limited resources, only assays targeting those patho-
gens of more significant economical and public health importance are made available, therefore, many of the pox-
virus infections may remain undetected, creating a bias in the estimation of disease prevalence in a specific area.

To address those challenges, several multiplex assays were recently developed for poxviruses21,40,41. However, 
compared the assay presented in this paper, the above-mentioned assays exhibit the limitation of being agarose 
gel based or the need of using probes, which results in additional time and costs. Moreover, the assays focused 
on a limited number of poxvirus species: (i)21 focused on variola, monkeypox, cowpox, and vaccinia viruses (all 
orthopoxviruses); (ii)41 targeted SPPV, GTPV and ORFV; while (iii)40 differentiated ORFV, PCPV and BPSV.

The field applications presented in this study show the usefulness of this assay in resolving differential disease 
diagnosis issues, by clearly demonstrating that two suspected camelpox outbreaks were actually PCPV infections 
of camels. Additionally, its potential as a dual or co- infection diagnosis tool was also established. These two 
advantages will be very useful for the discovery of unexpected hosts, when used for outbreak investigations and 
to discover potential reservoir hosts in wildlife.

Here we describe a novel multiplex real-time PCR approach for poxvirus detection and typing exploiting both 
GC content and fragment lengths combined with high resolution melting principle. The assay is reproducible, 
sensitive and specific and was able to simultaneously detect and classify eight poxviruses of public health and 
veterinary importance. Since this assay is cost-effective and easy to perform, we recommend it as a rapid screen-
ing and confirmatory tool for poxvirus infections during outbreak investigations, disease epidemiology studies, 
poxviral vaccine identity evaluations and wildlife screening. Since most of the poxviruses of this panel are classi-
fied as notifiable diseases by WHO and OIE, it is expected that this assay significantly contributes to pox disease 
management at both, the public health and veterinary level.

Materials and Methods
Viruses and nucleic acid extractions.  The poxviruses used in this study are listed in 
Supplementary Table S1. Pathological tissues suspensions (10% w/v) were prepared in sterile phosphate buffer 
saline (PBS). Each of the swab samples was re-suspended in 0.5 ml PBS. DNA was extracted from 200 μ​L of patho-
logical tissues suspensions, swab suspension or infected cell culture supernatant using DNeasy®​ Blood and Tissue 
kit (Qiagen, Germany) following the manufacturer’s instruction. The DNA was eluted in 100 μ​L of elution buffer 
and kept at −​20 °C until further analysis.

Targeted genes and Primers design.  The full genomes of eight representatives of each of the three poxvi-
rus genera were downloaded from GenBank (accession numbers are indicated in Fig. 1). This included: six CPXVs 
and two CMLVs viruses [Orthopoxviruses]; two GTPVs, three SPPVs and three LSDVs [Capripoxviruses]; three 
ORFVs, three PCPVs and two BPSVs [Parapoxviruses]. The members of each of the genera were aligned sepa-
rately to scan for potential intra-genus genotyping targets using MAFFT (http://mafft.cbrc.jp/alignment/server). 
The targets were selected to achieve the three following objectives: (1) produce PCR amplicons with similar size, 
but enough nucleotide differences to provide intra-genus genotyping within each of the three genera; (2) produce 
PCR amplicons of different sizes and overall GC content to provide enough separation between the melting 
regions of the three genera under consideration; (3) to provide after multiplexing a clear separation of the eight 
poxviruses included in the panel. The following genes were selected for the development of the current assay: the 
ssDNA-binding phosphoprotein gene (I3L) of orthopoxviruses, the RNA polymerase subunit gene (RPO147) 
of capripoxviruses, and the late transcription factor gene (VLTF3) of parapoxviruses. Primers were designed 
on the conserved regions flanking the nucleotide variations (Fig. 1) using Allele ID version 6 software (Premier 
Biosoft International, Palo Alto, CA, USA) and synthesized by Eurofins Genomics, Austria. The specificity of each 
primer sequence was checked by using the Basic Local Alignment Search Tool (blastn; http://blast.ncbi.nlm.nih.
gov./Blast.cgi). Accordingly, six non-modified or non-labelled primers were produced (Table 2). The total G +​ C 
content of the predicted PCR amplicons (Table 2) was calculated using BioEdit software package version 7.1.3.042.

Primers’ ID 5ʹ → 3ʹ sequence PCR product length (bp) Total G + C content (bp)

OPV-HRM-For TAGGACTAGCCGCGGTAACTT
56 21

OPV-HRM-Rev ACAAGATAGAAGCGATGGATACTT

CaPV-HRM-For TCCTGGCATTTTAAGTAATGGT
100 38

CaPV-HRM-Rev GTCAGATATAAACCCGGCAAGTG

PPV-HRM-For TCGAAGATCTTGTCCAGGAAG
112 57

PPV-HRM-Rev CCGAGAAGATCAACGAGGTC

Table 2.   List of the oligonucleotides used in this study. The names and sequences of the primers designed to 
amplify short fragments in the targeted virus genomes and the estimated PCR amplicon size and G +​ C content 
are presented.

http://mafft.cbrc.jp/alignment/server
http://blast.ncbi.nlm.nih.gov./Blast.cgi
http://blast.ncbi.nlm.nih.gov./Blast.cgi
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Positive control production.  Capripoxviruses (GTPV-Denizli, SPPV-Denizli and LSDV-Ismalia), 
orthopoxviruses (CMLV- Hadow/01/2012 and CPXV-72/93), and parapoxviruses (ORFV- DZ C-1, PCPV-
2200/12 and BPSV- Stamm M1) were used for the production of positive control plasmids (Table 3). Thus, for 
plasmid production the targeted full gene was amplified by PCR using the primers indicated in Table 4, for each 
representative of these eight poxviruses except for capripoxviruses, where only a partial sequence of the RPO147 
gene containing the PCR fragment was amplified. The purified PCR products were cloned into pGEM®-T Vector 
system (Promega) and the plasmids were sequenced commercially by LGC genomics, to confirm the presence of 
the correct target. The concentration of each plasmid was determined fluorometrically using Quant-iT PicoGreen 
dsDNA Assay Kit (Invitrogen) and a NanoDrop 3300 Fluorospectrometer (Thermo Scientific) and converted into 
copy numbers as previously described34.

PCR and Melting Curve Acquisition.  The PCR was set up in a 20 μ​L reaction volume, containing1x 
SsoFast™​ EvaGreen®​ Supermix (Bio-Rad), equal concentration (100 nM) of each of the forward and reverse 
primers, and two μ​L of sample DNA. PCR was performed in a CFX96 Touch Real-Time PCR Detection System 
(Bio-Rad Laboratories) with an initial denaturation step at 95 °C for 4 min, followed by 40 cycles of 95 °C for 1 sec, 
59 °C for 2 sec and 70 °C for 2 sec. The PCR product was then denatured at 95 °C (held for 30 sec), cooled to 65 °C 
(held for 60 sec), and melted from 65 °C to 85 °C with a 0.2 °C temperature increment every ten seconds with 
continuous data acquisition. The amplification plots and melting graphs were analysed using the CFX ManagerTM 
Software version 3.1 (Bio-Rad), and the corresponding curves displayed as negative first-derivative plots of flu-
orescence with respect to temperature. High-Resolution Melting (HRM) curve analysis was also used to analyze 
the data and melting profiles of the eight poxviruses using the Precision Melt AnalysisTM Software version 1.2 
(Bio-Rad). Normalized melt curves and difference in curves were acquired by analyzing the active melt region 
separately for each virus genus by designating the corresponding pre-and post-melt regions.

Limit of detection of the assay.  Each plasmid was serially 10-fold diluted until 102 viral copies were 
reached using Herring sperm DNA matrix (5 ng/mL) and kept at −​20 °C until further analysis. Linearity 
of the assay was conducted for each viral species to determine the efficiency and dynamic range of the assay. 
Subsequently, the analytical sensitivity of the assay was assessed by amplifying six different concentrations of each 
plasmid, corresponding to each of the eight poxviruses (100, 80, 60, 40, 20 and 10 viral copies). Thus, the lower 
limit of detection (LOD) was determined by testing the diluted plasmids in pentaplicate, separately, at different 
days, on three separate occasions. The data from each PCR run were recorded and subjected to probit regression 
analysis using the STATGRAPHICS Centurion XV Version 15.2.12 Software package (StatPoint Technologies, 
Warrenton, VA, USA).

Cross-platform compatibility test.  The cross-platform compatibility of this assay was evaluated using 
various real-time PCR instruments. Thus, using the same PCR mix and protocol as in the BioRad CFX96 instru-
ment, PCR and melting curve acquisition analysis was also conducted on the LightCycler®​ 480 Real-Time 

Genus Genotype Isolate name Host Origin

Orthopoxvirus
Cowpox virus CPXV 72/93 Cattle Austria

Camelpox virus CMLV Hadow/01/2012 Camel Ethiopia

Capripoxvirus

Goatpox virus GTPV Denizli Goat Turkey

Sheeppox virus SPPV Denizli Sheep Turkey

Lumpy skin disease virus LSDV Ismalia Cattle Egypt

Parapoxvirus

Orf virus ORFV- DZ C-1 Sheep Ethiopia

Pseudocowpox virus PCPV 2200/12 Human Austria

Bovine papular stomatitis virus BPSV- Stamm M1 Cattle Austria

Table 3.   Poxviruses used for the production of positive control plasmids. The poxvirus genotype, isolates’ 
names, host and origins are presented.

Primers’ ID 5ʹ → 3ʹ sequence PCR Product size (bp)

OPV-gp060f-For CGGATGTAAAGACAATGAATGG
1207

OPV-gp060f-Rev AAACGATTGACGTCCGAAAT

CaPV-RPO147f-For TCAATTAACTAGAATAAAGCAAGGAAA
1120

CaPV-RPO147f-Rev TCCTCTCCCCTCTGGATCTT

PaPV-VLTF3f-For TCGGCAGCACGTACTCGAT
855

PaPV-VLTF3f-Rev AGTGCTGGACCGCGAGAT

Table 4.   Primers used for production and verification of HRM control plasmids. The sequences of primers 
used for the amplification, cloning and sequencing of the full ssDNA-binding phosphoprotein gene (I3L) of 
orthopoxviruses, the partial RNA polymerase subunit gene (RPO147) of capripoxviruses, and the full late 
transcription factor gene (VLTF3) of parapoxviruses are presented with their estimated PCR product size are 
presented.
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PCR Systems (Roche), QuantStudio™​ 6 Flex Real-Time PCR System (Life Technologies), and Rotor-Gene Q 
Real-Time PCR Cycler (Qiagen).

Discriminating power of the test.  The specificity and the discriminating power of the method was tested 
using DNA extracted from clinical samples of pox disease suspected animals and infected cell culture suspensions 
of isolates collected from sheep, goats, cattle, camels, cats and humans, originating from different geographical 
regions (Supplementary Table S1). Additionally, the analytical specificity of the method was evaluated by testing 
non-poxviral DNA of contagious caprine pleuropneumonia (CCPP), cDNA from peste des petits ruminants virus 
(PPRV) and foot and mouth disease virus (FMDV) (Supplementary Table S2). Samples were blinded to the oper-
ator and each sample was tested in duplicate and every PCR run included a no-template control and the appro-
priate positive controls (CPXV, CMLV, GTPV, SPPV, LSDV, ORFV, PCPV or BPSV), depending on the history 
of the test sample. The accuracy of the assay results was confirmed using previously established methods: spe-
cies specific detection of CMLV targeting ATIP gene7,33, capripoxvirus genotyping methods34,35, species specific 
diagnostic PCR for ORFV31, and gene sequencing for CPXV9, PCPV43, and BPSV44. Based on a previous study, 
CCEV is most likely a subclade of PCPV which has adapted to camels as they are genetically closely related17. 
Our sequence analysis data showed all the isolates of CCEV in this study clustered closely with PCPV45, thus, we 
considered isolates of CCEV genotyped as PCPV.

One way ANOVA test was performed using STATGRAPHICS Centurion XV version 15.2.12 (Statpoint 
Technologies, Inc. Warrenton, Virginia) to determine whether the average Tm differences between the genotypes 
were significant. Additionally, box and whisker plots were constructed to illustrate the differences between the 
Tm of the eight different poxviruses.
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