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Abstract: This review provides an overview of the canine distemper virus (CDV), a highly infectious
pathogen causing severe disease in domestic dogs and wildlife. It shares genetic similarities with
the human measles virus (HMV) in humans and the rinderpest virus (RPV) in cattle. The origin
of CDV likely involves a mutation from human measles strains, possibly in the New World, with
subsequent transmission to dogs. CDV has been globally observed, with an increasing incidence in
various animal populations. Genomic mutations, especially in the H protein, contribute to its ability
to infect different hosts. Diagnosis by molecular techniques like RT-qPCR offers rapid and sensitive
detection when compared with serological tests. Genomic sequencing is vital for understanding CDV
evolution and designing effective control strategies. Overall, CDV poses a significant threat, and
genomic sequencing enhances our ability to manage and prevent its spread. Here, the epidemiology
of CDV principally in Mexico is reviewed.
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1. Introduction

Canine distemper virus (CDV) is responsible for a multisystemic disease commonly
known worldwide as canine distemper or distemper, also referred to as Carré’s disease.
The first scientific report on this disease was made by Antonio de Ulloa in 1735 in Ecuador
and Peru. He observed and described findings of encephalitis that produced neurological
signs, but without the aggression reported in dogs with rabies, and with the absence
of transmission through bites [1,2]. Henri Joseph Carré in 1905 was the first to identify
a filterable virus in the serous nasal discharges of dogs affected by canine distemper.
Furthermore, it was observed that after a filtration process, two or three drops could induce
the disease and cause death in susceptible dogs [3,4]. Subsequently, confirmation occurred
in 1926, by Dunkin and Laidlaw. CDV presents variable forms, usually manifesting as
spheres with a diameter ranging from 150 to 250 nm [5]. Its genome is a single-stranded non-
segmented negative-sense RNA, composed of 15,616 nucleotides encoding eight proteins,
of which six are structural and two are non-structural [6] (Figure 1). Belonging to the
Morbillivirus genus within the Paramyxoviridae family, CDV shares genetic connections
with other viruses capable of infecting both humans and animals [7]. These Morbilliviruses
that correlate human–animal diseases represent some of the most devastating “collective”
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diseases: human measles virus (HMV), rinderpest virus (RPV) in cattle (eradicated in 2011),
and CDV. These viruses share similar characteristics, such as their ability to be transmitted
directly and their high rates of morbidity and mortality in populations without previous
exposure, positioning them among the most infectious known viruses [8]. Now, zoonoses
are typically known for being transmitted from animals to humans. However, CDV is
unique because has mutated from initially affecting humans (measles) to now affecting
dogs (distemper), leading to severe, potentially deadly meningitis [7,8]. Although there are
no documented cases of CDV infecting humans, some researchers have linked the virus to
Paget’s disease, a bone disorder in humans [7]. This association has led to the suggestion
that CDV could potentially become a zoonotic threat, meaning it might be transmitted
from animals to humans under certain conditions. This review aims to compile crucial
information on the origins and mutations of CDV, detail diagnostic methods used by public
health personnel, and present important epidemiological data on CDV in Mexico. Also, it
holds significant value for the scientific community, particularly in developing countries
with environments similar to Mexico, where large populations of stray dogs often lack
adequate veterinary care. The challenge of preventing CDV is heightened in these regions,
as stray dogs can serve as reservoirs for the virus, posing a threat not only to household
dogs, including those that are vaccinated, but also to susceptible wildlife. The findings and
conclusions of this review could provide crucial insights and strategies for controlling the
disease in similar international contexts.
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Figure 1. Morphology and organization of the genome and proteins of the CDV virion particle. The
codified proteins of CDV are N: nucleocapsid, P: phosphoprotein, M: matrix protein, F: fusion protein,
H: hemagglutinin, L: large polymerase protein; P: a gene that encodes the C and V proteins. Image
created in Biorender (https://www.biorender.com).

2. Materials and Methods

To compile this review, we followed the protocol of the Preferred Reporting Items
for Systematic Reviews and Meta-Analyses (PRISMA) checklist (see Supplementary File),
accurately following its steps for identifying, analyzing, selecting, and incorporating perti-
nent literature [9] (Figure 2). The search was carried out using academic search engines
and databases including PubMed, Google Scholar, Google Books, and SciELO (Scientific
Electronic Library Online). The search criteria used were in both English and Spanish, uti-
lizing a careful set of keywords including “canine distemper”, “genotypification”, “PCR”,
“zoonosis”, “México”, “animal”, “detection”, “virus”, epidemiology”, and “diagnosis”.

https://www.biorender.com
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The search parameters were not restricted by publication year, encompassing literature
dating back to the 20th century and extending up to December 2023.
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each database or register searched. ** Records excluded by a human; no automation tool was used.

3. Results Overview: Insights into Canine Distemper Virus
3.1. Hypothesis on CDV’s Origin

The human measles virus (MV), which affects both humans and non-human primates,
exhibits a close affinity with CDV; besides belonging to the Paramyxoviridae family, they
share the characteristic of being enveloped viruses with single-stranded negative-sense
RNA and non-segmented genomes [10]. Notable similarities in nucleotide and amino acid
sequences between these two viruses result in significant levels of functional and structural
conservation. Therefore, CDV has been used as an effective model to understand the
measles pathogenesis [11]. Measles infection is generally self-limiting in humans, and the
occurrence of central neurological signs is rare. However, CDV infection in dogs leads to a
more severe pathology. Affected dogs often develop complications in the central nervous
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system, and the mortality rate, depending on the strain, can be very high, varying at be-
tween 50 and 90% [12–14]. It is essential to highlight that, although CDV generates a similar
pathogenesis in different hosts, the severity of the disease varies, and it can be entirely lethal
in highly susceptible species, such as ferrets and various wild carnivores [15]. Clinical signs
in the acute phase of both infections are comparable and include fever, a distinctive skin
rash, diarrhea, nasal discharge, conjunctivitis, and generalized immunosuppression. These
symptoms reproduce the clinical spectrum observed in patients affected by the measles
virus [16]. Researchers investigating canine distemper in the 19th and early 20th centuries
supported the hypothesis that CDV originated through humans, based on the similarities
between both diseases. In summary, the existence of a zoonosis was proposed in which
humans transmitted the infection to dogs. In fact, in the early stages, the treatment for
dogs infected with CDV involved the injection of human blood, as antibodies generated
by measles could protect against CDV. Additionally, studies by Uhl et al. [8] support the
idea that CDV emerged in the New World. This is based on their analysis of contemporary
virus sequence data, showing the adaptation of European measles strains to dogs. Factors
such as genetic interchangeability, the number of amino acids, nucleotide and amino acid
sequences, as well as antigenic epitopes present in HMV, CDV, and RPV Morbilliviruses
demonstrate a high degree of conservation. According to phylogenetic reconstructions,
HMV, CDV, and RPV Morbilliviruses are suggested to share a unique common ancestor [17].
This is demonstrated in the Bayesian phylogenetic reconstruction, where the Morbillivirus
group is clearly defined and shares a common ancestor denominated as morbilli-related
viruses (UMRVs) [18].

These three Morbilliviruses are notable for their ability to transmit directly (Figure 3)
and the characteristic of using the same cellular receptors.
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Figure 3. CDV infection cycle. Different modes of transmission of RPV, HMV, and CDV viruses
between species. Image created in Biorender (https://www.biorender.com).

Current diagnostic methods involve serological, molecular, transmission electron mi-
croscopy (TEM), and sequencing tests, while in the past, they were primarily differentiated
based on the infected host. Numerous Morbillivirus epidemics have been described in both
humans and animals. Among them are measles (around 900 AD) and rinderpest (around
376 BC), first reported in regions of Europe, Asia, and the Middle East. In contrast, the first
description of CDV was recorded much later, specifically in 1748 AD, in South America, by
the scientist Antonio de Ulloa. For this reason, it has been established that HMV reached
the Americas in the 15th century with European colonizers, mutated, and caused the first

https://www.biorender.com
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cases of CDV. After the initial report of CDV, various epidemics occurred in Europe. It
has been described that the virus reached Europe in 1760, with its specific introduction in
Spain. A notable event was the 1763 epidemic in Madrid, during which 900 dogs died in a
single day. In 1764, the disease was diagnosed in Great Britain and Italy, and in Russia in
1770. In summary, there is a possibility that CDV could have originated in South America
through a mutation of HMV and infected dogs, who then brought it to Europe [1,2,19]. It
is important to note the lack of paleopathological and historical evidence supporting the
presence of CDV in the New World before the arrival of Europeans. A thorough analysis
of 2335 dog teeth from a collection of pre-Columbian skeletons in America revealed no
characteristic lesions of CDV infection, suggesting that the virus was not present in the
New World before the arrival of Europeans [12].

3.2. Epidemiology of CDV in Mexico

Since the 1980s, an increase in the incidence of CDV has been observed in various
regions such as the United Kingdom, Australia, Switzerland, and New Zealand, accom-
panied by a rise in vaccine failures [20]. Although initially described as the causal agent
of an infectious disease in domestic dogs, CDV is now recognized more as a pathogen
affecting a wide variety of carnivores. Numerous outbreaks of CDV have been recorded in
various wildlife species, highlighting the lack of knowledge about CDV susceptibility in
these emerging contexts [6]. Epizootics caused by CDV in wild animals are a serious global
issue. For instance, the discovery in 1994 of a large number of dead lions in the Serengeti
National Park in Tanzania was attributed to a CDV infection. In California, the island
fox population has declined due to CDV epidemics. Cases of CDV have been observed
in various wild animals from different regions in Japan. Additionally, CDV infections
have been documented in rhesus monkeys in China, and they were noted in macaques
in Japan in 2008 [21,22]. CDV infections have been detected in all terrestrial carnivore
families, including Canidae, Felidae, Mustelidae, Ursidae, Viverridae, Hyaenidae, and
Procyonidae [23].

CDV is a serious disease for carnivores and other mammals, with limited studies
in wildlife. In 1999, the population of island foxes (Urocyon littoralis catalinae) on Santa
Catalina Island, California, decreased by approximately 95% in their eastern range. This
reduction was attributed to a co-infection of canine distemper virus (CDV) and toxoplas-
mosis. It was found that the CDV was related to that of continental raccoons. Serological
evidence indicated a higher exposure to CDV in foxes during 1999–2000 compared to 1998,
suggesting that CDV was the main cause of the decline [24]. Rodríguez-Cabo-Mercado
et al. investigated a CDV outbreak in a community of common raccoons and white-nosed
coatis, finding an index case in a raccoon. Techniques such as seroneutralization, RT-PCR,
and immunofluorescence were used for diagnosis and analysis. The prevalence of CDV
was 19.6% in coatis and 25.3% in raccoons, with significant differences in the immune
response between the two species. A new CDV sequence was identified, similar to Asian
and European lineages, and an endemic state of CDV was observed with different dynamics
between the studied species [25].

Although Gamiz et al. [26] argue that canine distemper is one of the main viral
diseases affecting dogs in Mexico, the number of epidemiological studies in the country is
insufficient. Few investigations have been carried out by university institutes in various
regions such as Jalisco, Estado de México, Nuevo León, and Coahuila. Some notable studies
include González-Vallejo’s [27] research in Monterrey, which, using molecular techniques,
reported a 71% prevalence of CDV in dogs with a canine respiratory complex. Additionally,
García-Vidaña [28] found a prevalence of 23.3% in a small population in Coahuila. In 2018,
a retrospective study at the Autonomous University of Baja California revealed an overall
prevalence of 1.8% of sick dogs between 2015 and 2017. In Mexicali, a substantial increase in
CDV prevalence was identified between 2015 (0.2%) and 2016 (3.8%), with a 19-fold higher
probability of diagnosis in the latter year. In 2017, veterinary clinics reported an increase
in patients diagnosed with canine distemper [29]. Finally, Rebollar-Zamorano et al. [14]
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conducted an epidemiological study in the state of Hidalgo, determining a prevalence rate
of 9 cases per 1000 sick dogs treated at the investigated veterinary hospital. In Chihuahua,
a study was conducted in an urban transition area in Janos, revealing that a total of 62% of
domestic dogs showed antibodies against CDV, especially in free-roaming domestic dogs;
they also found seropositivity in a red lynx (Lynx rufus) [30].

3.3. Genomic Mutations of CDV

According to Zhao et al. [15], the nature of the CDV genome leads to high mutation
rates, generating extensive genetic diversity in this virus. The H protein plays a crucial
role in determining cellular tropism and the host range by interacting with the SLAM
receptor present in lymphoid tissues [31]. It is noteworthy that the H gene exhibits the
greatest variability in the Morbillivirus genome. In its amino acid sequence, divergence
values of 8% are observed between field isolates and up to 11% compared to vaccine
strains [32]. The high genetic heterogeneity of hemagglutinin has allowed for studies of
genetic and phylogenetic analysis, including the description of the global distribution of
CDV genotypes. This has led to the classification of surrounding strains into 17 different
lineages [6]. It is important to highlight that some mutations in this protein are responsible
for allowing the virus to expand its infection range, facilitating its ability to infect various
hosts. The molecular analysis of CDV strains has suggested that amino acid residues
530 and 549 in the hemagglutinin (H) protein are associated with host specificity [33].
Substitutions at these two key positions are related to cross-species transmission, based on
the specificity of glycosylated H protein, which is involved in receptor binding and is much
more variable than other CDV proteins. This makes it an appropriate gene for investigating
the genetic diversity of the virus [34]. In previous studies, it was found that when the canine
strain of CDV was passed in ferrets (Mustela putorius), the H protein acquired a mutation
leading to the substitution of tyrosine with histidine at amino acid position 549. CDV
with histidine at residue 549 was highly virulent for raccoons compared to strains lacking
this substitution [33]. Sequence analysis of the hemagglutinin gene and comparison with
wild-type CDV from different species in the same geographical areas identified two non-
synonymous single-nucleotide polymorphisms in 10 CDV strains, leading to amino acid
changes at positions 542 (isoleucine to asparagine) and 549 (tyrosine to histidine) of the H
protein coding sequence. The change at residue 542 generated a potential new glycosylation
site. This masking of antigenic epitopes by sugar residues could represent a mechanism for
evading neutralizing antibodies and reduced protection through vaccination [33].

3.4. Advances in the Diagnosis of CDV

The clinical diagnosis of CDV often poses challenges for veterinarians due to the
wide range of clinical signs, due to their similarity to those caused by other viral agents
such as canine parvovirus, canine parainfluenza virus, canine adenovirus type 2, or canine
coronavirus [35]. For this reason, various diagnostic methodologies have been developed,
including serological and molecular techniques. Clinical diagnosis relies on the history and
clinical signs of animals, which generally indicate multisystem involvement. The virus has
been found persistently in different tissues, such as the external lining of affected areas like
footpads, urothelium, and the uvea.

One challenge in diagnosis is that signs and symptoms of the disease are not very evi-
dent in the early stages, especially in wildlife. Consequently, accurate and rapid diagnosis
is essential for effective disease management and control [36]. Virus isolation is the gold
standard for diagnosing viral diseases. However, with CDV, there is a reported low success
rate in viral isolation due to its high sensitivity to light and temperature. Additionally, virus
titration, specific cell lines, and dedicated facilities are often required [37,38]. Serological
antibody detection tests are considered reference tests as they quantitatively reveal the
types of antibodies present [39]. It is important to note that dogs develop lifelong protec-
tion against canine distemper virus by producing high levels of neutralizing antibodies
(1:100) after infection, peaking in 2 to 3 weeks. An antibody titer of 1:32 is considered a
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threshold indicator of protection against CDV infection, although some studies have found
protective titers in the range of 1:80 to 1:160. Lastly, a more than fourfold increase in IgG
titer within 14 days suggests infection, even in recently vaccinated animals [36,40]. The
gold standard for these tests is viral neutralization (VNT), but it requires a considerable
amount of time and conventional virology skills, as well as handling live viruses. This
makes other immunoassays like the enzyme-linked immunosorbent assay (ELISA) and
immunofluorescence (IF) preferable [41]. ELISA tests rely on the detection of antibod-
ies using monoclonal antibodies and chromatographic analysis. Qualitative samples of
antibodies can be obtained from various secretions, such as conjunctival, nasal, saliva,
urine, serum, or plasma [42]. ELISA is widely used to detect IgM and IgG antibodies up
to three months after infection in both dogs and other hosts. This test provides specificity
and sensitivity as consistent as the VNT [36]. For example, one study reported that the
accuracy of CDV ELISA tests equates to a 94.0% sensitivity and 91.8% specificity [43].
Immunofluorescence is based on demonstrating antigens in conjunctival, vaginal, and
nasal swabs, tracheobronchial washes, and urine sediment using polyclonal or monoclonal
antibodies [32,44]. Although external mucosae offer a straightforward and highly cellular
sampling, the sensitivity of the test at this site is around 80%.

On the other hand, immunohistochemistry is a technique based on staining fixed tissues
embedded in paraffin. These assays are used to detect inclusion antigens or antibodies in
bronchial cells, lymph nodes, the urinary bladder, or nervous system tissues. It is essential to
note that they provide reliable results only when marked viremia is recorded [45]. Molecular
assays offer sensitive and specific detection in both ante- and post-mortem samples.

Unlike serological tests, these assays are based on sequencing and amplifying CDV
nucleic acids for diagnosis. These techniques amplify genomic regions conserved among
phylogenetically close viruses to CDV, ensuring the reliability of the results. The reverse
transcription combined with polymerase chain reaction (RT-PCR) molecular technique
provides highly accurate results by identifying the presence of viral RNA in infected cells.
This technique involves the reverse transcription of RNA to generate complementary
DNA, allowing subsequent amplification of specific fragments using primers targeted at
genes used for sequencing (Table 1). RT-PCR stands out for its sensitivity, specificity, and
speed, making it an effective option for early virus detection [46,47]. It is most specific
and sensitive in detecting CDV in whole blood, serum, and cerebrospinal fluid [36,48]. In
contrast, nested PCR shows superior sensitivity in diagnosing CDV in clinical samples of
urine, blood, and saliva compared to RT-PCR and immunofluorescence assays [49]. Finally,
real-time reverse transcription polymerase chain reaction (RT-qPCR) using a TaqMan
probe based on CDV-N and P genes is highly sensitive and specific compared to other
tests [36]. Sequencing genomic fragments of CDV after amplification by PCR is essential
to provide detailed information about its genetic composition. This allows for precise
identification and complete characterization of the virus, including revealing specific
nucleotide sequences and genetic variations present. Another sequence-based genomic
technique is next-generation sequencing (NGS), which is also called metagenomics. This
is a cutting-edge technology that enables the comprehensive sequencing of genomes in a
sample. Important viral metagenomics studies have been performed on wild and domestic
canids, increased our understanding of the viromes [50–52]. Recently, NGS proved to be
a significant tool for the rapid genomic characterization of CDV strains during a likely
widespread epizootic event among foxes in Hungary in 2021. NGS demonstrated its ability
to obtain 19 complete genomes of CDV strains quickly and with high precision, showcasing
its great potential for monitoring pathogens in wildlife, including CDV [53].

These molecular approaches are crucial not only for epidemiological and phylogenetic
studies but also for monitoring the virus’s evolution, identifying relevant mutations, and
understanding the genetic relationships between different strains. The information obtained
contributes to our understanding of the genetic diversity of CDV and classifying lineages,
supporting the design of more effective control and prevention strategies, as well as
the development of vaccines adapted to circulating virus genetic variants. In summary,
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genomic sequencing is an essential tool to advance the management and understanding of
CDV infection. Table 1 shows the main diagnostic methods used for the detection of CDV,
as well as the detection target and some important notes on the diagnostic test.

Another important technique with a significant impact on veterinary pathology is
transmission electron microscopy (TEM). TEM is a high-resolution imaging method essen-
tial for confirming morphological similarities within a group due to its ability to provide
detailed images of cellular and molecular structures at the nanometer scale [54]. In the case
of CDV, TEM has been widely used to understand the disease’s pathology. For example,
it has been employed to visualize virus particles and cellular damage in captive raccoons
(Procyon lotor) [55], and to investigate the cell tropism of CDV in an ex vivo model of
pulmonary infection in dogs [56].

Table 1. Common diagnostic methods used for the detection of CDV.

Diagnostic Method Detection Method Type of Diagnostic
Method Target Notes on the Test Reference

MDCK, MV1 Lu,
cells Vero-SLAM

B95a
Virus isolation Cell culture Virus Gold-standard test, but

currently infrequently used [57]

Direct ELISA Antigen detection Serological CDV antigen Detects antigen in serum [58]

Sandwich ELISA Antigen detection Serological Protein H antigen
High specificity
Detection and
quantification

[59]

Protein F antigen
Efficient in field application

with fecal and serum
samples

[60]

Sandwich dot ELISA Antigen detection Serological Virus
Rapid test, used in

epidemiological
surveillance

[61]

LFA Antigen detection Serological Protein F antigen Rapid test [62]

Immunofluorescence
Detection of

fluorescently labeled
antibodies

Immunofluorescence Protein F/H antigen

Laborious test, a
fluorescence microscope is

needed, highly sensitive
and specific

[40]

RT-PCR RNA detection Genomic Gen N Standard laboratory test,
currently the most used [63]

One-step nested
RT-PCR Antigen detection Genomic Gen N

100 times greater sensitivity
than RT-PCR and nested

PCR
[38]

Double-step real-time
RT-PCR RNA detection Genomic Gen N

Highly sensitive and
specific

Quantify the viral load in
clinical samples

[7]

One-step real-time
RT-PCR RNA detection Genomic Gen N

Allows the study of viral
replication and the kinetics

of the viral load of viral
RNA in infection

[64]

RT-LAMP assay RNA detection Genomic Gen H
100 times more sensitive

than RT-PCR
Only 1 h of reaction

[65]

RT-qPCR RNA detection Genomic Protein M gene and
MF intergenic region

Uses the TaqMan probe
based on the CDV-N and P

genes and is highly
sensitive and specific

compared to other tests

[66]
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Table 1. Cont.

Diagnostic Method Detection Method Type of Diagnostic
Method Target Notes on the Test Reference

RT-PCR-RFLP RNA detection plus
restriction enzymes Genomic

N gene amplification
plus BamHI

Restriction enzyme
(RE) digestion

Gen N
amplification plus
enzyme digestion

using MspI

It results in a different
number of fragments in

both strains
[67]

ELISA
Detection of specific
antibodies against

the virus
Serological Antibody IgG Detect within 6 days of

infection [68]

Dot blot assay
Detection of specific
antibodies against

the virus
Serological N protein-specific

IgM Detect recent infections [69]

Capture sandwich
ELISA

Detection of specific
antibodies against

the virus
Serological

N protein-specific
IgG and IgM

antibody

No cross-reactivity with
other morbilliviruses [70]

Abbreviations: BamHI: Bacillus amyloliquefaciens HI restriction enzyme. IgG: Immunoglobulin G type. IgM: Im-
munoglobulin M type. LFA: Lateral flow assays. MDCK: Madin–Darby canine kidney. MspI: Isoschizomer of HpaII
restriction enzyme. MV1 Lu: Mink lung epithelial cell line. qPCR: Quantitative polymerase chain reaction. RT-LAMP:
Reverse transcription loop-mediated isothermal amplification. RT-PCR-RFLP: Reverse transcription polymerase
chain reaction restriction fragment length polymorphism. RT-PCR: Reverse transcription polymerase chain reaction.
Vero-SLAM: Cells from kidney of an African green monkey encoding the human signaling lymphocytic activation
molecule (SLAM).

4. Conclusions and Future Perspectives

CDV causes a multisystemic disease in domestic dogs and wild carnivores, with high
morbidity and mortality. This virus shares genetic similarities with the human measles
virus (HMV). Historical hypotheses suggest a mutation from European strains of human
measles to dogs in the New World. Globally, there is an observed increase in CDV incidence
in both dogs and wildlife. Genomic mutations of CDV, especially in the H protein, generate
genetic diversity, influencing its ability to infect various hosts. Diagnosis poses a challenge
for veterinarians due to difficulties in detecting antibodies through serological tests and
identifying the virus through molecular methods. However, RT-qPCR stands out for its
sensitivity and speed in viral RNA detection. Finally, genomic sequencing plays a crucial
role in understanding the evolution of CDV and developing effective control strategies.
This technique provides crucial details that help us to understand the genetic diversity of
CDV and enhance infection management. Thanks to the information obtained through
genomic sequencing, more precise and tailored approaches can be developed to prevent
and control the spread of this disease.

Supplementary Materials: The following supporting information can be downloaded at https://www.
mdpi.com/article/10.3390/life14081002/s1, PRISMA checklist.

Author Contributions: Conceptualization, C.A.R.-A., J.A.G.-H., E.d.J.d.L.-S. and S.V.L.-T.; method-
ology, A.R.-M., J.A.G.-H., J.R.A.-G. and S.V.L.-T.; software, A.R.-M.; validation, J.A.G.-H., C.A.R.-A.
and L.M.H.-T.; formal analysis, A.R.-M., J.A.G.-H., C.A.R.-A. and L.M.H.-T.; investigation, A.R.-M.;
resources, J.A.G.-H., E.d.J.d.L.-S. and L.M.H.-T.; data curation, A.R.-M.; writing—original draft prepa-
ration, A.R.-M., J.A.G.-H., C.A.R.-A. and J.R.A.-G.; writing—review and editing, J.R.A.-G., L.M.H.-T.
and J.A.G.-H.; visualization, J.R.A.-G., L.M.H.-T. and J.A.G.-H.; supervision, J.A.G.-H.; project admin-
istration, J.A.G.-H.; funding acquisition, J.A.G.-H., E.d.J.d.L.-S. and L.M.H.-T. All authors have read
and agreed to the published version of the manuscript.

https://www.mdpi.com/article/10.3390/life14081002/s1
https://www.mdpi.com/article/10.3390/life14081002/s1


Life 2024, 14, 1002 10 of 12

Funding: This study was supported by postdoctoral and doctoral scholarships from the Consejo
Nacional de Humanidades, Ciencias y Tecnologías (CONAHCYT) of Mexico (Stephanie Viridiana
Laredo-Tiscareño scholarships, Nos. 740742, 769056, and 842817); grants from the Programa para
el Desarrollo Profesional Docente, para el Tipo Superior (Nos. UACJ-PTC-399 and UACJ-PTC-267)
and the Programa RIPI2019ICB45; a grant of the project CONAHCYT CIENCIA DE FRONTERA
2023 (No. 419-24-23); a grant of the Proyectos de Investigación con Impacto Social (PIISO) UACJ (No.
397-24-01); and a grant of the project of the Department for Environment Food and Rural Affairs
(DEFRA), Scottish Government and Welsh Government (No. SV3045). Finally, A.R.-M. thanks the
Sistema Nacional de Posgrados CONAHCYT for funding the entry into the Master’s program in
Animal Science at ICB-UACJ, as well as its support to successfully complete this systematic review.

Data Availability Statement: Not applicable.

Acknowledgments: We thank Rodolfo Gonzalez-Peña for his assistance in searching for information
and designing the PRISMA diagram.

Conflicts of Interest: The authors declare no conflicts of interest.

References
1. Blancou, J. Dog distemper: Imported into Europe from South America? Hist. Med. Vet. 2004, 29, 35–41. [PubMed]
2. Calzada Nova, L.A.; Vázquez Manríquez, L. Origen e historia del Moquillo canino. Vanguard. Vet. 2020, 98, 22–26.
3. Carré, H. Sur la maladie des jeunes chiens. C. R. Acad. Sci. 1905, 140 (689–690), 1489–1491.
4. Bolio González, M.E.; Rodríguez Vivas, R.I.; Rosado Aguilar, J.A.; Gutiérrez Ruiz, E.J.; Gutiérrez Calzada Nova, L.A.; Vázquez

Manríquez, L. Distemper canino, infección viral multisistémica, que produce síndromes clínicos neurológicos: Una revisión
actualizada. Vanguard. Vet. 2020, 102, 6–12.

5. Zipperle, L.; Langedijk, J.P.; Orvell, C.; Vandevelde, M.; Zurbriggen, A.; Plattet, P. Identification of key residues in virulent canine
distemper virus hemagglutinin that control CD150/SLAM-binding activity. J. Virol. 2010, 84, 9618–9624. [CrossRef] [PubMed]

6. Loots, A.K.; Mitchell, E.; Dalton, D.L.; Kotzé, A.; Venter, E.H. Advances in canine distemper virus pathogenesis research: A
wildlife perspective. J. Gen. Virol. 2017, 98, 311–321. [CrossRef] [PubMed]

7. Duque-Valencia, J.; Sarute, N.; Olarte-Castillo, X.A.; Ruíz-Sáenz, J. Evolution and Interspecies Transmission of Canine Distemper
Virus—An Outlook of the Diverse Evolutionary Landscapes of a Multi-Host Virus. Viruses 2019, 11, 582. [CrossRef] [PubMed]

8. Uhl, E.W.; Thomas, R. Uncovering tales of transmission: An integrated palaeopathological perspective on the evolution of shared
human and animal pathogens. In Palaeopathology and Evolutionary Medicine: An Integrated Approach; Plomp, K.A., Roberts, C.A.,
Elton, S., Bentley, G.R., Eds.; Oxford Academic: Oxford, UK, 2022; pp. 317–349.

9. Page, M.J.; McKenzie, J.E.; Bossuyt, P.M.; Boutron, I.; Hoffmann, T.C.; Mulrow, C.D.; Shamseer, L.; Tetzlaff, J.M.; Akl, E.A.;
Brennan, S.E.; et al. The PRISMA 2020 statement: An updated guideline for reporting systematic reviews. BMJ 2021, 372, n71.
[CrossRef] [PubMed]

10. Rima, B.; Balkema-Buschmann, A.; Dundon, W.G.; Duprex, P.; Easton, A.; Fouchier, R.; Kurath, G.; Cordero, R.; Lee, B.; Rota, P.;
et al. Perfil taxonómico del virus ICTV: Paramyxoviridae. J. Gen. Virol. Rev. 2019, 100, 1593–1594. [CrossRef]

11. Da Fontoura Budaszewski, R.; von Messling, V. Morbillivirus Experimental Animal Models: Measles Virus Pathogenesis Insights
from Canine Distemper Virus. Viruses 2016, 8, 274. [CrossRef]

12. Uhl, E.W.; Kelderhouse, C.; Buikstra, J.; Blick, J.P.; Bolon, B.; Hogan, R.J. New world origin of canine distemper: Interdisciplinary
insights. Int. J. Paleopathol. 2019, 24, 266–278. [CrossRef]

13. Wilkes, R.P. Canine distemper virus in endangered species: Species jump, clinical variations, and vaccination. Pathogens 2022, 12, 57.
[CrossRef]

14. Rebollar-Zamorano, M.; Morales-Ubaldo, A.L.; González-Alamilla, E.N.; Ángeles-Rodríguez, A.; Valladares-Carranza, B.;
Velásquez-Ordoñez, V.; Rivero-Pérez, N.; Zaragoza-Bastida, A. Análisis epidemiológico retrospectivo de Distemper Canino en la
ciudad de Pachuca de Soto, Estado de Hidalgo. J. Selva Andin. Anim. Sci. 2020, 7, 40–46. [CrossRef]

15. Zhao, J.; Shi, N.; Sun, Y.; Martella, V.; Nikolin, V.; Zhu, C.; Zhang, H.; Hu, B.; Bai, X.; Yan, X. Pathogenesis of canine distemper
virus in experimentally infected raccon dogs, foxes, and minks. J. Antiv Res. 2015, 122, 1–11. [CrossRef]

16. Pillet, S.; Svitek, N.; Von Messling, V. Ferrets as a model for morbillivirus pathogenesis, complications, and vaccines. Measles
Pathog. Control 2009, 330, 73–87.

17. de Vries, R.D.; Ludlow, M.; Verburgh, R.J.; van Amerongen, G.; Yüksel, S.; Nguyen, D.T.; McQuaid, S.; Osterhaus, A.D.M.E.;
Duprex, W.P.; de Swart, R.L. Measles vaccination of nonhuman primates provides partial protection against infection with canine
distemper virus. J. Virol. 2014, 88, 4423–4433. [CrossRef] [PubMed]

18. Nambulli, S.; Sharp, C.R.; Acciardo, A.S.; Drexler, J.F.; Duprex, W.P. Mapping the evolutionary trajectories of morbilliviruses:
What, where and whither. Curr. Opin. Virol. 2016, 16, 95–105. [CrossRef] [PubMed]

19. Quintero-Gil, C.; Rendon-Marin, S.; Martinez-Gutierrez, M.; Ruiz-Saenz, J. Origin of canine distemper virus. Consolidating
evidence to understand potential zoonoses. Front. Microbiol. 2019, 10, 1–5. [CrossRef]

https://www.ncbi.nlm.nih.gov/pubmed/15376360
https://doi.org/10.1128/JVI.01077-10
https://www.ncbi.nlm.nih.gov/pubmed/20631152
https://doi.org/10.1099/jgv.0.000666
https://www.ncbi.nlm.nih.gov/pubmed/27902345
https://doi.org/10.3390/v11070582
https://www.ncbi.nlm.nih.gov/pubmed/31247987
https://doi.org/10.1136/bmj.n71
https://www.ncbi.nlm.nih.gov/pubmed/33782057
https://doi.org/10.1099/jgv.0.001328
https://doi.org/10.3390/v8100274
https://doi.org/10.1016/j.ijpp.2018.12.007
https://doi.org/10.3390/pathogens12010057
https://doi.org/10.36610/j.jsaas.2020.070100040
https://doi.org/10.1016/j.antiviral.2015.07.007
https://doi.org/10.1128/JVI.03676-13
https://www.ncbi.nlm.nih.gov/pubmed/24501402
https://doi.org/10.1016/j.coviro.2016.01.019
https://www.ncbi.nlm.nih.gov/pubmed/26921570
https://doi.org/10.3389/fmicb.2019.01982


Life 2024, 14, 1002 11 of 12

20. Padilla, J. Signologia Clínica de la Enfermedad de Carré. In Memoria Foro sobre Enfermedad de Carré; Unidad de Congreso del
Centro Medico Nacional: Ciudad de México, México, 1987; pp. 6–8.

21. Roelke-Parker, M.E.; Munson, L.; Packer, C.; Kock, R.; Cleaveland, S.; Carpenter, M.; O’Brien, S.J.; Pospischil, A.; Hofmann-
Lehmann, R.; Lutz, H.; et al. A canine distemper virus epidemic in Serengeti lions (Panthera leo). Nature 1996, 379, 441–445.
[CrossRef]

22. Kameo, Y.; Nagao, Y.; Nishio, Y.; Shimoda, H.; Nakano, H.; Suzuki, K.; Une, Y.; Sato, H.; Shimojima, M.; Maeda, K. Epizootic
canine distemper virus infection among wild mammals. Vet. Microbiol. 2012, 154, 222–229. [CrossRef]

23. Anis, E.; Needle, D.B.; Stevens, B.; Yan, L.; Wilkes, R.P. Genetic characteristics of canine distemper viruses circulating in wildlife
in the United States. J. Zoo Wildl. Med. 2020, 50, 790–797. [CrossRef] [PubMed]

24. Timm, S.F.; Munson, L.; Summers, B.A.; Terio, K.A.; Dubovi, E.J.; Rupprecht, C.E.; Kapil, S.; Garcelon, D.K. A suspected canine
distemper epidemic as the cause of a catastrophic decline in Santa Catalina island foxes (Urocyon littoralis catalinae). J. Wildl. Dis.
2009, 45, 333–343. [CrossRef] [PubMed]

25. Rodríguez-Cabo-Mercado, R.; Martínez-Hernández, F.; Aréchiga-Ceballos, N.; López-Díaz, O.; Muñoz-García, C.I.; Aguilar-Setién,
A.; Villalobos, G.; Villanueva-García, C.; Verdugo-Rodríguez, A.; Iturbe-Ramírez, R.; et al. Canine distemper in neotropical
procyonids: Molecular evidence, humoral immune response and epidemiology. Virus Res. 2020, 290, 198164. [CrossRef] [PubMed]

26. Gámiz-Mejía, C.E.; Simón-Martínez, J.; Fajardo-Muñoz, R.C. Identification of new genovariants of canine distemper virus in dogs
from the State of Mexico by analyzing the nucleocapsid gene. Arch. Med. Vet. 2012, 44, 53–58. [CrossRef]

27. González Vallejo, M.V. Detección Molecular de Virus Asociados con el Complejo Respiratorio Canino en Perros del Área Metropolitana
de Monterrey. Doctoral Dissertation, Universidad Autónoma de Nuevo León, San Nicolás de los Garza, Mexico, 2014.

28. Garcia Vidaña, V.J. Diagnóstico de Distemper Canino por Medio de Prueba Rápida Para Detección de Antígeno en Perros. 2016.
Available online: https://repositorio.uaaan.mx/handle/123456789/8015 (accessed on 26 June 2024).

29. Martinez, J.S.; Arvizu, R.A.; Soriano, V.E.; Fajardo, R. Identification of a genetic variant of canine distemper virus from clinical
cases in two vaccinated dog in México. Vet. J. 2018, 175, 423–426. [CrossRef] [PubMed]

30. Almuna, R.; López-Pérez, A.M.; Sarmiento, R.E.; Suzán, G. Drivers of canine distemper virus exposure in dogs at a wildlife
interface in Janos, Mexico. Vet. Rec. Open 2021, 8, e7. [CrossRef] [PubMed]

31. Tatsuo, H.; Yanagi, Y. El SLAM del receptor de morbillivirus (CD150). Microbiol. Inmunol 2002, 46, 135–142. [CrossRef] [PubMed]
32. Martella, V.; Cirone, F.; Elia, G.; Lorusso, E.; Decaro, N.; Campolo, M.; Desario, C.; Lucente, M.S.; Bellacicco, A.L.; Blixenkrone-

Moller, M.; et al. Heterogeneity within the hemagglutinin genes of canine distemper virus (CDV) strains detected in Italy. Vet.
Microbiol. 2006, 116, 301–309. [CrossRef]

33. Zhao, J.; Zhang, H.; Bai, X.; Martella, V.; Hu, B.; Sun, Y.; Zhu, C.; Zhang, L.; Liu, H.; Xu, S.; et al. Emergence of canine
distemper virus strains with two amino acid substitutions in the haemagglutinin protein, detected from vaccinated carnivores in
North-Eastern China in 2012–2013. Vet. J. 2014, 200, 191–194. [CrossRef]

34. Zhao, J.-J.; Yan, X.-J.; Chai, X.-L.; Martella, V.; Luo, G.-L.; Zhang, H.-L.; Gao, H.; Liu, Y.-X.; Bai, X.; Zhang, L.; et al. Phylogenetic
analysis of the haemagglutinin gene of canine distemper virus strains detected from breeding foxes, raccoon dogs and minks in
China. Vet. Microbiol. 2010, 140, 34–42. [CrossRef]

35. Demeter, Z.; Lakatos, B.; Palade, E.A.; Kozma, T.; Forgách, P.; Rusvai, M. Genetic diversity of Hungarian canine distemper virus
strains. Vet. Microbiol. 2007, 122, 258–269. [CrossRef] [PubMed]

36. Karki, M.; Rajak, K.K.; Singh, P.; Fayaz, A.; Kiran Yadav, A.K.; Bhatt, M.; Rai, V.; Einstein, C.; Singh, R.P. Optimization of
competitive lateral flow assay for detection of canine distemper virus antibody. Pharma Innov. J. 2022, SP-11, 1568–1572.

37. Singh, R.P.; Sreenivasa, B.P.; Dhar, P.; Bandyopadhyay, S.K. A sandwich-ELISA for the diagnosis of Peste des petits ruminants
(PPR) infection in small ruminants using anti-nucleocapsid protein monoclonal antibody. Arch. Virol. 2004, 149, 2155–2170.
[CrossRef]

38. Karki, M.; Rajak, K.K.; Singh, R.P. Canine morbillivirus (CDV): A review on current status, emergence and the diagnostics.
Virusdisease 2022, 33, 309–321. [CrossRef] [PubMed]

39. Messling, V.V.; Harder, T.C.; Moening, V.; Rautemberg, P.; Nolte, I.; Haas, L. Rapid and sensitive detection of immunoglobulin M
(IgM) and IgG against canine distemper virus by a new recombinant nucleocapsid Protein-based enzyme-linked immunosorbent
assay. J. Clin. Microbiol. 1999, 37, 1049–1056. [CrossRef] [PubMed]

40. Taguchi, M.; Namikawa, K.; Maruo, T.; Orito, K.; Lynch, J.; Sahara, H. Antibody titers for canine parvovirus type-2, canine
distemper virus, and canine adenovirus type-1 in adult household dogs. Can. Vet. J. 2011, 52, 983.

41. Greene, C.E. Infectious Diseases of the Dog and Cat, 3rd ed.; WB Saunders/Elsevier Science: Philadelphia, PA, USA, 2006.
42. Li, Z.; Zhang, Y.; Wang, H.; Jin, J.; Li, W. Sandwich-dot enzyme-linked immunosorbent assay for the detection of canine distemper

virus. Can. J. Vet. Res. 2013, 77, 303–308. [PubMed]
43. Hassenin, A.S.H.; Durrani, A. Sensitivity & Specificity of ELISA Kit for Antibody Detection of Canine Parvovirus and Canine

Distemper Infection in Dogs. Mathews J. Vet. Sci. 2023, 7, 34.
44. Amude, A.M.; Alfieri, A.A.; y Alfieri, A.F. Antemorten Diagnosis of VDC Infection by RT-PCR in Distemper Dogs with

Neurological Deficits Without the Typical Clinical Presentation. Vet. Rearc. 2006, 30, 679–687.
45. Frisk, A.L.; Konig, M.; Moritz, A.; Baumgartner, W. Detection of canine distemper virus nucleoprotein RNA by reverse

transcription-PCR using serum, whole blood, and cerebrospinal fluid from dogs with distemper. J. Clin. Microbiol. 1999,
37, 3634–3643. [CrossRef]

https://doi.org/10.1038/379441a0
https://doi.org/10.1016/j.vetmic.2011.07.006
https://doi.org/10.1638/2019-0052
https://www.ncbi.nlm.nih.gov/pubmed/31926508
https://doi.org/10.7589/0090-3558-45.2.333
https://www.ncbi.nlm.nih.gov/pubmed/19395743
https://doi.org/10.1016/j.virusres.2020.198164
https://www.ncbi.nlm.nih.gov/pubmed/32949657
https://doi.org/10.4067/S0301-732X2012000100008
https://repositorio.uaaan.mx/handle/123456789/8015
https://doi.org/10.1016/j.tvjl.2007.01.015
https://www.ncbi.nlm.nih.gov/pubmed/17382567
https://doi.org/10.1002/vro2.7
https://www.ncbi.nlm.nih.gov/pubmed/33981441
https://doi.org/10.1111/j.1348-0421.2002.tb02678.x
https://www.ncbi.nlm.nih.gov/pubmed/12008921
https://doi.org/10.1016/j.vetmic.2006.04.019
https://doi.org/10.1016/j.tvjl.2014.01.028
https://doi.org/10.1016/j.vetmic.2009.07.010
https://doi.org/10.1016/j.vetmic.2007.02.001
https://www.ncbi.nlm.nih.gov/pubmed/17350769
https://doi.org/10.1007/s00705-004-0366-z
https://doi.org/10.1007/s13337-022-00779-7
https://www.ncbi.nlm.nih.gov/pubmed/36039286
https://doi.org/10.1128/JCM.37.4.1049-1056.1999
https://www.ncbi.nlm.nih.gov/pubmed/10074525
https://www.ncbi.nlm.nih.gov/pubmed/24124274
https://doi.org/10.1128/JCM.37.11.3634-3643.1999


Life 2024, 14, 1002 12 of 12

46. Appel, M.J.; Summers, B.A. Pathogenicity of morbilliviruses for terrestrial carnivores. Vet. Microbiol. 1995, 44, 187–191. [CrossRef]
47. Martella, V.; Elia, G.; Buonavoglia, C. Canine distemper virus. Vet. Clin. N. Am. Small Anim. Pract. 2008, 38, 787–797. [CrossRef]

[PubMed]
48. Sarchahi, A.A.; Arbabi, M.; Mohebalian, H. Detection of canine distemper virus in cerebrospinal fluid, whole blood and mucosal

specimens of dogs with distemper using RT-PCR and immunochromatographic assays. Vet. Med. Sci. 2022, 8, 1390–1399.
[CrossRef]
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