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Abstract

To date, data on animal enteroviruses (EVs) are scarce, especially in Central Africa. The aim of this study was to characterize 
EVs among pigs and goats in Cameroon and the Central African Republic (CAR). A total of 226 pig and goat faecal samples col-
lected in two previous studies carried out in Cameroon and CAR were pooled and screened with molecular assays targeting 
EV-Es, EV-Fs and EV-Gs. EV genomes were amplified by RT-PCR and their sequences were obtained by Illumina sequencing 
and de novo assembly. Based on the capsid sequences, 27 EV-G sequences were identified and assigned to 11 virus types, while 
no EV-E or EV-F was observed. Phylogenetic analysis revealed that the EV-Gs detected in Central Africa do not form specific 
clusters compared to EV-Gs previously reported in other continents. This suggests a worldwide circulation of EV-Gs, which is 
likely due to the massive international trade of live animals. One human EV, EV-C99, which belongs to the species Enterovirus 
C, was detected in pigs. This is the third detection of such an event in a similar context, reinforcing the hypothesis that some 
EV-Cs could be infecting pigs. Our work provides new data on the genetic diversity of EVs circulating among domestic animals 
in Central Africa.

DATA SUMMARY
Genetic sequences were submitted to GenBank (accession numbers PQ043000–PQ043027).

INTRODUCTION
Enteroviruses (EVs), members of the Picornaviridae family, form a large group of viruses that infect numerous mammal species. 
The Enterovirus genus currently comprises over 300 different virus types, grouped into 15 species: Enterovirus A-L and Rhinovirus 
A-C [1]. EV genome contains a long ORF flanked by two untranslated regions (UTRs). The ORF encodes a polyprotein containing 
the four structural proteins that form the capsid (VP1 to VP4) and all the non-structural proteins. Among the four proteins that 
compose the virus capsid, VP1 bears the major neutralizing epitopes. Therefore, the original classification of EVs into serotypes 
is broadly consistent with the classification based on the VP1-encoding sequences. The VP1-encoding region is thus widely used 
to determine the virus types of EV field strains through molecular characterization [2, 3].

Members of the species Enterovirus E, F and G (EV-E, EV-F and EV-G) are associated with animal diseases affecting the livestock 
industry. The species Enterovirus E and Enterovirus F formed initially a unique species called Bovine Enterovirus [4, 5]. EV-Es 
and EV-Fs have mainly been reported in cattle, but they are able to infect a wide range of mammals, including dolphins and 
primates [5–11]. EV-Es and EV-Fs have been sampled mostly in Asia, with a few cases in the USA, Egypt, Nigeria, Brazil, Europe, 
Australia, Bangladesh and New Zealand. The species Enterovirus G was previously referred to as Porcine enterovirus because 
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its first members were sampled in suidae. It was subsequently discovered that some members of this species circulate in sheep 
and goats [5]. EV-Gs have been sampled in Europe, Asia, the Americas and Africa. To date, data on EVs that circulate in herd 
animals are scarce in Central Africa [12–15]. This geographic region seems to harbour a particular ecosystem of EVs circulating 
in humans, with a relatively high proportion of EV-Cs [12, 16–19] compared to other regions where these viruses are seemingly 
less abundant. Only two publications have reported the detection of EVs in farm animals in Central Africa, one in Gabon [15] and 
one in the Central African Republic (CAR) [12]. Both revealed EV-Gs, some of which were genetically close to EV-Gs sampled in 
other continents. For instance, some EV-G4s, EV-G8s and EV-G17s sampled in CAR were very close to viruses sampled in China 
in the VP1-encoding region [12]. Other EV-Gs sampled in CAR belonged to a hitherto unknown virus type that was named 
EV-G28 [12]. Neither EV-E nor EV-F was detected in these two studies, but one EV-E was isolated from a sewage-contaminated 
water sample collected in Nigeria in 2017 [13].

The aim of this study was to provide additional data on the genetic diversity of EVs among domestic animals (pigs and goats) in 
Cameroon and CAR. Pools of stool samples were molecularly screened with assays targeting EV-Es, EV-Fs and EV-Gs. The EV 
genomes thus detected were sequenced by Illumina techniques and compared to genomes available in public databases.

METHODS
Study sites and sample collection
We performed a retrospective study by analysing animal stool samples previously collected as part of two studies investigating 
the presence of hepatitis E virus in pigs and goats in Cameroon and CAR [20, 21]. In Cameroon, stools were collected in 
slaughterhouses in Yaoundé (Marché huitième) and Douala (Marché des chèvres) after pig slaughter between February 2017 and 
September 2018. In CAR, anorectal swabs were taken from pigs and goats on farms in five districts of Bangui (second, fourth, 
sixth, seventh and eighth) between January and October 2021. These stool samples were stored at the Virology Unit of the Centre 
Pasteur du Cameroun at −80 °C and analysed in the present study to detect and characterize animal EVs.

RNA extraction and molecular screening
Faecal samples were diluted in PBS and clarified by centrifugation following the guidelines of the Polio Laboratory Manual [22]. 
After clarification, individual animal samples were pooled according to their respective animal species and collection sites before 
molecular screening. RNAs from each pooled suspension were extracted using the ZYMO_RESEARCH® Kit according to the 
manufacturer’s instructions. EV RNAs were detected by real-time RT-PCR using a protocol recently published [12]. Primers and 
probes were designed to target conserved nucleotide sequences in the 5′UTR of EV-E, EV-F and EV-G. Because of the genetic 
variability in the 5′UTR, two probes were designed: one targeting the 5′UTRs of EV-E, EV-F and some EV-Gs (assay A) found 
in goats and sheep and the second targeting most EV-Gs (assay B).

Detection of EV RNA was performed using SuperScript™ III One-Step RT-PCR System with Platinum Taq (Life Technologies 
Corporation, USA) in a final volume of 20 µl by mixing 2 µl of extracted RNA with 0.4 µl of SuperScript RT/Platinum III Taq Mix, 
10 µl of Reaction (2X), 10 pmol of each primer, 5 pmol of each probe and 4.6 µl of nuclease-free water. The thermocycler profile 
was 45 °C for 15 min, 95 °C for 2 min, followed by 45 cycles of PCR (95 °C for 15 s and 60 °C for 30 s).

EV genome amplification and sequencing
For amplifying the EV genomes prior to sequencing, two overlapping fragments were amplified using generic primers already 
described [12]. The first half of the genomes was amplified using primers targeting conserved genetic sequences in the 5′UTR and 
in the cis-replicating element (cre) located within the 2C-encoding region (Table 1). They were designed based on EV-E, EV-F 
and EV-G genetic sequences retrieved from GenBank. To obtain cDNA, a reverse transcription step was performed using the 
Maxima H Minus First Kit Strand cDNA Synthesis Kit (Thermo Scientific, ref K1652) in a volume of 20 µl with 4 µl of extracted 
RNA, 10 nM of each dNTP, 1 µl of HeptaN (0.5 µg.µl−1) and 14 µl of nuclease-free water. The mixture was incubated at 65 °C for 
5 min and then on ice for 2 min; after adding 4 µl of RT buffer (5X) and 1 µl of Maxima H minus enzyme Mix, incubation was 
performed at 50 °C for 30 min and 70 °C for 5 min. PCR was performed using cDNA as a template and the Phusion High-Fidelity 
DNA polymerase kits (Thermo Scientific) as previously described. The reaction mixture was as follows: 2 µl of cDNA, 5 µl of 
Phusion HF Buffer (5X), 10 nM µl of each dNTP, 10 pmol of each primer (EV-EFG-271-F/EV-EFG-4441-R) and 0.5 µl of enzyme. 
The thermocycler profile was 98 °C for 30 s followed by 35 cycles of amplification (98 °C for 10 s, 50 °C for 30 s and 72 °C for 2 min) 
and a final extension step at 72 °C for 10 min. If no band appeared on the agarose gel at the expected size, two nested PCRs were 
performed in parallel with the primer pairs EV-EF-381-F/EV-EF-4357-R and EV-G-491-F/EV-G-4294-R by using 2 µl of the 
product of the first PCR as a template under the same thermal conditions.

The second half of the EV-G genomes was amplified according to the same protocol using a sense primer (EV-G-4263-F) that 
targets a conserved sequence within the 2C-encoding region and a reverse primer (J-polyT) that targets the polyA tail (Table 1).
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After electrophoresis on an agarose gel, the products of the PCR or nested PCR with bands of the expected size were purified on a 
NucleoFast®_96_PCR_Plate-DNA prior to sequencing by Illumina technology [23]. Sequencing was performed using the Nextera 
XT DNA Library Preparation kit according to the manufacturer’s recommendations. Libraries were built using 0.1 ng of DNA with 
the Nextera XT DNA Library Preparation kit in a PCRmax Alpha Cycler 1 Thermal Cycler (Cole-Parmer). After purification on 
AMPure beads (Beckman), the libraries were controlled using the High Sensitivity D1000 assay (Agilent) on a TapeStation 4200 
(Agilent). Sizing was achieved by electrophoresis on a PippinPrep System with the PippinPrep kit CDF1510 (Ozyme).

Sequence analysis and molecular typing of EV specimens
The Illumina raw sequences were analysed using CLC Genomics software (version 22). Contigs were built de novo and the contigs 
that correspond to EV genomic sequences were flagged through a blast analysis. Molecular typing of EV strains was based on the 
capsid-encoding genomic region, especially the VP1-encoding sequence. The complete VP1 nucleotide sequences were aligned 
using the ClustalW program and phylogenetic trees were reconstructed using the mega X program [24]. The neighbour-joining 
algorithm was used to generate the initial tree. The percentage of replicate trees in which the associated taxa clustered together 
in the bootstrap test was calculated from 1000 replicates.

The nucleotide sequences of 27 EV-Gs and 1 EV-C identified in this study have been deposited in GenBank with the accession 
numbers PQ043000–PQ043027.

RESULTS
Origin of the samples
A total of 226 animal stools were analysed in this retrospective study, including 136 collected from pigs in slaughterhouses in 
Cameroon (Yaoundé n=58 and Douala n=78) and 90 collected from pigs (n=60) and goats (n=30) in farms in Bangui, CAR. 
Individual animal samples were pooled according to their respective animal species and collection site, and we obtained 20 pools 
for pigs (6 pools in Yaounde, 8 pools in Douala and 6 pools in Bangui) and 3 pools for goats (only in Bangui).

Table 1. Primers used in our study

Name 5′-3′ sequence

Molecular screening

Sense primer EV-EFG-546-F CTAATCCCAACCTCSGAGC

Antisense primer EV-EFG-632-R ACCSAAAGTAGTCTGTTCC

Probe A EV-EF-probe FAM-CCAGTGTTGCTACGTCGTAA-TAMRA*

Probe B EV-G-probe Cy5-GGYGTCGTAACGGGYAACTCTGTG-IBRQ†

Amplification of the 5′ half of the genome

First PCR

Sense primer EV-EFG-271-F GGTCAAGCACTTCTGTYTC

Antisense primer EV-EFG-4441-R CGDTKCTTGBTCTTGAACTG

Nested PCR

Sense primer EV-EF-381-F CRGYGGTAGCTCTGRRDRATG

Antisense primer EV-EF-4357-R GCRTTYTTYCTRCARTGRTG

Nested PCR

Sense primer EV-G-491-F GAATGCKGCTAATCCTAACC

Antisense primer EV-G-4294-R CCAAANADGGTYTCYTGYTG

Amplification of the 3′ half of the genome

Sense primer EV-G-4263-F CCAACYACRGAGCAGCARG

Antisense primer J-polyT CAGGAAACAGCTATGACTTTTTTTTTTTTTTTTTTTTTVN

*FAM: 6-carboxyfluorescein; TAMRA: 6-carboxy-tetramethyl-rhodamine.
†Cy5: Cyanine 5; IBRQ: 3′ Iowa Black RQ.
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Detection of EV-Gs and one EV-C in stools and sequencing
After pooling and RNA extraction, EVs were detected by RT-PCR using a primer pair and two probes targeting the 5′UTR. The 
probe A (targeting the 5′UTRs of EV-E, EV-F and some EV-Gs) gave no positive result, while the probe B (targeting most EV-Gs) 
was positive for 12 pools from pigs, including 6 in Cameroon and 6 in CAR (Table 2).

After screening by Taqman assays, two pairs of generic primers were used to perform RT-PCR and, when necessary, a subsequent 
nested PCR. Both primer pairs target conserved sequences flanking the capsid-encoding region: the sense primers target the 
5′UTR and the antisense primers target the cis-replicating element (cre) located within the 2C-encoding region. The corresponding 
amplicons were ~3800 nt long and encompassed the whole capsid and a large fraction of the 5′UTR and P2 genomic regions. Of 
the 12 pools that gave positive results through molecular screening, 9 pools were positive after RT-PCR with amplicons at the 
expected size for each of the 9 pools (Table 2). To obtain complete genomes of animal EVs, the second half of the EV-G genomes 
was amplified using primers that target a conserved sequence within the 2C-encoding region and a reverse primer that targets 
the polyA tail. Of the 9 pools that gave a positive result through 5′half genome amplification, 2 pools were positive for 3′half 
genome amplification. Thus, we obtained two complete genomes of EV-G (Table 2).

After amplification, Illumina sequencing and data analyses, nucleotide sequences corresponding to the complete VP1 capsid gene 
were considered for typing. The number of VP1 sequences per pool of animal stools ranged from 1 to 7. Overall, 28 VP1 sequences 
were identified, 27 of which belonged to the species EV-G and 1 to the species EV-C. No EV-E or EV-F was characterized in the 
pig and goat samples analysed in our study.

The EV-C came from a pool of pig samples collected in CAR and was an EV-C99. EV-C99s were initially not distinguished from 
members of another virus type named coxsackievirus (CV) A24. They were assigned to a new virus type, EV-C99, based on 
pairwise identities, similarity plots and phylogenetic analyses [25]. EV-C99s have been sampled worldwide and are particularly 
abundant in children in sub-Saharan Africa [12, 26–28]. Only a few EV-C99 specimens have been reported from stools of non-
human sources: one came from a dog in Gabon [15] and three from non-human primates in Bangladesh [6] and the Republic 
of the Congo [29, 30]; to our knowledge, our study constitutes the first report of an EV-C99 in a pig. In the VP1 region, which 
constitutes the only data available about two EV-C99s from non-human sources (one from a dog and one from a macaque), the 
viruses from animal samples did not share noteworthy relationships, as they fell into different branches with numerous EV-C99 
from humans (Fig. 1). In the 2A-2C region, the EV-C99 specimen detected in pig stools in this study displayed a relatively low 
nucleotide homology (< 73.1%) with those previously detected in stools from chimpanzees in the Republic of the Congo. In this 
genomic region, it was also relatively distant from two EV-Cs (one CVA17 and one CVA24) previously found in the stools of 
pigs sampled in CAR [12], with which it shares less than 73.1% of nucleotide homology. These observations did not reveal any 
common genetic features between them, which is not in favour of a common origin of the EV-Cs sporadically detected in stools 
of non-human mammals.

EV-Gs have been classified into 28 virus types (EV-G1 to EV-G28) based on VP1 relationships higher than 75% nt identity 
[13]. Our 27 EV-Gs were assigned to 11 virus types already described: EVG-1, G2, G3, G4, G6, G8, G9, G13, G14, G15 and G17 
(Fig. 2). All these virus types have already been reported in different Asian countries, including China, Vietnam, Thailand, India, 
South Korea and Japan [31–35]. Most of them have also been observed in Europe [36, 37] and/or in the USA [38, 39]. In order to 
investigate the genetic relationships between the EV-Gs detected in our study and specimens that have been previously reported, 
we used two genomic regions independently (the 5′UTR and 2A-2B regions), which surround the capsid coding region. Among 
the 27 EV-G contigs of our dataset, 23 and 26 spanned the 5′UTR and the 2A-2B region, respectively. Genetic sequences with high 
similarity were found using the Basic Local Alignment Search Tool (blast) and phylogenetic trees were drawn. The phylogenetic 
analyses of our sequences based on both regions showed that sequences do not cluster by virus types, indicating that intertypic 
recombination takes place between EV-Gs on either side of the capsid-encoding region (Fig. 3). Interestingly, EV-Gs from 
Cameroon and CAR do not form topotypes specific to Central Africa but fell into different branches, some of which contained 

Table 2. Molecular screening and RT-PCR results

Host No. of pools No. of positive pools by screening No. of pools from which an amplicon was obtained 
by RT-PCR

Probe A Probe B 5′half amplification 3′half amplification

Cameroon

 � Pigs 14 0 6 3 1

Central African Republic

 � Pigs 6 0 6 6 1

 � Goats 3 0 0 0 0
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EV-Gs sampled in other geographic regions. For instance, in the 5′UTR, the virus EV-G15 CMR-2018-Yde-Pig6 was relatively 
close to EV-Gs sampled in Belgium, Japan and India (Fig. 3, left tree). Similarly, in the 2A-2B region, some EV-Gs of this study 
shared a relatively recent ancestor with viruses sampled in China, Japan, Vietnam, Belgium, the USA and Korea (Fig. 3, right 
tree). These observations do not support the hypothesis that farm animals living in Central Africa harbour a specific ecosystem 
of EV-Gs but rather suggest a widespread circulation of these viruses.

Fig. 1. Phylogenetic relationships between EV-C99s, based on partial VP1-encoding region (nucleotide positions 2636–2932 according to the numbering 
of the strain GA84-10639, which is the EV-C99 prototype). The viruses are named by their respective GenBank accession numbers. Sequences from 
non-human stools are indicated in red, with the country (ISO 3166–1 alpha-3 codes) and year of sampling and the name of the corresponding animal 
species. The sequence of CVA24 strain Joseph was introduced as outgroup for rooting of the tree.



6

Modiyinji et al., Access Microbiology 2025;7:000886.v3

DISCUSSION
The aim of our study was to identify EVs circulating among domestic animals (pigs and goats) in two Central African countries, 
Cameroon and CAR. To our knowledge, this is the first study reporting the genetic diversity of EVs in domestic animals in 
Cameroon and the second in CAR after the one recently published [12]. We found EV-Gs in the animal samples but neither 
EV-E nor EV-F. EV-Es and EV-Fs are mostly sampled in cattle, but some specimens were previously reported from different other 
mammal species, including goats [10]. Previous studies in CAR and Gabon [12, 15] also reported the absence of EV-Es and EV-Fs 
in the stools of herd animals, including cattle, which suggests that EV-Es and EV-Fs were not abundant in herd animals in this 
region when these different studies were carried out (from Feb 2017 to Aug 2022).

Our study constitutes the second report of EV-Cs in the stools of pigs, as two human EV-Cs (CVA17 and CVA24) were recently 
identified in pigs in CAR [12]. To our knowledge, the ability of EV-Cs to infect animals has never been demonstrated. The 
hypothesis of a passive carriage occurring through consumption of contaminated water, faeces or food cannot be ruled out. 
Nonetheless, previous studies had demonstrated sustained transmission in pigs of one lineage of CV-B4 and one lineage of 
CV-B5, following the crossing of the species barrier by these two human members of the species Enterovirus B [5, 40, 41]. The 
low number of EV-Cs detected in pig samples in this study and in previous ones and the absence of genetic links between them 

Fig. 2. Phylogenetic relationships among Cameroon EV-Gs, CAR EV-Gs and other specimens available in public databases, based on the VP1-encoding 
region. Sequences from Cameroon are indicated by green circles, while those from CAR are indicated by red circles. The other sequences are named by 
using their respective genotype, country (ISO 3166–1 alpha-3 codes), year of sampling and GenBank accession number. Bootstrap values are indicated 
if >70%.
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do not suggest an active transmission of EV-Cs from pig to pig, but further investigations are needed to determine whether pigs 
could constitute efficient reservoirs for these viruses.

Our study identified viruses belonging to 11 EV-G types already described. Whichever the genomic region, the EV-Gs found 
in this study do not segregate into specific clusters. These results concur with previous observations made in CAR [12] and 
suggest a global circulation of EV-Gs that can be explained by the high number of live pigs imported every year by sub-Saharan 

Fig. 3. Phylogenetic relationships between EV-Gs found in our study and other specimens available in public databases, based on the 5′UTR (left) 
and 2A-2B (right) regions. The sequences found in our study are indicated by red circles. The other sequences are named by using their respective 
genotype, country (ISO 3166-1 alpha-3 codes), year of sampling and GenBank accession number. Bootstrap values are indicated if ≥70%.
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countries, including Cameroon and CAR. The livestock trade contributes to the global dissemination of viruses and can lead 
to the transboundary spread of diseases that have a high economical and/or ecological impact, such as African swine fever that 
spread out from Africa and reached Europe and Asia [42].

In conclusion, this study conducted in Cameroon and CAR reported a diversity of animal EV-Gs that are genetically linked to 
strains sampled in other continents, while no EV-E or EV-F was detected. The presence of EV-C99 in pigs reinforces the hypothesis 
that domestic pigs could be infected by human EVs, but their role as an effective reservoir remains to be determined.

Funding information
AFM benefited from the Calmette and Yersin internship grant. This project was funded by the Institut Pasteur through a programme of incentive actions 
(Actions concertée inter-pasteuriennes, ACIP-162).

Acknowledgements
The authors thank the staff of the Illumina sequencing platform (Institut Pasteur, Pasteur International Bioresources network, Plateforme de microbi-
ologie mutualisée) for processing their samples.

Author contributions
Conceptualized the study: A.F.M., M.C.E.Z., S.S.M., R.N., M.B. Collected the samples: A.F.M., M.P.M.N.Y. Performed the experiments: A.F.M., M.L.J. Performed 
the analysis: A.F.M., M.L.J., M.B. Wrote the manuscript: A.F.M., M.C.E.Z., M.B.

Conflicts of interest
The authors declare that there are no conflicts of interest.

Ethical statement
This study was approved by the Cameroonian Ministry of Livestock, Fisheries and Animal Industries (N˚000050 /L/MINEPIA/SG/DREPIA/CE).

References
	1.	 Simmonds P, Gorbalenya AE, Harvala H, Hovi T, Knowles NJ, et al. 

Recommendations for the nomenclature of enteroviruses and 
rhinoviruses. Arch Virol 2020;165:793–797. 

	2.	 Oberste MS, Maher K, Kilpatrick DR, Pallansch MA. Molecular 
evolution of the human enteroviruses: correlation of serotype with 
VP1 sequence and application to picornavirus classification. J Virol 
1999;73:1941–1948. 

	3.	 Oberste MS, Maher K, Flemister MR, Marchetti G, 
Kilpatrick DR, et al. Comparison of classic and molecular approaches 
for the identification of untypeable enteroviruses. J Clin Microbiol 
2000;38:1170–1174. 

	4.	 Zell R, Krumbholz A, Dauber M, Hoey E, Wutzler P. Molecular-
based reclassification of the bovine enteroviruses. J Gen Virol 
2006;87:375–385. 

	5.	 Sadeuh-Mba S, Doté J, Joffret M-L, Chesnais M, Filhol T, et  al. 
Animal enteroviruses: a glimpse of a wide evolutionary landscape. 
Virologie 2023;27:159–172. 

	6.	 Oberste MS, Feeroz MM, Maher K, Nix WA, Engel GA, et al. Character-
izing the picornavirus landscape among synanthropic nonhuman 
primates in Bangladesh, 2007 to 2008. J Virol 2013;87:558–571. 

	7.	 Nollens HH, Rivera R, Palacios G, Wellehan JFX, Saliki JT, et  al. 
New recognition of Enterovirus infections in bottlenose dolphins 
(Tursiops truncatus). Vet Microbiol 2009;139:170–175. 

	8.	 He H, Tang C, Chen X, Yue H, Ren Y, et al. Isolation and characteri-
zation of a new enterovirus F in yak feces in the Qinghai-Tibetan 
Plateau. Arch Virol 2017;162:523–527. 

	9.	 McClenahan SD, Scherba G, Borst L, Fredrickson RL, 
Krause PR, et al. Discovery of a bovine enterovirus in alpaca. PLoS 
One 2013;8:e68777. 

	10.	 Chang X, Lin Q, Hu J, Wang X, Li X, et al. Discovery of a virus of the 
species Enterovirus F in goats. Arch Virol 2019;164:2551–2558. 

	11.	 Zheng T. Characterisation of two enteroviruses isolated from 
Australian brushtail possums (Trichosurus vulpecula) in New 
Zealand. Arch Virol 2007;152:191–198. 

	12.	 Doté J, Joffret M-L, Beta BN, Ait-Ahmed M, Banga-Mingo V, et al. 
Characterization of enteroviruses circulating among farm animals 
and children in Central African Republic. Emerg Microbes Infect 
2024;13:2368212. 

	13.	 Faleye TOC, Adewumi OM, Olayinka OA, Donbraye E, 
Oluremi B, et al. Draft genome sequence of a bovine enterovirus 

isolate recovered from Sewage in Nigeria. Microbiol Resour Announc 
2018;7:e01466-18. 

	14.	 Sobhy NM, Mor SK, Mohammed MEM, Bastawecy IM, Fakhry HM, 
et al. Isolation and molecular characterization of bovine enterovi-
ruses in Egypt. Vet J 2015;206:317–321. 

	15.	 Bohou Kombila L, N’dilimabaka N, Garcia D, Rieu O, Engone Ondo JD, 
et al. Molecular identification of enteric viruses in domestic animals 
in Northeastern Gabon, Central Africa. Animals 2023;13:2512. 

	16.	 Bessaud M, Pillet S, Ibrahim W, Joffret M-L, Pozzetto B, et  al. 
Molecular characterization of human enteroviruses in the Central 
African Republic: uncovering wide diversity and identification 
of a new human enterovirus A71 genogroup. J Clin Microbiol 
2012;50:1650–1658. 

	17.	 Sadeuh-Mba SA, Kavunga-Membo H, Joffret M-L, Yogolelo R, 
Endegue-Zanga MC, et al. Genetic landscape and macro-evolution 
of co-circulating Coxsackieviruses A and Vaccine-derived Poliovi-
ruses in the Democratic Republic of Congo, 2008-2013. PLoS Negl 
Trop Dis 2019;13:e0007335. 

	18.	 Ndiaye AK, Diop PAM, Diop OM. Environmental surveillance of 
poliovirus and non-polio enterovirus in urban sewage in Dakar, 
Senegal (2007-2013). Pan Afr Med J 2014;19:243. 

	19.	 Osundare FA, Opaleye OO, Akindele AA, Adedokun SA, Akanbi OA, 
et  al. Detection and characterization of human enteroviruses, 
human cosaviruses, and a new human parechovirus type in 
healthy individuals in Osun State, Nigeria, 2016/2017. Viruses 
2019;11:1037. 

	20.	 Modiyinji AF, Sanding GMAM, Atsama MA, Monamele CG, Nola M, 
et al. Serological and molecular investigation of hepatitis E virus in 
pigs reservoirs from Cameroon reveals elevated seroprevalence 
and presence of genotype 3. PLoS ONE 2020;15:e0229073. 

	21.	 Nombot-Yazenguet MP de M, Modiyinji AF, Tricou V, 
Manirakiza A, Njouom R, et  al. Investigating animal reservoirs 
for hepatitis E virus in Bangui, Central African Republic. PLoS 
One 2024;19:e0300608. 

	22.	 World Health Organization. Polio laboratory manual, 4th edition; 
2004. https://iris.who.int/bitstream/handle/10665/68762/WHO_​
IVB_04.10.pdf?sequence=1&isAllowed=y [accessed 24 July 2024].

	23.	 Joffret M-L, Polston PM, Razafindratsimandresy R, Bessaud M, 
Heraud J-M, et  al. Whole genome sequencing of enteroviruses 
species A to D by high-throughput sequencing: application for viral 
mixtures. Front Microbiol 2018;9:2339. 

https://iris.who.int/bitstream/handle/10665/68762/WHO_IVB_04.10.pdf?sequence=1&isAllowed=y
https://iris.who.int/bitstream/handle/10665/68762/WHO_IVB_04.10.pdf?sequence=1&isAllowed=y


9

Modiyinji et al., Access Microbiology 2025;7:000886.v3

	24.	 Kumar S, Stecher G, Li M, Knyaz C, Tamura K. MEGA X: Molecular 
Evolutionary Genetics Analysis across computing platforms. Mol 
Biol Evol 2018;35:1547–1549. 

	25.	 Brown BA, Maher K, Flemister MR, Naraghi-Arani P, Uddin M, 
et al. Resolving ambiguities in genetic typing of human enterovirus 
species C clinical isolates and identification of enterovirus 96, 99 
and 102. J Gen Virol 2009;90:1713–1723. 

	26.	 Razafindratsimandresy R, Joffret M-L, Andriamandimby SF, 
Andriamamonjy S, Rabemanantsoa S, et al. Enterovirus detection 
in different regions of Madagascar reveals a higher abundance of 
enteroviruses of species C in areas where several outbreaks of 
vaccine-derived polioviruses occurred. BMC Infect Dis 2022;22:821. 

	27.	 Sadeuh-Mba SA, Bessaud M, Massenet D, Joffret M-L, 
Endegue M-C, et  al. High frequency and diversity of species C 
enteroviruses in Cameroon and neighboring countries. J Clin Micro-
biol 2013;51:759–770. 

	28.	 Bero DM, da Silva EE, Júnior IP de S, Nhassengo SA, Machado RS, 
et  al. Enterovirus detection in stool samples from Mozambican 
children with acute gastroenteritis. Acta Trop 2023;238:106755. 

	29.	 Mombo IM, Boundenga L, Berthet N, Atencia R, Cox D, et  al. A 
second genome sequence of an enterovirus C99 detected in A 
healthy Chimpanzee. Microbiol Resour Announc 2020;9:00893–20. 

	30.	 Mombo IM, Berthet N, Lukashev AN, Bleicker T, Brünink S, et al. 
First detection of an enterovirus C99 in a captive Chimpanzee with 
acute flaccid paralysis, from the Tchimpounga Chimpanzee reha-
bilitation center, Republic of Congo. PLoS One 2015;10:e0136700. 

	31.	 Tsuchiaka S, Naoi Y, Imai R, Masuda T, Ito M, et al. Genetic diver-
sity and recombination of enterovirus G strains in Japanese 
pigs: high prevalence of strains carrying a papain-like cysteine 
protease sequence in the enterovirus G population. PLoS One 
2018;13:e0190819. 

	32.	 Lu L, Van Dung N, Bryant JE, Carrique-Mas J, Van Cuong N, et al. 
Evolution and phylogeographic dissemination of endemic porcine 
picornaviruses in Vietnam. Virus Evol 2016;2:vew001. 

	33.	 Sawant PM, Atre N, Kulkarni A, Gopalkrishna V. Detection and 
molecular characterization of porcine enterovirus G15 and tescho-
virus from India. Pathog Dis 2020;78:ftaa039. 

	34.	 Jeon JH, Lee C. Prevalence and molecular characterization of 
novel recombinant enterovirus G isolates in Jeju Province of South 
Korea. Korean J Vet Res 2019;59:89–96. 

	35.	 Janetanakit T, Chaiyawong S, Charoenkul K, Tangwangvivat R, 
Chamsai E, et al. Distribution and genetic diversity of Enterovirus G 
(EV-G) on pig farms in Thailand. BMC Vet Res 2021;17:277. 

	36.	 Bunke J, Receveur K, Oeser AC, Fickenscher H, Zell R, et al. High 
genetic diversity of porcine enterovirus G in Schleswig-Holstein, 
Germany. Arch Virol 2018;163:489–493. 

	37.	 Boros Á, László Z, Pankovics P, Marosi A, Albert M, et  al. 
High prevalence, genetic diversity and a potentially novel 
genotype of Sapelovirus A (Picornaviridae) in enteric and 
respiratory samples in Hungarian swine farms. J Gen Virol 
2020;101:609–621. 

	38.	 Shang P, Misra S, Hause B, Fang Y. A naturally occurring recom-
binant enterovirus expresses a torovirus deubiquitinase. J Virol 
2017;91:e00450-17. 

	39.	 Ramesh A, Bailey ES, Ahyong V, Langelier C, Phelps M, et  al. 
Metagenomic characterization of swine slurry in a North Amer-
ican swine farm operation. Sci Rep 2021;11:16994. 

	40.	 Zhang G, Wilsden G, Knowles NJ, McCauley JW. Complete 
nucleotide sequence of a coxsackie B5 virus and its relation-
ship to swine vesicular disease virus. J Gen Virol 1993;74 (Pt 
5):845–853. 

	41.	 Lomakina NF, Yu Shustova E, Strizhakova OM, 
Felix Drexler J, Lukashev AN. Epizootic of vesicular disease in 
pigs caused by coxsackievirus B4 in the Soviet Union in 1975. J 
Gen Virol 2016;97:49–52. 

	42.	 Li Z, Chen W, Qiu Z, Li Y, Fan J, et al. African swine fever virus: a 
review. Life 2022;12:1255. 

The Microbiology Society is a membership charity and not-for-profit publisher.

Your submissions to our titles support the community – ensuring that 
we continue to provide events, grants and professional development for 

microbiologists at all career stages.

Find out more and submit your article at microbiologyresearch.org


	Molecular characterization of enteroviruses circulating among pigs and goats in two Central African countries, Cameroon and the Central African Republic
	Abstract
	Data Summary
	Introduction
	Methods
	Study sites and sample collection
	RNA extraction and molecular screening
	EV genome amplification and sequencing
	Sequence analysis and molecular typing of EV specimens

	Results
	Origin of the samples
	Detection of EV-Gs and one EV-C in stools and sequencing

	Discussion
	References


