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The International Committee on Taxonomy of Viruses
Taxonomy Proposal Form, 2026 


Part 1a: Details of taxonomy proposals

	Title:   
	Proposal for the creation of two new species within the genus Enterovirus

	Code assigned: 
	2026.001S.N.v1.Enterovirus_2nsp



	Author(s), affiliation and email address(es):  

	Given name (+middle initial(s))
	Surname
	Affiliation 
	Email address 
	Corr. author(s)  


	Maël
	Bessaud
	Institut Pasteur, Paris, France
	mael.bessaud@pasteur.fr
	X

	Corentin
	Aubé
	Institut Pasteur, Paris, France
	corentin.aube@pasteur.fr
	

	
	
	
	
	

	
	
	
	
	

	
	
	
	
	

	
	
	
	
	

	
	
	
	
	

	
	
	
	
	





Part 1b: Taxonomy Proposal Submission 
	ICTV Subcommittee: 

	Animal DNA Viruses and Retroviruses
	
	Bacterial viruses
	

	Animal minus-strand and dsRNA viruses
	
	Fungal and protist viruses
	

	Animal positive-strand RNA viruses
	X
	Plant viruses
	

	Archaeal viruses
	
	General -
	



	List the ICTV Study Group(s) that have seen or have been involved in creating this proposal: 

	Picornaviridae Study Group



	Optional – complete only if formally voted on by an ICTV Study Group: 

	Study Group
	Number of members

	
	Votes in support
	Votes against
	No vote

	
	
	
	

	
	
	
	










	Submission date:
	  09/30/2026




Part 1c: Feedback from ICTV Executive Committee (EC) meeting 
	Executive Committee Meeting Decision code:
	X

	A – Accept
	

	Ac – Accept subject to revision by relevant subcommittee chair. No further vote required
	

	U – Accept without revision but with re-evaluation and email vote by the EC
	

	Uc – Accept subject to revision and re-evaluation and email vote by the EC
	

	Ud – Deferred to the next EC meeting, with an invitation to revise based on EC comments
	

	J - Reject
	

	W - Withdrawn
	



	Comments from the Executive Committee:

	





Part 1d: Revised Taxonomy Proposal Submission 
	Response of proposer: 

	





	Revision date:
	







Part 3: TAXONOMIC PROPOSAL
https://ictv.global/taxonomy/templates

	Taxonomic changes proposed: 

	Establish new taxon
	X
	Split taxon
	

	Abolish taxon
	
	Merge taxon
	

	Move taxon
	
	Promote taxon
	

	Rename taxon
	
	Demote taxon
	

	Move and rename
	




	Etymology (origin) of proposed taxonomic names: 

	Taxon name 
	Etymology of the term

	Enterovirus mbel
	“mbel” refers to Pterocarpus soyauxii, a tree native to the tropical forest in Central African, known as “mbel “in various Bantu languages spoken in Central and Southern Cameroon, where the first representatives of this proposal species were sampled.

	Enterovirus nao
	“nao” refers to the Chinese word “náo” (猱) meaning “monkey”. This word is used in a famous poem written 2,500-3,000 years ago. The sequences representatives of this proposal species were sample in China from non-human primates.

	
	

	
	




	Permission for use of names derived from a living person:        

	Taxon name
	Full name of person from whom the name is derived
	Attached 

	
	
	

	
	
	

	
	
	

	
	
	






	Abstract of Taxonomy Proposal: 

	
Description of current taxonomy: 
Within the genus Enterovirus, several non-human primate (NHP) strains are ambiguously classified. Strains agm/CHN/BJ/2018-1J/2J/8J/9J/10J (MN427526, MN865119, MN427527, MN427528, MN865120) were tentatively assigned to the Enterovirus jesimi species. Strains GR2815, CPML8109, CPML3961 (KJ420747, KJ420749, KJ420748) received conflicting assignments. Strains RCMH3/5/6/7 (KF541637, KF541636, KF541638, KF541635) were proposed as a new species over a decade ago but remain unclassified.

Proposed taxonomic change(s):     
We propose creating two new species: “Enterovirus mbel” (EV-M), comprising strains GR2815, CPML8109, CPML3961, and RCMH3/5/6/7; and “Enterovirus nao” (EV-N), comprising strains agm/CHN/BJ/2018-1J/2J/8J/9J/10J. All strains were detected exclusively in NHPs.

Demarcation criteria for new taxon/taxa:
Both species meet the current demarcation criteria: ≥60% amino acid (aa) identity in the capsid (P1), ≥70% aa similarity in the polyprotein (ORF), and >70% in 2C+3CD. They share <60% identity with other enteroviruses. Phylogenetic analysis shows distinct VP1 clades (ML bootstrap = 100%).
Justification:
Enterovirus genomes evolve modularly, with distinct regions (e.g., capsid vs. non-structural proteins) following independent trajectories. The capsid is the primary determinant of viral identity, governing receptor binding and antigenicity. Thus, high capsid divergence justifies separate species classification, even if other regions show high similarity. The whole-ORF criterion is less reliable due to recombination, as seen in Enterovirus geswini, which contains a large exogenous insertion. Since inter-species exchanges (e.g., 5' UTR) are accepted, downstream recombination should not preclude species distinction. Therefore, we think that capsid divergence should take precedence in classification.






	· Text of Taxonomy proposal:  


	
Species: 
The newly proposed species will be distinguished based on the previously established demarcation criterion of at least 60% aa identity in the capsid region of the polyprotein. Because of interspecies recombination upstream and downstream of the capsid, it is impossible to use demarcation criteria based on other genomic regions.

Higher taxa:
Family Enterovirus, as previously established by the ICTV.

Format of proposed taxon names:
“Enterovirus mbel” and “Enterovirus nao”, in compliance with the ICTV’s current rule of naming enterovirus species in alphabetical order.

Availability of genome sequences:
Genomes sequences are publicly available in GenBank (accession numbers PX682287-8, KJ420747-9 and MN265403 for “Enterovirus mbel”, and MN865119-20 and MN427526-8 for “Enterovirus nao”).



	References:   

	We published a detailed article about these proposal species in Virus Evolution: “Phylogenetic analysis of enteroviruses from non-human primates suggests two new species within the genus Enterovirus and inter-species recombination”, DOI: https://doi.org/10.1093/ve/veag037
    




	Accompanying files: 

	Filename
	Description of contents

	2026.0XXS.N.v1.Enterovirus_2nsp 1_global_VP1_phylogeny.pdf
	ML phylogenetic tree based on the VP1 sequences of all simian enterovirus strains, with representative of all human enterovirus virus types, highlighting the proposed “Enterovirus mbel” species and “Enterovirus nao” species. This figure is adapted from our published article.

	2026.0XXS.N.v1.Enterovirus_2nsp 2_EVN_capsid_phylogeny.pdf
	ML phylogenetic trees based on capsid, VP1, and VP4/2 nucleotide sequences supporting the proposed “Enterovirus nao” species. This figure is derived from our published article.

	2026.0XXS.N.v1.Enterovirus_2nsp 3_EVM_speciesCriteria.pdf
	Identity matrices comparing “Enterovirus mbel” species’ strains with other EV species. This table is derived from our published article.

	2026.0XXS.N.v1.Enterovirus_2nsp 4_EVN_speciesCriteria.pdf
	Identity matrices comparing “Enterovirus nao” species strains with other EV species. This table is derived from our published article.
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