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Part 1a: Details of taxonomy proposals

	Title:   
	Create 3 new species in the genus Potylivirus (family Potyliviridae)

	Code assigned: 
	2026.010F.N.v1.Potylivirus_3nsp



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

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


	Sead
	Sabanadzovic
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Part 1b: Taxonomy Proposal Submission 
	ICTV Subcommittee: 

	Animal DNA Viruses and Retroviruses
	
	Bacterial viruses
	

	Animal minus-strand and dsRNA viruses
	
	Fungal and protist viruses
	X

	Animal positive-strand RNA viruses
	
	Plant viruses
	

	Archaeal viruses
	
	General -
	



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

	



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

	Study Group
	Number of members

	
	Votes in support
	Votes against
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	Submission date:
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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
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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

	“Potylivirus macrophominae”
	Species epithet derived from the host genus “Macrophomina”

	“Potylivirus orycti”
	Species epithet derived from the host genus “Oryctes”

	“Potylivirus pucciniae”
	Species epithet derived from the host genus “Puccinia”

	
	




	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:       
Family Potyliviridae is a new taxon in the order Patatavirales established in 2026. Genus Potylivirus is a sole genus in the family and currently comprises two species (Potylivirus italicum and Potylivirus uromyci). 

Proposed taxonomic change(s):     
To establish three new species in the genus Potylivirus to classify related, recently characterized viruses. 

Demarcation criteria for new taxon/taxa:
Current species demarcation criteria in the genus Potylivirus are:  
- all isolates of the same species must be monophyletic
- members of different species must differ by a minimum of 25% at the nucleotide level across complete coding portions of the genomes and/or by 20% in amino acid sequences of the encoded polyprotein.

Justification:
The three viruses proposed to represent proposed new species are related, but distinct from members of the two currently recognized species in the genus Potylivirus. Complete and/or coding-complete genome sequences of exemplar isolates of the three proposed new species are available in GenBank. Their characterization is documented in peer-reviewed literature. In phylogenetic analyses they form a monophyletic group with known potyliviruses. Pairwise comparisons show mutual identity levels below the species demarcation thresholds. 




	Text of Taxonomy proposal:  

	
Description of current taxonomy:       
Family Potyliviridae is a new taxon in the order Patatavirales established in 2026 [1]. Genus Potylivirus is a sole genus in the family and currently comprises two species (Potylivirus italicum and Potylivirus uromyci). 

Proposed taxonomic change(s):     
We propose to establish three new species in the genus Potylivirus to classify related, recently characterized viruses. 

Demarcation criteria for new taxon/taxa:
Current species demarcation criteria in the genus Potylivirus are:  
- All isolates of the same species must be monophyletic
- Members of different species must differ by a minimum of 25% at the nucleotide level across complete coding portions of the genomes and/or by 20% in amino acid sequences of the encoded polyprotein.

Justification:      
Family Potyliviridae is a new taxon in the order Patatavirales established in 2026 [1] to classify a distinct group of recently discovered mycoviruses with (+)RNA genomes and close evolutionary relationships with members of plant-infecting members of the family Potyviridae [2]. 

Genomes of potylivirids, reported in literature as ‘poty-like’ viruses (PLVs), are shorter than those of potyviruses (7.5–8.0 kb versus 10–11 kb) and apparently not polyadenylated. They have a uniform genome organization and code for a single major polyprotein of ≈280K with conserved domains shared with potyvirids, such as DEAD-like helicase, C4 peptidase and RNA-directed RNA polymerase. Initially, only two species were established to classify best characterized viruses [3,4] 

Based on scientific current literature review, searches in GenBank (as of 10/08/2026) for available complete and/or coding complete genome sequences and analysis performed for the purpose of this proposal we propose expansion of the genus Potylivirus by three new species. 

New and distinct potyliviruses have been described in published literature from metatranscriptomic studies of asco- (Macrophomina phaseolina) and basidiomycetous (Puccinia triticina) fungi and gut-associeted virome of a date palm beetle (Oryctes spp.) [5-7]. These reports came from the research performed in China [5], Canada [6] and Iran [7].  All these viruses have non-segmented, monocistronic (+)RNA genomes with size (7.2-7.9 kb) encoding a large (~270-280K) polyprotein with domain architecture typical of potyliviruses.
Results of pair-wise nucleotide and amino acid identity level analyses between these three viruses and recognized members of the genus Potylivirus (less than 70%), as well as of phylogenetic analyses (Figure 1), support establishment of three new species in this genus. We propose binomial names with epithets deriving from the name of the host genus (“Potylivirus macrophominae”, “Potylivirus pucciniae” and “Potylivirus orycti”) [Table 1].
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Figure 1. Maximum-likelihood phylogenetic tree showing relationships of representatives of three new species (reported in bold) with established members of the genus Potylivirus (family Potyliviridae). Selected viruses in the family Potyviridae and Astroviridae are used as an outgroup. The tree was inferred from ClustalOmega-aligned amino acid sequences of viral replicases, using IQ-TREE v3.01[8], under the best-fit model LG+F+I+R3 and tested with 1,000 ultrafast bootstrap replicates [9]. The tree was generated with iTOL v7 [10]. GenBank accession numbers of proteins and corresponding virus names are shown at the branch tips. Ultrafast bootstrap support values are indicated. For expanded names of viruses please see Table 1. Representatives of three new species proposed here are reported in bold.  






Table 1. Proposed organization of the genus Potylivirus, expanded for three new species (reported in blue font).


	Species name
	Virus name
	Acronym
	GenBank

	[bookmark: _Hlk242084190]Potylivirus italicum
	Plasmopara viticola lesion associated poty-like virus 1
	PvLaPLV1
	MN551108.1

	“Potylivirus macrophominae”
	Macrophomina phaseolina poty-like virus
	MpPLV
	MT062433.1

	“Potylivirus orycti”
	Oryctes associated potyvirus
	OrAPV
	PQ110302.1

	“Potylivirus pucciniae”
	Puccinia triticina-associated virus 4
	PTaV4
	PX650069.1

	Potylivirus uromyci
	Uromyces potyvirus A
	UrPVA
	MK231047.1
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