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


Part 1a: Details of taxonomy proposals

	Title:   
	Establish 8 new species in the genus Alphavirus, family Togaviridae, 

	Code assigned: 
	2026.010S.N.v1.Alphavirus_8nsp



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

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


	Lark L A
	Coffey
	UC Davis
	lcoffey@ucdavis.edu
	

	Jennifer 
	Hyde
	University of Washington
	jlhyde4@uw.edu
	

	Farooq
	Nasar
	Fort Detrick, 
	farooq.nasar.ctr@mail.mil
	

	Ann
	Powers 
	CDC
	apowers@cdc.gov
	

	Naomi L
	Forrester 
	The Pirbright Institute 
	Naomi.forrester-soto@pirbright.ac.uk
	X





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: 

	
ICTV Togaviridae 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

	ICTV Togaviridae Study Group
	4
	
	1

	
	
	
	










	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	W - Withdrawn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

	‘Alphavirus taiforest’
	Named after the Taï Forest national park in Côte d’Ivoire – from the paper, in common usage

	‘Alphavirus harbourporpoise’
	Named after the host of the virus from which it was obtained. 

	‘Alphavirus yadayada’
	Named after a catchphrase from Seinfeld as it is part of a mosquito-only Alphavirus group 

	‘Alphavirus mwinilunga’
	Named after a town in the North-Western Province of Zambia, from the paper in common usage 

	‘Alphavirus aguasalud’
	Named after the Smithsonian tropical research institute that works in the Panama Canal Watershed.  

	‘Alphavirus comber’
	Named after the species of fish from which it was isolated. 

	‘Alphavirus hagfishwengling’
	Named after the species of fish from which it was isolated 

	‘Alphavirus flounderwengling’
	Named after the species of fish from which it was isolated. 




	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:       
The genus Alphavirus currently includes 31 species. 

Proposed taxonomic change(s):     
We propose adding in 8 new species for viruses that are distinct by identity matrix and phylogenetic tree analyses: ‘Alphavirus taiforest’, ‘Alphavirus harbourporpoise’, ‘Alphavirus yadayada’, ‘Alphavirus aguasalud’, ‘Alphavirus comber’, ‘Alphavirus hagfishwenling’, ‘Alphavirus flounderwengling’ and ‘Alphavirus mwinilunga’. 

Demarcation criteria for new taxon/taxa:
All eight alphavirus proposed to be assigned to novel species are less than 60% similar to other classified alphaviruses, resulting in significant branch lengths in the tree indicating separate species. 

Justification:
All 8 viruses are significantly different from classified  viruses and fit within the current Alphavirus taxonomy. The viruses have been identified in the literature and are associated with full genome sequences. 




	· Text of Taxonomy proposal:  


	
Description of current taxonomy:       
The alphaviruses are a diverse group of single-stranded RNA viruses and have been isolated from all continents except Antarctica. There are currently 31 alphavirus species in four different groups. The New World viruses that circulate primarily in the Western Hemisphere and cause encephalitis. The Old World viruses circulate in Eurasia, Australasia and Africa and primarily cause arthralgia but can cause more severe disease in immune-compromised individuals. There are also mosquito-only alphaviruses and fish alphaviruses. The fish alphaviruses are the only alphaviruses for which invertebrate hosts have not been identified and there is some discussion as to whether they have invertebrate hosts, or are the only alphaviruses not to be transmitted through an arbovirus transmission cycle (https://doi.org/10.1128/JVI.05591-11).  

All alphaviruses have genomes with a 5’caps that enable the translation of two open reading frames with the second open reading frame under the control of a subgenomic promoter, which enables the structural protein to be produced in molar excess compared to the non-structural proteins. The replication of alphaviruses has been comprehensively reviewed in Strauss and Strauss (1994) (https://doi.org/10.1128/mr.58.4.806-806.1994) , but briefly, the virus will enter the cell via cell-mediated endocytosis and uncoat to release the genetic material. The RNA will immediately be used to generate proteins acting as a messenger RNA, and produce the viral proteins via polyproteins, nsp1234 and the spC-E3-E2-6k-E1. These are then autolytically cleaved into individual proteins and the virus will utilize these viral replicative proteins to generate a double stranded intermediate for replication by complementing the genome and producing a negative strand of the genomic RNA. The negative RNA strand will then be used to generate complementary positive strands of RNA providing the template. New genomic RNA’s are then produced, with the sub-genomic promoter enabling the virus to produce a greater number of structural proteins ensuring sufficient capsid and envelope proteins for virion assembly, while still producing sufficient non-structural proteins and genomic RNA’s for further replication and assembly of virions respectively. A byproduct of the generation of viral proteins is the shutoff of the host transcription and translation to facilitate viral replication.

Proposed taxonomic change(s):     
We propose adding eight new alphaviruse, to the current Alphavirus genus. All eight viruses sit within the mosquito-only, or marine alphaviruses. 

The first virus ‘Alphavirus harbourporpoise’ is related to Alphavirus seal but shares only 39% identity with this virus which classifieds this as a new Alphavirus species. This virus was isolated from the harbor porpoise (Phocoena phocoena (Linnaeus, 1758)) in 2013 in Alaska (https://doi.org/10.1016/j.virusres.2019.197742). A full alphavirus genome was isolated from the tissues and assigned the accession number MN820528. Details of the virus isolation and comparison to other Alphaviruses can be found in Rodrigues et al (2021) (https://doi.org/10.1016/j.virusres.2020.198187).      

 Within the group of mosquito-only alphaviruses we propose adding ‘Alphavirus aguasalud’, ‘Alphavirus mwinilunga’, ‘Alphavirus taiforest’ and ‘Alphavirus yadayada’.  ‘Alphavirus aguasalad’ was isolated from Culex declarator mosquitoes in Panama in 2013 and assigned the Accession number MK959115. A full genome was isolated and compared to other Alphaviruses. Details of the analysis can be found in Hermanns et al. (2019) (https://doi.org/10.1099/jgv.0.001344). ‘Alphavirus mwinlunga’ was isolated from the mosquito Culex quinquefasciatus in Zambia in 2016 and assigned the accession number LC361437. Details of the isolation can be found in Torii et al (2018) (https://doi.org/10.1016/j.virusres.2018.04.005). ‘Alphavirus taiforest’ was isolated from the mosquito Culex decens in Côte d’Ivoire in 2004. A full genome was isolated and assigned the accession number KY303625. Details of the analysis showing similarities to other Alphaviruses can be found in Hermans et al (2017) (https://doi.org/10.1099/jgv.0.000694). ‘Alphavirus yadayada’ was isolated from a pool of mosquitoes in Australia, but the individual species was not incriminated. A full genome was isolated and assigned the accession number MN733821 (https://doi.org/10.1128/mra.01476-19). 
All of these have a maximum of 50% identity to the known mosquito ‘Alphavirus eilat’. All of these viruses also have significant branch lengths on the tree compared to Alpahvirus eilat, which supports their criteria for inclusion as species into the Alphaviruses.  

Within the fish Alphviruses, we propose adding ‘Alphavirus flounderwenling’, ‘Alphavirus hagishwenling’ and ‘Alphavirus comber’, all of which cluster with the salmonid alphavirus, and were isolate from fish. ‘Alphavirus flounderwenling’  and ‘Alphavirus hagfishwengling’ were isolated from flounder (Plagiopsetta sp.) and hagfish (Eptatretus burger) respectively. Full genomes were generated and assigned the accession numbers MG600127 and MG600128 respectively. Details of the analysis can be found in Mang Shi et al. (2018) (https://doi.org/10.1038/s41586-018-0012-7). ‘Alphavirus comber’ was isolated from comber (Serranus cabrilla) in the Mediterranean Sea. A full genome was assembled and was assigned the accession number MN207265.  All these putative marine Alphaviruses share a maximum of 43% identity with the Alphavirus salmon and show significant branch lengths in the neighbor-joining tree supporting the criteria for inclusion as species into the Alphaviruses.  

Demarcation criteria for new taxon/taxa:
Species demarcation for alphaviruses has identity lower than 60%. Using these criteria in the absence of the nsP3 and capsid protein regions that have high protein disorder and therefore an inability to align. All alphavirus alignments should exclude these regions. All the proposed viruses fall below this cut-off and show similar or longer branch lengths than established species in the Alphavirus genus justifying their inclusion into the Alphavirus genus. 

Justification:      
  The proposed expansion of the Alphavirus genus is rooted in robust analysis of the genus using full-genome alignments, but excluding the regions of the nsP3 and capsid, this agrees with previous phylogenetic studies of the Alphavirus genus (REF). Given the low identity and robust branch lengths, these eight viruses cannot be assigned to a current species and are therefore proposed to be assigned to new species in the genus Alphavirus. 
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	Accompanying files: 

	Filename
	Description of contents

	2026.0XXS.N.v1.Alphavirus_8nsp ICTV_Alphavirus tree
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