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


Taxonomy Proposal Submission: 
This Word module should be used for all formal proposals to ICTV. 
· Part 1 should be completed for ALL proposals.
· Part 2 should be completed ONLY for proposals involving changes to ICTV procedures, rules, statutes, policy or structure.
· [bookmark: OLE_LINK1]Part 3 should be completed for proposals to establish new taxa or modify assignments or nomenclature of existing taxa. 
Do not edit the grey filled cells in the tables
Delete the unused Part 2 or Part 3 sections before submission. 
The blue help text can be left in the document as it will be automatically removed after submission 
Except where indicated, all fields should be completed
Please submit the completed Word module, together with the accompanying Excel spreadsheet module for taxonomy proposals to the appropriate ICTV Subcommittee Chair. The Excel module should named identically to the Word module. 
Taxonomy proposals must be accompanied by the Excel module. This is a critical document for taxonomy proposals that will be used to implement the proposed taxonomic changes once they are approved and ratified. If proposals presented in Part 3 of the Word module are not presented accurately in the Excel module, the taxonomic changes cannot proceed and the proposal will be returned for revision.
For further guidance, see the notes in blue below and the Help Notes (Taxonomic_Proposals_Help_2025) available at https://ictv.global/taxonomy/templates.
Part 1a: Details of taxonomy proposals

	Title:   
	Comprehensive expansion and revision of Arteriviridae taxonomy

	Code assigned: 
	<to be assigned by ICTV officers>



	Author(s), affiliation and email address(es):  One author per row - add additional rows as necessary

	Given name (+middle initial(s))
	Surname
	Affiliation Include and limit to Department, Institution, City, Country 
	Email address One only
	Corr. author(s)  
Mark with an X

	Yiming
	Bao
	Shenzhen Medical Academy of Research and Translation- National Biobank of China, Shenzhen, China
	baoyiming@smart.org.cn
	X

	Cody J
	Warren
	Department of Veterinary Biosciences, The Ohio State University, Columbus, Ohio, USA
	warren.802@osu.edu

	

	Tony L
	Goldberg
	Department of Pathobiological Sciences, School of Veterinary Medicine, University of Wisconsin–Madison, Madison, Wisconsin, USA
	tony.goldberg@wisc.edu
	

	Jens H
	Kuhn
	Independent Researcher, Frederick, Maryland, USA
	
	

	Lili
	Tian
	Beijing Institute of Genomics, Chinese Academy of Sciences, Beijing, China
	tianlili@cncb.ac.cn
	





Part 1b: Taxonomy Proposal Submission <To be completed on initial submission> 
	ICTV Subcommittee: Enter an "X" against the subcommittee(s) most appropriate to deal with the taxonomy proposal. If in doubt, contact the appropriate subcommittee chair for clarification (see https://ictv.global/sc).

	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 -Submit to Proposals Secretary
	



	List the ICTV Study Group(s) that have seen or have been involved in creating this proposal: A list of study groups and their members is provided at https://ictv.global/sc.

	ICTV Arteriviridae Study Group



	Optional – complete only if formally voted on by an ICTV Study Group: <To be completed by Study Group>

	Study Group
	Number of members

	
	Votes in support
	Votes against
	No vote

	ICTV Arteriviridae Study Group
	5
	0
	0











	Submission date:
	30/09/2026


Enter date of the initial submission (DD/MM/YYYY).


Part 1c: Feedback from ICTV Executive Committee (EC) meeting <To be completed by the subcommittee chair after EC evaluation>
	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 <To be completed for the revised version>
	Response of proposer: Please describe in detail how you have responded to the EC meeting feedback

	





	Revision date:
	



Enter date of the revised version (DD/MM/YYYY). 



Part 2: GENERAL PROPOSAL
Please use this section only for proposals regarding ICTV procedures, rules, statutes, policy or structure, that do not involve the establishment of new taxonomy. 
	Abstract for General Proposal: Please provide a structured summary of your proposal using the headings provided (maximum 250 words). Ensure that the abstract briefly describes the changes to ICTV procedures and the reasons and justification for proposed changes. The abstract should provide sufficient context to be understandable without reference to the full text of the proposal as it will be used as written for the automatic population of public documents such as taxonomy summary publications.   

	Brief description of current situation:       



Proposed changes:     



Justification:      






	Text of General Proposal: Please include the reasons for the changes you are proposing.

	Background:       



Proposed changes:     



Justification:      






	References:

	






	Accompanying files: List the names of supplementary files associated with the taxonomy proposal. These may include letters of permission, proposed modified ICTV documents etc. Acceptable file formats: docx, xlsx, PDF. Add additional rows if required. 

	Filename
	Description of contents

	
	

	
	



	Tables, Figures:  The use of Figures and Tables as supporting evidence is strongly recommended (note that using material from publications will require permission from the copyright holder if the publication is not open access). 


<Start here>



Part 3: TAXONOMIC PROPOSAL
Please use this section for proposing taxonomic changes. The changes MUST also be presented in the accompanying form, TP_Template_Excel_module_2026.xlsx, available at https://ictv.global/taxonomy/templates. 


	Taxonomic changes proposed: Enter an "X" against one or more actions

	Establish new taxon
	X
	Split taxon
	

	Abolish taxon
	X
	Merge taxon
	

	Move taxon
	
	Promote taxon
	

	Rename taxon
	X
	Demote taxon
	

	Move and rename
	X




	Etymology (origin) of proposed taxonomic names: Briefly describe the origin and rationale for each proposed taxonomic name in the proposal. A longer explanation can be provided in the main section of the taxonomy proposal if required. Use one row for each taxonomic name; additional rows can be inserted where needed. See examples for existing names in https://ictv.global/taxonomy/etymology.

	Taxon name 
	Etymology of the term

	Crocartevirinae, Equartevirinae, Heroartevirinae, Simartevirinae, Variartevirinae, and Zealartevirinae
	These renamed subfamily designations have the same etymology as their established predecessor names (Crocarterivirinae, Equarterivirinae, Heroarterivirinae, Simarterivirinae, Variarterivirinae, and Zealarterivirinae) with a simplified infix “arte” instead of “arteri” as originally suggested in (Kuhn et al., 2016) to avoid name dependencies on higher ranked taxa.

	Ganartevirinae
	“Gan” as a contraction of “Guǎngdōng”, China (sampling site of a member virus), infix “arte” as a reference to Arteriviridae, and “-virinae”, the suffix for a viral subfamily

	Gunartevirinae
	“Gun” as a contraction of “Guǎngdōng”, China (sampling site of a member virus), infix “arte” as a reference to Arteriviridae, and “-virinae”, the suffix for a viral subfamily

	Hedhartevirinae
	“Hedh”  as a contraction of “hedgehog” (host of a member virus), infix “arte” as a reference to Arteriviridae, and “-virinae”, the suffix for a viral subfamily

	Lactartevirinae
	“Lact” as a contraction of “lactate dehydrogenase-elevating virus”, infix “arte” as a reference to Arteriviridae, and “-virinae”, the suffix for a viral subfamily

	Lopartevirinae
	“Lop” as a contraction of “lopma virus”, infix “arte” as a reference to Arteriviridae, and “-virinae”, the suffix for a viral subfamily

	Prajartevirinae
	“Praj” as a contraction of “praja virus”, infix “arte” as a reference to Arteriviridae, and “-virinae”, the suffix for a viral subfamily

	Almartevirus 
	“Alm” as a contraction of Alamogordo, New Mexico, USA, where PBJV was discovered, infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Artartevirus 
	“Art” as a contraction of “arteritis” (a reference to EAV), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Bethartevirus 
	“Beth” as a contraction of “Bethesda”, Maryland, USA (where SHFV was discovered), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Cerartevirus 
	“Cer” as a contraction of “Cercopithecus” (host genus of DeBMV1), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Chinartevirus 
	“Chin” as a contraction of “Chinchilla” (host genus of RtClan arterivirus/ Chilean chinchilla virus 1), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Colartevirus 
	“Col” as a contraction of “colobus” (a reference to KRCV1), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Deomartevirus 
	“Deom” as a contraction of “Democratic Republic of the Congo” (where lopma virus was discovered), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Dipartevirus
	“Dip” as a contraction of “Diprotodontia” (host order of WPDV/WPDV1), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Eldhartevirus 
	“Eldh” as a reference to LDH (in “lactate dehydrogenase-elevating virus”), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Eriartevirus
	“Eri” as a contraction of “Erinaceus” (host genus of hedgehog arterivirus/ Vale virus 1), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Kibartevirus 
	“Kib” as a contraction of “Kibale red colobus virus 2”, infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Murartevirus 
	“Mur” as a contraction of “Muridae”, infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Nesartevirus 
	“Nes” as a contraction of “Nesomyidae” (host family of APRV1), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Norartevirus
	“Nor” as a contraction of “Norway” (in “Norway rat arterivirus/Guǎngdōng Norway rat virus 1 ”), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Papartevirus 
	“Pap” as a contraction of “Papio” (host genus of MYBV1), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Rodartevirus 
	“Rod” as a contraction of “Rodentia” (host order of many viruses in the genus), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Sikartevirus 
	“Sik” as a contraction of “Sikkim rat” (host of rodent arterivirus/Indochinese forest rat virus 1), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Sorartevirus
	“Sor” as a contraction of “Sorex” (host genus of OSV1), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Spalartevirus 
	“Spal” as a contraction of “Spalacidae” (host family of bamboo rat arterivirus/hoary bamboo rat virus 1), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Sukartevirus 
	“Suk” as a contraction of “Sukhumi”, Georgian SSR, USSR (where SHEV was discovered)), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	Sunartevirus 
	“Sun” as a contraction of “Suncus” (host genus of Asian house shrew arterivirus/Guǎngdōng shrew virus 1), infix “arte” as a reference to Arteriviridae, and “-virus”, the suffix for a viral genus

	alamogordense
	Referring to Alamogordo, New Mexico, USA, where PBJV was discovered

	americense
	Referring to America, where PRRSV2 was discovered

	caryomydis
	Referring to virus host genus Caryomys

	cercopitheci
	Referring to virus host genus Cercopithecus

	chinchillae
	Referring to virus host genus Chinchilla

	chlorocebi
	Referring to virus host genus Chlorocebus

	copiliocolobi
	Referring to virus host genus Piliocolobus fused with “co”, meaning together (a reference to the co-discovery of KRCV1 and KRCV2 in the same animal)

	craseomydis
	Referring to virus host genus Craseomys

	cricetomydis
	Referring to virus host genus Cricetomys

	cricetuli
	Referring to virus host genus Cricetulus

	crocidurae
	Referring to virus host genus Crocidura

	encephalitidis
	Referring to a main infection sign, encephalitis, caused by SHEV

	equi
	Referring to virus host genus Equus

	erinacei
	Referring to virus host genus Erinaceus

	europense
	Referring to Europe, where PRRSV1 was discovered

	hemorrhagiae
	Referring to a main infection sign, hemorrhage, caused by SHFV

	kafuepapionis
	Referring to “Kafue kinda chacma baboon virus” (with Papio being the genus for baboons)

	kibalense
	Referring to Kibale National Park, Uganda, where KRTG1 was discovered

	lophuromydis
	Referring to virus host genus Lophuromys

	mikumipapionis
	Referring to “Mikumi yellow baboon virus” (with Papio being the genus for baboons)

	neodontis
	Referring to virus host genus Neodon

	piliocolobi
	Referring to virus host genus Piliocolobus

	praomydis
	Referring to virus host genus Praomys

	ratti
	Referring to virus host genus Rattus

	rhizomydis
	Referring to virus host genus Rhizomys

	rileyi
	Referring to “Riley agent”, the original name of LDV

	sunci
	Referring to virus host genus Suncus

	trichosuri
	Referring to virus host genus Trichosurus

	trichosurimile
	Referring to virus host genus Trichosurus fused with “simile”, meaning “alike” (a reference to WPDV-AU/WPDV2 first thought to be an isolate of WPDV/WPDV1)

	zambiense
	Referring to Zambia, where ZMV1 was discovered




	Permission for use of names derived from a living person:   If you propose taxon name(s) which are derived from the name of a living person or persons, you must attach documents to verify that permission has been obtained from those persons and that they agree to the form in which their name or an element of it is to be used. These documents should be listed in the Accompanying Files table below. The documents will not be posted online but will be retained by ICTV as evidence of authorization.      

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

	
	
	



	Abstract of Taxonomy Proposal: Please provide a structured summary of your taxonomic proposal using the headings provided (maximum 250 words). The abstract should provide sufficient context to be understandable without reference to the full text of the proposal as it will be used as written for the automatic population of public documents such as Taxonomy Proposal Summary publications. 

Please complete each section:

[bookmark: OLE_LINK4]Description of current taxonomy: Describe the current taxonomic assignment of an existing virus(es) to be re-classified or renamed, or of viruses related to proposed new taxa.

Proposed taxonomic change(s):  Describe the new classification or taxon names of viruses to be re-classified or renamed, or the taxonomic assignments of new taxa. This information must match the corresponding entry(s) in the Excel module.     

Demarcation criteria for new taxon/taxa: Proposals for new species or higher ranks will need to state the species demarcation criteria established for such assignments and show that the candidate species meets these requirements. Each new species must be assigned to a genus, whether the genus exists or is novel. 

Justification: Explain briefly why the change(s) or additions are being made. More information can be provided in the Proposal Text. 

Inadequately completed Abstracts will be returned for revision before they can be considered by the Executive Committee. 

	Description of current taxonomy:       
Nidoviral family Arteriviridae currently includes 23 species classified in 13 genera in 6 subfamilies, with 15 of the 23 species further assigned to 11 subgenera.

Proposed taxonomic change(s):     
[bookmark: OLE_LINK7]We propose 6 new subfamilies, 8 new genera, and 9 new species, and the abolishment of all subgenera. We also propose a thoroughly revised nomenclature for taxa of all ranks for harmonization with established nidoviral conventions.

Demarcation criteria for new taxon/taxa:
VIrus Sequence-based Taxonomy Assignment (VISTA) is a novel computational tool for virus taxonomy incorporating a pairwise sequence comparison system and an automatic demarcation threshold identification framework. We propose VISTA as an alternative tool to DEmARC for arterivirid classification. VISTA-based arterivirid genome sequence-based taxonomic thresholds emerged at 0.780 for subfamilies, 0.621 for genera, and 0.369 for species.

[bookmark: OLE_LINK2]Justification:
Using VISTA, we largely validate the current DEmARC-derived arterivirid taxonomy, enabling us to establish genome sequence-based taxonomic thresholds. We then expanded the analysis by including genomic sequences from newly discovered arterivirids that await classification and validated the results by phylogenetic analysis.



	[bookmark: OLE_LINK3]Text of Taxonomy proposal:  Please explain the reasons for the taxonomic changes you are proposing. This should be formatted into the sections used in the abstract (see Instructions above))

Species:
· Explain how to distinguish the newly proposed species from established ones in a genus and use defined criteria, such as nucleotide sequence identity, for species demarcation. 
· If criteria have not been previously established, and if more than one species in the genus is envisioned, please state the species demarcation criteria you are proposing.
· If demarcation criteria have been previously established, provide a reference for those criteria (e.g. previously accepted proposal, ICTV Report Chapter, or publication).
· Names for new or renamed species must follow a genus + species epithet binomial format (see https://pubmed.ncbi.nlm.nih.gov/35043230/). 

Higher taxa: 
· If criteria have not been previously established, and if more than one taxon in the rank is envisioned, please state the demarcation criteria you are proposing.
· If demarcation criteria have been previously established, provide a reference for those criteria (e.g. previously accepted proposal, ICTV Report Chapter, or publication).
· Defining the unique characteristics of the taxon is desirable and can assist evaluation of the proposal.

[bookmark: _Hlk191324785]Format of proposed taxon names: 
· Proposed names for new or renamed taxa should be written in italics but in quote marks to indicate that the names are provisional until the proposal is ratified. 
· For example (from 2024.002A): The new order is proposed to be named “Adrikaivirales” and include a new family “Satyavatiiviridae”. The genus and species representative for this order is “Vyasaivirus” and “Vyasaiivirus brisbanense”, respectively.
· Proposed taxonomic names are formatted in italics in the Excel module, but they do not require quote marks.  

Availability of genome sequences:
· Proposals for the establishment of new taxa require that annotated and coding complete genome sequences of the species exemplars are available from an INSDC database (eg. GenBank). 
· Short read archive (SRA) records (unassembled sequences) are not acceptable.
 

	Description of current taxonomy:       
Nidoviral family Arteriviridae currently includes 23 species classified in 13 genera in 6 subfamilies, with 15 of the 23 species further assigned to 11 subgenera.

Proposed taxonomic change(s):     
We propose 6 new subfamilies, 8 new genera, and 9 new species, and the abolishment of all subgenera. We also propose a thoroughly revised nomenclature for taxa of all ranks for harmonization with established nidoviral conventions.
[bookmark: OLE_LINK12]
Demarcation criteria for new taxon/taxa:
VISTA-based arterivirid genome sequence-based taxonomic thresholds emerged at 0.780 for subfamilies, 0.621 for genera, and 0.369 for species.

Justification:
VIrus Sequence-based Taxonomy Assignment (VISTA) (Zhang et al., 2025) is a novel computational tool for virus taxonomy incorporating a pairwise sequence comparison system and an automatic demarcation threshold identification framework.

VISTA was originally trained on arterivirid sequences in GenBank available through January 2022. Thus, we first aimed to update the training data set. Complete genome sequences, representing the 23 currently established arterivirid species in the International Committee on Taxonomy of Viruses (ICTV) Master Species List (MSL41.v1) (International Committee on Taxonomy of Viruses, 2026a) and seven unclassified viruses, were retrieved from GenBank. Following the removal of redundant sequences using CD-HIT (Fu et al., 2012; Li & Godzik, 2006) with a 99.5% sequence identity threshold, a final set of 129 sequences was loaded into VISTA, among them 13 sequences not present in the original training data set (Zhang et al., 2025). This updated date set was then used to validate VISTA-proposed arterivirid taxonomy by comparison to established, DEmARC-based arterivirid taxonomy. The standard VISTA output categorizes genome sequence pairs into three groups: “same species” (green), “different species” within the same genus (yellow), and “different genus” (pink) (Figure 1). Based on the distinct distributions observed within these categories, we refined the classification to include subfamily rank. Among the available distance metrics, the correlation method produced the most distinct and internally coherent clustering patterns, achieving the highest discrimination power at subfamily, genus, and species ranks. The fully trained Arteriviridae module is now publicly available (https://ngdc.cncb.ac.cn/vista/family_results?family=Arteriviridae)

Using complete genome sequences of arterivirids that have been assigned to ICTV-established taxa, VISTA largely reproduced the established DEmARC-derived arterivirid taxonomy across subfamilies, genera, and specie, except for pebjah virus (PBJV; currently classified in species Iotaarterivirus (Peiartevirus) pejah in subfamily Simarterivirinae), which VISTA assigned to a distinct simarterivirin genus. This overall result established VISTA as an alternative or complementation to DEmARC analysis for arterivirid classification. The results confirmed the need for a new simarterivirin genus for PBJV and indicated the need to move classified variarterivirian lactate dehydrogenase-elevating virus (LDV; Gammaarterivirus lacdeh) and RtClan arterivirus (Nuarterivirus guemel) into a novel subfamily. In addition, the results indicated the need to establish four addition subfamilies (each including one genus with one species) for the unclassified “hedgehog arterivirus (HhAV-1)”, “lopma virus (LPMV)”, “praja virus (PRJV)”, and “Norway rat arterivirus (RNAV)”, respectively. VISTA further assigned the unclassified “bamboo rat arterivirus (BRAV)” and “rodent arterivirus (RAV)” to two monospecific genera in the new subfamily harboring LDV and RtClan arterivirus; “Asian house shrew arterivirus (ARTV/shrew/FS)” as a new species in a new genus within the subfamily Crocarterivirinae; and “wobbly possum disease virus AU1 (WPDV-AU)” as a virus distinct from wobbly possum disease virus (WPDV; zealarterivirin Kappaarterivirus wobum), indicating the need for a new Kappaarterivirus species (Table 1).

To evaluate the taxonomic assignments of arterivirids generated by VISTA, we reconstructed arterivirid phylogenetic relationships using concatenated amino acid sequences of five domains in the arterivirid ORF1ab-encoded polyprotein: 3-chymotrypsin-like protease (3CLpro; also known as Mpro), nidoviral RdRp-associated nucleotidyltransferase (NiRAN), RNA-directed RNA polymerase (RdRp), zinc-binding domain (ZBD), and superfamily 1 helicase (HEL1). Multiple sequence alignment was performed with MAFFT v7 (Katoh et al., 2002; Katoh & Standley, 2013). The optimal substitution model for Maximum Likelihood (ML) inference was identified using ModelFinder v2.2.0 (Kalyaanamoorthy et al., 2017), which selected LG+F+I+G4 as the best-fitting model. ML phylogenetic reconstruction was conducted in IQ-TREE v2.2.0 (Nguyen et al., 2015) with 5,000 ultrafast bootstrap replicates (UFBoot) and 1,000 iterations. The resulting tree was visualized using iTOL v7.6 (Letunic & Bork, 2007; 2024) and rooted using the midpoint method. 
The resulting phylogeny further corroborated VISTA assignments (Figure 2). For instance, WPDV and “WPDV-AU” clustered to form a monophyletic lineage, resolved as sister taxa (UFBoot = 100). The horizontal branch lengths separating these two isolates revealed a significant genetic distance that is comparable to, or even exceeds, the distances observed between recognized distinct species within the simarterivirin clade (e.g., simian hemorrhagic encephalitis virus vs. Free State vervet virus). Similarly, at the genus rank, reclassification of PBJV into a separate genus was supported by strong ultrafast bootstrap values (UFBoot > 99). Furthermore, all proposed subfamilies were resolved as monophyletic lineages with high ultrafast bootstrap support (UFBoot > 95 in all but one instance).

[VISTA also reproduced the established subgenera, which here are proposed to be abolished as most include only a single genus and no specific biology has been uncovered yet that assigned meaning to these taxa].

Nomenclature was streamlined and simplified throughout by:
a) Replacing alphanumerical taxon word stems to prevent future renaming needs as outlined in (Kuhn et al., 2016)
b) Replacing “arteri” infixes in any sub-family taxon to prevent name dependency on the family taxon as outlined in (Kuhn et al. 2016)
c) Latinizing species epithets to follow precedent in species epithets of all other nidoviral families.
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[image: ]Figure 1. Screenshot of VISTA displaying the result of pairwise distances distribution within Arteriviridae (Log Scale). The green, yellow and pink bars denote pairs of genomes within the same species, different species but the same genus, and different genera according to the NCBI Taxonomy Database. The blue and red dashed lines signify the optimal taxonomic demarcation thresholds for species and genus.

Figure 2. Phylogenetic analysis supports VISTA-assigned arterivirid classification. Maximum-likelihood phylogenetic tree of classified and unclassified arterivirids based on concatenated amino-acid sequence of five conserved domains (3-chymotrypsin-like protease [3CLpro; also known as Mpro], nidoviral RdRp-associated nucleotidyltransferase [NiRAN], RNA-directed RNA polymerase [RdRp], zinc-binding domain [ZBD], and superfamily 1 helicase [HEL1]). Tips indicate GenBank accession numbers and classified virus names as in the International Committee on Taxonomy of Viruses (ICTV) Virus Metadate Resource (MSL#41v.1) (International Committee on Taxonomy of Viruses, 2026c) or unclassified virus names as listed in GenBank. Branch support is shown for branches with >70 support.
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