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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.
· 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:   
	Create 29 new species for family Dicistroviridae

	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

	Yiyun
	Liu
	National Genomics Data Center, Beijing Institute of Genomics, Chinese Academy of Sciences, China
	liuyiyun@big.ac.cn
	

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

	
	
	
	
	





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 Dicistroviridae 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 Dicistroviridae Study Group
	
	0
	

	
	
	
	











	Submission date:
	  09/30/2026


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 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
	
	Merge taxon
	

	Move taxon
	X
	Promote taxon
	

	Rename taxon
	
	Demote taxon
	

	Move and rename
	




	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

	Aparavirus siduodecimi
	From Solenopsis invicta (si-) and Latin duodecim (twelve, genitive duodecimi), referring to Solenopsis invicta virus 12

	Aparavirus prahense
	From Praha, the Czech name for Prague, place of virus isolation; Latin suffix -ense denoting geographic origin

	Aparavirus shenzhenense
	From Shenzhen, city of virus isolation in China; Latin suffix -ense denoting geographic origin

	Aparavirus taihuense
	Named after the location “Taihu” (from the isolate cn-taihu100401); -ense indicates geographic origin

	Aparavirus exsectae
	From the host species Formica exsecta; Latin genitive exsectae

	Aparavirus rosenbergense
	From the host species Macrobrachium rosenbergii; Latin suffix -ense denoting origin

	Cripavirus gossypii
	From the host species Aphis gossypii (cotton aphid); Latin genitive gossypii

	Cripavirus bactrocerae
	From the host genus Bactrocera (fruit flies)

	Cripavirus phenacoccus
	From the host genus Phenacoccus (mealybug)

	Cripavirus anopheles
	From the host genus Anopheles (mosquito)

	Cripavirus empeyrati
	From Empeyrat, a locality in France associated with the exemplar virus; Latinized genitive -i

	Cripavirus varroae
	From the host genus Varroa (parasitic mite); Latin genitive varroae

	Cripavirus fujianense
	From Fujian Province, China, region of virus isolation; Latin suffix -ense denoting geographic origin

	Cripavirus duothripsi
	Latin duo (two) combined with thripsi (from host genus Thrips), referring to Soybean thrips dicistrovirus 2

	Cripavirus unusthripsi
	Latin unus (one) combined with thripsi (from host genus Thrips), referring to Soybean thrips dicistrovirus 1

	Cripavirus skokiense
	From Skokie, Illinois, USA, place of virus isolation; Latin suffix -ense denoting geographic origin

	Cripavirus melliferae
	From Apis mellifera (Western honey bee)

	Cripavirus culexi
	From the host genus Culex (mosquito)

	Cripavirus kikkawai
	From Drosophila kikkawai host

	Triatovirus duogracilipes
	Latin duo (two) combined with gracilipes (from host species Anoplolepis gracilipes), referring to Anoplolepis gracilipes virus 2

	Triatovirus gracilipes
	From the host species Anoplolepis gracilipes (yellow crazy ant)

	Triatovirus sinovem
	From Solenopsis invicta (si-) and Latin novem (nine), referring to Solenopsis invicta virus 9

	Triatovirus shaanxiense
	From Shaanxi Province, China; Latin suffix -ense denoting geographic origin

	Triatovirus jilinense
	From Jilin Province, China; Latin suffix -ense denoting geographic origin

	Triatovirus varroae
	From the host genus Varroa (parasitic mite); Latin genitive varroae

	Triatovirus soldieri
	From "soldier fly" (family Stratiomyidae), the common name of the host; Latinized form

	Triatovirus scotlandense
	From Scotland, place of virus isolation; Latin suffix -ense denoting geographic origin

	Triatovirus bemisiae
	From host genus Bemisia (whitefly); Latin genitive

	Triatovirus hungarense
	From Hungary, place of virus isolation; Latin suffix -ense denoting geographic origin




	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:

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:       Riboviria: Orthornavirae: Pisuviricota: Pisoniviricetes: Picornavirales: Dicistroviridae: includes the genera Aparavirus, Cripavirus, and Triatovirus each containing several species for a total of 16 species

Proposed taxonomic change(s):     (1) establish species demarcation threshold at 0.370 and genus demarcation threshold at 0.747 (pairwise genetic distance, calculated using the VISTA tool) for the family Dicistroviridae
(2) add 6 new species for Aparavirus, 13 new species for Cripavirus, and 9 new species for Triatovirus
(3) Create a new species "Triatovirus hungarense" in Triatovirus to accommodate Cripavirus NB-1/2011/HUN (GenBank: NC_025219.1) and Triatovirus A/2018/ITA (GenBank: MT747985.1).

Demarcation criteria for new taxon/taxa:
Species are demarcated using VISTA pairwise genetic distances calculated from at least coding-complete sequences. Pairwise genetic distance greater than 0.370 separates different species; pairwise genetic distance greater than 0.747 separates different genera.

Justification:
The VISTA tool implements a standardized, machine-learning based framework for virus genome classification. Comprehensive VISTA analysis of Dicistroviridae genomes demonstrates that species and genera can be robustly separated using pairwise distance thresholds of 0.370 and 0.747, respectively. Applying these thresholds to all currently available Dicistroviridae sequences allows the assignment of previously unclassified viruses and supports the establishment of new species. All proposed new species have complete or coding-complete genome sequences publicly available (INSDC).




	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:       Riboviria: Orthornavirae: Pisuviricota: Pisoniviricetes: Picornavirales: Dicistroviridae: includes the genera Aparavirus, Cripavirus, and Triatovirus each containing several species for a total of 16 species

Proposed taxonomic change(s):     (1) establish species demarcation threshold at 0.370 and genus demarcation threshold at 0.747 (pairwise genetic distance, calculated using the VISTA tool) for the family Dicistroviridae
(2) add 6 new species for Aparavirus, 13 new species for Cripavirus, and 9 new species for Triatovirus
(3) Create a new species "Triatovirus hungarense" in Triatovirus to accommodate Cripavirus NB-1/2011/HUN (GenBank: NC_025219.1) and Triatovirus A/2018/ITA (GenBank: MT747985.1).

Demarcation criteria for new taxon/taxa:
Previous criterion:
Species: Sequence identity at the amino acid level between the capsid proteins of isolates and strains of a species is above 90%.
Genus: Formal genus demarcation criteria have not yet been established. However, different genera display unique sequence and topological characteristics in the IGR IRES and form separate groups on phylogenetic analysis.
Proposed new criterion:
Species are demarcated using the VISTA tool based on pairwise genetic distances calculated from at least coding-complete sequences.
Species: Pairwise genetic distance greater than 0.370 separates different species.
Genus: Pairwise genetic distance greater than 0.747 separates different genera.


Justification:      
The VISTA tool, VIrus Sequence-based Taxonomy Assignment (VISTA; https://ngdc.cncb.ac.cn/vista), provides a robust, objective, and automatable framework for virus classification by analyzing pairwise genetic distances derived from coding-complete genome sequences (Zhang et al. 2024). VISTA calculates whole-genome distances using alignment-free, k-mer‒based features and machine learning methods, along with its automated threshold selection method, allowing comprehensive comparison across all available dicistrovirus genomes.

By training and validating all at least coding-complete sequences, VISTA identified 0.370 as the optimal threshold for species demarcation and 0.747 for genus demarcation within Dicistroviridae (Figure 1). The demarcation value of 0.747 for genera indicates that sequences with genetic distances greater than this value belong to different genera, reflecting substantial evolutionary differences. Conversely, the 0.370 threshold for species implies that sequences with distances below this value are classified within the same species, while those with distances between 0.370 and 0.747 belong to the same genus but different species. The analysis of Dicistroviridae genomes using VISTA shows that these thresholds are fully consistent with the current taxonomy, which relies on capsid protein identity for species assignment and phylogenetic clustering for genera (Valles et al. 2017). Furthermore, the genome-wide approach of VISTA offers increased objectivity and reproducibility compared to criteria based solely on single protein markers.

By applying these thresholds, unassigned dicistrovirus genomes were able to be classified by VISTA. Published analysis of these genomes show them to have organizations that would place them within the Dicistroviridae. In general, 6 new species in Aparavirus, 13 new species in Cripavirus, and 9 new species in Triatovirus are recognized, like Formica exsecta virus 1 (GenBank: NC_023021) (Johansson et al. 2013), goose faecal-sample dicistrovirus (GenBank: NC_029052) (Greninger and Jerome 2016). 

Notably, the exemplar virus of the proposed species "Triatovirus hungarense" (GenBank: NC_025219.1) was originally deposited in GenBank as "Cripavirus NB-1/2011/HUN." However, comprehensive analyses including genome organization, phylogenetic placement, and VISTA-based pairwise distance comparisons consistently support its classification within Triatovirus rather than Cripavirus. The IGR IRES structure of this virus displays the topological features characteristic of Triatovirus (Reuter et al. 2014). A second isolate of this species, Triatovirus A/2018/ITA (GenBank: MT747985.1), was subsequently identified and correctly assigned to Triatovirus (Marzoli et al. 2021). VISTA analysis confirms that these two sequences represent the same species (pairwise distance = 0.0262) and that this species is distinct from all currently recognized Triatovirus species (nearest species distance > 0.370). 

All proposed new species are represented by publicly available, coding-complete sequences, as detailed in the accompanying Excel file.
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	Accompanying files: List the names of supplementary files associated with the taxonomy proposal and description of their contents; add additional rows if required. Accompanying files may include letters of permission for use of personal names for taxa, data tables, distance matrices, or larger figures such as phylogenetic trees etc. Acceptable file formats: docx, xlsx, PDF. 

There is no need to list the accompanying Excel module associated with the proposal. 

	Filename
	Description of contents

	2026.0XXS.N.v1.Dicistroviridae_29nsp Suppl_table_distances.xlsx
	Pairwise distances of coding-complete genomes within Dicistroviridae

	2026.0XXS.N.v1.Dicistroviridae_29nsp Suppl_table_top_matches.xlsx
	Assignment of proposed novel dicistrovirus genomes to species and genera using VISTA analysis






	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). 

For phylogenetic analysis, please provide a tree based on aligned nucleotide or translated amino acid sequences with branch lengths proportional to genetic distance. Trees should be generated using an appropriate algorithm (eg. neighbor-joining, maximum likelihood, or maximum clade credibility); the use of UPGMA is discouraged. Provide evidence of the reliability of the branching (eg. by boot-strapping or posterior probabilities). Where possible, trees should be rooted using an outgroup sequence. 

Include INSDC (eg. GenBank) nucleotide accession numbers in the sequence labels. Annotate trees with existing and proposed taxa.  



Figure 1. Distribution of VISTA pairwise distances among Dicistroviridae genomes. The proposed taxonomy is identical to that established with the capsid protein identity.
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