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


Part 1a: Details of taxonomy proposals

	Title:   
	Creating 16 new species in the genus Iflavirus

	Code assigned: 
	2026.002S.N.v1.Iflavirus_16nsp



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

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


	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 
	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 Iflaviridae 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 Iflaviridae Study Group

	
	0
	

	
	
	
	










	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	W - Withdrawn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

	Iflavirus striatellae
	From the host species Laodelphax striatella; Latin genitive striatellae

	Iflavirus bombyxae
	From the host genus Bombyx (silkworm); Latinized genitive bombyxae

	Iflavirus formicae
	From the host genus Formica (ant); Latin genitive formicae

	Iflavirus graminellae
	From host genus Graminella

	Iflavirus halysae
	From the host genus Graminella (leafhopper); Latin genitive graminellae

	Iflavirus eratoae
	From the host species Heliconius erato (red postman butterfly); Latinized genitive eratoae

	Iflavirus lojollaense
	From La Jolla, California, USA, locality associated with the exemplar virus; Latin suffix -ense denoting geographic origin

	Iflavirus izumoense
	From Izumo, Japan, place of virus isolation; Latin suffix -ense denoting geographic origin

	Iflavirus kagoshimaense
	From Kagoshima, Japan, place of virus isolation; Latin suffix -ense denoting geographic origin

	Iflavirus opsiphanis
	From the host genus Opsiphanes (owl butterfly); Latin genitive opsiphanis

	Iflavirus pityocampae
	From the host species Thaumetopoea pityocampa (pine processionary moth); Latin genitive pityocampae

	Iflavirus chequae
	From Chequa, a contraction of Cherax quadricarinatus (Australian red claw crayfish), the name of the exemplar virus; Latinized genitive chequae

	Iflavirus culexae
	From the host genus Culex (mosquito); Latinized genitive culexae

	Iflavirus euscelidii
	From the host genus Euscelidius (leafhopper); Latin genitive euscelidii

	Iflavirus pityohyphantis
	From the host genus Pityohyphantes (sheet weaver spider); Latin genitive pityohyphantis

	Iflavirus nesidiocorisae
	From the host genus Nesidiocoris (mirid bug); Latinized genitive nesidiocorisae




	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:       Riboviria: Orthornavirae: Pisuviricota: Pisoniviricetes: Picornavirales: Iflaviridae: Iflavirus: 16 species in the single genus Iflavirus

Proposed taxonomic change(s):     (1) add 16 new species; 
(2) establish a genome-based species demarcation criterion using the VISTA tool (pairwise genetic distance threshold of 0.462)

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 0.462 separates different species.

Justification:
VISTA supports a reproducible genome-based classification standard, and a genetic distance threshold of 0.462 (VISTA) optimally separates established species within Iflaviridae. Applying these thresholds to all currently available Iflaviridae 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:  


	
Description of current taxonomy:       Riboviria: Orthornavirae: Pisuviricota: Pisoniviricetes: Picornavirales: Iflaviridae: Iflavirus: 16 species in the single genus Iflavirus

Proposed taxonomic change(s):     (1) add 16 species; 
(2) establish a genome-based species demarcation criterion using the VISTA tool (pairwise genetic distance threshold of 0.462)

Demarcation criteria for new taxon/taxa:
Previous criterion:
Species identity was defined by amino acid sequence identity at the capsid protein, with isolates and strains of a species sharing >90% identity.
Proposed new criterion:
Species are demarcated using the VISTA tool based on pairwise genetic distances calculated from at least coding-complete sequences.
Sequences with pairwise genetic distances greater than 0.462 (VISTA) are assigned to different species; sequences with distances less than this distance are classified within the same species.
No genus demarcation is proposed, as the family currently includes only one genus.


Justification:      
The VISTA tool, VIrus Sequence-based Taxonomy Assignment (VISTA; https://ngdc.cncb.ac.cn/vista), implements a standardized, reproducible framework for virus genome classification, utilizing machine learning and k-mer–based feature extraction to analyze at least coding-complete genomes (Zhang et al. 2024). By training and validating on all available Iflaviridae genomes, VISTA determines an optimal species demarcation threshold (0.462) that provides clear separation between currently recognized species (Figure 1). The demarcation value of 0.462 for species indicates that sequences with genetic distances greater than this value belong to different species. Conversely, sequences with distances below this value are classified within the same species.

The analysis of Iflaviridae genomes using VISTA shows that this threshold is fully consistent with the existing taxonomy based on the capsid protein identity (Valles et al. 2017), and confidently reproduces the current species structure without introducing inconsistencies or misclassifications. In particular, VISTA’s whole-genome approach offers greater robustness and reproducibility than criteria based solely on a single protein.

By applying these thresholds, unassigned iflavirus genomes were able to be classified by VISTA. Published analysis of these genomes show them to have organizations that would place them within the Iflaviridae. In general, 16 new species in Iflavirus are recognized, like Laodelphax striatella honeydew virus 1 (LsHV1; GenBank: KF934491), Nilaparvata lugens honeydew virus 2 (NlHV2; GenBank: AB826459) (Murakami et al. 2014), et al. All propose new species are represented by publicly available, coding-complete sequences, as detailed in the accompanying Excel file.

This proposal also aligns with the principles for universal virus classification published by ICTV members in 2023, which emphasizes that only reliable, coding-complete viral genomes from metagenomic studies should be recognized as genuine viruses (Simmonds et al. 2023). By basing species demarcation on these standards, and leveraging VISTA’s automated and reproducible approach, this criterion enhances the credibility, consistency, and scalability of Iflaviridae taxonomy, and harmonizes classification practices with other viral families where genome-wide approaches are now standard.



	References:   
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	Accompanying files: 

	Filename
	Description of contents

	2026.002S.N.v1.Dicistroviridae_29nsp Suppl_table_distances_Iflaviridae.csv
	Pairwise distances of coding-complete genomes within Iflaviridae

	2026.002S.N.v1.Dicistroviridae_29nsp Suppl_table_ top_matches.csv
	Assignment of proposed novel iflavirus genomes to species and genera using VISTA analysis






	Tables, Figures:  



Figure 1. Distribution of VISTA pairwise distances among Iflaviridae genomes. The proposed taxonomy is identical to that established with the capsid protein identity.[image: ]
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