[image: ]ICTV Taxonomy Proposal Form 2026 v.1

[image: ]ICTV Taxonomy Proposal Form 2026 v.1
[image: ]	





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


Part 1a: Details of taxonomy proposals

	Title:   
	To update the subfamily phages Deejayvirinae with 17 new species in the class Caudoviricetes
	

	Code assigned: 
	2026.021B



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

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


	Ipek
	Kurtböke
	Environmental Microbiology, University of the Sunshine Coast, 
School of Science, Technology and Engineering, 
Maroochydore DC, Australia
	IKurtbok@usc.edu.au
	

	Cristina M.
	Moraru
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	Andrew M.
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Part 1b: Taxonomy Proposal Submission 
	ICTV Subcommittee: 

	Animal DNA Viruses and Retroviruses
	
	Bacterial viruses
	x

	Animal minus-strand and dsRNA viruses
	
	Fungal and protist viruses
	

	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: 

	Actinophage



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

	Study Group
	Number of members

	
	Votes in support
	Votes against
	No vote

	
	
	
	

	
	
	
	



	Submission date:
	 20/06/2026




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	W - Withdrawn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


	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

	
	

	
	

	
	

	
	




	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:       
These phages belong to the subfamily Deejayvirinae named after cluster DJ of the Actinobacteriophage Database. The subfamily includes three genera and 10 species. This taxon was proposed in 2020.041B.R.Deejayvirinae.  

Proposed taxonomic change(s):     
We propose to create 17 new species in the three existing genera.

Demarcation criteria for new taxon/taxa:
Genus demarcation criteria: An intergenomic similarity cut-off of 70%, a combination of average nucleotide identity and alignment fraction, is used to determine genera demarcation. Members of the same genus have >70% intergenomic similarity and cluster tightly in marker gene phylogenies. 

Species demarcation criteria: A demarcation value of 95% intergenomic similarity was used to define different species according to intergenomic similarity. Members of the same genus have >95% intergenomic similarity [6].

Justification:     
Th assignment of new species was made on the basis of intergenomic nucleotide similarity calculated using VIRIDIC. The new phages fulfill the demarcation criteria for being considered as new species in the genera Kenoshavirus, Secretariatvirus and Tanisvirus.






	Text of Taxonomy proposal:  

	
Description of current taxonomy:       
These phages belong to the subfamily Deejayvirinae named after cluster DJ of the Actinobacteriophage Database. The subfamily includes three genera and 10 species. This taxon was proposed in 2020.041B.R.Deejayvirinae.  

Proposed taxonomic change(s):     
We propose to create 17 new species in the three existing genera.

Demarcation criteria for new taxon/taxa:
Genus demarcation criteria: An intergenomic similarity cut-off of 70%, a combination of average nucleotide identity and alignment fraction, is used to determine genera demarcation. Members of the same genus have >70% intergenomic similarity and cluster tightly in marker gene phylogenies. 

Species demarcation criteria: A demarcation value of 95% intergenomic similarity was used to define different species according to intergenomic similarity. Members of the same genus have >95% intergenomic similarity [6].

Justification:     
Th assignment of new species was made on the basis of intergenomic nucleotide similarity calculated using VIRIDIC. The new phages fulfill the demarcation criteria for being considered as new species in the genera Kenoshavirus, Secretariatvirus and Tanisvirus.
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	Accompanying files: 

	Filename
	Description of contents

	Deejayvirinae_17nsp
	Excel spreadsheet associated with this TaxoProp

	
	






	Tables, Figures:  



[image: ]
Figure 1. Partial VIRIDIC heatmap of this group of phages.   VIRIDIC (Virus Intergenomic Distance Calculator; VIRIDIC (Virus Intergenomic Distance Calculator; [1]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes. Because magnification makes it difficult to examine these data, the original Excel spreadsheet is attached. Names highlighted in gold indicate existing species; those in green represent new species. Abbreviations: phg = phage; Gord = Gordonia.  

Table 1.  List of new species in the subfamily Deejayvirinae

	Accession No.
	Exemplar name
	Taxon name

	PV915879
	Gordonia phage NoPickles
	Tanisvirus nopickles

	PP978885
	Gordonia phage Perkunas
	Tanisvirus perkunas

	OR159671
	Gordonia phage Conley
	Tanisvirus conley

	PP758912
	Gordonia phage Petito
	Tanisvirus petito

	
	
	

	MW291022
	Gordonia phage Schwartz33
	Secretariatvirus schwartz33

	
	
	

	PQ184802
	Gordonia phage Eddiemania
	Kenoshavirus eddiemania

	PV915802
	Gordonia phage Arataki
	Kenoshavirus arataki

	OQ938589
	Gordonia phage Hydrus
	Kenoshavirus hydrus

	PV915881
	Gordonia phage Gusicorn
	Kenoshavirus gusicorn

	OP820469
	Gordonia phage Phepper
	Kenoshavirus phepper

	ON970622
	Gordonia phage Vardy
	Kenoshavirus vardy

	OR613475
	Gordonia phage OlgasClover
	Kenoshavirus olgasclover

	MZ209301
	Gordonia phage Figliar
	Kenoshavirus figliar

	OR195046
	Gordonia phage Mossy
	Kenoshavirus mossy

	ON970572
	Gordonia phage Pherobrine
	Kenoshavirus pherobrine

	PP978862
	Gordonia phage Fazel
	Kenoshavirus fazel

	PX315714
	Gordonia phage Hortihabitatio
	Kenoshavirus hortihabitatio
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