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The International Committee on Taxonomy of Viruses
Taxonomy Proposal Form, 2025 


Part 1a: Details of taxonomy proposals

	Title:   
	Create one new species Kayfunavirus rjtwin (Class Caudoviricetes, Order Autographivirales)

	Code assigned: 
	2025.034B.Kayfunavirus_1ns




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

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


	Aubrey Joy P.
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	colladoantonr@gmail.com
	

	Sharmen C.
	Berlin
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	nmry.dostvip@gmail.com
	

	Nikka Marie R.
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	abasejo.dost@gmail.com
	

	Virgilio Jr. P.
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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: 

	Caudoviricetes 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

	
	
	
	

	
	
	
	










	Submission date:
	  12/04/2025




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	W - Withdrawn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

	Kayfunavirus rjtwin
	rjtwin -  derived from co-authors dogs’(Ruru and Jan) name initials

	
	

	
	

	
	




	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: 

	
Taxonomic rank(s) affected:       

Realms Duplodnaviria, Kingdom Heunggongvirae, Phylum Uroviricota, Class Caudoviricetes, Order Autographivirales, Family Autotranscriptaviridae, Subfamily Studiervirinae, Genus Kayfunavirus


Description of current taxonomy:     
The genus Kayfunavirus currently has 19 ICTV listed species. 


Proposed taxonomic change(s):     
Create one new species, “Kayfunavirus rjtwin”

Justification:
Based on VIRIDIC analysis, we propose the creation of a new phage species, Kayfunavirus rjtwin named after co-authors’ pets, Ruru and Jan. 



	Text of Taxonomy proposal:  

	
Taxonomic rank(s) affected:       
Realms Duplodnaviria, Kingdom Heunggongvirae, Phylum Uroviricota, Class Caudoviricetes, Order Autographivirales, Family Autotranscriptaviridae, Subfamily Studiervirinae, Genus Kayfunavirus

Description of current taxonomy:

The genus Kayfunavirus currently has 19 ICTV listed species. 


Proposed taxonomic change(s): 
Create one new species, “Kayfunavirus rjtwin”

Demarcation criteria:

Species Demarcation criteria:

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

Justification:      
Enterobacter phage vB_VIPECLMCO6 was isolated from Masalasa Creek, Tarlac, Philippines. 
The genome is complete with DTR based on checkV analysis and is publicly available in NCBI Genbank database. As a result of comparison of the genome of Enterobacter phage vB_VIPECLMO6 to existing members of the genus Kayfunavirus using VIRIDIC (Figure 1), we propose the addition of new species, Kayfunavirus rjtwin. 
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	Accompanying files: 

	Filename
	Description of contents

	
	




	Tables, Figures:  


<Start here>[image: ]Figure 1. Heatmap of intergenomic similarities between Enterobacter phage and members of the genus Kayfunavirus determined using VIRIDIC [8].
2 | Page

image2.png
Aligned genome fraction Genome Ienim ratio

0 025 05 075 10 025 05 075 1
Intergenomic similarity

b 0 40 50 6 70 80 90100

5621 793 520 08 505 822 502 79 753 750 783 ca2 583 735 8 101 720 602 615 ixssszﬂ&
00 823 793 805 831 196 785 764 771 190 675 646 736 101 707 733 108 663 MGBASEES.1

626 619 013 614 893 612 757 704 810 co« 700 772 701 704 14 02 687 FUT341721

769 788 73 899 760 99 701 730 686 €85 KY952008.1
785 185 675 714 756 690 701 720 601 681 KJ748011.1
7241787 624 719 145 90 07 708 627 680 AM0B4414.1

758 724 794 601 709 760 602 708 714 096 698 KY295894.1
755 771 004 75 704 782 96 107 715 687 698 LT504300.1
157 720 193 604 12 788 10 06 725 006 093 MH400309.1
ot 778 o1 732 ae 7281988728 78| KT990215.1

712 320 67 107 s a1 HGB18823.1
758 00 808 68 84| KUG87349.1
714 892 10 MK033136.1
J88 8 788 MK301532.1
7887881388 VIPECLMCOS
: : H 758 1S \1F630921.1
3 e : : HGB13241.1
et b f KU687350.1

KX669227.5
MGB45865.1
KY295894.1 <
LT504300.1
KUB87349.1 <<
MK033136.1 =
KU687350.1 <=
MHa64253.1

EUT3N721
KT990215.1

MK301532.1 < ¢
VIPECLMCO8.
MF630021.1 ¢
HGB13241.1
MH491167.1





image1.png




