[image: ]ICTV Taxonomy Proposal Form 2025 v.2
[image: ]	





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


Part 1a: Details of taxonomy proposals

	Title:   
	Create four new species in the genus Kanagawavirus (class Caudoviricetes, order Pantevenvirales, family Straboviridae, subfamily Tevenvirinae)

	Code assigned: 
	2025.031B.Kanagawavirus_4ns



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

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

	Michał J.
	Wójcicki
	Bacteriophage Laboratory, Department of Phage Therapy, Hirszfeld Institute of Immunology and Experimental Therapy, Polish Academy of Sciences, Wroclaw, Poland
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	X
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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:
	  17/03/2025




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	W - Withdrawn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

	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

	Kanagawavirus KLB31
	species name derived from the phage name in the GenBank database – Klebsiella phage vB_KM5a1-KLB31

	Kanagawavirus ENC9
	species name derived from the phage name in the GenBank database – MAG: Enterobacter phage ENC9

	Kanagawavirus Entb45
	species name derived from the phage name in the GenBank database – Enterobacter phage Entb_45

	Kanagawavirus ZX14
	species name derived from the phage name in the GenBank database – Enterobacter phage ZX14




	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:       
Realm Duplodnaviria, kingdom Heunggongvirae, phylum Uroviricota, class Caudoviricetes, order Pantevenvirales, family Straboviridae, and subfamily Tevenvirinae.

Description of current taxonomy:       
Currently, the order Pantevenvirales includes three families: Ackermannviridae, Kyanoviridae, and Straboviridae. Within the Straboviridae family, three subfamilies have been distinguished: Emmerichvirinae, Tevenvirinae, and Twarogvirinae. The Tevenvirinae subfamily comprises 15 genera and 148 species. Currently, the Kanagawavirus genus includes five species: Kanagawavirus cipnine, Kanagawavirus eclm, Kanagawavirus mime, Kanagawavirus pei20, and Kanagawavirus threeohfive.

Proposed taxonomic change(s):     
We performed a genomic analysis of phages deposited in the NCBI database. We propose to create four new species in the genus Kanagawavirus.

Justification:
Based on DNA and protein similarity, the four proposed new species are coherent and together with the five known species (Kanagawavirus cipnine, Kanagawavirus eclm, Kanagawavirus mime, Kanagawavirus pei20, and Kanagawavirus threeohfive) can be classified in the genus Kanagawavirus.





	Text of Taxonomy proposal: 

	
Taxonomic rank(s) affected:       
Realm Duplodnaviria, kingdom Heunggongvirae, phylum Uroviricota, class Caudoviricetes, order Pantevenvirales, family Straboviridae, and subfamily Tevenvirinae.


Description of current taxonomy:       
Currently, the order Pantevenvirales includes three families: Ackermannviridae, Kyanoviridae, and Straboviridae. Within the Straboviridae family, three subfamilies have been distinguished: Emmerichvirinae, Tevenvirinae, and Twarogvirinae. The Tevenvirinae subfamily comprises 15 genera and 148 species. Currently, the Kanagawavirus genus includes five species: Kanagawavirus cipnine, Kanagawavirus eclm, Kanagawavirus mime, Kanagawavirus pei20, and Kanagawavirus threeohfive.

Proposed taxonomic change(s):     
Following genomic analysis of phages deposited in the NCBI database we propose to create four new species in the genus Kanagawavirus.

Demarcation criteria:
Species demarcation criteria: Two phages are assigned to the same species if their genomes are more than 95% identical over their genome length for isolates. 
These values can be calculated by several tools, such as BLASTn [1] – usually calculated using the intergenomic distance calculator VIRIDIC [2].

Genus demarcation criteria: In search for criteria that create cohesive and distinct genera that are reproducible and monophyletic, the Bacterial Viruses Subcommittee has established 70% nucleotide identity of the genome length as the cut-off for genera. Genus-level groupings should always be monophyletic in the signature genes, as tested with a phylogenetic tree [3].

Justification:      
Based on DNA and protein similarity, the four proposed new species are coherent and together with the five known species (Kanagawavirus cipnine, Kanagawavirus eclm, Kanagawavirus mime, Kanagawavirus pei20, and Kanagawavirus threeohfive) can be classified in the genus Kanagawavirus.
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	Accompanying files:

	Filename
	Description of contents

	
	

	Tables, Figures:  







Figure 1. VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator [2]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes. Phages belonging to the same species (nucleotide similarity above 95%) are marked with a red frame. The currently distinguished five species belonging to the genus Kanagawavirus are marked in blue.
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Figure 2. ViPTree analysis*:  ViPTree analysis (https://www.genome.jp/viptree/; [4]) is based upon Rohwer and Edwards (2002) Phage Proteomic Tree [5]. The phages of interest are indicated with a red stars and a blue bar.  
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* The Autographiviridae family shown in Figure 2 (automatically labeled by the software) is outdated. In 2025, the Autographiviridae family was elevated to the rank of order and renamed Autographivirales.





















Genome summary: 

	Phage name
	RefSeq No.
	INSDC
	Size (bp)
	GC%
	Protein
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Enterobacter phage vB_EclM_CIP9
(Kanagawavirus cipnine; reference genome)
	NC_048849.1
	NC_048849
	174,924
	39.9
	296
	100.0
	100.0

	Klebsiella phage vB_KM5a1-KLB31
	
	PP582757
	176,609
	40.7
	299
	71.2
	87.16

	MAG: Enterobacter phage ENC9
	
	OL355124
	173,639
	40.1
	252
	93.4
	83.45

	Enterobacter phage Entb_45
	
	ON630910
	172,771
	40.0
	284
	93.8
	93.92

	Enterobacter phage ZX14
	
	PP236086
	173,679
	39.9
	294
	86.3
	91.89


(*) determined using VIRIDIC [2] 
(**) determined using CoreGenes 3.5 [6]
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Left line: Virus family
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Pseudomonas phage pfl6 (NC_041881) [158,136 nt]
| Ralstonia phage RSP15 (NC_030948) [167,619 n]
Delftia phage PhiW-14 (NC_013697) [157,436 nt]

Vibrio phage vB_VchM_Kuja (NC_048827) [148,180 nt]
Vibrio phage YC (NC_048709) [147,890 nf]

Vibrio phage VAP7 (NC_048765) [144,685 n]

Aeromonas phage phiAS-29 (NC_048660) [144,974 nt]

Erwinia phage vB_EamM-Buel (NC_048702) [164,037 n]
Erwinia phage phiEa2809 (NC_027340) [162,160 nt]

Serratia phage vB_SmaA_3M (NC_048736) [159,398 nt]
Serratia phage phiMAMI (NC_020083) [157,834 nt]

Serratia phage vB-Sru-IME250 (NC_042047) [154,938 nt]
Klebsiella phage May (NC_047900) [159,631 nf]

Escherichia phage vB_EcoM_KWBSEd3-6 (NC_048186) [158,607 nt]
Klebsiella phage vB_KpnM_KpS110 (NC_047932) [156,301 nf]
Klebsiella phage UPM 2146 (NC_049472) [160,795 nf]

Klebsiella phage 0507-KN2-1 (NC_022343) [159,991 nf]
Klebsiella phage Menlow (NC_047901) [157,281 nf]

Klebsiella phage Magnus (NC_049462) [157,741 nt]

Dickeya phage vB-DsoM-LIMEstonel (NC_019925) [152,427 nt]
Dickeya phage RC-2014 (NC_025452) [155,346 nt]
Enterobacter phage EspM4VN (NC_049384) [160,766 n]
Salmonella phage SKML-39 (NC_019910) [159,624 n]

Shigella phage MK-13 (NC_049455) [158,755 nt]

Shigella phage Ag3 (VC_013693) [158,006 nf]

Salmonella phage P46FS4 (NC_049509) [158,706 nt]

Salmonella phage Maynard (NC_022768) [134,701 nf]
Salmonella phage Marshall (NC_022772) [156,338 nt]
Salmonella phage Vi01 (NC_015296) [157,061 nf]

Escherichia phage ECML-4 (NC_025446) [157,308 n]
Salmonella phage vB-SalM-SJ2 (NC_023836) [152,460 nt]
Salmonella phage STML-13-1 (NC_042061) [157,235 nt]

Serratia phage CHI14 (NC_041996) [171,175 nt]
Pectobacterium bacteriophage PM2 (NC_028940) [170,286 nf]
Edwardsiella phage PEi20 (NC_028683) [177,643 nt] Kanagawavirus pei20

K PP582757.1_Klebsiella_phage_vB [176,609 n]
Kosakonia phage 305 (NC_070776) [174,783 nf] Kanagawavirus threeohfive
Enterobacter phage vB_EhoM-IME523 (NC_070777) {172,763 n] Kanagawavirus eclm
Enterobacter phage vB_EcIM_Q7622 (NC_070778) (173,871 nt] Kanagawavirus mime
PP236086.1_Enterobacter_phage [173,679 nf]
OL355124.1_MAG_Enterobacter_p [173,639 n]
Enterobacter phage vB_EcIM_CIP9 (NC_048849) [174,924 nt] Kanagawavirus cipnine

Escherichia phage EcS1 (NC_055721) [175,437 nf]
Serratia phage X20 (NC_055728) [172,450 nf]

|
X ON630910.1_Enterobacter_phage [172,771 n]

Escherichia phage vB_EcoM_RZ (NC_070780) [170,318 nt]
Shigella phage SP18 (NC_014595) [170,605 nf]

Escherichia phage vB_EcoM_VR20 (NC_028894) [170,336 n]
Escherichia phage vB_EcoM_VR26 (NC_028957) [171,541 n]
Escherichia phage vB_EcoM_VR7 (NC_014792) [169,285 nt]
Escherichia phage vB_EcoM_VR25 (NC_028925) [170,822 n]
Escherichia phage vb_EcoM-VRS (NC_028881) [170,473 n]
Escherichia phage AnYang (NC_055782) [169,215 n]

Escherichia phage IME0S (NC_014260) [172,253 nt]
Enterobacteria phage vB_EcoM_IME341 (NC_055742) [172,379 nt]
Enterobacteria phage vB_EcoM_IME281 (NC_055740) [170,331 nt]
Escherichia phage JS98 (NC_010105) [170,523 nf]

Escherichia phage JS10 (NC_012741) [171,451 nf]
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