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


https://ictv.global/taxonomy/templatesPart 1a: Details of taxonomy proposals
 
	Title:   
	Create six new genera of Paracoccus phages (Class: Caudoviricetes)

	Code assigned: 
	2025.056B.Paracoccus_phages_7ng_7ns



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

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


	Andrew M.
	Kropinski
	Department of Pathobiology, University of Guelph, Guelph, Ontario, Canada
	Phage.Canada@gmail.com
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	Cristina
	Moraru
	Carl von Ossietzky Universität Oldenburg, Germany 
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Part 1b: Taxonomy Proposal Submission 
	ICTV Subcommittee: 

	Animal DNA Viruses and Retroviruses
	
	Bacterial viruses
	x

	xAnimal 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: https://ictv.global/sc

	
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:
	  15/05/2025




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	W - Withdrawn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 2: GENERAL PROPOSAL

	Abstract for General Proposal: 

	Brief description of current situation:       



Proposed changes:    



Justification:      






	Text of General Proposal: 

	Background:       



Proposed changes:     



Justification:      






	References:

	






	Accompanying files: 

	Filename
	Description of contents

	
	

	
	



	Tables, Figures:  


<Start here>


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

	Peeyeiunavirus
	Name derived from the first virus of its type - Paracoccus phage vB_PyeM_Pyei1

	Peethiunavirus
	Name derived from the first virus of its type - Paracoccus phage vB_PthS_Pthi1

	Peebenunavirus
	Name derived from the first virus of its type - Paracoccus phage vB_PbeS_Pben1

	Peesulunavirus
	Name derived from the first virus of its type - Paracoccus phage vB_PsuS_Psul1

	Peekonunavirus
	Name derived from the first virus of its type - Paracoccus phage vB_PkoS_Pkon1

	Klepvirus
	Name derived from the first virus of its type - Paracoccus phage vB_PmaP_KLEP18−1



	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  


Description of current taxonomy:
There is no taxonomy for these lytic phages isolated against Paracoccus species



Proposed taxonomic change(s):     
Create six new genera “Peeyeiunavirus”, “Peethiunavirus”, “Peebenunavirus”, “Peesulunavirus”, “Peekonunavirus” and “Klepvirus” each containing a single new species



Justification: 
These viruses conform to the criteria that we have established for creation of a genus [8]






	· Text of Taxonomy proposal:  


	
Taxonomic rank(s) affected: 
Realm Duplodnaviria, kingdom Heunggongvirae, phylum Uroviricota, class Caudoviricetes  


Description of current taxonomy:
There is no taxonomy for these lytic phages isolated against Paracoccus species



Proposed taxonomic change(s):     
Create six new genera “Peeyeiunavirus”, “Peethiunavirus”, “Peebenunavirus”, “Peesulunavirus”, “Peekonunavirus” and “Klepvirus” each containing a single new species



Demarcation criteria:   
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 species have >95% intergenomic similarity [8].

Justification:      These viruses conform to the criteria that we have established [8]
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	Tables, Figures:  
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Table 1A.  Characteristics of the phages described in the proposal ("Peeyeiunavirus”)
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Paracoccus phage vB_PyeM_Pyei1
	Paracoccus yeei CCUG 32053
	Myovirus
	Temperate
	MK291445.1
	50161 bp
	75
	0



Table 1B.  Characteristics of the phages described in the proposal ("Peethiunavirus”)
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Paracoccus phage vB_PthS_Pthi1
	Paracoccus thiocyanatus JCM 20756
	Siphovirus
	Temperate
	MK291444.1
	39547 bp
	52
	0



Table 1C.  Characteristics of the phages described in the proposal ("Peebenunavirus”)
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Paracoccus phage vB_PbeS_Pben1
	Paracoccus bengalensis DSM 17099
	Siphovirus
	Temperate
	MK291441.1
	39879 bp
	71
	1



Table 1D.  Characteristics of the phages described in the proposal ("Peesulunavirus”)
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Paracoccus phage vB_PsuS_Psul1
	Paracoccus sulfuroxidans JCM 14013
	Siphovirus
	Temperate
	MK291443.1
	37901 bp
	57
	0



Table 1E.  Characteristics of the phages described in the proposal ("Peekonunavirus”)
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Paracoccus phage vB_PkoS_Pkon1
	Paracoccus kondratievae NCIMB 13773T
	Siphovirus
	Temperate
	MK291442.1
	49723 bp
	79
	



Table 1F.  Characteristics of the phages described in the proposal ("Klepvirus”)
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Paracoccus phage vB_PmaP_KLEP18−1
	Paracoccus marcusii strain KR4M-18
	Podovirus
	Lytic
	OM654376.2
	39110 bp
	67
	0



Speciffic References:

Xu Y, Zhang R, Jiao N. Complete genome sequence of Paracoccus marcusii phage vB_PmaS-R3 isolated from the South China Sea. Stand Genomic Sci. 2015 Nov 10;10:94. doi: 10.1186/s40793-015-0089-7. PMID: 26561517; PMCID: PMC4641407. [R3]
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Figure 1. VIRIDIC heat map of this group of orphan phages.   VIRIDIC (Virus Intergenomic Distance Calculator; VIRIDIC (Virus Intergenomic Distance Calculator; [3]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes. Data values which are bordered in black correspond to strains.  Abbreviations:  Parac = Paracoccus; phg = phage.  
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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 taxon under discussion is indicated with a red bar.   Abbreviations: phg = phage; Parac = Paracoccus
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3343 sequences

Vibrio phage VP882 (NC_009016) [38,197 n]
Halomonas phage phiHAP-1 (NC_010342) [39,245 nt]
Vibrio phage vB_VpaM_MAR (NC_019722) [41,351 nt]
Vibrio phage VP385 (NC_027981) [42,612 nt]

Vibrio phage VHIML (NC_004456) [43,198 nt]
Acidithiobacillus phage AcaML1 (JX507079) [59,363 nt]
Xanthomonas phage FoX3 (NC_055837) [44,153 nt]
Xanthomonas phage FoX1 (NC_055835) [44,763 nt]
Xanthomonas phage FoX5 (NC_055838) [43,872 nt]
Xanthomonas phage FoX2 (NC_055836) [44,086 nt]
Ralstonia phage phiRSP (NC_034146) [44,526 nt]
Burkholderia phage Mica (NC_054148) [43,707 nt]
Achromobacter phage Mano (NC_054147) [42,452 nt]
Pseudomonas phage PPpW-3 (NC_023006) [43,564 nt]
Pseudomonas phage Persinger (NC_054149) [44,033 nt]
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