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Part 1a: Details of taxonomy proposals

	Title:   
	Create a new genus of Chaozhouvirus including one new species

	Code assigned: 
	2025.010B.Chaozhouvirus_1ng_1ns
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	Given name (+middle initial(s))
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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:
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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	W - Withdrawn
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Part 1d: Revised Taxonomy Proposal Submission 
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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
	
	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 

	Chaozhouvirus
	Based on Chaozhou District of Chaozhou City where the phage LPLM20 was isolated
	

	
	
	

	
	
	

	
	
	



	Abstract of Taxonomy Proposal: 

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

Description of current taxonomy:       
The bacterial viruses described in this proposal are currently unclassified

Proposed taxonomic change(s):     
We propose the creation of a new genus “Chaozhouvirus” with a single species

Justification:
We isolated a new Listeria phage LPLM20. Based on the analysis of VIRIDIC and ViPTree, LPLM20 was significantly different from other genera (less than 70% identity with phages of other genera). Thus, this proposal will create a new genus “Chaozhouvirus”, containing one new species, “Chaozhouvirus LPLM20”. 




	· Text of Taxonomy proposal:  


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

Description of current taxonomy:       
The bacterial viruses described in this proposal are currently unclassified

Proposed taxonomic change(s):     
We propose the creation of a new genus “Chaozhouvirus” with a single species


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 a number of tools, such as BLASTn – usually calculated using intergenomic distance calculator VIRIDIC [1].
Genus demarcation criteria: 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. [2]


Justification:      
[bookmark: OLE_LINK3] A phylogenetic tree of Listeria phage LPLM20 was constructed using VIPTree [3-4] (Figure 1). LPLM20, along with 14 other Listeria phages, formed a deep-branching clade in the ViPTree analysis and were subsequently selected for VIRIDIC analysis. VIRIDIC analysis computed the pairwise genomic distances and similarities between the phage genomes, revealing significant divergence between LPLM20 from the phages of other genera, with nucleotide similarity below 70% (Figure 2). Furthermore, a maximum-likelihood (ML) tree was constructed using the terminase large subunit of the 20 phages, with 1000 bootstrap replicates [5-6] (Figure 3). In summary, these data support the proposal of a new genus, “Chaozhouvirus”, containing one new species, “Chaozhouvirus LPLM20”.
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	Accompanying files: 

	Filename
	Description of contents

	
	

	
	



	Tables, Figures:  


Figure 1. ViPTree analysis: ViPTree analysis (https://www.genome.jp/viptree/; [3]) is based upon Rohwer and Edwards (2002) Phage Proteomic Tree [4].  The phages of interest are indicated with red box and LPLM20 by a red star.
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Figure 1
Figure 2. VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator [1]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes.
[image: ]Figure 2
[bookmark: OLE_LINK4]Figure 3. Phylogeny: The phylogenetic tree was constructed using the major head protein of phages. Clustal Omega was used for multiple alignment and IQ-TREE was used for inferring the phylogenetic tree using the maximum-likelihood method with 1000 bootstrap replicates. The tree is rooted at the mid-point.
[image: ]Figure 3
[bookmark: OLE_LINK1]Origin of the name of this taxon: This genus is named, based on Chaozhou District of Chaozhou City where the phage was isolated.

Historical aspects: Listeria phage LPLM20 was isolated in 2024 by Chaozhou, using Listeria monocytogenes as the host bacterium.
[bookmark: _heading=h.gjdgxs]
Genome summary:

	Phage name
	INSDC
	Size (Kb)
	GC% 
	Protein 
	tRNA

	Listeria phage LPLM20
	PP895302
	41,232
	36.6
	67
	0
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Bacillus phage Sole (NC_074561) [14,444 nt]
Bacillus phage pGILO01 (AJ536073) [14,931 nt]
Bacillus phage Bam35¢ (NC_005258) 14,935 nt]
Bacillus phage Curly (NC_020479) [49,425 nt]
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Bacillus Phage vB_BanS_MeSteamy (NC_073045) (39,748 nt]
Bacillus phage Negev_SA (NC_073044) (40,375 nt]

Bacillus phage F16Ba (NC_073043) [38,554 nt|

B phage SP069 (NC_042063) (13,598 nt]
Listeria phage vB_LmoS_188 (NC_028871) (38,392 nt]
Listeria phage A006 (NC_009815) (38,124 nt]

Listeria phage A118 (NC_003216) [40,834 nt]
Yt LPLM20 [41,232 nt]
Listeria phage A500 (NC_009810) [38,867 nt]
Listeria phage vB_LmoS_293 (NC_028929) [40,759 nt]
Listeria phage LP-030-3 (NC_024384) [41,156 nt]

Erysipelothrix phage SE-1 (NC_029078) [34,997 nt]
Bacillus phage vB_BhaS-171 (NC_030904) [38,975 nt]
Listeria phage PSA (NC_003291) [37,618 nt]

Listeria phage LP-030-2 (NC_021539) [38,275 nt]
Listeria phage B02S (NC_009812) [42,653 nt]

Listeria phage LP-HM00113468 (NC_049900) (40,298 nt]
Listeria phage LP-101 (NC_024387) [43,767 nt]

Staphylococcus phage Andhra (NC_047813) [18,546 nt]
Staphylococcus phage SeAlphi (NC_070880) [18,292 nt]
Staphylococcus phage BESEP3 (NC 070879) [18,271 nt]
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