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	Title:   
	Add species to existing genera in the family Chaseviridae and create one new genus, Qiaoyingvirus (Class: Caudoviricetes)

	Code assigned: 
	2025.011B.Chaseviridae_1ng_12ns



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

	Given name (+middle initial(s))
	Surname
	Affiliation 
	Email address 
	Corr. author(s)  
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Part 1b: Taxonomy Proposal Submission 
	ICTV Subcommittee: 

	Animal DNA Viruses and Retroviruses
	
	Bacterial viruses
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	xAnimal minus-strand and dsRNA viruses
	
	Fungal and protist viruses
	

	Animal positive-strand RNA viruses
	
	Plant viruses
	

	Archaeal viruses
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	List the ICTV Study Group(s) that have seen or have been involved in creating this proposal: https://ictv.global/sc
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Part 1c: Feedback from ICTV Executive Committee (EC) meeting 
	Executive Committee Meeting Decision code:
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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:  
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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

	Qiaoyingvirus
	Named after the address (313 Qiaoying Street) of the Fisheries College, Jimei University, China where this particular virus was isolated




	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, family Chaseviridae      


Description of current taxonomy:      
The family Chaseviridae was created through Taxonomy Proposal 2019.047B. The family currently consists of two subfamilies (Cleopatravirinae and Nefertitivirinae) and 13 genera.


Proposed taxonomic change(s):     
Add new species to the genera Fifivirus, Loessnervirus, Carltongylesvirus Longwangvirus and Shantouvirus; and create a new genus “Qiaoyingvirus” 


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, family Chaseviridae      


Description of current taxonomy:      
The family Chaseviridae was created through Taxonomy Proposal 2019.047B. The family currently consists of two subfamilies (Cleopatravirinae and Nefertitivirinae) and 13 genera.


Proposed taxonomic change(s):     
Add new species to the genera Fifivirus, Loessnervirus, Carltongylesvirus Longwangvirus and Shantouvirus; and create a new genus “Qiaoyingvirus” 


Demarcation criteria:   The Bacterial and Archaeal Virus Subcommittee established 70% average nucleotide identity (ANI) threshold for genus classification or 95% ANI for species [8]

Justification:      These viruses conform to the criteria that we have established [8]
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[bookmark: _Hlk199238149]Table 1A.  Addition of three new phages to the genus Fifivirus
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Erwinia phage EaPF7
	Erwinia amylovora 4/82
	Myovirus
	Lytic
	PQ431420.1
	54,114 bp
	85
	1(*)

	Erwinia phage Aioli
	Erwinia amylovora
	Myovirus
	Lytic
	OQ818694.1
	53,903 bp
	77
	1(*)

	Erwinia phage pEa_SNUABM_27
	Erwinia amylovora
	Myovirus
	Lytic
	MW349138.1
	53,014 bp
	77
	1


(*) discovered using tRNAscan-SE2 (https://lowelab.ucsc.edu/tRNAscan-SE/) 

[bookmark: _Hlk199502712]Table 1B.  Addition of two new phages to the genus Loessnervirus
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Erwinia phage Papaline
	Erwinia amylovora
	Myovirus
	Lytic
	OQ818704.1
	54,761 bp
	83
	0

	Erwinia phage Fougasse
	Erwinia amylovora
	Myovirrus
	Lytic
	OQ818698.1
	54,213 bp
	79
	0



Table 1C.  Addition of four new phages to the genus Carltongylesvirus
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	[bookmark: _Hlk199504151]Escherichia phage Ecp_YSF
	Escherichia coli
	Myovirus
	Lytic
	OR327751.1
	53,268 bp
	102(**)
	1

	Staphylococcus phage Pel53 (*)
	Staphylococcus hyicus
	Myovirus
	Lytic
	PP952070.1
	53,660 bp
	78
	1

	Escherichia phage FXie-2024a
	Escherichia coli
	Myovirus
	Lytic
	PP107930.1
	53,383 bp
	83
	0

	Escherichia phage vB_EcoM_JL1
	Escherichia coli
	Myovirus
	Lytic
	OR791690.1
	55,571 bp
	76
	0

	Escherichia phage EcoM1
	Escherichia coli
	Myovirus
	Lytic
	PQ818760.1
	52,452 bp
	75
	0


(*) Not included because the host is incorrect; (**) potential overannotation

Table 1D.  Addition of one new phage to the genus Longwangvirus
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Aeromonas phage vB_AhydM-H1
	Aeromonas hydrophila A331
	Myovirus
	Lytic
	OR795024.1
	52614 bp
	72
	1



Table 1E.  Addition of one new phage to the genus Shantouvirus
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Aeromonas phage LA93P1
	Aeromonas dhakensis A24.1T
	Myovirus
	Lytic
	PV258714.1
	52196 bp
	68
	0






Table 1F.  Characteristics of a phage belonging to the proposed new genus “Qiaoyingvirus”
 
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Aeromonas phage phiA050
	Aeromonas hydrophila A050
	Myovirus
	Lytic
	PP763568.1
	53322 bp
	20(*)
	0


(*) significantly underannotated


[image: A screenshot of a computer

AI-generated content may be incorrect.]

Figure 1. Partial VIRIDIC heat map of this group of 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.  In the third column if the genus is highlighted in gold it indicates that this is a new species.  Abbreviations: Prot = Proteus; Erwi = Erwinia; Pant = Pantoea; phg = phage. A full heatmap of intergenomic similarity for all genera and species within the family Chaseviridae is available as supplementary material.  
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