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


Part 1a: Details of taxonomy proposals

	Title:   
	Create a new subfamily Dravavirinae with three new genera (Hualiencityvirus, Rodicavirus and Tongtianvirus) and five species (Class: Caudoviricetes)

	Code assigned: 
	2025.014B.Dravavirinae_1nsf_3ng_5ns



	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
	x

	Cristina
	Moraru
	Carl von Ossietzky Universität Oldenburg, Germany 
	liliana.cristina.moraru@uol.de   
	

	Maja
	Rupnik
	Department of Microbiology, University of Maribor, Maribor, Slovenia
	maja.rupnik@nlzoh.si
	

	Tomaž
	Accetto
	Biotechnical Faculty, University of Ljubljana, Ljubljana, Slovenia
	Tomaz.Accetto@bf.uni-lj.si
	


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:
	  15/06/2025




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	W - Withdrawn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

	Dravavirinae
	Data for this proposal

	
	



	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

	Dravavirinae
	Named after the Drava River flowing through the city of Maribor in Slovenia where many of these phages were isolated

	Hualiencityvirus
	Named after the city in Tiawan where the first virus of its type was isolated

	Rodicavirus
	Named in honour of Rodica in the community of Domžale, Slovenia

	Tongtianvirus
	Named after the city in China where the first virus of its type 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

Description of current taxonomy:
The lytic siphophages isolated against Bacteroides, Parabacteroides, Elizabethkingia and Alistipes (Order Bacteroidales) described in this proposal are currently unclassified.


Proposed taxonomic change(s):
Create three new genera, “Hualiencityvirus”, “Tongtianvirus” and “Rodicavirus” consisting of five new species and assign them to a new subfamily, “Dravavirinae”




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






	· Text of Taxonomy proposal:  


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

Description of current taxonomy:
The lytic siphophages isolated against Bacteroides, Parabacteroides, Elizabethkingia and Alistipes (Order Bacteroidales) described in this proposal are currently unclassified.

Proposed taxonomic change(s):
Create three new genera, “Hualiencityvirus”, “Tongtianvirus” and “Rodicavirus” consisting of five new species and assign them to a new subfamily, “Dravavirinae”


Demarcation criteria:   
The Bacterial and Archaeal Virus Subcommittee established 70% average nucleotide identity (ANI) threshold for genus classification or 95% ANI for species [8].  Subfamilies are to be created when two or more genera are related below the family level. In practical terms, this usually means that they share a low degree of sequence similarity (usually about 40-50%) and that the genera form a clade in a marker tree phylogeny [8].



Justification:      These viruses conform to the criteria that we have established [8] for creating genera and subfamilies
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	Accompanying files: 

	Filename
	Description of contents

	Dravavirinae_1nsf_3ng_5ns

	Data file for this proposal

	
	



	Tables, Figures:  


<Start here>Table 1. Phages which belong to this subfamily
	Accession No.
	Phage name
	Species
	Host taxon

	OK632025.1
	[bookmark: _Hlk197952605]Elizabethkingia phage TCUEAP2
	Hualiencityvirus TCUEAP2
	Elizabethkingia anophelis

	
	
	
	

	OP172640.1
	Alistipes phage AS73P1
	Tongtianvirus AS73P1
	Alistipes shahii

	
	
	
	

	OP172815.1
	Parabacteroides phage PD491P1
	Rodicavirus PD491P1
	Parabacteroides distasonis

	MN929097.1
	Parabacteroides phage PDS1
	Rodicavirus PDS1
	Parabacteroides distasonis

	OR296437.1
	[bookmark: _Hlk197952789]Bacteroides phage C1_85S2P
	Rodicavirus C185S2P
	Bacteroides uniformis


Specific reference: 
Pekkle Lam HY, Peng SY, Paramita P, Wu WJ, Chen LK, Chao HJ, Lai MJ, Chang KC. Biological and genomic characterization of two newly isolated Elizabethkingia anophelis bacteriophages. J Microbiol Immunol Infect. 2022 Aug;55(4):634-642. doi: 10.1016/j.jmii.2022.05.004. Epub 2022 Jun 6. PMID: 35717525. [Elizabethkingia phage TCUEAP2] 
Hedžet S, Rupnik M, Accetto T. Broad host range may be a key to long-term persistence of bacteriophages infecting intestinal Bacteroidaceae species. Sci Rep. 2022 Dec 6;12(1):21098. doi: 10.1038/s41598-022-25636-x. PMID: 36473906; PMCID: PMC9727126. [Bacteroides phage C1_85S2P] 
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Figure 1. VIRIDIC heatmap 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.  Abbreviations:  phg = phage Bact = Bacteroides; Para = Parabacteroides; Eliz = Elizabethkingia; Alis = Alistipes.  


CoreGenes 5 Analysis [7]:  revealed that the phages listed in Table 1 share 36 protein homologs, which included the large subunit terminase, tail tape-measure protein, major capsid protein, portal protein, tail fibre protein, Holliday junction resolvase, exonuclease, RNA polymerase sigma factor, HNH endonuclease, NinB protein, DNA polymerase and nucleoside triphosphate pyrophosphohydrolase.  This indicates that approximately 62% of the phage-encoded proteins are conserved.
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