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The International Committee on Taxonomy of Viruses
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Part 1a: Details of taxonomy proposals

	Title:   
	Create a new subfamily, Frobishervirinae with one existing genus, Samwavirus, and one new genus, Branvirus (Class: Caudoviricetes)

	Code assigned: 
	2025.020B.Frobishervirinae_1nsf_1ng_1ns



	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 
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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	W - Withdrawn
	



	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

	Frobishervirinae
	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
	x
	Promote taxon
	

	Rename taxon
	
	Demote taxon
	

	Move and rename
	



	Etymology (origin) of proposed taxonomic names: 

	Taxon name 
	Etymology of the term

	Frobishervirinae
	Named in honour of Martin Frobisher, Jr for his work on Corynebacterium phages and education

	Branvirus
	The taxon name is derived from the name of bacteriophage, Corynebacterium phage Bran

	
	

	
	

	
	

	
	



	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 genus Samwavirus was created via Taxonomy Proposal 2019.027B and contains five species. Corynebacterium phage Bran is currently unclassified.


Proposed taxonomic change(s):     
Create a new subfamily “Frobishervirinae” containing one new genus “Branvirus” with a single species. Move the existing genus Samwavirus into the subfamily “Frobishervirinae”


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 genus Samwavirus was created via Taxonomy Proposal 2019.027B and contains five species. Corynebacterium phage Bran is currently unclassified.


Proposed taxonomic change(s):     
Create a new subfamily “Frobishervirinae” containing one new genus “Branvirus” with a single species. Move the existing genus Samwavirus into the subfamily “Frobishervirinae”

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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<Start here>Table 1. Properties of phage Bran 

	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Corynebacterium phage Bran
	Corynebacterium xerosis ATCC 373
	Siphovirus
	Temperate
	MK977714.1
	44484 bp
	69
	1

	
	
	
	
	
	
	
	



Corynebacterium phage Bran was isolated from Birmingham (AL, USA) soil by Kelly Kim in 2018, as part of the Science Education Alliance-Phage Hunters Advancing Genomics and Evolutionary Science program.  This temperate siphovirus was assigned to Cluster EP by the Actinobacteriophage Database.  Its genome possesses 17 nt 3'-cohesive termini (CCCCAGCGCCTCGGGTA).
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Figure 1. Electron micrograph: Electron micrographs of negatively stained Corynebacterium phage Bran (https://phagesdb.org/phages/Bran/).  Limited permission was granted by The Actinobacteriophages Database (https://phagesdb.org/), funded by the Howard Hughes Medical Institute, to use this electron micrograph for this taxonomy proposal; it cannot be reused without permission of The Actinobacteriophages Database.  
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Figure 2. 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 Cory = Corynebacterium; Past = Pasteurella.  


CoreGenes 5 Analysis [7]:  revealed that the phages defined by Branvirus and Samwavirus share 29 protein homologs, which include large subunit terminase, portal protein, head maturation protease, major capsid protein,  head-tail connector protein, head-to-tail adaptor, head-to-tail stopper, head closure, major tail protein, two tail assembly chaperones, tail tape measure protein, and holin.  This indicates that approximately 48% of the phage-encoded proteins are conserved.

This taxon is named in honour of Martin Frobisher, Jr. D.Sc. who received his SB degree from Johns Hopkins University in Hygiene in 1922 and then went on to get a D.Sc. in bacteriology.  In his career her was Chief, Bacteriology Laboratories, The Communicable Disease Center, United States Public Health Service; Associate Professor of Bacteriology, Emory University; Lecturer in Bacteriology, Johns Hopkins University. He is noted for his work on Corynebacterium diphtheriae and its phages and being the author of Fundamentals of Bacteriology and Fundamentals of Microbiology.  From 1937-1948 he was the Editor-in-chief of the American Journal of Hygiene.
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