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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 a new subfamily Alphabravovirinae containing two new genera, Siouxcentervirus and Merionvirus and the existing genus Mapvirus (Caudoviricetes)

	Code assigned: 
	2025.001B.Alphabravovirinae_1nsf_2ng_2ns



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

	Given name (+middle initial(s))
	Surname
	Affiliation 
	Email address 
	Corr. author(s)  
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	Kropinski
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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: https://ictv.global/sc

	Actinophages 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	W - Withdrawn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

	
	

	
	



	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

	Alphabravovirinae
	Named after Actinobacteriophage Database Cluster AB

	Siouxcentervirus
	Named after the city where the first example of this type of virus was isolated

	Merionvirus
	Named after the region of the city where the first example of this type of 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       


Description of current taxonomy:       
The genus Mapvirus was originally established under the name Ff47virus in 2015 (proposal 2015.004a-dB.A.v2.Ff47virus) and renamed in 2018 (proposal 2018.007B.A.v4.rename137gen6sp). The genus is currently comprised of two species. The other viruses described in these proposal are unclassified lytic siphoviruses which are related to phages of the genus Mapvirus

Proposed taxonomic change(s):     
Create two new genera (Siouxcentervirus, Merionvirus) and assign these genera and  Mapvirus to a new subfamily, Alphabravovirinae.

Justification: This proposal is in accord with our definition of a subfamily






	· Text of Taxonomy proposal:  


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


Description of current taxonomy:       
The genus Mapvirus was originally established under the name Ff47virus in 2015 (proposal 2015.004a-dB.A.v2.Ff47virus) and renamed in 2018 (proposal 2018.007B.A.v4.rename137gen6sp). The genus is currently comprised of two species. The other viruses described in these proposal are unclassified lytic siphoviruses which are related to phages of the genus Mapvirus

Proposed taxonomic change(s):     
Create two new genera (Siouxcentervirus, Merionvirus) and assign these genera and  Mapvirus to a new subfamily, Alphabravovirinae.




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:      This proposal is in accord with our definition of a subfamily
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	Accompanying files: 

	Filename
	Description of contents

	Alphabravovirinae
	Data for this proposal

	
	



	Tables, Figures:  
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Table 1A.  Characteristics of new species in the genus Siouxcentervirus
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Mycobacterium phage JacoRen57
	Mycobacterium smegmatis mc2 155
	Siphovirus
	Lytic
	MK279840.1
	52411 bp
	73
	o



Table 1B.  Characteristics of new species in the genus Merionvirus
	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Mycobacterium phage NoShow
	Mycobacterium smegmatis mc#155
	Siphovirus
	Lytic
	ON108645.1
	52825 bp

	80
	0
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AI-generated content may be incorrect.]Figure 1. VIRIDIC heat map of a group of phages with the one under discussion.   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.  The names in the first column which are highlighted in green correspond to currently recognized species.   
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Figure 2. ViPTree analysis (https://www.genome.jp/viptree/; [4]) is based upon Rohwer and Edwards (2002) Phage Proteomic Tree [5].  The phages belonging to the subfamily are indicated with red bar.  
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Figure 3. Electron micrograph: Electron micrographs of negatively stained Mycobacterium phage NoShow (https://phagesdb.org/phages/NoShow/).  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.

CoreGenes 3.5 Analysis [6]: revealed that the phages listed in Table 1 share 35 protein homologs, including DNA helicase, thymidylate kinase dUTPase, thymidylate synthase, DNA polymerase, DNA helicase, 3 minor tail proteins, tape measure protein, major tail protein, tail terminator, head-to-tail stopper, major capsid protein, head-to-tail adaptor,  
scaffolding protein, portal protein, terminase large subunit, terminase small subunit.  This indicates that approximately 50.7% of the phage-encoded proteins are conserved.
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Mapvirus

Mapvirus
MWA460248.1_Myco_phg Maco2 Mapvirus
0Q988004.1_Mycobacteroides phage 8UZL Mapvirus
MK279840.1_Myco_phg JacoRen57 ‘Siouxcentervirus” 330 332 336 337
ON108645.1_Myco_phg NoShow 333 323 327 328 464
OR553915.1_Gord_phg Nod argaretvirus'
MT889367.1_Gord_phg Orla "Margaretvirus”
ON970609.1_Gord_phg Hexbug "Margaretvirus”
MK875791.1_Gord_phg_Yakult argaretvirus” 618 613 619





image3.png
0

005 01 015 02 025 03 035 04 045 05

—
-

2510 sequences

Mycobacterium phage ADLER F1725 (KF981876) [95,702 nt]
Mycobacterium phage Adler (KC960489) [95,705 nt]
Bifidobacterium phage BD811P2 (NC_073478) [17,827 nt]
Microbacterium phage PineapplePizza (NC_073467) [16,662 nt]
Curtobacterium phage Reje (NC_073477) [17,554 nf]
Curtobacterium phage Pize (NC_073476) [18,290 nt]
Arthrobacter phage Mendel (NC_048740) [19,428 nt]
Arthrobacter phage Anjali (NC _048739) [19,679 nt]
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Microbacterium phage Neferthena (NC_048038) [41,706 nt]
Microbacterium phage McGalleon (NC_049927) [42,562 nt]
Microbacterium phage Hamlet (NC_042110) [41,934 nt]
Microbacterium phage MonChoix (NC_049928) [41,670 nt]
Microbacterium phage Teagan (NC_049929) [41,793 nt]
Microbacterium phage Ilzat (NC_042111) [41,525 nt]
Microbacterium phage Eleri (NC_042109) [40,366 nt]
Microbacterium phage Pikmin (NC_042119) [39,307 nt]
Microbacterium phage Schubert (NC_048144) [38,820 nt]
Microbacterium phage Koji (NC_042118) [39,403 nt]
Microbacterium phage Golden (NC_042117) [39,640 nt]
Streptomyces phage Zuko (NC_070829) [82,302 ]
Streptomyces phage KimJongPhill (NC_070830) [82,521 n]
ON108645.1_Myco_phg_NoShow [52,825 nt]
MK279840.1_Myco_phg_JacoRen57 [52,411 ]
Mycobacterium phage Muddy (NC_022054) [48,229 n]
Mycobacterium phage FF47 (NC_021063) [47,724 nt]
MW460248.1_Myco_phg_Maco2 [48,239 nt]
0Q988004.1_Myco_phg_S8UZL [47,806 nt]

Gordonia phage Gibbous (NC_079141) [45,810 nt]
Gordonia phage Azira (NC_079140) [45,336 nt]

Gordonia phage Cozz (NC_030941) [46,600 nt]

Gordonia phage Troje (NC_042102) [45,909 nt]

Gordonia phage GTE2 (NC_015720) [45,530 nt]

Gordonia phage Emalyn (NC_031234) [43,982 nt]
Gordonia phage Laue)- (NC_070894) [48,123 nt]

Gordonia phage Vine (NC_070897) [48,092 nt]

Gordonia phage BigChungus (NC_070896) [47,166 nt]
Gordonia phage SheckWes (NC_070895) [47,618 nt]
Gordonia phage CherryonLim (NC_070893) [48,948 nt]
Gordonia phage Pons (NC_070891) [47,982 nt]

Gordonia phage Mayweather (NC_070892) [48,382 nt]




image5.jpeg
Direct Mag: 200000

JEOL 1010

o Sharpening, Normal Conrast

i
:
5
H

Print Mag; 235000 @ 7.0 in

Gamma: 1




image1.png




