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


Part 1a: Details of taxonomy proposals

	Title:   
	Create one new genus (Riverraidervirus) with a single species (Class: Caudoviricetes, Family: Stackebrandtviridae).

	Code assigned: 
	2025.070B.Ac.v3.Riverraidervirus_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 
	liliana.cristina.moraru@uol.de   
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	Kurtböke
	University of the Sunshine Coast - Faculty of Science, Health, Education and Engineering, Australia
	ikurtbok@usc.edu.au
	

	
	
	
	
	

	
	
	
	
	

	
	
	
	
	

	
	
	
	
	

	
	
	
	
	





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:
	  015/06/2025




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
	x

	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	W - Withdrawn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:

	Please improve the quality of the abstract.





Part 1d: Revised Taxonomy Proposal Submission 
	Response of proposer: 

	
The text of the abstract has been amended




	Revision date:
	01/09/2025







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

	Riverraidervirus
	Name derived from first isolated phage of its type, Gordonia phage RiverRaider


	
	

	
	

	
	



	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:
Genus, species

Description of current taxonomy:
The bacterial virus described in this proposal is currently unclassified.

Proposed taxonomic change(s):     
Create one new genus, “Riverraidervirus” and one new species within the family Stackebrandtviridae. 

Justification: 
Gordonia phage RiverRaider is a lytic siphovirus with a 59.6 kb genome. VIRIDIC analysis shows that it shares considerable intergenomic similarity with species of the genera Vividuovirus and Kroosvirus but is sufficiently different to establish a new genus under the current demarcation criteria.




	· Text of Taxonomy proposal:  


	
Taxonomic rank(s) affected:
Genus, species

Description of current taxonomy:
The bacterial virus described in this proposal is currently unclassified.

Proposed taxonomic change(s):     
Create one new genus, “Riverraidervirus” and one new species within the family Stackebrandtviridae.

Demarcation criteria:
Genus demarcation criteria: An intergenomic similarity cut-off of 70%, a combination of average nucleotide identity and alignment fraction is used to determine genera demarcation. Members of the same genus have >70% intergenomic similarity and cluster tightly in marker gene phylogenies. 
Species demarcation criteria: A demarcation value of 95% intergenomic similarity was used to define different species according to intergenomic similarity. Members of the same species have >95% intergenomic similarity [8].

Justification:      Gordonia phage RiverRaider is a lytic siphovirus with a 59.6 kb genome. VIRIDIC analysis shows that it shares considerable intergenomic similarity with species of the genera Vividuovirus and Kroosvirus but is sufficiently different to establish a new genus under the current demarcation criteria.
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	Accompanying files: 

	Filename
	Description of contents

	Riverraidervirus
	Data for this proposal

	
	



	Tables, Figures:  


<Start here>
Table 1.  Characteristics of the phage described in the proposal
	Prophage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	No. proteins
	No. tRNA

	Gordonia phage RiverRaider
	Gordonia terrae CAG3
	Siphovirus
	Lytic
	PQ184823
	56931 bp
	87
	0


[image: A table with numbers and numbers

AI-generated content may be incorrect.]Figure 1. VIRIDIC heat map of a group of phages with the one under discussion indicated with a red arrowhead.   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. 
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Figure 2. Electron micrograph: Electron micrographs of negatively stained Gordonia phage RiverRaider (https://phagesdb.org/phages/RiverRaider/).  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.  



2 | Page

image2.png
RefSeq or
Accession No

NC_055779.1
NC_055808.1
NC_055859.1
NC_055864.1
NC_055777.1
NC_055803.1
0P434456.1
MH976506.1
NC_055762.1
PQ184823.1
MZ681510.1
NC_053235.1
PV105559.1
NC_053239.1

Genus

Vividuovirus
Vividuovirus
Vividuovirus
Vividuovirus
Vividuovirus
Vividuovirus
Vividuovirus
Vividuovirus
Vividuovirus

Riverraidervirus

NC_055777.1

86.3
81.9
85.3
83.7
100.0
87.7
82.0
83.0
82.8
60.8
64.1
63.1
64.3
63.6

NC_055803.1

82.5
85.1
88.4
87.4
87.7
100.0
82.2
83.1
84.2
60.9
65.1
64.5
62.8
64.2

0P434456.1

81.4
86.4
82.0
85.3
82.0
82.2
100.0
86.2
87.7
62.7
66.9
65.5
66.6
64.8

“
g 3
g g
= z

81.8 82.4

81.8 83.4

82.4 83.8

83.8 84.8

83.0 82.8

83.1 84.2

86.2 87.7

100.0 95.5

95.5 100.0

61.4 62.0

66.2 66.2

65.4 65.9

64.7 65.2

66.4 66.5

)
N pQ184823.1
o

61.6
62.0
60.8
60.8
60.9
62.7
61.4
62.0
100.0
63.3
61.7
62.2
64.3

MZ681510.1

64.3
65.3
63.5
64.6
64.1
65.1
66.9
66.2
66.2
63.3
100.0
86.8
88.0
85.4

NC_053235.1

63.8
66.7
62.5
65.0
63.1
64.5
65.5
65.4
65.9
61.7
86.8
100.0
82.5
82.6

PV105559.1

63.5
65.2
63.1
61.9
64.3
62.8
66.6
64.7
65.2
62.2
88.0
82.5
100.0
88.7

NC_053239.1

64.6
63.9
64.6
63.9
63.6
64.2
64.8
66.4
66.5
64.3
85.4
82.6
88.7
100.0




image3.jpeg
mecaela nelson 01.tif —
mccaela nelson 100 nm

13:39:37 11/2/2023 HV=100.0kV
Direct Mag: 92000x





image1.png




