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ICTV-EC comments and response of the proposer
	
Acceptance of proposal 2021.001B.abolish_Caudovirales by EC53 results in removal of the order Caudovirales and families Myoviridae, Podoviridae and Siphoviridae. All underlying taxa are to be assigned directly to the class Caudoviricetes. The Excel module of this proposal has been altered to reflect the future changes; however, the Word module has been unaltered while awaiting the ratification vote. 







Part 3: TAXONOMIC PROPOSAL
Name of accompanying Excel module
	2021.072B.R.Rosenblumvirus


Abstract

	In a complete review of the Staphylococcal phages belonging to the family Rountreeviridae using VIRIDIC and ViPTree we have discovered 4 more species in the genus Rosenblumvirus. These phages share almost all properties with other phages of this genus, but differ significantly enough (less than 95% identity with phages of other Rosenblumvirus species) to classify them as separate species of this genus.



Text of proposal
	
	Species demarcation criteria: We have chosen 95% DNA sequence identity as the criterion for demarcation of species in this new genus. Each of the proposed species differs from the others with more than 5% at the DNA level as confirmed with the BLASTN and Viridic algorithm






Supporting evidence

[bookmark: _heading=h.gjdgxs]History:  This family was established via Taxonomy Proposal 2020.140B.R.Rountreeviridae

Specific References:  Bonasera RM, Korn A, Newkirk H, et al. Coding-Complete Genome Sequence of Staphylococcus aureus Podophage Portland. Microbiol Resour Announc 8 (47), e01337-19 (2019) [Portland]


GenBank Summary:

	Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein* 
	tRNAs**
	Overall % DNA sequence identity (***)
	Overall % homologous proteins  (****)

	[bookmark: _heading=h.30j0zll]SA46-CL1
	
	MK936476.1
	17.51
	28.8
	21*
	0
	100
	100

	Portland
	
	[bookmark: _heading=h.1fob9te]MN098325.1
	17.71
	29.3
	21*
	0
	82.2
	100

	EBHT
	
	MT926124.1
	17.47
	29.6
	21*
	0
	79.8
	100

	LSA2366
	
	MW363799.1
	17.06
	29.4
	21
	0
	83.4
	100


(*) determined using tBlastn [1,2]. The original sequence submissions does not include all genes
(**) determined using RNAscan-SE [3]
(***) determined using Viridic [4]
(****) determined using CoreGenes 5.0 [5,6]


[bookmark: _heading=h.3znysh7]BLASTN homologs:  VIRIDIC analysis reveals that the closest relative besides other phages of Rosenblumvirus genus is Staphylococcus phage St 134 [KY471386.1] of Andhravirus genus of Rakietenvirinae subfamily of Rountreeviridae family.  It shares 43.7% DNA sequence identity with SA46-CL1.  

VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator; [4]) computes pairwise intergenomic distances/similarities amongst phage genomes. The comparison below provides the results of DNA sequence comparison of strains of known and proposed new species of staphylococcal Andhravirus and Rosenblumvirus genus phages. The phage names on a white background and those highlighted in yellow correspond to existing species (new strains of these species are highlighted in yellow), while the ones in orange are those which will be added through this TaxoProp. New species are indicated by arrows. 

[image: Chart

Description automatically generated]

ViPTree analysis: ViPTree analysis (https://www.genome.jp/viptree/; [7]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [8].  The orange arrows point to the new species of  the Rosenblumvirus genus.
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