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Abstract

	We have added nine new species of to the genus Tunavirus, and one to the genus Sertoctavirus based on comparative genomics and phylogenetic analyses.


Text of proposal
	
	
Species demarcation criteria: Two phages are assigned to the same species if their genomes are more than 95% identical over their genome length for isolates. 
These values can be calculated by a number of tools, such as BLASTn [1,2] – usually calculated using intergenomic distance calculator VIRIDIC [3].

Genus demarcation criteria: In search for criteria that create cohesive and distinct genera that are reproducible and monophyletic, the Bacterial Viruses Subcommittee has established 70% nucleotide identity of the genome length as the cut-off for genera. Genus-level groupings should always be monophyletic in the signature genes, as tested with a phylogenetic tree.   [10]







Supporting evidence

A. [bookmark: _Hlk135925926][bookmark: _Hlk133073968]To add nine (9) new species to the genus, Tunavirus
B. [bookmark: _Hlk136245767]To add one new species to the genus Sertoctavirus
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Figure 1. VIRIDIC heat map:  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. Blue, existing species; yellow, new species. Abbreviations: phg = phage; vir = virus; Esch = Escherichia; Shig = Shigella; Ente = Enterobacteria.  The Excel spreadsheet for this figure it attached to this proposal – 2023.071B.N.v1.Tunavirinae_10ns_Suppl.xlsx
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Figure 2. ViPTree analysis:  ViPTree analysis (https://www.genome.jp/viptree/; [4]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [5].  The phages of interest are indicated with a wide blue line.  

 
A. To add nine (9) new species to the genus, Tunavirus

Origin of the name of this taxon:  N/A

Historical aspects: The genus Tunavirus was created through Taxonomy Proposal Ratification_1996.  It currently consists of 16 species we are now adding nine new species.  


[bookmark: _Hlk136245615]Genome summary: .

	Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Escherichia phage T1
	  AY216660.1
	48.84
	45.6
	76
	100
	100

	Escherichia phage vB_EcoS_SA12KD
	OL960582.1
	50.71
	45.3
	81
	77.6
	86.1

	Escherichia phage vB_EcoS_Chapo
	MT682715.1
	51.10
	45.5
	82
	78.0
	84.8

	Escherichia phage vB_EcoS_SA30RD
	OL960579.1
	50.47
	45.5
	75
	79.3
	82.3

	Escherichia phage vB_EcoS_SA32RD
	OL960578.1
	48.98
	45.6
	75
	81.2
	83.5

	Shigella phage S2_02
	OQ223306.1
	50.60
	45.3
	46(***)
	78.5
	50.6 (***)

	Escherichia phage Lg3
	OP094641.1
	50.08
	45.2
	73
	82.8
	81.0

	Escherichia phage LHE71
	OP455115.1
	50.16
	45.1
	81
	81.6
	86.1

	Escherichia phage CLB_P3
	OL800706.1
	49.69
	45.9
	86
	83.0
	82.3

	Escherichia phage LeonhardEuler
	MZ501092.1
	50.19
	45.8
	83
	83.7
	89.9



[bookmark: _Hlk136245642](*) determined using VIRIDIC [3]
(**) determined using CoreGenes 3.5 [6]
(***) underannotated
Leonhard Euler (1707 – 1783)


B. To add one new species to the genus Sertoctavirus

Origin of the name of this taxon:  N/A

Historical aspects: The genus Sertoctavirus was created through Taxonomy Proposal 2018.130B.A.v1.Tunavirinae_3gen.  It contains a single species,  Sertoctavirus SRT8, to which we now add a second species.
  


Genome summary:

	Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Escherichia phage SRT8
	MF996376.1
	49.58
	48.0
	84
	100
	100

	Escherichia phage BrunoManser
	MZ501053.1
	49.3
	48.1
	84
	90.9
	90.5


(*) determined using VIRIDIC [3]
(**) determined using CoreGenes 3.5 [6]
Bruno Manser (1954 – 2005)
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Halorubrum virus CGphi46 (NC_021537) [39,784 nt]
Archaeal BJ1 virus (NC_008695) [42,271 nf]
Escherichia phage D6 (NC_050154) [91,159 nt]
Salmonella phage SJ46 (NC_031129) [103,445 nt]
Escherichia phage RCS47 (NC_042128) [115,154 n]
Escherichia phage P1 (NC_005856) [94,800 nt]
Enterobacteria phage P7 (NC 050152) [101,660 nt]
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Escherichia phage vB_EcoS_NBD2 (NC_031050) [51,802 nt]
Escherichia phage vB_EcoS_ESCO41 (NC_047820) [50,800 nt]
Escherichia phage vB_EcoS_IME347 (NC_047960) [50,048 nt]
Escherichia phage SRT8 (NC_042043) [49,579 nt]

Shigella phage vB_SsoS_008 (NC_048150) [50,414 nt]
Escherichia phage T1 (NC_005833) [48,836 nt]

Escherichia phage Eco_BIFF (NC_047996) [49,372 nt]
Escherichia phage ADB-2 (NC_019725) [50,552 nt]
Enterobacteria phage vB_EcoS_IME18 (NC_047959) [50,354 nt]
Escherichia phage JMPW1 (NC_041874) [49,628 nt]
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Shigella phage SH6 (NC_047785) [50,552 nt]

Escherichia phage vB_EcoS-DELF2 (NC_049832) [50,168 nt]
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Shigella phage Sfin-1 (NC_047998) [50,403 nt]
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