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Abstract

	We have updated the subfamily Rogunavirinae by adding two new species to the genus Rogunavirus; and, creating a new single species genus, Sadiyavirus.


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: _Hlk131329229][bookmark: _Hlk136270546][bookmark: _Hlk131329568]To add two new species to the genus, Rogunavirus
B. [bookmark: _Hlk136270577]Create a new single species genus, Sadiyavirus
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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. Abbreviations: phg = phage; Shig = Shigella; Esch = Escherichia; Kleb = Klebsiella
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Figure 2. ViPTree analysis:  ViPTree analysis (https://www.genome.jp/viptree/; [4]) is based upon Rohwer and Edwards (2002) Phage Proteomic Tree [5].  The phages of interest are indicated with red lines and stars.  
A. To add two new species to the genus, Rogunavirus

[bookmark: _Hlk131329419]Origin of the name of this taxon:  N/A

Historical aspects: This taxon was created via Taxonomy Proposal 2019.100B.  UDF157lw was isolated in the USA while BECP10 was isolated in Korea.

Genome summary: 

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

	Enterobacteria phage vB_EcoS_Rogue1
	JQ182736.1
	45.81
	44.2
	74
	1
	100.0
	100

	[bookmark: _Hlk136360837]Escherichia phage vB_EcoS-BECP10
	MW286156.1
	47.92
	43.7
	76
	1
	87.7
	89.2

	Escherichia phage vB_EcoS-UDF157lw
	OQ243221.1
	46.6
	44.0
	72
	1
	89.5
	91.9





B. Create a new single species genus, Sadiyavirus

Origin of the name of this taxon:  The name of this taxon derives directly from the name of the first virus of its type Serratia phage Serbin.

Historical aspects: Lytic siphophage Sadiya was isolated from raw sewage at Brigham Young University, Provo, UT (USA).

Genome summary: 

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

	Escherichia phage vB_EcoD_Sadiya
	OL539467.1
	48.3
	44.7
	79
	1
	100
	100



Conclusion: A genus comprised of a single species is proposed based on DNA (Fig. 1) and protein (Fig. 2). 
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NC_047847.1_Shig_phg_Sd1 Wilsonroadvirus 3.3 633 632 633 63.1 59.9 60.0
NC_047848.1_Shig_phg_Sf12 Eastlansingvirus 66.1 659 66.1 66.1 .4 585 60.7

60.6 628 63.0 610 63.1
60.6 626 628 60.9 62.9
60.6 628 63.0 610 63.1
60.6 627 63.0 610 63.1

0L539467.1_Esch_phg_vB_EcoD_Sadiya  NEW (Sadiyavirus)
0L539447.1_Esch_phg_vB_ EcoD_Phleasolo NEW (Sadiyavirus)
0L539451.1_Esch_phg_vB_EcoD_Opt-719  NEW (Sadiyavirus)
0L539453.1_Kleb_phg_vB_KpnD_Opt-79  NEW (Sadiyavirus)

IF770475.1_Esch_phg_phiEB49 Lindendrivevirus .6 59.2 612 60.9
KI668713.1_Esch_phg_ed/1c Rogunavirus X 769 789 760
MW286156.1_Esch_phg_vB_EcoS-BECP10  Rogunavirus 587 586 587 587
0Q243221.1_Esch_phg_vB_EcoS-UDF157lw Rogunavirus

KF771236.1_Esch_phg_bV_EcoS_AHP24  Rogunavirus
NC_024784.1_Esch_phg_bV_EcoS_AHS24  Rogunavirus
KF771237.1_Esch_phg_bV_EcoS_AHP42  Rogunavirus
KF771239.1_Esch_phg_bV_EcoS_AKSS6  Rogunavirus

NC_047740.1_Ente_phg_philLA23 Rogunavirus
NC_042038.1_Ente_phg_phikP26 Rogunavirus
NC_042046.1_Esch_phg_C119 Rogunavirus
DQ121662.1_Esch_phg_iko6 Rogunavirus

1Q182736.1_Ente_phg_vB_EcoS_Roguel  Rogunavirus
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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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Vibrio phage Vel (NC_054898) [47,778 nf]
Citrobacter phage HCF1 (NC_054897) [45,806 nt]

Escherichia phage vB_EcoS-IME253 (NC_047810) [46,717 nt]
Escherichia phage Rtp (NC_007603) [46,219 nt]

Escherichia phage vB_EcoS_IMES42 (NC_048208) [46,553 nt]
Escherichia phage vB_EcoS-12210I (NC_049813) [44,219 nf]
Escherichia phage DTL (NC_047893) [45,814 nt]

Escherichia phage vB_EcoS_CEB_EC3a (NC_047812) [44,234 n]
Escherichia phage vB_EcoS_ACG-M12 (NC_019404) [46,054 n]
Shigella phage Sd1 (NC_047847) [48,262 nt]

Shigella phage Sf12 (NC_047848) [47,647 nt]
OL539467.1_Esch_phg_vB_EcoD_Sa [48,303 n]

Escherichia phage phiEB49 (NC_023743) [47,180 n]
Escherichia phage e4/1c (NC_024210) [47,112 nt]

Escherichia phage Jk06 (NC_007291) [46,072 nt]

Enterobacteria phage vB_EcoS_Roguel (NC_019718) [45,805 nt]
Escherichia phage phiKP26 (NC_042038) [47,285 nt]
Escherichia phage C119 (NC_042046) [47,319 n]

Enterobacteria phage phiJLA23 (NC_047740) [43,017 ut]
0Q243221.1_Esch_phg_vB_EcoS-UD [46,604 n]
MW286156.1_Esch_phg_vB_EcoS-BE [47,915 nf]

Escherichia phage vB_EcoS_AKS96 (NC_024789) [45,746 nt]
Escherichia phage vB_EcoS_AHP42 (NC_024793) [46,847 nt]
Escherichia phage vB_EcoS_AHS24 (NC_024784) [46,440 nt]
Escherichia phage bV_EcoS_AHP24 (KF771236) [46,719 nt]
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