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Part 3: TAXONOMIC PROPOSAL
Name of accompanying Excel module
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Abstract
	We propose to create a subfamily of Bacillus siphoviruses containing two genera. These viruses are potentially temperate (they all encode tyrosine recombinase that is thought to be integrase) and may possess terminally redundant genomes. All the members of this group encode ParM-like proteins.


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] – usually calculated using intergenomic distance calculator VIRIDIC [2].
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 [8].






Supporting evidence

VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator; VIRIDIC (Virus Intergenomic Distance Calculator; [2]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes. The black box delineates strains. 
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ViPTree analysis: ViPTree analysis (https://www.genome.jp/viptree/; [3]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [4]. The phages of interest areindicated with red stars. 
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Phylogeny: The phylogenetic tree was constructed using the TerL proteins from Bacillus siphoviruses and related phages with phylogeny.fr in “one click” mode [6]. It also includes the use of Gblocks to eliminate poorly aligned positions and divergent regions. See: Anisimova M., Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [7] for details. The members under discussion in this document are indicated with a blue rectangle.
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Proposals:
Proposal A: Create a new genus, Basiliskvirus with two species
Proposal B: Create a new genus, Yihwangvirus with three species
Proposal C: Create a new subfamily, Sejongvirinae with two genera (Basiliskvirus and Yihwangvirus)

Proposal A: Create a new genus, Basiliskvirus with two species
[bookmark: _Hlk40354317]Origin of the name of this taxon: This taxon is named after Bacillus phage Basilisk

Historical aspects: Bacillus phage Basilisk was isolated from soil samples taken at the bases of fruit trees in Utah County, Utah (USA) against Bacillus cereus BGSC 6E1. 
Bacillus phage v_B-Bak10 was isolated in Georgia against Bacillus anthracis. Its genome has 219 bp direct terminal repeats; phage Basilisk has 218 bp DTRs [11].

Electron micrograph: N/A 

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

	Bacillus phage Basilisk
	KC595511.2
	82.01
	33.9
	138
	2
	100
	100

	Bacillus phage v_B-Bak10
	MG967618.1
	82.93
	33.8
	115
	2
	94.3
	83.3


(*) determined using BLASTn [1] or VIRIDIC [2]
(**) determined using CoreGenes 3.5 [5]


Proposal B: Create a new genus, Yihwangvirus with three species
Origin of the name of this taxon: This taxon is named in honour of the Korean philosopher, writer, and Confucian scholar Yi Hwang (1501–1570).

Historical aspects: Bacillus phage PBC4 was isolated in Korea in 2016 against Bacillus cereus [12]. Bacillus phage pW4 was isolated in China, while Bacillus phage BCPST was also isolated in Korea.

Electron micrograph: N/A 






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

	Bacillus phage PBC4
	KT070866.1
	80.65
	34.0
	123
	2
	100
	100

	Bacillus phage pW4
	MK288022.1
	80.92
	34.0
	106
	2
	83.3
	78.0

	Bacillus phage BCPST
	MW392802.1
	81.53
	33.9
	114
	2
	87.3
	78.0


(*) determined using BLASTn [1] or VIRIDIC [2]
(**) determined using CoreGenes 3.5 [5]


Proposal C: Create a new subfamily, Sejongvirinae with two genera (Basiliskvirus and Yihwangvirus)
Origin of the name of this taxon: This taxon is named in honour of the Korean King Sejong the Great (1397-1450) that personally created Hangul (the Korean alphabet) and encouraged advancements of science and technology (https://en.wikipedia.org/wiki/Sejong_the_Great). 

Historical aspects: The two genera that make up this subfamily share ≥67.1% overall DNA sequence similarity and 138 (69.6%) conserved proteins.
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