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Abstract
	
Building on the species demarcation criteria of 95%, we proposed a creation of a new phage species from genus Tequatrovirus. The three isolates namely Escherichia phage vB_VIPECOOM01, Escherichia phage vB_VIPECOOM02, and Escherichia phage vB_VIPECOOM03, are the same species with genomic similarity of 100%. Genome comparison showed that the three Escherichia phages are only 94.1% similar to the existing phage genome Tequatrovirus ecnp1 (Accession no. MK886800.1) suggesting that the isolates are new phage species from the genus Tequatrovirus.


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 using VIRIDIC [1, 2]. 

Genus demarcation criteria: In search for criteria that create cohesive and distinct genera that are reproducible and monophyletic, the ICTV 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 [1, 2].







Supporting evidence

Origin of the name of this taxon:  
Create new phage species in the genus Tequatrovirus. The proposed binomial name of Tequatrovirus vipecoom was after the name of the three Escherichia phage isolates vB_VIPECOOM01, vB_VIPECOOM02, and vB_VIPECOOM03. 

Electron micrograph: N/A  

Genome summary: 

	Phage name
	NCBI accession no
	Genome length
(bp)
	GC content
	CDS
	tRNA

	Escherichia phage vB_VIPECOOM03
	OQ721911
	168,519
	35.49
	269
	10




VIRIDIC heat map: Taxonomic classification of phage genomes was first identified via blastn search in NCBI database and by using MASH distances in pharokka [3] utilizing the INPHARED database [4]. After which, all Tequatrovirus phage species were downloaded from NCBI database and intergenomic similarities were calculated using VIRIDIC (Virus Intergenomic Distance Calculator).  A zoom-in image of the three isolates (blue font), the closest relative (red font), and the percent similarity values (94.1%) were shown below suggesting that the isolates are new species. 
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Table 2. Closest relative identified by Pharokka using the INPHARED database. 
	Phage name
	Mash distance
	Mash matching
hashes
	Closest relative and accession number

	Escherichia phage vB_VIPECOOM03
	0.0220623
	459/1000
	Escherichia phage EcNP1 (NC_054910)
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