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Abstract
	We have added 8 new species to the genus Cornellvirus.



	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].
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Proposal Data:
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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. The names in white boxes are strains, while those in red boxes are existing species. Abbreviations: phg = phage; vir = virus; Salm = Salmonella. 
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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 blue bar.  

Taxonomic Proposals: 
A. Create 8 new species in the genus, Cornellvirus

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

Historical aspects: This taxon was established through 2015.044a-nB.A.v1.Guernseyvirinae with single species: Cornellvirus SP31. All of the viruses listed below conform to the species demarcation criteria [10].

Genome summary: 

	Phage name
	INSDC 
	Overall % DNA sequence identity (*)

	Salmonella phage FSL_SP-031
	KC139518.1
	100.0

	Salmonella phage St162
	MF158037.1
	69.5

	Salmonella phage GRNsp27
	ON720976.1
	74.2

	Salmonella phage TS6
	MK214385.1
	69.3

	Salmonella phage vB_SenTO17
	MT012729.1
	72.1

	Salmonella phage vB_STM-ZS
	MZ004649.1
	65.7

	Salmonella phage vB_SenS_SE1
	MK479295.1
	69.5

	Salmonella phage Shemara
	MN070121.2
	70.7

	Salmonella virus VSiP
	MH424444.1
	77.7


(*) VIRIDIC analysis
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