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Part 3: TAXONOMIC PROPOSAL
Name of accompanying Excel module
	2021.039B.R.Infilling


Abstract

	Add two new species to existing genera in the class Caudoviricetes.







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 – usually calculated using intergenomic distance calculator VIRIDIC [1].

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. [2]






Supporting evidence
GenBank Summary:

1. Trigintaduovirus
	Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs
	Overall DNA sequence identity (**)
	% common proteins (**)

	Mycobacterium phage 32HC
	NC_023602.1
	KJ028219.1
	50.78
	65.7
	86
	0
	100
	100

	Mycobacterium phage Rem711
	
	MG770216.1
	50.83
	66.2
	85
	0
	90.5
	95.5




2. Bernalvirus
	Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs
	Overall DNA sequence identity (**)
	% common proteins (**)

	Mycobacterium phage Bernal11
	NC_024135.1
	KJ510413.1
	42.39
	66.2
	60
	0
	100
	100

	Mycobacterium phage Mendokysei
	
	MG925349.1
	43.51
	66.4
	65
	0
	80.5
	91.7



Strains: Mycobacterium phage Nairb, Mycobacteriophage Whitty, Mycobacterium phage Ibrahim, Mycobacterium phage RonRayGun, & Mycobacterium phage ZenTime222 

** Determined using BLASTn at NCBI [3–5]
*** Determined using CoreGenes 3.5 [6]
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