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Abstract

	We have proposed a new species, Janusvirus pablito, for a phage (Streptomyces phage Pablito) isolated from host Streptomyces lividans from soil samples in the Netherlands at longitude N52°23’31” and latitude E4°34’49”. This janusvirus contains linear ds DNA genomes of, on average, 48.49 kb (66.4 mol%G+C) and encode for 76 proteins. This new species can be included in the genus Janusvirus together with Streptomyces phage Hank144.


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. [6]

Family demarcation criteria:  The family is represented by a cohesive and monophyletic group in the main predicted proteome-based clustering tools (ViPTree, GRAViTy dendrogram, vConTACT2 network). Members of the family share a significant number of orthologous genes (the number will depend on the genome sizes and number of coding sequences of members of the family; usually ca. 10%). [6]






Supporting evidence
Proposals:

A. [bookmark: _Hlk95223328][bookmark: _Hlk95223297]To add one new species (Janusvirus pablito) to Janusvirus

[bookmark: _Hlk95231812]Origin of the name of this taxon:  The name of the new species has originated from my dearest British short hair cat, called Pablo. 

Historical aspects: This lytic phages was isolated in the Netherlands against Streptomyces lividans. It was originally called phage LA7 [3].

Electron micrograph: N/A  





Genome summary: 

	Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Streptomyces phage Janus
	NC_054660.1
	MK392366.1
	50.63
	67.0
	78
	100
	100

	Streptomyces phage Pablito
	
	OK412919.1
	49.49
	66.4
	76
	70.0
	88.5

	Streptomyces phage Hank144
	NC_054661.1
	MH669004.1
	50.55
	66.3
	78
	72.8
	85.9



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

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. 




[bookmark: _Hlk95222580]Phylogenetic tree analysis:  MEGAX analysis [4] was used to create a phylogenetic tree of the closely related species. The phage of interest is indicated with a red star.


*

Phylogeny: The phylogenetic tree was constructed using the major capsid head proteins from phages belonging to the genus Janusvirus. Streptomyces phage joe was chosen as an outlier. MUSCLE was used for multiple alignment and MEGAX to construct the maximum likelihood phylogenetic tree with 100 bootstraps 
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