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Abstract

	During a periodic review of the Drexlerviridae we discovered new members of the genus Hanrivervirus, subfamily Tempevirinae in NCBI.




Text of proposal
	
	
Species demarcation criteria: We have chosen 95% DNA sequence identity as the criterion for demarcation of species in this new genus. Each of the proposed species differs from the others with more than 5% at the DNA level as confirmed with the BLASTN algorithm







Supporting evidence

Source of the name of this taxon:  NA

History:  This genus was created through Taxonomy Proposal 2019.100B.A, but a recent reassessment using VIRIDIC and ViPTree revealed new species to be added to the genus. 

Specific Reference:  None

VIRIDIC analysis: VIRIDIC (Virus Intergenomic Distance Calculator) computes pairwise intergenomic distances/similarities amongst viral genomes [10]. # = 100% identity; names in yellow are ICTV recognized species.  
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[bookmark: _Hlk45781746]ViPTree analysis: ViPTree analysis (https://www.genome.jp/viptree/; [11]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [12].  This genus is marked with a red bar, members of the subfamily Tempevirinae marked in red in the tree. 
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Electron micrograph: None available


New species of Tunavirus

	Species
	Exemplar isolate
	Accession

	Shigella virus 2019SD1
	Shigella virus 2019SD1
	MT360681.1

	Salmonella virus slyngel
	Salmonella phage slyngel
	MT074433.1

	Escherichia virus G29-2
	Escherichia phage vB_EcoS_G29-2
	MK373798.1

	Escherichia virus herni
	Escherichia phage herni
	MN850640.1

	Escherichia virus vojen
	Escherichia phage vojen
	MN850569.1

	Escherichia virus egaa
	Escherichia phage egaa
	MN850607.1

	Escherichia virus Henu8
	Escherichia phage Henu8
	MN055691.1

	Escherichia virus grams
	Escherichia phage grams
	MN850567.1

	Escherichia virus aaroes
	Escherichia phage aaroes
	MN850572.1

	Escherichia virus damhaus
	Escherichia phage damhaus
	MN850602.1

	Escherichia virus haarsle
	Escherichia phage haarsle
	MN850600.1

	Escherichia virus aalborv
	Escherichia phage aalborv
	MN850591.1

	Escherichia virus PGN590
	Escherichia phage PGN590
	MT127619.1



Strains within Tunavirus - None
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