October 2020

[image: ]







Part 1: TITLE, AUTHORS, APPROVALS, etc

	Code assigned:
	2022.095B
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Part 3: TAXONOMIC PROPOSAL
Name of accompanying Excel module
	2022.095B.N.v1.Youngvirus_ng.xlsx


Abstract

	We have created a new genus of Vibrio phages, Youngvirus.


Text of proposal
	
	Species demarcation criteria: We have chosen 95% DNA sequence identity as the criterion for demarcation of species in this new genus. 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:  This genus is named after the word ‘young' where, in 2021, Vibrio phage vB_VpP_G1 was isolated in the Huangsha aquatic products trading market, Guangzhou, China.

[bookmark: OLE_LINK6][bookmark: OLE_LINK5][bookmark: OLE_LINK4]VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator; [1]) computes pairwise intergenomic distances/similarities amongst phage genomes. VIRDIC analysis of strains with high similarity after BLAST comparison showed that Vibrio phage vB_VpP_G1 had the highest similarity with Yersinia phage phiR8-01 and vB_YenP_ISAO8, but both were well below the generic level similarity threshold. (The black box)
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[bookmark: OLE_LINK3]vConTACT2 analysis: vConTACT2 [2] is a uses genome-wide gene sharing mapping for virus classification. Red lines show strains associated with vB_VpP_G1, most of which are unclassified (gray), while vB_YenP_ISAO8 strains show the strongest association (red solid line). Associated groups include Teseptimavirus (green), Phikmvvirus (blue), Bifseptvirus (red), Aqualcavirus (orange), Napahaivirus (yellow) and Peadovirus (pink).
[image: ]

GenBank Summary:

	Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	Vibrio phage vB_VpP_G1
	MZ592920.1
	43.8
	47.22%
	51
	0



Electron micrograph: 
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