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Part 1a: Details of taxonomy proposals
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	[bookmark: OLE_LINK2]Create a new genus Jinquanvirus including four new species in the class Caudoviricetes
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Part 3: TAXONOMIC PROPOSAL
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	Taxonomic changes proposed: 

	Establish new taxon
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	Etymology (origin) of proposed taxonomic names: 

	Taxon name 
	Etymology of the term

	Jinquanvirus
	The genus is named after the Jinquan River, situated in Yunxi County, Hubei Province, China and which runs alongside the Shangjin Ancient City.
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	Abstract of Taxonomy Proposal: 

	
Description of current taxonomy:       
The bacteriophages described in this proposal are currently unclassified.

Proposed taxonomic change(s):     
We propose to create a new genus named “Jinquanvirus” containing four new species.

Demarcation criteria:
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.
Genus demarcation criteria: 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.


Justification:
We isolated four new phages LPAB1, LPAB17, LPAB65 and LPAB85 that infect Acinetobacter baumannii. Based on whole genome comparisons using VIRIDIC and ViPTree, LPAB1, LPAB17, LPAB65 and LPAB85 exhibit less than 70% similarity with phages of other genera. Therefore, we propose the creation of a new genus, Jinquanvirus, named after the Jinquan river in Hubei province, China. We also propose four species in this genus; Jinquanvirus LPAB1, Jinquanvirus LPAB17, Jinquanvirus LPAB65, and Jinquanvirus LPAB85.





	· Text of Taxonomy proposal:  


	
Description of current taxonomy:       
The bacteriophages described in this proposal are currently unclassified.

Proposed taxonomic change(s):     
We propose to create a new genus named “Jinquanvirus” containing four new species.

Demarcation criteria:
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 [2].
Genus demarcation criteria: 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].

Justification:      
[bookmark: OLE_LINK11]A TBLASTX distance tree including Acinetobacter baumannii phages LPAB1, LPAB17, LPAB65 and LPAB85 were constructed using ViPTree [3-4] (Figure 1). The results showed that LPAB1, LPAB17, LPAB65 and LPAB85 descended from a common deep-branching root alongside 17 other bacteriophages. VIRIDIC analysis [1] calculated the pairwise intergenomic similarity between phage genomes, and the results showed that these Acinetobacter phage formed a single genus and four species (Figure 2). In summary, we propose a new genus, “Jinquanvirus” containing four new species.
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Figure 1. ViPTree analysis: ViPTree analysis (https://www.genome.jp/viptree/https://www.genome.jp/viptree/) is based upon Rohwer and Edwards (2002) Phage Proteomic Tree.  The phages of interest are indicated with red box.
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AI 生成的内容可能不正确。][image: ]Figure 2. VIRIDIC heatmap: VIRIDIC (Virus Intergenomic Distance Calculator; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/about:blankhttp://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes.

Origin of the name of this taxon:  The name of this genus comes from a river in China.

Historical aspects: Phage samples are sourced from Slaughterhouse samples in Hubei Province.

Specific References:  None

Genome summary:

	Phage name
	INSDC
	Size (Kb)
	GC% 
	Protein 
	tRNA

	Acinetobacter baumannii phage LPAB1
	PZ490319
	52,216
	39%
	81
	0



	Phage name
	INSDC
	Size (Kb)
	GC% 
	Protein 
	tRNA

	Acinetobacter baumannii phage LPAB17
	PZ490320
	50,927
	39%
	80
	0



	Phage name
	INSDC
	Size (Kb)
	GC% 
	Protein 
	tRNA

	Acinetobacter baumannii phage LPAB65
	PV612228
	50.769
	39.35
	81
	0



	Phage name
	INSDC
	Size (Kb)
	GC% 
	Protein 
	tRNA

	Acinetobacter baumannii phage LPAB85
	PV679990
	50.935
	39.18
	74
	0
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