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	Abstract of Taxonomy Proposal: 

	
Taxonomic rank(s) affected:       
Realm Duplodnaviria, kingdom Heunggongvirae, phylum Uroviricota, class Caudoviricetes , family Ackermannviridae, subfamily Cvivirinae

Description of current taxonomy:       
The genus Kuttervirus was established in 2017 (proposal 2017.001B.A.v3.Ackermannviridae) The genus consists of 40 species.

Proposed taxonomic change(s):     
To create one new species “Kuttervirus LPST100” in the genus Kuttervirus.


Justification:
A new Salmonella phage LPST100 was isolated. VIRIDIC and ViPTree analysis showed that LPST100 has 94.6% identity with Salmonella phage BSP101, classified as the species Kuttervirus BSP101. Salmonella phage LPST100 shares many properties with BSP101 but differs significantly enough (less than 95% identity with Kuttervirus BSP101 species) to classify it as a separate species of this genus. Thus, this proposal will place LPST100 in the genus Kuttervirus as a new species. 





	· Text of Taxonomy proposal:  


	
Taxonomic rank(s) affected:       
Realm Duplodnaviria, kingdom Heunggongvirae, phylum Uroviricota, class Caudoviricetes , family Ackermannviridae, subfamily Cvivirinae


Description of current taxonomy:       
The genus Kuttervirus was established in 2017 (proposal 2017.001B.A.v3.Ackermannviridae) The genus consists of 40 species.


Proposed taxonomic change(s):     
To create one new species “Kuttervirus LPST100” in the genus Kuttervirus.   


Demarcation criteria:
Species demarcation: 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: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_LINK3] A tblastx distance tree of Salmonella phage LPST100 was constructed using VIPTree[3-4] (Figure 1). LPST100, along with 40 other phages fell formed a single clade and 12 phages were selected for VIRIDIC analysis. VIRIDIC analysis computed the pairwise genomic distances and similarities between the phage genomes, revealing significant divergence between LPST100 from the phages of other species, with homology levels below 95%(Figure 2). Furthermore, a maximum-likelihood (ML) tree was constructed using the terminase large subunit of the 20 phages, with 1000 bootstrap replicates [5-6] . (Figure 3)In conclusion, we propose a new species, Kuttervirus LPST100 within the genus Kuttervirus.
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	Tables, Figures:  


Figure 1. ViPTree analysis: ViPTree analysis (https://www.genome.jp/viptree/; [3]) is based upon Rohwer and Edwards (2002) Phage Proteomic Tree [4].  The phages of interest are indicated with red box and LPST100 by a red star.
[image: ]
Figure 1

Figure 2. VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator [1]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes.
[image: ]
[bookmark: OLE_LINK4]Figure 2. Phylogeny: The phylogenetic tree was constructed using the major head protein of phages. Clustal Omega was used for multiple alignment and IQ-TREE was used for inferring the phylogenetic tree using the maximum-likelihood method with 1000 bootstrap replicates. The tree is rooted at the mid-point.
[image: ]Figure 3



Historical aspects: Salmonella phage LPST100 was isolated in 2022 by Huazhong Agricultural University, using Salmonella Typhimurium ATCC13311 the host bacterium. 
[bookmark: _heading=h.gjdgxs]
Genome summary:
	Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNA

	Salmonella phage LPST100
	PP895301
	157,888
	44.6
	209
	0
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