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Abstract
	[bookmark: OLE_LINK3][bookmark: OLE_LINK4][bookmark: OLE_LINK11][bookmark: OLE_LINK12][bookmark: OLE_LINK13]We isolated a novel Salmonella phage LPSTLL [1]. VIRIDIC and ViPTree analysis showed that LPSTLL has 72.7% identity with Salmonella phage Segz_1 of Segzyvirus genus. LPSTLL share many properties with Segz_1 but differ significantly enough (less than 95% identity with Segzyvirus species) to classify it as separate species of this genus. Thus, this proposal will place LPSTLL in this genus Segzyvirus as a new species.



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 – 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 [3].
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Supporting evidence
ViPTree analysis: ViPTree analysis (https://www.genome.jp/viptree/; [4]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [5].  The phages of interest are indicated with red box.
[image: ]

VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator; [2]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/)computes pairwise intergenomic distances/similarities amongst phage genomes.
[image: ]
Phylogeny: The phylogenetic tree was constructed using the major capsid proteins of these phages with phylogeny. MUSCLE was used for multiple alignment and MEGA (v11.0.10) was used for building phylogenetic tree using maximum-likelihood method with 500 bootstrap [6]. The red box represents the phage of the new proposed genus and red star represents new species.
[image: ]


Origin of the name of this taxon:  None.

Historical aspects: Salmonella phage LPSTLL collected from the lake by Huazhong Agricultural University in 2018, using Salmonella Typhimurium as the host bacterium.

Specific References:  None



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

	Salmonella phage LPSTLL
	
	MN737551.1
	47.2
	54.6
	80
	2
	100
	100


(*) Determined using VIRIDIC [2]
(**) Determined using CoreGenes 3.5 at http://binf.gmu.edu:8080/CoreGenes3.5/ [7]
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Agrobacterium phage 7-7-1 (NC_019519) [69,391 nt]
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Klebsiella phage vB_KpnS_ZX4 (NC_054654) [45,424 n]

Shigella phage 11 SMD-2017 (NC_i54636) 46,454 nt]
Escherichia phage vB_EcoS Sal 791w (NC 054637) 46,833 nt]
Salmonella phage Vi I1-E1 (NC_010495) [35,051 nt]
Salmonella phage vB_SenS_SB28 (NC_0S4638) (45,126 ni]
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Escherichia phage vB_EcoS swi2 (NC_054649) [47,611 nt]
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Samemlispiape Sz 1 (C_ 8546 45381
Salmonella phage SeSz-2 (NC_054643) (45,049 ni]
Selmancla viras VW72 (NC 054648 146908 i
Salmonella phage VB StyS_BSS (NC_054646) (47,604 nt]
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