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Abstract

	Genomes of Salmonella phage vB_SAg-RPN15 and Salmonella phage vB_SAg-RPN213 were fully sequenced and identified as two novel species to be included in the genus Teetrevirus and Felixounavirus, respectively.




Text of proposal
	
	Species demarcation criteria:
We have chosen 95% DNA sequence identity as the criterion for demarcation of species in a genus. Each of the proposed species differs from the others with more than 5% at the DNA level as confirmed with the BLASTN algorithm.   
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[bookmark: _Hlk95918785]Proposal 1: To create new species Salmonella virus RPN15 in the genus Teetrevirus (Autographiviridae)

History:  Salmonella phage vB_SAg-RPN15 was isolated from a drain water sample collected from an open market in Nakhon Pathom province, Thailand. Phage isolation and propagation used Salmonella Agona CBn15 that was isolated from a chicken intestine.

vB_SAg-RPN15 virions have icosahedral heads (head length = 58.0±3.8 nm; head width = 55.9±2.1 nm) and short non-contractile tails (tail length = 11.7±1.8 nm; tail diameter = 12.0±1.9 nm)














GenBank Summary: Salmonella phage vB_SAg-RPN15 and its closely related sequences in Teetrevirus [1]

	Phage name
	RefSeq
	INSDC
	Size (kb)
	GC%
	No. of CDSs
	No. tRNA
	% nt seq. ident. with RPN15
**

	Citrobacter phage SH2
	NC_031092.1
	KU687348.1
	39.16
	50.7
	53
	0
	90.20

	Klebsiella phage 31
	-
	MN149904.1
	39.6
	50.4
	46
	0
	86.99

	Citrobacter phage phiCFP-1
	NC_028880.1
	KP313531.1
	38.63
	50.3
	43
	0
	86.51

	Klebsiella phage Kpn-11mx
	-
	MW296877.1
	38.77
	50.8
	49
	0
	86.22

	Klebsiella phage KPP-5
	-
	MW600722.1
	38.25
	50.8
	40
	0
	85.98

	Klebsiella phage vB_KpnP_Emp27
	-
	MN013074.1
	38.6
	50.7
	45
	0
	85.81

	Enterobacter phage E-4
	-
	KP791807.1
	39.14
	50.5
	52
	0
	85.29

	Yersinia phage phiYe-F10
	NC_047755.1
	KT008108.1
	39.21
	50.7
	46
	0
	85.05

	Escherichia phage ECA2
	NC_047766.1
	KX130726.1
	38.89
	50.5
	47
	0
	84.25

	Enterobacter phage E-2
	NC_029102.1
	KP791805.1
	36.05
	50.6
	41
	0
	83.63

	Salmonella phage vB_SAg-RPN15
	-
	OL800605.1
	38.5
	50.4
	47
	0*
	


* Aragorn (v1∙2∙41) was employed to find tRNAs on the genome (http://www.ansikte.se/ARAGORN/) [2] 
** The overall nucleotide identity was obtained by PAirwise Sequence Comparison (PASC) [3] 




















BLASTN homologs: A neighbour joining tree between complete genome sequence of Salmonella phage vB_SAg-RPN15 and its closely related sequences in Teetrevirus was constructed on the basis of BLASTN analysis at NCBI.
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Phylogeny:  Phylogenetic analyses of the major capsid proteins (A) and terminase large subunit (B) of Salmonella phage vB_SAg-RPN15, other closely related phages in Teetrevirus and other genera All sequences were aligned using MUSCLE [4]. The trees were constructed by MEGA7 [5] running on neighbor-joining method with 1,000 bootstrap replication [6]. Numbers on branches represent the bootstrap percentage greater than 50%.
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Proposal 2: To create new species Salmonella virus RPN213 in the genus Felixounavirus


History:  Salmonella phage vB_SAg-RPN213 was isolated from a drain water sample collected from an open market in Nakhon Pathom province, Thailand. Phage isolation and propagation used Salmonella Agona Pco213 that was isolated from a pig intestine.

vB_SAg-RPN213 virions have icosahedral heads (head length = 67.0±2.3 nm; head width = 63.5±2.3 nm) and long contractile tails (tail length = 107.8±4.9 nm; tail diameter = 17.0±2.5 nm)


GenBank Summary: Salmonella phage vB_SAg-RPN213 and its closely related sequences in Felixounavirus [1]

	Phage name
	RefSeq
	INSDC
	Size (kb)
	GC%
	No. of CDSs
	No. tRNA
	% nt seq. ident. with RPN213
**

	Salmonella phage ph2-2
	-
	OL474141.1
	85.94
	38.8
	128
	0
	92.27

	Salmonella phage D1-2
	-
	MN481367.1
	86.88
	38.7
	128
	23
	91.60

	Salmonella phage BPSELC-1
	-
	MN227145.1
	87
	38.8
	125
	19
	91.45

	Salmonella phage BPS17W1
	NC_042097.1
	MG646669.1
	87.61
	38.8
	129
	0
	91.42

	Salmonella phage BPS17S6
	-
	MG646671.1
	87.63
	38.8
	129
	0
	91.41

	Salmonella phage vB Seyj1-1
	-
	MW423797.1
	88.8
	38.7
	129
	0
	90.38

	Escherichia phage JN01
	-
	MN882542.1
	88.36
	38.8
	97
	0
	90.05

	Salmonella phage BPS17L1
	NC_042096.1
	MG646672.1
	84.92
	38.9
	126
	0
	89.85

	Escherichia phage finno
	-
	MN850619.1
	87.54
	38.9
	123
	24
	89.05

	Salmonella phage vB_SPuM_SP116
	NC_027329.1
	KP010413.1
	87.51
	38.8
	126
	22
	88.71

	Salmonella phage vB_SAg-RPN213
	-
	OL800606.1
	86.12
	38.7
	131
	22*
	


* Aragorn (v1∙2∙41) was employed to find tRNAs on the genome (http://www.ansikte.se/ARAGORN/) [2] 
** The overall nucleotide identity was obtained by PAirwise Sequence Comparison (PASC) [3] 









BLASTN homologs: A neighbour joining tree between complete genome sequence of Salmonella phage vB_SAg-RPN213 and its closely related sequences in Felixounavirus was constructed on the basis of BLASTN analysis at NCBI.
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Phylogeny:  Phylogenetic analyses of the major capsid proteins (A) and terminase large subunit (B) of Salmonella phage vB_SAg-RPN213, other closely related in Felixounavirus and other genera. All sequences were aligned using MUSCLE [4]. The trees were constructed by MEGA7 [5] running on neighbor-joining method with 1,000 bootstrap replication [6]. Numbers on branches represent the bootstrap percentage greater than 50%.
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