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Species demarcation criteria: We have chosen 95% DNA sequence identity as the criterion for demarcation of species in each of genus. Each of the proposed species differs from the others with more than 5% at the DNA level as confirmed with the BLASTN algorithm.

Genus demarcation criterion: The defining criterion for membership in a genus is that the species display 50-60% DNA sequence identity to one another.  The creation of this taxon should also be consistent with the total proteome results and the phylogenic analysis of conserved proteins.

History: The subfamily Peduovirinae, consisting of two genera Hp1likevirus and P2likevirus, was created in 2009 (2009.012a-qB) as a result of analysis carried out by Lavigne and colleagues  [39].  Subsequently, these two genera were renamed Hpunavirus and Peduovirus (2018.007B.A.v1.rename137gen6sp).  They contain six and 17 species, respectively. Since the first proposal, large numbers of P2-like phages have been deposited in GenBank necessitating a reanalysis of this genus.  The References Sequences have all been analyzed using vConTACT 2.0 [40] and fall into two major gene-sharing networks (60_0; 89_0) which correspond broadly to the HP1-like phages and P2-like phages (APPENDIX A).
 
Proposal 1: To remove Aeromonas virus phiO18P from genus Hpunavirus and assign it to new genus Bielevirus.

Background/History: The phage was isolated/identified from plaques that formed in a bacterial lawn of a Aeromonas sp. (O18) isolate, isolated from a pond in Bielefeld, Germany.

Source of name of this taxon: The genus is named for the town the host organism was isolated in, Bielefeld, Germany. Type species: Aeromonas virus phiO18P.

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	DQ674738.2
	Aeromonas virus phiO18P
	33,985
	61.74
	0
	53
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 2: Remove phage F108 from genus Hpunavirus and assign it to new genus Irtavirus.

Background/History: The phage was isolated/identified from a Pasturella multocida isolate which was part of the IRTA culture collection.

Source of name of this taxon: The genus is named for the research institute it was first isolated at, Institut de Recerca i Tecnologia Agroalimentàries (IRTA). Type species: Pasteurella virus F108.

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	DQ114220.1
	Pasteurella virus F108
	30505
	42.10
	0
	56
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 3: To create a new genus, Phitrevirus, and assign Pseudomonas virus phi3 to it.

Background/History: The phage was identified through sequencing of the genomes of clinical P. aeruginosa isolates

Source of name of this taxon: The genus is named using the convention of combining the moniker for the type species and the word “virus”. Type species: Pseudomonas virus phi3.

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	KT887559
	Pseudomonas phage phi3
	32637
	63.9
	1
	53
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 4: To create a new genus, Seongnamvirus, and assign Cronobacter virus ESSI2 to it.

Background/History: Cronobacter sakazakii phage ESSI-2, was isolated from fecal samples from swine in Korea.

[bookmark: _Hlk10612407]Source of name of this taxon: This genus is named after Seongnam which is the second largest city in South Korea's Gyeonggi Province, where at Kyungwon University the type virus was isolated. Type species: Cronobacter virus ESSI2

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	HQ110083.1
	Cronobacter virus ESSI2
	28765
	55.17
	0
	39
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 5: To create a new genus, Catalunyavirus, and assign Pseudoalteromonas virus C5a to it.

Background/History: Isolated from Seawater (unpublished)

Source of name of this taxon: The genus is named after the province in Spain where at the Departament de Biologia Marina i Oceanografia, Institut de Ciències del Mar-CMIMA, CSIC the type species Pseudoalteromonas virus C5a, was isolated.

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	KY045851.1
	Pseudoalteromonas virus C5a
	35209
	42.23
	0
	58
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 6: To create a new genus, Playavirus, and assign Salinivibrio virus SMHB1 to it.

Background/History: The phage was isolated/identified from plaques that formed in a bacterial lawn of a Salinivibrio sp. (BNH) isolate, isolated from salt playa in the Namib Desert North-East of Swakopmund, Namibia. Sequencing of the bacterial and phage genomes confirmed that the virus lysogenizes this bacterium (unpublished).

Source of name of this taxon: The genus is named for the geographic feature that the virus was isolated from. A salt playa in the Namib Desert. Type species: Salinivibrio virus SMHB1

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	KX774374
	Salinivibrio virus SMHB1
	32,826
	50.80
	0
	55
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 7: To create a species, Vibrio virus Canoe and assign Vibrio phage 1.202.O._10N.222.45.E8 to it and to create a new genus, Canoevirus, and assign, Vibrio virus Canoe

Background/History: Vibrio phage 1.202.O._10N.222.45.E8 was isolated from Nahant, Canoe Cove, MA (unpublished).

Source of name of this taxon: The genus is named using the convention of combining the moniker for the type species and the word “virus”. Type species: Vibrio virus Canoe

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	MG592573
	Vibrio virus Canoe
	32,014
	44.56
	0
	52
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 8: To create a new genus, Vulnificusvirus, and assign Vibrio phage PV94 to it.

Background/History: The phage was isolated/identified from a human isolate of Vibrio vulnificus, strain VN-094.

Source of name of this taxon: The genus is named for the bacterial species it was first identified to infect, Vibrio vulnificus. Type species: Vibrio phage PV94

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	HG803181
	Vibrio virus PV94
	33,828
	48.17
	0
	59
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 9: To create a new genus, Longwoodvirus and assign Vibrio virus K139 to it.

Background/History: Isolated as a prophage resident on the genome of V. cholerae MO10

Source of name of this taxon: The genus is named after Longwood Avenue in Boston, where at  the Department of Microbiology and Molecular Genetics, Harvard Medical School the type phage was isolated. Type species: Vibrio virus K139

Genome Summary Table:
	GenBank Accession No.
	Additional
Isolates
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	AF125163
	KF361475, AB374228, 
KX058879
	Vibrio virus K139
	33,106
	48.90
	0
	55
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 10: To create a new genus, Baylorvirus and assign Mannheimia virus PHL101 and Mannheimia virus 1127AP1 to it.

Background/History: PHL101 was isolated from a bovine pneumonic isolate of M. haemolytica, A1, strain PHL101. 
1127AP1 was identified in M. haemolytica isolates from healthy cattle housed in two commercial feedlots in Alberta, Canada.

Source of name of this taxon: The genus is named after the institution where this phage was isolated, Department of Molecular Virology and Microbiology, Baylor College of Medicine, Houston, USA. . Type Species: Mannheimia virus PHL101

Genome Summary Table:
	GenBank Accession No.
	Additional Isolates
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	DQ426904
	KP137438,
	Mannheimia virus PHL101
	34,525
	41.57
	0
	62
	100%

	KP137436
	KP137434
	Mannheimia virus 1127AP1
	36,745
	41.98
	0
	60
	79.51%


N.B. Mannheimia phage vB_MhM_1152AP, Bacteriophage phi-MhaA1-BAA410 and Mannheimia phage vB_MhM_535AP1 should be considered strains of PHL101
* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 11: To create a new genus, Felsduovirus and assign five (5) species to it.

Background/History: RE2010 was identified in genomes of S. enterica isolates from several outbreaks. Fels-2 was isolated from Salmonella typhimurium LT2 (The principal strain for cellular and molecular biology in Salmonella). SEN8 was isolated form faeces in the Czech Republic (unpublished). 4 LV-2017 was isolated from the Klebsiella pneumoniae outbreak strain ST307 while SopEphi was isolated from Salmonella enterica serovar Typhimurium A36.

Source of name of this taxon: The name of this genus is derived from that of phage Fels2. Type Species: Salmonella virus RE2010

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	HM770079
	Salmonella virus RE2010
	34,117
	51.02
	1
	54
	100%


	KY271398
	Klebsiella virus 4LV2017
	33,540
	50.40
	0
	48
	62.85%


	AY319521
	Salmonella virus SopEphi
	35,155
	51.32
	1
	58
	69.42%

	KT630647
	Salmonella virus SEN8
	35,203
	51.94
	1
	53
	68.5%

	NC_010463
	Salmonella virus Fels2
	33,693
	52.49
	0
	51
	75.31%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 12: To create a new genus, Entnonagintavirus and assign Erwinia virus ENT90 to it.

Background/History: Identified by Y.D. Lee in Korea (unpublished).

Source of name of this taxon: The genus is derived from ENT plus the Latin for 90. Type species: Erwinia virus ENT90

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	HQ110084
	Erwinia virus ENT90
	29,564
	55.81
	1
	52
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 13: To create a new genus, Eganvirus and assign four (4) species to it.

Background/History: Salmonella phage PSP3, was originally derived from a strain of Salmonella potsdam isolated from a child with gastroenteritis. From 1999–2005, 40 non-pathogenic strains of S. enterica subspecies salamae, arizonae, diarizonae, and houtenae (referred as Sen 1–40) were collected in the Czech Republic from human clinical samples and from environmental samples. Phage SEN1 was isolated from one of these strains and EtG was isolated from Erwinia tracheiphila-infected cucumber plants.

Source of name of this taxon: The genus is named in honour of John Barry Egan  (Research Fellow, University of Adelaide; Member of the Australian Academy of Science) who worked extensively on phage 186. Type Species: Escherichia virus 186

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	U32222
	Escherichia virus 186
	30,624
	53.09
	0
	51
	100%

	AY135486
	Salmonella virus PsP3
	30,636
	52.83
	0
	53
	68.3%

	KT630644
	Salmonella virus SEN1
	29,733
	53.01
	0
	50
	67.5%

	MF276773
	Erwinia virus
EtG
	30,413
	54.14
	0
	51
	74.2%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 14: To create a new genus, Stockinghallvirus and assign Salmonella virus FSLSP004 to it.

Background/History: Salmonella virus FSLSP004 was isolated from dairy farms from New York State (United States).

Source of name of this taxon: The genus is named after Stocking Hall at Cornell University (NY, USA) where the type virus was isolated at Cornell University. Type species: Salmonella virus FSLSP004

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	KC139521
	Salmonella virus FSLSP004
	29,742
	52.84
	0
	51
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 15: To create a new genus, Nampongvirus and assign Burkholderia virus ST79 to it.

[bookmark: _Hlk10614128]Background/History: ST79 was isolated from 30-cm deep soil sample in Nampong District, Khon Kaen Province, Thailand.

Source of name of this taxon: The genus is named after the district in Thailand where this phage was discovered. Type species: Burkholderia virus ST79

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	KC462197
	Burkholderia virus ST79
	35,430
	62.50
	0
	49
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 16: To create a new genus, Aresaunavirus and assign two species to it.

Background/History: The exact source of RSA1 is unknown, but was isolated by Fujiwara in 2008 in Japan. RSY1 was isolated from soil samples collected from tomato fields in Hiroshima, Japan.

Source of name of this taxon: The name of this genus is derived from RSA1. Type species: Ralstonia virus RSA1

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	AB276040
	Ralstonia virus RSA1
	38,760
	65.35
	0
	62
	100%

	AB981169
	Ralstonia virus RSY1
	40,002
	64.82
	0
	58
	55.9%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 17: To create a new genus, Kisquattuordecimvirus and assign Burkholderia virus KS14 to it.

Background/History: KS14 was isolated from an extract of Dracaena sp. soil plated on B. multivorans C5393

Source of name of this taxon: The genus name is derived from K14. Type species: Burkholderia virus KS14

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	HM461982
	Burkholderia virus KS14
	32,317
	62.28
	0
	52
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 18: To create a new genus, Kisquinquevirus and assign 2 species to it.

Background/History: Seed and Dennis isolated KS5 from an extract of onion soil plated on B. cenocepacia K56-2. AP3 was isolated from a natural wastewater treatment plant (irrigated fields) in Wroclaw (Poland).

Source of name of this taxon: The genus name is derived from KIS5. Type species: Burkholderia virus KS5

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	GU911303
	Burkholderia virus KS5
	37,236
	63.71
	0
	58
	100%

	KP966108
	Burkholderia virus AP3
	36,499
	64.41
	1
	58
	60.1%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 19: To create a new genus, Tigrvirus and assign 4 species to it.

Background/History: The origin of phi52237, phiE122 and phiE202 are unknown. KL3 was isolated from a single plaque on a lawn of B. cenocepacia CEP511, an Australian CF epidemic isolate.

Source of name of this taxon: The name of the genus is derived from The Institute for Genomic Research, 
Rockville, USA where the type virus was isolated. Type species: Burkholderia virus phi52237

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	DQ087285
	Burkholderia virus phi52237
	37,639
	64.82
	1
	58
	100%

	GU911304
	Burkholderia virus KL3
	40,555
	63.23
	0
	57
	53.7%

	CP000624
	Burkholderia virus phiE122
	36,690
	64.62
	0
	57
	62.5%

	CP000623
	Burkholderia virus phiE202
	35,741
	65.43
	1
	53
	85.1%


N.B. Burkholderia phage BEK and Burkholderia phage phiX216 are strains of phi52237
* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn


Proposal 20: To create a new genus, Simpcentumvirus and assign Stenotrophomonas virus Smp131 to it.

Background/History: Smp131 was isolated by spotting culture supernatants from 86 clinical isolates of S. maltophilia onto lawns formed separately by all other isolates. The culture supernatant from S. maltophilia strain T13 was observed to cause clearing zones on 3 of the samples. Following 3 rounds of single plaque isolation, Smp131 was obtained.

Source of name of this taxon: The name of this genus was derived from Smp plus 100. Type species: Stenotrophomonas virus Smp131

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	JQ809663
	Stenotrophomonas virus Smp131
	33,525
	65.02
	1
	59
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 21: To create a new genus, Citexvirus and assign 2 species to it.

Background/History: phiCTX is a temperate phage isolated from a Pseudomonas aeruginosa strain that produces a pore‐forming toxin, called cytotoxin while Dobby is a temperate phage isolated from a strain of Pseudomonas aeruginosa cultured from a kidney stone.

Source of name of this taxon: The name of this genus was derived from CTX. Type species: Pseudomonas virus phiCTX 

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	AB008550
	Pseudomonas virus phiCTX
	35,580
	62.62
	0
	55
	100%

	MK034952
	Pseudomonas virus dobby
	37,152
	62.21
	1
	58
	71.1%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 22: To create a new genus, Senquatrovirus and assign Salmonella virus SEN4 to it.

Background/History: SEN4 was isolated from non-pathogenic S. enterica strain isolated from human faeces in the Czech Republic. 

Source of name of this taxon: The name of this virus was derived from SEN4. Type species: Salmonella virus SEN4

Genome Summary Table:
	GenBank Accession No.
	Additional Isolates
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	KT630645
	KT630646
	Salmonella virus SEN4
	33,509
	53.36
	0
	56
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 23: To create a new genus, Xuanwuvirus and assign Escherichia virus P88 to it.

Background/History: P88 was isolated on Escherichia coli strain K88 which came from a swine source in China.

Source of name of this taxon: This genus is named after the district in Nanjing City where at Nanjing Agricultural
University the type phage was isolated. Type species: Escherichia virus P88

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	KP063541
	Escherichia virus P88
	35,814
	52.87
	0
	63
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn

Proposal 24: To create a new genus, Reginaelenavirus and assign Klebsiella virus 3LV2017 to it.

Background/History: 3 LV-2017 was isolated from the Klebsiella pneumoniae outbreak strain ST307.

Source of name of this taxon: The name of this genus comes from Via Regina Elena in Rome, where at Istituto Superiore di Sanita the type phage was isolated. Type species: Klebsiella virus 3LV2017

Genome Summary Table:
	GenBank Accession No.
	Species Name
	Genome Length (bp)
	Mol% G+C
	Number of tRNAs*
	Number of ORFs**
	Percent Identity***

	KY271397
	Klebsiella virus 3LV2017
	35,100
	54.43
	0
	54
	100%


* Determined using tRNAscan-SE
** Determined using PHANOTATE
*** Determined using BLASTn
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Figure 1.  Phylogenetic tree constructed with large terminase proteins from phages within Peduovirinae, using ‘one-click mode’ on phylogeny.fr [32-38]
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Figure 2. A similarity matrix showing pairwise nucleotide identity for phages within Peduovirinae (Supplementary file 1). Phages belonging to the same species are boxed. 
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