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Part 3: TAXONOMIC PROPOSAL
Name of accompanying Excel module
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Abstract
	As part of an extensive analysis of phages which are described as Phi29-like and tentatively assigned to the subfamily Picovirinae we propose to classify the Bacillus podoviruses to a new family, Salasmaviridae. The family will include three subfamilies (modified version of existing Picovirinae as well as two new: Northropvirinae and Tatarstanvirinae) and three unassigned genera Bundooravirus, Mingyongvirus and Harambevirus. Two orphan species from the subfamily Picovirinae showing only a distant relation to the other picoviruses were moved into their own orphan genera in the family Podoviridae (Delislevirus, Dybvigvirus). 


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


Introduction: The subfamily Picovirinae was created through Taxonomy Proposal 2008.011a-gB.U and currently consists of three genera (Salasvirus, Cepunavirus & Negarvirus) and two orphan species, Actinomyces virus Av1 and Mycoplasma virus P1. We have reviewed all the phages which are tentatively classified to the Podoviridae/Picovirinae using two powerful new molecular tools VIRIDIC and ViPTree, and propose a radical reclassification.





Supporting evidence
[bookmark: _Hlk45963543]VIRIDIC analysis: VIRIDIC (Virus Intergenomic Distance Calculator) computes pairwise intergenomic distances/similarities amongst viral genomes [10]. Boxed sequences indicate species boundaries.
[image: ]

ViPTree analysis: ViPTree analysis (https://www.genome.jp/viptree/; [11]) is based upon Rohwer and Edwards (2002) famous Phage Proteomic Tree [12]. The red arrowhead marks the family while the other arrowheads indicate the subfamilies created in this proposal. 
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Proposal 1: A reassessment of the genus Salasvirus
[bookmark: _Hlk46031896]Origin of this taxon: ICTV Taxonomy Proposal – 2018.007B
Historical aspects: ICTV currently recognizes Bacillus virus B103, Bacillus virus GA1, Bacillus virus phi29, and Kurthia virus 6 as belonging to the genus Salasvirus.  Kurthia phage 6 does not exist in any database and the species is abolished in this proposal. In addition, there is sufficient differences between Phi29, GA-1 and B103 propose additional genera as described above. We propose that Bacillus phages vB_BveP-Goe6, Gxv1 and PZA belong to the genus Salasvirus.
[bookmark: _Hlk45968876]Genome summary:
	Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Bacillus phage Phi29
phage 
	EU771092.1
	19.28
	40.0
	27
	100
	100

	Bacillus phage PZA
	M11813.1
	19.37
	39.7
	27
	89.7
	96.3

	Bacillus phage vB_BveP-Goe6
	MF407276.1	
	19.11	
	39.8
	26
	94.5
	92.6

	Bacillus phage Gxv1
	MT459794.1
	21.78
	39.7
	34
	94.3
	92.6


(*) compared to type species, determined using VIRIDIC [1]
(**) compared to type species, determined using CoreGenes 3.5 [4] or CoreGenes 4.0 at https://coregenes.ngrok.io/ 
Specific References: Schilling T, Hoppert M, Daniel R, Hertel R. Complete Genome Sequence of vB_BveP-Goe6, a Virus Infecting Bacillus velezensis FZB42. Genome Announc. 2018;6(8):e00008-18. Published 2018 Feb 22. doi:10.1128/genomeA.00008-18
Phylogeny: The phylogenetic tree was constructed using the major capsid protein homologs of Phi29 and related phages with phylogeny.fr in “one click” mode [6]. "The "One Click mode" targets users that do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [7] for details."


Major capsid protein
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[bookmark: _Hlk45969923]Proposal 2: To create a new genus, Beecentumtrevirus, containing three species
Origin of the name of this taxon: The name of this genus is derived from the name of the type virus, Bacillus phage B103.

Historical aspects: Taxonomy Proposal 2008.011a-gB.U

Genome summary:

	Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Bacillus phage B103
	X99260
	18.63
	37.5
	24
	100
	100

	Bacillus phage Nf
	EU622808.1
	18.75
	37.2
	27
	90.3
	70.8

	Bacillus phage vB_BsuP-Goe1
	KU831549.1
	18.38
	37.5
	24
	88.6
	70.8



(*) compared to type species, determined using VIRIDIC [1]
(**) compared to type species, determined using CoreGenes 3.5 [4] or CoreGenes 4.0 at https://coregenes.ngrok.io/ 

Specific References: Pecenková T, Benes V, Paces J, Vlcek C, Paces V. Bacteriophage B103: complete DNA sequence of its genome and relationship to other Bacillus phages. Gene. 1997;199(1-2):157-63. PubMed PMID: 9358052.

Castilla-Llorente V, Salas M, Meijer WJ. Different responses to Spo0A-mediated suppression of the related Bacillus subtilis phages Nf and phi29. Environ Microbiol. 2009;11(5):1137-1149. doi:10.1111/j.1462-2920.2008.01845.x

Phylogeny: The phylogenetic tree was constructed using the major capsid protein, and DNA polymerases protein homologs of B103 and related phages with phylogeny.fr in “one click” mode [6]. "The "One Click mode" targets users that do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [7] for details."
















Major capsid protein
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Proposal 3: To modify the current subfamily, Picovirinae to contain two genera, Salasvirus and Beecentumtrevirus

Logic: These two genera share just less than 60% DNA sequence identity. The third genus, Negarvirus, has been moved to the family Roundtreeviridae (see Roundtreeviridae proposal). 





Proposal 4: To create a new genus, Claudivirus, with seven species
[bookmark: _Hlk45969954][bookmark: _Hlk40363633]Origin of the name of this taxon: The name of this is directly derived from the name of the first isolate of its type, Bacillus phage Claudi.

[bookmark: _Hlk39485940]Historical aspects: Bacillus phage Claudi was isolated in 2014 from soil by enrichment using Bacillus thuringiensis subspecies kurstaki as the host bacterium by Demetrius Carter (Virginia Commonwealth University, Richmond, VA, USA) as part of the Science Education Alliance-Phage Hunters Advancing Genomics and Evolutionary Science program. Most of the phages of this genus were isolated in the USA. Phage vB_BthP-Goe4 was isolated in Germany, and is the only one described in a publication [Schilling T et al. 2018].

Electron micrograph: Electron micrograph of negatively stained Bacillus phage Claudi (http://bacillus.phagesdb.org/phages/Claudi/) - Limited permission was granted by The Actinobacteriophages Database, funded by the Howard Hughes Medical Institute, to use this electron micrograph for this taxonomy proposal; it cannot be reused without permission of The Actinobacteriophages Database. Phage vB_BthP-Goe4 has an elongated head (height 70.7 nm and width 50.4 nm) and a short non-contractile tail (length 45.4 nm and width 6.6 nm) [Schilling T et al. 2018].
 
[image: ]
Genome summary:
All of these phages possess inverted terminal repeats with the GenBank file on KonjoTrouble specifically mentions imperfect 21 bp inverted 
	[bookmark: _Hlk45965528]Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Claudi
	NC_031015.1
	KX349900.1
	26.5
	30.3
	46
	100
	100

	KonjoTrouble
	
	MF156578.1
	26.01
	30.1
	40
	91.0
	80.4

	SerPounce
	
	KY947509.1
	27.21
	30.4
	44
	89.0
	80.4

	Stitch
	NC_031032.1
	KX349901.1
	24.32
	30.4
	36
	81.2
	67.4

	vB_BthP-Goe4
	
	MH817022.1
	25.72
	30.4
	43
	75.8
	67.4

	Aurora
	NC_031121.1
	KX349899.1
	25.91
	30.7
	40
	78.2
	69.6

	QCM11
	
	KX961631.1
	26.05
	30.4
	41
	82.8
	76.1

	Juan
	
	MF156577.1
	25.03
	30.6
	34
	82.3
	65.2


(*) compared to type species, determined using VIRIDIC [1]
(**)compared to type species, determined using CoreGenes 3.5 [4] or CoreGenes 4.0 at https://coregenes.ngrok.io/ 
N.B. Bacillus phage VioletteMad should be considered strain of KonjoTrouble, Bacillus phage RadRaab and Bacillus phage StevenHerd11 should be considered strains of Stitch species in this genus.

Specific References: Schilling T, Hoppert M, Hertel R. Genomic Analysis of the Recent Viral Isolate vB_BthP-Goe4 Reveals Increased Diversity of φ29-Like Phages. Viruses. 2018;10(11). pii: E624. doi: 10.3390/v10110624. PubMed PMID: 30428528

[bookmark: _Hlk40427878]Phylogeny: The phylogenetic tree was constructed using the A. major capsid protein, and B. DNA polymerases protein homologs of Claudi and related phages with phylogeny.fr in “one click” mode [6]. "The "One Click mode" targets users that do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [7] for details."



Major capsid protein

[image: ]

DNA polymerases

[image: ]
[bookmark: _Hlk45974916]Proposal 5: To create a new genus, Klosterneuburgvirus, containing a single species 
Origin of the name of this taxon: This genus is named after the location Institute of Science and Technology Austria (IST Austria), Klosterneuburg, Austria where Bacillus phage MG-B1 was isolated.

[bookmark: _Hlk40365657]Historical aspects: “Both MG-B1 and its host (B. weihenstephanensis MG01) were isolated from secondary growth forest soil in Austria. Its inverted short terminal repeats of 22 nucleotides (5′-AAATATAGTGGGGTACACTTTT) are also much larger than those of the previously described species, Phi29, B103, and GA-1, which have 6, 8, and 7 nucleotides, respectively.” [Renondo RA et al. 2013]

Genome summary: Only shares 46.8% DNA sequence identity with B103.

	Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein 

	Bacillus phage MG-B1
		NC_021336.1
	
	
	



	KC685370.1
		27.19



	30.7
	42



Specific References: Redondo RA, Kupczok A, Stift G, Bollback JP. Complete Genome Sequence of the Novel Phage MG-B1 Infecting Bacillus weihenstephanensis. Genome Announc. 2013;1(3). pii: e00216-13. doi: 10.1128/genomeA.00216-13. PubMed PMID: 23766400

Phylogeny: The phylogenetic tree was constructed using the major capsid protein, and DNA polymerases protein homologs of MG-B1 and related phages with phylogeny.fr in “one click” mode [6]. "The "One Click mode" targets users that do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [7] for details."



Major capsid protein
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[bookmark: _Hlk40361358]

Proposal 6: To create a new genus, Hemphillvirus, containing three species 
Origin of the name of this taxon: This genus in named in honour of Dr. H. Ernest Hemphill (b. 1940, Professor Emeritus Syracuse University (NY, USA) who early in his career worked on Bacillus phages.
Historical aspects: These three phages were isolated by The Guangdong Institute of Microbiology (China) using Bacillus cereus as the host bacterium.
Genome summary:

	Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Bacillus phage DK1
		MK284526.1
	
	
	



	27.18
	30.9
	49
	100
	100

	Bacillus phage DK2
		MK284527.1
	
	



	26.36
	30.9
		45



	80.5
	75.5

	Bacillus phage DK3
		MK284528.1
	
	



	26.87
		31.1



	46
	81.9
	75.5


(*) determined using VIRIDIC [1]
(**) determined using CoreGenes 3.5 [4] or CoreGenes 4.0 at https://coregenes.ngrok.io/ 
Specific References: None
Phylogeny: The phylogenetic tree was constructed using the major capsid protein, and DNA polymerases protein homologs of DK1 and related phages with phylogeny.fr in “one click” mode [6]. "The "One Click mode" targets users that do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [7] for details."


Major capsid protein
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Proposal 7: To create a new subfamily, Northropvirinae, to contain the genera Claudivirus, Hemphillvirus and Klosterneuburgvirus.
Logic: Members of these three genera share >45% DNA sequence identity.
[bookmark: _Hlk40363874]Origin of the name of this taxon: This genus is named in honour of John H. Northrop - (1891 - 1987) American biochemist and Nobel Prize (Chemistry) winner in 1946. He was a Professor of Bacteriology and Medical Physics, and then Emeritus, at University of California, Berkeley. Northrop worked on Bacillus phages in the early 1950s.
[image: ]
("John H. Northrop". Embryo Project Encyclopedia (1934). ISSN: 1940-5030https://hpsrepository.asu.edu/handle/10776/2981, Marine Biological Laboratory Archives)


[bookmark: _Hlk40361563]Proposal 8: To create a new genus, Harambevirus, containing two species 
Origin of the name of this taxon: This genus is named after the virus of its type, Bacillus phage Harambe.
Historical aspects: Both of this bacteria were isolated from soil using Bacillus thuringiensis subsp. kurstaki ATCC 33679 as the host bacterium
[bookmark: _Hlk40426859][bookmark: _Hlk45975022]Genome summary:
	[bookmark: _Hlk45984854]Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Bacillus phage Harambe
		KY821088.1
	



		21.68



	35.3
		33



	100
	100

	Bacillus phage BeachBum
		KY921761.1
	
	



	21.05
	35.4
		30



	93.7
	100


(*) determined using VIRIDIC [1]
(**) determined using CoreGenes 3.5 [4] or CoreGenes 4.0 at https://coregenes.ngrok.io/ 
Specific References: None

Phylogeny: The phylogenetic tree was constructed using the A. major capsid protein homologs of Harambe and related phages with phylogeny.fr in “one click” mode [6]. "The "One Click mode" targets users that do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [7] for details."



Major capsid protein
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[bookmark: _Hlk40361800]

Proposal 9: To create a new genus, Mingyongvirus, containing a single species 
Origin of the name of this taxon: This genus is named after the source, Mingyong Glacier in China, from whence Bacillus phage VMY22 was isolated.
Historical aspects: Bacteriophage VMY22, a B. cereus lytic cold-active phage, was isolated from Mingyong Glacier, which is located in the Meili Snow Mountains, part of the Hengduan Mountains in Yunnan Province, China. [Qin K et al. 2016]
Genome summary:
	Phage name
	RefSeq
	INSDC 
	Size (Kb)
	GC%
	Protein

	Bacillus phage VMY22
	NC_028789.1
	KT780304.1
	18.61
	36.4
	25


Specific References: Qin K, Cheng B, Zhang S, Wang N, Fang Y, Zhang Q, Kuang A, Lin L, Ji X, Wei Y. Complete genome sequence of the cold-active bacteriophage VMY22 from Bacillus cereus. Virus Genes. 2016;52(3):432-5. doi: 10.1007/s11262-016-1300-7. Epub 2016 Mar 3. PubMed PMID: 26941234.
Phylogeny: The phylogenetic tree was constructed using the major capsid protein, and DNA polymerases protein homologs of VMY22i and related phages with phylogeny.fr in “one click” mode [6]. "The "One Click mode" targets users that do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [7] for details."
Major capsid protein
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DNA polymerases
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Proposal 10: To create a new genus, Bundooravirus, containing two species 
[bookmark: _Hlk45984749]
Origin of the name of this taxon: This genus is named after the suburb where in the Physiology, Anatomy & Microbiology of La Trobe University Bacillus phage vB_Bpu_PumA1 was isolated. 
Historical aspects: These phages were isolated from Australian soil using Bacillus pumilus as the host bacterium.
[bookmark: _Hlk46031935]Genome summary:
	[bookmark: _Hlk46031297]Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Bacillus phage vB_Bpu_PumA1
		MN524844.1
	
	
	



	18.47
	34.3
	26
	100
	100

	Bacillus phage vB_Bpu_PumA2
		MN524845.1
	
	



	18.93
		35.8



	28
	80.3
	100


(*) determined using VIRIDIC [1]
(**) determined using CoreGenes 3.5 [4] or CoreGenes 4.0 at https://coregenes.ngrok.io/ 
Specific References: None
Phylogeny: The phylogenetic tree was constructed using the major capsid protein, and DNA polymerases protein homologs of vB_Bpu_PumA1 and related phages with phylogeny.fr in “one click” mode [6]. "The "One Click mode" targets users that do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [7] for details."


Major capsid protein[image: ]
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[bookmark: _Hlk40362071]

[bookmark: _Hlk46032622]Proposal 11: To create a new genus, Karezivirus, containing one species 
Origin of the name of this taxon: The name of this genus is derived from the name of the type virus, Bacillus phage Karezi.

Historical aspects: This phage was isolated in the USA from soil using Bacillus thuringiensis kurstaki as the host bacterium. 6bp inverted repeat AAATTA are found at the genome ends’

Genome summary:
	Phage name
	INSDC 
	Size (Kb)
	GC% 
	Protein 

	Bacillus phage Karezi
		MN082625.1
	
	



	20.08
	37.3
		34






Specific References: None

Phylogeny: The phylogenetic tree was constructed using the A. major capsid protein,and B. DNA polymerases protein homologs of Karezi and related phages with phylogeny.fr in “one click” mode [6]. "The "One Click mode" targets users that do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [7] for details."
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Proposal 12: To create a new genus, Gaunavirus, containing two species 
[bookmark: _Hlk46032645]Origin of the name of this taxon: The name of this genus is derived from the name of the type virus, Bacillus phage GA-1.
Historical aspects: ICTV Taxonomy Proposal – 2018.007B. The host for Bacillus virus SRT01hs is Bacillus safensis while that of GA-1 is Bacillus sp. G1R.
Genome summary:
	Phage name
	RefSeq
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	Overall % DNA sequence identity (*)
	Overall % homologous proteins (**)

	Bacillus phage GA-1
		NC_002649.1
	
	
	
	



	X96987.2
	21.13
	34.7
	35
	100
	100

	Bacillus virus SRT01hs
	
		MN857617.1
	
	
	



	20.78
	34.9
	31
	65.4
	80.0


(*) determined using VIRIDIC [1]
(**) determined using CoreGenes 3.5 [4] or CoreGenes 4.0 at https://coregenes.ngrok.io/ 

Specific References: Gascón I, Lázaro JM, Salas M. Differential functional behavior of viral phi29,Nf and GA-1 SSB proteins. Nucleic Acids Res. 2000 May 15;28(10):2034-42. PubMed PMID: 10773070

Phylogeny: The phylogenetic tree was constructed using the A. major capsid protein, and B. DNA polymerases protein homologs of GA-1 and related phages with phylogeny.fr in “one click” mode [6]. "The "One Click mode" targets users that do not wish to deal with program and parameter selection. By default, the pipeline is already set up to run and connect programs recognized for their accuracy and speed (MUSCLE for multiple alignment and PhyML for phylogeny) to reconstruct a robust phylogenetic tree from a set of sequences." It also includes the use of Gblocks to eliminate poorly aligned positions and divergent regions. "The usual bootstrapping procedure is replaced by a new confidence index that is much faster to compute. See: Anisimova M., Gascuel O. Approximate likelihood ratio test for branches: A fast, accurate and powerful alternative [7] for details."
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Proposal 13: To create a new subfamily, Tatarstanvirinae, containing two genera, Gaunavirus and Karezivirus

[bookmark: _Hlk46032924]Origin of the name of this taxon: This taxon is named in honour of Tatarstan a republic of the Russian Federation, where Bacillus virus SRT01hs was isolated

Logic: The members of these two genera share >36.5% DNA sequence identity.




Proposal 14: To create a new family, Salasmaviridae

Origin of the name of this taxon: This taxon is named in honour of Margarita Salas Falgueras (1938 – 2019), Marquesa de Canero, was a Spanish scientist, medical researcher, and author in the fields of biochemistry and molecular genetics. Salas' discovery of the bacterial virus Φ29 DNA polymerase was recognized by the Spanish National Research Council as the highest-grossing patent in Spain. She was the first scientific woman ever elected to the Royal Spanish Academy. Shortly before her death, she was awarded the 2019 European Inventor Award. https://en.wikipedia.org/wiki/Margarita_Salas 

 [image: ]
(from: https://www.thelocal.es/20191107/margarita-salas-spains-leading-female-scientist-dies-aged-80)

Logic: Genomic, proteomic and phylogenetic data all indicate that these Bacillus phages constitute a new family of viruses.

[bookmark: _Hlk46237906]Proposal 15: To create a single species genus, Dybvigvirus

Source of the name of this taxon:  This genus is named in honour of Kevin F. Dybvig (b. 1954), Professor of Genetics and Associate Professor of Microbiology, completed his PhD in biophysics at the University of Rochester (1981), studying the basic biology and genetics of mycoplasmas. He joined the University of Alabama at Birmingham School of Medicine faculty in 1987, retiring recently.  He isolated phage P1.

[image: A close up of a person

Description automatically generated](http://apps.medicine.uab.edu/facultyDirectory/FacultyData.asp?FID=14268)

History:  These phages were added to the “Picovirinae” through Taxonomy Proposal 2008.011a-gB.U.  Our reanalysis of this group of phages reveals that these phages are only peripherally related to the newly proposed family Salasmaviridae.

Specific Reference: N/A

GenBank Summary:

	Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	Mycoplasma virus P1
		NC_002515.1
	
	
	
	



	AF246223.1
	11.66
	26.8
	11
	0

	
	
	
	
	
	
	



BLASTN homologs:  Genomic orphans [1-3].  

Electron micrograph: None available

Phylogeny:  N/A


Proposal 16: To create a single species genus, Delislevirus

Source of the name of this taxon:  This genus is named in honour of Dr. Allan L. Delisle (b. 1937; PhD (1968), from the University of Massachusetts, Amherst, studying phages of psychrophilic pseudomonads.   He spent his academic career in the Department of Oral and Craniofacial Biological Sciences, School of Dentistry University of Maryland, Baltimore, from1969 to 2006, when he retired. 

History:  These phages were added to the “Picovirinae” through Taxonomy Proposal 2008.011a-gB.U.  Our reanalysis of this group of phages reveals that these phages are only peripherally related to the newly proposed family Salasmaviridae.

Specific Reference: N/A

GenBank Summary:

	Phage name
	RefSeq No.
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	Actinomyces phage Av-1
		NC_009643.1
	
	
	
	



	DQ123818.2
	17.17
	49.5
	22
	0

	
	
	
	
	
	
	



BLASTN homologs:  Genomic orphans [1-3].  

Electron micrograph: None available

Phylogeny:  N/A


Strain table
	Phage
	Accession
	Belongs to species

	Bacillus phage VioletteMad
	MN082624
	Bacillus virus KonjoTrouble

	Bacillus phage RadRaab
	MF156580
	Bacillus virus Stitch

	Bacillus phage StevenHerd11
	MK084630
	Bacillus virus Stitch
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