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Please complete Part 1 and:
either Part 3 for proposals to create new taxa or change existing taxa 
or Part 2 for proposals of a general nature.   
Submit the completed Word module, together with the accompanying Excel module named in Part 3, to the appropriate ICTV Subcommittee Chair.
The Word module explains and justifies your proposal. The Excel module is a critical document that will be used to implement the proposed taxonomic changes once they are approved and ratified. If proposals presented in the Word module are not presented accurately in the Excel module, the taxonomic changes cannot proceed.
For guidance, see the notes written in blue, below, and the Help Notes in file Taxonomic_Proposals_Help_2019.
Part 1: TITLE, AUTHORS, etc
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	2019.049B
	

	Short title: Create twelve new genera including sixteen new species in the family Myoviridae

	  

	Author(s) and email address(es): 

	List authors in a single line Archives of Virology citation format (e.g. Smith AB, Huang C-L, Santos, F)
	Provide email address for each author in a single line separated by semi-colons
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	University of Guelph, Canada [AMK]
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	Andrew M. Kropinski
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	A list of study groups and contacts is provided at http://www.ictvonline.org/subcommittees.asp . If in doubt, contact the appropriate subcommittee chair (there are six virus subcommittees: animal DNA and retroviruses, animal ssRNA-, animal ssRNA+, fungal and protist, plant, bacterial and archaeal)
	Bacterial and Archaeal Viruses Subcommittee Caudovirales Study Group
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Template for any proposal regarding ICTV procedures, rules or policy, not involving the creation of new taxonomy. 
	Text of proposal:

	






Part 3: PROPOSED TAXONOMY

	[bookmark: _GoBack]Name of accompanying Excel module: 2019.049B.A.v1.Myoviridae_12gen16sp.xlsx


The taxonomic changes you are proposing should be presented on an accompanying Excel module, 2019_TP_Template_Excel_module. Please enter the file name of the completed module in this box.
Supporting material:
	additional material in support of this proposal

	Please explain the reasons for the taxonomic changes you are proposing and provide evidence to support them. The following information should be provided, where relevant:
· Species demarcation criteria: Explain how new species differ from others in the genus and demonstrate that these differences meet the criteria previously established for demarcating between species. If no criteria have previously been established, and if there will now be more than one species in the genus, please state the demarcation criteria you are proposing. 
· Higher taxa: 
· There is no formal requirement to state demarcation criteria when proposing new genera or other higher taxa. However, a similar concept should apply in pursuit of a rational and consistent virus taxonomy. 
· Please indicate the origin of names assigned to new taxa at genus level and above.
· For each new genus a type species must be designated to represent it. Please explain your choice. 
· Supporting evidence: The use of Figures and Tables is strongly recommended (note that copying from publications will require permission from the copyright holder). For phylogenetic analysis, please provide a tree where branch length is proportional to genetic distance, generated using an appropriate algorithm (Neighbour-Joining, Maximum Likelihood, or Bayesian) and provide evidence of the reliability of the branching (e.g., by bootstrapping). 
Please refer to the Help Notes file (Taxonomic_Proposals_Help_2019) for more information.
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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:  Up to the present no cyanomyoviruses, that is members of the Myoviridae which infect cyanobacteria (genera: Prochlorococcus and Synechococcus) have been officially classified. Work by H-B. Jang and M. Sullivan on vConTACT 2.0 generated the following data on the RefSeq representatives of this large group of viruses indicating their diversity:
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[bookmark: _Hlk11317984][bookmark: _Hlk11223710]Proposal A2: To create a new genus, Atlauavirus, containing three species

Source of the name of this taxon:  The name of this genus is taken from Atlaua, Aztec god of water, archers, and fishermen (https://en.wikipedia.org/wiki/List_of_water_deities)

History:  None.

Reference:   None.

GenBank Summary:


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

	[bookmark: _Hlk11300193]Synechococcus phage ACG-2014f isolate Syn7803C7
	
	KJ019052.1
	216.63
	41.6
	286
	NL
	100
	100

	Synechococcus phage ACG-2014f isolate Syn7803C8
	
	KJ019058.1
	223.27
	41.6
	287
	NL
	94.3
	95.4

	Synechococcus phage ACG-2014f isolate Syn7803US26
	
	KJ019091
	196.84
	41.6
	258
	NL
	86.2
	88.1


[image: ]
NL = not listed

N.B. The following phages should be considered strains in this genus:
Synechococcus phage ACG-2014f isolate Syn7803C90
Synechococcus phage ACG-2014f isolate Syn7803C12
Synechococcus phage ACG-2014f isolate Syn7803US4
Synechococcus phage ACG-2014f isolate Syn7803US39
Synechococcus phage ACG-2014f isolate Syn7803US2
Synechococcus phage ACG-2014f isolate Syn7803C80
Synechococcus phage ACG-2014f isolate Syn7803US37
Synechococcus phage ACG-2014f isolate Syn7803C6
Synechococcus phage ACG-2014f isolate Syn7803US34
Synechococcus phage ACG-2014f isolate Syn7803C58
Synechococcus phage ACG-2014f isolate Syn7803US3
Synechococcus phage ACG-2014f isolate Syn7803C22
Synechococcus phage ACG-2014f isolate Syn7803C15
Synechococcus phage ACG-2014f isolate Syn7803US43
Synechococcus phage ACG-2014f isolate Syn7803C25
Synechococcus phage ACG-2014f isolate Syn7803C34
Synechococcus phage ACG-2014f isolate Syn7803US44
Synechococcus phage ACG-2014f isolate Syn7803US24
Synechococcus phage ACG-2014f isolate Syn7803US17
Synechococcus phage ACG-2014f isolate Syn7803US36
Synechococcus phage ACG-2014f isolate Syn7803C9
Synechococcus phage ACG-2014f isolate Syn7803C14
Synechococcus phage ACG-2014f isolate Syn7803US57
Synechococcus phage ACG-2014f isolate Syn7803US13
Synechococcus phage ACG-2014f isolate Syn7803C29
Synechococcus phage ACG-2014f isolate Syn7803C11
Synechococcus phage ACG-2014f isolate Syn7803C17
Synechococcus phage ACG-2014f isolate Syn7803C10
Synechococcus phage ACG-2014f isolate Syn7803C21
Synechococcus phage ACG-2014f isolate Syn7803US7
Synechococcus phage ACG-2014f isolate Syn7803US52
Synechococcus phage ACG-2014f isolate Syn7803C24
Synechococcus phage ACG-2014f isolate Syn7803US50
Synechococcus phage ACG-2014f isolate Syn7803US30
Synechococcus phage ACG-2014f isolate Syn7803C16
Synechococcus phage ACG-2014f isolate Syn7803US40
Synechococcus phage ACG-2014f isolate Syn7803US42
Synechococcus phage ACG-2014f isolate Syn7803C19


[bookmark: _Hlk11300252]BLASTN homologs:  The next most closely related phage is Synechococcus phage S-CAM7 isolate 0910CC49 which exhibits 35.8% DNA sequence identity to Synechococcus phage ACG-2014f isolate Syn7803C7 [1-3].   

Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the Terminase large subunit protein homologs of Synechococcus phage ACG-2014f and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."











TerL protein
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 Proposal B2: To create a new genus, Llyrvirus 

Source of the name of this taxon:  The name of this genus is derived from Llŷr, the Welsh god of the sea.

History:  This lytic phage was isolated from the North Atlantic using Synechococcus str. WH7803 as the host bacterium.

Reference:   None

GenBank Summary:

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

	Synechococcus phage S-SKS1
	NC_020851.1
	HQ633071.1
	208.01
	36.0
	281
	11




BLASTN homologs:  Genomic orphan [1-3].  

Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the terminase large subunit protein homologs of S-SKS1 and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."












TerL protein
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Proposal C2: To create a new genus, Mazuvirus

Source of the name of this taxon:  The name of this genus is derived from Mazu, Chinese goddess of the sea and protector of seafarers.

History:  This lytic phage was isolated from Crystal Cove, California (USA) on a Synechococcus sp.

Reference:   Crummett LT, Puxty RJ, Weihe C, Marston MF, Martiny JBH. The genomic content
and context of auxiliary metabolic genes in marine cyanomyoviruses. Virology. 2016;499:219-229.

GenBank Summary:

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

	Synechococcus phage S-CAM7 isolate 0910CC49
	
	KU686212
	216.12
	41.2
	266
	NL



N.B. Synechococcus phage S-CAM7 isolate 0910SB42 should be considered a strain within this genus
NL = not listed


BLASTN homologs:  The next most related viral sequence is Synechococcus phage ACG-2014f isolate Syn7803C34  which shares 37,3% DNA sequence identity with Synechococcus phage S-CAM7 isolate 0910CC49 [1-3]. 

Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the terminase large subunit protein homologs of S-CAM7 and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."







TerL protein

[image: ]

Proposal D2: To create a new genus, Tamkungvirus

Source of the name of this taxon:  The name of this genus is derived from Tam Kung, sea deity worshiped in Hong Kong and Macau with the ability to forecast weather

History:  This lytic phage was isolated in China using Synechococcus sp. WH 7803 as the host bacterium.

Reference:   None

GenBank Summary:

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

	Synechococcus phage S-T4
	
	MH412654.1
	181.08
	38.9
	226
	NL


NL = not listed


BLASTN homologs:  genomic orphan [1-3].  

Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the terminase large subunit protein homologs of Synechococcus phage S-T4 and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."














TerL protein
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Proposal E2: To create a new genus, Aokuangvirus containing four species

Source of the name of this taxon:  The name of this genus is derived from Ao Kuang, Chinese Dragon King of the Eastern Sea.

History:  No data.

Reference:   Xu Y, Zhang R, Wang N, Cai L, Tong Y, Sun Q, Chen F, Jiao N. Novel phage-host 
interactions and evolution as revealed by a cyanomyovirus isolated from an estuarine environment. Environ Microbiol. 2018;20(8):2974-2989.

GenBank Summary:

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

	Synechococcus phage S-CBWM1
	
	MG450654.1
	139.07
	51.6
	178
	36




[bookmark: _Hlk11314046]BLASTN homologs:  genomic orphan [1-3].  

Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the terminase large subunit protein homologs of Synechococcus phage S-CBWM1 and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."












TerL protein
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Proposal F2: To create a new genus, Aurunvirus 

Source of the name of this taxon:  The name of this genus is derived from Ao Run, Chinese Dragon King of the Western Sea

History:  This lytic phage was isolated from surface waters from the Gulf of Aqaba, Red Sea using Synechococcus sp. WH8102 as the host bacterium.

Reference:   Sabehi G, Shaulov L, Silver DH, Yanai I, Harel A, Lindell D. A novel lineage of myoviruses infecting cyanobacteria is widespread in the oceans. Proc Natl Acad Sci U S A. 2012 Feb 7;109(6):2037-42.

GenBank Summary:

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

	Cyanophage S-TIM5
	NC_019516.1
	JQ245707.1
	161.44
	40.5
	180
	10



BLASTN homologs:  genomic orphan [1-3].  

Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the terminase large subunit protein homologs of Cyanophage S-TIM5 and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."

TerL protein
[image: ]



Proposal G2: To create a new genus, Nodensvirus, containing a single species

Source of the name of this taxon:  The name of this genus is taken from Nodens, the Celtic god associated with healing, the sea, hunting and dogs (https://en.wikipedia.org/wiki/List_of_water_deities)

History:  Lytic phage isolated from the English Channel on Synechococcus sp. WH7803.

Reference:   Mann NH, Clokie MR, Millard A, Cook A, Wilson WH, Wheatley PJ, Letarov A,
Krisch HM. The genome of S-PM2, a "photosynthetic" T4-type bacteriophage that infects marine Synechococcus strains. J Bacteriol. 2005;187(9):3188-200.

GenBank Summary:


	Phage name
	RefSeq
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	Bacteriophage S-PM2
	    NC_006820.1
	AJ630128
	196.28
	37.8
	244
	NL



NL = not listed


BLASTN homologs:  The next most closely related phage is Cyanophage S-RIM32 isolate RW_108_0702 which exhibits 51.0% DNA sequence identity to phage S-PM2 [1-3].   

Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the Terminase large subunit protein homologs of phage PM2 and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."  The complete phylogenetic tree of all large subunit terminase proteins from cyanomyoviruses (not including Cyanophage S-TIM5 and Synechococcus phage S-CBWM1),  suggests two subfamilies.























TerL protein
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Proposal H2: To create a new genus, Tefnutvirus, containing a single species

Source of the name of this taxon:  The name of this genus is taken from Tefnut, Egyptian goddess of water, moisture and fertility  (https://en.wikipedia.org/wiki/List_of_water_deities)

History:  Lytic phage isolated from the Arabian Sea on Synechococcus sp. WH7803.

Reference:   None.


GenBank Summary:


	Phage name
	RefSeq
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	Synechococcus phage S-IOM18
	NC_021536.1
	HQ317383.1
	171.8
	40.6
	209
	7




BLASTN homologs:  The next most closely related phage is Synechococcus phage S-RIM2 R21_2007 which exhibits 61.8% DNA sequence identity to phage S-IOM18 [1-3].   This suggests the existence of a subfamily relationship but we do not intend to create one at this time.

Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the Terminase large subunit protein homologs of phage S-IOM18 and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."  The complete phylogenetic tree of all large subunit terminase proteins from cyanomyoviruses (not including Cyanophage S-TIM5 and Synechococcus phage S-CBWM1),  suggests two major groups of marine phages.

TerL protein
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Proposal I2: To create a new genus, Anaposvirus, containing a single species

Source of the name of this taxon:  The name of this genus is taken from Anapos, Greek water god of eastern Sicily (https://en.wikipedia.org/wiki/List_of_water_deities)

History:  Lytic phage isolated from off the Seal Beach Pier, CA (USA) on Synechococcus sp. WH7803.

Reference:   None.

GenBank Summary:


	Phage name
	RefSeq
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	Synechococcus phage S-CAM1
	    NC_020837.1
	HQ634177.1
	198.01
	43
	231
	NL


N.B. The following should be considered strains within this genus:
Synechococcus phage S-CAM1 isolate 0310NB17
Synechococcus phage S-CAM1 isolate 0309SB33
Synechococcus phage S-CAM1 isolate 0910CC29
Synechococcus phage S-CAM1 isolate 0810SB17
Synechococcus phage S-CAM1 isolate 0809CC03

NL = not listed


BLASTN homologs:  The next most closely related phage is Synechococcus phage S-CAM3 isolate 0808SB25 which exhibits 53.1% DNA sequence identity to phage S-CAM1 [1-3].   

Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the Terminase large subunit protein homologs of phage S-CAM1 and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."  


[image: ]

Proposal J2: To create a new genus, Charybdisvirus, containing a single species

Source of the name of this taxon:  The name of this genus is taken from Charybdis, a sea monster and spirit of whirlpools and the tide in Greek mythology (https://en.wikipedia.org/wiki/List_of_water_deities)

History:  No details.

Reference:   Crummett LT, Puxty RJ, Weihe C, Marston MF, Martiny JBH. The genomic content and context of auxiliary metabolic genes in marine cyanomyoviruses. Virology. 2016;499:219-229.

GenBank Summary:


	Phage name
	RefSeq
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	Synechococcus phage S-CAM3
	    NC_031906.1
	KU686199.1
	198.19
	41.6
	240
	NL


N.B. the following should be considered as strains within this genus:
Synechococcus phage S-CAM3 isolate 0910TB04
Synechococcus phage S-CAM3 isolate 0808SB25

NL = not listed

BLASTN homologs:  The next most closely related phage is Synechococcus phage S-CAM1 which exhibits 54.1% DNA sequence identity to phage S-CAM3 [1-3].   

Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the Terminase large subunit protein homologs of phage S-CAM3 and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."  


[image: ]

Proposal K2: To create a new genus, Cymopoleiavirus, containing a single species

Source of the name of this taxon:  The name of this genus is taken from Cymopoleia, a daughter of Greek god Poseidon and goddess of giant storm waves (https://en.wikipedia.org/wiki/List_of_water_deities)

History:  This lytic phages was isolated from seawater from Padilla Bay, Washington (USA) on a Synechococcus sp.

Reference:   Crummett LT, Puxty RJ, Weihe C, Marston MF, Martiny JBH. The genomic content and context of auxiliary metabolic genes in marine cyanomyoviruses. Virology. 2016;499:219-229.

GenBank Summary:


	Phage name
	RefSeq
	INSDC 
	Size (Kb)
	GC% 
	Protein 
	tRNAs

	Synechococcus phage S-WAM2
	NC_031935.1
	KU686211.1
	186.39
	41.3
	229
	12



BLASTN homologs:  The next most closely related phage is Synechococcus phage S-RSM4 which exhibits 64.7% DNA sequence identity to phage S-WAM2 [1-3].   While this is sufficient to propose a subfamily, we do not intend to do so at this time.

Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the Terminase large subunit protein homologs of phage S-WAM2 and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."  


[image: ]

Proposal L2: To create a new genus, Eurybiavirus, containing three species

Source of the name of this taxon:  The name of this genus is taken from Eurybia, the Greek goddess of the mastery of the seas (https://en.wikipedia.org/wiki/List_of_water_deities)

History:  Phage P-HM1 was isolated from seawater from HOT-DOGS, cast#17, station#2 on Prochlorococcus sp. MED4.

Reference:   Sullivan MB, Huang KH, Ignacio-Espinoza JC, Berlin AM, Kelly L, Weigele PR,
DeFrancesco AS, Kern SE, Thompson LR, Young S, Yandava C, Fu R, Krastins B, Chase M, Sarracino D, Osburne MS, Henn MR, Chisholm SW. Genomic analysis of oceanic cyanobacterial myoviruses compared with T4-like myoviruses from diverse hosts and environments. Environ Microbiol. 2010;12(11):3035-56.

GenBank Summary:


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

	Prochlorococcus phage P-HM1
	NC_015280.1
	GU071101.1
	181.04
	37.8
	241
	NL
	100
	100

	Cyanophage MED4-213
	NC_020845.1
	HQ634174.1
	180.98
	37.8
	216
	NL
	83.9
	

	Prochlorococcus phage P-HM2
	NC_015284.1
	GU075905.1
	183.81
	38.1
	242
	NL
	74.2
	


[image: ]
NL = not listed


BLASTN homologs:  Genomic orphan [1-3].   

Electron micrograph: None available

Phylogeny: The phylogenetic tree was constructed using the Terminase large subunit protein homologs of phage P-HM1 and related phages with phylogeny.fr in “one click” mode [8]. "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 [9] for details."  
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