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Part 3: TAXONOMIC PROPOSAL
Name of accompanying Excel module
	2020.162B.R.Tequatrovirus.xlsx


Abstract

	Fifty-six new species have been recognized in the genus Tequatrovirus.



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.






Supporting evidence
Source of the name of this taxon:  NA

History:  The genus Tequatrovirus was create by Taxonomy Proposal 2015.020a-aeB and currently consists of 21 species. Since it was constituted many more T4-like phages have been deposited in GenBank. We have employed VIRIDIC [10] to reanalyze all of these phages.

Specific Reference:  NA

VIRIDIC heat map: VIRIDIC (Virus Intergenomic Distance Calculator; [10]) computes pairwise intergenomic distances/similarities amongst phage genomes. The black box delineates strains.  The yellow highlighted name are known species. All members of the genus Tequatrovirus share more than 70% nucleotide identity with each other. 
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List of new species exemplars:

	Phage Name
	RefSeq
	INSDC
	Size (Kb)
	GC%
	Protein
	tRNA

	Citrobacter phage PhiZZ23
	
	MT176425.1
	167.52
	35.3
	270
	11

	Citrobacter phage PhiZZ6
	
	MT176424.1
	165.80
	35.4
	272
	10

	Citrobacter phage vB_CroM_CrRp10
	
	MG775043.2
	168.40
	35.5
	264
	0(10)*

	Enterobacteria phage Aplg8
	
	KT184308.1
	168.50
	35.5
	235
	11

	Enterobacteria phage GiZh
	
	KT184311.1
	166.51
	35.5
	237
	10

	Enterobacteria phage Kha5h
	
	KT184312.1
	167.32
	35.5
	237
	10

	Enterobacteria phage RB18
	
	MH553563.1
	166.68
	35.4
	273
	10

	Enterobacteria phage RB27
	NC_025448.1
	KM607000.1
	165.18
	35.5
	271
	10

	Enterobacteria phage T6                                
	
	AP018814.1
	168.70
	35.2
	265
	7

	Enterobacteria phage vB_EcoM_IME340
	
	MH051916.1
	165.55
	35.5
	260
	0(10)

	Escherichia phage e11/2
	NC_024125.2
	KJ668714.2
	168.47
	35.3
	279
	8

	Escherichia phage EC121 [Partial]
	
	MF001359.1
	168.81
	35.5
	265
	11

	Escherichia phage EcNP1
	
	MK886800.1
	166.18
	35.5
	260
	0(10)

	Escherichia phage ECO4 [Partial]
	
	MF001360.1
	168.64
	35.5
	272
	10

	Escherichia phage F2
	
	MN864145.1
	168.24
	37.3
	259
	2

	Escherichia phage KIT03                                
	
	AP018932.1
	166.85
	35.3
	268
	10

	Escherichia phage PE37
	
	KU925172.1
	166.42
	35.4
	263
	10

	Escherichia phage PP01                                
	
	LC348379.1
	167.81
	35.5
	280
	8

	Escherichia phage RB32
	NC_008515.1
	DQ904452.1
	165.89
	35.3
	270
	8

	Escherichia phage T2                                
	
	LC348380.1
	163.82
	35.3
	276
	9

	Escherichia phage teqdroes
	
	MN895438.1
	166.83
	35.4
	268
	10

	Escherichia phage teqhad
	
	MN895434.1
	167.89
	35.3
	269
	10

	Escherichia phage teqskov
	
	MN895437.1
	165.02
	35.4
	263
	6

	Escherichia phage UFV-AREG1
	NC_031030.1
	KX009778.3
	170.79
	35.3
	274
	0(10)

	Escherichia phage vB_EcoM_DalCa
	
	MH992510.1
	166.04
	35.4
	269
	0(11)

	Escherichia phage vB_EcoM_F1
	
	MT682712.1
	168.41
	35.3
	279
	8

	Escherichia phage vB_EcoM_G4498
	
	MK327939.1
	167.83
	35.5
	279
	10

	Escherichia phage vB_EcoM_G4507
	
	MK327946.1
	168.83
	35.4
	274
	12

	Escherichia phage vB_EcoM_G50
	
	MK327942.1
	167.73
	35.5
	267
	11

	Escherichia phage vB_EcoM_G8
	
	MK373787.1
	169.65
	35.3
	268
	8

	Escherichia phage vB_EcoM_G9062
	
	MK373779.1
	168.67
	35.3
	276
	11

	Escherichia phage vB_EcoM_IME537
	
	MT179807.1
	168.64
	35.4
	274
	0(8)

	Escherichia phage vB_EcoM_KAW1E185
	
	MK373781.1
	164.99
	35.4
	274
	10

	Escherichia phage vB_EcoM_Lutter
	
	MT682714.1
	170.05
	35.4
	279
	0(8)

	Escherichia phage vB_EcoM_NBG2
	
	MH243439.1
	166.08
	35.4
	261
	10

	Escherichia phage vB_EcoM_OE5505
	
	MK373785.1
	168.76
	35.2
	282
	9

	Escherichia phage vB_EcoM_Ozark
	
	MT682713.1
	167.60
	35.4
	268
	10

	Escherichia phage vB_EcoM-fFiEco06
	
	MG781190.1
	167.08
	35.3
	274
	10

	Escherichia phage vB_EcoM-G28
	
	MG867727.1
	170.12
	35.3
	267
	8

	Escherichia phage vB_vPM_PD112
	
	MH837626.1
	168.08
	35.4
	271
	0(7)

	Escherichia phage YUEEL01
	
	KY290975.2
	169.62
	35.4
	273
	11

	Phage NBEco003
	
	MN994497.1
	166.58
	35.5
	264
	11

	Salmonella phage pSe_SNUABM_01
	
	MN580668.1
	172.36
	35.4
	276
	0(6)

	Salmonella phage SG1  [Partial]
	
	MF001354.1
	169.81
	35.3
	269
	8

	Serratia phage PhiZZ30
	
	MT176426.1
	167.48
	35.3
	267
	9

	Shigella phage CM8
	
	MK962750.1
	167.25
	35.3
	269
	6

	Shigella phage JK45
	
	MK962757.1
	170.74
	37.6
	273
	2

	Shigella phage pSs-1
	NC_025829.1
	KM501444.1
	165.00
	35.5
	266
	0(10)

	Shigella phage Sf23
	
	MF158046.1
	167.68
	35.4
	271
	10

	Shigella phage SH7
	
	KX828711.1
	164.87
	35.4
	265
	0(11)

	Shigella phage SHBML-50-1
	
	KX130864.1
	166.63
	35.4
	265
	11

	Shigella phage SHFML-11
	
	KX130861.1
	170.65
	35.2
	269
	8

	Shigella phage SHFML-26
	
	KX130862.1
	168.99
	35.4
	269
	8

	Yersinia phage fPS-2                                
	
	LR215722.1
	169.06
	35.3
	267
	0(8)

	Yersinia phage PYPS2T
	
	MH809535.1
	169.60
	35.4
	269
	10

	Yersinia phage vB_YepM_ZN18
	
	MN716856.1
	167.95
	35.3
	264
	11


* None displayed in Genome Replicon Info; these discovered using tRNAscan-SE [5] at http://lowelab.ucsc.edu/tRNAscan-SE/ 

Electron micrograph: NA

Phylogeny: NA
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