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	Abolish Haartmanvirus


Abstract

	
The genus Haartmanvirus was created for Yersinia phage phiR2-01 as part of Taxonomy Proposal 2019.099B.  A reanalysis reveals that it should be included in the genus Epseptimavirus.






Text of proposal
	
	
Species demarcation criteria: Two phages are assigned to the same species if their genomes are more than 95% identical over their genome length for isolates. 
These values can be calculated by a number of tools, such as BLASTn [1] – usually calculated using intergenomic distance calculator VIRIDIC [2].

Genus demarcation criteria: In search for criteria that create cohesive and distinct genera that are reproducible and monophyletic, the Bacterial Viruses Subcommittee has established 70% nucleotide identity of the genome length as the cut-off for genera. Genus-level groupings should always be monophyletic in the signature genes, as tested with a phylogenetic tree.   [8]





Supporting evidence
Origin of the name of this taxon:  N/A

Historical aspects: The genus Haartmanvirus was proposed in Taxonomy Proposal 2019.099B and contained a single species, Haartmanvirus R201.  Our NCBI colleague Igor Tolstoy has brought to our attention that this genus is functionally indistinguishable from the genus Epseptimavirus.  In addition to very similar overall DNA sequence similarity an NCBI-generated major capsid protein phylogenetic tree does not resolve these genera (portion shown below):
[image: ]


VIRIDIC heat map:  VIRIDIC (Virus Intergenomic Distance Calculator; VIRIDIC (Virus Intergenomic Distance Calculator; [2]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes.   For this comparison the genome of Yersinia phage phiR2-01 and four randomly chosen members of the Epseptimavirus were trimmed from the end of phiR201 locus tag BN79_012 (11560) to the end of receptor-binding tail protein (BN79_163; 110973) to ensure that the long terminal repeats did not interfere with the VIRIDIC analysis.
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, 112791 217.301282:152:156 PH_03708 [Epseptimavirus] 22205698 112791 MT833283: MCP:PROT Escherichia coli phage vB_EcoS_Ace [Markadamsvirinae] [Demerecviridae]
2115446 218.574074:154:162 PH_03609 _[Epseptimavirus] 30168963 115446 MZ501076: MCP-PROT Escherichia phage IrmaTschudi [Markadamsvirinae] [Demereciridac]

Lo t1azrs 2t 9B1595:150:163 PH_03615 _[Epsepimavirus] 7643668 114275 MKODS300:NC_048089 MCP:PROT TYPE_ICTV Salmonella phage STG2 [Markadamsvirinac] [Demerecvirac]
3114179 223.670739:154:153 PH_03449 _[Epseptimavirus] 30168948 114170 MZ501108: MCP-PROT Escherichia phage TrudGerster [Markadamsvirina) [Demerecviridae]
215.827381:153:168 PH_03694 [Haarimanvinus] 4802028 122696 HE9S6708:NC_019919 MCP-PROT TYPE_ICTV Yersinia phage phiR2-01 [Markadamsvirinae] [Demerecviridas]

1
0216.671166:154:163 PH_03673 [Epseptimavirus] 8187188 0 LR027389:NC_048203 MCP-PROT TYPE_ICTV Escherchia phage vB_Eco_mar003J3 [\
2114647 213,627329:150:161 PH_00532  [Epseplimavirus] 15448258 114647 MK907269: MCP:PROT Escherichia phage vB_EcoS-26175lll [Markadamsvirinae] [Demerecviridae]
114646 213.335404:150:161 PH_00532 [Epseptimavirus] 15448278 114646 MK907270: MCP-PROT Escherichia phage vB_EcoS-26175V. [Markadamsviinae] [Demerecviidae]
114646 213.546584:150:161 PH_00532 [Epseptimavirus] 15448218 114646 MK907268: MCP-PROT Escherichia phage vB_EcoS-26175lI [Markadamsvirinae] [Demerecvirdae]
114649 200.726708:147:161 PH_00532 _[Epseptimavirus] 15448198 114649 MK907267: MCP:PROT Escherichia phage vB._EcoS-261751 [Markadamsviinae] [Demerecviidao]
9114646 212.197531:150:162 PH_00532  [Epseplimavirus) 15448318 114646 MK907271: MCP-PROT Escherichia phage vB_EcoS-26175V [Markadamsvirinae] [Demerecviridae]

adamsvirinae] [Demerecviridac)





