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	To create a new genus Jojanvirus with one species in the class Caudoviricetes
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Part 1b: Taxonomy Proposal Submission 
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	Bacterial viruses
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	Plant viruses
	

	Archaeal viruses
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Part 3: TAXONOMIC PROPOSAL
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	Rename taxon
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	Etymology of the term

	Jojanvirus
	Named directly after Stenotrophomonas phage Jojan60
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	Abstract of Taxonomy Proposal: 


	
Description of current taxonomy:      
The bacteriophage described in this proposal has not been classified by the ICTV.    

Proposed taxonomic change(s):     
We propose to create a genus, “Jojanvirus” with single species

Demarcation criteria for new taxon/taxa:
Genus demarcation criteria: An intergenomic similarity cut-off of 70%, a combination of average nucleotide identity and alignment fraction, is used to determine genera demarcation. Members of the same genus have >70% intergenomic similarity and cluster tightly in marker gene phylogenies. 

Species demarcation criteria: A demarcation value of 95% intergenomic similarity was used to define different species according to intergenomic similarity. Members of the same genus have >95% intergenomic similarity [6].

Justification:      
Searches conducted using BLASTN demonstrated that Stenotrophomonas virus Jojan60 exhibited limited similarity to Cellulosimicrobium phage Hyppocamp (PX866608). Comparison of the intergenomic nucleotide similarity using VIRIDIC shows these two viruses share 50% similarity. This relationship is confirmed by the TBLASTX distance tree and phylogenetic analysis of the large terminase subunit. We propose a new genus, “Jojanvirus” with one new species “Jojanvirus jojan60”.





	Text of Taxonomy proposal:  

	
Description of current taxonomy:      
The bacteriophage described in this proposal has not been classified by the ICTV.    

Proposed taxonomic change(s):     
We propose to create a genus, “Jojanvirus” with single species

Demarcation criteria for new taxon/taxa:
Genus demarcation criteria: An intergenomic similarity cut-off of 70%, a combination of average nucleotide identity and alignment fraction, is used to determine genera demarcation. Members of the same genus have >70% intergenomic similarity and cluster tightly in marker gene phylogenies. 

Species demarcation criteria: A demarcation value of 95% intergenomic similarity was used to define different species according to intergenomic similarity. Members of the same genus have >95% intergenomic similarity [6].

Justification:      
Searches conducted using BLASTN demonstrated that Stenotrophomonas virus Jojan60 exhibited limited similarity to Cellulosimicrobium phage Hyppocamp (PX866608). Comparison of the intergenomic nucleotide similarity using VIRIDIC shows these two viruses share 50% similarity (Figure 1) [1]. This relationship is confirmed by the TBLASTX distance tree (Figure 2) [2,3] and phylogenetic analysis of the large terminase subunit (Figure 3) [9]. We propose a new genus, “Jojanvirus” with one new species “Jojanvirus jojan60”.
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Figure 1. VIRIDIC heatmap of this group of phages.   VIRIDIC (Virus Intergenomic Distance Calculator; VIRIDIC (Virus Intergenomic Distance Calculator; [1]; http://rhea.icbm.uni-oldenburg.de/VIRIDIC/) computes pairwise intergenomic distances/similarities amongst phage genomes. Abbreviations: phg = phage; Cell = Cellulosimicrobium; Salm = Salmonella; Pseu = Pseudomonas; Sten = Stenotrophomonas; Micr = Microbacterium; Gord = Gordonia.  
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Figure 2. ViPTree analysis:  ViPTree analysis (https://www.genome.jp/viptree/; [2]) is based upon Rohwer and Edwards (2002) Phage Proteomic Tree [3].   The taxons under discussion are indicated with red stars.   Abbreviations: phg = phage; Curt = Curtobacterium.  
[image: ]Figure 3.  Phylogenetic tree constructed with the large subunit terminase proteins from these and related phages using “One Click” Phylogeny.fr [9] at https://www.phylogeny.fr  using the TerL proteins from Arthrobacter phages as outliers.




Table 1.  Characteristics of the only phage in the genus Jojanvirus.

	Phage name
	Host
	Morphotype
	Lifestyle
	Accession No.
	Genome size
	%G+C
	No. proteins
	No. tRNA

	Stenotrophomonas phage Jojan60
	Stenotrophomonas maltophilia Jojan
	Siphovirus
	Lytic
	ON045087
	61839 bp
	61.0
	111
	4



Specific reference:  Petrzik K, Brázdová S. Jojan: a novel virus that lyses Stenotrophomonas maltophilia from dog. Virus Genes. 2023 Oct;59(5):775-780. doi: 10.1007/s11262-023-02021-y. Epub 2023 Jul 17. PMID: 37458918.

Notes: (a) isolated in the Czech Republic; (b) genome possesses 1035 bp direct terminal repeats. 
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