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Abstract
	A (+) ssRNA virus was identified that has a genome organization found in tombusviruses, aureusviruses, and zeaviruses. Sequence analyses indicates it represents a new aureusvirus species. The GenBank entry identifies it as being a complete genome, but the 5' and 3' UTRs do not have predicted RNA structures and motifs that would indicate that these regions are correct. Therefore, we are listing this as a coding complete genome.


Text of proposal
		     A new virus, elderberry latent virus 1, which infects elderberry (Sambucus nigra L.) has a (+) ssRNA genome [4]. Its genome organization and encoded proteins are most similar to homologs of recognized aureusviruses, while the CP and replicase are distinct enough to indicate it is a unique species (Table 1). The size ranges of ELV1 encoded proteins are similar to those of recognized aureusviruses, but MG967280, which is identified as having a complete genome, is 4,512 nt, noticeably larger than the 4,293-4,464 nt genome size of current members. Additionally, the 5' and 3' UTRs are longer and do not terminate in the typical 5'AGGA- and -GGCCC3' found on aureusviruses and many other tombusvirids.  Therefore, we are indicating this is a coding-complete genome sequence. NCBI Viral Genomes currently has a coat protein sequence of a different isolate listed on the Tombusviridae Viral Genomes page (NC_040713; MG967320), which is confusing, and Viral Genomes has been contacted to replace the CP sequence with MG967280. Note that recombination between tombusvirids has produced species such that the RdRp and CP proteins do not produce similarly branched trees (Figs.1 & 2)
     Elderberry latent virus 1 infections were either asymptomatic or showed a mild chlorotic mosaic when it was the only virus present [4]. There is no information about a vector, which would likely be a chytrid fungus. The authors indicated that host range experiments were in progress, but searches via Scopus and PubMed have not found further publications.

Species demarcation criteria in genus Aureusvirus are shown below [5].
•	Serological specificity (known species are serologically unrelated)
•	Extent of sequence identity between relevant gene products
•	Less than 60% aa sequence identity of the CP
•	Less than 80% aa sequence identity of the polymerase
•	Differential cytopathological features
•	Transmission by a vector
•	Natural host range
•	Artificial host range reactions
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	Table 1.   Percent identities of aureusvirus RdRps and CPs

	
	
	
	
	
	
	
	

	
	
	Coat Protein

	
	
	ElAV1
	PoLV
	YSV
	CLSV
	MWLMV
	JCSMV

	RdRp
	ElAV1
	100
	55
	41
	36
	41
	39

	
	PoLV
	76
	100
	43
	37
	43
	39

	
	YSV
	76
	79
	100
	33
	32
	47

	
	CLSV
	75
	80
	86
	100
	35
	38

	
	MWLMV
	54
	53
	56
	55
	100
	38

	
	JCSMV
	55
	55
	55
	56
	74
	100
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Phylogenetic tree of RdRpsfor Tombusvirids
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Fig. 1 Phylogenetic (distance) analyses of tombusviridRdRpsvs of HCV-H77 

[AF011751_2421..3011]. Protein alignments were performed using MUSCLE [1, 2] while trees 

were generated in Mega 7 [3] with the Maximum Likelihood algorithm using 500 bootstrap 

replicates.  There were 71 sequences, and all positions with less than 50% site coverage were 

eliminated, leaving 781 positions in the final dataset.  A scale bar is shown, and brackets 

connecting tombusviridsto HCV were shortened proportionately.  The green box encloses 

members of Subfamily Procedovirinae.
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Fig. 2 Phylogenetic (distance) analyses of CP-coding tombusvirids(Procedovirinaeand 

Regressovirinaemembers) vs CP of HEV (AAA03191.1) [6].  Protein alignments were 

performed using MUSCLE [1, 2] while trees were generated in Mega 7 [3] with the Maximum 

Likelihood algorithm using 500 bootstrap replicates. There were 62 sequences, and all 

positions with less than 50% site coverage were eliminated, leaving 358 positions in the final 

data set. The tree is shown with a scale bar, and the brackets connecting tombusviridsto HEV 

was shortened proportionately.

Alphacarmovirus

AnFBV

TLV1

Pelarspovirus

Betacarmovirus

HCRSV

Gammacarmovirus

FNSV

MNSV 

PSNV

Dianthovirus

CLSV

GeVA

CyRSV

PoLV

PNSV

ElAV1

GaMV

OCSV

smooth

virion species

HEV CP

100

100

92

100

93

99

58

89

89

93

79

68

74

84

65

58

68

65

98

0.5

+

Tombusvirus

Aureusvirus

Macanavirus

Gallantivirus

Avenavirus

Phylogenetic tree of CPs for Tombusvirids


