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Abstract
	Two new pelarspoviruses infecting Jasminum sp. have been found. Jasmine virus H was found in many areas of China, and USA states of Hawaii, California, and Maryland.  Jasmine mosaic-associated virus has been found in Hawaii and Washington DC.



Text of proposal
		Viruses from two new species that are related to ICTV-recognized pelarspoviruses have been characterized. Jasmine virus H (JaVH) was first identified in jasmine (Jasminum sambac (L.) Aiton) in Fujian province, China [1], and sequences of the same virus have been found in jasmine from 8 other provinces in China. JaVH was also found in Hawaii, USA, infecting 32/32 samples of star jasmine (Jasminum multiflorum) and in angelwing jasmine (J. nitidum) at the US National Arboretum, Washingtion DC. It has also been found in J. sambac in the US state of Maryland [1, 2].
	A different virus, jasmine mosaic-associated virus (JMaV), was also detected in half of the Hawaiian samples, the Washington, DC J. nitidum sample, and a Jasminum sp. sample from California USA [2]. [Note: the virus names noted in the GenBank accessions for the DC and HI sequences will be updated from JMaV-1 and -2 to the appropriate JaVH and JMaV, respectively],

Listed below [3] are the species demarcation criteria for genus Pelarspovirus:

	<75% amino acid sequence identity in RdRps and
	<75% amino acid sequence identity in CPs
	Natural host range

The host range for JMaV overlaps that of JaVH, but the RdRp and CP sequences are below the cut-off level for each other, other pelarspoviruses currently recognized by ICTV, and their closest relative, trailing lespedeza virus [4, 5; Table 1, Figs. 1 and 2].  Therefore, both of these viruses qualify as new species.  Note that three currently recognized pelarspoviruses infect members of Pelargonium ssp., so it appears that pelarspoviruses can readily speciate within some closely related plants.








Supporting evidence

[bookmark: OLE_LINK1]Table 1. Percent identity of CPs and RdRps for type isolates of Jasmine virus H (JaVH-Fujian) and Jasmine mosaic-associated virus (JMaV—HI) compared to current genus members.
	RdRp
	
	Coat Protein

	
	
	TLV1
	ELV
	PelRSV
	RrLDV
	PLPV_OK
	PCRPV
	JaVH
	JMaV

	
	TLV1
	100
	38
	39
	40
	40
	40
	41
	40

	
	ELV
	33
	100
	69
	57
	57
	55
	56
	54

	
	PelRSV
	32
	71
	100
	58
	57
	56
	55
	54

	
	RrLDV
	31
	44
	43
	100
	61
	61
	60
	59

	
	PLPV
	32
	50
	48
	46
	100
	58
	58
	55

	
	PCRPV
	28
	44
	45
	49
	44
	100
	58
	59

	
	JaVH
	32
	50
	51
	53
	51
	49
	100
	72

	
	JMaV
	34
	48
	47
	55
	48
	49
	70
	100
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Figure 1.  Phylogenetic (distance) analysis of the complete RdRps for current members and 2 proposed pelarspoviruses.  Alignments of the 8 sequences were made using MUSCLE [6] while trees were generated in Mega 7 [7] with the Maximum Likelihood (ML) algorithm using 1000 bootstrap replicates (showing values >50%). Positions with <50% site coverage were eliminated, leaving 761 positions in the final dataset for RdRps.  Brackets connecting to TLV1 were proportionally shortened.










[image: ]










Figure 2.  Phylogenetic (distance) analysis of the complete CPs for current members and 2 proposed pelarspoviruses.  Alignments of the 8 sequences were made using MUSCLE [6] while trees were generated in Mega 7 [7] with the ML algorithm using 1000 bootstrap replicates (showing values >50%). Positions with <50% site coverage were eliminated, leaving 339 positions in the final dataset.  Brackets connecting to TLV1 were proportionally shortened.
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