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Part 3: PROPOSED TAXONOMY

	[bookmark: _GoBack]Name of accompanying Excel module: 2018.009M.N.v1.Phasmavirus_5sp



Five new phasmaviruses have been found in various invertebrates (Shi et al., 2016; Makhsous et al., 2017; Schoonvaere et al., 2016). The coding complete genome sequences of these viruses have the same genome organization as those of classified phasmaviruses. Genetic and phylogenetic distances suggest that five novel phasmaviruses species have to be established for these viruses (Table 1 and Figure 1). The deduced amino acid sequences of the complete RdRp genes of the five viruses are at least 30% distant from any other described phasmavirus. Pairwise distances of the third conserved region of RdRp proteins range from 15-63% (see Table 1). 


Supporting material:
	additional material in support of this proposal

	
Species demarcation criteria have so far not been established for the family Phasmaviridae. We propose to use the same species demarcation criteria as for the other insect-associated bunyaviruses: jonviruses, feraviruses, herbeviruses, goukoviruses, and phasiviruses. Species demarcation criteria should be based on a ≈1 kb sequence fragment containing the core polymerase domain (premotif A to motif E) of the third conserved region of the L protein. These motifs can be aligned between all members of the order Bunyavirales and would allow comparative species demarcation criteria for all families and genera of the entire order. Moreover, as the motifs are highly conserved between all bunyaviruses, amplification of this genome region from new viruses is facilitated. Species demarcation criteria of other viral families are also based on the replicative genes/domains and have been shown to be suitable criteria.

Species should be defined on the criterion that the ≈1 kb sequence fragment containing the core polymerase domain (premotif A to motif E) of the third conserved region of the L protein should be less than 90% identical on the amino acid level compared to that of any other described phasmavirus. 

This <90% aa identity threshold for the core polymerase domain is in agreement with the aa identity values for the so far established bunyavirus species within the established families and genera.




Table 1: Pairwise distances of phasmavirus RdRp proteins. 

	
	Culex orthophasmavirus
	Wǔhàn mosquito virus 2
	Ganda  orthophasmavirus
	Wǔchāng cockroach virus 1
	Odonate orthophasmairus
	Qingling orthophasmavirus
	Wǔhàn mosquito virus 1
	Seattle orthophasmavirus
	Kigluaik phantom virus
	Nome phantom virus

	Culex orthophasmavirus
	
	
	
	
	
	
	
	
	
	

	Wǔhàn mosquito virus 2
	15
	
	
	
	
	
	
	
	
	

	Ganda  orthophasmavirus
	44
	43
	
	
	
	
	
	
	
	

	Wǔchāng cockroach virus 1
	44
	43
	35
	
	
	
	
	
	
	

	Odonate orthophasmairus
	40
	40
	35
	37
	
	
	
	
	
	

	Qingling orthophasmavirus
	41
	42
	37
	38
	24
	
	
	
	
	

	Wǔhàn mosquito virus 1
	43
	42
	38
	39
	35
	38
	
	
	
	

	Seattle orthophasmavirus
	47
	49
	39
	41
	38
	39
	40
	
	
	

	Kigluaik phantom virus
	40
	39
	42
	41
	40
	41
	37
	45
	
	

	Nome phantom virus
	46
	54
	55
	52
	55
	47
	51
	56
	53
	

	Shuangao insect 
virus 2
	59
	60
	59
	61
	57
	61
	58
	59
	60
	63
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Figure 1. Phylogenetic relationships among phasmavirids and phasmavirid-like viruses	Comment by Kuhn, Jens (NIH/NIAID) [C]: Please remove the italics from the virus names in the tree and insert the necessary diacritics (see table above).	Comment by Sandra Junglen: I would like to do so but the figure is on Matts computer and he is out of office. Can we keep it as it is? Or hand it in when he is back? My phylogenetic program does not accept any of these diacritics. 
An unrooted maximum-likelihood phylogram constructed from an alignment of L protein amino acids. Tips are labeled with taxonomic classifications or assigned names for each taxon. Numbers labeling branches indicates SH-like support values or 0.8 or greater. Unclassified phasmavirid-like sequences are shown in red.
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