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Abstract
	We propose to create one new species in genus Penicillimonavirus, one in genus Phyllomonavirus, two in genus Plasmopamonavirus, and seven in genus Sclerotimonavirus of the mononegaviral family Mymonaviridae.


Text of proposal
		[bookmark: _Hlk103239585][bookmark: _Hlk138173056]The monjiviricete family Mymonaviridae currently includes nine genera. Genera Penicillimonavirus, Phyllomonavirus, Plasmopamonavirus and Sclerotimonavirus include fourteen, two, two and seventeen species, respectively. We searched the NCBI database for novel mymonavirids and found that, based upon available coding-complete (or near-complete) genome sequences, several novel viruses should be classified into a total of eleven novel species in genera Penicillimonavirus, Phyllomonavirus, Plasmopamonavirus, and Sclerotimonavirus (Table 1). The phylogenetic analysis and matrix diagram of amino acid identities of selected viruses are shown in Figures 1 and 2. 
The proposed species are named Penicillimonavirus cercosporae, Phyllomonavirus culicis, Plasmopamonavirus alphatrichodermae, Plasmopamonavirus betatrichodermae, Sclerotimonavirus alpharhipicephali, Sclerotimonavirus betarhipicephali, Sclerotimonavirus ceratocystidis, Sclerotimonavirus  alphaalternariae, Sclerotimonavirus  prolifusarii, Sclerotimonavirus betaalternariae, Sclerotimonavirus trichodermae.

32% L protein amino acid sequence identity is proposed as a genus rank demarcation threshold.
The demarcation criteria for species (80%) and genus demarcation (32%) in the family Mymonaviridae are supported by the result of phylogenetic analysis.
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Table 1 Newly proposed species of the family Mymonaviridae 

	Genus name
	New species name
	Newly identified virus
	Accession number
	Host
	Reference

	Penicilliumonavirus
	Penicilliumonavirus cercosporae
	Cercospora beticola negative-stranded virus 3
	MZ599588
	Dothideomycete fungi (mycosphaerellaceaen Cercospora beticola Sacc., (1876))
	(1)

	Phyllomonavirus
	Phyllomonavirus culicis
	XiangYun mono-chu-like virus
	OL700132
	Mosquitoes (culicid Culex pipiens Linnaeus, 1758)
	NCBI:txid2952074

	Plasmopamonavirus
	Plasmopamonavirus alphatrichodermae
	Trichoderma harzianum mononegavirus 1
	OQ463847
	Sordariomycete fungi (hypocreaceaen Trichoderma harzianum Rifai, (1969))
	(2)

	
	Plasmopamonavirus betatrichodermae
	Trichoderma harzianum mononegavirus 2
	OQ463848
	Sordariomycete fungi (hypocreaceaen Trichoderma harzianum Rifai, (1969))
	(2)

	Sclerotimonavirus
	Sclerotimonavirus  prolifusarii
	Fusarium proliferatum mymonavirus 1
	OK524200
	Sordariomycete fungi (nectriaceaen Fusarium proliferatum (Matsush.) Nirenberg ex Gerlach & Nirenberg (1976))
	NCBI:txid2974662

	
	Sclerotimonavirus ceratocystidis
	Sclerotimonavirus cacaofunestae
	BK062943
	Sordariomycete fungi (ceratocystidaceaen Ceratocystis cacaofunesta Engelbr. & T.C.Harr. (2005))
	(3)

	
	Sclerotimonavirus alpharhipicephali
	Zhangzhou Mymon tick virus 3
	ON746412
	Brown dog ticks (ixodid Rhipicephalus sanguineus (Latreille, 1806))
	(4)

	
	Sclerotimonavirus betarhipicephali
	Sanya Mymon tick virus 1
	ON746413
	Brown dog ticks (ixodid Rhipicephalus sanguineus (Latreille, 1806))
	(4)

	
	Sclerotimonavirus alphaalternariae
	Alternaria dianthicola negative-stranded RNA virus 1
	ON843764
	Dothideomycete fungi (pleosporaceaen Alternaria dianthicola Neerg. (1945))
	(5)

	
	Sclerotimonavirus betaalternariae
	Alternaria tenuissima negative-stranded RNA virus 2
	OP566533
	Dothideomycete fungi (pleosporaceaen Alternaria tenuissima Samuel Paul Wiltshire (1933))
	(6)

	
	Sclerotimonavirus trichodermae
	Trichoderma harzianum negative-stranded virus 2
	OQ463851
	Sordariomycete fungi (hypocreaceaen Trichoderma harzianum Rifai, (1969))
	(2)
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Figure 1 The phylogenetic tree of the expanded and reorganized family Mymonaviridae by using the Maximum Likelihood method and Le_Gascuel_2008 model [7]. The tree with the highest log likelihood (-244848.36) is shown. The percentage of trees in which the associated taxa clustered together is shown next to the branches. Initial tree(s) for the heuristic search were obtained automatically by applying Neighbor-Join and BioNJ algorithms to a matrix of pairwise distances estimated using the JTT model, and then selecting the topology with superior log likelihood value. The tree is drawn to scale, with branch lengths measured in the number of substitutions per site. This analysis involved 84 amino acid sequences. There were a total of 2410 positions in the final dataset. Evolutionary analyses were conducted in MEGA11 [8]. Viruses classified in families Lispiviridae, Nyamiviridae, and Bornaviridae were used as outgroups. Newly identified viruses are highlighted in yellow.
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Figure 2 Matrix diagram of amino acid identities of L proteins among members of the expanded and reorganized family Mymonaviridae. The percent identity matrix was created via multiple sequence alignment using Clustal Omega. Percent identity matrices were converted to heat map plots using a custom R script. Newly identified viruses are highlighted in yellow.
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