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Abstract
	We propose the creation of 10 new genera and 11 new species to be included in mononegaviral family Xinmoviridae. Genus (and species) demarcation is proposed to be based on coding-complete genome sequence analyses, phylogenetic analyses, and pairwise sequence comparisons similar to established genus/species demarcation criteria for other mononegaviral families.


Text of proposal
		Here, we propose the classification of 10 genera and 11 new species in the Xinmoviridae family of the haploviricotine order Mononegavirales. Species and genera are proposed for classification according to the established classification criteria:
· a coding/near-complete genome
· at least 20% amino acid identity of the RNA-directed RNA polymerase (RdRp) sequence
The above criteria are similar to those used for other mononegaviral families.

Accordingly, the xinmovirid genus demarcation criterion requires a coding-complete RdRp with amino acid identity between 20-59%, and the xinmovirid species demarcation criterion requires a coding-complete RdRp with amino acid identity 60% or higher. Thus, based on the present phylogenetic analysis shown in Figure 1, we propose the demarcation of 10 new genera and 11 new species.

Etymologies:

· Trocevirus haikouense for Bactrocera dorsalis xinmovirus 2. The virus was discovered by HTS in tephritid fruit flies (oriental fruit fly species: Bactrocera dorsalis, family: Tephritidae) in Haikou, Hainan Province, China. The genus is named after a syllable excerpt from the word Bactrocera. The species is named using its discovered geography location Haikou in an epithet form “haikouense”.

· Gudgevirus namadgii for Gudgenby calliphora mononega-like virus. The virus was discovered by HTS in bluebodied blowflies (Calliphora augur, family: Calliphoridae) at the Gudgenby Valley, in Namadgi National Park (Gudg), Australia. The genus is named after a syllable excerpt from the word Gudgenby. The species is named using its discovered geography location Namadgi in an epithet form “namadgii”.

· Culivirus belgradiense for Serbia mononega-like virus 1. The virus was discovered by HTS in common house mosquitoes (Culex pipiens, family: Culicidae) sampled in Belgrade, Serbia. The genus is named after a syllable excerpt from the word Culicidae. The species is named using its discovered geography location Belgrade in an epithet form “belgradiense”.

· Culivirus dunyae for Aedes albopictus anphevirus. The virus was discovered by HTS in common Asian tiger mosquitoes (Aedes albopictus, family: Culicidae) found in both wild-caught and lab colony mosquitoes, collected from several countries: USA, Japan, Italy, China, Thailand, Switzerland. The genus is named after a syllable excerpt from the translation of the word “worldwide” in Turkish: dunya in the latin genitive: “dunyae”. 

· Gordisvirus californiense for Gordis virus. The virus was discovered by HTS in mosquitoes (Culiseta particeps, family: Culicidae) sampled in San Diego County, California, USA. The genus is named after the word Gordis. The species is named using its discovered geography location California in an epithet form “californiense”.

· Puclevirus hangzhouense for Hangzhou cletus punctiger xinmovirus 1. The virus was discovered by HTS in rice stinkbugs (Cletus punctiger, family: Coreidae) sampled in the Fuyang district of the city Hangzhou in the Zhejiang province, China. The genus is named after a syllable combination from the words Cletus and punctiger. The species is named using its discovered geography location Hangzhou in an epithet form “hangzhouense”.

· Corulvirus hangzhouense for Hangzhou zicrona caerulea xinmovirus 1. The virus was discovered by HTS in blue shieldbugs (Zircona caerulea, family: Pentatomidae) sampled in the Fuyang district of the city Hangzhou in the Zhejiang province, China. The genus is named after a syllable combination from the words Zircona and caerulea. The species is named using its discovered geography location Hangzhou in an epithet form “hangzhouense”.

· Nurnegvirus hainanense for Sanya ischnura senegalensis xinmovirus 1. The virus was discovered by HTS in common bluetail damselflies (Ischnura senegalensis, family: Coenagrionidae) sampled in the city Sanya of the Hainan island province, China. The genus is named after a syllable combination from the words Ischnura and senegalensis. The species is named using its discovered geography location Hainan in an epithet form “hainanense”.

· Molauvirus liaoningense for Fushun monolepta lauta xinmovirus 1. The virus was discovered by HTS in leaf beetles (Monolepta lauta, family: Chrysomelidae) sampled in the Fuyang district of the city Fushun in the Liaoning province, China. The genus is named after a syllable combination from the words Monolepta and lauta. The species is named using its discovered geography location Liaoning in an epithet form “liaoningense”.

· Laumovirus liaoningense for Fushun monolepta lauta xinmovirus 2. The virus was discovered by HTS in leaf beetles (Monolepta lauta, family: Chrysomelidae) sampled in the Fuyang district of the city Fushun in the Liaoning province, China. The genus is named after a syllable combination from the words Monolepta and lauta. The species is named using its discovered geography location Liaoning in an epithet form “liaoningense”.

· Tecephavirus sydneyense for Bat faecal associated anphe-like virus 1. The virus was discovered by HTS in the gut metagenome of grey-headed flying foxes (Pteropus poliocephalus, family: Pteropodidae) sampled in the Centennial Park of Sydney, Australia. The genus is named after a syllable combination from the words Pteropus and poliocephalus. The species is named using its discovered geography location Sydney in an epithet form “sydneyense”.
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Figure 1: Phylogenetic relationships of xinmovirids. The phylogenetic tree is based on a MAFFT-alignment of the RdRp amino acid sequences using the E-INS-i algorithm and was inferred using IQtree and the LG substitution model. Numbers on branch nodes represent transfer bootstrap expectation values (1,000 replicates). Proposed new xinmovirid genera are shown in bold at the right; viruses proposed to be classified into new species are shown in blue. The tree is rooted to Wuchang arlivirus from the genus Arlivirus of the Lispiviridae family.
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