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Abstract
	We propose the creation of one new genus and four new species to be included in mononegaviral family Lispiviridae. 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 a new genera and four new species in the Lispiviridae family of the haploviricotine order Mononegavirales. Species and genera are proposed for classification according to the established classification criteria:

· a coding-complete RNA-directed RNA polymerase (RdRp)
· at least 20% amino acid identity of the RdRp sequence

The above criteria are similar to those used for other mononegaviral families.

Accordingly, the lispivirid genus demarcation criterion requires a coding-complete RdRp with amino acid identity between 20-49%, and the lispivirid species demarcation criterion a coding-complete RdRp with amino acid identity 50% or higher. Thus, based on the present phylogenetic analysis shown in Figure 1, we propose the demarcation of 1 new genus and 4 new species.

Etymologies:

· Copasivirus cattienense for Cát Tiên Hospitalitermes lispi-like virus. The virus was discovered by HTS in termites (nasutitermitinine Hospitalitermes bicolor Holmgren, 1912) in Cát Tiên National Park, Vietnam. The RdRp of this virus has 66% amino acid identity with that of the RdRp of Jimsystermes virus (Copasivirus manlyvaleense). The species is named using its discovered geography location Cát Tiên in an epithet form “cattienense”.

· Birfecvirus tibetense for Arlivirus sp. XZN142933. The virus was discovered by HTS in fecal samples of birds collected in Tibet, China. The RdRp of this virus has 35% amino acid identity with that of the RdRp of Hángzhōu scotinophara lurida lispivirus 1 (Arlivirus hangzhouense). The genus is named after bird and fecal, and the species is named using its discovered geography location Tibet in an epithet form “tibetense”.

· Anicalvirus hesdarense for hymenopteran arli-related virus OKIAV100. The virus was discovered by HTS in parasitic wasps (orussid Orussus unicolor Latreille, 1812) in Darmstadt, Hesse, Germany. The RdRp of this virus has 51% amino acid identity with that of Anisopteromalus calandrae negative-strand RNA virus 2 (Anicalvirus hangzhouense). The species is named using its discovered geography location Hesse-Darmstadt in an epithet form “hesdarense”.

· Ganiavirus fuyunense for Fùyùn tick virus 1. The virus was discovered by HTS in parasitic ticks collected from domestic animals (camels and sheep) in Fùyùn County (富蕴县) of Xīnjiāng Uygur Autonomous Region, China. The RdRp of this virus has 53% amino acid identity with that of Tǎchéng tick virus 6 (Ganiavirus tachengense). The species is named using its discovered geography location Fùyùn in an epithet form “fuyunense”.
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Figure 1: Phylogenetic relationships of lispivirids. The phylogenetic tree is based on a MAFFT-alignment of the RdRp amino acid sequences using the L-INS-i algorithm and was inferred using ModelTest-NG and the LG substitution model. Numbers on branch nodes represent transfer bootstrap expectation values (1,000 replicates). Proposed new lispivirid genera or species are shown in red font. The tree is rooted to Bolahun virus of the Anphevirus genus of the Xinmoviridae family.
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YP 010084246.1 OUT Bolahun virus variant 2
UHKO03042.1 Guiyang lispivirus 2

UXL90888.1 Fuyun tick virus 1

YP 009304420.1 Tacheng Tick Virus 6

YP 009342285.1 Wuchang romanomermis nematode virus 2
QEQ50497.1 Amsterdam virus

QPL15295.1 Hymenopteran arli-related virus OKIAV98
AXA52562.1 Linepithema humile rhabdo-like virus 1
QPL15365.1 Hymenopteran arli-related virus OKIAV100
QWT43291.1 Anisopteromalus calandrae negative-strand RNA virus 2
QWT43285.1 Anisopteromalus calandrae negative-strand RNA virus 1
QPL15345.1 Hymenopteran arli-related virus OKIAV99
YP 009336889.1 Hubei rhabdo-like virus 3

QMP82314.1 Coleopteran arli-related virus OKIAV107
QMP82292.1 Strepsipteran arli-related virus OKIAV104
UHKO03318.1 Hangzhou acrida cinerea lispivirus 1
QMP82242.1 Blattodean arli-related virus OKIAV102
QMP82349.1 Isopteran arli-related virus OKIAV103
UUWO06592.1 Cat Tien Hospitalitermes Lispi-like virus
QQM16270.1 Jimsystermes virus

YP 009336924.1 Hubei odonate virus 10

UHM27656.1 Fushun ischnura senegalensis lispivirus 1
UHKO03027.1 Guiyang lispivirus 1

QXV86525.1 Arlivirus sp

YP 009288955.1 Sanxia water strider virus 4
QWC36466.1 Bemisia tabaci arlivirus 2

QMP82354.1 Hemipteran arli-related virus OKIAV94
QWC36460.1 Bemisia tabaci arlivirus 1

QPL15300.1 Hemipteran arli-related virus OKIAV95
QWY81613.1 Arlivirus sp isolate XZN142933
UHKO03312.1 Hangzhou eysarcoris guttigerus lispivirus 1
UHKO03163.1 Hangzhou cletus punctiger lispivirus 1
UHK03262.1 Hangzhou scotinophara lurida lispivirus 1
YP 009303699.1 Lishi Spider Virus 2

OL377732 Nbu stink bug virus 1
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