This form should be used for all taxonomic proposals. Please complete all those modules that are
applicable (and then delete the unwanted sections).

For guidance, see the notes written in blue and the separate document
“Help with completing a taxonomic proposal”

Please try to keep related proposals within a single document; you can copy
the modules to create more than one genus within a new family, for
example.

MODULE 1: TITLE, AUTHORS, etc

Code assigned: 2015.010a-tM (to be completed by ICTV

officers)

Short title: Five (5) new unassigned genera in the order Mononegavirales
(e.g. 6 new species in the genus Zetavirus)

Modules attached 1X 2 X 3[X 4[] 5[]
(modules 1 and 10 are required) 6[ ] 7] 8] 9[ ] 10 [X
Author(s):
The ICTV Mononegavirales Study Group:

Kuhn, Jens H. Chair USA kuhnjens@mail.nih.gov

Dietzgen, Ralf G. Member Australia r.dietzgen@ug.edu.au

Easton, Andrew J. Member UK A.].Easton@warwick.ac.uk

Kurath, Gael Member USA gael_kurath@usgs.gov

Nowotny, Norbert Member Austria NorbertNowotny@gmx.at

Rima, Bertus K. Member Northern Ireland, UK b.rima@qub.ac.uk

Rubbenstroth, Dennis Member Germany Dennis.Rubbenstroth@uniklinik-freiburg.de

Vasilakis, Nikos Member USA nivasila@utmb.edu

Walker, Peter Member Australia Peter.Walker@csiro.au

and the discoverers of the viruses proposed to be classified:
Zhang, Yongzhen, zhangyongzhen@icdc.cn

Li, Cixiu, licixiu@163.com

Lin, Xiandan, cidalin@126.com

Shi, Mang, rotund_zheda@hotmail.com

Tian, Junhua, tianjunhual980@163.com

Bao, Yiming bao@ncbi.nlm.nih.gov

and
Kondo, Hideki, hkondo@okayama-u.ac.jp
Stenglein, Mark, Mark.Stenglein@ColoState.edu

Corresponding author with e-mail address:

Kuhn, Jens H., kuhnjens@mail.nih.gov

List the ICTV study group(s) that have seen this proposal:
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A list of study groups and contacts is provided at . L L.
http://www.ictvonline.org/subcommittees.asp . If in | ICTV Bornaviridae, Filoviridae, _N_yamIVIrldae,
doubt, contact the appropriate subcommittee chair | Paramyxoviridae, and Rhabdoviridae Study

(fungal, invertebrate, plant, prokaryote or vertebrate | Groups
viruses)

ICTV Study Group comments (if any) and response of the proposer:

Date first submitted to ICTV: June 15, 2015
Date of this revision (if different to above):

ICTV-EC comments and response of the proposer:
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MODULE 2A: NEW SPECIES

If more than one, they should be a group of related species belonging to the same genus. All new
species must be placed in a higher taxon. This is usually a genus although it is also permissible for
species to be “unassigned” within a subfamily or family. Wherever possible, provide sequence
accession number(s) for one isolate of each new species proposed.

Code |2015.010aM (assigned by ICTV officers)

To create 1 new species within:
Fill in all that apply.

Genus: | Crustavirus e If the higher taxon has yet to be

O created (in a later module, below) write
Subfamily: | N/A “(new)” after its proposed name.

Family: | unassigned _ e If no genus is specified, enter
Order: | Mononegavirales “unassigned” in the genus box.
Name of new species: Representative isolate: GenBank sequence accession
(only 1 per species please) number(s)
Weénzhou crustavirust Wenzhou crab virus 1 Coding-complete genome:
(WzCV-1) KM817644

Reasons to justify the creation and assignment of the new species:
e Explain how the proposed species differ(s) from all existing species.
o If species demarcation criteria (see module 3) have previously been defined for the
genus, explain how the new species meet these criteria.
o If criteria for demarcating species need to be defined (because there will now be more
than one species in the genus), please state the proposed criteria.
e Further material in support of this proposal may be presented in the Appendix, Module 9

Weénzhou crab virus 1 (WzCV-1) was first described in 2015 during a landmark next-
generation sequencing study performed in China (Li et al.). WzCV-1 was found in crabs and
barnacles (Capitulum mitella, Charybdis japonica, Charybdis lucifera) in Wenzhou (2 /JH).
While the length and genome organization of WzCV-1 is consistent with that of classified
mononegaviruses, whole genome pairwise similarity analyses, as well as phylogenetic analyses
using the RNA-dependent RNA polymerase gene (L) (Figures 1 and 2), place WzCV-1
consistently outside of established mononegavirus clades. The ICTV Mononegavirales Study
Group recognizes the fact that many newly discovered viruses not associated with any disease,
such as WzCV-1, may not be further analyzed in the future but consider them important for
taxonomic/evolutionary considerations regarding the order Mononegavirales. Pairwise genome
comparisons, overall genome organization, L-based phylogeny, geographic and host
association are therefore considered sufficient for the classification of WzCV-1 into a new
mononegaviral family [not yet proposed], genus, and species.

in TaxoProp 2015.001aG.v1.Diacritics it is proposed to prohibit the use of diacritics in taxon names. In case
2015.001aG.v1.Diacritics is ratified, the diacritical marks in this species name will simply be dropped (resulting in
Wenzhou crustavirus). The Study Group may propose changing the resulting species name at a later date to correct
the then incorrect orthography.
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MODULE 3A: NEW GENUS

Ideally, a genus should be placed within a higher taxon.
Code 2015.010bM (assigned by ICTV officers)

To create a new genus within:

Fill in all that apply.
Subfamily: | N/A o If the higher taxon has yet to be created
Family: | unassigned (in a later module, below) write “(new)”
. g _ after its proposed name.
Order: | Mononegavirales « If no family is specified, enter
“unassigned” in the family box

Code 2015.010cM (assigned by ICTV officers)

To name the new genus: Crustavirus

Code 2015.010dM (assigned by ICTV officers)

To designate the following as the type species of the new genus

Every genus must have a type species. This should
Weénzhou crustavirus? be a well characterized species although not
necessarily the first to be discovered

The new genus will also contain any other new species created and assigned to it (Module 2) and any that
are being moved from elsewhere (Module 7b). Please enter here the TOTAL number of species
(including the type species) that the genus will contain:

1

Reasons to justify the creation of a new genus:
Additional material in support of this proposal may be presented in the Appendix, Module 9

| See Module 2A |

Origin of the new genus name:

| Crustavirus: sigil of Crustacea and virus \

Reasons to justify the choice of type species:

| Only one species is proposed to be included in this genus, making it the type species by default. |

Species demarcation criteria in the new genus:

If there will be more than one species in the new genus, list the criteria being used for species demarcation
and explain how the proposed members meet these criteria.

| N/A
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MODULE 2B: NEW SPECIES

If more than one, they should be a group of related species belonging to the same genus. All new
species must be placed in a higher taxon. This is usually a genus although it is also permissible for
species to be “unassigned” within a subfamily or family. Wherever possible, provide sequence
accession number(s) for one isolate of each new species proposed.

Code | 2015.010eM (assigned by ICTV officers)

To create 1 new species within:
Fill in all that apply.

Genus: | Anphevirus o If thei h(;g(her t.l':v;on hazI ylet tl;) kIJe ) it
T Ccreate IN a later moduie, below) write
Subfam!ly: N/A _ “(new)” after its proposed name.
Family: | unassigned _ e If no genus is specified, enter
Order: | Mononegavirales “unassigned” in the genus box.
Name of new species: Representative isolate: GenBank sequence accession
(only 1 per species please) | number(s)
Xinchéng anphevirus? Xinchéng mosquito virus Coding-complete genome:
(XcMV) KM817661

Reasons to justify the creation and assignment of the new species:
e Explain how the proposed species differ(s) from all existing species.
o If species demarcation criteria (see module 3) have previously been defined for the
genus, explain how the new species meet these criteria.
o If criteria for demarcating species need to be defined (because there will now be more
than one species in the genus), please state the proposed criteria.
e Further material in support of this proposal may be presented in the Appendix, Module 9

Xinchéng mosquito virus (XcMV) was first described in 2015 during a landmark next-
generation sequencing study performed in China (Li et al.). XcMV was found in mosquitoes
(Anopheles sinensis) in Xinchéng (Hr3). While the length and genome organization of XcMV
is consistent with that of classified mononegaviruses, whole genome pairwise similarity
analyses, as well as phylogenetic analyses using the RNA-dependent RNA polymerase gene
(L) (Figures 1 and 2), place XcMV consistently outside of established mononegavirus clades.
The ICTV Mononegavirales Study Group recognizes the fact that many newly discovered
viruses not associated with any disease, such as XcMV, may not be further analyzed in the
future but consider them important for taxonomic/evolutionary considerations regarding the
order Mononegavirales. Pairwise genome comparisons, overall genome organization, L-based
phylogeny, geographic and host association are therefore considered sufficient for the
classification of XcMV into a new mononegaviral family [not yet proposed], genus, and
species.

2 In TaxoProp 2015.001aG.v1.Diacritics it is proposed to prohibit the use of diacritics in taxon names. In case
2015.001aG.v1.Diacritics is ratified, the diacritical marks in this species name will simply be dropped (resulting in
Xincheng anphevirus). The Study Group may propose changing the resulting species name at a later date to correct
the then incorrect orthography.
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MODULE 3B: NEW GENUS

Ideally, a genus should be placed within a higher taxon.
Code 2015.010fM (assigned by ICTV officers)

To create a new genus within:

Fill in all that apply.
Subfamily: | N/A o If the higher taxon has yet to be created
Family: | unassigned (in a later module, below) write “(new)”
: g _ after its proposed name.
Order: | Mononegavirales « If no family is specified, enter
“unassigned” in the family box

Code 20 15010g M (assigned by ICTV officers)

To name the new genus: Anphevirus

Code 2015.010hM (assigned by ICTV officers)

To designate the following as the type species of the new genus

Every genus must have a type species. This should
Xinchéng anphevirus? be a well characterized species although not
necessarily the first to be discovered

The new genus will also contain any other new species created and assigned to it (Module 2) and any that
are being moved from elsewhere (Module 7b). Please enter here the TOTAL number of species
(including the type species) that the genus will contain:

1

Reasons to justify the creation of a new genus:
Additional material in support of this proposal may be presented in the Appendix, Module 9

| See Module 2B |

Origin of the new genus name:

| Anphevirus: sigil of Anopheles and virus \

Reasons to justify the choice of type species:

| Only one species is proposed to be included in this genus, making it the type species by default. |

Species demarcation criteria in the new genus:

If there will be more than one species in the new genus, list the criteria being used for species demarcation
and explain how the proposed members meet these criteria.

| N/A
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MODULE 2C-1: NEW SPECIES

If more than one, they should be a group of related species belonging to the same genus. All new
species must be placed in a higher taxon. This is usually a genus although it is also permissible for
species to be “unassigned” within a subfamily or family. Wherever possible, provide sequence
accession number(s) for one isolate of each new species proposed.

Code | 2015.010iM (assigned by ICTV officers)

To create 1 new species within:
Fill in all that apply.

Genus: | Arlivirus o If thei h(;g(her t.l':v;on hazI ylet tl;) kIJe ) it
TR Created (In a later moadule, below) write
Subfam!ly: N/A _ “(new)” after its proposed name.
Family: | unassigned _ e If no genus is specified, enter
Order: | Mononegavirales “‘unassigned” in the genus box.
Name of new species: Representative isolate: GenBank sequence accession
(only 1 per species please) | number(s)
Lishi arlivirus® Lishi spider virus 2 Coding-complete genome:
(LsSV-2) KM817632

Reasons to justify the creation and assignment of the new species:
e Explain how the proposed species differ(s) from all existing species.
o If species demarcation criteria (see module 3) have previously been defined for the
genus, explain how the new species meet these criteria.
o If criteria for demarcating species need to be defined (because there will now be more
than one species in the genus), please state the proposed criteria.
e Further material in support of this proposal may be presented in the Appendix, Module 9
Lishi spider virus 2 (LsSV-2) was first described in 2015 during a landmark next-generation
sequencing study performed in China (Li et al.). LsSV-2 was found in spiders in Lishi (Z=15).
While the length and genome organization of LsSV-2 is consistent with that of classified
mononegaviruses, whole genome pairwise similarity analyses, as well as phylogenetic analyses
using the RNA-dependent RNA polymerase gene (L) (Figures 1 and 2), place LsSV-2
consistently outside of established mononegavirus clades. The ICTV Mononegavirales Study
Group recognizes the fact that many newly discovered viruses not associated with any disease,
such as LsSV-2, may not be further analyzed in the future but consider them important for
taxonomic/evolutionary considerations regarding the order Mononegavirales. Pairwise genome
comparisons, overall genome organization, L-based phylogeny, geographic and host
association are therefore considered sufficient for the classification of LsSV-2 into a new
mononegaviral family [not yet proposed], genus, and species.

% In TaxoProp 2015.001aG.v1.Diacritics it is proposed to prohibit the use of diacritics in taxon names. In case
2015.001aG.v1.Diacritics is ratified, the diacritical marks in this species name will simply be dropped (resulting in
Lishi arlivirus). The Study Group may propose changing the resulting species name at a later date to correct the then
incorrect orthography.
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MODULE 3C-1: NEW GENUS

Ideally, a genus should be placed within a higher taxon.

Code | 2015.010jM

To create a new genus within:

(assigned by ICTV officers)

Fill in all that apply.

Subfamily: | N/A

o If the higher taxon has yet to be created

Family: | unassigned

(in a later module, below) write “(new)”

Order: | Mononegavirales

after its proposed name.
¢ If no family is specified, enter
“unassigned” in the family box

Code 2015.010kM

To name the new genus: Arlivirus

(assigned by ICTV officers)

Code 2015.010IM

To designate the following as the type species of the new genus

(assigned by ICTV officers)

Lishi arlivirus®

Every genus must have a type species. This should
be a well characterized species although not
necessarily the first to be discovered

The new genus will also contain any other new species created and assigned to it (Module 2) and any that
are being moved from elsewhere (Module 7b). Please enter here the TOTAL number of species
(including the type species) that the genus will contain:

1

Reasons to justify the creation of a new genus:
Additional material in support of this proposal may be presented in the Appendix, Module 9

| See Module 2C-1

Origin of the new genus name:

| Arlivirus: sigil of Arachnida, Lishi, and virus \

Reasons to justify the choice of type species:

| Only one species is proposed to be included in this genus, making it the type species by default. |

Species demarcation criteria in the new genus:

If there will be more than one species in the new genus, list the criteria being used for species demarcation
and explain how the proposed members meet these criteria.

| N/A
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MODULE 2C-2: NEW SPECIES

If more than one, they should be a group of related species belonging to the same genus. All new
species must be placed in a higher taxon. This is usually a genus although it is also permissible for
species to be “unassigned” within a subfamily or family. Wherever possible, provide sequence
accession number(s) for one isolate of each new species proposed.

Code |2015.010mM (assigned by ICTV officers)

To create 1 new species within:
Fill in all that apply.

Genus: | Wastrivirus e If the higher taxon has yet to be

O created (in a later module, below) write
Subfamily: | N/A “(new)” after its proposed name.

Family: | unassigned _ e If no genus is specified, enter
Order: | Mononegavirales “unassigned” in the genus box.
Name of new species: Representative isolate: GenBank sequence accession
(only 1 per species please) number(s)
Sanxid wastrivirus* Sanxia water strider virus | Coding-complete genome:
4 (SXWSV-4) KM817633.1

Reasons to justify the creation and assignment of the new species:

e Explain how the proposed species differ(s) from all existing species.

o If species demarcation criteria (see module 3) have previously been defined for the
genus, explain how the new species meet these criteria.

o If criteria for demarcating species need to be defined (because there will now be more
than one species in the genus), please state the proposed criteria.

e Further material in support of this proposal may be presented in the Appendix, Module 9
Sanxia water strider virus 4 (SxWSV-4) was first described in 2015 during a landmark next-
generation sequencing study performed in China (Li et al.). SXWSV-4was found in spiders in
Sanxia (=). While the length and genome organization of SXWSV-4 is consistent with that
of classified mononegaviruses, whole genome pairwise similarity analyses, as well as
phylogenetic analyses using the RNA-dependent RNA polymerase gene (L) (Figures 1 and 2),
place SXWSV-4 consistently outside of established mononegavirus clades, in a branch together
with LsSV-2. The ICTV Mononegavirales Study Group recognizes the fact that many newly
discovered viruses not associated with any disease, such as SXWSV-4, may not be further
analyzed in the future but consider them important for taxonomic/evolutionary considerations
regarding the order Mononegavirales. Pairwise genome comparisons, overall genome
organization, L-based phylogeny, geographic and host association are therefore considered
sufficient for the classification of SXWSV-4 into a new mononegaviral family [not yet
proposed], genus, and species.

4 In TaxoProp 2015.001aG.v1.Diacritics it is proposed to prohibit the use of diacritics in taxon names. In case
2015.001aG.v1.Diacritics is ratified, the diacritical marks in this species name will simply be dropped (resulting in
Sanxia wastrivirus). The Study Group may propose changing the resulting species name at a later date to correct the
then incorrect orthography
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MODULE 3C-2: NEW GENUS

Ideally, a genus should be placed within a higher taxon.
Code 2015.010nM (assigned by ICTV officers)

To create a new genus within:

Fill in all that apply.
Subfamily: | N/A o If the higher taxon has yet to be created
Family: | unassigned (in a later module, below) write “(new)”
: g _ after its proposed name.
Order: | Mononegavirales « If no family is specified, enter
“unassigned” in the family box

Code 2015.010o0M (assigned by ICTV officers)

To name the new genus: Wastrivirus

Code 20 15010p|\/| (assigned by ICTV officers)

To designate the following as the type species of the new genus

Every genus must have a type species. This should
Sanxid wastrivirus be a well characterized species although not
necessarily the first to be discovered

The new genus will also contain any other new species created and assigned to it (Module 2) and any that
are being moved from elsewhere (Module 7b). Please enter here the TOTAL number of species
(including the type species) that the genus will contain:

1

Reasons to justify the creation of a new genus:
Additional material in support of this proposal may be presented in the Appendix, Module 9

| See Module 2C-2 |

Origin of the new genus name:

| Wastrivirus: sigil of water strider and virus \

Reasons to justify the choice of type species:

| Only one species is proposed to be included in this genus, making it the type species by default. |

Species demarcation criteria in the new genus:

If there will be more than one species in the new genus, list the criteria being used for species demarcation
and explain how the proposed members meet these criteria.

| N/A

Page 10 of 17



MODULE 2C-3: NEW SPECIES

If more than one, they should be a group of related species belonging to the same genus. All new
species must be placed in a higher taxon. This is usually a genus although it is also permissible for
species to be “unassigned” within a subfamily or family. Wherever possible, provide sequence
accession number(s) for one isolate of each new species proposed.

Code 2015010q M (assigned by ICTV officers)

To create 1 new species within:
Fill in all that apply.

Genus: | Chengtivirus o If thet h(;g(her t;’”;(’” haz y|‘5‘t tl;) klje ) it
TR Created (In a later moadule, below) write
SUbfam!Iy: N/A - “(new)” after its proposed name.
Family: | unassigned : « If no genus is specified, enter
Order: | Mononegavirales “unassigned” in the genus box.
Name of new species: Representative isolate: GenBank sequence accession
(only 1 per species please) number(s)
Tdchéng chengtivirus® Téachéng tick virus 6 Coding-complete genome:
(TcTV-6) KM817641

Reasons to justify the creation and assignment of the new species:
e Explain how the proposed species differ(s) from all existing species.
o If species demarcation criteria (see module 3) have previously been defined for the
genus, explain how the new species meet these criteria.
o If criteria for demarcating species need to be defined (because there will now be more
than one species in the genus), please state the proposed criteria.
e Further material in support of this proposal may be presented in the Appendix, Module 9

Téachéng tick virus 6 (TcTV-6) was first described in 2015 during a landmark next-generation
sequencing study performed in China (Li et al.). TcTV-6 was found in ticks (Argas miniatus) in
Tachéng (¥53K). While the length and genome organization of TcTV-6 is consistent with that
of classified mononegaviruses, whole genome pairwise similarity analyses, as well as
phylogenetic analyses using the RNA-dependent RNA polymerase gene (L) (Figures 1 and 2),
place TcTV-6 consistently outside of established mononegavirus clades, in a branch together
with LsSV-2 and SXWSV-4. The ICTV Mononegavirales Study Group recognizes the fact that
many newly discovered viruses not associated with any disease, such as TcTV-6, may not be
further analyzed in the future but consider them important for taxonomic/evolutionary
considerations regarding the order Mononegavirales. Pairwise genome comparisons, overall
genome organization, L-based phylogeny, geographic and host association are therefore
considered sufficient for the classification of TcTV-6 into a new mononegaviral family [not yet
proposed], genus, and species.

5 In TaxoProp 2015.001aG.v1.Diacritics it is proposed to prohibit the use of diacritics in taxon names. In case

2015.001aG.v1.Diacritics is ratified, the diacritical marks in this species name will simply be dropped (resulting in
Tacheng chengtivirus). The Study Group may propose changing the resulting species name at a later date to correct
the then incorrect orthography.
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MODULE 3C-3: NEW GENUS

Ideally, a genus should be placed within a higher taxon.
Code 2015.010rM (assigned by ICTV officers)

To create a new genus within:

Fill in all that apply.

Subfamily: | N/A o If the higher taxon has yet to be created
Family: | unassigned (in a later module, below) write “(new)”
. g _ after its proposed name.
Order: | Mononegavirales « If no family is specified, enter
“unassigned” in the family box

Code 2015.010sM (assigned by ICTV officers)

To name the new genus: Chengtivirus

Code 2015.010tM (assigned by ICTV officers)

To designate the following as the type species of the new genus

Every genus must have a type species. This should
Tdachéng chengtivirus® be a well characterized species although not
necessarily the first to be discovered

The new genus will also contain any other new species created and assigned to it (Module 2) and any that
are being moved from elsewhere (Module 7b). Please enter here the TOTAL number of species
(including the type species) that the genus will contain:

1

Reasons to justify the creation of a new genus:
Additional material in support of this proposal may be presented in the Appendix, Module 9

| See Module 2C-3 |

Origin of the new genus name:

| Chengtivirus: sigil of Tichéng, tick, and virus \

Reasons to justify the choice of type species:

| Only one species is proposed to be included in this genus, making it the type species by default. |

Species demarcation criteria in the new genus:

If there will be more than one species in the new genus, list the criteria being used for species demarcation
and explain how the proposed members meet these criteria.

| N/A
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MODULE 10: APPENDIX: supporting material

additional material in support of this proposal

References:

Li CX, Shi M, Tian JH, Lin XD, Kang YJ, Chen LJ, Qin XC, Xu J, Holmes EC, Zhang
YZ. 2015. Unprecedented genomic diversity of RNA viruses in arthropods reveals the
ancestry of negative-sense RNA viruses. Elife 4:e05378.

Annex:

Include as much information as necessary to support the proposal, including diagrams comparing the
old and new taxonomic orders. The use of Figures and Tables is strongly recommended but direct
pasting of content from publications will require permission from the copyright holder together with
appropriate acknowledgement as this proposal will be placed on a public web site. For phylogenetic
analysis, try to provide a tree where branch length is related to genetic distance.
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Figure 1

Virus name (L protein accession number) Genus Family
spring viraemia of carp virus (NP_116748) Sprivivirus
vesicular stomatitis Indiana virus (NP_041716) Vesiculovirus
perch rhabdovirus (YP_007641367) Perhabdovirus
bovine ephemeral fever virus (NP_065409) Ephemerovirus
Tibrogargan virus (YP_007641376) Tibrovirus
Drosophila melanogaster sigmavirus (YP_003126913) Sigmavirus
1 Durham virus (DURV; ADB88761) Tupavirus Rhabdoviridae
rabies virus (NP_056797) Lyssavirus
55 |:1 orchid flfeck virus’.** (YP_001294929) —
1 coffee ringspot virus** (AHH44830)
09 ————potato yellow dwarf virus (YP_004927971) Nucleorhabdovirus
4‘049 ——— lettuce necrotic yellows virus (YP_425092) Cytorhabdovirus
lettuce big-vein associated virus** (YP_002308576) new genus
infectious hematopoietic necrosis virus (NP_042681)  Novirhabdovirus
Hendra virus (NP_047113) Henipavirus
measles virus (NP_056924) Morbillivirus
| Fer-de-Lance virus (NP_899661) Ferlavirus
Atlantic salmon paramyxovirus (ABW38056) Aquaparamyxovirus | Paramyxoviridae
Sendai virus (NP_056879) Respirovirus
" |— Newcastle disease virus (NP_071471) Avulavirus
I— mumps virus (NP_054714) Rubulavirus
Sunshine Coast virus (YP_009094051) new genus new family
1 Ebolavirus (NP_066251) Ebolavirus
|1_L Marburg virus (YP_001531159) Marburgvirus Filoviridae
| | Lloviu virus (YP_004928143) Cuevavirus
l—awan metapneumovirus (YP_443845) Metapneumovirus ——
L human respiratory syncytial virus (NP_056866) Pneumovirus
Nyamanini virus (YP_002905337) Nyamivirus Nyamiviridae
soybean cyst nematode virus 1 (AEF56729) new genus
Wenzhou crab virus 1* (AJG39154) Crustavirus new family?
Borna disease virus (NP_042024) Bornavirus Bornaviridae
{ Xinchéng mosquito virus* (AJG39227) Anphevirus o a2
1 Unnamed virus new genus
Shuangao fly virus 2* (AJG39135) ?
Sclerotinia sclerotiorum negative-stranded RNA virus 1 new genus new family
Lishi spider virus 2* (AJG39111) Arlivirus
_|1_—|: Sanxia water strider virus 4* (AJG39115) Wastrivirus new family?
Tacheéng tick virus 6* (AJG39142) Chengtivirus
'T * Originated from arthropod pools ** Bipartite genome

Phylogenetic relationships of selected mononegaviruses. A maximum-likelihood tree was
constructed using PhyML 3.0 (http://www.atgc-montpellier.fr/phyml/) based on a multiple amino

acid sequence alignment of the entire L polymerase. Ambiguously aligned regions were removed
using Gblocks 0.91b (http://molevol.cmima.csic.es/castresana/Gblocks_server.html) with the all
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options of less stringent selection. The best-fit model LG+ +G+F was selected using ProtTest
ver. 2.4 (http://darwin.uvigo.es/software/prottest2_server.html). Virus names (the member of type
species or others) and GenBank/Refseq accession numbers are shown. The names of proposed
genera are highlighted in blue. Numbers at the nodes represent aLRT values derived using an SH
like calculation (only values greater than 0.9 are shown).
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Figure 2 (taken from Li et al.)
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NP 065409 Bovine ephemeral fever virus
'YP 006200965 Obodhiang virus

YP 006202628 Kotonkan virus
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virus
YP 003518294 Ngaingan virus
YP 002333280 Wongabel virus
YP 238534 Tupaia virus
ADB88761 Durham virus
YP 802942 Siniperca chuatsi rhabdovirus
YP Eel virus X
NP 041716 Vesicular stomatitis Indiana virus
YP 007641386 Isfahan virus
Wuhan Louse Fly Virus 11
BAN29060 Nishimuro virus
Yongijia Tick Virus 2
AHB08865 Kolente virus
Wuhan Louse Fly Virus §
Wuhan Fly Virus 2
Shayang Fly Virus 2
Wuhan House Fly Virus 1
YP
YP 003126913
Wuhan Louse Fly Virus 10
100 Wuhan Louse Fly Virus 8
99— Wuhan Louse Fly Virus 9
Wuhan Insect virus 7
Culex
Huangpi Tick Virus 3
Taishun Tick Virus
Bole Tick Virus 2
Tacheng Tick Virus 3
Wuhan Tick Virus 1

Dimarhabdovirus
supergroup

obscura

]2

AHL66985 Long Island tick rhabdovirus
ACZ81407 Moussa virus

100
YP 007641391 Lagos bat virus
100 YP 001285392 European bat lyssavirus 1
a4l NP 056797 Rabies virus

88— NP 478343 Australian bat lyssavirus
Jingshan Fly Virus 2

Sanxia Water Strider Virus 5

Shuangao Bedbug Virus 2
Wuhan Virus 9

Wuhan Ant Virus

100, Wuhan House Fly Virus 2

‘Wuhan House Fly Virus 2

Shayang Fly Virus 3

100 - Wuhan Fly Virus 3

1

Lyssavirus

Insect Virus 6
Tacheng Tick Virus 7
YP

Lettuce big-vein associated virus
YP 004927971 Potato yellow dwarf virus

NP 620502 Rice yellow stunt virus
YP 052855 Maize mosaic virus
YP 001294929 Orchid fleck virus

YP 052849 Maize fine streak virus
NP 042286 Sonchus yellow net virus
NP 597914 Northern cereal mosaic virus

'YP 425092 Lettuce necrotic yellows virus

Wuhan Insect virus 4

Wuhan Insect virus 6
8 Wuhan Insect virus 5

Cytorhabdovirus
920 YP 006576506 Persimmon virus A

100 — NP 919035 Hirame rhabdovirus
‘w" r— NP 042681 Infectious hematopoietic necrosis virus

Nucleorhabdovirus

NP 049550 Viral hemorrhagic septicemia virus
L NP 050585 Snakehead virus
100 — NP 945030 Dolphin morbillivirus
NP 056924 Measles virus
YP 006347589 Nariva virus
NP 054697 Tupaia paramyxovirus
YP 338085 J-virus
NP 112028 Nipah virus
NP 899661 Fer-de-Lance paramyxovirus
NP 604442 Human parainfluenza virus 1
NP 067153 Human parainfluenza virus 3
YP 007008152 Avian paramyxovirus 4
L NP 071471 disease virus
NP 150063 Avian paramyxovirus 6
YP 415514 Menangle virus
w0 NP 598406 Human parainfluenza virus 2
NP 054714 Mumps virus
o YP 001249278 Mapuera virus
45 'YP 008378665 Human parainfluenza virus 4a

YP 001531159 Marburg marburgvirus
o YP 004928143 Lioviu virus
56 NP 690587 Reston ebolavirus

Filovirus
100 “— NP 066251 Ebola virus Mayinga Zaire 1976

Novirhabdovirus

Paramyxovirus

Tacheng Tick Virus 6
)

100

— NP 056866 Human respiratory syncytial virus

ml_? YP 012613 Human metapneumovirus
7 YP 173335 Pneumonia virus of mice

Paramyxovirus

Sanxia Water Strider Virus 4
Shuangao Fly Virus 2

Nyamivirus
P Midway virus y y

Crab Virus 1

NP 042024 Borna disease virus

100 — Changping Tick Virus 3

Tacheng Tick Virus §

Wuhan Tick Virus 2

Changping Tick Virus 2

Bole Tick Virus 3

Wuhan Louse Fly Virus 6

100 Wuhan Louse Fly Virus 7

Shuangao Fly Virus 1

Wenzhou Crab Virus 2

Wuhan Mosquito Virus 8

Lishi Spider Virus 1
[

S~ Bornavirus

Chuvirus

Virus 3
Tacheng Tick Virus 4

Crab Virus 3
Shayang Fly Virus 1

Shuangao Insect Virus 5
Shuangao Lacewing Virus

The phylogeny is reconstructed using RdRp alignments. Statistical support from the aLRT is
shown on each node of the tree. The names of the viruses discovered in this study are shown in
red. The names of reference sequences, which contain both the GenBank accession number and

the virus species name, are shown in black.
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