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1IMODULE 3: NEW GENUS

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

Code 2011.010aP (assigned by ICTV officers)

To create a new genus within:

Subfamily:
Family: | Tombusviridae
Order:
Code 2011.010bP (assigned by ICTV officers)

To name the new genus: Gallantivirus

Code 2011.010cP (assigned by ICTV officers)

To designate the following as the type species of the new genus
Galinsoga mosaic virus

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

Genera in the family Tombusviridae are distinguished by genome organization and by the
properties of the replication protein and the coat protein. Necroviruses have a distinctive type of
coat protein without a protruding domain and forming a single lineage but their replication proteins
are of two different lineages. There is therefore a current proposal to split the genus Necrovirus
into two genera, Alphanecrovirus and Betanecrovirus (2011.009a-mP).

The complete sequence of Galinsoga mosaic virus (GaMV) shows that this virus is similar to
alphanecroviruses in genome organization and in percent sequence identity in the replication
protein and the two small movement protein ORFs (Tables 1-4). This is confirmed by
phylogenetic analyses (Figs 3 and 4).

However, unlike necroviruses, the coat protein of GaMVcontains a protruding domain (Fig. 1, 2)
and it is most similar to the coat proteins of other members of the family with protruding domains
in both sequence comparisons (Table 4) and phylogenetic analyses (Fig. 5).

To be consistent with genus demarcation criteria being applied in the family, a new genus is
therefore needed to contain GaMV.
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Origin of the new genus name:

Derived from "Gallant soldier”, the vernacular English name of Galinsoga parviflora, the host of
the type species of the genus

Reasons to justify the choice of type species:

| This is a monotypic genus

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.

< 80% amino acid sequence identity in the polymerase;
<55% amino acid sequence similarity in the coat protein.
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MODULE 7: REMOVE and MOVE

Use this module whenever an existing taxon needs to be removed:
— Either to abolish a taxon entirely (when only part (a) needs to be completed)
— Orto move a taxon and re-assign it e.g. when a species is moved from one genus to another
(when BOTH parts (a) and (b) should be completed)

Part (a)

Code 2011.010dP (assigned by ICTV officers)

To remove the following taxon (or taxa) from their present position:

Galinsoga mosaic virus

The present taxonomic position of these taxon/taxa:

Genus: | Carmovirus
Subfamily: N
i iri Fill in all that apply.
Family: | Tombusviridae il in all that apply
Order:

If the taxon/taxa are to be abolished (i.e. not reassigned to another taxon) write “yes’
in the box on the right

Reasons to justify the removal:
Virus is being proposed to represent a new genus (this proposal)

Part (b)

Code |[2011.010a-eP (assigned by ICTV officers)
To re-assign the taxon (or taxa) listed in Part (a) as follows:

Genus: | Gallantivirus (new genus)
Subfamily:

Family: | Tombusviridae

Order:

Reasons to justify the re-assignment:
| See Modules 3 and 9
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MODULE 9: APPENDIX: supporting material

MP2
GaMV—?y//////////%?Y/////////}}////////////////J% Rt R B R R, 5509
polymerase l\zllg . CP  Tomam
23K RT 82 IV‘ISEZ
TNVAA | | 30K 3684
polymerase 8K A CP "
MP1

Necrovirus-like sequence

Figure 1. Genome organization of GaMV and comparison to tobacco necrosis virus A (TNV-A),
the type member of the newly proposed genus Alphanecrovirus. Similar shading patterns indicate
significant sequence identity. Note that the coat protein (CP) of GaMV, unlike TNV-A, contains
a C-terminal protruding domain which is typical of the currently classified viruses in the
Tombusviridae with the exception of the necroviruses.

Page 5 of 12



Coat protein protru

e —
— B

----8TE LTTEHOH A L0 S A0 0 12 £ S TIA I T TIA I I TTTID BRI M TAIAB I EM 2D LE LNE THE 98 1140 LA HH LS LS T AL S AT A A TIILAADM LA LI AN A0 LLLTHS
T AN ANH TE L0 TN TS 8 T AL TN E CLTHE AL LIS 80 TH S DI H L2 008 288 2 2000 T0 MDD IHE £ {0 S THA S IH TLTLATE TEE LINANE LTLIETIHES

................. AL TL- - -0 IFH TTHI LS9 S ELH TTEN I LIS A IILE AN AN EH- - - - - -9 HIl- -~ S LRI LE A d- - - - - - - TS0 JOHD LANH IAT T AT AT - - 290
..................... A LATHILTED D IIdd003 TIORTEINTAS ATHTIHIAILAAT AN LA A- - - - - 20 LAT 3D ANDA- TIRATT- - - - - - - 01905 10 THANA DI IHATY LATAIH THH
..................... AT 140 28 DI LT TI0D M0 LATI0 AR I - S99s AL IAT0 2 T8 4- - - - - -8 I T1LI L300 IR LA EA T - - - - - - - DI TRand TO TIMOHA S S A L- - 200
................. TEE NI TE S ITELE INE TR ST LA R0 L0 RIS AN LA ED £ 8- - - - -~ D 2 L d S M TN BT E A0 T- - - - -~ - IO HIN TEHE I I LI L TIRA -~ 40 8
..................... TAEAINLTE S SEEALLEATE DASED R TALYTO D -HE 05 5 LIRS TEO A~ - - -~ ~AA TS A2 4 THE - SANIAT- - - - - = -~ {0 TEl T D AT L3 AL TN LEAT- - 30 T
..................... T LATTLITT SN T TLATS 80 I3 L TAN R0 0 S DRI A ITINS - - - - - ~D 2AdD SAD TR T AN - - - - - -~ LoD DRAS AL TIA M I8 TN TS TTIID L
..................... T4 Tl TIOA L) 23 1 LOFCANS D T ireIn el S 8T S0 T E I0SWI- - - - - - HHE T A TIELITL TS 8- - - - - - - 00 LD T TH AN LHA LIS s T4 T
................. TIEASWTEEILLE I ITA LD IIEs TITO A 00 8 08 AT RS - - - - -~ L TANE DT TN TI4 T T- - - - - - - - D DOMIZ IL DA LOM IS0 £ LATA TIID T
........... ToH0 £ 42 TAan N0 A T8 TELTITA L - ST TISHAS 2 0 S ALEIA AN SO EADHTRE TD L0 H- -9 TI L AN IR IY L LAY T LT 1A IO WAL TID LI HLE 2 200 TH IO K- - - - - - diHn
.......... HTAHLE? P L TIHIN T L TR LOAS 332 02 2400 LS TLIT THEH0 22 L INTEMOATIZN - - -0 1AL T I8 IR TA T LA T4 19 JTHTHGS TS S LI T TITH LAMASHI LI DAES
.......... ADAHLY BN LT LADAELTE L- -840 14140 1208 LIS L0 0 LN TE NS00 A0 TI0 TTLO N - -8 HE dE R ILE 00N Y 11 T4 19 42 & TH0 MY LI M INHIA0L 8 48 LL- - - 811
2 THAEE £ I0 LA TaYE L1992 Taa00dE 10 LT10 T2 I- SHHE 400 LEMn TOHA TaA0 S A0 24N NS TTLOH- - -9 Hn 1 T18 E LIYE TITE THA 0o I THAS 22 LIS T8 TI8Hdn ITd0 1-- - I1TT
...... JANINI0 LT TEITA TITELTS ¥ I0 IHSA - S IOHAAD LORTAA R AT d 110 2 2000 TN TH- - - J9An TIORLL0 Lt a DARATA S IO TE TR LA LALA TS 3 43 2230 5- 20 Th
......... B TIILNA TH D DO E N 220 2 300 -2 4118 T £ 8 LIN TSN LANE SO ST IO A TLEN - - ~B8A LA S LIE D LA TI T IO AL I T8 32 £ £ LT THId - JHIAE S0 H- 2 LTL
..... 8 AAHNE TEA TR A0 TELAD L AN TI- 22 142 400 15 LI A TH AN T S AH LM ATOATLEN - - -8 Tl THD £9 2 2 Lo TLN L IO A I IHHE T8 L ITA T - 4 TIAE S0 - -9 LT
............ LU AR A LT HH LY - -0 TT8 L T8 TR LT LANE.LA 2 TH9WHE 200 I8 SHITH09 8 IS THASH LIN- - - HATA LA TA L8 - - - - ZTH0A0 TS I TN 3 TI I TANE L TR
............ A AEHE L TN TO LY - -5 19 2 T2 T T IO A S S0 L AR A2 SR T L0 00 2 1241 T BALS - - - RATT LAAL IO - - - - ATHO M TI T SHAT T2 LAS TORE LI A
........... ERLLTH THE LT I L0 KNS £ L LoD 0 TN AEEHIALYE TR0 ELLE AN N TN - - 90 L0 28 L LIS T40 0 DA T 10 - - - SHALTEANEHE E LIFINE TNE -0 4
............. LLIEITAIVAAN I THOILE L5 LINAT T 00 A0 ALAED AL TN IR S DA ND T ISR E4%E 8 LA D T T Lo T IILIH A LS - - - - A0 LIT 000 LIS 30 QI a1 d- Danswn
............. W2 ITTTE LI AN LS TR LA AN THHS A L2 HIAD DAL T TR S AN S D8 LILTHZ AN 2 18 IO IR IO AT TIATA LA - - - - LLAL AT TIRIASH TAALE 4~ ALLAAS
............ ALIHI ITAAESH T T LA - - LIHIA FAS WO TS AL LD - HIWTLLE SRAT- - - - AD S LN TRNED Lo T2 D ATADID - - - - ADEILT THARD SATITALAD S0 ARITAY
........... ANTE LN TETIAND R LT 0 - - THNIAE II4 T8 LA TS LHAS INOLIND En A8 - - -8 8 8 8 TLLAD LE DATINLID T8 - - - - LYEANILLL L -H 148 THAE SO AHEATL
........... AT T LTI LIHA IR0 - - LIRS TI9 S T8 L TELEH TN THITLIA ELAZ Y- - -840 8 LN TLIYD LE NI AN TaTa - - - - LML TITL I -HIAs ITHAR I8 TR A T
............ THTZHA I 3 WIAWHE L2 8 LT-AAAn LTI T3 TS ALANIHAE TW I INTLINE HTHT - - i3 8 T IAdS 0 Ladnwd A THA LA - - - - ATI TR LIN I- W12 8 ITLAZ S0 AR LI T
TTIRINAN AN D HALLE £ 1T~ ~HIS LAL I IS ATHEAS OMTE A8 INTAA LT TALTE KA KT - - - M8 T8 L RE LTI SAHA LA - - - - YL TLTAL- LIF BALTLE 49 L1309 IH
TTLALNTE I IO LS LT~ ~ 020X LITHATLEALINA TR INAAAN TTLLD KIS I- - - 99 Ld LS LE AN £ TI4 18 -~ - - LEMALTLTIL- T4 LANT LD 49 LEWETH
............ HILAAMTI ITIn NI LS LT- -0 13 LN 2 T8 SALONTTAZ IR T8 TIO T LTS Mk - - - R T TH TLE L TOHEAYE 11 A 18 - - - - LEMAIHE I I- AT9EA TTA0 JARa T2 H
............ I8 TN IR0 I TIHS LT- -9 LIIALTAS ST ALONTAA2 2 2 IO AN T LTS AR - - - 08 118 TALE LT AR 2 TAT LS - - - - I¥0 TIMLTAL- AT 1 TTIA0 35 2R LA L
LT AIHTAIFAA DA LYEE LT~ ~0 L8 LALAAS S THEALIMTATNE 118 TN LT KON - - -89 T8 TLIY L TOEL 18 S TR I8 - - - - IYAIHL T I-HE R A TTAE 40 2L TR
TTEAINTEIHAN DL LYE LT~ —9 L8 LALAN S S THEALINTAAHE 119 IO LI NN - - - 999 T TLIY L TOEL 10 S TR LA - - - - IYAIHL T L-H I A TTAD 49 2L TH
............. AL SN TAA I IR0 2~ —0 LA 0 T 1O T T I LA LAR IS £ 39 -4 TR L TISS H T - - -8 a TA 138 LIS LYi0a T8 T 1410 - - -~ LI L TITTIWH - A IHH AL TS A TID AN
........... TR AT LA IHAS - -0 19 DHA THOD LI ALANHD 2 DA I8 20 TIR0 2RI L - - -89 IR T2 LIL TS0 S THA TR L0 - - - - I8 AL TLLE I8 LEN AT LIDHE 2 - -

............ ALLNE A T TN FRE - —8 18 LI 08 TTAR LLIALE LA~ Lt ZLHANE HAfiL - - - M8 L LRI I LT E LT TOR LA LAd0 - - - - A5 RARAD 4Lt L-ORLLL 0 LALLA- - L
............ TTLHH LTI LA TLIHS 3- -9 LA A TTHIHS 00 LA KIS A0 - IO W LININE KA L- - - TR T4 108 LILIIAAH AT I8 - - - - 389 L LI IH - TROHA TLIS I - - 2
............ TTLIRHHE DIV LAD TLAND I- - TIAHL IT200 AT LR LT T2 DA% - 40 2 A TLIHE A - - ~ B9 LA TLLIZ W0 £ Ta TTaAD - - - - JO0ZLTTLLINH - 2 S A LA THIAH I~ -1

ITIAEH LTI THA LIRE - -0 IOHA0 TI80 JLEALTHATE 00 -0 IR0 HHLE SHA LA - - - -8 LAA TTO b A TS TTITIALA - - - - ILHIN T TLE TROI- DDA SAHTID S 0 T- -1

B5LETY dH-AZ20

TL2ETY dM-NOH4
ILIETY dM-nIEIH
THIETIYI-NAIT

2ZLITHVI-NHIED
LITSRE AM-ndId
20LEb0 dM-nI6L
25b2C0 dH-AART P
8Z7L029 dH-AIL
LESTED dM-AI2D
TTEE20L0% -NIIT
ToITEO dH-ASHH
LTENEATY -NETa
EL0Z90 AM-AMEd
§528TY dM-NIED
975029 dAN-AHEDT
§L9029 dM-MHEDE
E0992TVY -/
SEENRD dM-NHD
&TTbE ITY -AHKE
0£TSRE dM-MHIDD
§525¢0 dN-ATID
2 0TI00IRY -ATRa
0900 LY -ALIT
F0900 LYY -/
272053279 dH-AEID
2LTOTIEY -NdH
ThZ502 dH-AT*d
00T92 YV -AD'Td
9L 0BT I-NIWR
20900 LYY -NI 4
RE2EI0 AH-NZIL
LBSSITO0 di- AT
ILLERD dH-AHED
20900 LYY -Nang
AFHLT I-NTdAD
Naaama|mn-bqom‘\\

ITTSRE dM-NIMd

-ARERIITANAIT TN IAD L TIENE TO I

THLEBED dH-NE0T
TETET0 AH-IHT
2ZLETY dH-MHHOH

—-HITedTJaT T IS DI TH IO AM LYY L
- T LANA IS TAT T D D A0 08 AN
“ANHLARTAITIATAIATITIO WAL T LY
“ANILINTIITII THITHAATD AT LT
=~ AHIE ANAITIITOIEHITIO AT LT

7 51905k dN-nedd
TTEECHD dM-T-0T0
272950 dH-¥-AKL
020822 dA-/OHH0
0TZLEd-T-AHL

Necroviruse

Other Tombusviridae members (with P domain)

the C-terminal region of the CP alignment is shown with the area corresponding to the P-domain

alpha and betanecroviruses (boxed in blue) and remaining members of the Tombusviridae. Only
being shown in brackets.

Figure 2. Alignment of the CP sequence of GaMV (boxed in red) with the CPs of the proposed
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Figure 3. Phylogenetic (distance) tree of the polymerase of Tombusviridae members with the
position of GaMV highlighted in yellow. Sequences were aligned using the ClustalX 2.1
algorithm and trees were generated by the Neighbor Joining method using 1000 bootstrap
replicates. Hepatitis C virus (HCV) polymerase was used as an outgroup.
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Figure 4. Phylogenetic (distance) tree of the MP1 (top) and MP2 (bottom) sequences of

Tombusviridae members with the position of the GaMV MPs highlighted in yellow. Sequences
were aligned using the ClustalX 2.1 algorithm and trees were generated by the Neighbor Joining
method using 1000 bootstrap replicates.
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Figure 5. Phylogenetic (distance) tree of CP sequences of Tombusviridae members with the
position of the GaMV CP highlighted in yellow. Sequences were aligned using the ClustalX 2.1
algorithm and trees were generated by the Neighbor Joining method using 1000 bootstrap
replicates. Hepatitis E virus (HEV) coat protein was used as an outgroup.
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Table 1. Percent amino acid sequence identity between the polymerase of GaMV and those of the proposed alpha-
and necrovirus genera and other Tombusviridae members

% aa sequence identity in polymerase

GamMv Alpha- Beta- Other
necrovirus necrovirus Tombusviridae
GaMv - 5 30-33 24-39

Table 1. Percent amino acid sequence identity between the MP1 of GaMV and those of the proposed alpha- and
necrovirus genera and other Tombusviridae members

% aa sequence identity in MP1

GamMmv Alpha- Beta- Carmo- PMV MCMV
necro necro
Gamyv - 3742 8-22 8-22 14 17

Table 1. Percent amino acid sequence identity between the MP2 of GaMV and those of the proposed alpha- and
necrovirus genera and other Tombusviridae members

% aa sequence identity in MP2

GaMv Alpha- Beta- Carmo- PMV-
necro necro
Gamv = 37 19-25 10-24 B

Table 1. Percent amino acid sequence identity between the CP of GaMV and those of the proposed alpha- and
necrovirus genera and other Tombusviridae members

% aa sequence identity in coat protein

GaMVv Alpha- Beta- PMV McMv Tombus Aureus Carmo ocsv Diantho
necro necro
Gamv 14-15 11-19 15 14 31-49 33-50 14-30 24 22-25

I:I Virus coat proteins with protruding domains

I:I Virus coat proteins without protruding domains
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ABBREVIATIONS USED IN THE PROPOSAL

Tombusviruses

Artichoke mottled crinkle virus AMCV
Carnation Italian ringspot virus CIRV
Cucumber Bulgarian latent virus CBLV
Cucumber necrosis virus CNV
Cymbidium ringspot virus CyRSV
Pear latent virus - Italy PeLV*
Grapevine Algerian latent virus GALV
Havel river virus HRV
Lato river virus LRV
Moroccan pepper virus MPV
Neckar river virus NRV
Pelargonium leaf curl virus PLCV
Pelargonium necrotic spot virus PNSV
Petunia asteroid mosaic virus PAMV
Sikte waterborne virus SWBV
Tomato bushy stunt virus TBSV
Limonium flower distortion virus LFDV

*PeLV is an isolate of Eggplant mottle crinkle virus

Dianthoviruses

Carnation ringspot virus CRSV
Red clover necrotic mosaic virus RCNMV
Sweet clover necrotic mosaic virus SCNMV

Aureusviruses

Cucumber leaf spot virus CLSV
Johnsongrass chlorotic stripe mosaic JCSMV
virus

Maize white line mosaic virus MWLMV
Pothos latent virus PoLV
Sesame necrotic mosaic virus SNMV

(tentative species)

Avenavirus

Oat chlorotic stunt virus OCsVv
Carmoviruses

Angelonia flower break virus AFBV

Cardamine chlorotic fleck virus CCRV
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Carnation mottle virus

Cowpea mottle virus

Galinsoga mosaic virus

Hibiscus chlorotic ringspot virus
Japanese iris necrotic ring virus
Melon necrotic spot virus

Pea stem necrosis virus
Pelargonium flower break virus
Saguaro cactus virus

Turnip crinkle virus

Necroviruses
Beet black scorch virus
Leek white stripe virus
Olive latent virus 1
Olive mild mosaic virus
Tobacco necrosis virus A
Tobacco necrosis virus D

Proposed Macanavirus

Furcraea necrotic streak virus

Panicovirus

Panicum mosaic virus

Machlomovirus

Maize chlorotic mottle virus

Proposed Zeavirus

Maize necrotic streak virus

CarMV
CPMoV
GaMVv
HCRSV
JINRV
MNSV
PSNV
PFBV
SgCV
TCV

BBSV
LWSV
OoLV-1
OMMV
TNV-A
TNV-D

FNSV

PMV

MCMV

MNeSV
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