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No. of participants

genotype provided

performing sequencing 33 35 25 e 34 33 24
No. of participants

getting full score 28 23 23 42 29 16 24
No. of correct sequences

provided without

genotype assigned or 3 10 0 1 3 15 0
incomplete sequence

No. of incorrect 2 2 2 0 2 2 0
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Genotype

oD
o
>4 Genogroup
: Deleted or not (ISAV) re
Ampoule Pathogen Amplicon sequenced Genotype equence ( le isolates:
number Identification (ref and primers)
Mid G gene Upstream Primer 5"-AGA-GAT- TTTTATTGGAGGAA |DQ164100.1 Infectious hematopoietic necrosis virus isolate BLk94 glycoprotein (G) gene,
EC.C'TA;"Z?T'AGGGAT'GG/;:Z %TD;’(‘;"C“SGt:;am éﬁg?;égﬁéﬁgg: 100% 645bps. Infectious hematopoietic necrosis virus gene for glycoprotein, complete
rimer 5 - - - - - ! - I o
Am poule 1] IHNV CAA-3’. Emmenegger E.J., Meyers T.R,, ) TTGGTCCA cds, strain: ChAb76 643/645 99%
Burton T.O & Kurath G. (2000). Genetic ACGTAGTTTGGATG
diversity and epidemiology of infectious GGTGATGCAGGGAT
hematopoietic necrosis virus in Alaska ACCAGCCTGTGATT
HA gene CCAATGACTGCACT |ISAV4(90/09/400) (Genbank Accession DQ785248.1)
Mjaaland et al (2002). Virology, 304:379- GACGGACCTACTGA
391 CATGATCATCCCAA

Ampoule VII| ISAV HPR-deleted |Klon1EGFP-F15'- HPR deleted |crrceate
GGGCTAGCATGGCACGATTCATAATT-3' ACACTGGACAACGC
Klon1EGFP-R15'- GGCAAGGGAGCTGT
GGGGTACCGTAGCAACAGACAGGCTCGAT- ACCTGGGAGCATGC

Only fill in the Genotype
No isolate name, serotype, etC.\lz
Emmenegger et al. (2000) GTGCAATCCGTGAA |100% query cover and 665nt 100% identical with:
Sequence (5> 3') BLK94, AGCCCTCCCACTCATIDN164100.1 - Infectious hematopoietic necrosis virus isolate BLk94 glycoprotein (G) gene,
IHN-GF1 AGA GAT CCC TAC ACC AGA GAC CCCCAAAGGGTCGT sarlEE ik

Ampoule 11l IHNV IHN-GR1 GGT GGT GTT GTT TCCGTG CAA | genogroup U, [TCccATTTCGTGAA P
Enzmann et al. (2005) GCTGGTAGCGCGAT
Sequence (5'-> 3) subtype P GGGCCCTGTACGTC
IG1 ATG GAC ACC ATG ATC ACC GICCTGTICCTTGGA
HPR of segment 6 (HE gene); TGACCAGACAAGCT ||SAV4 90/09/400; DQ785248
Markussen T, Jonassen CIM' N”ma”c’:’icj HPR 2/ TAGGTAACACAGAC \1arkussen, T., Jonassen,C.M., Numanovic,S., Braaen,S., Hjortaas,M., Nilsen,H. and
Braaen S, Hjortaas M, Nilsen H, Mjaalan group ACACTTATCATGAG . . . . . . . .

Ampoule Vil ISAV (HPRdel) 5. Evolutionary mechanisms involved in GO b Mjaalahd,.s. EvolutlonarY m.echanlsms mvollved |n.the virulence of infectious salmon
the virulence of infectious salmon EU-G2 EBroup |ATAAGGAGATGATC [anaemia virus (ISAV), a piscine orthomyxovirus. Virology 374 (2), 515-527 (2008)
anaemia virus (ISAV), a piscine AGTAAACTTCAGAG
arthomvxavirus. Virolosv. 2008 Mav GAACATCACAGATG [ISAV E72h /072 lenlate fram Nava Seatia helangine tn the FLILE cithornun within the FII-G?2
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						Ampoule number		Pathogen Identification		Amplicon sequenced (ref and primers)		Genotype		Sequence		Possible isolates: 

						Ampoule III		IHNV		Mid G gene Upstream Primer 5’-AGA-GAT-CCC-TAC-ACC-AGA-GAC-3’;  Downstream Primer 5’-GGT-GGT-GTT-GTT-TCC-GTG-CAA-3’. Emmenegger E.J., Meyers T.R., Burton T.O & Kurath G. (2000). Genetic diversity and epidemiology of infectious hematopoietic necrosis virus in Alaska. Dis. Aquat. Org., 40, 163–176		U		TTTTATTGGAGGAAAATGTACCAAATCACCCTGCCAGACTCATTGGTCCA
ACGTAGTTTGGATGGGTGATGCAGGGATACCAGCCTGTGATTCCAGCCAA
GAGATAAAAGGTCACCTCTTTGTTGATAAAATCTCCAATCGAGTCGTGAA
GGCAACGAGCTACGGACACCACCCCTGGGGACTGCATCGGGCCTGTATGA
TTGAATTCTGTGGGAAACAGTGGATACGGACAGATCTCGGTGACCTGATA
TCTGTCGAATACAATTCCGGAGCAGAAATCCTCTCGTTCCCGAAGTGTGA
GGACAAGACGGTGGGGATGAGGGGAAACTTGGATGACTTTGCCTATCTAG
ACGATCTGGTGAAGGCCTCTGAGAGCAGAGAAGAATGTCTTGAGGCGCAC
GCCGAGATAATATCAACAAACAGTGTGACTCCATACCTCCTATCCAAGTT
CCGATCTCCACATCCCGGAATAAATGACGTCTACGCTATGCACAAAGGCT
CCATCTATCACGGGATGTGCATGACGGTCGCTGTGGACGAGGTATCCAAG
GACAGGACGACGTACAGGGCCCATCGCGCTACCAGCTTCACGAAATGGGA
ACGACCCTTTGGGGATGAGTGGGAGGGCTTTCACGGATTGCACGG
		DQ164100.1 Infectious hematopoietic necrosis virus isolate BLk94 glycoprotein (G) gene, 100% 645bps.  Infectious hematopoietic necrosis virus gene for glycoprotein, complete cds, strain: ChAb76 643/645 99%

						Ampoule VII		ISAV HPR-deleted		HA gene
Mjaaland et al (2002). Virology, 304:379-391
Klon1EGFP-F1 5'-GGGCTAGCATGGCACGATTCATAATT-3'
Klon1EGFP-R1 5'-GGGGTACCGTAGCAACAGACAGGCTCGAT-3'
Also: Commission Implementing Decision (EU) 2015/1554
HPR seg 6 Rev Part 3 Annex II
5′-GAT-GGT-GGA-ATT-CTA-CCT-CTA-GAC-TTG-TA-3′		HPR deleted		CCAATGACTGCACTGACGGACCTACTGACATGATCATCCCAACTTCGATG
ACACTGGACAACGCGGCAAGGGAGCTGTACCTGGGAGCATGCAGGGGAGA
CGTGAGAGTGACGCCTACATTTGTGGGAGCAGCAATTGTTGGACTTGTTG
GACGAACAGACGCAGTTACCGGTTTTTCGGTGAAGGTGTTGACTTTCAGC
AGCCCTACAATTGTAGTGGTTGGATTGAATGGAATGTCCGGAATCTACAA
GGTCTGCATTGCAGCAACATCTGGGAATGTGGGAGGAGTGAAACTGATCA
ACGGATGCGGGTATTTCAACACACCTTTGAGGTTTGACAATTTCCAAGGA
CAAATCTACGTGTCAGACACCTTTGAAGTGAGGGGAACCAAAAACAAGTG
TGTTCTGCTAAGATCTTCTAGTGATACGCCTTTGTGTTCACACATCATGA
GGAACGTTGAGCTAGATGAGTATGTAGACACACCAAATACAGGGGGTGTT
TATCCTTCTGATGGTTTTGACTCACTACATGGTTCAGCTTCCGTTAGAAC
GTTCCTCACTGATGCATTGACATGCCCAGACATTGACTGGAGTAGAATTG
ATGCTGCTTCGTGTGAATATGACAGCTGCCCTAAGATGGTTAAAGATTTT
GACCAGACAAGCTTAGGTAACACAGACACACTTATCATGAGGGAGGTAGC
ATTGCATAAGGAGATGATCAGTAAACTTCAGAGGAACATCACAGATGTAA
AGATCAGGGTAGACGCAATCCCACCTCAGCTGAACCAAACTATGGGTGTA
GCAGGTTTTGGGATTGCTCTGTTCCTAGCAGGTTGGAAAGCATGTATTTG
GATTGCAGCATTCATG		ISAV4(90/09/400) (Genbank Accession DQ785248.1)

						                                                                Only fill in the Genotype↑


                                                            No isolate name, serotype, etc.↓

						Ampoule III		IHNV		Emmenegger et al. (2000) 
Sequence (5´-> 3´)
IHN-GF1 AGA GAT CCC TAC ACC AGA GAC
IHN-GR1 GGT GGT GTT GTT TCC GTG CAA
Enzmann et al. (2005)
Sequence (5´-> 3´)
IG1 ATG GAC ACC ATG ATC ACC
IGR CCG GTT TGC CAG GTG ATA CAT
		BLK94, genogroup U, subtype P 		GTGCAATCCGTGAAAGCCCTCCCACTCATCCCCAAAGGGTCGTTCCCATTTCGTGAAGCTGGTAGCGCGATGGGCCCTGTACGTCGTCCTGTCCTTGGATACCTCGTCCACAGCGACCGTCATGCACATCCCGTGATAGATGGAGCCTTTGTGCATAGCGTAGACGTCATTTATTCCGGGATGTGGAGATCGGAACTTGGATAGGAGGTATGGAGTCACACTGTTTGTTGATATTATCTCGGCGTGCGCCTCAAGACATTCTTCTCTGCTCTCAGAGGCCTTCACCAGATCGTCTAGATAGGCAAAGTCATCCAAGTTTCCCCTCATCCCCACCGTCTTGTCCTCACACTTCGGGAACGAGAGGATTTCTGCTCCGGAATTGTATTCGACAGATATCAGGTCACCGAGATCTGTCCGTATCCACTGTTTCCCACAGAATTCAATCATACAGGCCCGATGCAGTCCCCAGGGGTGGTGTCCGTAGCTCGTTGCCTTCACGACTCGATTGGAGATTTTATCAACAAAGAGGTGACCTTTTATCTCTTGGCTGGAATCACAGGCTGGTATCCCTGCATCACCCATCCAAACTACGTTGGACCAATGAGTCTGGCAGGGTGATTTGGTACATTTTCCTCCAATAAAATCTGAGTCCAGAAAGTCTCTGG		100% query cover and 665nt 100% identical with:
DQ164100.1 - Infectious hematopoietic necrosis virus isolate BLk94 glycoprotein (G) gene, complete cds


						Ampoule VII		ISAV (HPRdel)		HPR of segment 6 (HE gene);
Markussen T, Jonassen CM, Numanovic S, Braaen S, Hjortaas M, Nilsen H, Mjaaland S. Evolutionary mechanisms involved in the virulence of infectious salmon anaemia virus (ISAV), a piscine orthomyxovirus. Virology. 2008 May 10;374(2):515-27.		HPR group 2/
EU-G2 group		TGACCAGACAAGCTTAGGTAACACAGACACACTTATCATGAGGGAGGTAGCATTGCATAAGGAGATGATCAGTAAACTTCAGAGGAACATCACAGATGTAAAGATCAGGGTAGACGCAATCCCACCTCAGCTGAACCAAACTATGGGTGTAGCAGGTTTTGGGATTGCTCTGTTCCTAGCAGGTTGGAAAGCATGTATTTGGATTGCAGCATTCATGTACAAGTCTAGAGGTAGAATTCCACCATCA		ISAV4 90/09/400; DQ785248
Markussen,T., Jonassen,C.M., Numanovic,S., Braaen,S., Hjortaas,M., Nilsen,H. and Mjaaland,S. Evolutionary mechanisms involved in the virulence of infectious salmon anaemia virus (ISAV), a piscine orthomyxovirus. Virology 374 (2), 515-527 (2008)
 
ISAV F72b/02; Isolate from Nova Scotia, belonging to the EU-F subgroup within the EU-G2 group; AY971656
Devold,M., Karlsen,M. and Nylund,A. Sequence analysis of the fusion protein gene from infectious salmon anemia virus isolates: evidence of recombination and reassortment. J. Gen. Virol. 87 (PT 7), 2031-2040 (2006)


IISAV 37/98; HPR group 2, ISAV from T-Blåmannsvik/Norway; AF364881
Devold M, Falk K, Dale B, Krossøy B, Biering E, Aspehaug V, Nilsen F, Nylund A. 
Strain variation, based on the hemagglutinin gene, in Norwegian ISA virus isolates collected from 1987 to 2001: indications of recombination. Dis Aquat Organ. 2001 Nov 8;47(2):119-28.
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VHSV

IHNV

EHNV

Ranavirus = NOT EHNV
SVCV

Birnavirus Il (Telinavirus)
Perch Rhabdovirus

IPNV

HPR-deleted ISAV or HPRO ISAV
KHV
SAV

| (a-e), II, I, IV (a-d)

U M,LE,)

EHNV

Not EHNV

Genogroup 1 (a-d), 2, 3, 4

Genogroup 1, 2, 3,4, 5

Optionally: within genogroup 1 — genotype (1-4)
HPR-deleted / HPRO

CyHV (1-3)

1,2,3,4,5,6
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VHSYV Isolate DK-9895174 (la)
Viral hemorrhagic septicemia virus strain DK-9895174 _complete genome Viral hemorrhagi... 2815 2815 100% 00 100.00% 11159 MKB29413.1
Viral hemorrhagic septicemia virus viral cRNA for glycoprotein (G gene), isolate DK-9895390 Viral hemorrhagi.. 2815 2815 100% 0.0 ( 100.00% )1524 LN876846.1 _
Viral hemarrhagic septicemia virus viral cRMA for glycoprotein (G gene),_isolate DK-9895391 Viral hemaorrhagi... 2804 2804 100% 0o 99.87% 1524 | N876347.1
Viral hemorrhagic septicemia virus isclate DK-9895024 glycoprotein (G) gene,_complete cds Viral hemorrhagi... 2804 2804 100% 0.0 99.87% 1524 AYG546599. 1

Viral hemorrhagic septicemia virus viral cRNA for glycoprotein (G gene), isolate
DK-9895390

ZenBank LNETER46 1 FEATURES Location/Qualifiers

source 1..1524
forganism="Viral hemorrhagic septicemia virus"
fmol_type="viral cRNA™
fisolate="DK-289535@"

CASTA  Graphics

1EFERENCE 1 Shost="0Oncorhynchus mykiszs"

AUTHORS  Cieslak,M., Mikkelsen,5.5., Skall,H.F., Baud,M., Diserens,N., fdb_xref="taxon:11287"
Engelsma,M.¥., Haenen,0.L., Mousakhani,5., Panzarin,V., Wahli,T., fcountry="Denmark"
Olesen,M.J. and Schutze,H. feollection_date="1998"

TITLE Phylogeny of the Viral Hemorrhagic Septicemia Virus in European fcollected_by="EU RL Fish Diseases, Kopenhagen, Denmark,
Aguaculture N. J. Olesen”

JOURMAL  PLoS ONE 11 (10), E@154475 (2016) /note="Genogroup: I;

PUBMED 27760205 Sub-Genogroup: a; 1

l:ulut: TS }IIUII-‘P'III- l"\lU"f gy
g5ne 1..1524
f‘rE",Er'IE'="G"
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HE

S IgVi10D Genogroup E
Ig 4262
1g.030 M-Eur1
I Genogroup M or E?
30 100 Ig.8
54 1g.28 + M-Eur2
Ig.332
— lg.1F
85 | Ig.i.’!
100 [ 9311:}
LR8O M
HL I'r‘lﬂ WRAC Vol. 66: 187—195. 2005 DISEASES OF AQUATIC ORGANISMS Published Septemb.
CETEE e H N Dis Aquat Ol‘g 'ublishe eptembel
98 [ RBT6
’_[ g RB
100 98 | g6 [ LWSBT u
Lcmsg Infectious hematopoietic necrosis virus:
Ig.IHNcod monophyletic origin of European isolates irom
i North American Genogroup M
lg. IHMFryer
_Glg'l_:ﬁﬁﬂv } L P.-J. Enzmann'*, G. Kurath?, D. Fichtner?, S. M. Bergmann?®
— Full G-gene

0.005
substitubons/site

European isolates in bold
(1987 to 2002)
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Ampule lI- IHNV - Isolate 32/87 genogroup E

97

75
73

I LRa0

— Img.1F

— 183110

87

Rgo8

Img.SRCWV

88 [— R&
LES1KI
Ei[ LRT3

Img. IHMNFryer
[ WAC4

[ WAC18

R7

— R24

Img.RBE
— Img.IHNcod
CarR8517
— AK40BC

ColBD

AK12

FRO031
—Eg{’ Col8s } L

— 0.005 substitutions/site

= FFE6
FF2
79 FF191
2 FF10 D

FFa4
100 FF4
49-4—|__|_— FF177 C
FFa
100 [ Img. WRAC }
85 caT A > M
72 — Img.8
82— o205

Img.V4262

Img.D30

HO7? !
Hg003 E
556

B
FF114

Img.28

FFD53

Img.Vi100

Img. 832
Img.332
Img.13

> U

Mid-G sequences




HE

IHNV

4:%&[“4

79 Rt152
Broo lJl
[H au,[] 19
Hag017

70
—rr S49 B
Ri83

9 —Ri2

t18
tl36
Hagl43

H0 rt177

25
Hagl44 C
——Hag124
77 '— Hag012
857 _

—l:q‘ s
Hag010
L &5F

Hag(04

98

BC

91
% 10
Lsrey

— 0.005 substitutions site™

————N
——LR73Rns
—

o8, W R-%(mnd s % A

2
il Hag003 530
——AU-2695338, IT-217A
520

—L
7"31’[]'/
87

DE-DF-4/99-8/99
DE-DF-13/9811621 )

G

JRt

DQ164103, isolate FF030-91, USA, n.d. [Garver, 2006, unpubl ]
1 DQ164101, isolate 220—90. USA, n.d. [Garver, 2006, unpubl.]
AB250930, strain RtNag76, Japan, 1976 [39]
luasaz, strain WRAC, Idaho, USA, 1982 [38]
e 120y L40883, ATCC strain VR-1392, strain WRAC, Idaho, USA [37]
Rl L40875, strain CST-82, Idaho, USA, 1982 [38]

L40878, strain LR-80, Washin ton USA 1980 [38]
[LAOB'H strain 193-110, Idaho, Ut 84 [38]
|£rl L40876, strain HO-7, Idaho USA, 1984 [3

E

U+

453

AB250935, strain RtToya80, Japan, 1980
_I 98 d iz AFZAE

997 AY331660, isolate B, Germany, 1999 [19]
AY331659, isolate 28, Germany, 2002 [19]
AY331657, isolate 332, Italy, 1992 [17, 19]
AY331658, isolate 13, Germany, 1998 [19]
AYS524114, isolate 173/98, Lower Austria, Austria, 1998 [t.p.]
AY3524115, isolate 174/97, Upper Austria, Austria, 1997 [t.p.]
AY524112, isolate 152/97, Upper Austria, Austria, 1997 [t p]
AY524116, isolate 19/02, Upper Austria, Austria, 2002 [t.p
AY524118, isolate 252/03, Lower Austria, Austria, 2003 [t p]
AY524128, isolate 10/03, Trient, Italy, 2003 [t.p.]
AYS524125, isolate 65/98, Carinthia, Austria, 1998 [t.p.]
AY524123, isolate 4/99, Carinthia, Austria, 1999 [t.p.]
AY524122, isolate 4/98, Styria, Austria, 1998 [t.p.]
M-Eur1 AY524126, isolate 80/95, Styria, Austria, 1995 [t.p.]

-EUrT I ay524113, isolate 17/95, Lower Austria, Austria, 1995 [t.p.]
AY524111, isolate 13/95, Salzburg, Austria, 1995 [t.p.]
AYY331664, isolate 62, Germany, 1995 [19]
AY331666, isolate Vi100, France, 1996 [19]
AY331663, isolate 42, Germany, 1995 [19]
AY331661, isolate 832, Germany, 1994 [19]
AY524109, isolate 106/98, Styria, Austria, 1998 [t.p.]
AY331662, isolate D30, Germany, 1995 [19]
AY 331665, strain FsK/88, France, sequenced in Germany 51 9[1(
AYS524121, strain 32/87, France, 1987, sequenced in Austr pl
X89213, sfrain 32/87, France, 1987 [45]
4651 XT3872, strain K, France, 1987 [26, 44]
AY524124, isclale 55!94‘ Lower Austria, Austria, 1984 [t.p.]
AY524110, isolate 113/94, Lower Austria, Austria, 1994 [t.p.]
AY524108, isolate 106/94, Upper Austria, Austria, 1994 [t.p.]
AY524120, isolate 264/94, Upper Austria, Austria, 1994 [t.p.]
AY524127, isolate 95/94, Styria, Austria, 1994 [t.p.]
AY524129, isolate 49/94, Styria, Austria, 1994 [t.p.]
AY524117, isolate 236!94 Styria, Austria, 1994 [t.p.]
AB231686, strain HV7601, Japan [Oshima et al., 2005, unpubl.]
= AB250931, strain Rtﬂagsz Ja ;an 1982 [39]
AB250928, strain ChYu78, Japan, 1978 [3
AB250929, strain KoMo71, Japan, 1971 [39]

210

i3

625

= J15170, strain RB-76, Oregon, USA, 1976 [Kim et al., 1994, unpubIL
DQ164099, isolate Auke77, USA, n.d. Garveretal 20086, unpubl.]
m|L40872 strain Carson-89, Washzngton USA, 1989[38]

U040t srain Round Bute 1, USA, 1576 [Emmenegger and Kurath, 1996, unpubl
L40879, strain LWS-87, Washlngton USA, 1987 [| %
e64 pm 40873, strain Col-80, California, USA, 1980 [38]
s [ 140874, strain Col-85, California, USA, 1985 [38]
DQ164102, isolate FRO031, USA, n.d. [Garver, 2006, unpubl]
I 40881, strain SRCV, California, USA, 1966 [38]
505 | | 40877, strain LR-73, Washington, USA, 1973 [38]

164100, isolate BLK94 USA, n.d. [Garver, 2006, unpubl.]
Y18354. strain 546, USA, n.d. [3]

AY524107, ATCC strain VR-?I4 USA, sequenced in Austria [t.p.]
AB250927, strain ChAbT76, Japan, 1976 [39]

L40880, strain RB-76, Oregon, USA, 1976 [38]
M16023, strain Round Butte, Oregon, USA [29]

. 28, strain G4, Japan, 199‘) IMiikstra at al 2000 unnnhbl 1
1

57

k= AB250934, strain RtTochig6, Japan, 1986 [39]

Kolodziejek, et al. 2008
DOI: 10.1128/JCM.00566-07

AB250933, strain AyTochigé, Japan 1586 [39]

Johansson et al. 2009
doi: 10.3354/dao02108
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Ampule lI- IPNV - Isolate Sp genogroup 5
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DISEASES OF AQUATIC ORGANISMS
Dis Aquat Org

Vol. 45: 89-102, 2001 Published June 20

07 I Bull
Phylogenetic relationships of aquatic birnaviruses \ ﬁL s | Geanotype
based on deduced amino acid sequences of genome . H o

——~“Fmno | Genotype

segment A cDNA w0 . eoom0s Genoaroup 1

Genalype 3
- VR2HE I
L4
S. Blake!, J.-Y. MaZ, D. A. Caporale’, S. Jairath!, B. L. Nicholson'* I f p we
BT i 4'
] (]
]Departm.en‘l of Biochemistry, Microbiology and Molecular Biology, University of Maine, Orono, Maine 04469, USA - Genotype 2
*Millennium Pharmaceuticals, Inc. Cambridge, Massachusetis 02139, USA — JAATTC
’Deparlment of Biology, University of Wisconsin, Stevens Point, Wisconsin 54481, USA |_ — 3
| Genogroup 2
- : —
R L2 ]
e (S Y
_ 150 Jl'_ — E18 . Genogroup 3
Genogroup 1to 5 o | . g
120 _— |

A5V Genogroup 4

Optional _ | | o

v

: . PR T
GenOtype 1 to 4 (In genogroup 1) : F:u?ﬁ Fig. 3. Cladogram representing phylogenetic
0o r W Genogroup B relationships of aguatic birnaviruses based on
i [_ D deduced amino acid sequences of VP2, The

length of each pair of branches represents
the distance between sequence pairs, and the
He Genogroup & numbers indicate the bootstrap values

Partial VP2 sequences
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Ampule llI- SVCV

HE

(B)

850115
Genogroup |

SVCV

V76 Genogroup |

PFRVF4 Genogroup Il

890-8: 84-4

993890 9.1
994663 1.1 ~2238907.
994668 1.1

993890 2.1
993890 11.1

98-93
994663 2.1
98-109

Genogroup IV

24 March 2021 DTU Aqua

DISEASES OF AQUATIC ORGANISMS

Vol. 53: 203-210, 2003 Dis Aquat Org

Published February 27

Nucleotide sequence analysis of the glycoprotein
gene of putative spring viraemia of carp virus and
pike iry rhabdovirus isolates reveals four genogroups

D. M. Stone!*, W. Ahne?, K. L. Denham’, P. F. Dixon!, C. T.-Y. Liu', A. M. Sheppard’,
G. R. Taylor!, K. Way!

Partial G-gene




W

SVCV

JQ666283 Largemonth bass OHUSA

S 110666284 Blnegill OHTUSA

43

100

JQ666282' Common carp WITISA

EF 19406 5/Common carp’'Canada

A JQ247697/Common carp NINTUSA
DQ227500/Common carp WI'USA

42 LDQ227502/Common carp IL TUSA
AJ538066 KoUK

AYS842485 K or'Chma

AYB42486 Goldfish'Chma
EU370915/Common carp' Chma
DQ097384/Common carp CHIN A
DQ227303 KoirWATUSA

DQ227504/ KoyMO/USA
2L DQI27TS0VKoNCUSA

AY842489/Common carp/China

100 ——— AJ538074/Common carp/Russia
L 1J538064/Bighead carp Ukraine

AJ53807 5 Rambow trout Ukrame

99
I— AT538060/Common carpMaldova

il— FN424065/Conmon carp'Czech Republic
FN178487/Common carp Australia

100

61

Phelps et al. 2012.

AJS38080/Common carp UK
| iNtI‘ 002803/ Common carp Yugoskvia
86 1718101/ Conmmeon carp/Yugoskavia

1b

1d

DOI: 10.1080/08997659.2012.711267

24 March

| 39-97
66-94
122-02

34-99
37-06
331207 1d1

92-94
54-03

O 3581 3425 07

29-97

0.8 127 o B

16-06 —

51 .6|7 9.5— 38-06 d2
323707

| [~ AJ318079 —
68.9 a3

-9° Z37505

AY 842487 —
AY 842486
EU370915
AY 842484
DQ227502
DQ227500
63.0 AY 842485 la
[ EU177782
— DQ227503
100.0 — AY 842488
DQ491000
391107
6.1 AY 842489

L) L)

6 4 2 0
Nucleotide Substitutions (x100)

Bootstrap Trials = 1000, seed = 111

T 67.4

Basic et al. 2009

Genogroup | (a-d)
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AF3IG4B6% 1B/S%6 SF
Virll TR-96

VirZd TR-98

Virl Ho-91
AFIG4E94 &/9%1 Ho
virt Glesvaer Ho-30
AF3164B74 3B/%3 HT
AF3164831 37/%8 Tr
AFPIG48487 33,588 Tr
APIG4BEY 22796 Tr
AP191126 149{],."‘93 Seatland
Vir7 HL-23

Wir2ld HL-36

wir3d HNL-56
AF294B881 US575-1 Canada
AFIG4B95 9/93 ML
Vir3lE Ro-29
Vir3lla Ro-=9%
Virzl SF-85%
Viri% England-9%
AFIGABTI 14/95 MR
AFIS4BTE 48/%99 BF
AFI64E896 46/99 MR
AF3I02B01 10/%3 TR
Vir8 TR-94

Virld TR-93

Vir4d WL-83
MF1G4BE4 S4,/00 SF
RFIG4EID 57,00 SF
Wirlé S5T-57
AF164878% 28/%7 BT
AFiG4B85 25/97 BT
MPIG4EST 7797 BT
wirld BT=357

wirls ST-57
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wirld ST-57

virlRk ST 57
AFiG4HEE 21796 BT
Vir22B WNL-9&
wirdldh HL-98&
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or
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HPR = highly polymorphic region
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Notes:

* It is not necessary to find the exact isolate to find out the genotype/genogroups
» Fishpathogen database has only been maintained for VHSV, and records are curated

« Sometimes genotype is written in genbank record — and usually is written in associated
publications

* There is no simple recipe to find out genotypes/genogroups

» Possible to keep in house small databases with relevant isolates representing all
genotypes/genogroups of a virus.
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SAV

F06 119 freshwater Scotland
F02-67(18) freshwater England
F13-557 Switzerland 2013
S49p 1995 France

F04 08 freshwater Spain

— SAV2 Genotypes SAV1 to SAV6

EE37 freshwater France
FO06 198 freshwater Italy
Marine site F3 2009 Scotland
99 Marine site C 2012 Norway
FE‘ Marine site FO6 290 Scotland
SAV 2003 Norway
100 LI—H‘IO 2007 Norway = SAV3
SAV 2002 Norway

100

] 31I:F91 115Ireland |
86 F03 209 Scotland = SAV4
F04 44 Ireland |
F93 125 Ireland l
J[fue 227 Ireland _ SAVI
7 SAV 4640 Scotland J

—F06 17 Scotland l

Partial E2 gene

o FO6 93 Scotland o
;EFD? 02Scotiand [ O NV7
FO5 124 Scotland _ Schmidt-Posthaus et al. 2014
— F 1045 96 Ireland SAV6 doi: 10.3354/dao02766
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