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RHDV: % I EwRES

AIRFE LG A F S I6 = HE A8 3R R 41 7 41 ik 47

Locus: DQ205345 7464bp MRNA linear VRL 05-
OCT-2005

Definition: Rabbit hemorrhagic disease virus

strain JX/CHA/97 polyprotein (RHDV), major
capsid protein VP60 (VP60), and structural protein

VP12 (VP12) mRNAs, complete cds.
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S B uniprotH 1) & %3 (IRHDV I 51 VP60 X B gk 47 El X,
b Fr I E e, A
FEo1:

P27410: (strain Rabbit/Germany/FRG/1989)
(Ra/LV/RHDV/GH/1989/GE) (RHDV-FRG)

086119 : (strain AST89) (Ra/LV/RHDV/ASTS89/1989/SP)
(RHDV-ASTS89)

P27411 : (strain V-351) (Ra/LV/RHDV/V351/1991/CK)
(RHDV-V351)

089273 : (strain BS89) (Ra/LV/RHDV/BS89/1989/IT)
(RHDV-BS89)

086117 : (strain BS89) (Ra/LV/RHDV/BS89/1989/IT)
(RHDV-BS89)

H H1Capsid protein VP60 H577AA,fii 11768 — 2344 fii



http://www.uniprot.org/uniprot/P27410
http://www.uniprot.org/uniprot/Q86119
http://www.uniprot.org/uniprot/P27411
http://www.uniprot.org/uniprot/Q89273
http://www.uniprot.org/uniprot/Q86117
http://www.uniprot.org/blast/?about=P27411[1768-2344]
http://www.uniprot.org/blast/?about=P27411[1768-2344]
http://www.uniprot.org/blast/?about=P27411[1768-2344]
http://www.uniprot.org/blast/?about=P27411[1768-2344]
http://www.uniprot.org/blast/?about=P27411[1768-2344]
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UniprotfrgJVP60

Names and origin

Frotein names

Organism
Taxonomic identifier
Taxonomic ineage

Wirus host

Protein attributes

Sequence length
Seguence status
Frotein existence

Racommendad hame:
Subgenomic capsid protein VP60

Rabbit calicivirus (Ra/lLVIRHDVIRCVI1995/IT) (RHDV)

314539 [NCEI)

Yiruses » ssEMA positive-strand viruses, no DNA stage » Calicivindae » Lagovirs
Oryctolagus cuniculus (Rabbit) [TaxD: 9956]

576 AA
Complete.
Evidence at transcript level



VP6OH TS AT

>sp|Q85433|CAPSD RHDVR Subgenomic capsid protein VP60
OS Rabbit calicivirus PE=2 SV=1
MEGKARITPQGEAAGTATTASVPGTTTDGMDPGVVATTSVVT
TENASTSVATAGIGGPPQQVDQQETWRTNFYYNDVFTWSVA
DAPGSILYTVQHSPQNNPFTAVLSOMYAGWAGGMQFRFIVA
GSGVFGGRLVAAVIPPGIEIGPGLEVRQFPHVVIDARSLEPVTI
TMPDLRPNMYHPTGDPGLVPTLVLSVYNNLINPFGGSTSAIQV
TVETRPSEDFEFVMIRAPSSKTVDSVTPAGLLTTPVLTGVGTD
NRWNCQIVGLOQPVPGGLSTCNRHWNLNGSTYGWSSPRFTDI
DHRRGASQPGGNNVLQFWYANAGSAVDNPICQVAPDGFPD
MSFVPLNGPNVPTAGWVGFGAIWNSNSGAPNVTTVQAYELG
FATGAPNNLQPATNTSGSQIVAKSIYAVSTGANOQNPAGLFVM
ASGVISTPTARAITYTPQPDRIVNAPGTPAAAPVGKNVPIMFAS
VVRRTGDVNAEAGSDNGTQYGTGSQPLPVTIGLSLNNYSSAL
TPGOFFVWQLNFASGFMEIGLNVDGYFYAGTGASTT
LIDLTELIDIRPVGPRPSTSTLVFNLGGATSGFSYV



¥EAZZEswiss-model:

Model information:
Modelled residue range:18 to 567

Based on template: [2gh8A] (3.20 A)
Parent PDB: 2gh8 Chain: A ,JA18-5674%
Sequence ldentity [%0]:24.87
Evalue:0.00e-1

Quality information:[details]
QOMEAN Z-Score: -6.15

Warning: Low QOMEAN Z-scores! Only membrane
proteins or models of poor quality are expected to
reach such low scores.
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http://swissmodel.expasy.org/workspace/smtl/index.php?method=results&wt=1&pdbid=2gh8A

% RHDY_YPG0 (1062 x 615 )
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3ZUE Rabbit Hemorrhagic Disease Virus (RHDV)capsid protein
:. é ﬁ Chain(s): AB,C

Authors: Lugque, D.’, Gonzalez,J.M.)’, Gomez-Blanco, 1./, Marabini, R./’, Chichon, 1./, Mena,
1./, Angulo, 1./, Carrascosa,l.L.)’, Yerdaguer, N.), Trus, B.L.), Barcena,

1., Caston,J.R.},

Release: 2012-05-23 Classification: Virus

Experiment: ELECTRON MICROSCOPY

Compound: 1 Polymer / bispiay Fult Polymer Details | Display for All Results ]

Citation: Epitope Insertion at the N-Terminal Molecular Switch of the Rabbit
Hemorrhagic Disease Virus T=3 Capsid Protein Leads to Larger T=4
Capsids.

(2012) 1.Virol. 86: 6470 ; bispiay Full Abstract | Display for All Results |

¥ Molecular Description Hide

Classification: Virus .
Structure Weight: 180796.19

Molecule: CAPSID STRUCTURAL PROTEIN VP60

Polymer: 1 Type: protein Length: 579
Chains: A, B, C
EC#: 2.7.7.48,° @3 3.4.22.66, @3 3.6.1.15° @

Organism Rabbit hemorrhagic disease virus >
UniProtKB: Q86119
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£ RHDV 2 [K] FIN 257 (5325nt4k) 1 C 23 (694 5ntAb)
AT RAR, fili&ENar 1 BEY)AL R

Wit P& RA2 514

F5325:
9'-GGGCAAAACCCGCACGGCGCCGCAAGGCGAAGEC-3
R5325:
9'-GCTTCGCCTTGCGGCGCCGTGCGGGTTTTGLCCC-3
F6949.
9'-GGAGCCTCAACGGCGCCCATTGACTTGACTG-3
R6949:
9'-CAGTCAAGTCAATGGGCGCCGTTGAGGCTCC-3’
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1.Rabbit haemorrhagic disease (RHD) and rabbit
haemorrhagic disease virus (RHDV): a review
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