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Abstract: Rabbit hemorrhagic disease (RHD) is a highly contagious and acute fatal disease caused by rabbit hem-
orrhagic disease virus (RHDV). RHL caused by rabbit hemorrhagic disease virus type 2 (RHDV2) is mainly prevalent in
Europe, and the mortality rate is as high as 90%. Rabbits can hardly be protected from infecting RHDV2 by classical

RHDV vaccine, resulting in huge economic loss to world
rabbit-raising industry. In April 2020, suspected RHDV2-

induced RHD cases were found in a rabbitry of Sichuan
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that the liver samples of some dead rabbits could not induce hemagglutination. In addition, specific bands of RHDV2 were

detected by RT-PCR in the samples. Further analysis on RT-PCR product of newly discovered strain indicated that the nu-

cleotide sequence of amplified vp60 gene shared 77.5%~-80. 1% and 93.6%—96. 1% nucleotide sequence consistency with

classic RHDV up60 gene and RHDV2 1p60 gene, respectively. The amplified segment and RHDV2 were on the same branch

of the evolutionary tree. The results of virus replication showed that five unweaned rabbits (25-day-old) and five rabbits

(two-month-old) died in 24 h to 48 h after being infected with suspension of 10 ml phosphate buffer saline ( PBS) versus

1 g liver tissues from dead rabbits. These results indicated that the newly discovered RHDV strain was RHDV2, and it was
named as SC2020. This is the first RHDV2 strain detected in China, and it should be carefully monitored.
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transcription-polymerase chain reaction, RT-PCR) 43
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PCR J7EH 5 19 ( R E MR A R H]
AR, VA cDNA MEHR, R H S R E 1) Golden Star
T6 Super PCR MIX #4175 % ) MILAE 55 5 0p60 He K]
F BTG . FHAE R A e SE 0 28 EE T iy A TR
W, 28 8 RHDV 9784 7 M) K/NR 591 bps FI4E
Mz RHDV 5 RHDV2 RT-PCR J5 ¥ i, 4 i
RHDV {4 1 7281 K/N K 193 bp, RHDV2 § 14 7= 4
K/ 829 bp; FH OLE 477 (9 J5 5 4G I B, RHDV2
P K /N A 481 bp,
1.5 FHEEERFIINRIBEMES

1 PCR &34 7= 3% 2 mg 0 R A YR A TR
s ENNF . DNAStar 71 MegAlign 14 %5 3 43
BIEEIR op60 FEPRF 51 A T 25 R A T R 34T
FHB R 79 4% 2 GenBank B4 )%
1.6 FHEWEEFHNLSHT
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fin 3 F4 B P AR AT D) I R R
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Fig.1 PCR identification results of rabbit hemorrhagic disease virus type 2( RHDV2)



BUJE B4 e R UE R T 2 TR 43 19 48 5 791 43 #r 407

2.3 w60 BEEHIF 5537

W%E RHDV2 473574 (R/Ny 829 bp) #Y vp60
FL N5 I8 e % &= GenBank £UHE FE b (5 5%
5 :MT383748) 4 Hiw £ 4 SC2020, & 1 1404
SR NIR AW Y P 51 5 GenBank I B 1)
22l RHDV (FER R GL1) B wp60 FEK (B35,

%1 %8 RHDV . RHDV2 vp60 EEZEBRF M ERMED LR

AF231353  AF402614. DQ205345, FJ794180 .
JN165235 , KU207100 ) ) #% 1 B2 Iy 51 — 2k
77.5% ~80. 1% , 5 RHDV2 (J£[H AN GI1.2) pp60 FE
( % 3 5. FR819781, HE819400. JX133161 .
KP129397 KM115712) ) #% R I¥ 31 — 3 % 4

93.6% ~96. 1%,

Table 1 Homology analysis results of nucleotide sequences of rabbit hemorrhagic disease virus( RHDV) and RHDV2 vp60 genes

N IR (% )
S
1 2 3 4 5 6 7 8 9 10 11 12 13

1 98.1 92.8 92.1 91.1 97.2 86.3 82.5 82.1 79.9 82.5 81.4 79.5
2 93.6 93.0 91.7 98.2 86.4 83.2 82.8 80.4 82.9 82.0 80.1
3 97.3 96.3 93.3 86.0 82.6 82.3 79.8 82.5 81.8 79.4
4 95.2 92.4 85.5 82.9 82.6 79.6 82.7 82.1 79.8
5 91.4 85.8 81.7 81.3 78.5 81.8 81.0 77.5
6 86.1 82.2 81.8 78.9 82.1 81.1 78.8
7 82.6 82.1 79.0 82.8 82.0 78.6
8 98.4 97.7 97.6 96.9 94.2
9 97.3 97.5 96.8 93.6
10 97.6 98.4 96.1
11 97.3 93.8
12 95.9

13

1~6 78 RHDV, %555 20 5 AF231353 . AF402614 . DQ205345 . FJ794180 . JN165235 . KU207100,7 375 RCV, & 35 N X96868, 8 ~ 12 F /R
RHDV2 % 553 525 FR819781 . HE819400 . JX133161 . KP129397 KM115712, 13 /R4 5 Bt AL RS T bk SC2020,
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e, A2 R B MERSL, A 3 LHHK
SR IMEEIN S . XL T K G i I 4 2L A7 48
RHDV 5 RHDV2 % 5 RT-PCR i %, & Pl 1y H 3

TH— RHDV2 F 5P 45 . ik — 25 Xz &
HEATIN 45 BT PCR 47 14 7= Wy i I 7 45 5 5
WREREAR I 7 51— 2L,

3 17 i

RHDV2 [ 2010 4F B IR FE L E B RE DR, 2
B WARZ L RHDV 17 76 RO & 2 | I I 46 75 A
JEFEIN AT, ETE 2017 4ELARTY RHDV 474k
FE LM RHDV 1) G2 F1 G6 #Y If HAFHE G2/
G6 W) E 41 7 k', a1t X} RHDV 38 4 B 7 #k
SC2020 BYJFH 34, HodE bk 5 RHDV2 #ERR A% 1T
Fii PP 3 — 3Pk 93% L I, 52 LAl RHDV kY
KA IR F 9 — B4 80% , 1 xid 38t 7% 9E Ak 43 Hr
ALH AT B TRk SC2020 5 RHDV2 #E Rk T i) —
Ao 3, RIS BT 40 B B9 RHDV 87 8tk 8
RHDV2, iX & 76 P [E E U & B RHDV2 Bitk
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Fig.2 Neighbor-joining phylogenetic tree of vp60 genes
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