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Abstract: This study aims to develop a RT-PCR system to distinguish the classical and variant rabbit hemorrhagic
disease virus (RHDV). According to VP60 sequences of the classical and variant RHDV available in GenBank, two pairs
of primers were designed. pMD19-T-VP60-2 containing VP60 gene of variant RHDV2 and pMD19-T-VP60 containing VP60
gene of classical RHDV were used as templates to optimize the annealing temperature of RT-PCR reactions and test sensitiv-

ity and specificity. The RT-PCR was also used to detect the samples experimentally infected with RHDV and RHDV-suspec-
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temperature at 58. 2 “C showed good sensitivity and specificity to

RHDV and RHDV2. The detection limits were 96 copies for

F% B RRLE 3L 470 H (31502073) classical RHDV and 75 copies for RHDV2, respectively. The re-
PEE R Ay RHTE (1985-) 40 4 I ZL I BT 5E 51 sults were negative for Bordetella bronchiseptidca, Pasteurellam-
TENFE G AR U5, (Tel) 025- ultocide , Clostridium perfringens, Escherichia coli and pMD19-T-
84390337 ; ( E-mail) songyanhua8507@ 126.com EBHSYV. The diagnostic rate was 100% for the samples experi-
BIEE .+ 5, (Tel)025-84390337; ( E-mail ) rwangfang@ mentally infected with RHDV. Fifteen RHDV-suspected clinical

126.com samples were detected, three of which were positive for classical
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RHDV infection, and others were all negative for both classical RHDV and RHDV2.The RT-PCR method is rapid, specific
and sensitive for distinguishing RHDV and RHDV2 in a reaction system, and will offer a technical support for rapid detec-

ting the epidemic of RHDV, especially RHDV2.
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Table 1 Primers used in this study
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Fig.1  The optimization of annealing temperature of RT-

PCR system
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Fig.2 The specificity of the primers for classic RHDV and vari-
ant RHDV2
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Fig.3 The sensitivity of the RT-PCR method
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Fig.4 The specificity of the RT-PCR method
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Fig.5 Identification of RHDV in the samples by RT-PCR
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