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Sequencing and analysis of the complete genome
of the first rabies virus isolate from Fujian, China
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Abstract : In order to investigate gene sequences and evolution characteristics of rabies virus and provide theoretical informa-
tion, the complete genome of the first rabies virus isolate from Fujian was sequenced and analyzed. In this study, we extracted
viral RNA from cell culture directly, and then the segment RT-PCR were used for gene sequence amplification; thirdly, the ob-
tained gene fragments were molecularly cloned and sequenced; at last, these fragments consisted of whole genome sequences
were analyzed. The entire genome nucleotide sequence was obtained with no insertion and deletion in the coding region after the
application of designed rabies primers. Mutations in the N protein antigenic sites occurred mainly in B-cell epitope a 379 V —
L; the amino acid for glycoprotein antigenic sites I (231-bit) was L; antigenic site IT 199 at sites R = G mutation occurred; an-
tigenic site I1I 333 bit arginine (R). These results laid a foundation for further research on the mutation, dissemination, and
mechanisms of rabies virus.
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Tab.1 Information of rabies virus used in this study
Accession Gene
Strain Type Source
no. type
AB085828 HEP-Flury Fixed Japan 1
AB044824 Nishigahara Fixed Japan 1
AB128149 NI-CE Fixed Japan 1
AF499686 SRV-9 Fixed Jilin, China 1
EU182347 RB/E3-15 Fixed Jilin, China 1
EF564174 CTNI181 Fixed Shandong, China 1
EF542830 RV-97 Fixed Russia 1
RAVCGA SAD B19 Fixed US I
JQ944709 EPHVAC Fixed Ethiopia I
EF206707 ERA Fixed Germany 1
EU549783 BD06 Street Hebei, China 1
JQ970486 CSD0708D Street Shandong, China 1
JQY70487 CSX0904D Street Shanxi, China 1
FJ712193 DoO1 Street Zhejiang, China 1
GU345748 SHO06 Street Shanghai, China 1
JQ970485 CJX0906D Street Jiangxi, China 1
GU315746  CQU2 Streer OPENRE: 1
China
GU345747 ] Street Ningxia, China 1
EU293121 8743THA Street Thailand 1
EU643590 HNI0 Street Hunan, China 1
DQ875050 MRV Street Henan, China 1
GU358653 GX4 Street Guangxi, China 1
DQ875051 DRV Street Jilin, China 1
KC196743 DRV-NGI1 Street Nigeria 1
EF437215 NNV-RAB-H Street India I
HQ450386 DRV-Mexico Street Mexican 1
KC595281 Rus8053c_2011 Street Russia 1
AY705373 SHBRV-18 Street US I
EU311738 RRV ON-99-2 Street Canada 1
AY956319 serotype 1 Street India 1
EU293120 94286SA Street South Africa A%
NC009527 EBLV1 Street Germany A\
EU293109 03002FRA Street France \%
NC009528 EBLV2 Street UK VI
AF006497 ABLV Street Australia VI
EF614258 WCBV Street Russia N/A
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M: DL20000; 1-6: PCR product A (532 bp); B (1 533 bp); C(1
991 bp); D (2 421 bp)s E (4 108 bp); F (2 924 bp); 7: Negative.
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Fig.1 Results of RT-PCR
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Fig. 2 Mutation comparison of major antigenic sites of nucleo-

protein
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Fig.3 Mutation comparison of nucleoprotein Th-cell epitope
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Fig. 4 Mutation comparison of nucleoprotein B-cell epitope

and phosphorylation site
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Fig.5 Analysis results of glycoprotein antigen sites
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Fig. 6 Phylogenetic analysis of 29 rabies virus sequences
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