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Abstract: Viruses of the family Rhabdoviridae cause extensive damage to human health, agricultural production, animal
husbandry, and fishery. Genera in this family differ from each other in genome structure, host range, and transmission mode.

There are 9 well established genera in this family at present, while some newly discovered viruses need to be classified. The

evolution of Rhabdoviruses is associated with vectors (hosts), transmission mode, and environment.
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Figure 1 Virion structure of Rhabdovirus

AR FURAZA T R RSy, TR d BE K 2H RNA 2
Wi R B R , TR 41 RNA I FE  HA R . ¥
B P AR R E R, S5 PRIE T AL R Rl
BEUE A D RE R AR Fe 8 1 BN 28 , e R4 i 7
UKL Peng 45 5E 1 V2 VR HL T W IUBR RO 4878 T KA 1
2RI (Vesicular stomatitis virus, VSV) 7 i 2 55 X 10 26 T 12 7€
S5H8 M2 R BTE FAAL, NIRRT S RNA L JETEE



chEES 4 5 B 25 2014 E 8 BB 25 %8 48 Chin ) Vector Biol & Control, August 2014, ¥ol.25, No.4 - 375 -

IR O 25 R AT 44256 0, PR B L At 56 57 2 1) i
TR A 3, SOREAZ A ST AR 1A 4 T b B — A3 A, iR
WEEBURC 100~430 nm, ¢ 45~100 nm.
2 ERFEEMNE

ORI RERH T 5 FART Tz A KA AR B AR
W) EMESH RS . T A E R 25 5 A Ok T SR
B 7R B 2R

LT M5 BB T RO F RGO AT T B IR LA

BREAS i 0 T A RS SO R Bk o 6 1
J& : KIET NS 7 B (Vesiculovirus) AR 9% 75 )8 (Lyssavirus) 27 i)
P s ( Ephemerovirus) | i Z1 IR B2 J& (Novirhabdovirus) |
21 i 5T 3R 9% B8 @ (Cytorhabdovirus ) F 40 i 42 3R 9% 28 )8
(Nucleorhabdovirus)""' o W& #i 2E ANWieh & 3, B PR 2 43
2% Z Bi £ (International Committee on Taxonomy of Viruses,
ICTV)7E 2012 4E Y 73R R GErh  F SO EE R OB 1 31N
Perhabdovirus  Sigmavirus Al Tibrovirus. %8k 7 BYFEAGEAE WL
1.

R LR RHR LA KRR

Table 1 Basic characteristics of the family Rhabdoviridae
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Figure 2 Evolutionary relationship among genera in the family Rhabdoviridae
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