=R 2R 2007 22 (4): 495-502  ISSN: 1004-390X  CN: 53-1044/S

Y ORI

T BT 250 B v 715 I 2 FE PR

mpedb2, mmest?, 2= L ZEmt wxRal kT

1. 2R R KRR 22, 7 B 650201; 2. 2P M B R sci s, £
B 650223

ks H 5 2006-11-28 44 7] H

E HMPEEEE (Tospovirus) WEE T e WHEERl (Bunyaviridae) , & —RtHAMS MmN EA
EELTMENAY . B HT NI, ZECIRIE T £/0284 Tospovirusii #:Fhak 0 5541, BB Bz
o RATERE, 2 RIF R AN [F 2 S oy 24 A AN RI R B . ASCRRZE, I 2%, a7 BVuH . ey
iy BN Z AR E AFER (N ZHERF ) LS R FER P 5 W AAYE S 7 408 T BTG 7 3542
MHISEER, IRl NEE I SR LR 57 20T T Tospovirusiii ZEIsE 2 Fettk, )5l Tospovirusyi 25k
T R R,

K MBI AR R R R

n%s §$436.412.1

Tospoviruses Diversity

CHENG Xiao-feil; WU Xiao-yun®?; LI Fan; LI Zhang-yuel; DONG Jia-

hongz; ZHANG Zhong-kai2

1.Faculty of Plant Pathology, Y A U, Kunming, 650201,China;2.Yunnan Key Library
of Agricultural Biotechnology, Kunming, 650223,China

Abstract

Tospovirus belongs to the family Bunyaviridae, is an economic important plant virus genus.
Up to now, at least 28 viruses or isolates have been reported, but the relationship is not very
distinctly among some of the isolates, even isolates of the same virus were names as
different viruses. In this article relationships and genetic diversity between the reported
tospoviruses were demonstrated based on virus specieses, sero-relationships, host ranges,
distributions, transmission vectors, and nucleotide and deduced amino acid sequences of the
N gene. Finally, we proposed that Tospoviruses must be derived from Southeast and South
Asia.
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