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Advance in molecular population genetics of plant virus

WEI Tai-yun, LIN Han-xin, XIE Lian-hui

(Institute of Plant Virology, Fujian Agriculture and Forestry University, Fuzhou 350002)

Abstract: The two main objectives of population genetics of plant viroclogy are describing the ge-
netic variation in virus population and their mechanisms. Generally, genetic structure of natural
population of plant virus includes a main sequence type and many minor quantity sequence types
caused by variation. That is characterized as quasispecies genetic structure. The level of population
genetic diversity of plant virus is related to the outbreak of virdl disease and its
epidemic. Furthermore, the metapopulation structure also exists in natural population genetic
structure of plant virus. Different sequences and their proportion in quasispecies may be some im-
plications on biological function such as determining adapting ability, host range and pathogenici-
ty variation and so on. The evolutional relationship among plant host-insect vector-virus coopera-
ting with each other is the main factor that leads to the relative stabilization of population genetic
structure of plant virus. Describing the population genetic structure of plant virus can provide ef-
fective control strategy for virus disease.

Key words: plant virus; population genetics; quasispecies; interaction
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The RNA recombination between plant viruses

WANG Hai-he, XIE Lian-hui

(Institute of Plant Virology, Fujian Agricultural University, Fuzhou 350002)

Abstract. According to the latest data of the RNA recombination of plant viruses, the recombina-

tion types were illustrated on behalf of the sequence feature of crossover-sites and the resources of

parent strands. In addition, the recombination mechanisms were also reviewed.

Key words: plant virus RNA; RNA recombination; recombination mechanism
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