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SRAP Examination of Genetic Dicersity of the Wild Playtcodon grandi flourus and
the Cultivation Playtcodon grandiflowrus

WU Song-quan, YU Yabin, YAN Yi-z JIN Dong-chun, WU Jiri
(Agicultural College of Yanbian U niversity, Longjing, Jilin 133400)

Abstract; Sequence related amplified polymorphis(SRAP)molecular markers were used to detect the genetic diversity of 8
samples of the wild P lay tcodon grandiflourus and 8 samples of the cultivation P lay tcodon grandiflourus. The purpose
of provide the basis for breedong of Playtwdon grandi flourus.The results showed that Twelve primer pairs produced
109 bands veraged 9.1 bands per primenr pair, and produced 80 polymorphic bands, veraged 6.7 polymorphic bands per
primenr pair. showed a higher rate of polymorphic (73.4%). The SRAP data obtained genetic similarity coefficient range
0.56~0.88, the results showed that the 16 samples of Platyawdon grandiflorum DC. were clustered into the wild
Playtwdon grandiflourus and the cultivation Playtcodon grandiflourus. two groups at genetic distance 0. 56.
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Construction of Binary Vector of Cucumber Mosaic Virus Coat Proteingene

LV Feng xia

(M udanjiang Nomal University College M udanjiang, Heilongjiang 157012)

Abstract; The coat protein gene of cucumber mosaic virus was as target gene; and the E.coli DH5a was as the host bacte-
ria of the intermediate vector for vitro operation;and the Agrobacterium tumefaciens L.BA 4404 w as as the host bacteria of
the final binary vector in this paper. The target gene was connected to the pMDI8-T simple Vectoer after RT-PCR, than
the recombinant plasmid w as transformed into E. @# by freeze-thaw method which was insert into expression vector re-
striction sites after digested with restriction endonuclease. The new recombinant plasmid DNA was transformed into the
Agrobacterium bacteria which contain only helper plasmid by the freeze-thaw method. Than the construction of binary
vector of target gene was completed.
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