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1.2.2 PCR 20 ML , DNA 2.1 SRAP
20 ng 0.8 Pmol/ L, ANTP 150 #mol/L, MgCPk 2.0 12 .
mmol/ L, Tag DNA 1 unit, 10X Buffer 2.0 #L, 3. 12
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1 me2 em6 10 5 50.0
2 2 me2 em10 7 85.7
Ty =D 3 med/ emd 7 4 57.1
4 me4 em10 15 11 73.3
1 me2 TGA GTC CAA ACC GGA GC emb GAC TGC GTA (GA ATT GCA
5 me4 em19 9 5 55.6
2 me2 TGA GTC CAA ACC GGA GC eml0 TGT GGT CGG CAA ATT TAG
6 me4 em20 9 5 55.6
3 med4 TGA GTC CAA ACC GGA CA end GAC TGC GTA CGA ATT TGA
7 meY em6 13 11 84.6
4 me4 TGA GTC CAA ACC GGA CA eml0 TGT GGT CGG CAA ATT TAG
8 meY em8 13 8 61.5
5  me4 TGA GTC CAA ACC GGA CA em19 GACTGC GTA CGA ATT ATT 9 e/ em24 9 4 w4
6 me4 TGA GTC CAA ACC GGA CA em20 GAC TGC GTA CGA ATT GAC
10 me¥ em7 9 6 60.7
7  me5 TGA GTC CAA ACC GGG AT emb GAC TGC GTA (GA ATT GCA
11 mel(Y em7 11 7 63.6
8 me5 TGA GTC CAA ACC GGG AT  em8 GAC TGC GTA CGA ATT CTG 2 mell) em8 10 8 80.0
9  me7 TGA GTC CAA ACC GGT AA em24 GAC TGC GTA CGA ATT AAC 10 % a4
10 me9 TTC AGG GTG GCC GGA TG em7 GAC TGC GTA CGA ATT ATG
11 mel0 TGG GGA CAA CCC GGC TT an7 GAC TGC GTA CGA ATT ATG 2.2
12 mel0 TGG GGA CAA CCC GGC TT em8 GAC TGC GTA CGA ATT CTG 12 16 SRAP
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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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