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Establishment and Optimization of the Tissue Culture System of Wild Actinidia argula

PIAO Ytlong,PIAO Ri-zi
(College of Agricultural, Yanbian University. Yanji, Jilin 133000)

Abstract: Stem segments were used as explants, the tissue culture system of the Changbai mountain wild Actinidia
argula were established. To achieve an in vitro system,the hormone combination of 6-BA and NAA was compared
with combination of ZT and NAA on the stem explants and the tube rapid propagation was studied. The results
showed that the best explants was lateral buds;the appropriate media for generation was MS combined with 6-BA
1.0 mg/L and NAA 0.5 mg/L,the generation rates were 95. 83% ; The multiple of the adventitious bud multiplication
was up to 5. 86 cultured on MS with 6-BA 2. 0 mg/L and NAA 0. 05 mg/L. For rooting, the suitable media was
1/2 MS-+IBA 0.1 mg/L and the rooting rate was 100%. The rooted plantlets were transplanted to substrata in two
successive steps,the survival rates of which were 96. 67% and 98% respectively.
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Establishment and Optimization of SRAP Amplification System in Loofah

LI Lian-fang, GUO Shuang, LIN Jian-rong
(Guangzhou Academy of Agricultural Sciences,Guangzhou.Guangdong 510308)

Abstract; Loofah genom DNA was used for the PCR template to optimize loofah SRAP-PCR reaction system.
Orthogonal experiments were designed to optimize the key parameters including Tag polymerase, Mg*" , template
DNA, dNTPs, primer and so on. A SRAP-PCR system with good stability was established. The optimized SRAP-PCR
system was tested by 18 loofah inbred lines and was steady and reliable.
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