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Study on Tissue Culture of Rhododendron facetum Balf. f. et Ward
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Abstract: Taking the semi-lignification stems segments of annual Rhododendron facetum Balf. {. et Ward as explants
and WPM as the basic medium to study on the effect of different hormone concentrations and combinations on bud
induction and rooting of Rhododendron facetum Ball. {. et Ward. The results showed that the best medium for
explants induction was WPM-+ZT 2. 0+1AA 0.5 add sucrose 30 g/L,agar 4 g/L,pH 5. 0. The stem segments of
Rhododendron facetum Balf. . et Ward on inductivity had highly reached 83%. The best multiplication medium was
WMP+ZT 0.8 mg/L+NAA 0.05 mg/L add sucrose 30 g/L,agar 4 g/L,pH 5. 0. The optimal rooting medium was
WMP+ IBA 1. 0 mg/L+ NAA 0.5 mg/L.,add sucrose 30 g/L,agar 7 g/LL+ activated carbon 3 g/L,pH 5.0,
rooting rate was 93%.
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Establishment and Optimization of ISSR-PCR Reaction System of Chinese Cymbidium
LIU Fei' ,LI Ping' , HE Junrrong® ,JIANG Yu* ,ZHUO Bi-ping’ , SUN Shurxia®
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Sichuan 610066)

Abstract: Using the orthogonal design and single factor experiment to optimize ISSR-PCR amplification system of four
factors(dNTPs, primer,Mg?" and Taug DNA polymerase,) respectively. PCR results showed that each factor in different
levels has significant effect on the result of PCR,the most remarkable factor was the quantity of Tag DNA polymerase.

The optimum level of ISSR-PCR system for jujube was established. The total reaction system was 25 pl. and contained
0.2 mmol/L dNTPs, 1. 0 pmol/L Primer,2. 5 mmol/L Mg"",1 U Tag DNA polymerase.
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