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RAPD Analysis for Genetic Diversity of Bletilla Striata from Different Habitats

ZHU Xuexinl, CHEN Nipiz, GAO Chengxianz, DING Zhishanz, JIN BOZ*(].Yuyao Hospital of Traditional Chinese
Medicine, Yuyao 315400, China; 2.Zhejiang Chinese Medical University, Hangzhou 310053, China)

ABSTRACT: OBJECTIVE To explore the genetic diversities and relationship of Bletilla striata from different habitats.
METHODS Random amplified polymorphic DNA(RAPD) primers were used to analyze the Bletilla striata from 50 different
areas with RAPD molecular marker technique. RESULTS The clear bands of S8, S9, S14, S19, S23, S25, S28, S29, S30 and
S31 amplified by RAPD molecular marker technique and analyzed by agarose gel electrophoresis were screened from 50 primers.
The 88 DNA fragments were amplified by these 10 primers and 92.05% of these DNA fragments were polymorphic. Each primer
was able to amplify 5 to 11 DNA fragments with an average of 8.8 amplified. The amplification number of S19 primers was the
least, only 5 fragments and the amplification number of S29 primers was the most with 11 fragments. Each primer was able to
amplify 3 to 11 polymorphic DNA fragments with an average of 8.6 amplified. CONCLUSION There is obvious
polymorphism and genetic difference among the Bletilla striata from different areas. RAPD markers exhibite efficiencies for
fingerprinting Bletilla sfriata genotypes.

KEYWORDS: Bletilla striata; RAPD; cluster analysis; genetic diversity
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Tab. 1 Sources of 50 populations of Bletilla striata
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Tab. 2 Ten clear bands of RAPD primers
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Fig.4 Dendrogram of cluster analysis result
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