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Comparative Study of Genetic Diversity of Spatolobi caulis from Guangxi by RAPD and ISSR Method
TIAN Hui, JIANG Chang-yue, ZHU Hua, WANG Xiao-xun, ZHOU Min, CUI Jian, FENG Yi(School of Pharma-
cy, Guangxi University of TCM, Nanning 530001, China)

ABSTRACT OBIJECTIVE: To compare genetic diversity of Spatolobi caulis from different areas of Guangxi by random amplified
polymorphic DNA (RAPD) and inter-simple sequence repeat (ISSR). METHODS: Through using POPGENE 32 software, Ntsys
software and SPSS 17.0 software, RAPD and ISSR methods were used to study genetic diversity of 9 samples of S. caulis from dif-
ferent areas of Guangxi. RESULTS: After amplification of screened 3 RAPD primers and 4 ISSR primers, and there were 198 and
315 locus, and 37 and 80 polymorphism locus. Rates of polymorphism locus were 18.7% and 25.4% ; the number of effective al-
leles were 1.416 8 and 1.584 0; genetic diversity index were 0.269 4 and 0.351 3; Shannon diversity index were 0.431 6 and 0.529 9.
All the values of ISSR marker were higher than RAPD marker. The average genetic similarity coefficient of ISSR and RAPD were
0.757 64 and 0.683 80, indicating ISSR was more sensitive for the detection of genetic diversity. The clustering result of them was
close to each other. The correlation coefficient of them were 0.847, indicating very significant positive correlation at the level of
0.001. CONCLUSIONS: ISSR could reflect more information of genetic diversity than RAPD, and is more suitable for research of
genetic diversity of S. caulis from different areas of Guangxi.

KEYWORDS  Spatolobi caulis from Guangxi; Random amplified polymorphic DNA; Inter-simple sequence repeat; Genetic diversity
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Fig 1 Amplification map of K. interior from different popu-
lation in Guangxi by RAPDG6 and ISSR27
A.RAPD6;B.ISSR27 ;M. marker; 1-9. serial number of K. interior
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Tab 2 Genetic data of RAPD and ISSR amplification prod-

ucts
ek KRN, B ZEM ZBEEAA M JEEEH ShamonZ
% bp MECGEEC WE e BREC MHEREC BEERN
RAPD  200~800 198 37 18.7 14168 02694 04316
ISSR - 200~1000 315 80 254 15840 03513 0.5299
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Tab 3 Genetic similarity coefficient of RAPD and ISSR am-
plification products

RLA% BRI f/ME LNl FHIE b2
RAPD 45 0.045 1.000 0.757 64 0.254 216
ISSR 45 0171 1.000 0683 80 0247533
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Fig 2 Cluster tree of RAPD and ISSR amplification prod-
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Tab 4 Genetic similarity analysis by RAPD and ISSR
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