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Study on the Genetic Diversity of the Konjac Soft Rot in
Yunnan Province by RAPD

LIU Zhen, TANG Jia-yi

(College of Plant Protection, Y A U, Kunming 650201,China)

Abstract

According to the literatures concerned, there are many pathogenic bacteria of konjac
diseases. Among them, the soft rot is the most serious effecting its production. Random
Amplified Polymorphic DNA (RAPD) technique was used to analysis the genetic diversity of 26
samples collected from some areas in Yunnan province. We got 64 amplification bands from
the amplification results of 7 primers. The molecular phylogenetic trees constructed by UPMGA
showed the genetic relationship were close of the bacteria researched. The samples were
divided into 3 groups, i.e., a,b and c. SM-2 were the c group; the b were grouped into HZ-2
and CYA,and other of the samples were the a group. At the 73.0% simility level, the a group
contained two subgroups, al and a2. The results of inter specific classification by
coincidenced with morphology fully.
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