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Analysis of Genetic Variation of Flammulina velutipes Strains by SCOT and ISSR Marker

ZHANG Bin (Key Laboratory of Forest Disaster Warning and Control in Yunnan Province, Key Subject of Forest Protection in Yunnan Prov-
ince, College of Forestry, Southwest Forestry University, Kunming, Yunnan 650224 )
Abstract [ Objective | To study genetic variation of Flammulina velutipes strains. [ Method ] 20 sporulated monokaryon have been developed

from F1 generation of Flammulina velutipes. 15 SCoT primers and 9 ISSR primers were screened. According to the results of amplification using
NTsys software 2. 10 e to calculate the genetic similarity coefficient between strains. [ Result] There are 6 primers could amplify the stripe clear
and rich polymorphism band spectrum. A total of 327 fragments were amplified, among them 287 (‘accounting for 87.77% of the total) were
polymorphic. Strains SCoT analysis consistent GI value is 0. 187 5 -=0.937 5, W2 and W3, W11 and WI2 consistent G/ value is maximum,
0.937 5; W15 and W18 consistent GI value is minimum, 0. 187 5. Strains ISSR analysis consistent GI value is 0.250 0 —1.000 0, W3,W4 and
W9, W15 and W17, W16 and W19 consistent Gl value is maximum, 1.000; W14 and W18 consistent GI value is minimum, 0.2500. This low
genetic consistency fully shows that the Flammulina velutipes strains series Ssporulated monokaryon with large genetic differences. Strains for clus-
tering analysis, the results showed that when the similarity at 0.55 level, 20 strains of SCoT markers can be clearly divided into three groups,
when similarity at 0. 66 level, 20 strains of ISSR markers can also be divided into three groups, including W11, W18 and W20 three strains is a
set of shared strains. When together into subgroups, W15 and W17 is shared by a group. [ Conclusion] The genetic diversity analysis was con-
ducted with 2 markers in the study, which has important scientific and practice meaning in selection of hybrid parents in Flammulina velutipes

breeding.
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