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In order to protect native germplasm resources of Dendrocalamus brandisit in Yunnan Province
China intersimple sequence repeat (ISSR) markers were used to assess the genetic diversity and
differentiation among 84 clumps from six representative populations of D. brandisii in Yunnan. Seven
informative and reliable primers were selected from 80 pre-screened primers and 73 ISSR polymorphic loci
were obtained. ISSR markers revealed high genetic diversity among the populations of D. brandisii. At the
population level the percentage of polymorphic loci (PPB) was 13.38%  the effective number of alleles
(N,) 1.090 6 the average Nei’ s (1972) gene diversity (H) index was 0.050 7 and the average
Shannon information index (/) 0.074 2. At the species level the corresponding values were 96. 05%
(PPB) 1.5304 (N,) 0.3130 (H) and 0.471 4 (I). A high level of genetic differentiation among
populations was detected based on Nei’ s genetic diversity(84.27% ). There was no correlation between
genetic and geographic distance among populations. The effect of human activities forest fragmentation

and low fruiting rates may play prominent roles in the current declining state of D. brandisii. Given this
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high genetic diversity and differentiation among the populations of D. brandisii in Yunnan we suggest

that all trees from all populations be protected for in situ conservation and enough samples be collected

from all populations for ex situ conservation.
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