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Population genetic analysis for identifying hybrid origin of dwarf bamboo
species using next-generation sequencing

Suyama, Yoshihisa
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Studies of the genetic origin of hybrids are required to clarify systematic
relationships in many species groups. However, it 1s generally difficult to develop common DNA
markers among different species for the genetic analysis. Here, we conducted a new approach,
multiplexed ISSR genotyping by sequencing (MIG-seq) method, for identifying the parental species of
two putative hybrid species (groups) of dwarf bamboo and Rhododendron. Our population genetic
analysis strongly suggested hybrid origin of the species. This approach can be applied to
investigating a wide range of hybrid species, and will be able to contribute to systematic studies

of many species.
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