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Development of forest paleogenetic approaches using ancient pollen grains found in
an ice core from mountain glacier
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We developed basic methods for paleogenetic approaches using conifer pollen
grains found in a mountain glacier. First, we developed a protocol for single-pollen DNA analysis using
whole-genome amplification (WGA) method. Second, we developed a novel approach that we termed
“ multiplexed ISSR genotyping by sequencing” (MIG-seq), which is a PCR-based procedure for constructing
highly reduced representation libraries involving de novo SNP discovery, and their ?enotyping using next
generation sequencing. Then we applied these methods to pollen samples found in a glacier.
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