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Study on the adaptation of plants to seasonal environmental changes

Kohyama, Tetsuo
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A comparative study of five plant species in an alpine snowned habit was
conducted to examine how differences in species-specific life history characteristics affect
phenotypic variations and population genetic structures along snowmelt gradient.Analysis using
morphometric and long-term monitoring data showed that the species with higher temperature
requirements for flowering showed a pronounced tendency for earlier flowering phenology and a
decrease in the size and number of flowers of flowering individuals in the sites with delayed
snowmelt.In order to elucidate genetic population structure at the landscape scale, microsatellite
analysis using a next-generation sequencer was carried out using densely collected samples in a
large survey plot. A new software "massgenotyping” for microsatellite genotyping from highly
multiplexed amplicon sequencing data has been developed.
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https://github.com/kohyamat/massgenotyping

https://pypi.org/project/massgenotyping
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massgenotyping: Python package for microsatellite genotyping from highly multiplexed amplicon sequencing data,
https://pypi.org/project/massgenotyping/
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