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A genomic investigation into the adaptive diversity of a wild Arabidopsis
species

Kubota, Shosei
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Here, we collected Arabidopsis halleri subsp. gemmifera individuals from
more than 100 populations throughout its distribution in Japan. Next generation sequencing was
applied to each individual to obtain a genome wide SNP (single nucleotide polymorphism) dataset.
Candidate genes underlying environmental adaptation were detected from a genome-wide association
study (GWAS) between SNPs and environmental components obtained from a 1 km mesh GIS dataset.
Ecological niche modeling based on these adaptive genes revealed that response to simulated global

warming_can_differ between the opposing alleles. These results highlight the genetic mechanisms
underlying intra specific adaptive variation.
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