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Search for DNA mutations and methylated regions that regulated the length of the
digestive tract that exhibit heritable and seasonal variability
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This study was carried out for the purpose of finding out DNA mutation which

regulates the length of digestive tract of medaka and epigenetic change which enables the
plasticity by genome wide SNP and methylome analysis, and grasping the beginning of elucidation of
molecular and evolutionary mechanisms in which the phenotype diversifies by genetic polymorphism and

phenotype plasticity. As the result, a gene region which genetically regulated the length of
digestive tract and DNA methylation region concerning the plasticity of digestive tract were found.
Molecular evolutionary analysis suggested that the functional loss of the DNA methylation region,
which varies seasonally, is important for the fixation of mutations that regulate the length of the

digestive tract.
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