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Japanese wild mice-derived inbred strain MSM/Ms belongs to the Mus musculus
molossinus subspecies. It shows highly extent of phenotypic variations in many complex traits and vast
amount of genome diversity for the most commonly used inbred strain B6J, genome of which is predominantly
derived from west European subspecies M m domesticus. Using B6, MSM and a number of consomic (chromosome
substitution) strains, we intend to survey the intersubspecific differences of the RNA editin? sites that
controlling the energy metabolism-associated phenotypes by the RNA-seq analysis of liver samples. We have
used the suitable genome sequences of B6 and MSM allele to generate a list of RNA editing in this tissue.
We observed variation in the number of preliminary predicted editing sites with 1,439 in B6 strain and
1,302 in MSM strain being called. Currently, we are exploring causative RNA editing sites that
responsible for the energy metabolism associated phenotypic differences between these strains.
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