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Sexually dimorphic gene expression in exchangeable gene trap mouse lines
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We performed gene expression profiling in gene trap mouse lines and found
sexual dimorphic genes. RT-PCR using cDNA of C57BL/6(B6) strain showed a slight difference between
male and female in the expression of Smyd2, Tcfl2 and ElovIl6.

In phenotype analysis of the Elovl6 gene trap mouse, homozygous mice were born at the expected
Mendelian ratio. However, body weight in homozygous mice was lower than wild-type mice and
heterozygous mice, and the difference was remarkable in male. QRT-PCR using cDNA of B6 strain
showed no difference between male and female in Elovl6 expression. It was suggested that there was
the sexual dimorphism of Elovl6 expression in protein level.
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