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Genes dominantly expressed in epidisymis of the mouse
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In Order to find genes which are specificaliy or dominantly expressed in epididymis, gene expression profiles were
compared between epididymis and other organs, i.e. brain, liver and testis, in adult male ICR mice using in-house
cDNA microarrays (2304 clones from day 14.5 mouse fetus). There were 49, 8 and 55 genes whose expression was
more than 1.5-fold in epididymis, as compared to brain, liver and testis, respectively. Out of them, 4 genes were
common. RT-PCR analysis confirmed the higher expression levels of 3 of the 4 genes in epididymis. These 3 genes
dominantly expressed in epididymis were genes for milk fat membrane protein E8 (GenBank Accession No. M38337),
pro-alpha-2(I) collagen (X58251), and E25B protein (U76253). RT-PCR analysis also revealed that the expression level
of the milk fat membrane protein E§ mRNA in epididymis was higher than those in heart, lung and spleen. Since
epididymis is one of the organs sensitive to endocrine disruptors, this study is the first step to prepare in-house mouse

epididymis cDNA microarray for the evaluation of endocrine disruptors in the male mouse reproductive system.



