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Construction of Mouse Epididymis cDNA Microarray for Evaluation of Molecular Effects of
Exposure to Endocrine Disruptors
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Epididymis is an important organ for maturation of spermatozoa, and is one of the organs that are very susceptible to
endocrine disruptors (EDs). In order to evaluate the effect of EDs on the epididymis at molecular level, we have
constructed mouse epididymis cDNA microarray (EParray) carrying 1751 genes picked up from a mouse epididymis
cDNA library. For testing the quality of EParray, we have analyzed the difference in gene expression between ICR
mouse fetus (17.5dpc) and adult epididymis (8week-old) using EParray. In epididymis, 246 genes were expressed at
2-fold intensity or more, as compared to fetus. Real-time PCR analysis revealed that 12 genes of them were expressed at
much greater intensity in epididymis as compared to other organs (brain, heart, lung, liver, kidney, spleen, intestine and
testis). These results suggest that EParray contains a number of epididymis specific genes. EParray with such a

character might be useful for the evaluation of molecular effects of EDs on the epididymis.



