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Structures and physiological functions of the blood-testis barrier
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In the testes of mammals, Sertoli cells form the blood-testis barrier which
is mainly composed of tight junctions. However, the roles of the blood-testis barrier in
spermatogenesis is poorly understood. In the present study, we deleted a component of tricellular
tight junctions, which are formed at tricellular contacts where the vertices of three cells meet, in

Sertoli cells of mice. Detailed analyses of the conditional knockout mice would help to elucidate
the physiological significance of the blood-testis barrier formation in spermatogenesis.
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