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Nuclear Hormone Receptor Superfamily

H. "N Co0 erb-A oncoprotein
LA B H thyroid hormone
] i Hl retinoic acid
dihydroxyD,
estradiol
glucocorticoid

androgen
progesterone
aldosterone

DHA binding domain [Z25] H| hormone binding domain
Other receptor proteins in this extensive gene family
interact with certain eicosanoids and other sterols.
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