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WFZERk S OBEEL (£3C) : Protamine induced BSP transcription by targeting CRE, FRE and HOX sites in
the proximal promoter of the rat BSP gene. Moreover, phospho-CREB, c-Fos, c-Jun, JunD, Fra2, DIx5,
Msx2, Runx2 and Smadl transcription factors appear to be key regulators of protamine effects on BSP

transcription.
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