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Study on the mechanism of the ribonucleoprotein complex
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Ribonuclease P (RNase P) is composed of a catalytic RNA PhopRNA and
five proteins PhoPop5, PhoRpp21, PhoRpp29, PhoRpp30, PhoRpp38 . In this study, we determined
the crystal structure of the protein complex composed of PhoRpp21 and PhoRpp29. Furthermore, we
examined the protein binding sites on PhopRNA by biochemical methods and analyzed the activated
structure of RNase P RNA (PhopRNA) in Pyrococcus horikoshii OT3 was characterized by circular
dichroism (CD) and ultraviolet (UV) absorbance spectra.
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