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Supp lementary Figure 2  Testing the secondary structure model of kinase r ibozyme 5-16 by
site-directe d mutagenesis. (a) Identifica tion of the minimized catalytic core of kinase 5-16 by
deletion ana lysis.  Initial rates were measured i n 1 mM GTPγS.  Time points were taken within
the fir st 60 minutes of the reac tion, and analyzed by APM  polyacr ylamide gel elec trophoresis. (b)
Testing pr oposed base pairs with compensatory mutations.  Initial rate s were measured a s
descr ibed.  Mutations in P1 and P5 were tested in the co ntext of the full length ribozyme, while
mutations in P2 were te sted in the co ntext of the r ibozyme's minimized cata lytic core.
Numbering of base pa irs acc ording to alignment in Fig. 4.


