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The energy parameters of the important modified bases, inosine and N6
methyladenosine were identified by a combination of thermometric experiments and molecular
simulations. The effect of estimation error on structure prediction was evaluated and presented by
theoretical analysis and computer experiments. A model of the effect of A-to-1 editing on
translational repression efficiency by miRNA was constructed and presented in a joint study using
the identified inosine parameters.
We have improved RintD, an analysis tool for secondary structure probability distribution, by
developing RintW, which calculates the distribution of base pair probability, and RintC, which
speeds up the calculation with maximum base pair constraint. At that time, the effect of the Fourier
transform on the numerical error was analyzed using the accuracy guarantee calculation, and it was
shown that the large probability was reliable.
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