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A COMPUTER ALGORITHM FOR PREDICTING
THE SECONDARY STRUCTURE OF RNA

He Dongming Chen Nongan

(Shanghai Institute of Biochemistry, Academia Sinica)

We present a computer method for folding an RNA molecule that finds a
conformation of minimum free energy using published values of base pairing
energies and destabilizing energies. It is based on a dynamic programming algori-
thm from applied mathematics.

We have shown that how the algorithm works, and sketched a proof of the
validity of the algorithm,

Two simple half matrices are constructed and the best secondary structure
can be chosen directly from the second matrix by a back-tracking procedure,

We have included the results from our solutions of , secondary structures for
the E.colt 55 rRNA the Philosamia cynthia ricini 58 rRNA and the central do-
main of E.coli 16S rRNA as an examples of our program in application,
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