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The aim of the research was to predict the RNA-protein interactions for
non-coding RNAs and function-known proteins. Our analysis of RNA-protein complex in PDB showed that
the nucleotides that do not form base-pairs in RNA 2D structures but form hydrogen bond with amino
acids have lower base-pairing probabilities than the nucleotides that form neither base-pairs or
hydrogen bonds with amino acids. We developed a new method to understand the landscape of the
distribution of RNA 2D structures, by efficiently calculating the probabilities of all the
structures with specific Hamming distances from the canonical structures. In order to predict the
joint structure of RNA-protein complex, we performed rigid body docking simulations. After revising
the force field for RNAs, our docking simulations showed better accuracy than previous methods, and
we reported that in a peer reviewed journal.
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