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Catalytic nucleic acids, especially those based on RNAs (ribozymes), are
intriguing molecules for their implications in the origin of life and applications in gene therapy.
The main objective of this project is to measure and predict the sequence-function relationships of
these ribozymes. In this project, we measured activities of a large set of ribozyme sequences that

have RNA ligase activity. The data were then analyzed by various methods including machine learning.
As a result, we obtained various insights into the relationships between ribozyme sequence and its

function.
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