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Study on machine learning approaches for heterogeneous biological data based on
mixing regularization models
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For the problem of protein complex prediction and that of E3 ubiquitin
ligase binding site prediction, | got successful results to some extent, by modeling target data,
designing evaluation functions, and constructing optimization algorithms based on the Gibbs sampling

algorithm. Particularly, for the problem of E3 ubiquitin ligase binding site prediction, | designed
complicated likelihood functions, the multiple prior distributions based on biological knowledge,
and collapsed Gibbs sampling algorithm for the posterior probability distribution derived from the
likelihood functions and the prior probability distributions. 1 showed that the proposed method is
superior to existing methods in prediction accuracy on our target datasets.
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