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Fighting against uncertainty:
An essential issue in bioinformatics
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Many bioinformatics problems (such as alignment, gene prediction,
phylogenetic tree estimation and RNA secondary structure prediction)
often suffer from “uncertainty” (or “ambiguity”) of the solution, which
comes from the estimation problems in high dimensional discrete spaces.
Hence, we should carefully handle the uncertainty in our pipelines and
prediction algorithms. In this lecture, I will explain several ways to fight
against the uncertainty, in which many actual examples of studies in

bioinformatics are presented.
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