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Structural variations are genomic variations that lead to structural changes of
DNA sequences. Copy number variations, deletions, duplications and
inversions are all structural variations. Structural Variations play important roles
in roles in various diseases such as in cancer and many congenital diseases.
With the current high-throughput sequencing data, we can readily detect
various types of structural variations. In this talk, I will introduce a few algorithms
that we developed in the past few years for detecting structural variations. I
will also discuss a few application examples of these algorithms in genomic
studies as well as in clinical researches.
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