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It is the new era in cancer studies of combining clinical and genomic data to inspect the interplay associating with
environmental exposures, genetic factors and/or epigenetic regulations. By leveraging the power of Longitudinal Health
Insurance Database (LHID), the community users gained the ability to conduct population-based studies with the elucidation of pre-defined
information from diseases of interest. On the other hand, the technological advances in Next-Generation Sequencing (NGS) have given rise to
numerous ground-breaking explorations of revealing limitless insight about the genome, transcriptome, and epigenome of any species. As
a result, computational approaches play an essential role in the manipulation of population-based and genome-wide data to investigate the
underlying functions and regulations in clinical studies. Using head and neck cancer (HNC) as example, the identification of somatic mutations
and the association between methylome and transcriptome by using NGS data will be introduced. In the end, the participants in this

talk will have a broad understanding of how computational aids can facilitate clinical studies like in cancer diagnosis, therapy and prognosis.
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