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e RO E (3£30) : High performance sequencer (Hit-Seq) generates massive amounts
of short reads. Hit-Seq is used for the analysis of transcriptome expressions. Especially, it
is important to detect fusion transcripts and isoforms expression from overlapped region in
a chromosome. This research developed a new method to detect isoform expressions from
RNA-Seq data. By applying this method on supercomputer environment, more accurate
expressions to unkown lincRNAs and mRNAs from thousands RNA-Seq data can be
inferred.
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