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The development of genome-wide analysis technologies centered on next-generation sequencing and
molecular tools such as RNA interference (RNAi) and CRISPR/Cas9 systems is essential for comprehensive
analysis of biological system in modern medicine and life sciences. In this study, we have successfully
optimized two major molecular tools of gene regulation technology, RNAi (microRNA) and CRISPR/Cas9
system, by combining molecular biology and biochemistry approaches with mathematical simulations.
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