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The effect of mutations on expression levels is still largely unknown and
very challenging. To begin with, the large-scale analysis of expression level data was carried out
focusing on A 562 and K 549 cells as a pretreatment for the collection of basic data and the
full-scale analysis. We also collected and analyzed ChlP-seq data in the public database for the
analysis of transcription factor binding sites. In conducting these analyses, we were able to
develop our own analysis methods, such as accurate library length estimation for Matataki and
ChlP-seq. In the future, while utilizing the elemental methods developed in this research project,
they will be deployed to a wider variety of cells and will not lead to the development of methods
for the impact analysis of mutations in non-coding regions.
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