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Developing a computational method for microbial contaminant detection and
functional inference using next-generation sequencing data

Park, Sung-Joon

3,500,000

NGS

In modern biology, cells are routinely manipulated by various experimental
techniques under a range of conditions. These increase the risk of exposure of the cells to
microorganisms that cause unexpected molecular changes and misunderstanding. Therefore, the
prevention and detection of microbial contamination is a critical issue. In this study, we developed

a computational method to comprehensively and accurately detect contaminants that present in the
next-generation sequencing (NGS) data. This method can profile, for example, transcriptome and
contamination simultaneously. Therefore, this method allows us to perform deeper analyses of the
interaction with contaminants.
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