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Establishment of genetic analysis method for Fusobacterium nucleatum
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Fusobacterium nucleatum is a pathogenic bacterium that affects the
pathogenesis and prognosis of colorectal cancer as well as periodontal disease, but a reverse
genetic analysis method has not yet been established due to the difficulty of genetic manipulation.
In this study, we aimed to establish a genetic analysis method for F. nucleatum and to elucidate its

interaction with host cells. RNA sequencing analysis of human macrophage cell lines infected with
F. nucleatum revealed a group of genes whose expression was specifically upregulated, suggesting
that they promote inflammatory responses. In addition, we succeeded in improving the gene transfer
efficiency of F. nucleatum.
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