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Association carcinogenesis with oral microbiota in colorectal cancer
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Specific miRNAs to be methylated and DMRs in rectal mucosal in patients with
UC could be used to identify patients with UC at greatest risk for developing UC-CRC. Fusobacterium
infection was detected in CRC tissues. Furthermore, Fusobacterium infection was significantly
associated with MSI-H compared to non-MSI-H. Unfortunately, it is difficult to detect the oral
microbiota and we could not process comprehensive analysis of oral microbiota.
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