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Abstract: Objective To compare the changes in intestinal microbiota and metabolites between lesional
and normal tissues in patients with colorectal cancer. Methods Microbiota was analyzed using microbial di-
versity analysis, and metabolites were analyzed using non-targeted metabolomics technology. Changes in mi-
crobiota and metabolites were compared between lesional and healthy intestinal tissues from 30 colorectal canc-

er patients. Results (O There were differences in the abundance of intestinal microbiota between the lesional

group and the normal group ( P <C0. 05). @ Through detection, significant changes in metabolites were ob-
served in lesional tissues. Twenty metabolites were identified as biomarkers, revealing their potential diagnos-
tic value in colorectal cancer patients.  Conclusion Compared with normal tissues, lesional tissues of colorec-
tal cancer patients exhibit significant changes in metabolites and certain microbiota species. Further research
may help clarify the relationship between intestinal microbiota and the occurrence, development, and mecha-
nism of colorectal cancer, and identify new directions for colorectal cancer screening and treatment.
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