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Figure S1: Venn diagram of OUTs for CRC and healthy participants (Green: CRC and blue: healthy
participants)
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Figure S2: The taxonomic composition distribution of gut microbiota. (A) Relative abundance of bacterial phyla in
gut microbiota in CRC and the healthy participants. (B) Relative abundance of bacterial family in gut microbiota in
CRC and the healthy participants. (C) Relative abundance of bacterial genera in gut microbiota in CRC and the healthy
participants.
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Figure S3: Venn diagram of (A) COG and (B) KEGG predicated functions and pathways for CRC
and healthy participants (Green: CRC and blue: healthy participants)
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Figure S4: The predicated functions and pathways among CRC patients and the healthy
participants. (A) Abundance of the predicated COG functions in 16S rRNA genes in the healthy
participants and CRC. (B) Abundance of the predicated KEGG pathways in 16S rRNA genes in
the healthy participants and CRC.



