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Fig. S5. The differential gene expression of EXO1 between normal and CRC samples. 
(* P<0.05).
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Fig. S6. Interactions between microbes and noncoding DNA methylation. (A-B). 
Associations between noncoding RNA promoter methylation and intra-tissue microbes in AN 
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Fig. S7. The gene expression of DNMTs  between tumor and normal tissues 
across TCGA cohort.
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Fig.S8. The gene expression of TETs between tumor and normal tissues 
across TCGA cohort.


