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Figure S1. The Kaplan-Meier plots for the associations of different levels of air pollution with the risk of UC
in subgroups according to genetic risk and lifestyle.
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Figure S2. The scatter plot for the DNA methylation and gene expression profiles in colon tissues.
A, DNA methylation at cg06547715 and the expression of CXCR2.
B, DNA methylation at cg16689962 and the expression of AGPAT1.
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Figure S3. Single-tissue eQTL plot of rs3132934 (A, cg16689962, AGAPT1) and rs4133195 (B, cg06547715, CXCR2).
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Supplementary Figure 4. The single cell RNA sequencing analysis of AGPAT1 and CXCR2
in intestinal cells. A, the annotation of cell types in intestinal. B, the global expression of AGPAT1
and CXCR2 in intestinal. C, the expression of AGAPT1 in specific intestinal cells.

D, the expression of CXCR2 in specific intestinal cells. E, the percentage and expression
differences of AGPAT1 in specific cells. F, the percentage and expression
differences of CXCR2 in specific cells.
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