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Supplementary Figure 1. The comparison between UC and normal samples. (A-D) Boxplots and
PCA analysis before and after merging of UC datasets; (E) The volcano plot for UC; (F) The

infiltration level 22 types of immune cells in UC and normal samples.
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Supplementary Figure 2. Validation of three model genes by gPCR. (A-B) Expression levels of

inflammatory factors in two cell lines; (C-D) Expression levels of core genes in two cell lines.
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Supplementary Figure 3. GSVA of model genes. Comprehensive scoring of (A-B) S100A11, (C-D)

IF116 and (E-F) HSDL2 using the GSVA to explore their potential molecular mechanisms in UC.



