Based on Weighted gene co-expression network analysis reveals the hub immune infiltration-related genes associated with ulcerative colitis
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Supplementary materials

Supplement Figure1. The immune infiltration analysis in GSE206285 and GSE16879.
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Supplement Figure1. (A)Results of weighted correlation network analysis of GSE16879. (A) The intersection of modules obtained fromGSE92415, GSE16879, and GSE206285. (C)Results of weighted correlation network analysis of GSE16879. (D-G) Correlation between the expression of CD44, IL1B, LYN and ITGA5 and immune cells (GSE16879). (H-K) Correlation between the expression of CD44, IL1B, LYN and ITGA5 and immune cells (GSE206285).
















Supplement Figure2.The expression difference and diagnostic values of hub immune infiltration-related genes in GSE206285 and GSE16879.
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SupplementFigure2. (A-D) The expression difference of CD44, IL1B, LYN, and ITGA5 between UC and controls (GSE206285). (E-H) The expression difference of CD44, IL1B, LYN, and ITGA5 between UC and controls (GSE16879). (I-L) Diagnostic values of CD44, IL1B, LYN, and ITGA5 in the GSE16879.

image1.tiff
GSE206285





image2.tiff
Er—

[Erp—

o =——

csezens

@ o g e H

aszwere

wie





