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Abstract: Objective To explore the prognostic genes of colon cancer by using gene expression data and clinical information in TCGA and GEO
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databases, and to construct and evaluate the prognostic model of colon cancerMethods The gene expression matrix related to colon cancer was
downloaded from the GEO database, including GSE44076, GSE28000 and GSE39582. The mRNA expression data matrix and clinical information related
to colon cancer were downloaded from the TCGA database. The differential gene analysis of the three GEO data sets was carried out through the online
analysis software GEO2R in the NCBI database. The differential gene analysis of the TCGA data set was carried out R package limma to obtain the
common differential expression genes. Prognostic models related to colon cancer were constructed through single factor regression, LASSO regression and
multi—factor regression analysis, and the line chart model was further constructed combined with clinical characteristics to comprehensively evaluate the
performance of the prognosis model.Results The colon cancer—related prognostic model was successfully constructed. The area under the ROC curve of
the prognostic model was 0.628 at 3 years, 0.678 at 4 years and 0.730 at 5 years. Wilcoxon test showed that higher risk scores were correlated with higher T
staging (P=0.049), N staging (P=0.0015), M staging (P=0.003) and pathological staging (P=0.0019). Combined with the prognostic risk score model, age,
gender and pathological staging level, a line chart was constructed, and the C—index of the model increased from 0.63 to 0.74.Conclusion The constructed
colon cancer prognosis model has potential significance in evaluating the recurrence risk stratification and tumor staging of colon cancer patients.
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