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Abstract: Objective To screen genes associated with poor prognosis of colorectal cancer (CRC) through bioinformatics analysis.
Methods The gene expression profiles of GSE74602, GSE110223, GSE113513 and GSE141174 were obtained from Gene Expression
Omnibus (GEO) database, including samples from 65 CRC tissues and 65 normal tissues. Differentially expressed genes (DEGs) between
CRC tissues and normal tissues were screened out by GEO2R tool and Venn software, and the consistent genes were extracted from DEGs by
Venn software. A protein-protein interaction (PPI) network was constructed by the STRING database to identify key genes, which were
analyzed by Kaplan-Meier Plotter and GEPIA. Kyoto encyclopedia of genes and genomes (KEGG) pathway enrichment analysis was
conducted on the 13 selected genes. Results  There were 171 DEGs obtained from the four datasets, including 148 up-regulated genes and
23 down-regulated genes. Up-regulated DEGs were enriched in the redox processes, bicarbonate transport, digestion, ion trans-membrane
transport, and one-carbon metabolism; and down-regulated DEGs were enriched in the positive regulation of cell proliferation. The survival
curve analysis showed that 30 of the 87 genes were significantly associated with poor survival prognosis. GEPIA showed that 13 of the
30 genes were highly expressed in CRC tissues compared to normal tissues, among which MYC and FGFR3 markedly enriched in the CRC
pathway. Conclusion This study identifies that MYC and FGFR3 are significantly up-regulated in CRC and closely associated with poor
prognosis, suggesting that they may serve as potential prognostic markers and therapeutic targets for CRC patients.
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