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Expression and biological significance of GABRE in colon cancer: An analysis
based on data mining of Oncomine and TCGA databases
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[Abstract] Objective: To explore the expression and biological significance of GABRE gene in colon cancer by mining data in the
Oncomine and TCGA databases. Methods: The expression of the GABRE gene in colon cancer tissues and its correlation with the
prognosis of patients were analyzed using the Oncomine and TCGA databases. The upstream miRNA targeting GABRE gene was
identified using TargetScan, starBase, mirDIP, and miRWalk, and its expression and relationship with prognosis of colon cancer were
analyzed. Furthermore, the GABRE co-expression genes were screened using the LinkedOmics database, and the GO enrichment
analysis and KEGG pathway analysis were carried out. Results: The results showed that GABRE was highly expressed in colon cancer
and indicated a poor prognosis (all P<0.05). The Venn diagram indicated that hsa-miR-370-3p targeted GABRE, and its expression was
markedly increased in normal tissues (P<0.01). The expression of GABRE was positively correlated with the expressions of OGT and
FAMI156A genes, whereas negatively correlated with the expressions of ATP5SA1 and MPDUI1 genes (all P<0.05). GO biological
process function and KEGG pathway enrichment analysis suggested that the GABRE gene may be involved in biological processes
including protein dealkylation and regulation of cyclin-dependent protein kinase activity and enriched in taurine metabolism and NF-xB
signaling pathway. Conclusions: GABRE gene is highly expressed in patients with colon cancer and indicates a poor prognosis,

suggesting that the gene may serve as a potential novel target for the diagnosis and treatment of colon cancer.
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tissues in Oncomine database
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The rank for a gene is the median rank for that gene across each of the analyses,
The p-value for a gene is its p-value for the median-ranked analysis.
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Fig.2 Expression of GABRE gene in 5 colorectal tumor

tissues was analyzed with Oncomine database
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“P<0.01 vs normal tissues group
A: The expression of GABRE in normal tissues and COAD tissues; B: Relative expression of GABRE based on histological subtypes;
C: Relative expression of GABRE based on TP53 mutation status; D,E,F: Relative expression of GABRE based on patient’s gender,
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Fig.3 Differential expression of GABRE gene in colon cancer tissues
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Fig.4 Differential expression of GABRE in Chinese COAD

tissues and normal tissues
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A: Comparison of OS between patients with high and low GABRE expression in COAD tissues from UALCAN database;
B: Comparison of OS between patients with high and low GABRE expression in COAD tissues from GEPIA database
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Fig.5 Relationship between GABRE gene expression and prognosis of colon cancer patients
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A: Venn analysis of miR-370-3p target genes prediction through four bioinformatics databases: TargetScan, starBase, mirDIP and
miRWalk; B: The expression of miR-370-3p between normal tissues and COAD tissues;
C: Comparison of overall survival between patients with high and low miR-370-3p expression in COAD tissues
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Fig.6 miR-370-3p directly targeted GABRE
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A: GABRE highly correlated genes identified by Pearson test; B and C: The heat map shows the top 50 genes that were positively and
negatively related to GABRE. Red indicated positively related genes and blue indicates negatively related genes; D and E: Significantly
enriched GO annotations and KEGG pathways of GABRE
7 LinkOmics #1&E B M T 4537 F GABRE HRIAEFE
Fig.7 GABRE co-expression genes in COAD tissues (LinkedOmics)
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