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The value of ITSN1 mRNA in predicting the prognosis of breast cancer
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Abstract Objective: To predict the prognosis of breast cancer patients by analyzing the expression level of ITSN1 mRNA. Methods: The
Kaplan—Meier Plotter database was used to analyze the relationship between ITSN1 mRNA expression and prognosis in breast cancer
patients. The GEPIA database was applied to explore the expression of genes ITSN1 and HER2 in breast cancer. Results: The total
population of breast cancer with high expression of ITSN1 mRNA had a better prognosis. High expression of ITSN1 mRNA predicted longer
recurrence—free survival in patients with luminal A, luminal B, HER2-negative and node—positive breast cancer, and better overall survival
in patients with node —negative breast cancer. Her—2 amplified/positive breast cancer patients with low ITSN1 mRNA expression had a
better prognosis. The expression of ITSN1 gene in breast cancer was lower than that in normal breast tissue, and the expression of HER2
gene in breast cancer was higher than that in normal breast tissue. Conclusion: Breast cancer patients with high expression of ITSN1
mRNA have a better prognosis, and ITSN1 may play a role in tumor suppression in breast cancer.
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