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Abstract: Objective To analyze the expression level of TACC3 mRNA in breast cancer and its relation-
ship with prognosis, and to investigate the relationship between TACC3 mRNA expression and clinical data of
breast cancer patients. Gene set enrichment analysis (GSEA) was used to predict the gene set regulated by
TACC3 that may affect the development of breast cancer. Methods The expression profile GSE42568 and
corresponding clinical information related to breast cancer were collected from GEO database. TACC3 mRNA
expression differences, clinical data and prognosis of 104 breast cancer and 17 normal breast tissue samples
from GSE42568 data were analyzed. Related genes regulated by TACC3 were predicted through GSEA. Re-

sults TACC3 mRNA was highly expressed in breast cancer tissues, the difference was statistically significant

(P =0.001). There was no difference in TACC3 mRNA expression among groups with different age, tumor
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grade, lymph node metastasis, estrogen receptor and T stage ( P >>0.05). In the survival analysis, the overall

survival time of the patients with high expression of TACC3 mRNA was shorter than that of the patients with
low expression of TACC3 mRNA ( P =0.009). The high expression samples of TACC3 mRNA were enriched

in cell cycle, DNA replication, RNA degradation, primary immune deficiency, T cell receptor signaling path-

way, spliceosome and other related gene sets.

Conclusion TACC3 mRNA is highly expressed in breast canc-

er. TACC3 is related to the prognosis of breast cancer patients and may become a new target for the diagnosis

and treatment of breast cancer.
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