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Elucidation of therapeutic target molecular pathway by understanding tripli
negative breast cancer and functional RNA integration
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To identify therapeutic targets for triple-negative breast cancer #TNBC), we

created microRNA (miRNA) expression signature using RNA-sequencing technology. Analysis of the
signature revealed that expression of miR-101-5p was significantly reduced in breast cancer (BrCa)
tissues. The Cancer Genome Atlas (TCGA) database showed that low expression of miR-101-5p predicted
poor prognosis in patients with BrCa (overall survival rate: p = 0.0316). Ectopic expression of
miR-101-5p attenuated aggressive phenotypes, e.g. proliferation, migration, and invasion, in BrCa
cells. We identified that GINS complex subunit 1 (GINS1) was directly regulated by miR-101-5p in
BrCa cells. Knockdown assays showed that downregulation of GINS1 inhibited the malignant features of
BrCa cells. Moreover, aberrant expression of GINS1 observed in BrCa clinical specimens, and high
GINS1 expression significantly predicted poor prognosis in patients with BrCa (overall survival
rate: P = 0.0126).
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