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Supplementary Figure 1. The predict model of prognosis in breast cancer. (A) Breast samples from TCGA were divided into
training group and validation group. 22 identified miRNA were analyzed to establish prognosis predict model. (B) Multivariate logistics
regression analysis screened the independent risk factors. (C) Establishing a nomogram by R, and the ROC value was 0.646.
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Supplementary Figure 2. The targeted genes of miR-26a-5p. 133 targeted genes of miR-26a-5p were identified by miRDB,
miRTarBase and TargetScan database.
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Supplementary Figure 3. The effect of genomic instability in breast cancer. (A) K-M analysis of prognosis grouped by genomic
instability. (B) The genomic instability of subtypes of breast cancer. Displaying DDR-associated genes which were co-expressed with
let-7b-3p, miR-151a-5p and miR-26a-5p.
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