2020 2021

Development of a biomarker for bone metastasis of breast cancer by serum exosome
analysis
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Three cohorts of patients with luminal breast cancer were enrolled in the
study: (1) postoperative recurrence-free patients (10 cases), (2) patients with breast cancer with
bone metastasis alone (11 cases), and (3) patients with distant metastasis other than bone (11
cases). MicroRNAs in serum exosomes were extracted, and microRNA expression was comprehensively
analyzed using a next-generation sequencer (NGS) and compared between cohorts. Hierarchical
clustering analysis of total microRNA expression showed that the samples in the same cohort were
similar and there were differences between cohorts. Next, the expression of each miRNA was compared
between cohorts to determine whether any miRNAs were significantly expressed in bone metastases, and

10 microRNAs were identified that were significantly expressed in the bone alone metastasis cohort.
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