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Development of prediction model for sentinel lymph node metastasis by means of
microRNA expression analysis
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In the present study, total RNA was extracted from the surgical specimen of
ER-positive and HER2-negative (ER+/HER2-) breast cancer and comprehensive microRNA expression
analysis was performed. As a result, miR-98, miR-22 and miR-223, closely related to sentinel lymph
node metastasis (SLNM), were identified. In addition, we have developed a prediction model
consisting of miR-98, tumor size, and lymphovascular invasion for SLNM with high accuracy, which
outperformed the conventional Memorial Sloan Kettering Cancer Center nomogram, in ER+/HER2- breast

cancer.
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Validation data (n = 100)

miR-98 + cT + LVI AUC =0.883 [ 0.807 - 0.958 ]
cT+LVI AUC=0.747[0.638 - 0.856 ]
MSKCC AUC =0.693[0.581-0.805]
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