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pCR. Developing a molecular signature of miRNAs extracted Figure 1: Profile of miRNAs related to Pathological Complete
Response. miR-489-5p stands out as a tumor suppressor, and miR-
from tumor-derived extracellular vesicles (EVs) in peripheral 1237-3p and miR-600-5p as oncomirs.
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could optimize neoadjuvant protocols to increase pCR rates

and reduce toxicity. Therefore, this study seeks to initiate the
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development of less invasive and personalized methodologies
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to improve therapeutic outcomes in breast cancer. - " | i —
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To investigate the association between miRNAs derived from Figure 2: Impact of miRNA signature on survival pattern. A — This
miRNA signature, along with its potential target genes, directly impacts
EVs and pathological complete response in patients with pathways related to cell death and metastasis. B — The overexpression
of miR-489-5p stands out as a tumor suppressor, positively impacting

breast cancer undergoing neoadjuvant therapy. overall survival.
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= o i - These findings suggest that hsa-mir-489-5p acts as a tumor
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mmm:mwm" - Q-'ase"E*;RNeasv l represent a potential new tool for predicting response to

neoadjuvant treatment, contributing to a more personalized

and less invasive approach to breast cancer management.
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