miRNome profile reveals shared features in breast cancer subtypes

and points to a novel miRNAs sighature involved in disease
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INTRODUCTION AND OBJECTIVE

MicroRNAs (miRNAs) have been investigated in Breast Cancer (BC) mostly with focused perspective due to their high
complexity role in gene expression regulation; however, it is still pertinent to perform a large-scale evaluation in order to
uncover novel miRNAs related to disease initiation and progression that may be potentially applied as BC markers.

MATERIAL AND METHODS
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Comparison among BC cell lines miRNomes In silico analysis of miRNAs disclose shared pathways in BC subtypes
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Table 4: Prediction analysis of miRNA-target interaction from S/P1 and SNX1

Table 3: Prediction analysis of miRNA-target interaction from CMYB, EZH2 and MITF
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