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of intratumoural heterogeneity in breast cancer and novel therapeutic strategies
using single cell analysis.
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Single-cell gene expression data analyzed within our institution and the
respective datasets in public databases were integrated to investigate gene expression for tumor
heterogeneity, which contributes to treatment resistance in breast cancer. Cluster analysis
identified a heterogeneous distribution of breast cancer-related genes, with different gene
expression levels in the ERBB2-high and ERBB2-low expression groups. Moreover, some microRNAs were
predicted as upstream regulators of ERBB2 expression. Gene expression levels of CSC (Cancer stem
cell) markers, EMT (Epithelial-to-mesenchymal transition) markers and metastasis-related markers
differed between each case group. These results suggest that heterogeneity in gene expression may
occur not only in the presence or absence of ERBB2 expression and ER status, but also between each
patient.
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