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Analysis of the clonal changes during neo-adjuvant chemotherapy for breast
cancer and the effect on outcome of therapy.
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Copy number analyses of five patients with SCC were conducted using array
CGH technique. The cytogenetic profile of the SCC components indicated large intertumoral
heterogeneity. There were between 2 and 160 copy number alterations per case, and no common copy
number alterations were identified. The cytogenetic profiles of the paired SCC and NST components
were similar but not identical. Although, in one case, a larger number of copy number aberrant
regions were detected in the SCC component than the NST component. In this case, all of the NST
component aberrations were present in the SCC component. This implies that the SCC component
originated from the NST component. There were no common SCC-component-specific aberrations in the
three NST-component cases. Our results demonstrate the cytogenetic inter- and intratumoral
heterogeneity of SCC of the breast. Our comparison of cytogenetic profiles indicated that the SCC
component originated from the NST component in one case.
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