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Clinical opportunities of SNP microarray in breast cancer
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Current advances in single nucleotide polymorphism (SNP) microarray have enabled genome-wide analysis of copy number
aberrations and allelic imbalances of oncogenes and tumor suppressor genes in malignant neoplasms. The molecular
inversion probe (MIP) technology allows SNP microarray testing on solid tumors with limited (20-80ng) and fragmented DNA
from formalin-fixed paraffin-embedded tissue (FFPE). One of the MIP microarray platforms used in OncoScan (Affymetrix)
provides genome wide coverage with 220,000 SNP probes and high resolution coverage for approximately 900 cancer genes
commonly seen in solid tumors. Cross-laboratory validation has demonstrated reproducibility of OncoScan FFPE assay. In
addition, OncoScan shows promise as a quantitative measure of targetable oncogenes such as HER2 in breast cancer. SNP
microarray demonstrates potential utility to provide diagnostic, prognostic and therapeutic information beyond conventional
biomarker analysis for breast cancer.
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