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INTRODUCTION

Breast cancer is the second most commonly diagnosed cancer (11.6% of total cases)
world wide'. Identifying germline and somatic mutations in BRCA1 and BRCA2 genes
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Figure 2. Amplicon design and sequencing results
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Figure 6. A gene with known copy number gains is being detected

Additional Oncomine™ tumor-specific panels

Figure 8. List of additional Additional Oncomine™ tumor-specific panels
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