liontorrent

The Oncomine™ BRCA Expanded next-generation sequencing assay: Development and analytical validation of a new
panel for detection of SNV, insertions, deletions and copy number variants in a panel of 15 genes involved in homologous

recombination repair of double-strand break DNA damage

Charles Scafe, Chenchen Yang, Yun Zhu, Yu-ting Tseng, Brooke McKnight, Fernando Farfan, Santhoshi Bandla, Seth Sadis, Steve Roman, Fiona C.L. Hyland
Thermo Fisher Scientific, 200 Oyster Point Boulevard, South San Francisco, CA; Carlsbad, CA; Ann Arbor, Ml

INTRODUCTION

Breast cancer is the second most commonly diagnosed cancer (11.6% of total cases)

variations (CNV) in these genes can be detected with next-generation sequencing

General performance evaluation

Figure 2. Amplicon design and sequencing results

Variant calling examples

Figure 6. A gene with known copy number gains is being detected
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Additional Oncomine™ tumor-specific panels

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