The FLEX real world data platform explores new gene expression profiles and investigator-initiated protocols in early stage breast cancer
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BACKGROUND

Genomic expression profiles have implications for the personalized treatment of breast cancer beyond clinical and
pathological features by enabling the classification of breast cancers into molecular subtypes and providing
prognostic and predictive information about the metastatic potential of tumors and likely response to therapy.
However, full genome expression data can now be combined with comprehensive clinical information to precisely
stratify tumors into clinically actionable subgroups. The FLEX Registry aims to aggregate a large, real-world dataset,
which will enable the discovery of novel genomic profiles to improve precision in the management of breast
cancer, particularly in patient subsets underrepresented in traditional clinical trials.

The target enrollment of FLEX is a minimum of 10,000 patients; over 6,000 patients have enrolled since April 2017
at more than 85 sites, including eight National Cancer Institute-designated comprehensive cancer centers. The
FLEX collaborative platform allows participating investigators the opportunity to author their own sub-study
protocols, as approved by the FLEX Review Committee. Sub-study research categories include: Breast Cancer and
Age, Optimizing Therapy Strategies, Biomarker Advancement, ctDNA and Liquid Biopsy, Genomics and
Transcriptomics, Social and Ancestry, Neoadjuvant Therapy and Surgery, Immunotherapy, Breast Cancer Subtypes.
To date, 27 investigator-initiated sub-studies have been approved by the FLEX Scientific Review Committee.
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Using BluePrint to elucidate the molecular heterogeneity of triple negative breast
cancers (SABCS 2020 #PS18-05)

Differential gene expression in Luminal-type invasive lobular carcinoma and invasive
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