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 Older women > 60 were more likely to have

targetable alterations in ESR1, PIK3CA, and
TMB =10 mut/Mb.

Background Results

Younger patients were more frequently PD-L1+ compared to older patients (HR+
40.14% vs 30.18% p=0.15; TNBC 73.39% vs 57.04%, p=0.2).

Despite underrepresentation in clinical trials, the treatment of premenopausal
breast cancer is extrapolated from trials focusing on postmenopausal women.
Clinical trials also are less likely to include older women.

The same therapeutic benefit may not translate given differences in tumor

TMB = 10 mut/Mb was more common in > 60 vs < 50 (HR+ 8.22% vs 4.15%
p=0.062; TNBC 11.68% vs 2.47% p=0.002).
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Methods

FFPE blocks of 1,144 advanced breast cancer cases among women < 50 and >
60 were analyzed by FoundationOne®CDx comprehensive genomic profiling
that evaluated for mutations, insertions/deletions, amplifications, homozygous
deletions, rearrangements, and fusions.
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