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choice of hormone therapies, targeted therapies and chemotherapy.
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« We previously developed a guantitative measure of CTC phenotypic heterogeneity in mCRPC,
and found that high heterogeneity patients are associated with relatively better overall
survival on chemotherapy, while low heterogeneity patients have better survival with AR
signaling inhibitors (Scher et al. 2017 Cancer Research).
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« Here, the same methodology was applied to mBCa patient cohorts to ascertain the feasibility
of CTC heterogeneity analysis in mBCa.
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Methods

* 198 blood samples from mBCa patients were processed for CTC analysis utilizing the Epic
Sciences platform. Following enumeration, multi-dimensional phenotypic characterization
analysis was performed utilizing protein expression and digital pathology features.
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