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INTRODUCTION

* AR pathogenic/likely pathogenic
mutations (mutAR) evolve under the
selective pressure of testosterone
suppression and AR targeted agents.

« Therapeutic targeting of CRPC patients
with a mutAR is of interest.

* We evaluate mutAR in the circulating
tumor DNA (ctDNA) of patients
previously treated with abiraterone
(Abi), enzalutamide (Enza) and both
(Abi + Enza) in a large Tempus real-
world mCRPC cohort.
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« Pathogenic/likely pathogenic AR mutations were detected in 14.7% of patients treated with Abi, 15.0% treated with Enza, and 26.8% of patients treated with
both Abi and Enza (p<0.001).

* In mutAR, Thr878A single hit mutations occurred in 5.0% of patients treated with Abi, 0.5% of patients treated with Enza, and 5.7% of patients treated with
both Abi and Enza (gq=0.002).

* In patients treated with Abi, somatic co-mutations in JAK1, CTNNB1, SPOP, and PTEN occurred more frequently in mutAR than wtAR (q=0.004, 0.010, 0.020, and

0.045, respectively).
RESULTS

Table 1. Cohort demographics and clinical characteristics

Figure 1. Ten most frequently co-mutated genes (mutAR + mutX) by treatment group.
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Inclusion criteria:
 Treatment with Abi, Enza or both Abi + Enza
sequentially
« Testing = 6 months after treatment initiation
with Abi or Enza

Retrospective review of
de-identified patient data

*If patients had multiple NGS samples, the most recent
sample was used. The assay is a targeted liquid biopsy
panel that detects single-nucleotide variants and
insertions and/or deletions in 105 genes, copy number
variants in six genes, and chromosomal rearrangements
in seven genes. AR Amplifications were not included in
this analyses.
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