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Supplementary Figure Legends

Figure S1.  AR positivity and LAR correlation stratified by response.  Waterfall plots show A,  AR positivity (%) by IHC in evaluable patients or B, LAR correlation strength in evaluable patients treated with enzalutamide + taselisib binned by response (CBR16). 

Figure S2. Prescreening of tumor AR protein by IHC. A, Images show representative AR IHC staining for individual patients with percentage of AR+ cells indicated. B, Plot shows the distribution of AR (% positive tumor cells) in the patients screened for trial enrollment. Patients with tumors >10% AR+ that were eligible for the clinical trial are indicated in red.

Figure S3. Mutation plots for genes mutated in LARLAR tumors analyzed. Lollipop plots show mutation type and location relative to protein domains for A, PIK3CA, B, AKT1, C, NF1, D, PTEN, E, FOXA1 and F, GATA3.
 
Figure S4. AR transcript levels in pre-treatment tumor biopsies.  Plot shows AR transcript level (log2 TPM) in pre-treatment tumor biopsies for all patients. Tumor with DNA amplification of AR indicated in red.
 
[bookmark: _GoBack]Figure S5. RNA-sequencing batch correction. PCA plots shows first two dimensions of variation between samples colored by batch, patient #, TNBCtype or timepoint before batch correction (A, B, C, D down left panels) or after batch correction (E, F, G, H down right panels. 


