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Figure S1. Chemical structure of ARE-1-FITC
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Figure S2. A) Pharmacokinetic analysis of ARE-1 in PVP/Tris formulation compared to
DMSO/saline formulation. B) Body weight changes of animals in LN95 xenograft experiment.
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Figure S3. A) AR occupany of KLK3 ARE | as determined by ChlIP. B) Sequencing results from
AR ChIP experiments of indicated conditions. C) De novo motif discovery by MEME of
reproducible peaks as determined by IDR analysis.
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Figure S4. A) Motif analysis of differentially bound sites using MEME-ChIP. Top two results are
shown for peaks unique to DHT/NT and overlapping betwen DHT/NT and DHT/DHTP. B) Motif
matrix of Androgen response element motif logo presented in (A). Positions 1 and 3 are highlighted
in red.



