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Supplemental Figure 2, Related to Figure 2. A) Immune repertoire of orthotopic PTE-82 tumors
following treatment with Lupron depot or aCSF-1. 17 days post implant, tumors were excised and single
cell suspensions were processed for flow cytometry. B) Gene set enrichment analysis (GSEA) following
whole tumor RNA sequencing. The normalized enrichment score is shown comparing tumors from mice
treated with Lupron versus an IgG control. Data reflects 3 tumors per group from a single experiment.
C) Volcano plots of gene expression changes between aCSF-1 or Lupron and the IgG control. The
decreases in Tmprss2, Abca1, and Cd36 expression are highlighted. Significant changes shared
between the aCSF-1 and Lupron groups are shown in a Venn diagram to the right. D) Example
extracted ion chromatograms for 9 stable isotope-labeled standards for androgens. Each ion
chromatogram is labeled with the abbreviation for the androgen and the description of the stable
isotopes incorporated into the standards (i.e. Carbon-13 or Deuterium). These data from parallel
reaction monitoring of each precursor ion indicate the sum of ion signal intensity for the fragment ions
listed in the table (lower right). E) Steroid levels including pregnenolone, progesterone,
androstenedione, DHEA, 5-androstenediol, testosterone and DHT in fresh tumor tissues from each
individual mouse of Fig. 2E. n=5-6 mice per group, from one of two independent experiments.
Measurements were normalized by tissue weight. Significance determined by unpaired t test for DHT,
*p<0.05.



