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Supplementary data Figure 2

Group Group ID Description
1 S-Ctrl Sham castrated — no drug treatment
2 S-Low Sham castrated — low dosage treatment
3 S-High Sham castrated — high dosage treatment
4 C-Citrl Castrated — no drug treatment
5 C-Low Castrated — low dosage treatment
6 C-High Castrated — high dosage treatment
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Supplementary figure 1: A. Violin plot showing expression of MST1R in primary
prostate tumor tissues classified by pathological stages extracted from TCGA_PRAD
dataset (n = 486, PanCancer Atlas). Each dot represents a single tumor tissue.

B. Expression of MST1R, AR and KLK3 in LNCaP and MDA PCa 2b were extracted from
the Cancer Cell Line Encyclopedia (CCLE) data [80]. A heatmap was created based on
relative overexpression (red) and under expression (green) using the Multi-Experiment
Viewer (MeV 4.9) software.

C. 2-ME2treatment in PC-3 cells affects multiple genes associated with EMT. A 96-well
gPCR array of genes associated with EMT was screened using cDNA derived from
control or 24h 2-MEz2 treated (3uM) PC-3 cells. Each column represents a single
experiment. Data shows fold change in gene expression relative to (3-actin. A heatmap
was created based on relative overexpression (red) and under expression (green).
Supplementary figure 2: Pathological analysis of prostate tumors from individual
animals from preclinical study.

Supplementary figure 3: Experimental description of metabolomic analysis from serum

samples.



