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SUPPLEMENTAL METHODS 

Immunohistochemistry (IHC) analysis of 5-μm sections was performed as follows for each antibody 

using standard light microscopy. CD19: 20 minutes heated EDTA buffer, pH 8.0 antigen retrieval; 

1:100 overnight, 4°C mouse monoclonal anti-CD19 (Cell Signaling# 3574); Secondary- Rabbit on 

Rodent  (BioCare Medical), for 30 minutes at RT; Substrate - DAB, enhanced by BioCare's DAB 

Sparkle. Gr-1: 20 minutes heated EDTA buffer pH 8.0 antigen retrieval; 1:100 overnight, 4°C rat 

monoclonal anti-Gr-1 (R&D MAB1037); Secondary- Rat on Rodent  (BioCare Medical), for 30 

minutes at RT; Substrate - DAB, enhanced by BioCare's DAB Sparkle. 

 

SUPPLEMENTAL FIGURES LEGENDS  

Figure S1. Schematic diagram representing the function of the transgenic systems. Blue line: 

cell membrane; Blue rectangles: NH2 –terminal myristoylation; Red rectangles: FGFR1 signaling 

domain; Orange rectangles: iLRP5; Green half-circles: drug binding domains; Yellow dumbbells: 

dimer drug, AP20187.  

 

Figure S2. Analysis of inducible LRP5 transgene expression.  

(A)  Diagram of inducible LRP5 transgene. Two tandem drug-binding domains (“Fv” and “Fvls”) 

are present 5’ to the LRP5 intracellular signaling domain followed by an IRES sequence and 

a red-shifted click-beetle Luciferase gene allowing for in vivo imaging of transgene 

expression. 

(B)  Luciferase (CBR) expression of WT, Pro-Cat and Ubi-Cat FVB mice, imaged by an 

IVIS100 system, demonstrating urogenital expression of the Pro-Cat transgene and the 

ubiqutious expression of the Ubi-Cat transgene. 
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(C)  qRT-PCR analysis of transgene expression in the prostatic LSC, Luminal, and Stromal sub-

layers. 

(D)  Western analysis of transgene protein expression in WT or Pro-Cat testes and prostatic 

lobes. 

 

Figure S3.  Pathological Matrix.  

 From top to bottom:  

Schematic of key pathological hallmarks adapted from Gao H et al. PNAS 2006;103:14477-14482; 

Key histological descriptions;  

Representative micrographs of murine tissue at low magnification (Bar = 50 μM) and high 

magnification (Bar = 10 μM). Note bright blue staining is a latex dye to mark the lobes. 

 

Figure S4.  Murine Reactive Stroma Hallmarks.  

 From top to bottom:  

 Key histological descriptions and large representative micrograph (Bar = 100 μM) 

 Representative H&E and SMA micrographs of vasculature and immune cell infiltration at low (Bar 

= 50 μM) and high magnification (Bar = 10 μM); Representative H&E of fibroblasts at low (Bar = 

50 μM) and high magnification (Bar = 10 μM). 

 Detailed IHC analysis of Ubi-Cat × JOCK1 24w reactive stroma; serial sections of the same region 

at low (Bar = 50 μM) and high magnification (Bar = 10 μM) 

 

Figure S5. CID-Dependent Seminal Vesicle Occlusion. 

Ubi-Cat/JOCK1 seminal vesicles with or without CID for 24 weeks. Bar = 200 μm 
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Figure S6. Immunohistochemical Characterization of FGFR1 Epithelia – WNT Stroma 

Lesions. 

(A) CD19 staining. Indicating low-level B lymphocyte infiltration. 

(B) Gr-1 staining. Indicating no infiltration of myeloid-derived suppressor cells. 

(C) Ki-67 staining. Indicating proliferative hyperplastic cells. 

 

Figure S7. LCM qPCR Validation. qPCR validation of mentioned LCM microarray genes. Data 

presented in fold change (ΔΔCq) compared to CID-treated JOCK1. 

 

Figure S8. Distinctive Wnt signature in human reactive stroma grade 3.  

(D)  Wnt signature mined from DAVID analysis of human reactive stroma grade 3 (Dakhova 

2007) 

(E)  Wnt signature of epithelium/PIN and reactive stoma LCM. (a) and (d) JOCK1 CID vs. 

No CID; (b) and (e) Pro-Cat × JOCK CID vs JOCK1 CID; (c) and (g) Ubi-Cat × JOCK1 

CID vs JOCK1 CID. Note, similar patterns are seen between Ubi-Cat × JOCK1 

epithelium and stroma, in line with the ubiquitous expression patterns of the MHC Kb 

promoter.  


