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expressing TGF-p via N-cadherin
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Supplementary Figure S1. The measurement of the number and the length of N-cadherin-positive
structures at the borders between BM-MSCs and the width of N-cadherin-positive borders between
BM-MSCs.

Supplementary Figure S2. The expression of TGF-{31 ligand in prostate cancers.

Supplementary Figure S3. Expression of TGF-f ligands (TGF-f31, TGF-2, and TGF-33) in PC3, DU145,
and LNCaP prostate tumor cells.

Supplementary Figure S4: Full unedited blots of Figure 2.

Supplementary Figure S5. Verification of siRNA-mediated knockdown of TGF-f type 1 receptor.
Supplementary Figure S6: Full unedited blots of Figure 4.

Supplementary Figure S7. Verification of siRNA-mediated knockdown of N-cadherin.
Supplementary Figure S8. Representative images used for analysis of Figure 6H and L
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Supplementary Figure S1. The measurement of the number and the length of N-cadherin-positive structures at
the borders between BM-MSCs and the width of N-cadherin-positive borders between BM-MSCs. N-cadherin was
stained in green and scale bar indicates 100 pm.
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Supplementary Figure S2. The expression of TGF-$1 ligand in prostate cancers. The RNA-seq database of human
prostate cancers from The Cancer Genome Atlas (TCGA) was analyzed. There were 292 samples with a Gleason
score of under 8 and 206 with a Gleason score of higher or equal to 8. The red lines indicate the mean values.
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Supplementary Figure S3. Expression of TGF-f3 ligands (TGF-1, TGF-32, and TGF-{33) in PC3, DU145, and LNCaP
prostate tumor cells. Semi-quantitative RT-PCR analysis of TGF-31 (TGFB1, A), TGF-32 (TGFB2, B), and TGF-33
(TGFB3, C) in PC3, DU145, and LNCaP. Glyceraldehyde 3-phosphate dehydrogenase gene (GAPDH, D) was used
as an endogenous control for semi-quantitative RT-PCR analysis. Quantitative RT-PCR (qRT-PCR) analysis of
TGFB1, TGFB2, and TGFB3 in PC3, DU145, and LNCaP (E). p Value obtained by t-test (***, p < 0.001; ****, p <
0.0001). Ribosomal protein S9 gene (RPS9) was used as an endogenous control for qRT-PCR analysis.



Supplementary Figure S4: Full unedited blots of Figure 2. (A) Full unedited blots for pSmad2/3 and Smad2 of
Figure 2A. (B) Full unedited blots for pSmad2/3 and Smad?2 of Figure 2B. (C) Full unedited blots for pSmad2/3 and
Smad?2 of Figure 2C. (D) Full unedited blots for pSmad2/3 and Smad?2 of Figure 2D. (E) Full unedited blots for
pSmad?2/3 and Smad? of Figure 2E. (F) Full unedited blots for pSmad2/3 and Smad2 of Figure 2F. (G) Full unedited
blots for pSmad?2/3 and Smad? of Figure 2G.



>
)

: : %* ko ke
(@) 0.04- Kkkk (o] 0.05+

‘» L7 Se

h — @ @ .

o U Qo0 ®
oW 0031 o o w

X 0. X 0O

2 14 : & 0.03-

Z o 092 Z

nE: E DE: E 0.024

o © o011 0 ©

= > k= 0.011

5 s .
E 0.00 E 0.00

1 I I 1
siCON siTGFBR1 siCON siTGFBR1

Supplementary Figure S5. Verification of siRNA-mediated knockdown of TGF-f type 1 receptor. qRT-PCR
analysis of TGF-{3 type 1 receptor (TGFBR1). BM-MSCs were transfected with control siRNA (siCON) or TGF-3
type 1 receptor siRNA (siTGFBR1) prior to treatment with PC3 conditioned medium (A) or DU145 conditioned
medium (B). Ribosomal protein S9 gene (RPS9) was used as an endogenous control.
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Supplementary Figure S6: Full unedited blots of Figure 4. (A) Full unedited blots for N-cadherin (N-cad) and a-
tubulin (a-Tub) of Figure 4A. (B) Full unedited blots for N-cadherin (N-cad) and a-tubulin (a-Tub) of Figure 4C.
(C) Full unedited blots for N-cadherin (N-cad) and a-tubulin (a-Tub) of Figure 4E. (D) Full unedited blots for N-
cadherin (N-cad) and a-tubulin (a-Tub) of Figure 4L. (E) Full unedited blots for N-cadherin (N-cad) and a-tubulin

(a-Tub) of Figure 4M. (F) Full unedited blots for N-cadherin (N-cad) and a-tubulin (a-Tub) of Figure 4N. (G) Full
unedited blots for N-cadherin (N-cad) and a-tubulin (a-Tub) of Figure 40O.
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Supplementary Figure S7. Verification of siRNA-mediated knockdown of N-cadherin. qRT-PCR analysis of N-
cadherin (CDH2). BM-MSCs were transfected with control siRNA (siCON) or N-cadherin siRNA (siN-Cad) prior
to evaluating BM-MSCs migration in response to PC3 conditioned medium (A), DU145 conditioned medium (B)
or LNCaP conditioned medium (C). Ribosomal protein 59 gene (RPS9) was used as an endogenous control.
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Supplementary Figure S8. Representative images used for analysis of Figure 6H and I. White broken lines indicate
the margin of the collagen gel containing cells.



