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Figure S1. Related to Figure 2. Human transcriptomic profile of BM18 and LAPC9 tumors. (A)
Heatmap represents the differential expression analysis of most variable genes from the human
transcriptome of BM18 castrated compared to BM18 intact tumors. (B) Heatmap represents the
differential expression analysis of most variable genes from the human transcriptome of LAPC9
castrated (with and without androgen replacement) compared to LAPCY intact tumors. Genes

modulated under androgen deprivation conditions by up/downregulation compared to intact tumors
are indicated in red or blue color, respectively.
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Figure S2. Related to Figure 2. Human and mouse ratios of RNA-Seq transcript levels in intact and
castrated settings. (A) OB-BMST stroma signature gene expression in the BM18, LAPC9 and TCGA
cohorts (normal, NT and primary tumor, TP). Violin plot showing GSVA signature scores of the gene
sets, stratified by sample types (NT = nontumor and TP = primary tumor). Box-and-whisker plots
illustrating the median (midline) and interquartile range (box), with the whiskers extending to, at
most, 1.5 IQR from the box. Outliers beyond the range of the whiskers are illustrated as dots. P-values
for first figure computed by the Kruskal-Wallis test. (B) Human and mouse ratios of RNA transcript
levels (log2CPM values) of BM18 (intact and castrated) and (C) of LAPC9 (intact, castrated and
replaced). (D-F) Venn Euler diagrams showing the number of expressed mouse genes in (D) BM18
(intact and castrated), (E) LAPCO (intact and castrated) and (F) LAPC9 (intact, castrated and replaced).
Full lists of overlapping genes in Table S1.
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Figure S3. Related to Figure 5. Pathways enriched in the stroma of the CRPC LAPC9 compared to
BM18. (A-D) Enrichment maps of the top 20 enriched pathways for the respective groups and
pathway sets (GO terms biological pathways and KEGG). (E,F) Dot plots of the top 20 enriched
pathways for the respective groups in the KEGG pathway set. GeneRatio corresponds to the fraction
of differentially expressed genes belonging to a given pathway. Full lists of enriched pathways are in

Table S2.
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Figure S4. Related to Figure 7. PSA progression in cases with positive surgical margins or lymph node
status. (A) PSA progression probability of patient cases with a positive surgical margin presence (SM
= 1), according to TNC-high and TNC-low expressions (p = 0.031 and *<0.05). (B) PSA progression
probability of patient cases with positive lymph nodes (LN = 1) status according to TNC-high and

TNC-low expressions (p = 0.092 and ns (not significant)).
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Figure S5. Related to Figure 9. Correlations and prognostic performance of the C1, C2, C3 and C4
signatures compared to previously identified stroma signatures. (A) Scatterplot illustrating the
correlation between C1-4 and the other 2 signatures identified by previous studies [1,2] (Tyekucheva
et al. and Mo et al.) across two different patient cohort datasets: the Grasso dataset (GSE35988) and
(B) Taylor dataset (GSE21034). Correlation assessed by Spearman correlation tests. (C) Violin plots
showing GSVA signature scores of the gene sets, stratified by benign, primary and metastases groups
from the Grasso et al. dataset (Kruskal-Wallis test). (D) Violin plots showing GSVA signature scores
of the gene sets, stratified by benign, primary and metastases groups (Kruskal-Wallis test), and (E)
intermediate-to-high Gleason scores (GS6-10) from the Taylor et al. dataset [3] (Spearman correlation
test).

Supplementary Table S1. Venn Euler diagrams. Data used for the generated Venn diagrams, where
TRUE indicates that the gene is expressed (zFPKM > -3) in all samples of the given group (attached
as an Excel file).

Supplementary Table S2: Lists of enriched GO and KEGG pathways (attached as an Excel file).
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Supplementary Table S3. Statistical test of TENASCIN C expression in the patient groups of different
pT Stage classifications in the high-risk prostate cancer (PCa) TMA. Statistical test outcomes related
to the TMA data in Figure 7. Shapiro statistical test for pathologic tumor stage (pT) Stage 3a, 3b, (p <
0.001 ****) and group 4 (p > 0.05, nonsignificant). Data not homogeneously distributed; therefore, a
nonparametric one-way ANOVA and multiple comparisons using the Wilcoxon rank sum test among
the pT Stage groups (2a, 2b, 3a, 3b and 4) were performed. Adjusted p-values indicated p > 0.05, ns.

Pairwise Comparisons Using the Wilcoxon Rank Sum Test

2a 2b 3a 3b
2b 0.86 - - -
3a 1.00 0.86 - -
3b 1.00 0.86 0.86 -
4 1.00 0.86 1.00 1.00

p-value adjustment method: BH

Supplementary Table S4. Stroma signature gene lists. Gene lists of the Ob-BMST signature. Clusters
of signature lists: C1, C2, C3 and C4. Signature lists from Tyekucheva et al. (signature enriched for
genes expressed in high-grade tumor-associated stroma) and Mo et al. (signature of upregulated
genes distinguishing metastatic progression) (attached as an Excel file).

Supplementary Table S5. Human gene lists of Ob-BMST and C1-C4 signatures. Mouse signature lists
were mapped to human homologs using the biomaRt R package (attached as an Excel file).
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