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Figure S1. Patterns of Gene Expression and their correlation with potential therapeutic benefit in human prostate
tumors. The Cambridge dataset was utilized with camcAPP and ANOVA analysis used to determine Gene Profile and
Survival correlations at p<0.05. The top 50 or bottom 50 differentially expressed genes were used from each treatment
for this comparison. Red, denotes upregulated genes and Green, denotes downregulated genes. *, gene expression
pattern correlates with higher survival (using camCAPP recursive partitioning analysis at p<0.05).
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Figure S2. Upstream Regulators (UR) from IPA analyses, single therapies. (A) UR predicted in IL-18-treated
tumors; (B) UR in IL27-treated tumors; (C) UR in IL-27pepL-treated tumors. Red, predicted as activated upstream
regulators and ranked by z-score; Green, predicted as inhibited upstream regulators, ranked by z-score. Shown are
the UR meeting the cutoff of activation z-score >2.0 or <-2.0 and a B-H corrected p value < 0.05.
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Figure S3. Upstream Regulators from IPA analyses for the combination therapies. Red, predicted as activated
upstream regulators and ranked by z-score; Green, predicted as inhibited upstream regulators, ranked by z-score.
Shown is also the p-value of the overlap.



Supplementary Table

Table S1. Gene expression signatures utilized in the EPIC RN Aseq cell profiling analyses.

Bulk

Signature name Expression FKPM, Source ReferenFe . Source
File Counts Expression File

LMPP_gsea GSE116177 FKPM Haemopedia GSE15330, M7021 GSEA, immusigdb
GMP_gsea GSE116177 FKPM Haemopedia GSE15330, M7041 GSEA, immusigdb
MPP_gsea GSE116177 FKPM Haemopedia GSE22432,M7817 GSEA, immusigdb
gMDSC_gsea GSE140029 FKPM Ref. # GSE24102, M4541 GSEA, immusigdb
mMDSC_gsea GSE140029 FKPM Ref. 2 GSE23502, M8087 GSEA, immusigdb
MDSC_gsea GSE140029 FKPM Ref. GSE21927, M7563 GSEA, immusigdb
HSC1_gsea GSE109125 Cts ImmGen ULI GSE15330, M7060 GSEA, immusigdb
HSC2_gsea GSE109125 Cts ImmGen ULI GSE15330, M7018 GSEA, immusigdb
Macro_gsea GSE109125 Cts Immgen GSE27859, M8590 GSEA, immusigdb
NKT_gsea2 GSE109125 Cts Immgen GSE27786, M4870 GSEA, immusigdb
CD8_Teff_gsea GSE109125 Cts Immgen GSE1000002, M3027 GSEA, immusigdb
Bcell_gsea GSE109125 Cts Immgen GSE27786, M4799 GSEA, immusigdb
Neutr_gsea GSE109125 Cts Immgen GSE27786, M4880 GSEA, immusigdb
Treg_gsea GSE109125 Cts Immgen GSE13306, M3229 GSEA, immusigdb
CD8_T_gsea GSE109125 Cts Immgen GSE1000002, M3035 GSEA, immusigdb
cDC_gsea GSE109125 Cts Immgen GSE3691, M6363 GSEA, immusigdb
DC8a_gsea GSE109125 Cts Immgen GSE12392 M7135 GSEA, immusigdb
pDC1_gsea GSE109125 Cts Immgen GSE22432, M7835 GSEA, immusigdb
pDC2_gsea GSE109125 Cts Immgen GSE3691, M6368 GSEA, immusigdb
NK11_gsea GSE109125 Cts Immgen GSE13229, M3213 GSEA, immusigdb
NK27_gsea GSE109125 Cts Immgen GSE13229, M3205 GSEA, immusigdb
NK27_11_gsea GSE109125 Cts Immgen GSE13229, M3209 GSEA, immusigdb
M2_gsea GSE109125 Cts Immgen S::i;i?sml GEOZR GSEA, immusigdb
Tgd_gsea GSE109125 Cts Immgen GSE22196, M7655 GSEA, immusigdb
Th2_gsea GSE109125 Cts Immgen GSE14026, M3164 GSEA, immusigdb
Thl_gsea GSE109125 Cts Immgen GSE14026, M3356 GSEA, immusigdb
NKT_gsea GSE109125 Cts Immgen GSE3039, M6429 GSEA, immusigdb
M1_gsea GSE109125 Cts Immgen GSE26912, M8205 GSEA, immusigdb
Plasma_gsea GSE109125 Cts Immgen GSE4142, M6395 GSEA, immusigdb

Shown are signature names, bulk and reference files used and sources.



