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Figure: Gene exprassian data was obtained from TCGA, pancancer normalized (EDAseq) ICRscore
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 3.
The combination action performed to reduce to 3 clusters is:
Resulting in mean ICR scores of 487/ 6.43/ 8.47 for Low / Medium / High resp.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq)
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 3.
The combination action performed to reduce to 3 clusters is:

Resulting in mean ICR scores of 5,49/ 7.23/ 9.3 for Low / Medium / High resp.
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Figure: EDAseq log gene data
was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq) ICRscore
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 4.
The combination action performed to reduce to 3 clusters is:
Combine clusters ICR2 & ICR3,
Resulting in mean ICR scores of 5.55/ 7.42/ 9.79 for Low / Medium / High resp.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq) ICRscore
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 4.
The combination action performed to reduce to 3 clusters is:
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq)
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 3.
The combination action performed to reduce to 3 clusters is:

Resulting in mean ICR scores of 5.41/ 7.17 / 9.18 for Low / Medium / High resp.
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Figure: EDAseq normalized, log transformed gens expression data
was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.

Survival analysis

OS survival curve across ICR groups (HML_classification) in CHOL

1.001 HR = 1.67 p = 0.451
Cl=044-6.3
Q 0.754
E
3
2
o 0.50-
2
=1
» 0.25-
—ICR High
— ICR Medium
000, —ICRLow
0 12 24 36 48 60
Time in months
ICRHigh 7 4 2 1 1 0
ICR Medium 17 16 10 8 4 2
ICRLow 12 7 3 2 0 0

Numbers at risk

[TBI] Barrier genes

SsGSEA oncogenic . iR
pathways * [CRLow

o
=
=3

06 ns

— godof —n
g
I E | 2o
0.4 — =4 5035 | 8 —
5 s
os 3 =
Sow | £
B
0.25
0o l 025 I




Colon
adenocarcinoma

consensus

matrix k=3

(COAD)

Calinsky & Harabasz curve

N 3
o
i 4
& 2 5 4
> N 7
% 8
2 o 9
S 8- 10
Q
© -
o |
wn
o -1
T T T T T
2 4 6 8 10

# of groups

TCGAE \q\)) Siraradiane
Color Key

ICR High
ICR Medium
ICR Low

COAD: RNASeq
N patients = 278

HML: 81117 /80 _I_._
’II | JIllW cCcL5
\ \ || CcD274
~|CD8A
|CcD8B

IIJ nmu (IO
||| CTLA4
‘I\ CXCL10
CXCL9

4 2 0 2 4
Row Z-Score

I\II Ll

’llIl | \

i I [H' 1
;lelfumli u' | u J:fﬁ' PN
kAR ) |

i i
!..LH% i i l‘l\!\

Figure: Gene expression data was obtained from TCGA. pancancer normalized (EDAseq)
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 3.
The combination action performed to reduce to 3 clusters is:

Resulting in mean ICR scores of 6.05/ 7.4/ 8.84 for Low / Medium / High resp.
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Figure: EDAseq normalized, log transformed gens expression data
was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq) ICRscore
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 4,
The combination action performed to reduce to 3 clusters is:
Combine clusters ICR2 & ICR3,
Resulting in mean ICR scores of 493/ 7.1/ 9.42 for Low / Medium f High resp.
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Figure: EDAseq normalized, log transformed gens expression data
was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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Figure: Gene exprassian data was obtained from TCGA, pancancer normalized (EDAseq) ICRscore
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 3.
The combination action performed to reduce to 3 clusters is:
Resulting in mean ICR scores of 445/ 5.58/ 6,53 for Low / Medium / High resp.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq)
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 4.
The combination action performed to reduce to 3 clusters is:

Combine clusters ICR2 & ICR3,

Resulting in mean ICR scores of 6.32/ 8.49/ 10.5 for Low / Medium / High resp.
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Figure: EDAseq gene data

log
was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq)
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The combination action performed to reduce to 3 clusters is:
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was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq) ICRscore
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 5.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAsaq) ICRscore
and log transformed. Samples are ordered by ICR score, Optimal k for clustering was 3,
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Figure: EDAseq normalized, log transformed gene expression data

was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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Figure: Gene exprassian data was obtained from TCGA, pancancer normalized (EDAseq) ICRscore
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Figure: Gene expression data was obtained from TCGA. pancancer normalized (EDAseq)
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 3,
The combination action performed to reduce to 3 clusters is:

Resulting in mean ICR scores of 5.67 / 6.62/ 7.74 for Low / Medium / High resp.

Immune phenotype
(ICR) Clustering

Histogram ICRscore in PRAD

frequency

4 6 8 10
ICRscore

Deconvolution immune
cell populations

Color Key

2 2
Value

RAD
ssGSEA/Bindea_ORIG signatures

= ICRHigh

HML IGR clusters | —

| Boells
COB T ealls

|| cytotoxic calls
oc

T
|
ALY
| Eosinaphils
| Macrophages
Mast cells
| NK CDS6bright cells
| i w ‘ | | I | NK CDS6dim cells
NK cells
| | Meutrophils
LI 7 coe
T helper cells
|| Ten
||| TReg
Tem
| Tem
Thi cells
||| Thi7cens
| | | Th2 calls
| LEILE I w0
\ | | oo
pDC
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was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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Figure: Gene expression data was obtained from TGGA, pancancer normalized (EDAseq)
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 3.
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was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq)
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 4.

The combination action performed to reduce to 3 clusters is:
Combine clusters ICR2 & ICR3.
Resulting in mean ICR scores of 498/ 7.16/ 9.95 for Low / Medium / High resp.
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Figure: EDAseq normalized, log transformed gene expression data

was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq) ICRscore
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 4.
The combination action performed to reduce to 3 clusters is:
Combine clusters ICR2 & ICR3.
Resulting in mean ICR scores of 576 / 8.26 / 10.54 for Low / Medium / High resp.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq)
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 3.
The combination action performed to reduce to 3 clusters is:

Resulting in mean ICR scores of 6.63/ 8.14/ 9.61 for Low / Medium / High resp.
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was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAsaq) ICRscore
and log transformed. Samples are ordered by ICR score, Optimal k for clustering was 3,
Tha combination action performed to reduce to 3 clusters is:
Resulting in mean ICR scores of 5.92/ 8.24 / 9.76 for Low / Medium / High resp.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq)
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 3.
The combination action performed to reduce to 3 clusters is:

Resulting in mean ICR scores of 5.65/ 6.86 / 8.74 for Low / Medium / High resp.
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was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq)
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 5.
The combination action performed to reduce to 3 clusters is:
Combine clusters ICR2 & ICR3 & ICR4.
Resulting in mean ICR scores of 747/ B.5/ 10.15 for Low / Medium / High resp.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq) ICRscore
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 3.
The combination action performed to reduce to 3 clusters is:
Resulting in mean ICR scores of 5,54 / 7.24 / 8.95 for Low / Medium / High resp.
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was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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Figure: Gene exprassian data was obtained from TCGA, pancancer normalized (EDAseq) ICRscore
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 3.
The combination action performed to reduce to 3 clusters is:
Resulting in mean ICR scores of 482/ 5.91/ 7.84 for Low / Medium / High resp.
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Figure: Gene expression data was obtained from TCGA, pancancer normalized (EDAseq)
and log transformed. Samples are ordered by ICR score. Optimal k for clustering was 3.
The combination action performed to reduce to 3 clusters is:

Resulting in mean ICR scores of 4.32 / 5.6/ 7.67 for Low / Medium f High resp.
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Figure: EDAseq normalized, log transformed gene expression data
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was obtained from TCGA, using Assembler_Panca_Normalized_filtered.
Bindea_ORIG enrichment z-scores were used to generate this heatmap.
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