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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 446 / 5.48/ 6.82 for Low / Medium / High resp.
Deconvolution immune . . SsGSEA oncogenic IGR High
. Survival analysis = ICR Medum
cell populations pathways ICR Low
i v 035 i
Color key PCPG i L 0.350 S —
ssGSEA/Bindea_ORIG signatures %‘ - .
OS survival curve across ICR groups (HML_classification) in PCPG 3 03 ¥ Loazs } « 030 H
T ] 100 | HR=9.63e+08 p=0.999—— 3 - 5
Value f & § 8 o2 |
HML ICR clusters _ Cl=0-In g~ | i B - E\ |
| | Boells E4 =
e Rt A | | || oo T als 2 0.75 S bzs0 | o= |
||| | || | | cmmiccaus 3 a ot '
| URTTEE I OO © &
| il | | | {0 | | I;osmwhlls 2 . .
lacrophages =
| r | || I | 1) Mastcals o 0.50- T
] | il ‘ NK CDS6bright cells = s
111 | ‘ || | vk cosedim cetis 2 T oo
Hi ' | | | | 11 ncels E %
Neutrophils o
i | []ITAN L ] 7cote @ 0.25 e
il ! |I| I T ~ICR High = oz HE
‘ |||| I ' I||| || " “f [Ton _iR Lo '
Tem -
| II ! | I | 1] e 0.00-
| “ ] il l Il mats 0 12 24 36 48 60 72 84 96 108 120
I | I|| | 110 ] a2 cets Time in months
‘\ Il 111 oo ICRHigh 42 29 20 10 8 7 7 5 4 3 2
Il leoc ICRMedium 106 83 60 45 31 24 19 11 9 9 2

Flgure EDAseq Hnrma\lzed, 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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