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Fig. S2
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Patient ID: 2118 Patient ID: 2151 Patient ID: 2111 Patient ID: 3490 Patient ID: 2112
Female, age 70 Female, age 75 Male, age 75 Female, age 42 Male, age 41
Uterus, Endometrium Colon, Adenocarcinoma $Skin, Squamous cell carcinoma Thyroid gland, Adenocarcinoma Soft tissue, Malignant melanoma

Patient ID: 3363 Patient ID: 3115 Patient ID: 2403

Patient ID: 1340 Patient ID: 2841
Male, age 21 Female, age 32 Female, age 78 Female, age 56 Female, age 65 !
Testis, Carcinoma Cervix, cell i P , A Ovary, Cystadenocarcinoma Lung, Adenocarcinoma

Patient D: 2399 Patient ID: 2618 Patient ID: 2540 Patient ID: 2195 Patient ID: 3517
Female, age 52 Male, age 41 Male, age 61 Male, age 48 Female, age 60
Liver, Cholangiocarcinoma Pancreas, Carcinoid Kidney, Adenocarcinoma Stomach, Adenocarcinoma Urinary bladder, Urothelial carcinoma

Patient ID: 2604 Patient ID: 2608 Patient ID: 3572 Patient ID: 3365
Male, age 18 Male, age 51 Male, age 65 Male, age 65

Patient ID: 1874

Female, age 80 . .
Breast,,Duct carcinoma Soft tissue, Malignant lymphoma Head-Neck, Squamous cell carcinoma Prostate, Adenocarcinoma Brain, Glioma



Fig. S3

ESTIMATE Score

ACC BLCA BRCA CESC CHOL COAD
75 Spearman’s rho: Sl;:j;’gzgs rho: |
Spearman's rho: Spearman's rho: Spearman's rho: R=0.431 . p;o- e, .- o,
504 R=0.452 . ® R=0.448 0% . p=0 ° Spearman's rho: S Y b
p=3.520-05 * p=0 R=0.473

B =0.00397 *
25 P N
0.0+ ° .
[ 5000 10000 15000 0 5000 10000 15000 0 5000 10000 15000 [ 5000 10000 15000 0 5000 10000 150000 5000 10000 15000
DLBC ESCA GBM HNSC KICH KIRC
Spearman's rho: Spearman's tho: *
7.54 Spearman's rho: i R=0.475 . Spearman's rho:
R=0.483 . . R=0.658 . . Spearman's rho:
Spearman's rho! -0 p=0 MRS o . . R=0.421 5
504 p=0.000586 p= > e . R=0.69 | :
p=0 . B
254
0.04
[ 5000 10000 15000 0 5000 10000 15000 0 5000 10000 15000 0 5000 10000 15000 0 4000 8000 12000 0 5000 10000 15000
—
KIRP LAML LGG LIHG LUAD LUSC
—
+ Spearman's rho:
R=-0.171 X y .
E 754 - L] Spearman's rho: Spearman's rho: Spearman's rho:
Spearman'’s rho: p=0.0356 R=0.504 . w . R=0.459 . ,s.,’. R=0.564 .
jos R=0616 p=354e-35, . [Spearman’s rho. p=0 . L)
l_ L R=0.609 &
E p=3.61e-39
w | e ‘¢
—r
od [ 5000 10000 15000 O 5000 10000 15000 0 5000 10000 15000 0O 5000 10000 15000 0 5000 10000 15000 0 5000 10000 15000
()] MESO o PAAD PCPG PRAD READ
= .
7.5+ Spearman’s rho: s .
e tho I Spearman's rho pearman’s rho .
S‘)Reaorrg;: s rho: Spearman'’s rho R-0.526 R=0.667 *® || Spearman's rho: R=0.646 Y
504 = Re0607 Lo pue® o .0, p=0 . R=0.524 . of| p=0
p=1.51e-39, .
254 “ .
. L)
.
0.04 B
0 5000 10000 15000 [ 5000 10000 15000 0 5000 10000 15000 0 5000 10000 15000 0 5000 10000 15000 0 5000 10000 15000

SARC SKCM STAD TGCT THCA THYM

3 X Spearman's rho:
754 Spearman’s rho:

R=0.657 CRCRE Spearman's rho: H:30-5235 Spearman's rho:
_ R=0.533 p=3.72e-11 R=0.537 < Ho:
=0 = '. 'f.‘_'l : '!. S Spearman's rho: p=0 " * . s - o || Spearman’s rho:
R=0.597 . % Jeaps oot \ R=0.436 w e
25 - LR . p=9.17e-0 2
. M! . > "
0.0
0 5000 10000 15000 0 5000 10000 15000 0 5000 10000 15000 o 5000 10000 15000 ] 5000 10000 15000 0 5000 10000 15000

UCEC ucs uvm

Spearman's rho:

Spearman'’s rho: Ra(.432 Spearman's rho:
p=0.00132 e

so R=0432 LS R=0.403
p=0 ¢ p=0.000212

25 .e

W

0 5000 10000 15000 0 5000 10000 0 2500 5000 7500 10000 12500
ESTIMATEScore score

0.0




Fig. S4

Stromal Score
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Fig. S5

Immune Score
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Fig. S6
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Fig. S7
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