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Suppl. Fig. S1
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Suppl. Fig. S2
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IPA analysis. Proteins significantly correlated to tumor content; pvalue < 0.0001
S2A. First subnetwork, S2B. Second subnetwork. S2C. Third subnetwork.

Red — proteins correlated to tumor content, blue — anticorrelated proteins.
The networks were generated through the use of IPA (QIAGEN Inc.).



Suppl. Fig. S3A, S3B
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S3A. Unsupervised consensus clustering, all 111 samples.
S3B. Kaplan Meier plot for patient clusters from S3A.
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Suppl. Fig. S3C, S3D
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S3C. Unsupervised consensus clustering, samples > 15% tumor.
S3D. Supervised consensus clustering, samples as in S3C,
but using only 27 proteins with significant Cox scores.
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Suppl. Fig. S4
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Composition of proteomics-based supervised consensus clusters in terms of
genomics-based clusters (S4A, S4B) and unsupervised proteomics clusters (S4C)

S4A, acc. to Jonsson et al. (Cirenajwis, 2015). Blue — high immune, red — pigmentation, yellow — proliferative, green —
normal. S4B, acc. to TCGA. Dark blue —immune, brown — MITF low, magenta — keratin.
S4C, unsupervised proteomics clustering. Pale yellow — shortest survival, black — short survival, dark green —long survival



Suppl. Fig. S5
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Presence of single nucleotide mutations in selected melanoma-related genes
in the survival-related clusters. Mutations: Green — non-synonymous, orange — synonymous.
Clusters: Yellow — medium survival, red — short survival, blue — long survival.



Suppl. Fig. S6

10

i —~— aa®

e

o !

© :

o | E

o '

@ #o

T o | @

o ¥ !

» !

5 ¢

o o | !

2 3 .

g 4

48— ®
*%e

o 2
I

I T
medium suvirval short suvirval long suvirval

Percentage of necrosis in tumor samples in the survival-related clusters.
The boxplot shows the median, 1st and 3rd quartiles. Observations shown outside the
whiskers are considered outliers.



pPC2

20

15

10

-10

-15

Suppl. Fig. S7
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A) Principal component analysis (PCA) of the proteomics data with survival information.

Short survivors (died within 1 year of sample collection, n = 23) and long survivors (lived at
least 7 years from sample collection, n = 26) plotted on the first two principal components.
B) Principal component analysis (PCA) of the proteomics data with BRAF mutation status. The
BRAF mutation status of the patients plotted on the two first principal components.




Suppl. Fig. S8
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Correlations for corresponding mRNA-protein pairs.
Correlations for the 204 mRNA-protein pairs for which both mRNA and protein data was
available and the proteins were quantified in at least 50% of the samples.
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