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Figure S1. The sample similarity of each subgroup was assessed by calculating the Silhoutte score.
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Figure S2. The cluster prediction index and gap statistical analysis of the multi-omics clusters.
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Table S3. The TWAS analysis validation results of TCGA and meta-GEO cohorts in Skin Not Sun Exposed Suprapubic.
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Table S4. The TWAS analysis validation results of TCGA and meta-GEO cohorts in Skin Sun Exposed Lower leg.
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Table S5. The TWAS analysis validation results of TCGA and meta-GEO cohorts in Whole Blood.
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Figure S6. The single-gene expression analysis and OS survival analysis of CAP2 in TCGA cohorts.
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Figure S7. The single-gene expression analysis and OS survival analysis of FCER1G in TCGA cohorts.
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Figure S8. The single-gene expression analysis and OS survival analysis of GZMA in TCGA cohorts.
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Figure S9. The single-gene expression analysis and OS survival analysis of LAPTM5 in TCGA cohorts.

[image: TCGA-OS-LYZ_00]Figure S10. The single-gene expression analysis and OS survival analysis of LYZ in TCGA cohorts.
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Figure S11. The single-gene expression analysis and OS survival analysis of SELL in TCGA cohorts.

















[bookmark: _GoBack][image: META-OS-CAP2_00]Figure S12. The single-gene expression analysis and OS survival analysis of CAP2 in meta-GEO cohorts.
[image: META-OS-FCER1G_00]Figure S13. The single-gene expression analysis and OS survival analysis of FCER1G in meta-GEO cohorts.[image: META-OS-GZMA_00]Figure S14. The single-gene expression analysis and OS survival analysis of GZMA in meta-GEO cohorts.[image: META-OS-LAPTM5_00]

Figure S15. The single-gene expression analysis and OS survival analysis of LAPTM5 in meta-GEO cohorts.[image: META-OS-LYZ_00]Figure S16. The single-gene expression analysis and OS survival analysis of LYZ in meta-GEO cohorts.[image: META-OS-SELL_00]
Figure S17. The single-gene expression analysis and OS survival analysis of SELL in meta-GEO cohorts.
image7.tiff
Survival probability

TCGA-OS-FCER1G

Time(years)

1.004
== High
= [ ow
0.75
0504 =—=-------FHg-----
1
1
1
1
1
: .
1 1
0.25 1 !
1 1
1 1
Log-rank : :
: :
p=0.00038 .
0.00 ! !
0 10 20 30
Time(years)
= 164 36 5 1
173 32 5 1
0 10 20 30





image8.tiff
Survival probability

TCGA-0S-GZMA

Time(years)

1.004
== High
= Low
0.75
0504 ==-------%c-----
I
1
1
1
1
| l
1 1 e -t
0.25 1 |
1 |
1 1
Log-rank : :
: l
p=0.00011 | X
0.00 ! 1
0 10 20 30
Time(years)
162 34 4 1
0 10 20 30





image9.tiff
Survival probability

TCGA-OS-LAPTMS

Time(years)

1.004
== High
- | ow
0.75
0504 =—=-------%----F°
1 |
1 |
1 |
1 1
1 |
1 I
1 |
1 1
0.25 1 '
1 |
1 1
Log-rank : :
| l
p=0.0013 | X
0.00 ! 1
0 10 20 30
Time(years)
=179 38 5 1
158 30 5 1
0 10 20 30





image10.tiff
Survival probability

Time(years)

1.004 TCGA-0S-LYZ
== High
- | ow
0.75
0504 ==-=------
- . -
0.25
Log-rank
p =0.00057
0.00
0 10 20 30
Time(years)
=176 39 5 2
161 29 5 0
0 10 20 30





image11.tiff
Survival probability

TCGA-OS-SELL

Time(years)

1.004
== High
- | ow
0.75 1
0.50 1
1
1
1
1
I
1 1
0.251 1 1
1 1
1 1
1 1
Log-rank
og-ran : : "
1 1
p=0.0084 ! ! I_|
0.004 ! !
0 10 20 30
Time(years)
147 29 4 1
190 39 6 1
0 10 20 30





image12.tiff
Survival probability

META-OS-CAP2

1.004
=k High
- | ow
0.75+
0.50 1
I
1
1
| e
' I—-l—-l-l—-l—-l-l-
1
0.25+ '
1 1
1 1
Log:-ranli
1 1
1 1
p <P.0041
0.00- o
0 5 10 15 20
Time(years)
151 9 1 0 0
119 16 7 5 0
0 5 10 15 20

Time(years)





image13.tiff
Survival probability

1004 META-OS-FCER1G
== High
== Low
0.75
0.50
[}
1
1
|
1
0.25 [ I NS
1 |
! ! e R . -
Log:-ranlk
1 |
1 |
p =.00051
0.00 Lo
0 5 10 15 20
Time(years)
128 14 5 3 0
142 1 3 2 0
0 5 10 15 20

Time(years)





image14.tiff
Survival probability

META-OS-GZMA

Time(years)

1.004
=k High
=== | ow
0.75
0.50
0.25
I
Logrrank
Vo
p =D0.0p69
0.00 L
0 5 10 15 20
Time(years)
=138 13 4 2 0
132 12 4 3 0
0 5 10 15 20





image15.tiff
Survival probability

META-OS-LAPTM5

Time(years)

1.004
== High
== L ow
0.75
0.50
0.25 .
Logrrank  —  —
Vo
p=D0.0p13
0.00 o
0 5 10 15 20
Time(years)
146 15 4 2 0
124 10 4 3 0
0 5 10 15 20





image16.tiff
Survival probability

Time(years)

1004 META-0S-LYZ
== High
- | oW
0.75 1
0.50 1
1
1
1
I
1
0.25 4 1 1 S ————_—
1 |
1 1
Log'—ranlk e - al
Lo
p <'0.0401
0.004 [
0 5 10 15 20
Time(years)
135 15 5 3 0
135 10 3 2 0
0 5 10 15 20





image17.tiff
Survival probability

META-OS-SELL

Time(years)

1.004
== High
== [ ow
0.75
0.50
0.25
Logrrank
1 |
1 |
p=p.ode
0.00 o
0 5 10 15 20
Time(years)
122 14 4 2 0
148 1 4 3 0
0 5 10 15 20





image1.tiff
Silhouette plot

n=338 2 clusters C;
joily | VEIcc) Si
1: 172 | 0.55
2: 166 | 0.54
0.0 0.2 0.4 0.6 0.8 1.0

Silhouette width s;
Average silhouette width : 0.54




image2.tiff
solsiels-deo

S} © © b N =
< s o S S 9
e r
;!
y |
é o F~
/ .
3 _
) Lo
v
]
\
(2 Fw
0 !
/ !
¢é -
\
\
L1 Fo
\. /.
ke \
.\ ./
o ® F oy
o © © < N o
- o o =} =} IS}

Xapu| uonipaid 19isn|d

Number of Multi-Omics Clusters




image3.tiff
pvalue

Melanoma_PM_Skin_Not_Sun_Exposed

1.00-
0.75
* down
0.50 no
o up
0.25
AN
0.00-] \u-. .

zscore




image4.tiff
pvalue

Melanoma_PM_Skin_Sun_Exposed

1.00-

0.75+

0.50

0.25

0.00-

zscore

down
no
up




image5.tiff
pvalue

Melanoma_PM_Skin_Whole_Blood

1.00-
0.75
* down
0.50 no
o up
0.25
\
\ /
0.00- \‘.- .

zscore




image6.tiff
Survival probability

TCGA-OS-CAP2

1.004
=h- High
- [ ow
0.75+
0501 =======-==
0.25+
Log-rank
p=0.016
0.00-
0 10 20 30
Time(years)
183 32 4 0
154 36 6 2
0 10 20 30

Time(years)





