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Supplementary Figure 1. The top 15 significant association of single gene mutation with mutation load in TCGA cohort.
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Supplementary Figure 2. Mutational patterns of MUC16 and mucin family members in relation to DNA repair-related genes

in ICGC cohort. (A) Numbers of mutations per megabase in each sample. (B) Representation for mutation patterns of mucin and DNA
repair genes.
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Wilcoxon test P = 0.11
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Supplementary Figure 3. Comparison of TML between TCGA and ICGC cohorts.
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Supplementary Figure 4. Univariate k-means clustering of TML.

P < 0.001
P <0.001 P<0.001  p.g001

- I P <0.001 . .
B = ¥

Log2 (tumor mutation load)
w

MUC16 W Wild-type Wl Mutated

Non-small cell Colorectal Kidney Bladder Head and neck
lung cancer cancer cancer cancer cancer

Supplementary Figure 5. Differences of TML in patients with and without MUC16 mutations in other 5 immunotherapy
susceptible cancers in TCGA.
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Supplementary Figure 6. Association of MUC16 mutation numbers with TML in 2 melanoma cohorts (left: TCGA; right: ICGC).
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GO- Mutated MUC16 Pathways Gene ranks NES FDR
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Supplementary Figure 7. Top enriched pathways of patients with MUC16 mutations in (A) KEGG and (B) GO.

WWw.aging-us.com 3



A mucie
TN
DNAH5
DNAH6
WDFY4
CSMD1
CACNA1E
PKHD1L1
MXRAS
PCLO
OBSCN
USH2A
UNC13C
CSMD2
RP1

C 1o

-~
@

Wilcoxon test
P <0.001 5

Wilcoxon test
75 P<0.001

@
o

50 o

~
o

25

Log2 (neoantigens per megabase)

o
o

Log2 (mutation counts per megabase) 00

0o

; C 15 Wild-type Mutated Wild-type Mutated

10
-10g10 (P) MUC16 MUC16

Supplementary Figure 8. Association of MUC16 mutation with TML and neoantigen load in the ICI treated cohort. (A) Top 15
significant association of single gene mutation with TML. (B) Association of MUC16 mutation with TML. (C) Association of MUC16 mutation
with neoantigen load.
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Supplementary Figure 9. Differences of MUC16 mutation rate between responders and non-responders in (A) male patients, (B) female
patients and (C) overall patients.
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