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Supplementary Fig. 1. The mutation frequency of MUC5B in HNSCC and LSCC as well as the relationship between MUC5B mutations and TMB in HNSCC and LSCC. (A) The mutation frequency of MUC5B in HNSCC datasets in the cBio Cancer Genomics Portal. (B) The mutation frequency of MUC5B in LSCC datasets in the cBio Cancer Genomics Portal. (C) Comparison of TMB between MUC5B-mutated and MUC5B wild-type groups in HNSCC datasets from the cBio Cancer Genomics Portal. (D) Comparison of TMB between MUC5B-mutated and MUC5B wild-type groups in LSCC datasets from the cBio Cancer Genomics Portal. HNSCC, head and neck squamous cell carcinoma; LSCC, lung squamous cell carcinoma.
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Supplementary Fig. 2. Functional enrichment analysis results of differentially expressed genes between the MUC5B-mutated and non-mutated groups. (A) The GO enrichment results of upregulated genes in the MUC5B-mutated group. (B) The KEGG pathway enrichment results of upregulated genes in the MUC5B-mutated group. (C) The GO enrichment results of downregulated genes in the MUC5B-mutated group. (D) The KEGG pathway enrichment results of downregulated genes in the MUC5B-mutated group. GO, Gene Ontology; KEGG, Kyoto Encyclopedia of Genes and Genomes.
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Supplementary Fig. 3. Top 20 significantly enriched pathways in the GSEA analysis. The red bars represent the top 20 pathways that are significantly positively enriched in the MUC5B-mutated group, while the blue bars indicate the top 20 pathways that are significantly negatively enriched in the MUC5B-mutated group. The horizontal axis represents the normalized enrichment score. GSEA, Gene Set Enrichment Analysis.
[bookmark: _GoBack]



image1.tiff
Study of origin

mucsB

Genetic Alteration

Study of origin

B

MucsB

TMB (nonsynonymous) (log2)

Genetic Alteration

7%+

§ Missense Mutation (unknown significance)

§ Truncating Mutation (unknown significance)

| Splice Mutation (unknown significance)

| Noalterations ~ Not profiled

I Head and Neck Squamous Cell Carcinoma (Broad, Science 2011)

I Head and Neck Squamous Cell Carcinoma (Johns Hopkins, Science 2011)

I Head and Neck Squamous Cell Carcinoma (TCGA, PanCancer Atlas)

I Inframe Mutation (unknown significance)

l Truncating Mutation (unknown significance) I No alterations

p=8.67e®

D

TMB (nonsynonymous) (log2)

I Missense Mutation (unknown significance)

<0.!
o p<0.005
6 .o
4
2.
o
24 °
°
-4 [ ]
[ ]
64
-
.8_
' %
%, %,
£ A
X %
% %,
el




image2.tiff
phospholid metabolc process
@ protin-cougied faceptor SignaIng i
& - lpia ectia Sl vy
Sycropnosholpd mEabole Brocees

Fo caabole bosess

reguiation f 0o on tansporn

acenylate cytase-maculang & roein-couped ecapir
nckiol - medaies sanaing

Roprbnag ciaboe pocest

rabecua igmaton

adentocylase-atvatng arenerg ocope Sy
SEis marohoganea

i oxide mediated St ansiicion
oS R

renas o ieocrtid

nosphaiyserine 1 wRS?‘P“"
phosphatcyiserie 1 acyiyaroase acivty

phosphol wm‘ss Al :c:‘mz

The Most Enriched GO Terms (Up)

1-acyi-2-

nelrepeptie m.%'!

A2 acty 12
phbspholipate A2 actuity consuming wimwnmn aidylethanolaming
‘ukaryo mation actor 4E bndng

AP-KG3ss SR acny
presplabareansamie beand
o o oot Aoy
onoipece A5 sy
sodunfeoion anipoer ity
s yoseiion

GO term

morane region
anchored component o membrane
‘ortcal cyloskeleton
acto

teriary granile

secrtory granle membrane
paimioyransierase complex
Sress foer

contractle actin flament bm\dle
jemma
actin lamans Sondls

nucleosome assembly
proten-DNA Complex assambly

negatve reguiaton of gene exprecsion.
‘Shmain sscembly

protein-DNA complex SUbunt organzaton
eGuiaton of Gete expresaon, Spgeneic
o esemit sty

chvomatin organization involved  negaive
cvomain organzaton nvlved n eguaton
DR comomatonthangs
DNA replicaton-dependant nileosome assemt

ONA fepicaion-depapnt nucsosoma ogananor
TONA hetarochvomain scsemby
i Reterodmenzation actwiy
beta 5 3 Gaisciomyransirase scity
chemokine actviy

‘GXCR chemokine receptor binding
Toascorbic o binding
catalyic aciivi, acing on &
Ghemoine recepior bindng
galaciosylansierase acviy
G protéin-coupled receptor bncing
adenine nucleotde ransmembrane transporter acuviy

pufine fbonucieotde ansmembran transporter acii
puriné nucleolde iansmembran transporter acivity
Mucieolde ansmembrane transporter actvity
Cytowine actmity
cadheri bhdng

ONA packagh Complx
complox
protein-ONA complex
uciear nucleosome
nucear chramosome, tolomen regon
anco, anaemia UGIEar complox
BNA repicaton facor A complex
vomosome, tamercfegon

o

GO term

chromosomal fegion
nuclear replisome
o

repisome
microvilus membrane.

The Most Enriched GO Terms (Down)

Gene_Number

Gene_Number

type

1B ioocat process
[ -
[ —

type

Il ioooiat rocess
[ -
I cotuar compenent

B

Fe gamma A-mediated phagocytosis
Inositl phosphate metabolism

Insuin resistance

Neuroactv ligand-receptor ntraction
Phosphatyinosial signaiing system
Gl adnesion molecuies

Platinum drug resistance

Pathways

Shigellosis

Type Il iabetes melitus
Sphingolipd signaling pathway
Glycosaminoglycan degradation
Malaria

Axon guidance

Systemic lupus erythematosus-

Alconolism:

Neutrophil extracelllar trap formation

Viral carcinogenesis

Pathways

Cysteine and methionine metabolism-

Viral protein iteraction with cytokine

Fanconi anemia pathway

Transcriptional misregulation in cancer

KEGG Pathway Enrichment (Up)

~log10(pvalue)

K & s
Gene Number

KEGG Pathway Enrichment (Down)

~log10(pvalue)
125
100

[ 2
Gene Number




image3.tiff
ABG transporters
aldosterone-regulated sodium reabsorption
arachidonic acid metabolism
phosphatidylinositol signaling system
¢GMP-PKG signaling pathway
vascular smooth muscle contraction
retinol metabolism
insulin resistance
pancreatic secretion
insulin signaling pathway
calcium signaling pathway
regulation of lipolysis in adipocytes
aldosterone synthesis and secretion
proximal tubule bicarbonate reclamation
chemical carcinogenesis - DNA adducts
renin secretion
glycosphingolipid biosynthesis - lacto and neolacto series
salivary secretion
cell adhesion molecules
drug metabolism - cytochrome P450
graft-versus-host disease
amoebiasis
ECM-receptor interaction
ATP-dependent chromatin remodeling
base excision repair
spliceosome
cell eycle
antigen processing and presentation
IL-17 signaling pathway
viral carcinogenesis
asthma
theumatoid arthritis
neutrophil extracellular trap formation
protein digestion and absorption
homologous recombination
mismatch repair
fanconi anemia pathway
DNA replication

alcoholism

systemic lupus erythematosus

.
m
°




