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Figure S1. The enrichment analysis of correlated gene sets of MAPK1 and PRKCA. At the top of figure, the enriched pathway, BP, CC and MF were list based on normalized enrichment score (Redundancy reduction: weighted set cover). Below, the enrichment plot of each function item.
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Figure S2. The integrated plot of clinical data and the 26 most significant mutated genes in 586 LUAD samples. From top to bottom panels indicate: mutation spectrum, American Joint Committee on Cancer tumor stage code, overall survival (months), disease free (months), diagnosis age, patient smoking history category and mutation symbol of DECGs, The key to the color-coding is at the bottom. The heatmap of mutated genes expression and methylation were clustered respectively and listed on the right.
[image: F:\文章-E蛋白分析\文章成图\Figure S3. The RTK-RAS pathway (TCGA)..jpg]
Figure S3. The RTK-RAS pathway (TCGA). The important genes of the RTK-RAS pathway were list in a network form with mutation frequency. FGFR4 was marked with a blue box while MAPK1 was marked with a yellow box.
image1.jpeg
MAPKI

Ll

HY

[

\II LT

T

ik

-

-
”i‘”””“ﬂ

i

-

PRKCA

[ |
(i

A
—_

LT
—

LT
-

LRI
o

TR o
—

[l
(=

e

TR
= =

NI
L

:L»j





image2.jpeg
L VN
Mwmnmwmw"umm
)N 00O 0 Y 1 O RO D

v [ b S B T |

o IO T S R A

e IHHII T II‘ H\ L A N 1 T T 1 VA
iz b

i i VINRH T

L e ) e 1

ws N SN T A VR Y R R A T 1
I [ HO | E L) | T

I

o
AT
[ A RUTIRA] H\IIH I

Hl" LI T ]

T T T 1)

b R O

Toa
[ S T T P T
[ Ea——.

T i
PP

mRNA Exprossian 2 Scores (RNA S04 V2 RSEM)

Mty (1401

d \I‘IIIH.IIIHIHI\IHI‘& il ‘ H‘





image3.jpeg
EGFR ERBB2 ERBB3 ‘ ERBB4 MET PDGFRA

FGFR1 FGFR2 FGFR3
[ 23% h 23% |‘

KIT IGF1R
27%

ROS1 NTRK1 NTRK2

2.7%

IJUI
m
S

‘ ALK
RTKs \

CBL ERRFI1 SOs1 NF1 RASA1

\

/I
|\|

RIT1

PTPN11 KRAS HRAS
T% 2.5%

§I

»

N

ARAF BRAF RAF1
v |

~ RAF

RAC1 MAPK1 MAP2K1 MAP2K2

2%

gI
xI

El

Proliferation Cell survival Translation






 


Figure S1. The enrichment analysis of correlated gene set


s


 


of MAPK1 and PRKCA.


 


At the top 


of figure, the enriched pathway, BP, CC and MF were list based on normalized enrichment score


 


(


Redundancy reduction


: weighted set cover). Below, the enrichment plot of each function item.


 


 


Figure S2. 


The i


ntegrated plot of clinical data and 


the 


26 


most significant mutated genes


 


in 




  Figure S1. The enrichment analysis of correlated gene set s   of MAPK1 and PRKCA.   At the top  of figure, the enriched pathway, BP, CC and MF were list based on normalized enrichment score   ( Redundancy reduction : weighted set cover). Below, the enrichment plot of each function item.     Figure S2.  The i ntegrated plot of clinical data and  the  26  most significant mutated genes   in 

