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WE: Br ET Oncomine BRI KRB IEEIE 30 5534 ( GEPIA ) B4l FERIR 1248 , ¥R 1 s -1 s 7 4%
ZHEEE 1 (FATL) FE T 409 (HCC) i RA K. ik M Oncomine B85 122 i 56 5 F A [A] 25 U b vp FATIL 3Rk
MR FEEE , X 56 T HCC Z2H RS B AR HEA T L5265 40T , 43 FATT FE R [RIAHE 4R Hh i =3B 15 00 ; AN GEPIA B4 42 T
KT HCC 4121 FAT1 LR 8, UL I HCC T jg AL 40 M5 B, 200 HCC 41215 IE % FF414U FATI (1) 22
IR, Log-rank £33 /347 FAT1 mRNA 5 HCC 838 A AA R ARG ; i T STRING 04f 2 43 A FATL A0 H.AE i 48
HMZ, &R Oncomine i FEHLI SR 463 WOCT FATI FEA RIS BIMPIRE B WF 9T, B Se it~ 0 3 35 T, Horp FAT1 3%
TROKF- I 448 vy 28 T, FAT1 ik KA SRR AIR 7 T, ¥ S HCC 4L 5 WiRgy , 45 5 A4 4 769 MEAs 5 1
WFFEH FAT1 ¥R 535K, FATI £E HCC HA P A RIA KT B35 TIER AL (P <0.05) . M\ GEPIA 403 2 i
419 FIREAS o HCC 244 369 i, 15 # AT4148 50 ], 78 HCC 4H 417 FATL ik /KB E B FIEHHL (P <0.05),
HCC fB35 FAT] FRbAKF 5 BAFRRRICHR AR A KM (P >0.05) . 5 FATI A0 EAEH B & B A i S EF R
HEE PG Z A A A V-REL PR R B AR B S R A R E D SR D 1JUN B F-«B #
T o g B R A 1 MR RSB T S X 24k A — S AL A A .COUP #5511 5%, 51k FATIfE HCC
H 53Rk (HIERIKOKT-H HCC B F W UG TR Ktk
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Expression and clinical significance of adipose atypical cadherin 1 in hepatocellular carcinoma based
on database

TANG Canwei' , CHEN Qingjiang”, CHEN Fei’, ZHANG Xudong', CHEN Guorong', YANG Wangiu',
WANG Jinlong' ,XUE Wujun' , WU Xiaoshuang' , WU Shaoxuan®, YIN Meifeng*, HU Junxia*, WANG Xin*,
HOU Huting® , QIAN Siyu*

(1. Department of Oncology ,the Third Affiliated Hospital of Xinxiang Medical University , Xinxiang 453003 , Henan Province ,
China ;2. Xinxiang Medical University , Xinxiang 453003 , Henan Province ,China ;3. Queen Mary College of Nanchang Universi-
ty , Nanchang 330000, Jiangxi Province , China ;4. Department of Oncology ,the First Affiliated Hospital of Zhengzhou University ,
Zhengzhou 450052 , Henan Province , China)

Abstract: Objective To explore the expression of adipose atypical cadherin 1 (FATL) in hepatocellular carcinoma
(HCC) by analyzing the relevant data from the Oncomine database and Gene Expression Profiling Interactive Analysis
(GEPIA) database. Methods The research data on the expression of FATI in different type of cancer were screened from the
Oncomine database ,and the expression of FATI in different data sets was analyzed by the meta-analysis of multiple research
data sets on HCC. The study data about the expression of FATI in HCC tissues and the information of prognosis and gene
analysis of HCC from the GEPIA database were downloaded, the differential expression of FAT1 between HCC tissues and
normal liver tissues was analyzed ,and the relationship between FAT1 mRNA and HCC patients’ survival was analyzed by using
Log-rank test;the protein network interacting with FAT1 were analyzed through the STRING database. Results A total of 463
studies about FAT1 in different types of cancer were collected form the Oncomine database,of which 35 projects had statistical

significance, including 28 projects with significantly increased expression of FATI and 7 projects with significantly decreased
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expression of FATI. There was 5 projects of HCC studies, including 5 data sets and 769 samples,and the FAT1 expression were

all higher in the 5 projects. The expression levels of FATI in HCC tissue were significantly higher than that in normal tissue
(P <0.05). Four hundreds and nineteen samples were selected from the GEPIA database, including 369 cases of HCC and 50

cases of normal liver tissue, and the expression of FAT1 in HCC tissue was significantly higher than that in normal tissue

(P <0.05). There was no correlation of FATI with the overall survival rate and disease-free survival rate in HCC patients

(P >0.05). The proteins interacting with FATI included recombinant peroxisome proliferator activated receptor Alpha,recom-

binant V-REL reticuloendotheliosis viral oncogene homolog A, specific protein 1, JUN, NF-kappa-B inhibitor alpha,

proto-oncogene protein , tumor necrosis factor, retinoid X receptor alpha,nitric oxide synthase, COUP transcription factor 1,and

so on. Conclusion The expression of FAT1 increased in HCC tissues, and it is not correlated with the prognosis of patients

with HCC.
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P B IR A s 0 R L e B2 I HCC B304 o 1
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FATIL 7E— S0 [ 115 40 2P E & 100005 A2k
I EL 200 1 s P s A, S R I AR AR A
TE—EW R o FAN AT FATL JE R 3
FrJa et 1 22 24535 A 8 i ( mitogen-activated
protein kinase , MAPK) {5 53 % 1 41 fitd 25 B iok 72 11
KA o ORI, SETF FATL AE HCC 2k 54
R U, AWEFE I ] Oncomine %4k A Kk [
2238 1 BUHE 31 5 70 M1 ( Gene Expression Profiling
Interactive Analysis, GEPIA) 3 & FE#G R FAT1 £ ik
AR SAF B, 38 3k R B 42 88 19 7 ik F 9 FATL 72
HCC iRk Kl R & 3, A4 5 HCC By #iFoE 4
BB LB 5 I

1 ABSHE

1.1 —#&# #2645 Oncomine X #E J&E . GEPIA %%
WEPEFN STRING 41 /5. Oncomine 45 FEAE 2 —

hepatocellular carcinoma ;adipose atypical cadherin 1 ;gene;prognosis

MEYE BT 6 AT 30E SR HCEE 1 25 142
WOGT HCC o FATL KA AR ; GEPIA 04 g
Ry 958 E JE R ] % (the Cancer Genome Atlas,
TCGA) Bda (5 B AT HI R 98 FATL £ HCC Hh iy 3R
ik; STRING %4l P FHE B0 5 FATL AHE AR FH Y
HEHHMZ,

1.2 KEHE

1.2.1 Oncomine IFEKRE ik FAEHE)
Cancer type: HCC; (2) Gene: FATI1; (3 ) Data type:
mRNA ; (4) Analysis type: cancer vs. normal analysis;
(5) Preferences: P-value < 1E4, Fold change = 2,
Gene rank =topl10% ,

1.2.2 GEPIA #iEEKE 2570t kst
$5(1) Expression DIY ; expression on Box Plots; (2)
Gene ;: FATI ; (3) Datasets selection; LIHC (liver hepa-
tocellular carcinoma ); (4 ) Matched normal data:
TCGA . AT &% B ALF5 (1) Datasets selec-
tion: LIHC; (2) Methods: overall survival and disease
free survival ; (3) Group cutoff ; median ; (4 ) Hazards ra-
tio: yes; (5)95% Confidence Interval: Yes; (6) Axis
Units : months .

1.2.3 STRING #IEE#T KX E I protein
name : FAT1 ; Organism ; homosapiens,

1.3 SEit40s8 A Bl i A PETE L o
LA ] Oncomine 040 FEAE 2 53 i ) BE 47
3, HCC HEU 5 IE 5 A 2L i) FATL [ 22 &
FIR R ¢ K550, FATI BEH 3Rk 5 BE TG L FR R
FH Kaplan-Meier #8581 3 /1] Log-rank #6556 W47 4E 1750
Br; P <0.05 22 R A Gt 3 Lo

2 #R

2.1 FAT1 ZEEREMERBEhPRIE ZRILE
1, Oncomine %4 PEICUSER T 463 T A [R] 28 AU Jaa 4
WFoEas 5, 45 B R Sk 30 B IRIR | P I
IR LI A I E . FATL 76 RS Rl b 2 g i o b
Bt XWEsE 3k 35 1, Hor FAT1 323k K°F
I 28 T, FAT kK- & AR 7 30,
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Fig.1 Expression of FAT1 in all types of tumor based on

Oncomine database

2.2 FAT1 £ HCC BEHmRE 4R IWKE 2,
W23 Oncomine ZUHE 4 & B, 2002 4E & 2019 4F
L5 TOCTHE HCC ZHZFNE H 4HZ Z 7] FATI 3k
FEBRIBIESE 0 5 S DU 4R 769 REAS, SCF
W & FAE Mol Biol Cell (2002) . Mol Med (2008 ) .
Cancer Res(2010) ,Hepatology (2007 ) 224 73E , %t 5 4>
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Iy P S 8 HE S S 1397.0,P =7. 01E-5, 4R
FAT1 7£ HCC 44 B A,

Median Rank P-Value gene
1397.0 7.01E-5 FATI

Legend

. Hepatocellular Carcinoma vs. Normal
Chen Liver, Mol Biol Cell, 2002

. Hepatocellular Carcinoma vs. Normal
Mas Liver, Mol Med, 2008

. Hepatocellular Carcinoma vs. Normal
Roessler Liver, Cancer Res, 2010

4. Hepatocellular Carcinoma vs. Normal
Roessler Liver 2, Cancer Res, 2010

5. Hepatocellular Carcinoma vs. Normal
Wurmbach Liver, Hepatology, 2007
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Fig.2 Expression of FAT1 gene in HCC based on Onco-
mine database
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Fig. 3  Expression of FAT1 in different HCC database
based on Oncomine database

2.4 GEPIA ##EERIE HCC AL FATI %k
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], FAT1 7£ HCC 21 Y35 8 25 i T IE 4 2
(P <0.05) ,5 Oncomine ks A5 2 45 RANST 5 o
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Fig.4 Differential expression of FAT1 in normal liver tissue
and HCC tissue in TCGA database
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2.5 FAT1 RiE/KFE5E HCC EETEXE 45
WLIELS FEl 6, 128 ] FATT fmik B 5 128 filfik
FORBE BARAAT (overall survival, 08) ZEFIToHT 4=
17 (disease free survival ,DFS) R [V 7% R TG 24 &
(P >0.05).,

1.0 ——Low FATI TPM

High FAT 1 TPM

Logrank P=0.81
HR(high)=1
P(HR)=0.8
n(high)=182
n(low)=182

0.0 T T T T T T
20 40 60 80 100 120
i)/ H

5 HCC ##& OS 25 FATI RiZHX R
Fig.5 Relationship between FAT1 expression and OS rate

in patients

1.0 —— Low FAT1 TPM
— High FAT 1 TPM
Logrank P=0.57
T HR(high)=1.1
0:85] P(HR)=0.56
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4
0.4 4
0.2
0.0 T T T T T T
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[/ A

El 6 FAT1 Rix5 HCC #E:#& DFS ZgX %

Fig. 6 Relationship between FAT1 expression and DFS rate of
HCC patients

2.6 FAT1 tHE/ERAZERAME 2R WK 7, LU
FAT1 8 A0, B Z A EAE I, i Ak
Yy A 38 58 P TG 32 K A B 2H 2B 1 (recombinant
peroxisome  proliferator ~activated receptor alpha,
PPARA) \V-REL AR P Bz 15 A= 5 85 9 2 A [R] I 47 A
2 & [ (recombinant V-REL eticuloendotheliosis
viral oncogene homolog A, RELA)  J& B E H 1
(specific protein 1,SP1) JUN # K T-«B il #l57] o
( NF-kappa-B inhibitor alpha, NFKBIN) | JFUiE 3L R & H
(proto-oncogene protein, MYC) | f1983 2R 7€ Al 1 ( tumor
necrosis factor, TNF) A% X Z /K A (retinoid X
receptor alpha, RXRA) . — 4 1k &l & i ( nitric oxide
synthase,NOS, ) ,COUP %% 5% [XF 1 (COUP transcrip-
tion factor 1,NR2F1) .

TNF

—/ N0
~ \
FATL] / / \‘
7 / ' NFKBIA
¥ D

7 5 FATI EHHEXIERERNEE
Fig.7 Network diagram of proteins associated with FAT1

protein
3 itig
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W, IR I AT O HCC H 2 32 408 B A ) L) 4 e
Jitke

FAT1 BE[H @ TN Ak R A I i B — 5% T
Yotk 4q34-35"% 0 FATL 76 28 (1K M W06 1 A R
FEH— I N 45 #4938 (intracellular domain,ICD) , 3%
I RERS L BN A0 A, 1T HOR RE S B-1% B
AU ELAE IR BHL 1k H: 1) 40 i A% A B 435 ICD 55 0]
PEPEDLE A KRR % 2 ) (extractable nu-
clear antigen/vasodilator-stimulated ~phosphoprotein
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FIAS AR Sl L Sh 3 975 ) 240 i 1 % ok 410 il
Yes #1522 1 1 ( Yes-associated protein 1, YAP1) J&%
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e
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FE MR FRYE 5 (3) FATL 1 Jig 7 25 IR G806 1 — 0,
ATl EE KRR R, I HORECR 1CD S5 A 8 H
PHEAERBLLE T FATT Z3E/EH; (4) HCC 1R A%
PR R e HaE R i e i 2 — , Hopil)s 52 2 Fp
DR R FE R, 9 A 5 — AN 2 P RE A B P i PR
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5%, M I 2L i 5 v AT LU £ 36 E FATL 54
KA A FBLE], #F— P& FATI 78 HCC
KAEREAFEPNER . 5540, AWF5T 5
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