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HE . B 9 EEaxd&8 6 (STX6) R fikaxd& 8 8 (STXS) £ R EF 5 RREEIEN LA,
N STX6 Fo STXS * B e FUS AL, F7i% AR Kaplan—Meier plotter ( KM plotter ) /2 £k 445 Bl 4 882 4] H
B ERIAZTE, 5 STX6. STXS AL B REF TG X A, 4R STX6 mRNA S kA5 B & & 484709
BABI (0S) #AE (P <0.05), R [HR=0.70 (95%CI : 0.57, 0.86) ], STX6 mRNA &ikl &% &4
#9 Lauren 5 7 iRAA | MELHBRES, LZAEHZ HER2 KRIUAK (P <0.05), STX8 mRNA & kit
5 B HHIF OS £ (P <0.05), R [HR=0.75 (95%CI : 0.63, 0.89) ], STX8 mRNA ik 5 § #
BEWERSBH N BANE ., Lauren 2B PR FeiRZ A . LA 4K HER2 B E (P <0.05), 45
B A RELXIIERE, KILSTX6, STXS mRNA ¢ &k K-F5 FREHTEZEWML, HREGEHTE
BT, TOAEHN B BTG AR TR .
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Roles of expressions of Syntaxin 6 and Syntaxin 8§ mRNAs in
evaluation of prognosis of gastric cancer

Li Ma, Jian-jun Tong, Jian-bo Xue, Tao Xu
(Department of Gastroenterology, Daxing Hospital Affiliated to Capital Medical University,
Beijing 102600, China)

Abstract: Objective To explore the expressions of Syntaxin 6 (STX6) and Syntaxin 8 (STXS) in gastric
cancer and their clinical significance, and to evaluate their value in prediction of prognosis. Methods STX6 and
STX8 expressions and clinicopathological information of 882 gastric cancer patients were collected from Kaplan-
Meier plotter (KM plotter) online database, and the correlations of STX6 and STXS8 expressions with the prognosis
of gastric cancer were explored using KM plotter. Results The high expression of STX6 mRNA was associated with
longer overall survival (OS) of the patients with gastric cancer (P < 0.05). The high expression of STX6 mRNA was
closely related to mixed type of Lauren, lymph node metastasis, no distant metastasis and HER2 status in the gastric
cancer patients (P < 0.05). The high expression of STX8 mRNA was associated with longer OS of the patients with
gastric cancer (P < 0.05). The high expression of STX8 mRNA was closely related to clinical stage II and stage IV,
instestinal type and diffuse type of Lauren, no distant metastasis and negative HER2 in the gastric cancer patients
(P < 0.05). Conclusions The expressions of STX6 and STX8 are closely related to the prognosis of gastric cancer
patients, and the patients with high expression of STX6 and STX8 have better prognosis. STX6 and STX8 may be
used as potential prognostic indicators for gastric cancer.
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B ( gastric cancer, GC ) ESEERETIE 2
R DU , AR EEAEAT 29 80 T AN BREE s
RUE T BRI WM MR 75 T RORI
R, (BARSRAAAE VA AME . TS 22 AXERE ™ TR,
N7 ERE B REEFE NIRRT, TR RIRRE
R RIS - FALE], SRS
SRS RIS Ak o FTVREPE N— O R T 46 — Tk I Jie
R ¥+ ( N-ethyl-maleimide—sensitive factor, NSF )
&4 1 (soluble NSF attachment proteins, SNAP) 1
[z A& SNARE ( SNAP receptors ) 25 FAER ) & A
R R AR R R R Th i A F A A R
BiZ A # 1 Syntaxin 6 ( STX6 ),Syntaxin 8 ( STX8 )
BAS IS AT " kA R
TR IR EAER, R STXS JL K AEAS A Rl e 4n
fEdG 58, {0 STX6 Fl STX8 &5 5 B k4. Kk
KHEA5, BAnAAERE, Wk, A3GE Kaplan—
Meier plotter ( KM plotter ) 7E 2 B0 E 4 M STX6 Hil
STX8 ik -5 B 9 F i A BRI UAHSCHE , JF AR
HAE BB A TS h i B SO E, BHREINT .

1 RS

1.1 KM plotter ZELLEIRE S 17

18 1 7E 28 B0 dE & KM plotter (http  //kmplot.com/
gastric ) PATAY 882 1) H e R A I PRI PR B, fuh
ARG, WRELESFERIRAS | AL RS IRAS | Lauren
A3 A AETREE K HER2 IR A, X STX6 il STX8 7
B R SAEAE Coverall survival, OS) " A TS
M HATIEL S0 BT, M STX6 1 STXS I PH ik /K F-
FTEACT AL, b mAaARIRERL, IS A
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— HR=0.70 (0.57, 0.86)
Pl P =0.00062
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o B KRS HE (hazard ratio, HR ), 95% {5 X 6] (CI)
FPAH.
1.2 #FitZEHE

AT R SPSS 16.0 Geitiil, A1 x Kl
XHi R GEREATAOCME T, R Kaplan—Meier 2 %F
BE I AT GRS e % 95%C1 #EA7 50 M1, P <0.05 N7
SAGFRE L

2 #HR

2.1 STX6 #1 STX8 mRNA Rix 5 BEME S

STX6 [ Affymetrix ID K 212799 at, KM plotter
TELRBAR /T HT & B, STX6 mRNA 145 %Kik 5 5 9 &
TP 0S AH G, STX6 mRNA 3Kk B g [ & 1Y
08 BUF FAEHR A H (P <0.05), K H [HR=0.70
(95%CI : 0.57, 0.86) ], STX8 ¥ Affymetrix ID 4 :
204690_at, STX8 mRNA (1= %1k 5 B OSH,
STX8 mRNA =31k B E ) 0S B FARFRIAEE
(P <0.05), KU H [HR=0.75 (95%CI : 0.63, 0.89) .
DL
2.2 STX6 #1 STX8 mRNA Riz5BmEHI&K
RIS AERIAE

HE— 4RI STX6. STX8 mRNA 743k 5 BRIl A
o BEARAE AR OCME, & B STX6 mRNA Fik 5 B
H B Lauren 23R AR HER2 ARDL . RELZEEERS |
JCIm Ab ¥ RS A 56 (P <0.05) ( W3 1), STX8 mRNA
Tk 5 B A GRS THRAMINV YL, Lauren 53
R ep i RO SR R HER2 FIPE. Jout kb %% 7 A1 ¢
(P<0.05) (W#E2),

< N
- HR=0.75 (0.63, 0.89)
& - P=0.0013
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&1 STX6 mRNA Rix5EEEE Ik AFEFHEREXME

I PR3 2%
I 0.56 0.20 1.54 0.254
I 1.43 0.75 2.75 0.276
m 0.80 0.60 1.06 0.123
I\ 0.79 0.51 123 0.294
Lauren 4374
712! 0.76 0.54 1.07 0.119
i 0.81 0.57 1.14 0.221
RA 0.24 0.07 0.75 0.008
HER2 R
[Pk 0.60 0.47 0.77 0.000
FHPE 0.66 10.49 0.90 0.009

IR
&5k 0.83 0.55 1.27 0.390
HEESE 0.69 0.34 1.41 0.306
RSk 2.47 0.90 6.81 0.071
lN ST
¥ 0.42 0.18 1.00 0.044
H 0.63 0.47 0.85 0.003
x 0.63 0.45 0.87 0.005
H 0.62 0.33 1.19 0.147

%2 STX8 mRNA Rz 5B EEE IR AREFIEREXME

I PR3 4% Vanteridis
I 1.42 0.52 3.83 0.492 otk 1.3 0.86 1.98 0.215
] 1.93 1.05 3.54 0.031 PEESME 0.52 0.25 1.11 0.088
mm 0.79 0.59 1.05 0.103 AL 0.44 0.16 1.21 0.103
\Y 1.57 1.04 2.38 0.031 k45T RS

Lauren 43-% P 2.74 0.91 8.19 0.067
J 1.58 1.15 2.16 0.004 H 1.52 0.75 3.07 0.242
PRiE A 1.52 1.07 2.17 0.019 AN RIRTS
TR 0.54 0.19 1.56 0.249 J 1.64 1.23 2.17 0.001

HER2 R i 1.52 0.75 3.07 0.242
[ 0.78 0.61 0.99 0.042
PR 1.29 0.97 1.70 0.076

3 i-‘j-i/l’.\. % (Gene Expression Omnibus, GEO ) B A

BEE X T IRFT R . DB RS S S B
KR fE I R ER AN WP LA S MR R 7 T B R A2
K, B AR RIEARA —E R R, (Hh
THFR S AR AT, BB E RS Mo
WA AR AT 2 R Ao i e A XERSE ™. Kaplan—Meier plotter

A FE DA A 98 0 B T R BUS A (. Kaplan—Meier
plotter {9 1 TR TR, BB T2
TEVF 22 ] ANE R T b i B R 25 W a5 R BE LR

SNARE # FH 2 A o 5 I A O EORZ A= 9 rh )
LG B 7, S S AIEas A AR B S Y Horp
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STX6 Fl STXS J2&: Hill 52 % Syntaxin (851, STX6 1EH
—MiaE R, Z25NERRE, STHRETE
£ i 5 A v R OGN ™, STX8 TEA N &
BUENLT R AR R L, S5
[ A iz i S R A AR T WRSE R, STX8
AERS5 STXT7 HH | /INfliz fiid i A H A ] --SNARESs
[FJEP 8 (vesicle transport through interaction with t—
SNAREs homolog 1B, vtilb) B vtila 7 [ DA K /)N 0 A
¥ B B 7 (vesicle—associated membrane protein 7,
VAMP7 ) o VAMPS 25 FIfE IRl A id FE IR I SNARE
A, REBEERG , (EIEE AR . BRI,
STX6 TEMfijEs | B8 B 5 MR ZUh ik
SR B BRI A0 Mg 1 AR ORI RS . STX8 7E 2B
i 2 SR e 5 224 54475 5 ] 6 ((mitogen—inducible
gene—6, MIG-6 ) BHAENE SR, S5E L ERAEF
S ( epidermal growth factor receptor, EGFR ) PRI,
SN EGFR S-S R 5, R 5 mid ik Je S5 9g 114
KRR ™, B STX6 K STXS 7¢ F J# 19 W5 th
AIVE IR B R AR 2 FIBIFSE

AW A, HREHLUT STX6 mRNA f5K15
5 BE R OS BUIMOE, STX6 mRNA RiRikiE
JERER OS EHim TRFRIBRE ; HRBSHEEE
Y Lauren 73 B4 FpiR & 7 . HER2 RO, R E5 4658 .
TEREALEERSBYIMIG . DU 4 “ BFFE R B, STX6 FE1T
EERRAN D EIEFRIE, DR STX6 REMHI £ 45 %
RN A ISR, $m STX6 HAT — @ i tEm .
HABEFE T, STX6 mRNA 2RIk B REEH 08 84,
P78 STX6 7 B A . K EIERE T K% — 7 R4
YER. TR, STX6 1A [ Y e v n] E & 4% A8 W] B9
Tihe, WATRESE R TAEAEMR 22 R S8, M HBTA
5 STX6 TEMEE rh BRIV FIBLE] AT 4, B 2
HE— IR . ARBTTER I, STX8 mRNA @ik
R R B B AR A OS BEVIAHSE, STX8 mRNA
RIS B R OS B TRFRILEH - KRS
TR I IR ey MMV . Lauren 23 A7
TUFIGRIE R . HER2 BIPE . JCim b R OIM G A7
HRIEFR STX8 TEJF A 2 b 3RGA T, IS5
JEAIY) TNM 20 R ARSI ™, i/ STXS mIfiE
TE 9 0 et R St vh R P e B RV T 5 (A
WFFE R, G 5T 240 MR U251 2 v 1o AT
STX8 KENREME AT AN HI A0 MIE5E . 1T MARZRRET),
$&7n STX8 n] BELE MK TR 0 & AR L R R E R vh A 4%

IF a1

H

TR T RE . MG, STX8 JE K AT fE 16 A [a] it fih e
HORPEARRIMAEH . AR & B STX8 mRNA =& ik
BB 0S Belt, $7R STX8 Al REXT Bmm &k LE . &
Je 7 —E AR, AEA TR B E— 25 AR ST RS
B STX6. STXS8 [k KT REMEAE Ry — i 7 1
BRI TS PPN R AR . (R T BERARA I PR AL
ek M AT B — 25 A ARSI RN I

2 FTIR, STX6. STX8 mRNA &A1 IR &
BB N 0S, 5 BB MEUR %I C, itk
I8 FELH 4L STX6, STX8 FFik /K, siifeist
by B 9 R TS () — R OIS bR, SORA B TR &
RS T MR M 0 A0 WS 1) T B R g4y
MrW] STX6 K STXS 7 5 ¥ o HoA — 2 i /EH
A S H ELRAVE FHAILHIE i AN T, AT 22 ml e
FERIRIT
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