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Abstract

Objective: To explore the expression of IncRNA-19, FER1L4, LINC0O0152 and AK054979 in
long noncoding RNA (IncRNA) in gastric carcinoma. Methods: We collected 24 cases gastric
carcinoma tissues. The expression levels of IncRNA-19, FER1L4, LINC00152 and AK054979
in gastric carcinoma tissues, para-cancer tissues and normal tissues were measured by
real-time fluorescence quantitative PCR, and the correlation between the expressions of
IncRNA-19, FER1L4, LINC00152 and AK054979 and gastric carcinoma tissues was ana-
lyzed. Results: IncRNA-19, FER1L4, LINC00152 and AK054979 were highly expressed in
gastric cancer tissues (P < 0.01). It was positively correlated with the clinical pathological
stages of gastric carcinoma (P < 0.05). Conclusion: IncRNA-19, FER1L4, LINC00152 and
AK054979 were all highly expressed in gastric carcinoma tissues and positively corre-
lated with the pathological stages of gastric cancer.
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HE

HH: #TK5#%IEHBRNA(long noncoding RNA, IncRNA)H fjIncRNA-19. FER1L4. LINC00152 %
AK0549797E B BH A RE . FHik: WE240 BB EBEREALR, XA LR EEPCRIE BREHSR.
EEHA R ESHL P IncRNA-19. FER1L4. LINC00152 % AK054979/1&i57/KF, ##7IncRNA-19.
FER1L4.LINC00152 % AK054979% %X 5 B BAARIEFIMHFME .. &R : BBAHAL FIncRNA-19.FER1L4.
LINC00152 )2 AK054979HIRIEK-FERRIL(PY <0.01); H5BEIERRENMHEIEMR(P <0.05).
%545 : IncRNA-19. FER1L4. LINC00152%AK0549797 BBALA T ERE, S5 EERESHETE
R,

Xiia

BEiE, K&3E%ERNA, IncRNA-19, FER1L4, LINC00152, AK054979
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1. 5|

B G T N SRR R B UE . —, MRHE Globocan ¥ e, /& A ER AR 10N UL I
TEB MRS HAES 4 00, 1ELMErPHEESE 5 A, R ABRIEA BTN 5 — KR AI[1] [2]. H M 2010
SERLR, HRE BN AR BB AR T i R R, 7 AT AN AR A, I DO A BRI A
BRI 5T R IR R4S RNA (long non-coding RNA, INcRNA)ZE 45 B i 4 £ Miie i e 95, IR
FIRE R AN FHROET AR E AR R SRR TR HLE . IncRNA 2 —Fh KR IE 200 MEER
(nucleotide, nt)f1dE4mAS RNA, fE4NAEZH, IncRNA HAT IE GO, A3 i B s, A
SYERA AR IThRE. 2T E IncRNA BERT 5| R R MER, (eibBEpmm kL. &
&, Wl R ER3] [4] [5]. Liu 2585t qRT-PCR WillZL Mz ) FERILA & &, K
FER1L4 3R IA7K P17 91.8% (56/61) 1) B H 4 B i N, JF H FER1LA MRFRIA S5 K/ 4HE%
YR IRIERREE . MREMZZE. mALEAE . TNM R, I AP 12 28 DL LIE CAT2-4 (1) & =4
%[6] [7].

AW 5T B FH S 9 52 B PCR 4G B #2141 IncRNA-19. FER1L4. LINC00152 & AKO054979
MIFRIETEGL, FHak—5 8 InCRNA I 5 B Ik AR HEL S &

2. ZINEH*E
2.1. HIRMR

e 2016 4 6 J~2017 £F 12 T P42~ i R SR BN R B2 e A1 2 i BHICie 1 24 1) B e i O 4
BUhrA . 24 HIEIREHFARYIBRE B H R Wk B B E RATER AT I T . BUTiRT e Bein T4
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HAIGIT I % . 24 BB F U E 2 AR B IR IR TORME B, Fh e iiik4. venl. . Mg Bt
RS . WA RL . RIEHRE(ILE 1). TNM 03055 . HERR A S A0 i s s 24 ) s oy,
BEIL 16 ], et 8 5, Bl 2:1, FERTE 42~73 B 2], HHAIAERS N 56 %5 AR E PR U R
W3 R B A 2R 2 B TNM 43 AR HE(2010) [6]HE4T TNM 43301, 1 316 41, 11358 41, 11135 2 f31,
IV I 4 6l AARELEEBEE 14 6], TKESERE 10 6, RAGAHERE 14§, RRETRERE
10 il 59 LA B A A AR IS (WL 2) o ASHIF 7840 V] P 22 B I PR 15 2 e A B 23 03 2 kvt BT o 70t
FIEMERE .

Table 1. Preoperative Borrmann type and pathological manifestations of gastric cancer
= 1. BFEARET Borrmann £ 8 5iEERIIN R

R R
MSCT K4 - : it
gl S Btz 1 R RIS Y

BAAI(1) 4 0 0 0 4
JRI BRI R (1) 0 0 2 5 7
ealitieza(l)] 1 1 3 4 9
PRISIRITE T (IV) 0 1 1 2 4
it 5 2 6 11 24

Table 2. Results of preoperative enhanced MSCT T staging in 24 patients with gastric cancer were compared with pathology
2. 24 GIBEEBZARAEE MSCT T S IR SFRIEXT B

AEL S 1
MSCT 43
T1 T2 T3 T4
T1 15 5 0 0
T2 0 7 5 0
T3 0 4 13 6
T4 0 0 6 7

2.2. SERZNER PCR ERMBAEHLRAF IncRNA FRiKZKFE

NH TRIzol i FF1 AMV J % 3607 & (¥ 835 Invitrogen 24 777 i) HEEUE 2211 S RNA, FF
B e 55 % cDNA; LU cDNA AR, S 2 x SYBR Green PCR Master Mix i1l (3% [# Invitrogen
ANF AR ZH A IncRNA RP11-513G11.1 A

=

1) RNA #£H1

FLREA Y S TR BB R4, N 1 ml Trizol (Invitrogen), "¢t F] 1.5 ml EP %&b, i 500 ul By4
ffi, RIS, 1k 5 %h, BT EOHHT 4CE L%, AR EE EFET—HEossd,
BN 700 ul RS, J84), T 4°C 12,000 rpm B0 10 2080, /N0E B, FH 75% O EERES— IR, BT,
T 50 ul DEPC AbF /K,  HL bk il o

2) S (IS AE A Invitrogen f s i s iR 7 £ superscript 11)

F2 B LLR R R 2 57 OB 28 (RNA 2475 200 ng, /K # 10 ul):

E
i

st
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RNA 10 ul
Oligo-dT 1ul (HOPEGENE)
Random 1ul (HOPEGENE)

RE, . 65°C, 508, 4iREE Tk E.
1E IR S NAR 28 FR N R 51 s N«
dNTP (10uM)  1ul (HOPEGENE)

0.1M DTT 2ul
5X Buffer 4 ul
RT & 1 ul (ABI)

RE, BEil. BT 42°C, JKIB 60 74,
B JEE T 85°C, S 10 434, Kb, RMEERGE T-20CHH .

3) gPCR ¥ 1

BEMEA S B R R L R RN N SR R 51, B Rifl 3 DMEE, $ I LU R RSy A
Z(20 ul):

cDNA 2 ul

gPCR mix 10 ul

primer F 1ul

primer R 1ul

ddH20 6 ul

7 ABI 7900 qPCR 1% |, 4% LR 264 S L.«

95°C 2 min

94°C 20s

60°C 20s

72°C 30s 40 PR

MR H 2 AL st & s, 515 WA 3.

Table 3. Primer sequence list

3. 315
Symbol primer F primer R
actin GACAGGATGCAGAAGGAGATTACT TGATCCACATCTGCTGGAAGGT
IncRNA-H19 TGCTGCACTTTACAACCACG ATGGTGTCTTTGATGTTGGGC
IncRNA-AK054979 ACTCTGCCTACATCGCTCTC GCCACCTCTCTTCTTTCCCT
IncRNA-FER1L4 CCGTGTTGAGCTGCTGTTC GGCAAGTCCACTGTCAGATG
IncRNA-LINC00152 TTGATGGCTTGAACATTTGG TCG TGATTTTCGGTGTCTGT

A 51983 E Invitrogen A&7 . PCR M 4HF: 95°C 20s; 95 'C 10s. 60C 20s, 3L 40 4
EEZNS

23. Gt FERE

J32 1 SPSS18.0 Sttt #k L A BE e, X ik 7L A 45 SR EHE HEAT GE i 0 M o 45 R LA B £ AR ifE 1R 22 (mean
+ SD)FR, RAECKT t A UG HEAT I REA B I ELER, P < 0.05 NN ZER AA Giit 28 L. BiEdldd
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' IncRNA-19. FER1L4. LINC00152 K AKO054979 [{)Zik 5 5 2 A B S5 2 A (1) 56 B SRH XP
4. P <0.05 £nZEFE G ERE L.

3. &R

SR AL 5 A BB A VR A BR 2 w BE RS e, o B e g 2 2R bR A T i Y IncRNA-19 FER1LA,
LINC00152 J AKO054979 Uik IncRNA K IUFER . 44 5 B2 SER ¢ % 58 f PCR VAN 24 41 15
4141 IncRNA-19. FER1L4. LINC00152 J% AK054979 [k /K1 &5 2% T i (ML FE 1~5 QPCR 45 547 1 iy 28
FAAS AR £ PR 7 o, B4 IncRNA-19. FER1L4. LINC00152 & AK054979 1%
KF 22 shenggao T, A Gt (P Y <0.01). MIGKZER IR M IncRNA 7£ B i
P[P RIEKTF S UFEE . REKREEEE. TNM G, HREREBE, 2R E RS,

QPCR K44
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Figure 1. Amplification curve and dissolution curve of Actin gene
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Figure 2. Amplification curve and dissolution curve of InNcRNA-H19 gene
2. £F IncRNA-H19 #/ ik & HiR iR ih sk
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Figure 3. Amplification curve and dissolution curve of INCRNA-FER1L4 gene
& 3. & IncRNA-FER1L4A # ##phsk & HIR AR shLk
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Figure 4. Amplification curve and dissolution curve of INCRNA-LINC00152 gene
4. E[A IncRNA-LINC00152 ¥ ¥4k & H iR iR R4k
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Figure 5. Amplification curve and dissolution curve of INcRNA-AK054979 gene
5. EE IncRNA-AK054979 ¥ #ghsk & H iR iR thsk
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4. ¥1ig

FERE R A — IR, CAEREAE, 00T MR AR (R A AR B RO B, e KR ik R
B8 [8] [9]. Ja AT AR AME R A SR AR T A R oo M AP B, i LB Ay iR ¥ B 2 W AN T AR 44 T IR S
Bt HATCAWTTKI INCRNA AMELESE 22 S5 RIA, 17 HLE8 7 7898 0 A2 4 21 bt tH 30 S i 36
IA[10] [11] [12]. H¥s5 EHAHLZUHEEE, IncRNA TEMR AR P it RASKE L E R RFIL, DILRER
PER B R SEIH TR, IF EX MR e 1t 21k A B2 B3 ) Mg 000 K1 - [1.3] [14] [15] [16]. Li [17]5%
R IL, 1L IncRNALINCO00152 % 5 i (1912 W R R ARy 57 FE 43 il 48.1% 11 85.2%, FFRETESMNE
I FE APAE -

HAr+ IncRNA 1AM ALTERIZ N By, (B O BFFE R X 284 AR A Ak BRIt
TR R R e P B RO R . TE AR, AT IncRNA DA% 1 g 26 00 3
R AR TR A E. HI9 2R B IMBEEMA S IncRNA, &2 RS RFFAEKE T 2
(insulin-like growth factor2, Igf2)[¥1 EVIZEBE A (1) 7= 4, — M REEMRIRZHZ R BLRIL, TIATERUGFAL R
ik, AHRA TR I e AR AT AR B AR R B B RS . R RO AUR I, H19 B I 40
VAT (b AN M A 338 SR A e S SR i 52 i 0 RIS a3 A A HE B I [16] [17] Bl 241 e i
HH DR DR e S 0 R g i, Bk R 22 PRI A G INcRNA B B BB B, T IncRNA [ 7238 K
ZHEPTHLE b, MO SIEKREDILS S, EARRELMKETE IncRNA #1llE . A0l
FEPRIES B H ARG B AR 9% IncRNA, R BUAE IR 21 21 rp 3Rk 5 10 IncRNA; 2R )5 12 FAEW S B8
AR F9eAH 5 IncRNA FIFEIER, JHFFT INCRNA FITHAE 15 5@ 8% M A 5 B 4 A2 0 @ b 4 FH 24
A . IR AR 2 F KSR T RFTA TR 1 30 gl (K AR PR, 30— 2D BHAfAR DG IncRNA JE[RI7E
B A R R AR, USR8 B RS W FNE YT AR MRS, X e (35 i
R UL R WS O B E AT . RS E BEMIRIKEEWREEZE, 287 IncRNA 5 MSCT. ik
WRELR R AL OC R, K0T IncRNA FIIGIRE L, LA & B R ARG 12 K.

E&WE

WA AR H B (5T H 9 5. 2017B-37).
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