DREYESSHE  biomed.cnjournals.com  Progress in Modern Biomedicine Vol23 NO.18 SEP.2023 - 3489 .

doi: 10.13241/j.cnki.pmb.2023.18.017
UG B EZREt RNA HIT000218960 [1)4¢ik
Jo H 5 S I DA PRARFAIE B i) 3G JRE5E

EEE FER Fakk 3 W T LR F
(N R A B B R R A SR L E O EEBERERE L & 18 4 264001)

TEE B 4591 8§ B 2028 K4k 3k 4 A A5 b 478 (IncRNA)HIT000218960 49 %3k %2t 5 B5 W Am BB AT S+ %, Hik: ik
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ABSTRACT Objective: To investigate the expression of long chain non-coding RNA (IncRNA) HIT000218960 in gastric cancer
tissues and its relationship with clinicopathological characteristics and prognosis of patients. Methods: From January 2018 to June
2019,103 patients with gastric cancer who underwent surgical resection and 62 health examination volunteers who underwent gastric
mucosa biopsy were selected from the 970th Hospital of the Joint Service Support Force of the People's Liberation Army of China, their
corresponding tissues were taken. IncRNA HIT000218960 and high mobility group protein A2 (HMGA2) mRNA expression were
detected by reverse transcription-quantitative polymerase chain reaction (RT-qPCR), and HMGA?2 positive expression was detected by
immunohistochemistry. The relationship between the IncRNA HIT000218960 expression and the clinicopathological characteristics of
patients with gastric cancer were analyzed. After 3 years of follow-up, Kaplan-Meier survival curve was used to analyze the prognosis of
patients in different IncRNA HIT000218960 groups, and Cox regression was used to analyze the influencing factors of the prognosis of
patients with gastric cancer. Results: The IncRNA HIT000218960 and HMGA2 mRNA expression levels in gastric cancer tissues were
significantly higher than those in normal gastric mucosa tissues (P<0.05), and the HMGA2 protein positive expression rate was
significantly higher than that in normal gastric mucosa tissues (P<0.05). The IncRNA HIT000218960 expression in gastric cancer tissues
was significantly correlated with tumor diameter, tissue differentiation degree, TNM stage and lymph node metastasis (P<0.05). The
IncRNA HIT000218960 level was positively correlated with HMGA2 mRNA expression (1=0.462, P<0.05). The 3-year survival rate of
IncRNA HIT000218960 low expression group was significantly higher than that of IncRNA HIT000218960 high expression group (P<0.

05). Cox regression showed that moderate and low differentiation of tumor tissue, TNM stage III, lymph node metastasis, IncRNA
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HIT000218960 high expression and HMGA2 mRNA high expression were risk factors for poor prognosis in patients with gastric cancer
(P<0.05). Conclusion: The IncRNA HIT000218960 is abnormally high expressed in gastric cancer tissues, which is associated with

malignant progression of gastric cancer and poor prognosis of patients.
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%54k 24 1) b o34k 17 B oAk 62 915 TNM 4338 .1 3 27
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(v P 35428 (i) A 30 B 0 A 7 PR IS0 A ) £ R AR A A B 62 43
L 37 N Ak 25 N AERY 38~72 % P HYAEIR (59.22+13.76)
%o PRSI AR LR R GE 38 L (P>0.05) . AT i
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12,1 ##R - EEREEHEXRE (RT-qPCR)  WHEA
U AR R IR SUFEAR R A% A W, 1o i ) RNAdso
plus( B AT AEY) TR SRR ™) N ST ERIUE RNA, i
FHATAT 25 BR 5 LA 2 ¢ SRR PR A% % (DNA) ) PrimeSecript RT 1
M@ (HAEAEY TR R S E ) §il 4 AN DNA(cDNA),
JE4T IncRNA HIT000218960 F1 HMGA?2 fi5 fif RNA (mRNA)
PCR ¥ 14 7 i, KWK : cDNA Ji£# 1.33 pL, TagMan 2x
Universal PCR Master Mix 10.00 wL,Taq Man MicroRNA assay
1.00 pL,dd H,0 7.67 wL, 33120 pL, 44351 - 94 C ARk
5,55 Cil k 30 s,70°C ZEAH 30s, FLAGIR 40 IRTEIF, HE 3 1K
S8, PA B-actin NS, SIWIFFAI LR 1,0 H] 2229 5k
IncRNA HIT000218960 1 HMGA2 mRNA [{JFHX} Fik & .

% 1 IncRNA HIT000218960 . HMGA2 mRNA X X% B-actin BI5| #1551
Table 1 IncRNA HIT000218960, HMGA2 mRNA and primer sequences of reference 3-actin

Indexes Forward primer Reverse primer
HIT000218960 5'- CCACCTACCCATCTGAC TTTG - 3' 5'-CCACTATTTCCACTGCCTIT - 3'
HMGA2 5'- ACCCA GGGGAAGACCCAAA - 3' 5'- CCTCTTGGCC GTTTTTCTCCA - 3'
B-actin 5'- AGCCCATCCTTCGAGTA CAAA - 3' 5-TCTTGGTGCGATAACTGGTGG-3'

122 RBEARLFER AR PR B iR R

BRIRSEI I, IS5 BRI LI 10% F BRI E , A
WAL GIVER 4 pm A IS A, T S A SV e L),
Tl HMGA2 2 FRIA . R Rk & T AR 1L
4 15 min 4TS TR 100%.95% .90% .85% . 75%
T B T B (1) 2L B W T &% 2 min 7K 4k ; PBS 22 W ik 3 miing
EEPUREMBE 10 min; FEYR PBS gk 3 ¥k, FYK 3 min; E 0
3% AL U L 5 min, PBS #k 3 min, LA Ll 2 1007 4T
Ji 5 min i 0 LU SEBT St HMGA2 Hifk (% F Abcam 24 7] 4=

P2 RN 1:500) 5, 4°CTR IR EMEH 8 h, IMASIZ IR, 1
ARG R AR G(1gG) H&L(HRP) (&[] Abcam 7y
R AR RS 1:2,000 d) 4%, S 2 h; DAB 65, SRR
Y5 75% .85% .90% .95% 100% 4 FEE 1k FF 7, B V5 WK 4% 2 min
JBA, Fr PR e, TR SRR S OLER AR . L) PBS SRl
BARILES TRt HMGA2 HUAE R BIHEx I, LA 5 P
Jr AR BT AR

123 RRARUFHEHERAE Y BiKUIA7E 400x T B
PLEEAT LSS WK J5 4 - (1) Bt 70 oG 0 73 IR B (0 1
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SN, Bz 4 B, B <4 43 R
1.3 B REME

i B A T MBS RV 3 4F,F 2022 4F 6 A 30 HEf

Pearson I B AAH G . 17 Kaplan-Meier 21l A
TrMh 2k, 30 F Log-ranky? Kp 46 /3 W/ E A7 125 5 i I Cox
[l AR R 3 H7 5 9 FR B TR AR R 2R, LA P<0.05 WERA
GiilEE L

Vit L , Bl SR 17112 B A sk A TR BE U , Bl 5 s 1] 1 o 3 HR

A VR ICFREEAERN . B2 IEFAE N R aE 21 BEALRSER B MREAZL IncRNA HIT000218960 K
g HMGA2 mRNA Fik1E5R b8

1.4 Gt FAE RT-qPCR 455§, B0 40) IncRNA HIT000218960

K SPSS 26.0 #4740 2340, TR R (ves ) TR,
KH o R, TTECERILAE R E N, R 2 K.

R2ERAASEEBHERAR

HMGA2 mRNA %
JI_IIJ%% 20

BRI 3 R T IR W B A A1 41 (P<0.05),

IncRNA HIT000218960 % HMGA2 mRNA FikfER LB (1)

Table 2 Comparison of IncRNA HIT000218960 and HMGA2 mRNA expression in gastric cancer tissues and normal gastric mucosa tissues( xs )

Groups n IncRNA HIT000218960 HMGA2 mRNA
Gastric cancer tissues 103 2.32+0.67 2.19+£0.72
Normal gastric mucosa tissues 62 1.01+0.11 1.02+0.11
t 15.254 12.691
P 0.000 0.000
22 BERALASEEBTHEALN HMGA2 EAREER LR FIRA W E T IEH HAEAZU(P<0.05), W% 3.

SNV AIE A R TR, B2 HMGA2 8 H BHTE

RIBBAASER

SHEEALN HMGA2 EEFRIEE

ML (%))

Table 3 Comparison of HMGA?2 protein expression between gastric cancer tissues and normal gastric mucosa tissues [n( % )]

Groups n HMGA2
Gastric cancer tissues 103 73(70.87)
Normal gastric mucosa tissues 62 12(19.35)
2 41.128
P 0.000

2.3 IncRNA HIT000218960 ik 5
xR

L) 9 R B 41 41 IncRNA HIT000218960 32341
7 Bk ﬁ /E F 4> > IncRNA HIT000218960 7 & ik 41
(n=59) FIRFRIEH (n=44), L0081, BHIEdLU IncRNA
HIT000218960 31k 5 £ F 51 | AE 4 TC I 35 A0 5G4 (P>0.05),
S HAR UM TNM 43 B b A5 5% 35 I AR OC
(P<0.05), WL3% 4,
2.4 BEHALF IncRNA HIT000218960 7k 5 HMGA2mRNA
FiXpHEX M

Pearson #H 3¢ 43T 7w B A 4121 IncRNA HIT000218960
K- 5 HMGA2 mRNA 223552 IFAH G (1=0.462, P=0.008 ) ,
2.5 IncRNA HIT000218960 it 5 BB EEFSHER

ZEREVIEAE, 103 4 BB H R 6 6], T LA, B4 97
R ETET 32 6], 1£1% 65 5], kA AE# K 67.01%(65/97),
Hr IncRNA HIT000218960 ik ik 41 3 A= f7 5K 79.55%
(35/44);IncRNA HIT000218960 & ik 4H 3 4E 4L T R N
50.85% (30/59), % il A= 17 h £k , Kaplan-Meier 32 43 #7 i /R

BB E I K B ER

100
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IncRNA HIT000218960 high expression group

25 IncRNA HIT000218960 low expression group

10 20 30 40
Time (months)

& 1 IncRNA HIT000218960 k3% 405 IncRNA HIT000218960 &3

BB ETF L
Fig.1 Survival curve of IncRNA HIT000218960 low expression group and
IncRNA HIT000218960 high expression group

IncRNA HIT000218960 ik A4 3 4F4 7R B3 5 T IncRNA
HIT000218960 231520 ( Log-rank x*=9.013,P=0.006) ., VL&l 1,
2.6 BEEETEHEXEZMN Cox EIFER S

VIAHIFGEH 8 i B8 A, L AR T Sy R A i (WA
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FET =1, 4705 =0), LU AR BAFAETe b H AE B AT . mRNA(IKFRE =0, ik =1), @57 Cox [mIH AL, 45
PRI =0,% =1) 4E# (<60 ¥ =0,2 60 % =1) MR Son, MRALUP RS0  TNM A0 . R EL5H 58  IncR-
(<3 em=0,2 3cm=1), HLMLEE (&4 =0, sk NA HIT000218960 5315 HMGA2 mRNA 5353k & B B 3%
=1) TNM 433 ( T ~ 113 =0, ITI} =1) k2558 (5 =0, & B A RMEKFEFE(P<0.05), 3% 5,

=1) .IncRNA HIT000218960 ({f§ 3 ik =0, /& % ik =1) HMGA2

% 4 IncRNA HIT000218960 5 i% 5 B & 15 FRARIE4F IERI X B n( %) ]
Table 4 Relationship between IncRNA HIT000218960 expression and clinicopathological characteristics of patients with gastric cancer [n( % )]

Clinicopathological ., IncRNA HIT000218960 , ,
characteristics High expression group(n=59)  Low expression group(n=44)
Gender 0.044 0.834
Male 62 35(59.32) 27(61.36)
Female 41 24(40.68) 17(38.64)
Age 1.417 0.234
<60 years 40 20(33.90) 20(45.45)
> 60 years 63 39(66.10) 24(54.55)
Tumor diameter 5.515 0.019
<3cm 36 15(25.42) 21(47.73)
2 3cm 67 44(74.58) 23(52.27)
Tissue differentiation degree 6.719 0.035
Low differentiation 24 19(28.81) 5(11.36)
Moderate differentiation 17 10(16.65) 7(15.91)
Highly differentiation 62 30(50.85) 32(72.73)
TNM stage 26.050 0.000
[ stage 27 8(13.56) 27(61.36)
II stage 43 25(42.37) 10(22.73)
[ stage 33 26(44.07) 7(15.91)
Lymph node metastasis 9.931 0.002
Yes 75 50(84.75) 25(56.82)
No 28 9(15.25) 19(43.18)

*®5 BREEETRAXERSN Cox @MIFHE S i

Table 5 Cox regression model analysis of prognostic related factors in patients with gastric cancer

Single factor analysis Multifactor analysis
Factors
OR 95%CI P OR 95%CI P
Moderate and low
2.078 1.562~2.513 0.012 1.904 1.412~2.453 0.038
differentiation of tumor tissue
TNM stage 11 3.152 2.681~3.619 0.003 3.015 2.558~3.518 0.007
Lymph node metastasis 2.721 2.301~3.164 0.015 2.663 2.231~3.034 0.021
IncRNA HIT000218960 high
. 1.834 1.416~2.286 0.008 1.712 1.342~2.107 0.012
expression
HMGA2 mRNA high
) 1.686 1.301~2.017 0.021 1.523 1.225~1.946 0.032
expression

3 ik R GLIH WA R, A RE R, AR AR H
Bl 95 T3], Horh 50%A ok A ZROIE, iR E o A R 1 3R
B RIRIR T BRI R AU AR R AL Y, E AT E R R BT O IR R T ARIRYT BT AT RS
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