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Research on the biological significance of the LncRNA LOC100288637 expression
differences in primary hepatic carcinoma and the related mechanism”
Wang Yuzhou , Xu Jianhua ,Chang Weihua s Fu Hangwei , Pi Ruxian ,Chen Jian ,Chen Ping”
(Field Surgery Research Institute ,the A f filiated Daping Hospital of the Third Military
Medical University ,Chongqing 400042, China)

[ Abstract | To explore the expression differences of long noncoding RNA(LncRNA) LOC100288637 in liver canc-
er,the effect of LOC100288637 on liver cancer cell proliferation and the relevant mechanisms. Methods

Objective
Based on the analysis of the
GEO database data sets GSE58043 and GSE10694 , we found that both LOC100288637 and hsa-miR-101-3p has obvious expression
differences in liver cancer tissues. RNA hybrid revealed the possibility of combination between LOC100288637 and hsa-miR-101-3p;
RT-PCR was performed to measure the expression level of LOC100288637 in tissues and cells; fluorescence in situ hybridization
was used to observe LOC100288637 localization in cells;cell proliferation was determined by CCK8 experiment after LOC100288637
siRNA knock down. The expression of LOC100288637 in cells were measured after treated with hsa-miR-101-3p mimics. Results
Relative quantitative expression of LOC100288637 in liver cancer tissues group was significantly higher than that in no tumor tis-
sues group (P<C0.05) ;relative quantitative expression of LOC100288637 in liver cancer cell lines were significantly higher than
that in normal liver cell line(P<Z0. 05). LOC100288637 was located in both cytoplasm and nucleus of HepG2 cells,and mainly in cy-
toplasm. Cell proliferation vitality of HepG2 reduced after treated with LOC100288637-siRNA(P<C0. 01). Relative quantitative ex-
pression of LOC100288637 in HepG2 reduced after treated with hsa-miR-101-3p mimics ( P < 0. 05). Conclusion LncRNA
LOC100288637 may play an important role in liver cancer development,it can be down regulated by hsa-miR-101-3p and affect the
proliferation of liver cancer cells.
[Key words] liver neoplasms; proliferation; LOC100288637 ; miRNA-101-3p
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101-3p 78 19 41 VRV 55 L 2Uh 7 e 25 S5 Pk 3 3k L il i RNA-
hybrid #4174 W) {5 B 2# B /53 ) LOC100288637 5 hsa-miR-
101-3p M4 A HA AT REPE), I 78 241 23 2% T 41 i 2% 7K S 10
LOC100288637 7EJiF 48 & 4. & Je o B & s LA & 52 3 hsa-
miR-101-3p Ay #E i) 5 .
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1.1 A $EH 2015 4E 3 1 & 2015 4E 6 7 A& BEAT F ARV
FH2 B2 0 10 451 5 & P AT 96 A9 I i A 20 8 ko 55 4 1
FEAS , BT 8 B AR 0 B AR AT ALY VT e IR Y7 i 55 AL 2R

A LA B Y% 3 cm Z A0, BEARSRIUG L BV AR B A
RNAfixer Jf £ £ F — 80 “C vk 45 . A 2T 98 40 L &
(HepG2.Huh7 .PLC/PRF/5.SMMC-7721 . Bel-7704) fl A 2 IF-
B AR R (LO) R T AL % 5t 40 a1 & b B Rl 2
Bt LU A A BRI ST B AN M . BN R R B 3R S L M
R E R RS RIWAER RREEYBEARAERA
"l 51 R A TR A BR AN ) A A s 5 e iR g R AR 2000
& Trizol ik #] Wy B Invitrogen (3£ [E) /A ;cDNA 25— G
R & T S2hT 9% 56 &2 & PCR(RT-PCR) i 7 & W [ 28 7% & i
IR B A F] 5 siRNA i mimics, Exigon miRCURY LNA LncRNA
A 2 A8 BT LB v S I @ O N R B R IR A A
Cell Counting Kit (CCK-)IAF &M H LIFE = REYHARE
FRA A HAB IR 0 A L3R = RAEYHERERAA .

1.2 J5¥k

1.2.1 A¥ER¥48 T NCBI B GEO ¥R FE 3515 5 4
4 GSES8043 (5 7 X 9 K i85 4 81U # 43 LncRNA & )
FIECHE 4 GSEL10694 (% 78 X9 S 55 A1 4. DL J 10 fil IE &
FFH LR 4> miRNA G RO R 155 #4756 B 22 5 M0
. f#i A RNA-hybrid il LOC100288637 5 hsa-miR-101-3p
AR AR A

1.2.2 ZMusssE w75 em® KSR i DMEM & b5 5%
OB MYE GF S 3R 10%) .50 U/mL 75 % £ f1 50 U/
mL 4 & 2. 4> 5 8 ' HepG2. Huh7. PLC/PRF/5. SMMC-
7721.Bel-7704 J LO, 4, TH R 7246 537 (37 C 5%
CcO,),

1.2.3 4 RNA fili#2 % 5% & RT-PCR & A Trizol it
FHR AN M S 2 208 RNACH B He UL A5 25 ) 84 4 ol
0 el B R Mk B, MR Themo 36 B ¥ %% 554 L cDNA
HIAE —4% ., LA LM cDNA B ELH, 971 LOC100288637 #i
GAPDH £ . LOC100288637 Bl ¥4 . s ¥k 5'-TCC
TTT CCC CGC TGT TCT AAT TG-3'. F#is| %N 5-TGA
GAC CAC AGC GCC TGA GAA C-3';GAPDH /B N &, K
Fiial 4% 5'-ACC ACA GTC CAT GCC ATC AC-3', Fiia
¥ 5'-TCC ACC ACC CTG TTG CTG TA-3', RT-PCR X
N FR A 20 pl, R4 F 94 °CHIAEME 2 min, 94 CAEHE 15 s,
60 C iB &k 60 s, 72 C #E ff 15 s, & 45 4~ 95 . LU
LOC100288637 F=4 (15 6 ik BE b - GAPDH ™ 34 7= ¥ 1) 5
St BE 1 AE X 1 AR LOC100288637 119 4H X R ik L. R4
SCR TR 3 K. IR OB R 1Y OB AE S PCR 3% i BH
X HE

1.2, 4 Z200JEAIZe 38 (FISH)  HUA: KO 25 B4 3 Ak 76 % %k
AR HepG2 41 M, F 24 FLIEHEM P E A 10 mm X< 10 mm
R AR BRAAL 5 X107 U A T 24 .24 h /&
I 13 4 % £ B RS [ 5 )5, 0. 1% Triton X-100 3% , Hi 4438
W37 CHiZess . LOC100288637 R4 42 C 4438 16~20 h, 4k
JG 1 2 X SSC whk . i in DAPT F 4] Fr 2452 X3, 10 min, PBS
T Uk 5 7E 28 6 4B T g
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1.2.5 siRNA-LOC100288637 THE5z8 A KoK ZS B 5f
RbFE X HE I HepG2 210 . #ie IR A FL 5X 10° 41 i % i #%
BT 6 fLAR A, 35 9% 24 ho ¥ HepG2 45324 2 241, BT B4
K siRNA-LOC100288637 Tt 4 , 75 21 Jid G BE J5 , % g ot 14
2000 [ 135 B 5 2 46 . IR AT 85 SR & 2000 F1 LOC100288637 [H)
SIRNA, Z fKCE 20 min J5, 4 HH A8 556 HepG2 ) 5 57
MR TR AT B 5 X B K R AR 2000 7S Bk O B 5 A
HepG2 [3EFRMr, 3537 4~6 h J5 40 & Mg i 3g s 4k, 48
h j5 RT-PCR # il siRNA {9 T 3t % %. LOC100288637 f1)
SIRNA JE51) 551 1. 1F X4 5'-CCA CUA GUA UAC UAU
UAA AUU-3", g 4% 5'-UUU AAU AGU AUA CUA GUG
GGG-3'; )33 2. 1F L4k 5'-GGA CGU AUA UGC UGU GUA
AAG-3', )% X 4§ 5'-UUA CAC AGC AUA UAC GUC CCU-
3" %% 3. 0E X4 5'-GGU CAC UAU AAC AAA UAU AAU-
3", X4k 5'-UAU AUU UGU UAU AGU GAC CUG-3',
1.2.6 CCK8 4 ¥ 5505 84 HepG2 40 M % BF 4 Fp T
96 FLAR , BEFLFP 24 3X10° A4l g, 5 %t B 41 A S 56 41, 43 41 3%
6 NESL.ETHMBE A RS, 24 h GG, xR A
JEBR 2000 %5 5 1Ac, 5256 41 % Y LOC100288637 11 siRNA,
30 TR Y 12,24 h J5 35 5 4 B i A CCK8 3= 741, 45 AL
100 pL ¥5 3R FmA 10 pL CCK8 &5 , B T 40 f 35 75 48 b 5%
7% 1 h E B 8 FH AR OOM 2 450 nm &b #5 FLIR KB (A fH .
DA W 4 % B

1.2.7 has-miR-101-3p I 5E Y B KORE R A7 F 078
AR HepG2 40 i, 4% 210" 41 i % & 8270 T 6 FLAR
L RESR 24 bl HepG2 UM 400 2 41, BEXT B 411 has-miR-
101-3p B 104 21 - FoF 41 M 005 B )5, 45 JIR B4R 2000 174 156 BH 45 45k
Y IR AT I8 i A& 2000 il has-miR-101-3p #4804 , %5 35 7k & 20
min J5 . 4 HOH AR FR A HepG2 193535 L IR 51 15 97, %) BR
UK TR 2000 25 2RI A5 3% A HepG2 MR M, $%
FEd~6 h J5¥N & MG KRR, 24 h J5 RT-PCR £l
LOC100288637 1) %3k f& . has-miR-101-3p #E 4L H1 )5 91 : 1F X
% 5'-UAC AGU ACU GUG AUA ACU GAA-3', )z %% 5'-
CAG UUA UCA CAG UAC UGU AUU-3',
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H LOC100288637 5 hsa-miR-101-3p 1454 EHA v fet:, H B
L A ARt g | Ery AP LS T
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HETEFHAPELIE, HHUBRERERIT¥E X =
22.94,P < 0.05); LOC100288637 7E T #% 4 il & ( HepG2.
Huh7 ,PLC/PRF/5.SMMC-7721.Bel-7704) /1 i 4 % 22 3k & 45
B 40.8840.05,1. 34 0. 17,0. 85+ 0. 07,1, 00 & 0. 17,
0. 580, 04,75 IE % JFF 41 2 (LO,) Hh [ A % 32 35 & 0. 10+
0.01,L0OC100288637 ££ 5 LA M 4l L = h Ay KRB Y B &
FHEMMM R LO, FAyFkG.5 AAFEMM R 505 LO,
AR LA, Z R A S5 E X (t=24. 47,12, 56,18. 41,
9.08,18.38,P<C0.05), LK 1,
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BT T g, ILIE 2,
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LOC100288637 (¥ siRNA, RT-PCR # Wl # Y J5 41 Mg ¥
LOC100288637 fy £ & #r. LOCI100288637-siRNA 41
LOC100288637-%F HR 41 1) LOC100288637 3 ik & 43 Ky 5. 12+
0.15,38. 97 £ 3. 98, LOC100288637-siRNA £ 1) LOC100288637

BP Cy3
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BAE F LOC100288637-%F M 41, 2 R A G il % & XL (F=
139.80,191.40,P<C0.01), ULI& 4,
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Wr K 3a 97 s RN &R R R B T HLE B B H AT
— PR E A

LncRNA J& — 2 A K # it 200 nt 5 RNA 53+, E
IFEA IS M2 A RNA B8 X AE 2 R0 2 0 F (G U E
fl R i SRR AR DL I e St JE A A5 IR S B I R B KT
SRS LncRNA BB I\ hy S 5% 5 M8 7 (B 45 76 I R K 4l
il 52 56 4 2 07 16 % F LncRNA FJR A5 K B LncRNA J& —
Fil B A 2 A2 Wy 2E T BE AR 4 B RNAL B 76 40 M 38 58 L 40 it )
WMo A AR T, DL R R R Ak R T AR A
e w EE A/,

AR R EE AT LocRNA X HF 9 & 2B L & J& /Y 5% i J5 18T i F
F R B RS I 4 FLE B — UK B — R R
B Z# LncRNA R RE S F M kA K RA E VI LR, fln
Yu 20 % 3 Metallothionein 1D, Pseudogene (MT1DP) fig %
W Fox Al i 2 (B4 G ) W45 AFP, 100 i) 98 20 Jifd 7t
58 F ELAR IS AN M 8 T2 . Huang 4565°7 & B1 INK4 Bk &
A RS S RNACANRIL) 7 HCC 41 40 b i 35, FE R N
ARSI 5256 A IR ANRIL 35 0] R0 il 96 48 At 1) 38 58 JF AL
AR A g T, B A &, — 24 LncRNA B &8
ANVCHIEEAE 2 W KR YT BB A B @ A R H19 . HOTAIR
N DU B LR F A W IR L B . X S 2 B SR
ST kA R R B EEAE Y LncRNA #8F — 4~ 3t 8] #¢
S BIVEE g 2 2R R0 OE B AL P AR A 25 SR 2R R T X — Axt
AT & LocRNA F 0 i 0F 58 A 2 AR SEH.

TEAHEGE L 33 X GEO £ & 1) 4% 45 GSES8043 F1 4K
P4 GSE10694 474047 » 15 ) LncRNARNA LOC100288637 7E
JH9E 2 p g 223, T miRNA-101-3p 72 fF L 4L IR ik 1Y
RGP B LOC100288637 A RE S5 TR M &4 KR A 5
Y1 & 3 HAHER: has-miR-101-3p 5 LOC100288637 77 7E K¢
#. 20 i 7 5 E X 0 43 BT (RNA-hybrid) , B has-
miR-101-3p Fl LOC100288637 (4 & & 25 8] 45 1 R &5 4 1 45
WG T AFFEAE O R AR B T HS KR . il ad RT-PCR &M
LOC100288637 F ik, &I LOC100288637 7 T 4 41 21 ¢ JiT
et 200 ML v v TR N P 9 55 2 28 R TE R T A I IR 3R R i
LncRNA, A A0 23 2% 7K S E S T LOC100288637 14 25 5+
HRIK ., 2OCIA R LIt — LUk T LOC100288637 7
JF 98 20 B rp 2 5, L A0 A F AN M R P, O A sIRNA
T4 LOC100288637 {4 ik, HepG2 JH- 98 4f Jifd 1 3 % 58 ) W]
R AR, 30 B LOCL100288637 RE I8 45 T i 40 B i) 15 Bl . [l
HepG2 JH % 240 Mi % ¢ has-miR-101-3p fy & 4. b 4 has-
miR-101-3p J5 , LOC100288637 1 %% ik & M) % T [, Ui B has-
miR-101-3p fiEHE LOC100288637 FIFE k.

2% TR, LneRNA LOC100288637 7£ JIT 95 1 & 4 & e v
K¥EHHEBA/ER, H 3 3] hasmiR-101-3p % i #% ; LncRNA
LOC100288637 AJ & Al LAVE Ay 988 VA 97 1Y — ST 78 A= W) b 2 30
R, {H LncRNA LOC100288637 £ T4 17 28 1 %% S Mg -+ 41 fifd
AT T G A — o E A IR A W E R Z F .
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