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o E-
miE M LncRNA 00853, L.LncRNA FAM72D-3 £ AFP B &
FFAEEREPHRERIRKRBUGMNE

KA RBR AR BT A 2R, AT H
A b ik P B A B A AT AL R Y 065000

B OE.BH Wi s as kK 4% 3 % 8 RNA (LncRNA) 00853, LncRNA FAM72D-3 /£ ¥ 5 & &
(AFP) MM AT 48 Jo & (AFP-NHCO) B % P ey A R W6 R TG &L, Ak &I 2018 12 A £ 2019 6 A
#4589 AFP-NHCC & % 102 4 4 AFP-NHCC 28, A B) 2 F % 2 A7 4 1k 46 09 4k 4o 4 % 80 1) 4 »+ 1B
20, AT R E F PCR &M & 9h ik 4k LncRNA 00853, LncRNA FAM72D-3 7K F 5 b 4% 7 40 fn 3% sF ab 4Rk Ln-
cRNA 00853.LncRNA FAM72D-3 /K -F, 4 #7 fo i #h it 4 LncRNA 00853, LncRNA FAM72D-3 &K -F 5 1% & )&
AR IR £ & R B Kaplan-Meier & % 2 #7 fo 7F 98 3k 4K LncRNA 00853, LncRNA FAM72D-3 35 AFP-NHCC
BHEAELBAEHO YR, RAER EASHE X Cox @254 %vh AFP-NHCC X A 5B WA %,
8  AFP-NHCC %1 f2 7% 9 36 /& LncRNA 00853, LncRNA FAM72D-3 #48 3F & 5 K F 5 %) 4 3. 12+£0. 86,
2.9540. 78, AR & FArmBmey 1.2240.36.1.1640.28 (s =17. 546.19. 552, P <C0. 05), o3& sFik4k Ln-
cRNA 00853, L.ncRNA FAM72D-3 5 AFP-NHCC % % BCLC 2 H . w2 E R Ak e L34 R X
(P<C0.05), LncRNA 00853 & &k & F PAL A FuF A A 29,31 A~ A (95%CI 26. 36~32. 26) ¥ B AK Tk &
K EH A 32,41 AN A (95%CI 32.55~34.51), £ A 4t 5 & L (Logrank X*=4. 844, P =0.028), Ln-
cRNA FAM72D-3 & &5 % % P42 £ A8 19 4 30.43 AR (95%CI 27.81~33.04), 9 BAK FI A2 & %
89 32.61 A A (95%CI 30. 64 ~34.76), £ 3+ A %3 % & L (Log-rank X* =4, 576, P =0.032), BCLC & #
B~C #.5% BAK 5 AL AZ B A BT M B 4 454 LncRNA 00853 & £i5 % LncRNA FAM72D-3 & & 2 %A
AFP-NHCC & # A ARGk ARl &, £ AFP-NHCC & # f & 983t/ LncRNA 00853, LncRNA
FAM72D-3 K -FH &, 2% AFP-NHCC £ 5 F/s 01k 2 e B %,

KIS ab AR KEESH A RNA00SS3; K 4£34E % 4 RNA FAM72D-3; T is& & AT e
s TRE
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Expression and clinical prognostic value of serum exosomal LncRNA 00853 and LncRNA FAM72D-3
in AFP-negative hepatocellular carcinoma patients”
WU Caihong QIAN Chengrong ,YIN Guangyue , HOU Xueling  HAN Yucheng , TIAN Xuemei
Department of Clinical Laboratory s Hebei PetroChina Central Hospital sLang fang - Hebei 065000,China

Abstract: Objective To investigate the expression and clinical prognostic significance of serum exosomal
long non-coding RNA (LncRNA) 00853 and LncRNA FAM72D-3 in alpha-fetoprotein (AFP) negative hepa-
tocellular carcinoma (AFP-NHCC) patients. Methods A total of 102 patients with AFP-NHCC diagnosed
and treated in the hospital from December 2018 to June 2019 were selected as the AFP-NHCC group,and 80
healthy people who underwent physical examination in the hospital during the same period were selected as
the control group. Real-time fluorescence quantitative PCR was used to detect the levels of serum exosomal
LncRNA 00853 and LncRNA FAM72D-3. The levels of serum exosomal LncRNA 00853 and LncRNA
FAM72D-3 were compared between the two groups,and the relationship between serum exosomal LncRNA
00853 and LncRNA FAM72D-3 levels and clinicopathological features was analyzed. Kaplan-Meier survival a-
nalysis was used to analyze the effect of serum exosomal LncRNA 00853 and LncRNA FAM72D-3 on the sur-
vival prognosis of AFP-NHCC patients. Univariate and multivariate Cox regression analysis were used to ana-

lyze the factors affecting the survival prognosis of AFP-NHCC patients. Results The relative expression lev-
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els of serum exosomal LncRNA 00853 and LncRNA FAM72D-3 in AFP-NHCC group were 3. 12£0. 86 and
2.95%0. 78, respectively, which were significantly higher than 1.222+0. 36 and 1. 16 %0. 28 in control group
(t=17.546,19.552,P<C0. 05). The serum exosomal LncRNA 00853 and LncRNA FAM72D-3 were associat-
ed with BCLC stage, pathological differentiation and intrahepatic lymph node metastasis in AFP-NHCC pa-
tients (P <C0. 05). The median survival time of LncRNA 00853 high expression group was 29. 31 months
(95%CI 26.36—32.26),which was significantly lower than 32. 41 months (95%CI 32.55—34.51) of Ln-
cRNA 00853 low expression groupsand the difference was statistically significant (Log-rank X° =4, 844,P =
0.028). The median survival time of LncRNA FAM72D-3 high expression group was 30. 43 months (95%CI
27.81— 33. 04), which was significantly lower than 32. 61 months (95% CI 30. 64 — 34. 76) of LncRNA
FAM72D-3 low expression groups,and the difference was statistically significant (Log-rank X* =4. 576, P =
0.032). BCLC stage B-C,poor pathological differentiation,intrahepatic lymph node metastasis,high expression
of LncRNA 00853 and high expression of LncRNA FAM72D-3 were independent risk factors for survival
prognosis of AFP-NHCC patients. Conclusion The elevated serum exosomal LncRNA 00853 and LncRNA
FAMT72D-3 levels in AFP-NHCC patients are independent risk factors for survival prognosis of AFP-NHCC.,

Key words: serum exosomal;

fetoprotein negative hepatocellular carcinoma;

JF 98 2 At B 5 R LS s, A T A T
FEAT R B o 4 A2t L IR IR (CHCO) J2 I 9 B
UL 2R T HOC B3 B RN B W, 24
IS | FOE SRR, 2 e TR L R E S AR
HEAERAUN 15, 7%, HAT HCC By #i 3= B4 4 i
a4 LT B A L (AFP) 25 9E 47 454 VAL L H I
RAALA 60%~70% ) HCC B3 I3 AFP /K% Tt
15 s I L T IR Y S BT AR TR MR e A ) HCC i
E RSP -2y N U5 ) A A I S T SR R g A
AFP [I#E HCC (AFP-NHCC) & 5 tn & 9.
AN AR B AR <100 nm (1) 40 L A0 5% 0, BE 9% 76 40 il
Z 6] % 8% 86 (1 5 . DNA F45 Rl X RNA 1 40 3%
/N RNA L K434 5 RNA(LncRNA RNA), B
H5HUERA K KR E . RAE I g 55 Z o AR B2
B, LncRNA RNA 2K JFFE7E 200~ 300 M 1 R
) RNA 43 F , HoaT VB 4 7 3040 98 TR Uit o 56 R 1)
Fik. B 52 H HCC B M 7 BY) . LncRNA
00853 .LncRNA FAM72D-3 J& ift 4F 3k %& P11 2 Wb 44
KU LNC RNA, Z#H  HCC F 112 b A P br
Bt {H BT LncRNA 00853, LncRNA FAM72D-3
E HCC /Y W5 M (8 14 A 35 28 . A B 9 38 oo 46 )
AFP-NHCC 4 1M ¥& b W & LncRNA 00853, Ln-
cRNA FAMT72D-3 /K, 40 Bt — 3 5 11 R 55 B AR AE 1Y
K BT 3 I R S A0 1A
1 #ERl5AE
1.1 — %R EHL 2018 4E 12 A £ 20194E 6 AT
A B k2 It B2 s ARG AR I AFP-NHCC 3% 102
B AFP-NHCC 41, AR (D & &
BT J2 451 41 5 R e 4 BUAR A5 5 AR A0 A TR 5 o B
AR A W2 N IR & HCC; (2) AFP<T20 pg/L;
(DE WL (DIGIRFEREE . HEBRAR M (D BEAE
sz FAR BT ARIT EIRIT 5 (2) Ho At B A (1) T

long non-coding RNA 00853

prognosis

long non-coding RNA FAM72D-3; alpha-

95 (D G I 2B PR 5 (4) & I LA T A i 97
Hrh 570 #], & 32 fl; 4E % 42 ~ 73 %, F 3
(62.34E£5.90) % s B AL FEE . = b 44k 54 B, 1%
Ak 48 1] 5 iR B K AR <5 em 72 ], =5 em 30 fiil;
filggg 25 8 H <2 4> 80 B, =2 4~ 22 il ; fu fIF g &
63 i AN S & 39 ] I8 B 2E B IR I IR 4 1 (BCLC
S HD 0~A H1 41 1, B~C # 61 B ; tF: 4 F Ak E
shEERS 38 ), EHTF IR D 45 4% 64 B, LLRH T A
B AT ARG 1 A ARG i B o 8O B A g X R4, HLh 3
50 i, 4 30 i 4F R 40~72 %, (61. 18+6.10)
%, RWFIE 2 A B B2 B2 1 Rt i

1.2 U5 REH SHBEEWAHASHERA
Al B HT7700; 4M AR RNA 4355 42 B0 5 £ 08 [
% Invitrogen /A Al , Bl45 R4319-02; A WA A 5 7 5%
WA & AL R E A, 7S RP1105, 5% 5]
L E R R NN B2 e

1.3 Hik

1.3.1 AP B S5 5 S /bl RNA $2HL Bs%
T X G0 R A HE T ER K O 5 m L, i A R i AR B
B R IMAE 37 “CH#E 30 min, ML B %R 5 R B O
HL BB 0,3 000 r/min .0 15 min, W FEWE T
B EH . BL0.5 mL M. MA 0. 25 mL AMBADT
FEIRF IR A)E 4 CHEE 30 min, PLIESM A, 12 000
r/min .0 15 min, & FWE® . WA 0. 2 mL Z& 1hg,
R AN I A, A IR S E L B 10 L Ah I AR
100 pL PBS &k, 5% R B 5 L B 10 pL B B bpAs
WRRG B FL B A 2% B 30 s 5. RIE
ST P B LB A I AR T 75 S LI 485 435 4 1 3, R/ NTE
30~200 nm. MIA 0.4 mL 2L )5 . i e & E AN
A, A 0.2 mL J& RNA /K1 20 pL & A K,
55 CW#E 15 min, 1A 0.6 mL PCL2 2% ik i g )5
T4 °C,12 000 r/min B.[» 15 min, B WA A 2 W
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APIME R TR TE K & B ¥R & W 5 # 208+ L,
12 000 r/min B> 30 s, HE 3 K, F 20 pL & RNA
T K I B A F A g 5 2 min J5 12 000 r/min &
> 1 min, 3RS SN BK B RNA,

1.3.2  SERFEEE5E & PCR(qPCR) #6135 #h ik 14
LncRNA 00853.LncRNA FAM72D-3 ¥4 &b W 44 i
RNA ¥ 5% 0 cDNA, ¥ 55440 37 “C 15 min,
85 °C 5 s, SRJGHEAT qPCR #:3f, LncRNA 00853 514
EmFES 5 -AAAGGCTAGGCGATCCCACA-3', )&
] F 3 : 5 -ACTCCCTAGCTTGGCTCTCCT-3"; Ln-
cRNA FAMT72D-3 5| ¥ 1E [ ¥ %1 : 5'-GGAGGG CA-
GAAGGAAGAAAACAG- 3", J2 6] JF 1. 5'-CACT-
GTCCGTCTGTATGCGAG -3'; GAPDH iF [f] )5 5] : 5"
CGGACGACTCGGGATGAGA-3', & I J§ %1. 5'-
GAGAGCTGCACGATCCAGTTG-3", F W &4 95
CHASPE 4 min,94 ‘CA8 M 30 5,62 CiB k 405,72 °C
FEA 30 s, 4 40 DMFEH . RNKR : SYBR Premix 10
pL, E RS54 1 uL.cDNA 2 uL FIRZEK 7 mL,
L GAPDH NN 2, 1L & LncRNA 00853, Ln-
cRNA FAM72D-3 W£E R 27 hkm. D Lo-
cRNA 00853.LncRNA FAM72D-3 # %} 2 ik 7K 7 1Y
SEHME 3.12.2. 95 4E Ml AAE 488 LncRNA 00853
B RIEH (n =52) Ml LncRNA 00853 fK ik 4H (n =
50),LncRNA FAM72D-3 & £ 54 (n =49) Ml Ln-

ABEVE— W LGS 12 Ay N A7 . E 22 BE Vi 3
AELREVF A REEE] 2022 4E 7 H 1 H L BEIFZX S R BE
HET o Bt 35 B[] 45 5

1.5 Seit2gabse SR SPSS22. 0 8 fF 17 B 4b
AN, BIES/ AR R v+ FoR. 4l
) L3R ¢ K 365 1B R DL BRI E 2 R
HA R X7 K56 s R Kaplan-Meier 4= 7753 #7
(Log-rank £ %) M £& 73 #7 1L i 4 4 & LncRNA
00853, LncRNA FAM72D-3 % AFP-NHCC # # &
FEBUS 52 s R RN R L Z W ER Cox [HlIH 43 Hr i
i AFP-NHCC B # £ FE MR %R, L P<<0.05
REFAG IR L,

2 2 g

2.1 W4 A 4R LncRNA 00853, LncRNA
FAMT72D-3 X} B KTt AFP-NHCC 41 1 1%
iR LneRNA 00853, LncRNA FAM72D-3 %} %
KKK 3.1240. 86,2, 9540, 78, B i 7 T X
MM 1. 2240.36.1. 1620, 28, Z R A S E X
(t=17.546.,19.552,P<C0.05),

2.2 Il W A W A& LncRNA 00853, LncRNA
FAM72D-3 5 AFP-NHCC H & Iifi IR 9 B AF 1 56
% ISR LncRNA 00853, LncRNA FAM72D-
3 5 AFP-NHCC # % BCLC 43 #1 . J B 43 16 F2 1 %
Pk 455 34 56 (P<T0. 05) , 5 P 5] L AE % L g

IS4
i

cRNA FAM72D-3 3Rk 4 (n =53), T R A IR 45 BCH A R S8 B T G (P >0, 05)
1.4 BV TABERZFEIFRITHY 3D BRI,
*®1 1 & M i & LncRNA 00853, LncRNA FAM72D-3 5 AFP-NHCC B E G KRB MEMNE R (T 5)
LncRNA 00853 LncRNA FAM72D-3
i PR 2 $4 n
K t P 7K t P

AR (%) 0.576 0. 566 0.514 0. 608
<60 % 40 3.0640.91 2.90+0.73
=60 % 62 3.16+0. 82 2.98+0.79

PE 1.613 0.110 0. 806 0.422
% 70 3.0340. 80 2.9140.71
x© 32 3.32+0.93 3.047+0.85

9 B3 A0 AR 6.987  <<0.001 6.271  <C0.001
[l 54 2.5740.76 2.5040.73
431k 48 3.74+0.93 3.45+0. 80

Ji 988 e KA (em) 0.893 0.374 0. 990 0.325
<5 72 3.084+0. 64 2.9040.72
>5 30 3.2240.89 3.0740.94

Jif 96 45 B H (A 0.491 0. 625 1.053 0.295
<2 80 3.1040. 82 2.9140. 74
=2 22 3.20740. 94 3.1140. 95

i JI5 52 B 1.218 0.226 1.326 0.188
SEHE 63 3.044+0.76 2.8740.75
A58 2 39 3.25+0.97 3.08%+0.82
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4R I 3% 5 i K LncRNA 00853, LncRNA FAM72D-3 5 AFP-NHCC B F G KRR EFMEHN LR (T L)
LncRNA 00853 LncRNA FAM72D-3
i PR 2 K n
K ! P K t P

BCLC 431 5.516  <C0.001 5.318  <C0.001

0~A 1 41 2.5340.97 2.4440.90

B~C 61 3.5240. 83 3.2940.71
JF N 8k L 25 5 B 7.407 <0. 001 10. 122 <0. 001

A 38 3.93+0.93 3.9340. 82

Jc 64 2.647+0. 80 2.37+0.71

2.3 IfiIFAMBA LncRNA 00853, LncRNA FAM72D-3
X} AFP-NHCC & A WE 2 AFP-NHCC 41
BAEBEYT 3~36 A~ A K U5 IR AETS 32 B, ki 2
B, A7 A FE TR 300 82 AN H (95% CI 28. 79 ~
32.67). LncRNA 00853 & # ik 41 & & v A= £7 i
6] 29. 31 N H 95%CI 26. 36~32. 26) B A% T
FIRHEBRER 32.41 NH 95%CI 32.55~34.51),
2R A4 it % 2 X (Logrank X° = 4.844, P =
0.028), LncRNA FAM72D-3 /& %5 4 8 & b i 4=
AEE] A 30, 43 4~ H (95% CI 27. 81~33. 04) B B A%
TR F KA B HW 32. 61 4 H (95% CI 30. 64 ~
34.76), 22 R H G it %% & X (Log-rank X° = 4.576,
P=0.032), WH 1,

2.4 HRHZERLZHE Cox HIHAHri%m AFP-NH-
CCRFEEMFABFEMMNE LI AFP-NHCC B #F A A7

i A AR B GET-RAE R 1 AFTEIRAE N 0) 99 A A1
(=60 ZWRAE AN 1.<<60 Z R R 0) .3 CB R AE A
TV RAE N 0 IR e K AR (5 em BRAE M 1.<<5 em
WRAE R 00, MR 25 1 5 H (=2 AR 1.<<2 IR
B 0, AT ORI 1. 78 A R
0),BCLC 43 (B~C JHMR{E Jy 1.0~A WAEH 0) .9
AR (IR R A 1 b AR AN 0O L JiF
Wk EE R CHERE A 1. TR 0. LncRNA
00853 (= K IEMAE N 1 MR IEMWAE N 0), LncRNA
FAM72D-3 (R IBME N 1 RFAWE R 0 B2
LA E K Z W E Cox W47 45 3 & 7k, BCLC
38 B~C 19 UK o AL F2 BE AT Pk B 4
#% .LncRNA 00853 & ik & LncRNA FAM72D-3 /&
FE R AFP-NHCC B 4 17 BUs 5980 57 1 56 (R
K., Wk 2.3,

(DLINC 00853{F 35 ' @DLINC FAM72D-3{EF3A
1.01 —— @LING 00853 0] e @LINC FAN72D-35 3535
‘\L ol 1 @
0.8 —_LL ‘¢® ++ 0. 81 L L_‘ 3 1
—wjj @ .
0.6 @ 5 0. 64 —
& + * -
H
B 0. 4 B 0. 41
0.2 0. 24
0.0 0.0
0 10 20 30 40 0 10 20 30 40
A 4 7204 () B 4 72ReE] ()

WA KT AMIAAE LncRNA 00853 % AFP-NHCC 2 # 4E f£ TS 19520 s B 7 LncRNA FAM72D-3 %} AFP-NHCC # 3 A4 17 5 9 52,

B 1 M55 5h i LncRNA 00853,LncRNA FAM72D-3 3t AFP-NHCC £ & 4 E/EH &0
x2 B REZE Cox bk il XU H VA= B o 47
A5 i B SE Wald X* P HR 95%CI
AR 0.162 0.144 1. 266 0. 360 1.176 0.887~1.559
P ) 0.129 0.109 1. 401 0.224 1.378 0.919~1.409
iyt e KA 0.136 0.127 1.147 0.479 1.146 0.893~1. 469
fih 95 45 5 H 0.122 0. 083 2.161 0.223 1. 130 0.960~1. 329
£ 8 58 B Pk 0.313 0. 197 2.524 0. 180 1.368 0.929~2.012
BCLC 4 0.579 0.191 9.189 <<0. 001 1.784 1.227~2.59%
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gk 2 BREE Cox bk il XU Bl 34 8 43 47

A5 B B SE Wald X* P HR 95%CI

06 B A3 0 0. 660 0.211 9. 784 <0. 001 1.935 1.279~2.926
JHE PRI 1 S5 5 0.417 0.151 7.626 <<0. 001 1.517 1.129~2. 040
LncRNA 00853 0.562 0.173 10. 553 <0. 001 1.754 1.250~2. 462
LncRNA FAM72D-3 0.623 0. 209 8. 886 <<0. 001 1.865 1.238~2.808

x3 £ E % Cox bk B XK B 3B & 47

A5 ik B SE Wald X* P HR 95%CI

BCLC 43 1 0. 340 0.107 10. 097 <<0. 001 1. 405 1.139~1.733
9o B AL AR 0. 657 0. 230 8. 159 <0. 001 1. 929 1.229~3.028
JiF A b £ 45 7 7% 0.411 0.122 11. 349 <0. 001 1.508 1.176~1. 966
LncRNA 00853 0.647 0.203 10. 158 <<0. 001 1.974 1.283~2. 843
LncRNA FAM72D-3 0.552 0.187 8.714 <<0. 001 1.737 1.204~2.506

3 i it B, FRAR RNA B85 7E R IR 55 4 M RNALS55 JFm

HCC & R IE , & B 2 0 i, 83 19 I R 7
JE# 2%, AFP 26K I HCC i % H B i r &9,
ALz FF HCC 1 51 3 4 12 W, 38 3 - i
ARG UG 0 K bR R S i W R R o
L, 25 30 % 1 HCC & AFP FiAFAM: (<20 pg/L) .,
Bl AFP-NHCC f35 , ¥ 512 78 9 B K42 <<5 cm [
/NI B B AFP B RN 25% . BHATH T
AFP-NHCC # # il J5 Wi R %1 #6 BCLC R4 X
Child-Pugh £ 4.4, BCLC & G-l N & W B if s i
far B IS R B AR L AR LSS, BAR AW H T TR
%%. Child-Pugh R G 1TAk PN 25 60 45 18 7K B 1 ki 9 »
AN [R] B2 0 Fg 32 000300 285 SR AN ), %o 8 3 IS DAl A 8K
KzEG W, BABESE AFP-NHCC 1 ¥ 9% Al
il -4k BB 92 AR R 4 7 R 3 TS A B ORE AR R . A R
FREARE RS B AFP-NHCC & #4716 )7
DL I R TS

SR 2 HAT WUZ W i 45 44 1) /N 2 30, 240 A T
G2l TRata e N NI /R N e S - S N [0 TN Y
TG PR B, EL A A0 ] O e R P R R R 2 Rk
Wy et L TR 40 R T S s A IR A L I fE 3 A F I
T PR YR AR B v e A T ) A A I R R R R A T
U0 LncRNA %5, 7] i 2 AR A9 bR b s 7 . Ln-
cRNA 00853 & — Fft Pl P4 1< 8 RNA 43 F, i T4
ok 1p33 £, BARE WA A S5 50, 2540
K EF AR, A H, AFP-NHCC 4
B LT M IAA LncRNA 00853 W i 55 T X B 41, 4%
7~ LncRNA 00853 Al G5 5 AFP-NHCC 34 1) b 97
KA, BEAEAE 2 A HCC B3 i b W& v Ln-
cRNA #EAT 4385 Lt iE 52 M e T 8 S5 AR AL 375 - Ln-
cRNA 00853 22 R MR A A S EWBAHEEZ —,
H A AFP-NHCC ' LncRNA 00853 ik I8 By #L
MANTERE . TTRE S RNA 8 #8 W 45 580 6, F o8 &

il LncRNA A9 335 X I EE . FRIR RNA A9 Rk K8 7]
SE LncRNA 00853 235 Tt » 8 1 42 15 i 40 it A=
Ko b B i) R A RAR T R 25 S AR . AR R,
LncRNA 00853 %1k 5 AFP-NHCC ## BCLC %3
W AL AR T R L S A L R Ln-
cRNA 00853 Ay 33k Tt i {2 i Jif g i s ik 0t J . o
FM . LncRNA 00853 i i it #F CC #afb K F 321k 9
By ik, il 45 A CC b B 7 Be ik 25, 15 5% i 9 4n
MR BT R BE ) . S B R . RIS K
PR, I35 A WA & LncRNA 00853 &5 #2351 AFP-NH-
CC A EAF TG 55 22 . J& 5% W 3% A A7 TS 14 ik ST
fi b R R L 2= BRI I 3 AR R T LncRNA 00853 1
FIk A B T OEAE I R #1239 AFP-NHCC il J5
XA bR &Y. W5 R, CC Bk T2k 9
W 25 A O AR CC Mk 7 AR 25, 80w
Wt/ 334 P 138 [ , 34 56 il g 20 76k Ak g 24 4 1 K
HotED  LneRNA 00853 W] 3 1o 42 37F 1% i 8% 1 38 7
SHBEAREGFTR" .

LncRNA FAM72D-3 J& i 4F % & BLAY B 1) RNA
FETE 0 i N N N ) R ol Sl N o URE
HepG2,SNU-423 1 LncRNA FAM72D-3 3% ik ¥ B
TR TR T HCC Mtrs® . AR5,
AFP-NHCC & IfiL i SM & o LncRNA FAM72D-3
FIkW BT I H 5 BCLC 43 9.0 304 4k 78 BE &%
Pk B 45 B A K%, 278 LncRNA FAM72D-3 %
kTS 2 5 AFP-NHCC W & 4= R &, W5k
M, LncRNA FAMT72D-3 BE#EAE N 70 Tl 4 45 65 01
il miR-5787 BYFE L, 51 miR-5787 BT i #E 3 K
FLAZ BRI T F 5 mRNA F E 100, 42 32 b 98
ARG T TR MRS AR . AR BESE & B, Ln-
cRNA FAMT72D-3 & & ik & AU B 2%, &3
M AFP-NHCC 35 245 A7 1l 5 19 4l ~7 & B [ 2%, R B
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ML A WA LneRNA FAM72D-3 J& — F 5 19 3F 4k
AFP-NHCC A f7 1 J5 09 B 93 45 & % . LncRNA
FAM72D-3 A] 38 32 5% i 1 Wiy RNA K 1 PR %
K o 5 TR XAk 9 24 0 A TR 2 L 1 T 5 R A
FWG . A¥#EE, LncRNA FAM72D-3 i %3k T+
i RESE AN ] miR-5787 (K1 miR-5787 Fik T M
B LR AR AN 8 R o SR AL 3 1Y FRaE, U D
il Jie 92 241 4R Ak i 1R Ak, £ S TG AR0BH T AR L 15 5 i R
AN XA S5 AT 25 W i i 25 M, S EUR A A R AT
i 5

ZE b ik, AFP-NHCC 2 & IfiL 75 78 W 1k 1 Ln-
cRNA 00853.LncRNA FAM72D-3 /KT & , Hok F
5 AFP-NHCC f## BCLC 403 % B 40 1 42 B K AT
Pk L 25 5 B A G, JE [ 2 5 4R i AFP-NHCC #y Jif
oA kR I T A WK B LncRNA 00853, LneRNA
FAM72D-3 & %35 ) AFP-NHCC 3% 4 17 Wi 5 8¢
25 SRR B H AR A TS L fa s R . AR
SR AFAE — A R Z A, i F R A & S B 7 i o) A5
B A 54 5 Bt 2 o s RIS 56 o — 25 A 5T

2% Uk

[1] KULIK L,EL-SERAG H B. Epidemiology and manage-
ment of hepatocellular carcinomal J]. Gastroenterology,
2019,156(2) :477-491.

[2] ZHANG X T,EL-SERAG H B, THRIFT A P. Predictors
of five-year survival among patients with hepatocellular
carcinoma in the United States:an analysis of SEER-med-
icare[ J]. Cancer Causes Control,2021,32(4):317-325.

[3] LUOP,WUSY,YU Y L,et al. Current status and per-
spective biomarkers in AFP negative HCC. towards
screening for and diagnosing hepatocellular carcinoma at
an earlier stage[ J]. Pathol Oncol Res,2020,26(2):599-
603.

[4] ZHANG L,YU D H. Exosomes in cancer development,
metastasis,and immunity[ J]. Biochim Biophys Acta Rev
Cancer,2019,1871(2) :455-468.

[5] PAN W D,LI W,ZHAO J,et al. IncRNA-PDPK2P pro-
motes hepatocellular carcinoma progression through the
PDK1/AKT/Caspase 3 pathway[]]. Mol Oncol,2019,13
(10):2246-2258.

[6] KIM S S,BAEK G O,AHN H R.et al. Serum small ex-
tracellular vesicle-derived LINC00853 as a novel diagnos-
tic marker for early hepatocellular carcinomal J]. Mol On-
col,2020,14(10) :2646-2659.

[7] YAO Z C,JIA C C,TAI Y.et al. Serum exosomal long
noncoding RNAs Inc-FAM72D-3 and Inc-EPC1-4 as diag-
nostic biomarkers for hepatocellular carcinomal J]. Aging

(Albany NY),2020,12(12):11843-11863.

[8] sRZEHS, B Ak, 16 %55, WG E /K7 5 Mo S I
(B 468 JH % A8 AR 38 BUR B9 52w [T . b 48 1 I A0 R 24
#.2021,27(3):215-217.

[9] SHIM J H.YOON D L,HAN S D,et al. Is serum alpha-
fetoprotein useful for predicting recurrence and mortality
specific to hepatocellular carcinoma after hepatectomy? A
test based on propensity scores and competing risks anal-
ysis[J]. Ann Surg Oncol,2012,19(12) :3687-3696.

[10] REI5, F 5. R o 81 05 12 00 988 00 Bk 382 1% 93
JE A A VA A X Ee B SELT . BFRE 201924 (1) £ 51-53.

[11] KALLURI R, LEBLEU V S. The biology, function, and
biomedical applications of exosomes[]J]. Science, 2020,
367(6478) :eaau6977.

[12] M0, 5K 55 . a4 AR, 45 R I B R 1) A0 b R 2 1 BT 41
SETE MR 2 W B O S R R [T, I PR ARG 6 R 2 SR AR
2021,42(16):2009-2015.

(13 S OHER , 5 . 1AM I8k ATBG-AST X J5 % P 988 12 Wi
KW PEAR B L), K5 25 % 5 K. 2022, 19 (10D«
1318-1322.

[14] DAHARIYA S,RAGHUWANSHI S,SANGEETH A, et
al. Megakaryoblastic leukemia: a study on novel role of
clinically significant long non-coding RNA signatures in
megakaryocyte development during treatment with phor-
bol ester [ J]. Cancer Immunol Immunother, 2021, 70
(12) :3477-3488.

[15] HAN T S,HUR K,CHO H S,et al. Epigenetic associa-
tions between IncRNA/circRNA and miRNA in Hepato-
cellular Carcinomal]]. Cancers (Basel) .2020,12(9) :741-
750.

[16] LI J Y, MUHAMMAD J,XIE T, et al. LINC00853 re-
strains T cell acute lymphoblastic leukemia invasion and
infiltration by regulating CCR9/CCL25[J]. Mol Immu-
nol,2021,140(6) :267-275.

[17] TU Z B,XIAO R J,XIONG J,et al. CCRY in cancer:on-
cogenic role and therapeutic targeting[ ] ]. ] Hematol On-
col,2016,9:10.

[18] YOO H,YOO J K, LEE J,et al. The hsa-miR-5787 re-
presses cellular growth by targeting eukaryotic transla-
tion initiation factor 5 (eIF5) in fibroblasts[ ] ]. Biochem
Biophys Res Commun,2011,415(4) :567-572.

[19] CAI S X,CHEN W S,ZENG W,et al. Roles of HDAC2,
elF5,and elF6 in lung cancer tumorigenesis[ ] ]. Curr Med
Sci,2021,41(4) :764-769.

[20] CHEN W X,WANG P,LU Y J,et al. Decreased expres-
sion of mitochondrial miR-5787 contributes to chemore-
sistance by reprogramming glucose metabolism and in-
hibiting MT-CO3 translation [ J]. Theranostics, 2019, 9
(20) :5739-5754.

e B3 . 2022-10-12 &I H 3 .2023-01-25)



