B deds 20234E7 A H52% B4 * 1E

ZLBR 53 4 22 IncRNA LINC00467 #0 miR —4735 -3p
RIEKEERFELEHBWEAXME

RAAE F O W O#H O BEEX ARmAe ik

# E BH KBNFIREAS P KeEIEH S RNA LINC0O0467 (IncRNA LINC00467 ) . ff /N RNA — 4735 - 3p(miR - 4735 -
3p) B RIXACE R ME R R 53R R A ARG E RSB, FiE BB 2017 4£ 4 A ~2019 4F 4 A T
Jb BERE A7 5 — 2 B 42 32 LI i o R ARG ARIBYT 19 109 20 s A8 3, T R ook v WS A 2L W 9 4 RN 05 IE 8 AL A R (&%
HZ W) s % B E AT 3 ERIARSGRETT 31 B M B RSB B EENE RERA 75 GIR L ME RERNEREENRE R
M, K444 IncRNA LINC00467 \miR - 4735 - 3p R iEIK T ; Pearson #HC 3 7 ¥4 FL I 958 20 21 IncRNA LINC00467 5
miR - 4735 - 3p FKK MMM ; ZHE Logistic MIH A BT PP 5 WAL R R H ARG 3 FNE KRB N E E ;21K 8 TAERE
it 26 2 B 7L R 88 ZH 20 IncRNA LINCO00467 .miR - 4735 - 3p REKFEXMN ARG 3 ENELREBRNHMNE, £ SHEZEEAR
A FLIRIE 420 IncRNA LINCO0467 2635 K E485 , miR — 4735 - 3p FIKKFEMR (P <0.05) ; Z KEBAM AL K EBA
TNM /-, 2 R A G B X (P <0.05) ; 5 R E R B AR, B KL AFLIRE 42 IncRNA LINC00467 235 K V55,
miR - 4735 = 3p LXK FEHBAK (P <0.05) ; FLHRE B 2H 2Urh IncRNA LINC00467 5 miR —4735 - 3p Rk K FE AL (P <0.05);
TNM I3 K IncRNA LINC00467 335 KVt 5% m L AR 8 BB 8 ARG 3 N E B 5 R 0 S fa B [ 2, T miR - 4735 - 3p Rk KT
PR ZE (P <0.05) ;IncRNA LINC0O0467 Fl miR - 4735 - 3p W HECA WM ARG 3 FNE L HERB ML T m A0 T4 B 5
M(P<0.05), &i& ZFLAEA LU IncRNA LINC00467 £ &3R5 ,miR - 4735 - 3p 2AREX, WEMREKFE5IREEER
JG 3 ENE REBA K AT LN IEE R R A =i i .

Eg8E NS KEEIE4 TS RNA LINC00467 /N RNA -4735 -3p RGHE KK

FESES  R737.9 XukARiZES A DOI 10.11969/j. issn. 1673-548X.2023.07.013

Correlation Between the Expression Levels of LncRNA LINC00467 and MiR —4735 - 3p in Breast Cancer Tissues and Postoperative Recur-
rence and Metastasis. ZHANG Shuowen, LI Dan, HE Jing, et al. Health Management Center, the First Hospital of Hebei Medical Univer-
sity , Hebei 050000, China

Abstract Objective To detect the expression levels of long non — coding RNA LINC00467 (IncRNA LINC00467) and microRNA -
4735 -3p (miR =4735 - 3p) in breast cancer tissues, and to explore the correlation between their expression levels and postoperative re-
currence and metastasis of breast cancer patients. Methods A total of 109 patients with breast cancer who received modified radical mas-
tectomy in the First Hospital of Hebei Medical University from April 2017 to April 2019 were retrospective selected, during the operation,
breast cancer tissues and normal breast tissues adjacent to the cancer were collected ( pathologically diagnosed) ; the patients were followed
up for 3 years after operation, 31 patients with recurrence and metastasis were regarded as the recurrence and metastasis group, and 75 pa-
tients without recurrence and metastasis were regarded as the non — recurrence and metastasis group. The expression levels of IncRNA
LINC00467 and miR —4735 —3p were detected in all tissues; the correlation between IncRNA LINC00467 and miR - 4735 - 3p expres-
sion level in breast cancer tissues was analyzed by Pearson correlation analysis; multivariate Logistic regression analysis was used to evalu-
ate the factors affecting recurrence and metastasis of breast cancer patients within 3 years after surgery; receiver operator characteristic
curve was used to analyze the predictive value of the expression levels of IncRNA LINC00467 and miR - 4735 - 3p in breast cancer tissues
for recurrence and metastasis within 3 years after surgery. Results Compared with the adjacent normal breast tissues, the expression lev-
el of IncRNA LINCO0467 was higher in breast cancer tissues, and the expression level of miR - 4735 —3p was lower (P <0.05) ; the

TNM stage of the recurrence and metastasis group was significantly different from that of the non — recurrence and metastasis group (P <

BB LA B2 R B TR H (20190484 )
YR BAL 050000 A1 5 FE 1AL B2 Fh A% 55— B2 e fid FRE A B APy (BRAUARL 45T BT RS XKk ) B AR R )
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0.05) ; compared with the non — recurrence and metastasis group, the expression level of IncRNA LINC00467 was higher in the recurrence
and metastasis group, and the expression level of miR —4735 —3p was lower (P <0.05) ; IncRNA LINCO0467 was negatively correlated
with miR —4735 - 3p expression in breast cancer tissues (P <0.05) ; TNM [l stage and the expression level of IncRNA LINCO0467 were
independent risk factors for recurrence and metastasis within 3 years after surgery of patients with breast cancer, while miR - 4735 - 3p
expression level was a protective factor (P <0.05) ; IncRNA LINC00467 and miR - 4735 - 3p combined predicted the area under the
curve of recurrence and metastasis within 3 years after operation was better than that predicted separately (P <0.05). Conclusion Ln-
cRNA LINCO0467 was highly expressed and miR —4735 - 3p was low expressed in breast cancer tissue. The expression levels of both are

related to the recurrence and metastasis of breast cancer patients within 3 years after operation, and they have the potential to be used as

a biological indicator to predict the recurrence and metastasis of breast cancer.

Key words Breast cancer; Long non — coding RNA LINC00467 ; MicroRNA - 4735 - 3p; Postoperative recurrence and metastasis
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LINCO0467 1F Hy Jit 8 {2 2 I 2 5 45 Fh 26 AL B 98 0
B, IncRNA LINCO0467 £ 45 EL 7 ¥ 41 23 F1 2 g
1o IR R ST AT AR AR SN 45 B i 0 LT 3 B A
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FAR R A ke 4 FLOR R 4 20 N 5% 1E H AL IR 41 4L

- 62 -

(L BL W) S BVE TWA 8 R AE, RS - A7
& -80°C LR VKA B = T . A 4 Ak E R
R —B5 B 5 2 10 B 2 28 5L S5 Lo (A8 3 2 o it
5:LS -2017 55 63 5) B EH W BRI R A .

2 A S HEBR AR A BR e D B E S
(LRI 2 Y7 BN (2018 4R ) ) v it 2L R 98 12 W b
W2 QB IS B, A FI A HE A7 3 2L R 1Y
FOCIRYT s @R[ A S R AF TR b 7 B . HEBR
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(Ay/ Ay > 1.8) o Ml 2 e il M & (it 5.
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4. SEIF S E B B A W S (real — time quan-
titative polymerase chain reaction, RT - qPCR) 5 R £
I IncRNA LINC00467 .miR - 4735 - 3p 35K ¥ U
GAPDH i1 U6 fEJ N2 RT - qPCR 43 #7 (BT 43 51 4
Hy b 3 AR )RR BR A J AR, 518 E A L
# 1,4 RT - qPCRIAF & (dit 5 . LK35172, | 5%

%®1 RT-qPCR3|¥F7F!
SIYFE(5'—3")
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F #7514 : GCAGACCGTTCGTCAACCTA

T 514 : AATTCTGTTTGCGGTGCGTC

EEE
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miR -4735 - 3p
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Vi ] ATF- R XY K IF 4, Bl U5 8 1E H 3R 2022 4F 4
H 30 B, FEIC#A G AR E R EBAED

6. GiitoF i W ] SPSS 24. 0 48t F 1 i 8
PTG M T R LA B £ bR 25 (v £5) R
IR AT F AR o K G RO RE DL B R (AT )
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RELHHBHE 75 49.31 +£9.52 3.02+0.93 20(26.67) 32(42.67) 23(30.67) 31(41.33) 29(38.67) 15(20.00)
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miR-4735-3p
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