H 4345 5 1) BN RN === FGERAS B )
20234E5 H Journal of Nanjing Medical University (Natural Sciences ) - 617 -

BB -
IMKR RNA hsa_circ_0001479 7£ B & PRI R IE M ThEEFAF 5T

OREEELE EBHLE R

TR R E R IR VIO I 226001 ;R R EE ARG VTN Bl 226001

[ ZE] H#H %1 hsa_circ_0001479 7£ H ## (gastric cancer, GC) ZH LU AR 1F 0 M HT E 3 A 2247 M a2 . 75
i B I G RE B PCR (RT-qPCR) KGN hsa_cire_0001479 2 ik 4t i 05 2 I E- 3047 5 B2 MERE PEA 5 185 RT-qPCR K& 76 X
5 9 2 SR L 0] 98 55 20 80 hsa_cire_0001479 1) 32 15 7K - 3 4381 T 3% 35 1 5 1 PRI BR S B000 OC & 5 A R4 %) hsa_ cire_
0001479 /N T4 RNA (small interfering RNA, siRNA ) Fllis A 8044, iy 28 R A AR , 3840 CCK-8 S5 , b BT 1l S5 3 Ao U
ANARIGTERE F1 , AN AR AAG I 20 L8 300 A, Sl IR S BRI 240 A S (1 32 RS RE T , Transwell SEEA AN AUZ 2T RERE ) . &5
R :RT-qPCR Kl hsa_circ_0001479 &3k & (/) % A RAFIRE %8 | LB FZt: s hsa_cire_0001479 7¢ 5 3 41 21 rh 23k 44
o H R K S R RN R R EEE SRS TNM 20 1A CA19-9 7K AT 56 5 AR T RE S I8 i/ , 76 e 4 vk b 41t
hsa_circ_0001479 (25T ] 5 s 20 ML () B4 5E AR ZERIERS | i 3235 hsa_circ_0001479 W R IUAH S 2558 . 4518 B mdl4
{F2235 1 hsa_cire_0001479 A B fm AU IS 5E 222 FERE I ThRE

[E4E] B9 ; FOR RNA s hsa_cire_0001479; 4> 1-Hifig

[FES%ES] R735.2 [XEftRERE] A [XEHS] 1007-4368(2023)05-617-09
doi: 10.7655/NYDXBNS20230505

Expression and function of hsa_circ_0001479 in gastric cancer

SHI Xin'?,JING Rongrongl ,WANG Jie"?,LIU Sinan'?, CUI Ming"

'Department of Laboratory Medicine ,the Affiliated Hospital of Nantong University , Nantong 226001 ;*Medical School
of Nantong University , Nantong 226001 , China

[ Abstract | Objective: The current study aims to explore the expression of hsa_circ_0001479 in gastric cancer (GC) tissues and its
effect on biological behavior of GC cells. Methods: The method for detecting the expression of hsa_circ_0001479 with real - time
fluorescence quantitative polymerase chain reaction (RT-qPCR )was established and evaluated. Expression level of hsa_circ_0001479
in 76 pairs of GC and para - cancerous tissues was measured by RT - qPCR and relationship between the expression level and
clinicopathological factors was analyzed. Small interfering RNA (siRNA) and overexpression vector of hsa_circ_0001479 were
constructed and transfected into GC cell lines. Cell proliferation was detected by CCK-8 assay and clone formation assay. Cell cycle
distribution was detected by flow cytometry. Cell migration was detected by wound healing assay and Transwell assay. Cell invasion was
detected by transwell assay. Results: Using RT - qPCR to detect the expression of hsa_circ_0001479 possessed good precision,
accuracy and linear range. Hsa_circ_0001479 was upregulated in GC tissues and the expression level was related to tumor size , depth
of invasion, lymph node metastasis, TNM stage and CA19-9. Silencing of hsa_circ_0001479 inhibited the proliferation, invasion and
migration of GC cells while overexpression of hsa_circ_0001479 showed the opposite results. Conclusion: The carrent study found that
hsa_circ_0001479 was upregulated in GC tissues and could promote GC cell proliferation , invasion and migration.
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gDNA R M5 # hsa_cire_0001479 F1 ZNF131, B
JIE W58 2 L K 45 SR Sk 7R, ZNF 131 7] UFE ¢cDNA Fll
gDNA H g P~ 4 | 1M hsa_circ_0001479 H AETE cDNA
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Figure 1 Accuracy evaluation for detection of hsa_circ_0001479 and 18 s rRNA via RT-qPCR
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Figure2 Linear range evaluation for detection of hsa_circ_0001479(A) and 18 s rRNA(B) via RT-qPCR
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Figure 3 Ring structure and stability of hsa_circ_0001479
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Table 2 Relationship between hsa_circ_0001479 expres-
sion and clinicopathological factors
hsa_circ_0001479 Fik /K-

AR SEL B "ok okPd PE
(n=38) (n=38)
P 0.427
5 57 27 30
“ 19 11 8
Al 0.442
<60 21 12 9
=60 55 26 29
JibgeE K/ (em) 0.039
<4 39 15 24
=4 37 23 14
AR 0.238
Bk 29 12 17
Rk 47 26 21
R 0.044
T1+T2 15 4 11
T3+T4 61 34 27
WL e RS 0.011
Yes 54 32 22
No 22 6 16
TNM 731 0.021
[~TA 21 6 15
IB-~IIC 55 32 23
CEA (ng/mL) 0.387
<50 61 29 32
>5.0 15 9 6
CA19-9(U/ml.) 0.042
<37.0 66 30 36
>37.0 10 8 2
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(P <0.05), #&H MKN-45 20 i bk k17 4% 3% 43 5 45
1 , 38 3 RT-qPCR Kl % R hsa_cire_0001479 3= %2
FENL TN (5) o PEHUE AR ) MKN-45 |
BGC-823 AT T4 5250 , SRR B H A1 M /N rh
[ SGC-7901 #4773 Ik S5

A

oo
1

ek

Q@ﬁﬁﬁ.

A N} N ) o)
S - ®
o3 ﬁ\GQ, %G(’:\g N %G(’

AR Feih b
T 9

[\

hsa_circ_0001479

@‘5
B2, CO 4k

1.0 1
N 0.8 1
g 0.6 1

m
= 0.4 1

0.2 1

0hsa_circ_0001479 U6 GADPH
5 GES-116%¢,°P<0.05,"P<0.01,
B5 B4R hsa_circ_0001479 Rik/kFE (A) RizEH
wiER(B)
Figure 5 Level of hsa_circ_0001479 in GC cell lines (A)
and distribution of hsa_circ_0001479 in GC

cells(B)
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Figure 6 Expression of hsa_circ_0001479 in GC cells after transfection
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Figure 7 Detection of the effect of hsa_circ_0001479 on the proliferation of GC cells via CCK-8 assay
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Figure 8 The evaluation of the function of hsa_circ_0001479 on proliferation of GC cells via colony formation assay
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Figure 9 The dection of the function of hsa_circ_0001479 on cell cycle distribution via flow cytometry analysis
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Figure 10 The evalution of the function of hsa_circ_0001479 on migration ability of GC cells via wound healing assay
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