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Expression and clinic significance of CDR1as in laryngeal
squamous cell carcinoma
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Abstract:  Objective To investigate the expression and clinical significance of c¢i-RNA ciR-7 ( CDRlas) in
laryngeal squamous cell carcinoma (LSCC), and to analyze the correlation between CDR1as and miR-7. Methods From
2011 to 2013, real-time fluorescence quantitative polymerase chain reaction ( RT-PCR) was used to detect the
transcriptional expression levels of CDRlas and miR-7 in 61 specimens of laryngeal squamous cell carcinoma and 48 of
normal tissues adjacent to tumor. Results RT-PCR showed that the expression of CDRlas in the LSCC tissues was
significantly higher than that in the adjacent tissues (P < 0. 001 ), the expression of miR-7 in the LSCC tissues was
significantly lower than that in the adjacent tissues (P <0.0001) , the expression of CDRlas in LSCC tissues from patients
with lymph node metastasis was significantly higher than that from those without lymph node metastasis(P <0.01) , and the
expression level of CDRlas in the LSCC tissues of patients with different TNM stages were significantly different (P <
0.05). The difference of 5-year survival rate between patients with high expression level of CDRlas in the LSCC tissues
and those with low expression level was statistically significant (P =0.02), meanwhile, the expression level of CDR1as
was negatively correlated with that of miR-7 (r = - 0. 643, P =0.001). Conclusions CDRlas is involved in the
occurrence and development of LSCC, and its expression can be used as a prognostic indicator of this tumor. CDRlas has a
certain correlation with miR-7. CDRlas may affect the progression of LSCC by targeted-regulating the expression of miR-7.
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45, A4 Mibase A= 9 £ 5 190 il 460 4 CDR1as,
miR-7 J2 GAPHD R 5 |95, i) M 4E {8 2E
PIHAR 2N\ G B, i B o 1) AR PP AT S5 I A B
PCR 5256, 4% MR TRTzol 12875 &5 1hd W1 43 7 40 i 1 fi g
FrAS R B RNA B 5300 & % 4 5% cRNA, PCR
PR .95C10s,94°C30s,60°C30s,72°C30s,

40 AMIEER, H IR Iy RIA T F =272 R Si
HE 3K, GIWFsIIE 2,

R 1 CDRlas RS AMHHEIRA KRR (F,2 +5)

I R AE b %k CDRlas F£ik/KF-
P
58 2.996 £2.231
s 3 3.105 +1.827
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Gene Primer 5” -3’
CDRl1as F: TAGTACGTCGTGCCCTGA
R: CACTTGACGTGCAGCATC
miR-7 F: CCACGTTGGAAGACTAGTGATTT
R: TATGGTTGTTCTGCTCTCTGTCTC
GAPDH F: ACACCCACTCCTCCACCTTT
R: TTACTCCTTGGAGGCCATGT
1.4 SEite#orir

K SPSS 16. 0 4347, 4 20 52 50 45 SR K 14 LA
x £ 53878, NS REAS ¢ KT T P 2 K0 2 1]
(4 EL Ao T, B K T3 2200 (ANOVA) HI T 4L L)
R Z T B HAR, B DR B e 22 TR SR EE A8 XL [l 1
P TIPS UG A 3R, AR A7 0 T Cox K
W IR RE Y, 5F 22 4] Kaplan-Meier 7E 77 i £, K
Spearman JEATHIRAE DT, LA P <0.05 257 HA
et 3 T AR5 3 K

- 646 -



AT, 45 - CDR s TEMEBEHR2H IR H 235 B I R T 3C

56 39

2.1 LSCC L 54l 4iH CDRlas [z miR-7
mRNA Fik 5 0L

qRT-PCR #4554 /R 61 fi] LSCC 4141 iy
CDR1as mRNA FiA/K-(3.029 0. 102) B & = F
48 11955 55 X B 21 1) CDR1as mRNA 323k /K-
(1.053 +0.082) , i L AHEA ¢« K A IR 25 7 B A
it (P <0.001, [ 1) ;61 kg 202 v i)
miR-7 mRNA % ik /K (0. 546 +0.023) B B % T
48 5] 9 55 X B 2 i) miR-T mRNA 3% 3k /K -
(1.870 £0.074) , WAl S FEAS ¢ K36 & R 25 e LA
GiiteEE (P <0.0001,[52)
2.2 CDRlas 5 LSCC i RIS HRAYE £

BAPR 2R M 22 PR 2R A XS (8] DA A0 P T PP A
JEMIER 2 16 LSCC 1 CDRlas 355 LSCC M
bR A AR BE VTNM 433 9k T 435 5 B8 e Iife IR
PP 1) <0.05) W3 AH G, BAREUE & 1, 1
EJAEWS PR B A T S TE e (P #4>0.05)
2.3 Kaplan-Meier 4= 7434

IR VIR TS A S A0 B R T Rl
i, BT ] B Z 12 LSCC 2 H i, 8Bk

Relative CDR1as expression

L e

Cancer tissue control

E 1 1SCC S5H3aIE5 4400 CDRas 9335 ™ P <0.001

Overall survival

1001
801
60

401
o0l low CDR1as levels
—— high CDR1as levels 'P=0.02

Percent survical

0 1 2 3 4 5 6
Follow up time (Years)

3 LSCC Z4141" CDRlas FiEMHEF L A

1

BEDTI TR R 5 48, FE T A8 DABE T I [) S Bl 5
AEFSFR] B A 7 ] /NI CHE Y, i 35 g —
Bt (R Y A FE T A 3 AR A E R, DA A7 B[] (B
B4 ) Rl AR A3 NN, 3 il 2] 1SCC %
H CDR1as X MURRIBH Y K-M B2 AL A1
(181 3) , Cox L5 XS [ I 455 784 43~ Ay 0 9 2 21
CDR1as W25 X0 A= A7 R 2, 1155 KUK L (HR
ratio) , 45 4271 : CDR1as (533K (SR HMRIR B
L5 CDR1as (&3R5 (RELR ) WO MR (5 A L, AR AR
B (HR ratio; 0.2484; 95% CI; 0.07 -0.87,P =
0.02) ,UiH] CDRlas = ik B H I S5 F 4 7 AL
CDR1as IR IE Mg B FAR, BUS 2.
2.4 Spearman JEATHHICHE BT

¥ 1SCC t CDR1as .miR-7 13¢5 2 % B S &
(K 4),n] WL CDR1as 5 miR-T A7 P %, B H)
BHHKE ,CDRas 5 RKB W B miR-T 2K,
UL CDR1as 5 miR-7 W) 3ik it Z [MIAF7EHE & HJ7
AR B , AT AT S MEAH DG 70 M, T35 Spearman B4 AH ¢
Z8(r=-0.643,P =0.001), Bl CDR1as,miR-7
mRNA W & 2 71 40 ¢, CDRlas mRNA ik &,
miR-7 3% 15 I 1M % % ; CDR1as mRNA 3 35 # {5,
miR-7 Fik T .

c
kel
@
8 2
o
x
(0]
(2]
©
N
EIZ 1 e
& ——
(0]
=
kS
[0)
o T
Cancer tissue control >
B2 LSCC HymaeEw AL miR-7 fyF55 ™ P <0.0001
6
5 1.5
o
c
S
% 1 0-
g1
Q
3
"
g 0.5
1S
2
$°% 1 & 3 3

Relative CRD1as expression (2-44°T)
4

4 CDRlas 5 miR-7 F5357E LSCC H3# v AL MEA#r

- 647 -



o [ - G A TR AR A 3

525 %

3 g
FLRZ A5G SR ) RNA 1 95% 3475 RNA,

£ B HE U RNAs (miRNAs ) A5 0 4 B RNAs
(LncRNAs) F1#R Ik RNAs ( CircRNAs) . #574k RNA
JE TR & B P AR T o FEORST DA 3R
FETER) RNA 20T ZEMFL 8 ) b 47 3 o 2k BRJR 5 1
FH  BOR 22 BB FEIESEER R RNA AT A A 5 4 9 U3
P RNA 8568/ RNA i 48 14K, 5 miRNAs ., LncR-
NAs fELEAH BT 1 C R, BN N AE Z P AL it 1
TP 2 tE o JB vp e 4 T B L P VR TS o /D
I PEAROCHE 11 1 R SUEE S5 ( CDR1as ) 252 € A7
FET MR AN AR FF 80 52 5 18 229530 WG A 56
() —Z IR RNA 37, A 74 {7 573/ RNA-7
(miR-T) MALE AL

AWFFEWEE T 61 HilFr e LSCC 4141 % 48 )4
L, JEAT qRT-PCR Kl CDR1as £ 3 P2 i 1)
IR TG, 4550 Bk LSCC ZH4H CDR1as mRNA
KB B T e AL 4, SR S R R R 2
PR 25 BB XU RS [l SRS Y | Ak AR BF 9% H LSCC fR
WS HIOCE 2, 25 52U, £ Rk B 4557 5% 18 5 11
LSCC #4041 CDRlas ik AR K LSCC 441
W E TR, CDR1as 5358278 LSCC f8 5 A A7 35
1%, AR, LSCC 1 CDR1as [/ 32 35 1 A R 434k
FREE TNM 23 B 45 g 25 A G, 5] CDRlas 25 1
LSCC )& A: K J , & Wi WU AR A, HA 3L
SRt TR IR AR K R R (R B RS XS
CDR1as T 22 Fh A i I an JHF9e | Sk 200 g | i i o
HAE A miRNA 3 R 3 58 4 14 % ¥ 25 B0 VE Y
FEEARL

FAVFE R, AR CDR1as B IA Ky w] LA i
ISR miR-T T AE 22 B g v & 4% 25 B B AR
R, F1E R B & 12 W F0 s 19— 304 ) il
Wyt e BT AN R, CDRas 525 23K, B FR
HILH G, miR-T Fak b, 4 i FL ¥ 3 [ & & A
CCNE1 1 PIK3CD BRIk, J# 4 I 1 0 ik S 1R 28 %
FMHC AR LS T M, W CDR1as AT LIS 1k
45 H I 2 ML) 43 A B AR 28, T maR=7 4] 58] T LA
HKIH CDR1as 9w R 1 DI 6E , 35 FhHE I 1 F vl R &
K24 miR-7 AH G 5 EGFR Fi IGF-1R i 1 i 9
AR SR ZRAH G IR N SE g ik — 2P HIE 52, CDR1as fig
BELLE miR-7 (¥ i S8 400 sl 6 D, AR Ty g A 0
AW, CDR1as H i 21t miR-7 {5 5 & R £ 2 Fh

i vh & AR . ABIESE 4 R R miR-T 7E LSCC
i 5 A SUR A, LA &P 40 #7245 1 R
CDRlas 5 miR-7 T 57UR Mk , MR A8 b 52 56 45 S K A
S SCHRIRE F AT HEM , 76 LSCC 2041, CDR1as 3
ik IR IR miR-T A2 M, miR-T S H
A AF SE I 3 PR 2R 36, AT i LSCC ik &, 244K,
X ) FLARHL A T 2 — 0T

25 FTR 2 % RBIALE LSCC 4 CDR1as %%
o5 A2 2 2R, LA AT DA it AR ) b 7
JG I —I5H8 b, CDR1as 7] B B A MR SA93 1) — J008T 1)
A WbRic YRR T B A IR, CDR1as 55 309 55 A
miR-T L ) — & I AH M, CDR1as 1] BE i 3 42
] P miR-7 {2355 M LSCC i j& , FoAE ML
WA TR R — S RA R

S 3k

[1] Steuer CE, El — Deiry M, Parks JR, et al. An update on larynx

cancer[ J]. CA Cancer J Clin,2017,67(1) :31 -50.

[2] Megwalu UC, Sikora AG. Survival outcomes in advanced laryngeal
cancer[ J]. JAMA Otolaryngol Head Neck Surg,2014,140(9) .

855 - 860.

[3] Braakhuis BJ, Leemans CR, Visser O. Incidence and survival
trends of head and neck squamous cell carcinoma in the Nether-
lands between 1989 and 2011[J]. Oral Oncol,2014,50(7) :670
-675.

TRIE, BR B2, RN, 5. miR-7 0016 Wk Bl Hep-2 4l i 4% 471
BT BETE LI ]. R RE 2% 4% ,2015,20(3) 1193 - 197.

Xu Y, Ouyang XN, Chen X, et al. Inhibition effect of miR-7 on

[4]

proliferation and metastasis of Hep-2 laryngeal carcinoma cells
[J]. Chinese Clinical Oncology,2015(3) ;193 —197.
[5] Yamamura S, Imai-Sumida M, Tanaka Y, et al. Interaction and
cross-talk between non-coding RNAs[ J]. Cell Mol Life Sci,2018,
75(3) 467 —484.
[6] Jiang XM, Li ZL, Li JL, et al. A novel prognostic biomarker for
cholangiocarcinoma: circRNA Cdrlas[J]. Eur Rev Med Pharma-
col Sci,2018,22(2) ;365 -371.
[7] Zhang L, Li Y, Liu W, et al. Analysis of the complex interaction
of CDR1as-miRNA-protein and detection of its novel role in mela-
noma[ J]. Oncol Lett,2018,16(1) :1219 —1225.
[8] XuH, GuoS, Li W, et al. The circular RNA Cdrlas, via miR-7
and its targets, regulates insulin transcription and secretion in islet
cells[J]. Sci Rep,2015,5(1) :12453.
[9] Greene J, Baird AM, Brady L, et al. Circular RNAs; biogenesis,
function and role in human diseases[ J]. Front Mol Biosci,2017 ,4
(1):38.
[10] Xuan L, Qu L, Zhou H, et al. Circular RNA: a novel biomarker
for progressive laryngeal cancer[J]. Am J Transl Res,2016,8

(2):932 -939.

- 648 -



AT, 45 - CDR s TEMEBEHR2H IR H 235 B I R T 3C

56 39

[12]

[15]

[16]

Qin M, Liu G, Huo X, et al. Hsa_circ_0001649: A circular
RNA and potential novel biomarker for hepatocellular carcinoma
[J]. Cancer Biomark,2016,16(1) :161 — 169.

Li P, Chen S, Chen H, et al. Using circular RNA as a novel type
of biomarker in the screening of gastric cancer[ J]. Clin Chim Ac-
ta,2015,444 :132 - 136.

Yao W, Li Y, Han L, et al. The CDR1as/miR-7/TGFBR2 axis
modulates EMT in silica-induced pulmonary fibrosis[ J]. Toxicol
Seci,2018,166(2) :465 —478.

Xu B, Yang T, Wang Z, et al. CircRNA CDRIlas/miR-7 signals
promote tumor growth of osteosarcoma with a potential therapeutic
and diagnostic value[ J]. Cancer Manag Res,2018,10;4871 -
4880.

Zhang X, Yang D, Wei Y. Overexpressed CDR1as functions as an
oncogene to promote the tumor progression via miR-7 in non-small-
cell lung cancer[ J]. Onco Targets Ther,2018,11:3979 -3987.
Yu L, Gong X, Sun L, et al. The Circular RNA Cdrlas act as an

[17]

oncogene in hepatocellular carcinoma through targeting miR-7 ex-
pression[ J]. PLoS One,2016,11(7) ;e158347.

Tang W, Ji M, He G, et al. Silencing CDR1as inhibits colorectal
cancer progression through regulating microRNA-7[ J]. Onco Tar-
gets Ther, 2017,10:2045 —2056.

(Yieks H 7 .2019 —03 —12)

Z325| ARE s ER T, OB, B4R 5, 55, CDR1as 7EMEBEIR 20
P PR K B I PRI SCLT ] o [ - B AR PR 1 B 245, 2019 ,25
(6) :645 - 649. DOI.10. 11798/j. issn. 1007-1520. 201906015

Cite this article as: ZHANG Jian-zhong, ZHAO Yao-xin, HU Hua-

yong, et al. Expression and clinic significance of CDRlas in laryngeal

squamous cell carcinoma [ J ].

Chin J Otorhinolaryngol Skull Base

Surg, 2019,25 (6) :645 — 649. DOI: 10. 11798/j. issn. 1007-1520.
201906015

- IHE -

ZRERR.EREAERSE

TSR R R 2 AR LA T B 2 AR A5 , BUAT S IR R T AR o

L AEF SRS B Bl AE R BRS R GE (SO PR AR R B o 5 — IR

PFFT Email {4 o
2. WA s PR T P 44 A i, ) A i o B ERE A0 9% A5 B 55

H RBERELSR TR Bt A% 1) 90y 0 B
%355 B i « http : //www. xyosbs. com/index. htm

- 649 -

VEME, B 00 _E A P2 B 2 A





