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[HE] BHE 44 RNA(MIR)-124 \miR-26A #= miR-126 4 B # 4% ¥ 8% % & (SNP) 52 A W % (CRC) & % 5 49 %
v, FiE A 2011 £ 7 A £ 2013 & 12 RE K% 49 724 4] CRC 42 12 % % A #F 5 2+ & . A ) PCR-#% 3844 ) 55 (PCR-LDR)
H AR & 5B o miR-124 rs531564 ., miR-26A rs7372209 = miR-126 rs4636297 # 47 SNPs 4% & %k B & 4547, & &0 % 4 A8
18] (OS) fo & 8. & A A & (PFS) % A Kaplan-Meier %3+ 5, % % % log-rank % b2 SNPs R ] 45 & B & F= 42K A 23 OS #= RFS
e, ER B miR-124 rs531564 CG AW A CRCEHFREFE3FAOSKEMF CCARAM EH%4E.3 F AR
9B 5 M ¥ A HR, =1. 450,95 % CI(1.043~2.017),P=0.026]: 3% GG AR Rt & H & EH CCRUE L 3 F R A MG L
= W 78 3 [ HR, =2. 339,95 % CI(1. 171~4.674) ,P=0.024 ; £ 2B A WA R &, % CGHGG A MW A oy & F 84 % CC A
B A e & TG 3HEMN OSHE FHIHR, =1.532,95%CI(1.119~2.096) ,P=0.008]; fa M A M AR b, % GG A B A 5 #
HCCHCGABEM B EM OS RAR £ F[HR,=1.975,95%CI(1.000~3.900),P=0.052]; £ B EH F, 0 CC+CG LB R
HEREF CCABARGESE OSKIL, EF 3 FAEMB R =R m[ HR, =1.395,95%CI(1.007~1.931) ], k& I miR-
26A rs7372209 4% & F= miR-126 rs 4636297 45 5 A B % &K 5 CRC KB 3 £ K OS = RFS A8 £ (P>0.05), &ig miR-124
rs531564 42 5 R % AM2Z CRC & 5 FE MBI HmE L.
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Correlation analysis of miR-124 rs531564 ,miR-26A rs7372209 and miR-126 rs4636297
polymorphisms to the prognosis of colorectal cancer”
Liu Jianrong ,Chen Xiaolin
(Department of Clinical Laboratory sthe People’s Hospital of Pingxiang City .Pingxiang,Jiangzi 337055 ,China)

[Abstract] Objective To assess the influence of miRNA(miR)-124,miR-26A and miR-126 single nucleotide polymorphism
(SNPs) on the prognosis in patients with colorectal cancer (CRC). Methods A total of 724 cases of patients with CRC treated in
this hospital from July 2011 to December 2013 served as the research subjects. The peripheral blood samples were collected, and
genotype analysis of miR-124 rs531564, miR-26A rs7372209 and miR-126 rs4636297 SNPs locus were performed by using the PCR-
LDR. The patient’s overall survival (OS) and progression-free survival (PFS) were calculated by using Kaplan-Meier method,and
the univariate log-rank method was used to analyse the influence of different genotypes and haplotypes of SNPs on OS and PFS. Re-
sults The OS after operation in CRC patient’s carrying miR-124 rs531564 CG genotype was decreased compared with that in pa-
tients carrying CC genotype,and the patient’s death risk was increasedl HR, = 1. 450,95 %CI(1. 043—2.017) ,P=0.026]; the pa-
tient’ s death risk in patients carrying GG genotype was also increased compared with that in patients carrying CC genotype[ HR, =
2.339,95%CI(1.171—4.674)]; in the dominant gene model,the OS in patients carrying CG+ GG genotype was significantly de-
creased compared with patients carrying CC genotype HR, = 1. 532,95% CI(1. 119 —2. 096), P=10. 008]; in the recessive gene
model,no statistically significant difference was found in OS between patients carrying GG genotype and those carrying CC+ CG
genotypel HR, =1. 975,95 % CI(1. 000— 3. 900) , P=0. 0052]; in the co-dominant model,compared with patients carrying CC+CG
genotype,the OS in patients carrying CG genotype was decreased and their death risk was increasedl HR, =1. 395,95 % CI(1. 007 —
1.931)]. There was no correlation of miR-26A rs7372209 locus and miR-126 rs4636297 locus gene SNPS to OS and PFS in CRC
patients (P>>0. 05). Conclusion miR-124 rs531564 gene polymorphism might be an independent influence factor of the prognosis
in CRC patients.
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NA W RRSE %R A 5 CRC M & 2k &k J 55 90 B/
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K I R v g O I DR R AR Y . miRNA 78 CRC
U Z0 AR R B vk AL 2 R A R 25 B R RO
72 5P SRR A E HLAE A5 R A TR AL R YR N AN [ a0 A 1 e R
o SO 1 S 1 AR A bR S T R 2 L 4y
BAH S ARAIBIT I EE AR BT, CRC M A miRNA
o R DR r A A R Y 38 % 2 A8 R A IR R 22 5
(single nucleotide polymorphisms, SNPs) {if 5 fig 1% 5% Wi miR-
NA FUHESE R A 5 SR 263k . s ol 45 0 L Th Bk B S 804
A 0 T ] Je 988 2 XU AN TS S LA B 24 W VE T N2 2 P I
WHERRZ—. B, 5 CRC MK miRNA T K 5 %
LA S A R B T A CRC % 5 KUK L 2] 17 /5 % 79 10 24
Wy B AE Y T AR S W . miRNA-124 (miR-124) \ miR-
NA-126(miR-126) Fil miRNA-26 A(miR-26 A) & i 4E 3k 7E CRC
REKBEDIBDPHERRETEMEANS T, LR 34
miRNA 3§75 CRC 3 & v Hf b 45 100 88 & 54 T, 28 28 HE D R
R I N R gt 4% 2 A PR 5 5 A I CRC UG B B 25 49y i
AR, E A YR L miR-124 . miR-126 Fl miR-26 A & H
WAEZ S CRC B Bl JG AH G M 0 W 58 4L 38, 7 1 5% 3k —
L Hr el B 3 A~ miRNA JEFH 7 85 2 &1 5 CRC T ARG YT B
JEHIRR

1 #REHE

11—kt L2011 4F 7 H & 2013 4F 12 H AR BELIIA Y
CRC R B & NAF RN R, (T AWIEZEN CRC B HH.8
161 £ 25 Fh T LR TR B < b B Ok BT 1 A2 W 3 48] R
AR 2B U7 1 LI E BRI 2 B e AR A
FRAEN CRC (38 724 6, 3590 2 41 2095 BRI 12 19 37 K& 0 1) O
AT FBE FE B 43 T 04 R o8 R 0 AR I R BE RE. R E F R
21~86 % ,F-H#(53.5£9. 9% ; Hof 53 415 ], 4 309 ffi], A<
WF5E HEAT 1 30 4 THD % TR 081 A 2 AE A5 A0 38 A 9 04 ) 3

1.2 ik

12,1 A R IR0 O A 2 A AR I B T 1 B
s NG — BT I A 18] 2 3 2 A 3 A8 S 0 B R L
B (R B L R @) A A i N k. g
BET5 AL H 4 2013 4812 H 30 H., BEVIRIFE: RJ5 1 4N
K3 H TR ERERIE6AH 1R L3 FENR SRS
B[] Coverall survival, OS) Fll TG & & 4 7 * (recurrence-free
survival, RFS) N LN 4805 . 3 H 5. OS A2 Z A&
BT BEF 5 K Mhjge a5 3 & ) 3% R ¥k B 7 19 B 8] s RES O
RKBETIR A B IIE T . W2 Z A RBIHRIBUE R ER
BT BT A 5 2 R R 2 AR R Ak 5, B AT Kkt
B G v AL 3 52 ) A2 i 2R RBE DT I ) At A2 &
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1.2.2 JE[FZH DNA 42 [R50 A& 45 1 )5 . 4 58 3 A0 1 W
RLCEGER K 2 mL, 2 DY 2 B8 41 (EDTA-K.) $it ¥, # BR
TIANamp IfiL ¥ %5 F 20 DNA 4 3t 57 & v 0 il 4 41 5 1 2 [
43I DNA —80 “CLRAFE4 H , R HI PCR-3% $2 B A% I 52 1
(LDR) J5 ¥ £ il miR-124 rs531564, miR-26A rs7372209 #0
miR-126 rs4636297 Z &ML 4T, B[ W2 1,

1.3 ZEil2# b3 SR SPSS17. 0 #4748 3t 20 A » 31 £k 5% 6l
LGRS E 4 R R R . A7 R R A Kaplan-Meier 3%, i
A [R) 119 i B AR B A 1A B 41 B OS Al RFS, L 88R A log-
rank 3%, Cox Ll KU 85 20 ] T 22748 4 4= 47 43 B, IR 3T 5 AN [F
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J PR 6 D A AR TR ) OS Fil RFS RKUE Fe (HR) K 95% B s
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EEY) 5 1) 3 (5'-3")
miR-124 rs531564  IE[] GAG GGG AGG GGT CTG GAG

i GCC CAG AGA AAA ATC TGC AC
miR-26A rs7372209 1E] TTT GCA AAA GCA TCA ACT GAA
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i CAG AGG TCT CAG GGC TAT GC
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2.2 miRNA RRHFZAEMLYE CRC BEARG 3HFEWN OS K<
P AE XU AR S B 28 4o R P 1) AR R R LR
Ji g 43 AL R BE 45 TR R 5 % miRNA A7 g #5473 £ A 1 OS 43
BT » Z 2 Cox M40 BT 45 - 87K , #574F miR-124 rs531564 CG
LAY CRC BEFARRIT G OS iy CC I N 1 iy B %
TRERFE ARG 3 AE N B T o BT T R KUBS 3G m L HR, =
1.450,95%CI(1. 043~2.017), P=0. 026 ]; # 4 GG H:H &I
M E B A CC B A By 8 2 58 o KUK 28 38 n [ HR, =
2.339,95%CI(1.171~4.674),P=0.024], WL & 3. 1 W3k
PR D v, 4878 miR-124 rs531564 CG+ GG KL PH #I iy B 5 &
A CC R F BB B H OS B T3 F Nl F Mgt iy
R ALHR, =1.532,95%CI(1.119~2.096), P=0. 008];
PP ZE IR R e 4 GG R R /8 8 5 CC+CG £
RMEBEARE 3N OS THEBZEFLHR, =1.975,95%CI
(1.000~3.900),P=0. 052 ; I & P45 7 oy, 37 CG AL R KU
B OS B4t CCHCG L T i JR A BEAL, & 3 N T
fi e HE T 1y KU RS 384 [ HR, = 1. 395, 95% CI(1. 007 ~1. 931),
P=0.045]; & & miR-26A rs7372209 Fl miR-126 rs4636297 %k
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HZEMS CRC ARG 3 41 OS A, Wk 4.

2.3 miRNA EKRZ &S CRC BHE ARG 3 £ RFS 41
Xt ZHEFR COX [T 45 45 R BoR, #4F miR-124
rs531564 GG 2R M) CRC & FRIEITIE RES H#EH CC
SRR A AR, B 3 AR N T A RSB T i XURE B
[HR,=2.920,95%CI(1. 605~5. 311), P<C0. 001 J; ## CG
FER A B E 5T CC BRI A B3 B T2 LS8 T 1 KU
W B2 F[HR, = 1. 343,95% CI ((0. 998 ~ 1. 808), P =
0.05), UL 3% 5. fF i 1 5 5 4% 70 o, 5 4 miR-124 rs531564
CGHGG B H Ay R F E A CC BH TR H RFS U BT
M HR,=1.470,95%CI(1.110~1.946),P=0. 007 |; & T &
AT b 484 GG B BB CCHCG BN BB E TR
RICT 0 K& 4 [ HR, = 2. 589, 95% CI(1. 438 ~ 4. 660),
P=0.0017;4t & MR S dr ofr 454 CG BE BB E D TR
RIET- R R 5 #E47 CCHCG R B AR F L T 8 2 %
[(HR,=1.279,95%CI(0. 954~1.715),P=0. 098 ]; & & ¥
miR-26 A rs7372209 Fl miR-126 rs4636297 K £ &M 5 CRC
B RES iyAH M, W3k 6.

=3 S mRNARBEEREFRSZENS CRC BEEFEARF OS WHEX M
SNP J [R 7 n JIEHR[n( %) ] K IE HR(95%CD P
miR-124 rs531564 cC 374 242(64.7) W(ZFEAD
CG 126 93(73.8) 1.450(1. 043~2.017) 0.026
GG 12 10(83. 3) 2.339(1.171~4. 674) 0.024
miR-26 A rs7372209 cC 384 260(67.7) SHHD
CT 120 73(60. 8) 0.959(0. 698~1.319) 0. 841
TT 11 6(54.5) 0.622(0.301~1.286) 0.216
miR-126 rs4636297 GG 392 272(69. 4) (S E)
AG 118 72(61.0) 0.958(0. 681~1. 349) 0.729
AA 8 7(87.5) 1. 267(0. 464~3. 461) 0.569
x4 349 mRNA BEFREREHRARAFEERS CRC BEARF OS WHEXME
SNP FE R L 7 LR R K E HR(95%CD P
miR-124 rs531564 Bk cc 1 (%1
CGH+GG 1.532(1.119~2.096) 0.008
Wb cCHCG i€ =20
GG 1. 975(1. 000~3. 900) 0.052
B Run CC+GG (EHED
CG 1.395(1.007~1. 931) 0. 045
miR-26 A rs7372209 1 cC (SHHD)
CT+TT 0.969(0.712~1. 318) 0. 830
s CC+CT € = Z(H)
TT 0.618(0. 303~1.259) 0.192
It Pk CC+TT I(SHED)
CT 1.087(0. 795~1. 485) 0.626
miR-126 rs4636297 Bk GG (S H)
AG+AA 0.979(0.703~1. 364) 0. 832
e GG+GA IE =20-))
AA 1.320(0. 486~3. 586) 0.521
It P GG+ AA 1(EHH)
AG 0.951(0. 676~1. 326) 0. 689
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x5 3N mRNAFRBEFRBERSEHMHES CRC EEARF RFSHHEXHE
SNP FEB A n WAL (%] ¥ 1E HR(95%CD P
miR-124 rs531564 cC 374 148(39. 6) H(EHEAHD
CG 126 54(42.9) 1. 343(0. 998~1. 808) 0.05
GG 12 6(50.0) 2.920(1.605~5. 311) <<0.001
miR-26 A rs7372209 cC 384 186(48. 4) (%)
CT 120 40(33.3) 1.147(0. 865~1. 520) 0.383
TT 11 5(45.5) 0.798(0. 448~1. 420) 0.469
miR-126 rs4636297 GG 392 166(42.3) IKE =21
AG 118 40(33.9) 0. 985(0. 728~1. 332) 0.789
AA 8 4(50.0) 0.898(0. 331~2, 438) 0. 981
6 34 miRNA EEFRERPLRAEREEERE CRC EEF ARG RFS X
SNP el e8] Hik A A B IF HR(95%CD P
miR-124 rs531564 P cC INE =2
CG+GG 1.470(1.110~1. 946) 0.007
W CCH+CG H(EHEAHD)
GG 2.589(1. 438~4. 660) 0.001
PA TS CC+GG (B2
CG 1.279(0. 954~1.715) 0.098
miR-26 A rs7372209 TRk cC e =3P
CT+TT 1. 080(0. 823~1. 416) 0.593
585 CCH+CT H(EHHD
TT 0.757(0.431~1.328) 0.352
It gt CC+TT W(SHMH)
CT 1.169(0. 888~1.540) 0.286
miR-126 rsd636297 Bk GG (EHE
AG+AA 0.981(0.731~1.318) 0.795
Btk GG+GA (S %)
AA 0. 940(0. 348~2. 541) 0.999
BT GG+ AA W(EHD
AG 0.986(0. 730~1. 333) 0.791

3 03 B

IEAE SR miRNA S N 22 251 5 50 1 8 2 18] 9 52 JK 1 T

U2 B 567, I & LA 48 miRNA JE R SNPs 5 71 ) il
G g g 2 P IR 1) 2 A B AT 56T, R miRNA JF AR H
g A A BT (H R 5T A 5 A Oy miIRNA R | &2 &
P s AT RE £ 3 5 B M miRNA 0 82 K 5 T i 40 5 IR 1 45
AR R BRI A e ok R IA T AE W) = T RE L SR A
AR X 1 5 I B 2 W IR T A RO T R S B O
45 R F W miRNA FE[F SNPs 5 CRC # I K7 3R W5 A —
RN . HETA ¢ miRNA F K SNPs 5 CRC & F AR
TG i A AR 2 T miRNA 3k 7K F 5 CRC & 9 X B A Bl
JERARMMRE Z ., AUFFEE R BoR 76 B OE 4 # k5 %
VRSN R G .2 F & Cox [\ 15 5047 45 5 875, # #F miR-
124 rs531564 CG F B CRC B EFE T RIAGIF G OS & CC #:
PR 0 R0 3 A e SR A T KU 3 0 5 () B 2 GG OBR [A B HR
el CC BER T B #1958 T KURS AR 3G . % RES [ 43 #7 45
RN miR-124 rs531564 GG H:FE B CRC ¥ TR

BY7 )G RFS #4547 CC JLH B B FRAL, BE H TE RS T
B XU 15 s 54 CG ZE R I () 8 5 5 #54 CC R R i) i 5
HFERIET B KR O] W25 7. ARIFSEEE RIE R R R
miR-26 A rs7372209 Fil miR-126 rs4636297 i fi &M 5 CRC
BHEARF OS & RFS [H561H (P>0.05),

miR-124 ,miR-126 Fl miR-26 A 2 4E 3k 7 CRC K 4. Kk
JE B R I R EE RN . AR HRGE . miR-
124 J2 — /W AE 1 b g 410 i) IR 5~ OF B W] B i CRCLHij 51 i
968 R B MR 98 S5 R S A S AR AL . miR-124 FE A
F A 8p23. I A — A 2 e W miR-124 KK W £ E
PEA7 5 (rs531564) , Pri-miR-124 rs531564 %[ £ 25 M 5 4 ¢
FRAE &5 KRG g A SE M B 4o BT . PKML/2 4y F 1 Bl
HNF4a 5 N F 454 miR-214 3£ H 19 )3 25 F X £ H miR-124
%% K B 225k 1 miR-214 7] #F— G B R T (E 5
AL E CRC 40 By PR 7= . miR-124 34 af L) i 5 $ 2
STATS K 3'-UTR 454 ALk CRC 410 KT 4 98 T 3 30 461 firk Jed
A s B K 45 30 g AR PR D TR B miR-124 34 A] A 4%
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PRRX1 2 [H #8425 CRC 40 M 2 X Oy i SO . 5
—WiAFsE M 7E CRC AU R F priomiRNA-124 Y3
SRR U, OF HL# S pri-miRNA-124 J2 38 i 6 ¥ (IASPP)
P53 MR &, kil % SW480 A1 H'T29 41 Jitd fY 34 7 1™ A= 41 1l
FERT . X s 25 LI B pri-miRNA-124/iASPP % % 68 7 17
CRC 21 f ity 34 44, I IN A miR-124 ] AE R £E 193697 CRC 19
. HETOIEC R, priomiR-124 rs531564 {7 g By 3k B £
Atk CRC Y & 95 KU 3 AR S0,

25 b TR AR BF9Y 38 3 AF miR-124 rs531564, miR-26A
rs7372209 Fl miR-126 rs4636297 Z A7 45 5 CRC B#H ARG
HEAEHEAT 20T+ 8 B miR-124 rs531564 3 £ &% 2 CRC
F WG Wk s B 2L T miR-124 rs531564 . miR-26 A rs7372209
B A Z SR KM S CRC WG X, KBFFANAETE
RS AR . HF CRC W EAE RSN K ZHEHNZK A
VB 52 2 b AR L PRt 5 X 30 295 2R 70 5 7E A () 3t I B RN K
FEA T AT B AIE , I 4 H S & AR AL AT IR ADESE
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