ERES 201356 A% 42 5% 16 1801

microRNA X EE rs895819.rs6505162 FA rs2292832 HY
SNPZTRE5 B HAMKEBEEELEFEXZNHAR

N S
(B=ZFREXZHGERREB TS, FE 400038)

M ZE:BH £ has-mir-27a % B (rs895819) . pre-mir-423 R 3% (rs6505162) f# miR-149 (rs2292832) miRNA & % 74 X H
REREBFRSERERLE Bahe BELGEAX R, HiE KK 2008 £ 10 A £ 2010 4 3 AL FA B EFE 100 4 B 2
T & & A 1 B fe 4 5F 32 DNA, KA PCR-RFLP 75 ik 2§ 3 A& B miRNA 69 % 2 B K 34L& 69 LA 8 § S atfrienl,
A log-rank fo Cox A 3 AR X FE BmheBELOAALA, SR 5220283255 F CCARA L 6% .8 %
4 50.0%,.CT £ABA & 53% ., meFEH41.5%, TT LB L 39%,5mwFEH 61.5% ., log-rank f= Cox B A 5 # £ %+t 5 & L,
P>0.05, rs895819 45 & AA KRB A & 50% /L FE 4 50.0%;AG AEA & 415, 0B FH 46.3%:; TT AE A & 9%, 5% 5L F
#66.7%. log-rank f= Cox BEA 547 2 7 £ 5% A 43t % & L (P>0.05), rs6505162 425 % AA KB A & 6%, %58 % A4 66.7%;
ACHRBA L 3900 .55 %4 51.3%6;CC AR A & 5206, 5% 58 & 4 48. 1%, logrank f» Cox B A 547 &7 £ F R4 £ & L
(P>0.05), &1 AHRLALI hasmir-27a & H (rs895819) , pre-mir-423 X 3% (rs6505162) #= miR-149(rs2292832) 3 & K 4% &
HWEFE BmEHEEEHFGEBR LK,

KB HCH.Bmpe; 350, 2aFm ;AR A0 A £ H55H
doi:10. 3969/j. issn. 1671-8348. 2013. 16. 001 XHERFRIRAG A XEHS:1671-8348(2013)16-1801-03
MicroRNA genes rs895819,rs6505162 and rs2292832 SNP variation with B cell lymphoma patients survival relationship research”
Zhang Bo .Chen Jieping®
(Center for Hematology ,Southwest Hospital » Third Military Medical University ,Chongqing 400038 ,China)

Abstract: Objective To study the gene rs895819.rs6505162 and rs2292832 miRNA coding genetic regions SNP variation with
B cell lymphoma patients survival relationship. Methods We couected 100 caes of B cell lymphoma patients peripheral blood sample
and extract DNA from October 2008 to March 2010. By PCR-RFLP methods three miRNA genes encoding gene regional sites of
single nucleotide polymorphisms inspection,used log-rank and Cox model analysis three genes variation with B cell lymphoma pa-
tients survival relationship. Results Rs2292832 in CC genotype was accounts for 6 % ,the fatality rate was 50. 0% ,CT genotype is
accounts for 53% ,the fatality rate was 41. 5% , TT genotype was accounts for 39 % ,the fatality rate was 61.5%. Log-rank and Cox
model analysis no statistical significance( P>>0. 05). Rs895819 of AA genotype was accounts for 50 % , the fatality rate was 50. 0% ,
AG genotype was accounts for 41 % ,the fatality rate was 46. 3% , TT genotype was accounts for 9% ,the fatality rate was 66. 7 %.
Log-rank and Cox model analysis no statistical significance(P>>0. 05). Rs6505162 of AA genotype was accounts for 6 % ,the fatality
rate was 66. 7% , AC genotype was occupied 39% , the fatality rate was 51. 3% ,CC genotype 52% , the fatality rate was 48. 1%.
Log-rank and Cox model analysis no statistical significance(P>>0. 05). Conclusion This study has not been found has-mir-27a
(rs895819) ,pre-mir-423(rs6505162) and mir-149(rs2292832) variation with B cell lymphoma patients survival are linked.
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NI LI LRI S 22 B R 0 TR AR OCT L AR B T S A G
Z miRNA 25807 5 58 2, X mir-27a(rs895819) ,mir-423
(rs6505162) Fl mir-149(rs2292832) 3% 3 M M T IR £
AVES B 20 MOk R AR AR O R AT 0T .

1 #ERE5HEE

L1 —f&%OR ARBEERH] 100 FIFRAS X2k B 6 5 g B2 B
2008 4 10 H & 2010 4F 3 H 29 41 2105 # ks 45 UE 55 B 5 12 Wy
B & NHL, ZTE 48 K S 41k B 400 W R K A5 F 524 B
A8 NHL, BE K A b atmi b H g 4 X, 2 0 o K
DUBRA T DA R AL X 835 A B .

1.2 RV A Z HAE. 25 0R 12 52 A s i b
Vi TR A . BV R B S 2010 4E 5 1 31 AL H 4
1811 2 Ui i R B AT 58 4 BN Rt BT R R 92, 206, R ViR 1
VIRUT AR BT B . Bl 7 A8 v, 0 38 T At 2 05 5
AN KRR BN B B R R TERE TR Lk BB AR A R
H BB EEE . gt BRI R A

1.3 A DNA 280 B lkim 2 mL, EDTA $u . Nt
HURRE i 4 DNA $2 B ] & 32 B DNA G i B B 1E) .

1.4 JEREA® PCRY M HM A ESIW. H MR BB R
WUIEEILFR 1.

1.5 PCRZR PCR JZRAKZR K 25 ul, K& ddH, O
17.15 pL, 10X Buffer 2.5 pL.,MgCl, 2.5 pL,dNTP 0.5 uL, P,
0.3 pL,P, 0.3 pl,r Taq fi§ 0.25 pL. B8 4R KN A 2 K B
19 PCR A EP & rp iR 57 A IR AL P . JBE 451 95 C
WASPE 2 min, SR J5 94 C 30 s,rs895819:67 C,rs2292832;
62 ‘C.rs6505162:61 CiBk 15 s,72 C 30 s, 17 35 MEH
B 72 CHEf 7 min,

1.6 RFLP V)% PCR =¥ 8 L 5N VIEE 0. 25 L §
V.4 37 CHEEKEFEIRT 4 h,4 000 r/min .0 1 min J50
A 3 pL Loading-Buffer, Bf¥I7=47E 3 2 et e b b ik oy
B, #EATE B Sp A, BEUIIR RN 10 pl. 4% PCR =¥
8 pLs KR ¥ Py V) BE 0. 25 pL; TG B 25 1 K #h = 10 pL.
rs895819 i8] 4. TGC TTG TGA GCA GGG TCC GC, F
519 : CAG CAG GAT GGC AGG CAG ACA G; Y Hha
T, rs2292832 Bl #: TGT CTT CAC TCC CGT GCT
TGT CC, T34 : TGA GGC CCG AAA CAC CCG TA; P
Y Pvu 11 . rs6505162 k514 :GGC CCC TCA GTC TTG
CTT CGT A, Fi##51#: TTC TGC CAA GGA GAA CAA
GGC C; NI Rsa | .
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TRIEER LA 72 5 G % B X (y* =1. 45, P=0. 229) ; FF- §& 4%
i 1,35 B LR 63 .5 6306 . Bl U ] P SE T 35 i, 955 4E
%09 55.62535 % Lh 137 i, o5 3704 BV A I N AE - 15 A1
WAL RN 40.5% , MADRIER LK ZE R TR I FE L (' =
2.10,P=0.147),
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o CCLCTTT 3 A B g ] B 5 48 T o B am 55 1 B,
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55D 43 TRUAE AN [R) B ) ) SR B AE 3R, LI 1,
*1 rs2292832 (L R AR EEE S B FIEELR

3 5] 7y e Log-rank P Cox P HR(95%CD*®
[(n(%)]
cC 6 3(50.0) 1.00
CT 53 22(41.5) 0.214  0.500.17~1.49)
TT 39 24(61.5) 0.422 0.316  0.58(0.20~1.69)
L G R A AL OE
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AAAG GG JE [ B B 505 FE T Bl 8 N € 2 s, log-
rank Fl Cox #4325 5 LG8 it 3 L (P>0. 05) . A[a] &
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*2 rs895819 i M AN [E E B &5 B iw 3L R LL i

3 5 7y [jf;n:)] Log-rank P Cox P HR(95%CD*®

AA 50 25(50.0) 1.00

AG 41 19(46.3) 0.704  0.89(0.47~1.66)

GG 9 6(66.7) 0.174 0.200 1.89€0.71~5.02)
© G R IR AL OE

B 2 rs895819 L M A E & E 5 BRI X LB

*®3 rs6505162 i g2 A B £ B 4 B iR FE FE L8R
FeT=

HEB g Cn %] Log-rank P Cox P HR(95%CD*

AA 6 4(66.7) 1.00

AC 39 20(51.3) 0.214  0.50(0.17~1.49)

cC 52 25(48.1) 0. 501 0.316  0.58(0.20~1.69)
s G R A AL OE .
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s AACAC, CC St B AL 1] %50 55 58 T Bl S an 38 3 i,
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