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Association between polymorphisms in MIF promoter-173 locus and risk of

coronary artery disease:a meta-analysis "
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[Abstract] Objective To systematically review the association between polymorphisms in macrophage
migration inhibitory factor (MIF) promoter-173 locus and risk of coronary artery disease (CAD). Methods
English and Chinese databases were searched and the case-control study about the polymorphisms in MIF pro-
moter-173 locus and risk of CAD were gathered. Datas based on inclusion criteria and exclusion criteria were
extracted. System analysis was performed by using Statal6. 0 software. Results A total of 10 studies were in-
cluded in the meta-analysis and the results showed that in 4 genetic models, the SNP at MIF promoter-173 lo-
cus was correlated with the risk of CAD (allele model OR =1. 39;recessive model OR =1. 82;dominant mod-
el,OR =1. 43;homozygous model OR =1. 98),SNP carrying allele C at this locus was a risk factor for CAD.
Subgroup analysis suggested that for both Asian and non-Asian populations, SNP at this locus was associated
with the risk of CAD. Conclusion
was significantly correlated with the risk of CAD,SNP carrying allele C at this locus is a risk factor for CAD.

This study suggested that the polymorphisms in MIF promoter-173 locus
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ature Database, CBM) | W1 [E H1 W, J7 7 B 4 38 55 B0 4
J TR A O SCHR . LAIRE AR B Jok okd A A58 1 14 O B
L Lo O ILAE BE O 208 W BE | 1L W 200 3 7% 410 11
BT MIF.\rs755622,-173 G/C. 2 &M K FHiH KR
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Motz 2008 WA E  PCRRFLP d4E CAD## 0.185 67/72 i 21 5 58 12 2 6
J1 4 2015 WA hE PCR ERRARE  0.306 70/186 46 410 136 “ 6 7
LUO %1 2016 WWMA  HE  Real-time PCR  fHEARE  0.733 320/603 153 4o 27 367 205 31 6
el 2018 WA hE PCR dE CAD ¥ 0.271 118/229 71 26 21 142 73 14 6
FAHRIYE % 14 2017 EWMA LHH  PCRRFLP 4k CAD 8%  0.098 35/100 13 6 6 58 0 2 6
TERSHCHENKO 210 2009 AEWMA #RPHT  PCR-SSP feREATE <0. 001 513/96 327 120 66 73 9 14 6
el 2015 WA PE PCRTagman  fEHEARE 0582 2393/2950 1347 89 157 1799 1023 137 7
Az 2006 WEHHA PCR fEHEATE  0.656 138/163 115 230 152 1o 7
WU %10 2014 WMA  HE  PCRTagman HE CAD B 0.547  485/431 21 167 297 20 136 275 6
fofapaein] 2016 WHA  E  PCRTagman  fEEEARE  0.037 51/194 38 0 3 115 %4 6

PCR: 3R B SR s RELP: BRIk A B I BE 2 351 5 SSP . F 9l 48 S Mk 51 4

2.2 MIFARBZHFRE-173SNP 5 CAD AR %  P=0.001,1"=70%;CC vs. GC+GG,OR =1. 82,

o4 A8 % b 95%CI:1.22~2.71,P=0.004,1°=74. 5% ; GC+
A meta DTSSR R, B2 E FRKBEER  CCos. GG,OR= 1.43,95%CI:1.13~1.80,P =

Ah L H Ay 4 Fh I DIUBE R A 20 A 45 R 1 ok MIF £ 0.003,1°=63.6%;CC vs. GG,OR= 1.98.95%CI ;

FFIX-173 SNP 5 CAD &K M 5%, & CAD BfE  1.36~2.87.P=0.1"=56.7%)., W& 2,

KR (C vs. G,OR= 1.39,95%CI:1.16~1. 68,

=2 MIF £E B3 FX-173 SNP 5 CAD £ fF KB H meta F TR

Cuvs.G CC vs. GCHGG
MIF-173(rs755622) n
OR(95%CI) P I (%) OR (95%CI) P I°C%)
st 10 1.39(1.16~1. 68) 0.001 70 1.82(1.22~2.71) 0. 004 74.5
g
AN 8 1.34(1.09~1. 64) 0.005 72 1.84(1.20~2.80) 0. 005 74.8
B[R 2 1.72(1.01~2.92) 0.047 58 2.62(0.24~28.99) 0.433 86.6
HWE
2 8 1.48(1.20~1.82) 0 72.8 2.02(1.27~3.20) 0. 003 78.9
w 2 1.00(¢0.51~1.96) 0.996 73.1 1.30(0.42~4.08) 0. 648 53.4
PCR-Tagman
2 3 1.01€0.78~1.31) 0. 949 71.5 1.23(0. 78~1.94) 0.374 75.9
w 7 1.63(1.40~1.90) 0 4.8 2.49(1.31~4.75) 0. 006 68.7
GC+CC vs. GG CC vs. GG GC vs. GG
MIF-173(rs755622)
OR(95%CI) P I*(% OR(95%CD) P I*% OR(95%CID) P I*(%
it 1. 43(1. 13~1. 80) 0.003 63.6 1. 98(1. 36~2.87) 0 56.7 1. 32€0. 99~1. 76) 0.059 71.5
Ffriise
A 1.34(1.03~1.73)  0.028 66.1 1. 94(1. 37~2.76) 0 43.8 1.19¢0.88~1.61)  0.260 717
E[Z)] 1. 94(1. 27~2.97) 0.002 0 3. 30€0. 28~39. 40) 0.346 86.7 2.39(1. 38~4.13) 0.002 0
HWE
2 1.49(1.19~1.88)  0.001 55.6 2. 24(1. 44~3. 49) 0 627 1.34(1.04~1.74)  0.026 60
i 0.97(0.27~3.42)  0.962 88.5 1.17¢0.66~2.11)  0.588 0 1.10€0.15~7.82)  0.925 92.9
PCR-Tagman
2 0.94(0.58~1.52)  0.802 67.7 1.47(1.18~1.83)  0.001 0 0.89(0.51~1.56)  0.683 72.9
& 1. 70(1. 36~2.12) 0 216 2.69(1.50~4.85)  0.001 60.8 1.62(1.09~2.40)  0.016 65.1
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