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Abstract: Objective To systematically evaluate the relationship between the rs217727 and rs2839698 sin-
gle nucleotide polymorphism (SNP) sites of long non-coding RNA (LncRNA) H19 gene and the genetic sus-
ceptibility of breast cancer. Methods PubMed, Embase, Elsevier, CNKI, Wanfang database and VIP database
were searched to collect case-control studies on the relationship between LncRNA H19 gene polymorphism
and genetic susceptibility of breast cancer. Meta-analysis module of STATA12. 0 software was used to analyze
the association between LncRNA H19 gene polymorphism and genetic susceptibility of breast cancer.
Results Five articles on rs217727 SNP site included 3 178 breast cancer patients and 3 392 healthy controls.
Three articles on rs2839698 SNP site included 2 607 breast cancer patients and 2 827 healthy controls. The re-
sults of Meta-analysis showed that there was no significant difference between the case group and the control
group of 4 genetic patterns of rs217727 and rs2839698 SNP sites [allele (T ws. C),additive (TT wvs. CC),re-
cessive (TT vs. CT + CC) and dominant (TT + CT ws. CC) J(P>>0. 05). The population stratification study
showed that the 4 genetic patterns of rs217727 SNP site between the Chinese Han population and the Iranian

population was not statistically different between the case group and the control group (P>>0.05). The 4 ge-
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netic patterns of rs2839698 SNP site in the Chinese Han population was not statistically different between the

case group and the control group (P>>0.05). The 4 genetic patterns at rs2839698 SNP site in Iranian popula-

tion was compared between the case group and the control group,and the difference was statistically signifi-
cant (P<C0.05). Conclusion The 4 genetic patterns of LncRNA H19 gene rs217727 and rs2839698 SNP sites

in Chinese Han population are not related to the genetic susceptibility of breast cancer.
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CUI %t 2018 REDORARE 1488 1675 PB TagMan — —
ABDOLLAHZADEH 2™ 2019 PN 150 100 HB PCR-RFLP 46.5911.18  43.919.99
SAFARI %2 2019 PEINTE 111 130 PB T-ARMS-PCR 39.3041.20  38.90=1.50
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1217727  XIA ZgH7 160 156 148 139 212 116 0.487  0.475  1.05 (0.87~1.26)  0.614  0.051  0.052
LIN %018 403 471 131 465 450 105 0.365 0.324  1.20 (1.05~1.37)  0.006  0.718  0.801
Cut & 611 692 185 685 773 217 0.357 0.360  0.99 (0.89~1.09  0.776  0.612  0.963
ABDOLLAHZADEH % 116 29 5 8 14 0 0.130  0.070  1.99 (1.05~3.76)  0.033  0.075  0.452
SAFARI % 7930 2 64 54 12 0.153  0.300  0.42 (0.27~0.66)  0.003  0.659  0.900
12839698 LIN %L1 452 440 113 484 432 104 0.331 0.314  1.08(0.95~1.24)  0.230  0.705  0.600
cur 801 568 122 875 673 129 0.272  0.278  0.97 (0.87~1.09)  0.639  0.135  0.979
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JuR g 1.059(0. 728~1. 541) 0.30  0.765 71.1  0.097  0.837
BB (TT vs. CTHCO  WHEDUEAEE  1.019(0.818~1.269) 0.17  0.866  74.8  0.028
PN 0. 828(0.186~3. 684) 0.25 0.805 91.6  1.062
J=%s 0.939(0. 703~1. 255) 0.42  0.671  82.6  0.077 0.938
BHBL(TTHCT vs. CO PERBEARE  1.19000. 924~1.534) 1.35  0.178  66.2  0.033
CAsiPN S 0.954(0. 023~39. 454) 0.02  0.980  80.8  5.900
J=% s 1.131(0. 808~1.583) 0.72  0.472  69.8  0.076  0.599
rs2839698 M FEH (T vs. O PEDEARE 1.021(0.920~1.133) 0.39  0.696  32.9  0.222
IR 2.524(1. 747~3. 645) 4.93  <C0.001  — —
PER s 1.299(0. 935~1. 804) 1.56  0.119  91.6 <C0.001 0.043
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PN 6.264(2.884~13.605) 4,64 <C0.001  — —
PEt s 1.718(0. 884~3.339) 1.60  0.111  89.3  0.289  0.009
RAERI X (TT vs. CTHCCO)  WEBEARE  1.010€0.863~1.182) 0.12  0.902  50.1  0.007
[FiaEipNiid 4.405(2.307~8.412) 4,49  <<0.001 — —
B 1.395(0.905~2.149) 1.51  0.131  90.7  0.118 0.025
BB (TTHCT vs. CO HEDBUEARE  1.090€0.901~1. 319) 0.89  0.373 0.0  <<0.001
PN 2.659(1. 457~4. 853) 3.19  0.001
M 1.334(0.900~1.978) 1.43  0.151  74.1  0.085 0.067
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