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Results and Conclusion

Introduction and Aim

Non-communicable diseases (NCDs), including coronary artery disease Final analysis was performed on the ten eligible studies. In the coding region, SNPrs662 significantly increased the risk of
(CAD), is responsible for high mortality and morbidity rate in developed or CAD (OR 1.16, CI 1.00—-1.33). However, the results were non-significant for the second polymorphism rs854560. Further,
developing countries. It is a multifactorial disease that involves a complex compared to healthy subjects, PON1 enzyme levels were much lower in CAD patients. However, in the future, there is a
relationship between either gene-environment or gene-gene. The paraoxonase need to conduct large sample-size genetic association studies, which can provide us better understanding of the
1 (PON1) gene encodes a paraoxonase enzyme that plays an essential role in assoclation or effect of these variants with the risk of coronary artery disease.
atherosclerosis due to its antioxidative properties. This meta-analysis study 662 854560
almed to analyze the association between PON1 gene polymorphisms (rs662 rs Skl et Odde Ratio Experimental  Contro Odds Ratlo 'S
and rs8 5456()) 1n coronary artery disease. Study Events Total Events Tolal OR  95%CI W(random) Sludy Events Total Events Toltal OR 95%Cl W(random)
Voduoe 9 198 31 1 [~ 1,49 [0.80;2.57 1A% Godbole | 196 1195 ' 099 [0.06; 16.02) 2.3%
huuivivibe “ N % " vl v 108 ‘3% Gonzalez et 6 43 0 65 ‘ 2271 [1.24; 414 48] 2 2%
Methodology Froman a2 o oba foari g o Shaheaa - ] <
This study was conducted according to PRISMA guidelines. The relevant | /\iug, % 58 o 106 0S8 40H dow Mo 24 413 21 48 . A7 [084; 213 16.0%
literature was searched using various keywords through various — [J/o""* R o D 4f 4t R < e O 8 b i il vords (e
electronic databases. The pooled odd ratios (ORs) were used to evaluate  |'"* v LI oM DRI O (- =1 i f,)’g : : prp

the role of variants in the PON1 gene and CAD. Begg’'s and Egger’s test
was used to assess the publication biasness. Data analysis was performed -
by the MetaGenyo program. 02 08 |
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Figure: Genetic model comparison between rs662 and rs854560
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