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Infectious Burden, Inflammatory Genes Polymorphisms, Metabolic

Syndrome and the Risk of Coronary Artery Disease and Acute
Coronary Syndrome
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Tablel. Mean plasma hs-CRP level (mg/L) and IL-1R (pg/mL) between cases and control

IL-18
n  CRP(mg/L) p-value p-value
(pg/mL)
CAD 424  75+18 1.16£1.7
<0.001 0.52
Non-CAD 176  30x1.1 1.30+2.7
ACS 249  10.3+29 1.00+1.54
<0.001 0.16
Chronic Stable Angina 175 3612 1.28+1.74




Table 2. Genotype distribution between cases (CAD) and controls (non CAD) for different single nucleotide polymorphisms

SNPs Phenotypes aa ab bb Odds Ratio, (95% CI) & p-value
(%) (%) (%)
aa=1vs. abvs. bb [aa & ab]=1vs bb aa=lvs.[ab&bb] a=lvsh

+3954 CIT CAD 9.9 3.1 0 CT, OR=1.35(0.38,4.75),p=0.64 OR:1.35(0.38,4.75) OR:1.35(0.38,4.75)
(IL-1B) Controls 97.7 23 0 P=0.64 P=0.64

-31CIT CAD 30.9 477 213 CT,0R=0.88(0.54,1.41),p=0.59 OR: 0.88(0.70,1.12), OR:0.64 (0.40,1.02) OR:0.77 (0.58,1.02)
(IL-1B) Controls 26.7 477 256 CC, OR=0.59 (0.33,1.02),p=0.06 p=0.25 p =0.06 P=0.07

-511 CIT CAD 244 483 273 CT,0R=1.39(0.85,2.27),p=0.19 OR: 1.07 (0.85,1.34) OR:1.18 (0.94,1.49) OR: 1.19(0.90,1.57)
(IL-1R) Controls 273 471 256 TT,OR=1.41(0.81,2.46),p=0.22 P=0.57 P=0.15 P=0.22

+1059G/C CAD 80.1 166 3.3 CC: 0.20,(0.04-1.05), p=0.06 , OR:0.59, (0.11-3.31) OR: 0.76, (0.42-1.38) OR=0.59(0.39,1.25)
(CRP) Controls 83 16 1 GC.: 0.91, (0.52-1.97), p=0.73 p=053 p=0.37 P=0.53

Alleles definition: +3954C/T : a=C, b=T:

-31C/T: a=T, b=C; -511C/T: a=C, b=T; +1059: a=G, b=C



Table 3. Genotype distribution between cases (ACS) and controls (Stable Angina) for different single nucleotides polymorphisms

SNPs Phenotypes aa ab bb Odds Ratio, (95% CI) & p-value
(%) (%) (%)

aa=1vs. abvs. bb [aa & ab]=1vs bb aa=lvs.[ab&bb] a=lvsbh
+3954 C/T ACS 9.3 37 0 -- OR=1.61 (0.49,5.25), OR=1.61 (0.49,5.25),

CT, OR=1.61 (0.49,5.25), p=0.43
(IL-1R) Controls 975 25 0 p=0.43 p=0.43
-31CIT ACS 25.7 453 29.0 CT,0R=0.93(0.60,1.49),p=0.79 OR:0.79 (0.52,1.22), OR:0.56 (0.34,0.91) OR:0.58 (0.36,0.93)
(IL-1B) Controls 16.7 502 33.0 CC,OR=0.54(0.32,0.87),p=0.02 p=0.29 p =0.02 P=0.03
-511 C/IT ACS 249 484 26.8 CT,0R=0.91(0.56,1.49),p=0.72 OR: 0.93(0.60,1.44) OR:0.90 (0.57,1.42) OR: 0.94(0.71,1.23)
(IL-1B) Controls 239 483 279 TT,0OR=0.86(0.51,1.52),p=0.64 P=0.75 P=0.65 P=0.64
+1059G/C ACS 829 162 0.9 GC,0R=1.02 (0.60,1.75),p=0.93 OR:1.14 (0.15,8.37) OR=1.02(0.61,1.74) OR=1.61(0.49,5.25)
(CRP) Controls 824 166 1.0 CC,0R=1.14 (0.16,8.43),p=0.90 P=0.90 P=0.91 P=0.83

Alleles definition: +3954C/T : a=C, b=T: -31CIT: a=T, b=C; -511C/T: a=C, b=T: +1059: a=G, b=C



Table 4. The effects of infectious agents, pathogen burden and metabolic syndrome score on

plasma CRP, angiographic severity of coronary atherosclerosis (Gensini score) and MACE.

Variables Status Plasma p Gensini score  p MACE p
CRP (%)
H.pylori Not infected 8.7+185 0.78 73.6182.1 0.76 355 0.66
Infected 7.2+18.7 71.4+75.6 37.3
HAV Not infected 2.0+£34 0.02 19.9+34.7 <0.001 214 0.22
Infected 7.8+18.0 (0.37)  73.84775 (0.68) 375
HBV Not infected 7.8+18.3  0.67 74.0£78.1 0.08 37.9 0.32
Infected 6.6+12.5 55.5+65.5 30.4
HCV Not infected 7.7£16.5 0.96 71.8+£76.5 0.82 37.6 0.29
Infected 7.5+29.7 75.5%15.5 28.1
Infectious 0 1.7+£3.7 39.9+90.0 17.6
Score 1 9.2+19.2 76.8+81.1 40
2 6.2+13.9 68.9+74.8 36.1
34 9.14¢28.2  0.29 76.8+72.3 0.17 34.1 0.45
Metabolic 0 2.5+5.0 16.3+29.9 16.7
Score 1 5.9+13.8 38.1457.2 27.1
2 7.0+16.7 65.0+84.3 27.8
3 9.5+21.0 85.3+£77.3 40.4
4 8.0+16.8 99.9+84.5 43.7
5 9.0+¢21.7 <0.001  99.1+69.2 <0.001 48.8 0.001




Table 5. Multiple Linear Regression Model of Gensini Score

B Standard
p 95% Conf. Interval
coefficient Error
CRP (mg/dL) 3.95 1.67 0.01 0.67 7.23
Metabolic Score 14.82 2.34 <0.001 10.22 19.41
Gender 31.57 7.24 <0.001 17.34 45.80
Age 1.50 0.24 <0.001 1.04 1.97
Present Smoker 6.37 6.824 0.35 -1.04 19.76
Hypercholesterolemia 19.97 6.224 0.001 7.74 32.19

Table 6. Multiple Logistic Regression Model of Major Adverse Cardiovascular Events (MACES)

Odds Ratio  Std. Err. p 95% Conf.  Interval
CRP (mg/dL) 1.43 0.11 <0.001 1.23 1.65
Metabolic Score 1.21 0.09 0.01 1.05 1.41
Sex 1.45 0.35 0.13 0.90 2.34
Age 1.01 0.01 0.09 0.99 1.03
Hypercholesterolemia 151 0.30 0.04 1.02 2.23
Present smoker 2.40 0.52 <0.001 1.58 3.67




Table 7. Cox proportional hazard model to predict MACEs during follow-up

Variables Hazard Ratio Std. Err. p-value [95% Conf. Interval]

Sex 1.25 0.44 0.53 0.62 2.50
Age 1.03 0.01 0.06 1.01 1.06
Diabetes 1.95 0.63 0.03 1.04 3.65
Hypertension 111 0.39 0.76 0.56 2.21
Hypercholesterolemia 0.76 0.23 0.38 0.42 1.39
Smoking 0.66 0.23 0.23 0.33 1.30
BNP> 682 pg/mL 5.37 1.71 <0.001 2.88 10.01
CRP> 3 mg/L 2.06 0.71 0.03 1.09 4.06

Table 8 Cox proportional hazard model to predict target vessel revascularization (TVR) during

follow-up

Variables Hazard Ratio Std Err.  p-value [95% Conf. Interval]
Sex 1.25 0.29 0.33 0.80 1.97
Age 1.02 0.01 0.13 1.0 1.04
Smoking 0.65 0.16 0.08 0.39 1.07
Diabetes 2.18 0.64 0.008 1.23 3.86
Hypertension 1.38 0.37 0.24 0.81 2.34
Hypercholesterolemia 1.23 0.30 0.39 0.76 1.99
BNP > 682 pg/mL 3.03 0.78 <0.001 1.82 5.03
CRP >3 mg/L 1.77 0.43 0.02 1.10 2.84
Metabolic Syndrome- 1.99 0.53 0.01 1.18 3.35

1.

7 on a separate model that includes sex, age, smoking, BNP> 682 pg/mL, CRP >3mg/L and

metabolic syndrome
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Figure 1. Metabolic Score vs. Infectious Score in the severity of coronary atherosclerosis
(Gensini score) and MACESs.
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