	Table 2. Risk of influenza A/H1N1 infection in relation to the different polymorphisms studied

	Infection A/H1N1
	P
	OR CI 95%
	OR allelic (CI 95%)

	TNF238
	
	
	3.34 (1.56-7.08)

	AG(1)
	0.37
	0.5 (0.11-2.24)
	

	AA(2)
	0.000
	34.8 (4.06-297.87)

	TNF252
	
	
	
	0.72 (0.42-1.26)

	GG(1)
	0.66
	1.25 (0.46-3.41)
	

	AG(2)
	0.000
	3.3 (1.51-7.20)
	

	TNF308
	
	
	
	1.10 (0.30-3.91)

	AG(1)
	0.88
	1.1 (0.30-4.02)
	

	TNF376
	
	
	
	1.25 (0.79-1.99)

	AG(1)
	0.27
	2.54 (0.49-13.24)
	

	AA(2)
	0.02
	3.52 (1.24-10.03)
	

	IL1B
	
	
	
	1.62 (0.92-2.88)

	GG(1)
	0.04
	8.57 (1.11-66.46)
	

	AG(2)
	0.06
	7.33 (0.95-56.41)
	

	IL8
	
	
	
	1.45 (0.80-2.63)

	TT(1)
	0.96
	0.97 (0.29-3.28)
	

	AT(2)
	0.17
	1.73 (0.79-3.74)
	

	CCL1
	
	
	
	2.31 (1.25-4.31)

	AT(1)
	0.85
	1.14 (0.29-4.38)
	

	AA(2)
	0.12
	2.75 (0.78-9.72)
	

	IL6
	
	
	
	1.01 (0.59-1.71)

	AG(1)
	0.2
	0.61 (0.29-1.30)
	

	AA(2)
	0.45
	0.69 (0.26-1.82)
	


OR= odds ratio; CI= Confidence intervals; OR allelic: The comparison is with ancestral gene.
	Table 3. Risk of death from influenza A/H1N1 in relation to the different polymorphisms studied

	Mortality
	P
	OR  CI (95%)
	OR allelic (CI 95%)

	TNF238
	
	
	
	0.95 (0.21-4.16)

	AG(1)
	1
	-                -
	

	AA(2)
	0.4
	2.8 (0.31-24.74)

	TNF252
	
	
	
	0.46 (0.16-1.27)

	GG(1)
	0.5
	0.5 (0.05-4.27)
	

	AG(2)
	0.1
	3.1 (0.93-10.53)

	TNF308
	
	
	
	2.39 (0.51-11.03)

	AG(1)
	0.3
	2.5 (0.51-12.26)

	TNF376
	
	
	
	1.21 (0.55-2.61)

	AG(1)
	0.3
	3.5 (0.39-31.76)

	AA(2)
	0.2
	2.9 (0.58-14.51)

	IL1B
	
	
	
	1.55 (0.56-4.50)

	GG(1)
	0.7
	1.6 (0.17-14.40)

	AG(2)
	0.3
	2.8 (0.35-23.02)

	IL8
	
	
	
	1.41 (0.53-3.78)

	TT(1)
	0.7
	0.7 (0.07-6.11)
	

	AT(2)
	0.4
	1.7 (0.51-5.76)
	

	CCL1
	
	
	
	1.63 (0.63-4.40)

	AT(1)
	0.4
	0.4 (0.07-2.79)
	

	AA(2)
	0.9
	1.1 (0.22-5.31)
	

	IL6
	
	
	
	0.96 (0.40-2.28)

	AG(1)
	0.3
	0.5 (0.15-1.70)
	

	AA(2)
	0.5
	0.5 (0.10-2.76)
	


OR= odds ratio; CI= Confidence intervals; OR allelic: The comparison is with ancestral gene.
