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	A*01
	42 DHF
	67 DF
	Brazil
	OR of 2.75 (1.2 – 6.2)[1] 

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR = 1.35 (0.76 – 2.41)[2]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	20.69% among DHF, 25.88% among DF, and 20% among controls. Between DF & DHF cases and controls, calculated allelic OR of 1.30[3] 

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	6.3% among cases and 11% among controls, for calculated allelic OR of 0.55[4]

	
	
	120 DF & DHF cases
	120 Controls
	 Cuba
	5.5% among cases and 6.7% among controls, for calculated allelic OR of 0.81[5]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	5.43% among cases and 6.84% among controls, for calculated allelic OR of 0.78 [6]

	
	
	87 DHF
	138 Controls
	Thailand
	Significant association (p<0.05) with disease[7]

	
	
	82 DHF/DSS
	276 Controls
	Cuba
	Significant association (p<0.001) with disease[8]

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	38.1% among asymptomatic, 33.7% among severe, 40.0% among neuroinvasive[9]

	
	A*02
	42 DHF
	67 DF
	Brazil
	0.73 (0.3 – 1.5) times odds of developing DHF over DF[1]

	
	
	309 DHF
	251 Controls
	Vietnam
	42.4% cases and 49.4% controls, for calculated allelic OR of 0.75[10]

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR = 0.84 (0.50 – 1.40)[2]

	
	
	42 DHF 
	67 DF
	Brazil
	OR = 0.73 (0.3 – 1.5)[1]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	41.38% among DHF, 23.53% among DF, and 35.45% among controls. Between DHF and DF, OR of 2.29 (0.84–6.09)[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	23.2% among cases and 28.3% among controls, for calculated allelic OR of 0.95[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	22.7% among cases and 18.1% among controls, for calculated allelic OR of 1.33[5]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	20.65% among cases and 20% among controls, for calculated allelic OR of 1.04[6]

	
	
	87 DHF
	138 Controls
	Thailand
	Significant association (p<0.05) with disease[7]

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	49.2% among asymptomatic, 48.3% among severe, 40.0% among neuroinvasive[9]

	
	A*0203
	149 DF and 114 DHF
	140 Controls
	Thailand
	17.5% among secondary DHF (n=103), 34.0% among secondary DF (n=106), 14.3% among controls. Between all secondary DF and controls, OR of 3.09 (1.59 - 6.02). Between secondary DHF and secondary DF, OR of 0.41 (0.20 - 0.82)[11]

	
	
	122 DSS, 34 DHF, 94 DF
	300 Controls
	Philippines 
	1.3% among DSS and DHF, 5.4% among DF, and 1% among controls. Between DSS/DHF and controls, OR of 1.3 (0.2–7.8). Between DF and controls, OR of 5.6 (1.3–24). Between DSS/DHF and DF, OR of 0.2 (0.04–1.2)[12]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	0% among DHF and DF, and 3.64% among controls[3] 

	
	A*03
	92 DF & DHF cases
	95 Controls
	Malaysia
	3.26% among cases and 9.47% among controls, for calculated allelic OR of 0.32[6]

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 1.32 (0.54 – 3.30)[2] 

	
	
	42 DHF
	67 DF
	Brazil
	OR of 0.57 (0.1 – 1.8)[1]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	6.9% among DHF, 9.41% among DF, and 12.73% among controls. Between cases and controls, calculated allelic OR of 0.66[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	14.2% among cases and 8.7% among controls, for calculated allelic OR of 1.69[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	7% among cases and 8% among controls, for calculated allelic OR of 0.87[5]

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	28.6% among asymptomatic, 22.5% among severe, 22.5% among neuroinvasive[9]

	
	A*11
	42 DHF
	67 DF
	Brazil
	OR of 0.89 (0.20 – 2.7)[1]

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 1.04 (0.58 – 1.89)[2]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	41.38% among DHF, 23.53% among DF, and 35.45% among controls. Between DHF and DF, OR of 2.29 (0.84–6.09).[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	5.3% among cases and 4.6% among controls, for calculated allelic OR of 1.16[4]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	25.54% among cases and 24.21% among controls, for calculated allelic OR of 1.07 [6]

	
	
	309 DHF
	251 Controls
	Vietnam
	48.9% cases and 45.8% controls, for calculated allelic OR of 1.13[10]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	1% among cases and 2.7% among controls, for calculated allelic OR of 0.36[5]

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	12.7% among asymptomatic, 13.5% among severe, 20.0% among neuroinvasive[9]

	
	A*24
	309 DHF
	251 Controls
	Vietnam
	35% among cases and 25.9% among controls, for calculated allelic OR of 1.54[10]

	
	
	110 DHF
	119 Controls
	Sri Lanka 
	24.55% among cases and 19.75% among controls, for OR of 1.32 (0.85 – 2.06)[2] 

	
	
	42 DHF
	67 DF
	Brazil
	OR of 1.1 (0.6 – 2.2)[1]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	31.03% among DHF, 27.06% among DF, and 28.18% among controls. Between cases and controls, calculated allelic OR of 0.99[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	8.9% among cases and 9.5% among controls, for calculated allelic OR of 0.93[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	9.5% among cases and 9.2% among controls, for calculated allelic OR of 1.04[5]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	25.54% among cases and 21.58% among controls, for calculated allelic OR of 1.26[6]

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	6.4% among asymptomatic, 13.5% among severe, 7.5% among neuroinvasive[9]

	
	A*26
	42 DHF
	67 DF
	Brazil
	OR of 0.30 (0.10 – 3.3)[1]

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 0.82 (0.35 – 1.92)[2]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	13.79% among DHF, 14.12% among DF, and 10.09% among controls. Between cases and controls, calculated allelic OR of 1.46.[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	3.7% among cases and 3.5% among controls, for calculated allelic OR of 1.06[4]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	1.63% among cases and 1.05% among controls, for calculated allelic OR of 1.56[6]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	1.5% among cases and 3.1% among controls, for calculated allelic OR of 0.48[5]

	
	A*31
	120 DF & DHF
	120 Controls
	 Cuba
	4.5% among DF & DHF cases and 0.8% among controls, for OR of 7.60 (2.30 – 27.70). Between DHF cases and controls, OR of 13.39 (3.63–53.75)[5] 

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 0.76 (0.28 – 2.00)[2]

	
	
	42 DHF
	67 DF
	Brazil
	OR of 0.5 (0.2 – 1.2)[1]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	0% among DHF, 4.71% among DF, 6.36% among controls. Between cases and controls, calculated allelic OR of 1.87[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	2.6% among cases and 3.8% among controls, for calculated allelic OR of 0.68[4]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	2.17% among cases and 1.58% among controls, for calculated allelic OR of 1.38[6]

	
	
	89 severe, 40 neuroinvasive
	63 asymptomatic
	US & Canada
	7.9% among asymptomatic, 3.4% among severe, 5.0% among neuroinvasive[9]

	
	A*33
	309 DHF
	251 Controls
	Vietnam
	11% among cases and 18.3% among controls, for calculated allelic OR of 0.55[10]

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 0.96 (0.60 – 1.53)[2]

	
	
	42 DHF
	67 DF
	Brazil
	No elevated odds of developing disease (OR of 1.0 (0.3 – 9.4)[1]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	17.24% among DHF,  27.06% among DF, 17.27% among controls. Between cases and controls, calculated allelic OR of 1.56[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	2.6% among cases and controls (allelic OR of 1.00) [4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	3.0% among cases and 5.4% among controls, for calculated allelic OR of 0.54[5]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	7.61% among cases and 10.53% among controls, for calculated allelic OR of 0.70[6]

	
	
	122 DSS, 34 DHF, 94 DF
	300 Controls
	Philippines 
	2% among DSS and DHF, 5.4% among DF, and 11.5% among controls. Between DSS/DHF and controls, OR of 0.2 (0.05–0.5). Between DF and controls, OR of 0.4 (0.2–1.2). Between DSS/DHF and DF, OR of 0.3 (0.08–1.5)[12]

	B 
	B*07
	DHF
	Controls
	
	OR of 1.60 (DHF vs controls) and 1.44 (secondary DHF + DF cases compared to controls)[13]

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 1.08 (0.55 – 2.15)[2]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	17.86% among DHF, 22.89% among DF, 24.55% among controls. Between cases and controls, calculated allelic OR of 0.85[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	4.7% among cases and 6.9% among controls, for calculated allelic OR of 0.67[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	7.0% among cases and 8.9% among controls for calculated allelic OR of 0.77[5]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	5.98% among cases and 5.26% among controls, for calculated allelic OR of 1.15[6]

	
	
	122 DSS, 34 DHF, 94 DF
	300 Controls
	Philippines 
	1.9% among DSS and DHF, 4.3% among DF, and 6.1% among controls. Between DSS/DHF and controls, OR of 0.3 (0.09–1.1). Between DF and controls, OR of 0.7 (0.2–2.1). Between DSS/DHF and DF, 0.4 (0.1–2.0)[12]

	
	
	16 DHF & 23 DF
	34 Controls
	Mexico
	4.3% among DF, 3.1% among DHF, and 1.4% among controls. [14] 

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	22.2% among asymptomatic, 24.7% among severe, 23.1% among neuroinvasive[9]

	
	B*13
	110 DHF
	119 Controls
	Sri Lanka
	OR = 1.99 (0.66 – 6.03)[2]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	0% among DHF, 6.02% among DF, and 8.18% among controls. Between cases and controls, calculated allelic OR of 1.69[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	2.6% among cases and 2.0% among controls, for calculated allelic OR of 1.31[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	1.5% among cases and controls[5]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	9.78% among cases and 6.32% among controls, for calculated allelic OR of 1.61[6]

	
	
	87 DHF
	138 Controls
	Thailand
	Significant association (p<0.05) with disease[7]

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	7.9% among asymptomatic, 5.6% among severe, 2.6% among neuroinvasive[9]

	
	B*15
	120 DF & DHF
	120 Controls
	 Cuba
	15.6% among cases and 4.4% among controls. Between cases and controls, OR of 3.36 (1.96 – 10.29); between DF and controls, OR of 4.77 (1.88-12.21); between DHF and controls, 4.07 (1.46 – 11.36)[5]

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 0.98 (0.51 – 1.87)[2]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	7.14% among DHF, 18.07% among DF, 13.64% among controls. Between cases and controls, calculated allelic OR of 1.15[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	9.5% among cases and 8.1% among controls, for calculated allelic OR of 1.19[4]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	14.67% among cases and 12.63% among controls, for calculated allelic OR of 1.19[6]

	
	
	16 DHF & 23 DF
	34 Controls
	Mexico
	8.6% among DF, 6.2% among DHF, and 11.7% among controls[14] 

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	9.5% among asymptomatic, 14.6% among severe, 7.7% among neuroinvasive[9]

	
	B*35
	16 DHF & 23 DF
	34 Controls
	Mexico
	10.8% among DF, 9.3% among DHF, and 33.8% among controls. Between dengue cases and controls, OR of 0.12 (0.037 – 0.39). Between DF and controls, OR of 0.13 (0.031 – 0.51)[14] 

	
	
	29 DHF & 85 DF
	110 Controls
	India
	25% among DHF, 25.30% among DF,  16.36% among controls. Between cases and controls, calculated allelic OR of 1.81[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	12.1% among cases and 14.2% among controls, for calculated allelic OR of 0.83[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	8.0% among cases and 9.8% among controls, for calculated allelic OR of 0.80[5]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	7.61% among cases and 12.11% among controls, for calculated allelic OR of 0.60[6]

	
	
	122 DSS, 34 DHF, 94 DF
	300 Controls
	Philippines 
	14.8% among DSS/DHF, 7.5% among DF, 8.1% among controls. Between DSS/DHF and controls, 2.0 (1.1–3.6). Between DF and controls, OR of 0.9 (0.4–2.2). Between DSS/DHF and DF, OR of 2.1 (0.9–5.2)[12]

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 1.49 (0.86 – 2.58)[2]

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	20.6% among asymptomatic, 14.6% among severe, 23.1% among neuroinvasive[9]

	
	B*44
	16 DHF & 23 DF
	34 Controls
	Mexico
	2.1% among DF, 3.1% among DHF, and 4.4% among controls[14] 

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 1.09 (0.61 – 1.95)[2]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	14.28% among DHF, 19.28% among DF, and 18.18% among controls. Between cases and controls, calculated allelic OR of 1.05[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	10.5% among cases and 7.8% among controls, for calculated allelic OR of 1.39[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	8.5% among cases and 9.7% among controls, for calculated allelic OR of 0.86[5]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	1.63% among cases and 2.63% among controls, for calculated allelic OR of 0.61[6]

	
	
	149 DF and 114 DHF
	140 Controls
	Thailand
	9.3% primary DF (n=43), 11.3% secondary DF (n=106), 18.2% primary DHF (n=11), 4.9% secondary DHF (n=103), 15% controls. Between DHF with secondary infections and controls, OR of 0.29 (0.09 - 0.85)[11]

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	19.1% among asymptomatic, 23.6% among severe, 33.3% among neuroinvasive[9]

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	19.1% among asymptomatic, 23.6% among severe, 33.3% among neuroinvasive[9]

	
	B*48
	93 Symptomatic infections
	173 Controls
	Brazil
	1.6% among cases and 0% among controls[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	0.5% among cases and 0% among controls[5]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	2.72% among cases and 0.53% among controls for calculated allelic OR of 5.25[6]

	
	
	16 DHF & 23 DF
	34 Controls
	Mexico
	4.3% among DF, 9.3% among DHF, and 4.4% among controls[14] 

	
	
	122 DSS, 34 DHF, 94 DF
	300 Controls
	Philippines 
	7.1% among DSS/DHF, 2.2% among DF, 8.1% among controls. Between DSS/DHF and controls, OR of 0.9 (0.4–1.8). Between DF and controls, OR of 0.3 (0.06–1.1). Between DSS/DHF and DF, OR of 3.5 (0.8–16.0)[12]

	
	B*51
	149 DF and 114 DHF
	140 Controls
	Thailand
	5.7% of secondary DF (n=106), 15.5% secondary DHF (n=103) and 4.3% controls. Between DHF and DF, OR of 3.07 (1.07- 9.22). Between DHF and controls, OR of 4.11 (1.44-12.28)[11]

	
	
	16 DHF & 23 DF
	34 Controls
	Mexico
	0% among DF, 3.1% among DHF, and 5.8% among controls[14] 

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 0.95 (0.46 – 1.95)[2]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	10.71% among DHF, 15.7% among DF, and 11.82% among controls. Between cases and controls, calculated allelic OR of 1.26[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	8.4% among cases and 11.8% among controls, for calculated allelic OR of 0.69[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	3% among cases and 4.7% among controls, for calculated allelic OR of 1.59[5]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	6.52% among cases and 5.79% among controls, for calculated allelic OR of 1.13[6]

	
	
	122 DSS, 34 DHF, 94 DF
	300 Controls
	Philippines 
	10.3% among DSS/DHF, 6.5% among DF, 5.1% among controls. Between DSS/DHF and controls, OR of 2.2 (1.0–4.5). Between DF and controls, OR of 1.3 (0.5–3.4). Between DSS/DHF and DF, OR of 1.7 (0.6–4.4)[12]

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	11.1% among asymptomatic, 6.7% among severe, 5.1% among neuroinvasive[9]

	
	B*52
	149 DF and 114 DHF
	140 Controls
	Thailand
	11.3% of secondary DF (n=106), 1% secondary DHF (n=103) and 2.1% controls. Between secondary DF and controls, OR of 5.83 (1.48 - 26.80). Between secondary DHF and controls, OR of 0.08 (0.00 - 0.59)[11] 

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 1.18 (0.52 – 2.65)[2]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	10.71% among DHF, 12.05% among DF, and 15.45% among controls. Between cases and controls, calculated allelic OR of 0.73[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	3.2% among cases and 1.2% among controls, for calculated allelic OR of 2.72[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	0.5% among cases and 0.8% among controls, for calculated allelic OR of 0.62[5]

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	5.43% among cases and 4.21% among controls, for calculated allelic OR of 1.31[6]

	
	
	16 DHF & 23 DF
	34 Controls
	Mexico
	6.5% among DF, 6.2% among DHF, and 1.4% among controls[14] 

	
	B*57
	110 DHF
	119 Controls
	Sri Lanka
	OR of 0.93 (0.49 – 1.77)[2]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	10.71% among DHF, 6.02% among DF, and 8.18% among controls. Between cases and controls, calculated allelic OR of 0.87[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	3.2% among cases and 1.4% among controls, for calculated allelic OR of 2.33[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	4% among cases and 2.7% among controls, for calculated allelic OR of 1.50[5]

	
	
	16 DHF & 23 DF
	34 Controls
	Mexico
	4.3% among DF, 0% among DHF, and 1.4% among controls[14] 

	
	
	92 DF & DHF cases
	95 Controls
	Malaysia
	3.8% among cases and 2.63% among controls, for calculated allelic OR of 1.46[6]

	
	
	89 severe, 39 neuroinvasive
	63 asymptomatic
	US & Canada
	11.1% among asymptomatic, 4.5% among severe, 12.8% among neuroinvasive[9]

	C
	C*07
	93 Symptomatic infections
	173 Controls
	Brazil
	28% among cases and 22.7% among controls, for OR of 0.59 (0.37 – 0.95)[4]

	
	
	82 severe, 29 neuroinvasive
	66 asymptomatic
	US & Canada
	59.1% among asymptomatic, 53.1% among severe, 55.2% among neuroinvasive[9]

	
	Cw*07
	110 DHF
	119 Controls
	Sri Lanka
	24.37% among controls, 25.91% among cases, for OR of 1.09 (0.71 – 1.66)[2]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	62.06% among DHF, 56.09% among DF, and 40.56% among controls. Between cases and controls, calculated allelic OR of 1.99[3]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	15.1% among cases and 15.5% among controls, for calculated allelic OR of 0.97[5]

	DRB1
	*04
	47 DF & 34 DHF
	99 Controls
	Mexico
	35.2% among DHF, 63.8% among DF, and 23.7% among controls. Between DHF and DF, OR of 0.31 (0.11–0.85)[15]

	
	
	85 DF & 29 DHF
	110 Controls
	India
	10.3% among DHF, 20.0% among DF, and 15.4% among controls[16]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	13.2% among cases and 9.5% among controls, for calculated allelic OR of 1.45[4]

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 1.31 (0.66 – 2.62)[2]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	8.1% among cases and 14.2% among controls, for calculated allelic OR of 0.53[5]

	
	*06:11
	16 DHF & 23 DF
	34 Controls
	Mexico
	0% among DHF, 6.5% among DF, and 1.4% among controls[14]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	7.0% among cases and 19.7% among controls. Between cases and controls, OR of 0.25 (0.11–0.55); between DHF and controls, 0.27 (0.09–0.77); between DF and controls, 0.24 (0.08–0.63)[5]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	12.1% among cases and 11% among controls, for calculated allelic OR of 1.11[4]

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR of 1.16 (0.75 – 1.81)[2]

	
	
	47 DF & 34 DHF
	99 Controls
	Mexico
	11.7% among DHF, 12.7% among DF, and 11.1% among controls[15]

	
	
	85 DF & 29 DHF
	110 Controls
	India
	44.8% among DHF, 17.6% among DF, and 21.8% among controls[16]

	
	*07
	10 primary DHF, 59 primary DF, 132 secondary DH 169 secondary DF
	65 asymptomatic
	Thailand
	Identified in some patients[17]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	7.0% among cases and 19.7% among controls[5]

	
	
	122 DSS, 34 DHF, 94 DF
	300 Controls
	Philippines 
	6.7% among DSS, 6.1% among DHF, 7.8% among DF, 9.3% among controls[12]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	12.1% among cases and 11.0% among controls[4]

	
	*09
	122 DSS, 34 DHF, 94 DF
	300 Controls
	Philippines 
	11.68% among DSS, 12.1% among DHF, 10.0% among DF, 16.0% among controls[12]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	3.7% among cases and 1.2% among controls, for calculated allelic OR of 3.16[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	4.3% among cases and 3.2% among controls, for calculated allelic OR of 1.36[5]

	
	
	47 DF & 34 DHF
	99 Controls
	Mexico
	5.8% among DHF, 0% among DF, 1.5% among controls[15]

	
	
	85 DF & 29 DHF
	110 Controls
	India
	0% among DHF, 4.7% among DF, and 0.91% among controls[16]

	
	*10
	110 DHF
	119 Controls
	Sri Lanka
	OR = 0.96 (0.48 – 1.93)[2]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	10.3% among DHF, 11.7% among DF, 20% among controls[3]

	
	
	93 Symptomatic infections
	173 Controls
	Brazil
	2.1% among cases and 2.3% among controls, for calculated allelic OR of 0.91[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	3.8% among cases and 1.2% among controls, for calculated allelic OR of 3.25[5]

	
	
	DF & DHF
	Controls
	Mexico 
	2.9% among DHF, 2.1% among DF, 0.5% among controls[15]

	
	
	85 DF & 29 DHF
	110 Controls
	India
	10.3% among DHF, 11.7% among DF, and 20.0% among controls[16]

	
	*11
	93 Symptomatic infections
	173 Controls
	Brazil
	8.4% among cases and 16.2% among controls, for an OR of 0.48 (0.27 – 0.86)[4]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	4.8% among cases and 8.8% among controls, for calculated allelic OR of 0.52[5]

	
	
	47 DF & 34 DHF
	99 Controls
	Mexico
	11.7% among DHF, 2.1% among DF, 10.1% among controls. Between DF and controls, OR of 0.09, (0.0–0.64)[15]

	
	
	85 DF & 29 DHF
	110 Controls
	India
	13.8% among DHF, 4.7% among DF, and 7.3% among controls[16]

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR = 1.99 (0.66 – 6.03)[2]

	
	*15
	93 Symptomatic infections
	173 Controls
	Brazil
	11.1% among cases and 5.5% among controls, for OR of 2.14 (1.12 – 4.09)[4]

	
	
	29 DHF & 85 DF
	110 Controls
	India
	51.8% among DF, 51.72% among DHF, 49.1% among controls[3]

	
	
	110 DHF
	119 Controls
	Sri Lanka
	OR = 0.99 (0.64 – 1.56)[2]

	
	
	85 DF & 29 DHF
	110 Controls
	India
	51.72% among DHF, 51.8% among DF, and 49.1% among controls[16]

	
	
	120 DF & DHF
	120 Controls
	 Cuba
	5.4% among cases and 6.4% among controls, for calculated allelic OR of 0.83[5]
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