Supplementary materials
Additional Table 1. Genotype distributions with Hardy-Weinberg equilibrium.
	Polymorphism
	Genotype
	Patients            n (%)
	Controls              n (%)
	Sepsis subtype       n (%)
	Septic shock             n (%)

	rs17611
	CC
	118 (18.6)
	162 (21.5)
	58 (16.5)
	60 (21.1)

	
	CT
	313 (49.2)
	351 (46.6)
	167 (47.6)
	146 (51.2)

	
	TT
	205 (32.2)
	240 (31.9)
	126 (35.9)
	79 (27.7)

	
	P value
	0.939
	0.114
	0.832
	0.623

	rs2269067
	GG
	325 (63.5)
	394 (56.1)
	186 (62.4)
	139 (65.0)

	
	GC
	160 (31.2)
	266 (37.9)
	96 (32.2)
	64 (29.9)

	
	CC
	27 (5.3)
	42 (6.0)
	16 (5.4)
	11 (5.1)

	
	P value
	0.215
	0.743
	0.439
	0.315


Additional Table 2. The distributions of C5 polymorphisms in relation to presence of the pathogenic microorganisms in sepsis patients.
	SNP
	Genotype        (n)
	Presence of Ab     n (%)
	Presence of Pa      n (%)
	Presence of Ec     n (%)
	Presence of Ma  n (%)
	Presence of Sa        n (%)
	Presence of Kp        n (%)
	Presence of Ys       n (%)
	Presence of As      n (%)

	rs17611
	CC (118)
	24 (20.3)
	11 (9.3)
	9 (7.6)
	14 (11.9)
	7 (5.9)
	13 (11.0)
	7 (5.9)
	5 (4.2)

	
	CT (313)
	86 (27.5)
	39 (12.5)
	39 (12.5)
	22 (7.0)
	26 (8.3)
	16 (5.1)
	20 (6.4)
	15 (4.8)

	
	TT (205)
	51 (24.9)
	29 (14.1)
	26 (12.7)
	23 (11.2)
	20 (9.8)
	16 (7.8)
	12 (5.9)
	5 (2.4)

	
	P1                      OR (95% CI)
	0.861                                      1.04 (0.70, 1.51)
	0.363               0.80 (0.49, 1.32)
	0.570               0.86 (0.52, 1.44)
	0.244               0.72 (0.42, 1.26)
	0.371                0.77 (0.42, 1.36)
	0.621              0.85 (0.45, 1.63)
	0.840               1.08 (0.53, 2.09)
	0.274                 1.95 (0.77, 4.81)

	
	P2                       OR (95% CI)
	0.168                1.41 (0.87, 2.30)
	0.258                    1.47 (0.75, 2.83)
	0.132               1.74 (0.85, 3.54)
	0.283                0.71 (0.38, 1.30)
	0.296                  1.55 (0.68, 3.62)
	0.064                     0.53 (0.28, 1.08)
	0.920               1.04 (0.46, 2.53)
	0.795                  0.91 (0.35, 2.26)

	rs2269067
	GG (325)
	81 (24.9)
	50 (15.4)
	44 (13.5)
	28 (8.6)
	29 (8.9)
	29 (8.9)
	19 (5.8)
	15 (4.6)

	
	GC (160)
	49 (30.6)
	20 (12.5)
	19 (11.9)
	9 (5.6)
	12 (7.5)
	10 (6.3)
	8 (5.0)
	6 (3.8)

	
	CC (27)
	3 (11.1)
	1 (3.7)
	3 (11.1)
	4 (14.8)
	1 (3.7)
	3 (11.1)
	1 (3.7)
	1 (3.7)

	
	P3                  OR (95% CI)
	0.474                1.16 (0.78, 1.74)
	0.190                  0.70 (0.40, 1.19)
	0.564               0.85 (0.49, 1.48)
	0.504               0.79 (0.39, 1.56)
	0.434                0.76 (0.38, 1.48)
	0.434                0.76 (0.38, 1.48)
	0.691               0.81 (0.35, 1.80)
	0.822                0.80 (0.30, 1.96)


Ab: Acinetobacter baumannii; Pa: Pseudomonas aeruginosa; Ec: Escherichia coli; Ma: Monilia albican; Sa: Staphylococcus aureus; Kp: Klebsiella pneumoniae; Ys: Yeast sample sporphyte; As: Aspergillus; OR: Odds ratio; 95% CI: 95% confidence interval; P1: rs17611 (CC+CT) vs. TT; P2: rs17611 (CT+TT) vs. CC; P3: rs2269067 (GC+CC) vs. GG.
