Supplementary Table 1 Univariate regression analysis of MBL2 gene polymorphisms and susceptibility to tuberculosis

	SNP
	Genotype
	pre-PSM
	
	post-PSM

	
	
	TB cases

(n/%)
	Controls

(n/%)
	P
	OR (95%CI)
	
	TB cases

(n/%)
	Controls

(n/%)
	P
	OR (95%CI)

	Age
	<45
	72(42.4)
	107(75.4)
	-
	1
	
	67(65.0)
	67(65.0)
	-
	1

	
	≥45
	98(57.6)
	35(24.6)
	<0.001a
	4.161(2.554~6.779)
	
	36(35.0)
	36(35.0)
	1.000
	1.000(0.564~1.773)

	Gender
	Male
	84(49.4)
	43(29.3)
	-
	1
	
	43(41.7)
	43(41.7)
	-
	1

	
	Female
	86(50.6)
	104(70.7)
	<0.001a
	0.423(0.266~0.674)
	
	60(58.3)
	60(58.3)
	1.000
	1.000(0.575~1.740)

	rs1800450
	CC
	123(72.8)
	98(66.7)
	-
	1
	
	78(75.7)
	70(68.0)
	-
	1

	
	CT
	42(24.9)
	46(31.3)
	0.208
	0.727(0.443~1.194)
	
	25(24.3)
	32(31.1)
	0.258
	0.701(0.379~1.296)

	
	TT
	4(2.4)
	3(2.0)
	0.938
	1.062(0.232~4.859)
	
	0(0.0)
	1(1.0)
	-
	-

	
	C
	288(85.2)
	242(82.3)
	-
	1
	
	181(87.9)
	172(83.5)
	-
	1

	
	T
	50(14.8)
	52(17.7)
	0.324
	0.808(0.529~1.235)
	
	25(12.1)
	34(16.5)
	0.207
	0.699(0.400~1.220)

	rs1800451
	CC
	168(99.4)
	143(97.3)
	-
	1
	
	102(99.0)
	99(96.1)
	-
	1

	
	CT
	1(0.6)
	4(2.7)
	0.169a
	0.213(0.024~1.926)
	
	1(1.0)
	4(3.9)
	0.209
	0.243(0.027~2.209)

	
	C
	337(99.7)
	290(98.6)
	-
	1
	
	205(99.5)
	202(98.1)
	-
	1

	
	T
	1(0.3)
	4(1.4)
	0.170a
	0.215(0.024~1.936)
	
	1(0.5)
	4(1.9)
	0.212
	0.246(0.027~2.223)

	rs7096206
	GG
	6(3.6)
	6(4.3)
	-
	1
	
	3(2.9)
	5(4.9)
	-
	1

	
	GC
	46(27.7)
	37(26.2)
	0.725
	1.243(0.370~4.176)
	
	28(27.2)
	28(27.2)
	0.511
	1.667(0.363~7.652)

	
	CC
	114(68.7)
	98(69.5)
	0.779
	1.163(0.363~3.723)
	
	72(69.9)
	70(68.0)
	0.472
	1.714(0.395~7.446)

	
	G
	58(17.5)
	49(17.4)
	-
	1
	
	34(16.5)
	38(18.4)
	-
	1

	
	C
	274(82.5)
	233(82.6)
	0.976
	0.993(0.654~1.510)
	
	172(83.5)
	168(81.6)
	0.604
	1.144(0.688~1.904)

	rs7095891
	GG
	120(72.3)
	106(75.2)
	-
	1
	
	68(66.0)
	76(73.8)
	-
	1

	
	GA
	39(23.5)
	29(20.6)
	0.537
	1.188(0.687~2.053)
	
	31(30.1)
	23(22.3)
	0.203
	1.506(0.802~2.831)

	
	AA
	7(4.2)
	6(4.3)
	0.958
	1.031(0.336~3.163)
	
	4(3.9)
	4(3.9)
	0.878
	1.118(0.269~4.642)

	
	G
	279(84.0)
	241(85.5)
	-
	1
	
	167(81.1)
	175(85.0)
	-
	1

	
	A
	53(16.0)
	41(14.5)
	0.625
	1.117(0.717~1.738)
	
	39(18.9)
	31(15.0)
	0.295
	1.318(0.786~2.211)

	rs11003125
	GG
	49(28.8)
	39(28.1)
	-
	1
	
	26(25.2)
	28(27.2)
	-
	1

	
	GC
	75(44.1)
	75(54.0)
	0.397
	0.796(0.469~1.350)
	
	48(46.6)
	57(55.3)
	0.771
	0.907(0.407~1.750)

	
	CC
	46(27.1)
	25(18.0)
	0.245
	1.464(0.770~2.787)
	
	29(28.2)
	18(17.5)
	0.174a
	1.735(0.784~3.839)

	
	G
	173(50.9)
	153(55.0)
	-
	1
	
	100(48.5)
	113(54.9)
	-
	1

	
	C
	167(49.1)
	125(45.0)
	0.304
	1.182(0.860~1.624)
	
	106(51.5)
	93(45.1167)
	0.200
	1.288(0.874~1.897)


Notes: PSM, Propensity score matching; a Means that P<0.20 in the univariate regression analysis and were included in the multivariable logistic regression model for further analysis.

Supplementary Table 2 Multivariable logistic regression analysis of MBL2 gene polymorphisms and susceptibility to tuberculosis among the whole subjects

	Factors
	TB cases

(n/%)
	Controls

(n/%)
	OR (95%CI)
	P

	Age
	
	
	
	

	<45
	72(42.4)
	107(75.4)
	1
	

	≥45
	98(57.6)
	35(24.6)
	4.495(2.646~7.636)
	<0.001

	Gender
	
	
	
	

	Male
	84(49.4)
	43(29.3)
	1
	

	Female
	86(50.6)
	104(70.7)
	0.468(0.276~0.791)
	0.005

	rs1800451
	
	
	
	

	CC
	168(99.4)
	143(97.3)
	1
	

	CT
	1(0.6)
	4(2.7)
	0.316(0.030~3.299)
	0.336

	rs11003125
	
	
	
	

	GG
	49(28.8)
	39(28.1)
	1
	

	GC
	75(44.1)
	75(54.0)
	0.895(0.494~1.621)
	0.714

	CC
	46(27.1)
	25(18.0)
	1.580(0.777~3.217)
	0.207


Supplementary Table 3 Association of MBL2 gene polymorphisms with lineage 2 of M. tuberculosis infection

	Factor
	Lineage 2 (n/%)
	Non-lineage 2 (n/%)
	Control group (n/%)
	(2
	P

	Age
	
	
	
	
	

	<45
	12(35.3)
	9(26.5)
	107(75.4)
	41.089
	<0.001

	≥45
	22(64.7)
	25(73.5)
	35(24.6)
	
	

	Gender
	
	
	
	
	

	Male
	18(52.9)
	14(41.2)
	43(29.3)
	14.584
	0.002

	Female
	16(47.1)
	20(58.8)
	104(70.7)
	
	

	rs1800450
	
	
	
	
	

	CC
	25(75.8)
	26(76.5)
	98(66.7)
	3.743
	0.442a

	CT
	8(24.2)
	8(23.5)
	46(31.3)
	
	

	TT
	0(0.0)
	0(0.0)
	3(2.0)
	
	

	C
	58(87.9)
	60(88.2)
	242(82.3)
	2.278
	0.320

	T
	8(12.1)
	8(11.8)
	52(17.7)
	
	

	rs7096206
	
	
	
	
	

	GG
	1(3.0)
	1(3.1)
	6(4.3)
	4.115
	0.391a

	GC
	14(42.4)
	7(21.9)
	37(26.2)
	
	

	CC
	18(54.5)
	24(75.0)
	98(69.5)
	
	

	G
	16(24.2)
	9(14.1)
	49(17.4)
	2.493
	0.288

	C
	50(75.8)
	55(85.9)
	233(82.6)
	
	

	rs7095891
	
	
	
	
	

	GG
	27(81.8)
	20(62.5)
	106(75.2)
	3.879
	0.423a

	GA
	5(15.2)
	11(34.4)
	29(20.6)
	
	

	AA
	1(3.0)
	1(3.1)
	6(4.3)
	
	

	G
	59(89.4)
	51(79.7)
	241(85.5)
	2.477
	0.290

	A
	7(10.6)
	13(20.3)
	41(14.5)
	
	

	rs11003125
	
	
	
	
	

	GG
	9(26.5)
	10(29.4)
	39(28.1)
	4.717
	0.581

	GC
	15(44.1)
	16(47.1)
	75(54.0)
	
	

	CC
	10(29.4)
	8(23.5)
	25(18.0)
	
	

	G
	33(48.5)
	36(52.9)
	153(55.0)
	0.945
	0.623

	C
	35(51.5)
	32(47.1)
	125(45.0)
	
	


Notes: As rs1800451 carried only CC genotype in the groups with positive Mycobacterium tuberculosis, it was excluded from the present analysis; a Acquired by Likelihood ratio Chi-square test.

