[bookmark: _Hlk42241430]Table 1 Characteristics of patients with osteoporosis and healthy individuals.
	Characteristics
	Cases
	Control
	p

	
	n = 599
	n = 599
	

	Age (years)
	Mean ± SD 
	[bookmark: _Hlk56417929]57.46 ± 13.40
	[bookmark: _Hlk56417971]58.09 ± 13.25
	0.408

	
	≤ 60
	269(45%)
	262(44%)
	

	
	> 60
	330(55%)
	337(56%)
	

	Gender
	Male
	300(50%)
	299(50%)
	0.954

	
	Female
	299(50%)
	300(50%)
	

	BMI (kg/m2)
	≤ 24
	406(68%)
	196(33%)
	

	
	> 24
	193(32%)
	186(31%)
	

	T-BIL
	15.71 ± 6.5
	12.23 ± 4.88
	< 0.001

	I-BIL
	11.4 ± 4.54
	9.89 ± 3.96
	< 0.001

	AST
	1.2 ± 0.93
	1.51 ± 1.47
	< 0.001

	[bookmark: _Hlk58419061]Eosinophil percentage
	2.22 ± 1.94
	2.52 ± 1.78
	0.007

	[bookmark: _Hlk58419077]Eosinophils count
	0.13 ± 0.17
	0.17 ± 0.12
	< 0.001

	PLT
	217.78 ± 60.91
	257.12 ± 107.6
	< 0.001

	PDW
	14.27 ± 2.67
	12.73 ± 3.47
	< 0.001

	MPV
	11.2 ± 1.14
	8.62 ± 1.13
	< 0.001

	RBC
	4.79 ± 0.47
	4.31 ± 0.54
	< 0.001

	HGB
	145.48 ± 16.51
	120.27 ± 17.44
	< 0.001

	RDW%
	13.39 ± 0.99
	11.4 ± 1.78
	< 0.001


[bookmark: _Hlk58425707][bookmark: _Hlk58419025][bookmark: _Hlk58419117]BMI: body mass index; T-BIL: total bilirubin; I-BIL, indirect bilirubin; AST, aspartate aminotransferase; PLT: platelets; PDW: platelet distribution width; MPV: mean platelet volume; RBC: red blood cell count; HGB: hemoglobin; RDW%: red blood cell distribution width



Table 2 The basic information and HWE about the selected SNPs of LPR5 and AXIN1.
	Gene
	SNP ID
	Function
	Chr: Position
	Alleles
(A/B)
	MAF
	HWE
(P Value)
	Haploreg 4.1

	
	
	
	
	
	Cases
	Controls
	
	

	[bookmark: _GoBack]LRP5
	rs11228219
	intronic
	11: 68376251
	T/C
	0.116
	0.105
	0.272
	Enhancer histone marks; DNAse; Motifs changed 

	
	rs4988321
	missense
	11: 68406721
	A/G
	0.002
	0.002
	1.000
	SiPhy cons; Enhancer histone marks; DNAse;

	
	rs11228240
	-
	11: 68450822
	T/C
	0.190
	0.206
	0.103
	Motifs changed; Selected eQTL hits

	AXIN1
	rs2301522
	intronic
	16: 309953
	G/A
	0.450
	0.398
	0.391
	Enhancer histone marks; DNAse; Motifs changed; GRASP QTL
Hits; Selected eQTL hits; 

	
	rs9921222
	intronic
	16: 325782
	T/C
	0.190
	0.172
	0.318
	[bookmark: _Hlk58420345]Promoter histone marks; Enhancer histone marks; DNAse; Motifs changed; NHGRI/EBIGWAS hits; GRASP QTL Hits; Selected eQTL hits


[bookmark: _Hlk36628535]HWE: Hardy–Weinberg equilibrium; P > 0.05 indicates that the genotypes were in Hard-weinberg Equilibrium; SNP: Single nucleotide polymorphisms; MAF: minor allele frequency.



Table 3 Analysis of the association between susceptibility of osteoporosis and single nucleotide polymorphism of LPR5 and AXIN1.
	Gene
	SNP ID
	Model
	Genotype
	Case
	Control
	Adjusted by age and gender

	
	
	
	
	
	
	OR (95% CI)
	p

	[bookmark: _Hlk56261135]LPR5
	rs11228219
	Allele

	T
	139
	124
	1.12(0.86-1.45)
	0.395 

	
	
	
	C
	1059
	1056
	1.00
	

	
	
	Genotype
	TT
	2
	9
	0.23(0.05-1.07)
	0.061 

	
	
	
	TC
	135
	106
	1.30(0.98-1.73)
	0.069 

	
	
	
	CC
	462
	475
	1.00
	

	
	
	Dominant

	TT-TC
	137
	115
	1.22(0.92-1.61)
	0.164 

	
	
	
	CC
	462
	475
	1.00
	

	
	
	Recessive

	TT
	2
	9
	0.22(0.05-1.01)
	0.052 

	
	
	
	TC-CC
	597
	581
	1.00
	

	
	
	Log-additive
	-
	-
	-
	1.12(0.86-1.45)
	0.405 

	
	rs4988321
	Allele

	A
	2
	2
	1.00(0.14-7.10)
	0.999 

	
	
	
	G
	1196
	1194
	1.00
	

	
	
	Genotype
	AA
	0
	0
	/
	/

	
	
	
	AG
	2
	2
	/
	/

	
	
	
	GG
	597
	596
	1.00
	

	
	
	Dominant

	AA-AG
	2
	2
	1.04(0.15-7.41)
	0.971 

	
	
	
	GG
	597
	596
	1.00
	

	
	
	Recessive

	AA
	0
	0
	/
	/

	
	
	
	AG-GG
	599
	598
	1.00
	

	
	
	Log-additive
	-
	-
	-
	1.04(0.15-7.41)
	0.971 

	
	[bookmark: _Hlk58421830]rs11228240
	Allele

	T
	228
	246
	0.91(0.74-1.11)
	0.345 

	
	
	
	C
	970
	950
	1.00
	

	
	
	Genotype
	TT
	12
	32
	0.38(0.19-0.75)
	0.005* 

	
	
	
	TC
	204
	182
	0.63(0.88-1.44)
	0.346 

	
	
	
	CC
	383
	384
	1.00
	

	
	
	Dominant

	TT-TC
	216
	214
	0.71(0.80-1.29)
	0.906 

	
	
	
	CC
	383
	384
	1.00
	

	
	
	Recessive

	TT
	12
	32
	0.37(0.19-0.72)
	0.003*

	
	
	
	TC-CC
	587
	566
	1.00
	

	
	
	Log-additive
	-
	-
	-
	0.91(0.74-1.11)
	0.358

	AXIN1
	[bookmark: _Hlk58422212]rs2301522
	Allele
	G
	537
	471
	1.23(1.05-1.45)
	0.011*

	
	
	
	A
	657
	711
	1.00
	

	
	
	Genotype
	GG
	124
	99
	1.49(1.08-2.08)
	0.017* 

	
	
	
	GA
	289
	273
	1.26(0.98-1.63)
	0.076 

	
	
	
	AA
	184
	219
	1.00
	

	
	
	Dominant
	[bookmark: _Hlk58424257]GG-GA
	413
	372
	1.32(1.04-1.69)
	0.023* 

	
	
	
	AA
	184
	219
	1.00
	

	
	
	Recessive
	GG
	124
	99
	1.30(0.97-1.75)
	0.076 

	
	
	
	GA-AA
	473
	492
	1.00
	

	
	
	Log-additive
	-
	-
	-
	1.23(1.05-1.44)
	0.013* 

	
	[bookmark: _Hlk58422362]rs9921222
	Allele
	T
	228
	206
	1.13(0.92-1.39)
	0.251 

	
	
	
	C
	970
	990
	1.00
	

	
	
	Genotype
	TT
	32
	14
	2.34(1.23-4.46)
	0.010*

	
	
	
	TC
	164
	178
	0.93(0.72-1.19)
	0.554 

	
	
	
	CC
	403
	406
	1.00
	

	
	
	Dominant
	TT-TC
	196
	192
	1.03(0.81-1.31)
	0.824 

	
	
	
	CC
	403
	406
	1.00
	

	
	
	Recessive
	TT
	32
	14
	2.39(1.26-4.54)
	0.008* 

	
	
	
	[bookmark: _Hlk58424309]TC-CC
	567
	584
	1.00
	

	
	
	Log-additive
	-
	-
	-
	1.13(0.92-1.38)
	0.257 


SNP: Single nucleotide polymorphisms; OR, Odds ratio; CI, Confidence interval; p < 0.05 indicates statistical significance.
‘/’ indicates that the data is missing.



Table 4 The SNPs of LPR5 and AXIN1 associated with susceptibility of osteoporosis in the subgroup tests (age and gender).
	Gene
	SNP ID
	Model
	genotype
	Age, years
	
	Gender

	
	
	
	
	OR (95% CI)
	p
	OR (95% CI)
	P
	
	OR (95% CI)
	p
	OR (95% CI)
	p

	
	
	
	
	[bookmark: _Hlk56431769]> 60
	[bookmark: _Hlk58423777]≤ 60
	
	Female
	Male

	LPR5
	rs11228219
	Allele
	T
	1.14(0.81-1.59)
	0.463 
	1.10(0.74-1.63)
	0.647 
	
	1.04(0.72-1.51)
	0.826 
	1.19(0.84-1.70)
	0.331 

	
	
	
	C
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Genotype
	TT
	0.25(0.03-2.23)
	0.213 
	0.21(0.02-1.77)
	0.150 
	
	1.28(0.75-1.34)
	0.998 
	0.70(0.12-4.22)
	0.696 

	
	
	
	TC
	1.31(0.90-1.90)
	0.159 
	1.31(0.84-2.05)
	0.238 
	
	1.33(0.88-2.02)
	0.181 
	1.28(0.87-1.90)
	0.213 

	
	
	
	CC
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Dominant
	TT-TC
	1.24(0.86-1.80)
	0.248 
	1.19(0.77-1.84)
	0.432 
	
	1.19(0.79-1.78)
	0.413 
	1.25(0.85-1.85)
	0.250 

	
	
	
	CC
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Recessive
	TT
	0.23(0.03-2.11)
	0.196 
	0.20(0.02-1.69)
	0.138 
	
	1.26()
	0.998 
	0.66(0.11-4.00)
	0.654 

	
	
	
	TC-CC
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Log-additive
	-
	1.16(0.82-1.64)
	0.414 
	1.07(0.72-1.59)
	0.754 
	
	1.04(0.71-1.51)
	0.847 
	1.2(0.84-1.73)
	0.321 

	
	rs4988321
	Allele
	A
	1.02(0.06-16.31)
	0.990 
	0.97(0.06-15.61)
	0.985 
	
	/
	/
	/
	/

	
	
	
	G
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Genotype
	AA
	/
	/
	/
	/
	
	/
	/
	/
	/

	
	
	
	AG
	/
	/
	/
	/
	
	/
	/
	/
	/

	
	
	
	GG
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Dominant
	AA-AG
	1.06(0.07-16.99)
	0.969 
	1.17(0.07-19.15)
	0.911 
	
	/
	/
	/
	/

	
	
	
	GG
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Recessive
	AA
	/
	/
	/
	/
	
	/
	/
	/
	/

	
	
	
	AG-GG
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Log-additive
	-
	1.06(0.07-16.99)
	0.969 
	1.17(0.07-19.15)
	0.911 
	
	/
	/
	/
	/

	
	rs11228240
	Allele
	T
	0.83(0.64-1.10)
	0.195 
	1.00(0.74-1.35)
	0.992 
	
	0.79(0.59-1.05)
	0.101 
	1.05(0.79-1.39)
	0.760 

	
	
	
	C
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Genotype
	TT
	0.28(0.09-0.87)
	0.028* 
	0.46(0.19-1.09)
	0.077 
	
	0.19(0.05-0.65)
	0.008* 
	0.59(0.26-1.38)
	0.224 

	
	
	
	TC
	0.97(0.70-1.34)
	0.847 
	1.39(0.96-2.03)
	0.085 
	
	0.98(0.70-1.38)
	0.913 
	1.29(0.91-1.83)
	0.153 

	
	
	
	CC
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Dominant
	TT-TC
	0.89(0.65-1.23)
	0.480 
	1.20(0.84-1.72)
	0.314 
	
	0.87(0.62-1.22)
	0.419 
	1.18(0.84-1.65)
	0.333 

	
	
	
	CC
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	[bookmark: _Hlk56437038]
	Recessive
	TT
	0.29(0.09-0.88)
	0.029* 
	0.41(0.18-0.97)
	0.066
	
	0.19(0.05-0.65)
	0.008* 
	0.55(0.24-1.26)
	0.155 

	
	
	
	TC-CC
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	[bookmark: _Hlk56437088]Log-additive
	-
	0.83(0.62-1.10)
	0.185 
	1.01(0.75-1.35)
	0.954 
	
	0.78(0.58-1.05)
	0.102 
	0.95(0.79-1.39)
	0.758 

	AXIN1
	rs2301522
	Allele
	G
	1.27(1.02-1.58)
	0.035*
	1.20(0.94-1.52)
	0.152 
	
	1.29(1.03-1.63)
	0.029* 
	1.18(0.94-1.48)
	0.160 

	
	
	
	A
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Genotype
	GG
	1.65(1.06-2.57)
	0.026* 
	1.36(0.83-2.24)
	0.227 
	
	1.69(1.06-2.69)
	0.026* 
	1.38(0.86-2.21)
	0.182 

	
	
	
	GA
	1.19(0.84-1.69)
	0.316 
	1.36(0.92-2.00)
	0.120 
	
	1.33(0.92-1.91)
	0.129 
	1.22(0.85-1.75)
	0.290 

	
	
	
	AA
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Dominant
	GG-GA
	1.31(0.95-1.81)
	0.102 
	1.36(0.94-1.95)
	0.098 
	
	1.43(1.01-2.00)
	0.042* 
	1.26(0.89-1.78)
	0.190 

	
	
	
	AA
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Recessive
	GG
	1.49(1.01-2.21)
	0.047*
	1.14(0.73-1.77)
	0.577 
	
	1.51(1.55-2.93)
	0.003* 
	1.17(0.39-3.52)
	0.782 

	
	
	
	GA-AA
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Log-additive
	-
	1.27(1.02-1.58)
	0.029* 
	1.19(0.93-1.53)
	0.156 
	
	1.30(1.04-1.64)
	0.022* 
	1.18(0.94-1.49)
	0.160 

	
	rs9921222
	Allele
	T
	1.04(0.78-1.39)
	0.768 
	1.23(0.91-1.67)
	0.180 
	
	1.28(0.96-1.70)
	0.094 
	0.98(0.73-1.33)
	0.918 

	
	
	
	C
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Genotype
	TT
	2.17(0.92-5.14)
	0.079 
	2.59(0.97-6.90)
	0.056 
	
	3.42(1.50-7.78)
	0.526
	1.15(0.38-3.49)
	0.803 

	
	
	
	TC
	0.83(0.59-1.18)
	0.296 
	1.02(0.7-1.48)
	0.919 
	
	0.92(0.64-1.32)
	0.643 
	0.95(0.67-1.36)
	0.783 

	
	
	
	CC
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Dominant
	TT-TC
	0.93(0.67-1.30)
	0.672 
	1.12(0.78-1.61)
	0.525 
	
	1.12(0.79-1.57)
	0.524 
	0.96(0.68-1.36)
	0.836 

	
	
	
	CC
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Recessive
	TT
	2.28(0.97-5.38)
	0.059 
	2.58(0.98-6.80)
	0.056 
	
	1.44(0.95-2.18)
	0.084 
	1.22(0.81-1.86)
	0.341 

	
	
	
	TC-CC
	1.00
	
	1.00
	
	
	1.00
	
	1.00
	

	
	
	Log-additive
	-
	1.05(0.79-1.38)
	0.754 
	1.21(0.89-1.65)
	0.222 
	
	1.28(0.97-1.68)
	0.083 
	0.98(0.72-1.34)
	0.915 


SNP: Single nucleotide polymorphisms; OR, Odds ratio; CI, Confidence interval; p < 0.05 indicates statistical significance.
“-” indicates Log-additive model; ‘/’ indicates that the data is missing.

Table 5 The SNPs of LPR5 and AXIN1 associated with susceptibility of osteoporosis in the subgroup tests (BMI).
	Gene
	SNP ID
	Model
	genotype
	BMI

	
	
	
	
	OR (95% CI)
	p
	OR (95% CI)
	p

	
	
	
	
	> 24
	[bookmark: _Hlk42159279][bookmark: OLE_LINK16]≤ 24

	LPR5
	rs11228219
	Allele
	T
	0.95(0.63-1.43)
	0.793 
	1.37(0.89-2.10)
	0.153 

	
	
	
	C
	1.00
	
	1.00
	

	
	
	Genotype
	TT
	0.14(0.02-1.22)
	0.075 
	0.32(0.03-3.57)
	0.351 

	
	
	
	TC
	1.20(0.74-1.94)
	0.465 
	1.57(0.98-2.53)
	0.061 

	
	
	
	CC
	1.00
	
	1.00
	

	
	
	Dominant
	TT-TC
	1.05(0.66-1.68)
	0.826 
	1.49(0.94-2.37)
	0.091 

	
	
	
	CC
	1.00
	
	1.00
	

	
	
	Recessive
	TT
	0.14(0.02-1.16)
	0.068 
	0.29(0.03-3.31)
	0.321 

	
	
	
	TC-CC
	1.00
	
	1.00
	

	
	
	Log-additive
	-
	0.92(0.60-1.40)
	0.698 
	1.38(0.89-2.15)
	0.152 

	
	rs4988321
	Allele
	A
	0.48(0.04-5.32)
	0.541 
	/
	/

	
	
	
	G
	1.00
	
	1.00
	

	
	
	Genotype
	AA
	/
	/
	/
	/

	
	
	
	AG
	/
	/
	/
	/

	
	
	
	GG
	1.00
	
	1.00
	

	
	
	Dominant
	AA-AG
	0.42(0.04-4.70)
	0.479 
	/
	/

	
	
	
	GG
	1.00
	
	1.00
	

	
	
	Recessive
	AA
	/
	/
	/
	/

	
	
	
	AG-GG
	1.00
	
	1.00
	

	
	
	Log-additive
	-
	0.42(0.04-4.70)
	0.479 
	/
	/

	
	rs11228240
	Allele
	T
	1.05(0.74-1.50)
	0.779 
	0.87(0.64-1.18)
	0.371 

	
	
	
	C
	1.00
	
	1.00
	

	
	
	Genotype
	TT
	0.81(0.31-2.11)
	0.670 
	0.21(0.06-0.70)
	0.011*

	
	
	
	TC
	1.24(0.79-1.93)
	0.353 
	1.18(0.81-1.71)
	0.397 

	
	
	
	CC
	1.00
	
	1.00
	

	
	
	Dominant
	TT-TC
	1.17(0.76-1.78)
	0.480 
	1.04(0.73-1.49)
	0.827 

	
	
	
	CC
	1.00
	
	1.00
	

	
	
	Recessive
	TT
	0.76(0.30-1.95)
	0.568 
	0.20(0.06-0.65)
	0.008* 

	
	
	
	TC-CC
	1.00
	
	1.00
	

	
	
	Log-additive
	-
	1.07(0.75-1.51)
	0.714 
	0.90(0.65-1.24)
	0.518 

	AXIN1
	rs2301522
	Allele
	G
	1.07(0.80-1.43)
	0.650 
	1.32(1.03-1.69)
	0.029*

	
	
	
	A
	1.00
	
	1.00
	

	
	
	Genotype
	GG
	1.10(0.62-1.97)
	0.744 
	1.73(1.04-2.88)
	0.035* 

	
	
	
	GA
	1.07(0.67-1.70)
	0.782 
	1.32(0.90-1.94)
	0.161 

	
	
	
	AA
	1.00
	
	1.00
	

	
	
	Dominant
	GG-GA
	1.08(0.70-1.66)
	0.737 
	1.42(0.99-2.04)
	0.057 

	
	
	
	AA
	1.00
	
	1.00
	

	
	
	Recessive
	GG
	1.06(0.63-1.77)
	0.824 
	1.48(0.93-2.34)
	0.097 

	
	
	
	GA-AA
	1.00
	
	1.00
	

	
	
	Log-additive
	-
	1.05(0.79-1.40)
	0.730 
	1.32(1.03-1.68)
	0.029*

	
	rs9921222
	Allele
	T
	0.84(0.59-1.21)
	0.352 
	1.32(0.96-1.83)
	0.091 

	
	
	
	C
	1.00
	
	1.00
	

	
	
	Genotype
	TT
	0.80(0.25-2.58)
	0.706 
	1.97(1.23-3.69)
	0.021* 

	
	
	
	TC
	0.77(0.49-1.19)
	0.238 
	1.03(0.70-1.52)
	0.883 

	
	
	
	CC
	1.00
	
	1.00
	

	
	
	Dominant
	TT-TC
	0.77(0.50-1.18)
	0.230 
	1.20(0.83-1.75)
	0.339 

	
	
	
	CC
	1.00
	
	1.00
	

	
	
	Recessive
	TT
	0.87(0.27-2.79)
	0.819 
	1.54(1.21-3.37)
	0.021* 

	
	
	
	TC-CC
	1.00
	
	1.00
	

	
	
	Log-additive
	-
	0.81(0.56-1.17)
	0.263 
	1.31(0.96-1.79)
	0.091 


SNP: Single nucleotide polymorphisms; OR, Odds ratio; CI, Confidence interval.
p < 0.05 indicates statistical significance; “-” indicates Log-additive model; ‘/’ indicates that the data is missing.


Table 6 Haplotype analysis of genetic polymorphism with osteoporosis risk.
	Gene
	SNP
	Haplotype
	Frequency in case
	Frequency in control
	Without adjustment
	Adjusted by age and gender

	
	
	
	
	
	OR (95%CI)
	P
	OR (95%CI)
	P

	AXIN1
	rs2301522|rs9921222
	GT
	0.169
	0.187
	1.12(0.22-3.62)
	0.890 
	1.11(0.22-3.58)
	0.900 

	
	rs2301522|rs9921222
	GC
	0.229
	0.262
	1.20(0.97-1.48)
	0.097 
	1.20(0.97-1.48)
	0.096 

	
	[bookmark: _Hlk58485403][bookmark: OLE_LINK18]rs2301522|rs9921222
	AC
	0.596
	0.547
	1.25(1.03-1.52)
	0.026* 
	1.25(1.03-1.52)
	0.026* 


SNP, single nucleotide polymorphism; OR, odds ratio; CI, confidence interval.
‘*’ indicates statistical significance.


Table 7 SNP–SNP interaction models analyzed by the MDR method.
	Model
	Training Bal. Acc
	Testing Bal. Acc
	OR (95% CI)
	p value
	CVC

	[bookmark: _Hlk58501944]rs230152AXIN1 
	0.534
	0.523
	1.35 (1.07-1.72)
	0.0127
	9/10

	[bookmark: _Hlk56498578][bookmark: _Hlk58502004]rs11228219LPR5, rs2301522AXIN1
	0.550
	0.527
	1.61 (1.25-2.07)
	0.00002
	6/10

	[bookmark: _Hlk58502059]rs11228219LPR5, rs11228240LPR5, rs2301522AXIN1
	0.566
	0.511
	1.80 (1.41-2.31)
	< 0.0001
	3/10

	[bookmark: _Hlk58502108]rs11228219LPR5, rs11228240LPR5, rs2301522 AXIN1, rs9921222AXIN1
	0.585
	0.546
	1.96 (1.56-2.47)
	< 0.0001
	10/10


MDR, multifactor dimensionality reduction; Bal. Acc., balanced accuracy; CVC, cross-validation consistency; OR, odds ratio; 95% CI, 95% confidence interval.
p values were calculated using χ2 tests; p < 0.05 indicates statistical significance.



Table 8 Clinical indicators of patients based on the genotypes of selected SNPs.
	Indicators
	[bookmark: _Hlk58503595]LRP5 rs11228219
	
	LRP5 rs11228240

	
	TT
	TC
	CC
	p
	
	TT
	TC
	CC
	p

	L4
	-2.95 ± 0.07
	-3.21 ± 0.77
	-3.23 ± 0.76
	0.869
	
	-3.47 ± 1.04
	-3.25 ± 0.70
	-3.20 ± 0.78
	0.386

	RF
	15.98 ± 2.43
	130.84 ± 168.02
	119.18 ± 162.74
	0.516
	
	61.48 ± 87.68
	116.35 ± 163.97
	125.91 ± 165.22
	0.355

	T-BIL
	8.95 ± 1.20
	13.08 ± 4.69
	12.00 ± 4.92
	0.048*
	
	12.08 ± 6.38
	12.38 ± 4.52
	12.16 ± 5.03
	0.872

	I-BIL
	6.70 ± 1.27
	10.70 ± 4.16
	9.66 ± 3.88
	0.014*
	
	10.06 ± 6.03
	10.11 ± 4.03
	9.76 ± 3.85
	0.586

	ALP
	19.5 ± 0.71
	21.19 ± 10.27
	24.39 ± 19.69
	0.183
	
	27.33 ± 19.46
	23.58 ± 20.94
	23.58 ± 16.23
	0.775

	Eosinophil percentage
	2.10 ± 1.27
	2.50 ± 1.84
	2.52 ± 1.76
	0.939
	
	2.94 ± 1.36
	2.61 ± 2.08
	2.46 ± 1.60
	0.444

	Eosinophils count
	0.15 ± 0.08
	0.17 ± 0.12
	0.17 ± 0.12
	0.907
	
	0.20 ± 0.10
	0.17 ± 0.12
	0.17 ± 0.11
	0.676

	ESR (60min)
	58.5 ± 45.96
	39.25 ± 31.08
	32.81 ± 25.57
	0.023*
	
	31.25 ± 24.78
	33.96 ± 25.41
	34.65 ± 28.04
	0.884

	Indicators
	[bookmark: _Hlk58503828]AXIN1 rs2301522
	
	[bookmark: _Hlk58504947]AXIN1 rs9921222

	
	AA
	AG
	GG
	p
	
	TT
	TC
	CC
	p

	L4
	-3.13 ± 0.71
	-3.24 ± 0.76
	-3.32 ± 0.80
	0.069
	
	-3.48 ± 0.79
	-3.12 ± 0.73
	-3.24 ± 0.76
	0.030*

	RF
	130.50 ± 176.03
	115.97 ± 155.18
	121.24 ± 166.2
	0.659
	
	212.03 ± 241.01
	117.09 ± 159.35
	115.56 ± 155.68
	0.005*

	T-BIL
	12.64 ± 5.80
	12.17 ± 4.35
	11.83 ± 4.51
	0.333
	
	12.44 ± 4.66
	12.01 ± 4.48
	12.31 ± 5.06
	0.781

	I-BIL
	10.22 ± 4.07
	9.86 ± 3.84
	9.50 ± 4.03
	0.284
	
	10.02 ± 4.26
	9.72 ± 4.02
	9.94 ± 3.92
	0.818

	ALP
	23.61 ± 22.67
	23.14 ± 13.71
	24.73 ± 19.13
	0.716
	
	22.31 ± 10.56
	26.83 ± 20.46
	22.47 ± 17.28
	0.030*

	[bookmark: _Hlk58503998]Eosinophil percentage
	2.30 ± 1.35
	2.72 ± 2.11
	2.38 ± 1.40
	0.024*
	
	2.21 ± 0.71
	2.45 ± 1.59
	2.57 ± 1.90
	0.455

	[bookmark: _Hlk58504019]Eosinophils count
	0.16 ± 0.09
	0.19 ± 0.14
	0.16 ± 0.08
	0.008*
	
	0.16 ± 0.06
	0.16 ± 0.11
	0.17 ± 0.12
	0.617

	ESR (60min)
	36.02 ± 28.83
	33.42 ± 26.18
	34.40 ± 26.63
	0.595
	
	33.41 ± 25.26
	34.93 ± 27.36
	34.18 ± 27.16
	0.937


[bookmark: _Hlk58504891][bookmark: _Hlk58503630][bookmark: _Hlk58503664][bookmark: _Hlk58503680]RF, rheumatoid factor; T-BIL, total bilirubin; I-BIL, indirect bilirubin; ALP, alkaline phosphatase; ESR, erythrocyte sedimentation rate.
