Table S4 The results of heterogeneity and horizontal pleiotropy tests in intersecting genes.
	Exposures
	Heterogeneity test
	
	Pleiotropy test

	
	MR Egger
	
	IVW
	
	MR Egger

	
	Q
	Q_df
	Q_pval
	
	Q
	Q_df
	Q_pval
	
	egger_intercept
	se
	pval

	ARHGAP33
	0.114
	1
	0.735
	
	0.967
	2
	0.616
	
	0.022
	0.024
	0.525

	LIMCH1
	1.728
	1
	0.189
	
	1.816
	2
	0.403
	
	0.013
	0.059
	0.859

	PRMT5
	1.507
	1
	0.220
	
	1.746
	2
	0.418
	
	0.018
	0.045
	0.759

	NFKBIA
	3.868
	2
	0.145
	
	4.536
	3
	0.209
	
	0.013
	0.022
	0.616

	CD33
	1.176
	3
	0.759
	
	1.204
	4
	0.877
	
	0.002
	0.014
	0.877

	HOXA5
	0.272
	1
	0.602
	
	0.516
	2
	0.773
	
	0.017
	0.035
	0.708

	WFS1
	0.104
	1
	0.746
	
	0.160
	2
	0.923
	
	-0.011
	0.046
	0.853

	KAT2B
	2.295
	3
	0.513
	
	2.348
	4
	0.672
	
	0.004
	0.015
	0.833

	SPTBN1
	0.107
	2
	0.948
	
	1.501
	3
	0.682
	
	0.021
	0.018
	0.359

	TEK
	1.956
	2
	0.376
	
	2.836
	3
	0.418
	
	-0.015
	0.016
	0.447

	GTF3A
	3.694
	2
	0.158
	
	5.441
	3
	0.142
	
	0.056
	0.057
	0.433

	PTGFR
	2.544
	1
	0.111
	
	4.928
	2
	0.085
	
	0.042
	0.044
	0.510

	RUNX2
	4.975
	3
	0.174
	
	5.211
	4
	0.266
	
	0.008
	0.022
	0.731

	RFTN1
	0.088
	1
	0.767
	
	0.111
	2
	0.946
	
	0.008
	0.055
	0.904

	SPART
	0.776
	4
	0.942
	
	1.038
	5
	0.959
	
	0.009
	0.018
	0.635

	LOXL2
	0.083
	1
	0.774
	
	0.352
	2
	0.839
	
	-0.025
	0.048
	0.696

	DOCK2
	0.403
	3
	0.940
	
	0.404
	4
	0.982
	
	0.000
	0.020
	0.984

	NIBAN2
	0.406
	1
	0.524
	
	0.417
	2
	0.812
	
	0.002
	0.021
	0.934

	IER3
	8.621
	6
	0.196
	
	8.996
	7
	0.253
	
	-0.009
	0.018
	0.628

	TRPC6
	1.301
	1
	0.254
	
	1.525
	2
	0.467
	
	0.010
	0.023
	0.750

	GSN
	5.792
	5
	0.327
	
	5.841
	6
	0.441
	
	-0.003
	0.012
	0.845

	CCDC50
	4.885
	6
	0.559
	
	4.986
	7
	0.662
	
	0.004
	0.012
	0.762

	BANK1
	8.446
	7
	0.295
	
	11.184
	8
	0.191
	
	-0.056
	0.037
	0.176

	CTPS1
	0.399
	1
	0.528
	
	1.176
	2
	0.555
	
	0.035
	0.040
	0.540

	RCC1
	1.808
	1
	0.179
	
	1.814
	2
	0.404
	
	0.004
	0.070
	0.964

	TCF4
	7.982
	7
	0.334
	
	9.933
	8
	0.270
	
	-0.024
	0.018
	0.232

	NOTCH4
	1.301
	1
	0.254
	
	1.525
	2
	0.467
	
	0.010
	0.023
	0.750

	CCHCR1
	2.066
	1
	0.151
	
	2.094
	2
	0.351
	
	0.012
	0.100
	0.926

	LINC00665
	0.453
	2
	0.798
	
	0.868
	3
	0.833
	
	0.015
	0.023
	0.585

	CEBPA
	0.342
	1
	0.559
	
	0.420
	2
	0.810
	
	0.010
	0.034
	0.826

	ASB16-AS1
	1.911
	2
	0.385
	
	2.003
	3
	0.572
	
	-0.019
	0.062
	0.790


Abbreviations: df: Degree of freedom; MR: Mendelian randomization; Q: Cochran’s Q statistic; se: Standard error.
